
Table S2. Differentially regulated genes (up and down regulated) in the control compared with THyPRP silenced plants in FAZ at 0 h along with their expression values, fold changes, annotations, GO ids and terms.    
           

Worksheet 2 & 3
Cut off used to filter up and down regulated genes 

Upregulated 
Samples

Set1 
Line Array Details Time Analysis 

Control – New Yorker 254331010025_1_1 0h_1_AZ 0h Control Downregulated 
Control – New Yorker 254331010025_1_2 0h_2_AZ 0h

TAPG + TPRP 254331010034_1_1 0h_37_AZ 0h

TAPG + TPRP 254331010034_1_2 0h_38_AZ 0h

Note: Differentially Regulated Probes
Fold change expression values are provided as logbase 2

Sample Up Down 

Flagging Criteria: 0h_TPRP_ AZ vs. 0h_Control_AZ_Sense 1208 416
Compromised: If the gProcessedSignal value is less than the background intensity 0h_TPRP_ AZ vs. 0h_Control_AZ_Antisense 862 216
Detected:  If the gProcessedSignal value is above  background intensity

Column Header Description
ProbeName Unique probe identifier
GeneName GeneSymbol
Fold Fold change calculated is log base 2
Flag Detected or Compromised
GeomeanFold Average Fold change for the replicates calculated is log base 2
p-Value t-test p- value
gProcessedSigna  Background substracted signal intensity

Worksheet 4 & 5

This file contains the  fold change for all the spots in the array

GO ID
Gene Ontology ID
GO ACCESSION
Gene Ontology Function name
p-value :
The probability of obtaining the specified GO accession number from a list of random entities. Less the p-value more significant is the GO accession number. 
Significant pvalue<0.05
Count in Selection :
This refers to the number of genes in the selected entity (for example, from T-test) list which have that particular GO term. 
 %Count in Selection :
This refers to the percentage of genes in the input entity list which have that GO term. 
Count in Total :
This refers to the number of genes in All Entities which have that GO term. 
%Count in Total :
This refers to the percentage of genes in the All Entities list which have that GO term. 

For filtering  upregulation we consider flag should be Detected in the treated sample and can be Compromised  or Detected in the control sample 
and  fold>=0.8 in the individual replicates and fold>=1 in the Geomean of treated samples. 

For filtering  downregulation we consider  flag can be Detected or Compromised  in the treated sample and should be  Detected in the control 
sample and fold<=-0.8 in the individual replicates and fold<=-1 in the Geomean of treated samples. 

Treated



Orientatio ProbeNamFold 0h Flag 0h Fold 0h Flag 0h 2an 0h AZ  Fold 0h Flag 0h 3Fold 0h Flag 0h 3Geomean   P-value ProbeNamGeneNam Systemat DescriptioSequence Contig ID ITAG ID Parent Ge ITAG Des Ontology Ontology Contig ID Target ID Functiona GO termsTranscrip target ID  Symbols TAIR DescTAIR ChrogProcess gProcess gProcess gProcess gProcess gProcessedSignal 0h 38 AZ
Sense A 96 P00 0.025 Detected -0.025 Detected 0.000 0.941 Detected 1.264 Detected 1.102 0.021 A 96 P00 A 96 P00 A 96 P00 Unknown TCACTTGCCAAGACATTAACACAACTCATGCTTATTTGAAATCAGGTACATTTTGCTACA 2636.56 2086.03 2196.38 1477.18 5184.47 6364.83
Sense A 96 P01 -0.166 Detected 0.166 Detected 0.000 0.916 Detected 1.441 Detected 1.179 0.063 A 96 P01 wus NM 00124Solanum      GTTTGTAGTAAGTAAGTACTAATCTAATTTGGTATGTGCCAAGCTATTTGGACCTTATGG 902.021 930.293 700.468 707.556 1990.64 2810.61
Sense A 96 P06 -0.048 Detected 0.048 Detected 0.000 1.161 Detected 1.678 Detected 1.420 0.033 A 96 P06 AK322569 AK322569 Solanum        GAACTTTCGTTTTTTCTGATTCAATTCCATGGTTTGAATGGATGGATATTGGTGGACATA 155.777 136.412 94.1587 173.392 375.292 527.288
Sense A 96 P07 0.602 Detected -0.602 Detected 0.000 2.014 Detected 1.643 Detected 1.829 0.101 A 96 P07 P69B NM 00124Solanum      GCCTAGTCAAAAATTGGCTATATAAGTGCATTAAGTACTCGGACATTTGAAAATGCTGTT 2332.77 829.649 622.174 3088.22 6471.18 4909.49
Sense A 96 P07 -0.271 Detected 0.271 Detected 0.000 1.806 Detected 1.978 Detected 1.892 0.022 A 96 P07 LOC54395AK247244 Solanum        GATGGCATGCTAATCACTATAATGTGGGCATCAAAGTTGTGTTATGTGTAACTACTTATT 1833.86 2186.84 3492.19 1405.56 8062.78 8912.85
Sense A 96 P08 -1.077 Detected 1.077 Detected 0.000 0.806 Detected 1.500 Detected 1.153 0.416 A 96 P08 BW68867 BW68867 BW68867               ACTGGGCCGGAAAACGTCCTTATTAAGGTGTCGTTTATTTATGACATATTGCTAGTATTA 153.135 558.428 207.862 1506.18 588.592 934.671
Sense A 96 P08 1.103 Detected -1.103 Detected 0.000 1.592 Detected 1.157 Detected 1.375 0.346 A 96 P08 ODD NM 00124Solanum      AAATCTCTTGCAGCAAATTGGAGAGACTCACTTTACTCTGTCATGGCTCCTAATCCTGCT 77.4298 13.7509 24.4984 15.9711 113.3 82.2612
Sense A 96 P08 -1.366 Detected 1.366 Detected 0.000 1.275 Detected 3.624 Detected 2.449 0.307 A 96 P08 TA36002 TA36002 Rep: Path              CCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAAATTATGAA 24.3014 132.179 35.072 232.937 157.936 789.477
Sense A 96 P11 0.125 Comprom -0.125 Comprom 0.000 1.402 Detected 1.459 Detected 1.431 0.008 A 96 P11 TA53569 TA53569 Unknown CCTGTTAGGGCATAGCTTATCTCTATATATAGACCCTATGGGAAACCCTATTCTGTAATT 5.40343 3.72359 8.74962 3.0464 13.6518 13.9338
Sense A 96 P11 -0.506 Detected 0.506 Detected 0.000 2.097 Detected 0.956 Detected 1.527 0.183 A 96 P11 AK328772 AK328772 Solanum        TCTTGTCATTTGCTGTTGTGGTATCTTGCAGCTGCTGGTTTACCTATGCCATGCTAGGAA 84.4235 139.55 134.506 92.7452 534.855 237.997
Sense A 96 P12 1.446 Detected -1.446 Comprom 0.000 1.797 Detected 1.126 Detected 1.462 0.429 A 96 P12 TA55074 TA55074 Rep: Sulfa           CACATTCTTCACTGGGGCATTTCAAGCTGTTTTTGGACTATTCAGGTTGGGATTTCTAGT 21.2044 2.34056 20.6679 19.1242 28.1874 17.3799
Sense A 96 P12 0.182 Detected -0.182 Comprom 0.000 2.045 Detected 1.645 Detected 1.845 0.021 A 96 P12 NP928749 NP928749 GB GCTGCCATCAGATGGAGAAAATTTCAAGCAGCAAAGACAGTGACCAATTGTCCAAATTGA 15.2443 9.70133 8.91089 16.1915 57.7907 42.989
Sense A 96 P12 0.262 Detected -0.262 Comprom 0.000 2.240 Detected 0.977 Detected 1.609 0.143 A 96 P12 NP928749 NP928749 GB CTCACGAGTCTGCTCGGATAATATACATGAGGACATGATTGACTGTAGTATTAACAAGAA 14.1233 8.04108 10.206 23.6341 57.9718 23.7073
Sense A 96 P13 -1.299 Detected 1.299 Detected 0.000 1.368 Detected 1.487 Detected 1.427 0.387 A 96 P13 LOC54400BI931665 EST55155                  GTTGTGTTAGTATTGGCCTATAGTAGCCATTTGACACATTAAATAAGTTTGTGACACATC 58.2207 288.864 199.307 97.3511 385.315 410.718
Sense A 96 P13 -0.036 Detected 0.036 Detected 0.000 1.043 Detected 1.504 Detected 1.274 0.032 A 96 P13 AI487256 AI487256 Unknown CTTAGCAATGTGTTAAACACATTAAAGTCTTCAACTTTCATGGCCGCTATGACTTTAGAT 1850.38 1593.33 1591.93 683.283 4073.08 5504.95
Sense A 96 P13 0.388 Detected -0.388 Comprom 0.000 1.041 Detected 1.179 Detected 1.110 0.106 A 96 P13 AI771618 AI771618 Unknown TGCATTTGGGTGTATACTCATGGCACTTGTAGCAAAGTTGGATTACTTGGTATGGGTAAG 20.6785 9.89029 20.6314 24.7289 33.8809 36.5886
Sense A 96 P13 -0.199 Comprom 0.199 Comprom 0.000 1.167 Detected 1.116 Detected 1.142 0.030 A 96 P13 AI776978 AI776978 Unknown ACATGCCCATGTTCATTCCATTCCATGTCCTGTTTGTAAAATTTCCCTATTTTAGCTCCC 8.82688 9.52707 7.65367 12.2373 23.7173 22.4575
Sense A 96 P13 -0.764 Detected 0.764 Detected 0.000 0.822 Detected 1.495 Detected 1.159 0.300 A 96 P13 AI779441 AI779441 Unknown CTGTATCGGACAACGTCCTTACTAAAATGATGTATACTTATGACATGTTGCTAGTATTGA 7862.43 18577.3 7445.95 34805.3 24609.4 38509.7
Sense A 96 P13 -0.673 Detected 0.673 Detected 0.000 1.828 Detected 2.248 Detected 2.038 0.102 A 96 P13 AI781976 AI781976 Unknown ATATTGTGCACCTAAAATGCCACGTTCCAGATTATACTCAAGTAGTCTGGCGCAACTCAG 224.583 467.804 189.108 807.831 1325.08 1740.27
Sense A 96 P14 -0.227 Detected 0.227 Detected 0.000 1.795 Detected 0.836 Detected 1.315 0.131 A 96 P14 AW032620AW032620Unknown ATCAAATAAATCGCGAGCATGGAAGCCAGTTTTGTCTACCATTAGAGAATGGTCGGGTTT 33.6713 37.7639 20.3629 25.0759 142.458 71.9286
Sense A 96 P16 0.598 Detected -0.598 Comprom 0.000 2.142 Detected 1.975 Detected 2.058 0.076 A 96 P16 AW650322AW650322Unknown ATGTTGGATCCGACTTCTAATTCAAGAGTCACTACTTCAAAGATCATCGATTCTTCATGG 14.3682 5.13763 12.3608 8.36146 43.6625 38.1631
Sense A 96 P18 -0.373 Detected 0.373 Detected 0.000 0.911 Detected 1.326 Detected 1.119 0.120 A 96 P18 BG127728BG127728Unknown TGGAGGTGATACTCAGTGCTTGGTTACTGGCTATTCTGATTCAGACATGCTGGAGATGTT 90.9081 124.972 366.603 206.738 230.852 302.059
Sense A 96 P18 -0.062 Detected 0.062 Detected 0.000 1.932 Detected 1.768 Detected 1.850 0.003 A 96 P18 BG133640BG133640Unknown TAGGGATAGATGAGCATCGTCGATCATCAGATCTGTGCGGACTTAATAGATTCGTGGTGA 22.7018 20.2569 19.4019 20.8558 94.2084 82.5612
Sense A 96 P19 -0.321 Detected 0.321 Detected 0.000 1.076 Detected 1.193 Detected 1.135 0.074 A 96 P19 TA36834 TA36834 Rep: Wou             GATGCCCACTTATATAATGACATGCTAATCAATTATAATGTGGGCATCAAAGTTGTGTGT 1765.78 2256.25 3216.82 1360.87 4844.56 5158.06
Sense A 96 P19 0.363 Detected -0.363 Detected 0.000 1.877 Detected 1.037 Detected 1.457 0.120 A 96 P19 BI422397 BI422397 Unknown GTGCTCCTGAAAGGAATATTTCGGACGAAGCCCCATTCAAATTCACACCCACTACACTAT 45.5238 22.5493 31.1124 38.0886 135.507 74.3153
Sense A 96 P19 0.324 Detected -0.324 Detected 0.000 1.722 Detected 1.085 Detected 1.404 0.091 A 96 P19 BI422997 BI422997 Unknown CCTAGAGATGATTCAAGTAGTACATTTACTTGTCCTAATGGAACTAGCTATAAAGTCGTA 103.119 53.9323 122.204 205.389 283.312 178.796
Sense A 96 P20 -0.066 Comprom 0.066 Comprom 0.000 1.119 Detected 1.318 Detected 1.219 0.009 A 96 P20 BI925070 BI925070 Unknown AATCTTTTATTTGTTTTGTAGACTGTTCAATATCCTGTGGAACATCCCGAGAAGTTCGAG 8.49829 7.63323 12.3876 5.50871 20.1489 22.6956
Sense A 96 P20 -0.397 Detected 0.397 Detected 0.000 0.933 Detected 1.439 Detected 1.186 0.128 A 96 P20 AK322569 AK322569 Solanum        ATGGAAGCTTCAGAGAGACTCGAGAATCTGGAAAGATCCGAATGAGTTTAACCAGAGAGA 685.767 973.46 391.287 826.571 1796.34 2504.45
Sense A 96 P22 0.043 Detected -0.043 Detected 0.000 1.020 Detected 1.049 Detected 1.034 0.002 A 96 P22 CD002301CD002301Unknown CTGTTAAGGGCAGTAATGTTGCAAATAACACCCATGTCTTGGTACTCGTTCCACGAGTAC 131.043 101.169 160.872 130.891 268.793 269.178
Sense A 96 P22 -0.851 Detected 0.851 Detected 0.000 2.327 Detected 3.014 Detected 2.671 0.101 A 96 P22 CK348294CK348294Rep: Path             TGATGTATACTTATGACATGTTGCTAGTATTACTCAGGACTCATCGTTGACTGCGTACCA 176.234 469.969 161.837 884.16 1663.15 2627.85
Sense A 96 P22 0.051 Detected -0.051 Detected 0.000 1.741 Detected 1.592 Detected 1.667 0.003 A 96 P22 AK319705 AK319705 Solanum        GAGATTACAATGAGAAGGTAGATATTTGGAGTGCTGGTGTGATTCTGTATATAATGTTGG 72.5093 55.3036 67.3352 88.7317 243.783 215.732
Sense A 96 P22 -1.403 Detected 1.403 Detected 0.000 1.435 Detected 3.711 Detected 2.573 0.290 A 96 P22 P4 NM 00124Solanum       GAATAATTCCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAA 16.5433 94.7196 34.4927 182.136 123.201 585.965
Sense A 96 P25 -0.309 Detected 0.309 Detected 0.000 1.219 Detected 0.897 Detected 1.058 0.093 A 96 P25 TC232099 TC232099 Rep: 13 k         GTCCTCATCTCTTTGCAGATCTGAGCCTCTAAATTGTTATCAACAACATTTGAATCTCTT 655.847 824.59 721.55 451.895 1971.77 1548.09
Sense GT Sens -0.102 Detected 0.102 Detected 0.000 0.897 Detected 1.149 Detected 1.023 0.024 GT Sense AY559315 AY559315 Lycopers          AGTATTTGATGAATATGCACCTGACTATAAACTAAGTCTGAGGTGAATTAGGATTATAAT 454.661 429.12 727.256 1146.65 947.392 1107.02
Sense GT Sens -0.377 Detected 0.377 Detected 0.000 1.379 Detected 1.922 Detected 1.651 0.071 GT Sense contig103 contig103 Polyprote     GAGTTTCcontig103 Solyc05g Solyc05g Polyprotein (AHRD V1 **-- A5JS contig103 Solyc02g062070.1.1 AT4G38440.1  LOCATE                                                                   chr4:179  35.5542 49.1151 132.797 119.269 125.182 178.947
Sense GT Sens 0.075 Detected -0.075 Detected 0.000 2.398 Detected 2.079 Detected 2.238 0.006 GT Sense contig103 contig103 Unknown   TATTAAT contig103 Solyc04g Solyc04g Unknown Protein (AHRD V1);O contig103 Solyc04g025920.2.1 AT3G5600ATCSLA1    ATCSLA1         chr3:207  31.3626 23.1658 38.4165 40.9666 163.536 128.668
Sense GT Sens -0.156 Comprom 0.156 Comprom 0.000 1.808 Detected 2.424 Detected 2.116 0.026 GT Sense contig104 contig104 Unknown   ATCTTAA contig104 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig104 Solyc08g Unknown Protein (A  SL2.40ch AT1G0336ATRRP4  ATRRP4            chr1:824  2.23542 2.27429 1.83276 2.39466 9.08906 13.6722
Sense GT Sens 1.022 Detected -1.022 Comprom 0.000 1.562 Detected 2.075 Detected 1.818 0.227 GT Sense contig106 contig106 Aspartyl p               AGCTCGTcontig106 Solyc10g Solyc10g Aspartyl p               GO:00065 GO:00065 contig106 Solyc11g Aluminum-activated                  SL2.40ch AT3G44050.1  kinesin m    chr3:158  16.849 3.34562 3.87998 5.17726 25.5224 35.7489
Sense GT Sens 0.027 Detected -0.027 Detected 0.000 1.265 Detected 1.383 Detected 1.324 0.002 GT Sense contig106 contig106 Cation dif                GCACATAcontig106 Solyc10g Solyc10g Cation dif                GO:00160 GO:00160 contig106 Solyc10g Cation dif                 GO:00160 SL2.40ch AT1G79520.1  cation eff     chr1:299  141.731 111.779 228.905 218.901 348.285 371.002
Sense GT Sens -0.520 Comprom 0.520 Comprom 0.000 0.974 Detected 1.355 Detected 1.165 0.170 GT Sense contig108 contig108 Unknown   GTGAAGCcontig108 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig108 Solyc07g Unknown Protein (A  SL2.40ch AT5G5549ATGEX1,   GEX1 (GA      chr5:224  3.55583 5.98942 75.1525 12.7164 10.4366 13.3456
Sense GT Sens -0.561 Comprom 0.561 Comprom 0.000 1.380 Detected 1.706 Detected 1.543 0.118 GT Sense contig108 contig108 Unknown   TTGCCAAcontig108 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig108 Solyc05g Unknown Protein (A  SL2.40ch AT2G17930.1  binding /           chr2:778  4.79111 8.53838 15.9973 17.1851 19.165 23.584
Sense GT Sens 0.097 Comprom -0.097 Comprom 0.000 0.922 Detected 1.239 Detected 1.081 0.028 GT Sense contig108 contig108 Unknown   GGGAAG contig108 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig108 Solyc07g Unknown Protein (A  SL2.40ch AT5G12110.1 4.57998 3.28051 4.84181 4.48487 8.45756 10.3417
Sense GT Sens -0.469 Comprom 0.469 Comprom 0.000 1.587 Detected 1.679 Detected 1.633 0.074 GT Sense contig109 contig109 RNA polym                    GTTTGGCcontig109 Solyc09g Solyc09g RNA polymerase II fifth largest                 contig109 Solyc09g RNA polymerase II fi                   SL2.40ch AT4G1466NRPE7  NRPE7; D     chr4:840  4.09015 6.41856 10.9003 6.29367 17.7246 18.5459
Sense GT Sens 0.124 Detected -0.124 Detected 0.000 1.315 Detected 1.279 Detected 1.297 0.009 GT Sense contig109 contig109 Sister-chr        GCAGAATcontig109 Solyc05g Solyc05g Sister-chromatide cohesion pr      contig109 Solyc05g Sister-chromatide co       SL2.40ch AT2G4798SCC3, AT   SCC3 (SI       chr2:196  86.4528 59.6386 182.501 172.425 205.767 196.96
Sense GT Sens 0.262 Comprom -0.262 Comprom 0.000 1.439 Detected 2.017 Detected 1.728 0.047 GT Sense contig109 contig109 Polygalac                        GTCCTGAcontig109 Solyc12g Solyc12g Polygalac                        GO:00059 GO:00059   contig109 Solyc12g Polygalac                         GO:00059 SL2.40ch AT1G65570.1  polygalac       chr1:243  7.99781 4.55754 2.26911 3.23969 18.8448 27.6199
Sense GT Sens -0.531 Comprom 0.531 Comprom 0.000 1.695 Detected 2.130 Detected 1.913 0.079 GT Sense contig109 contig109 Reverse t      TAAGATT contig109 Solyc02g Solyc02g Reverse transcriptase (Fragme     contig109 Solyc10g Os01g061                    GO:00056 SL2.40ch AT5G61970.1  signal rec      chr5:248  2.97253 5.0853 10.7013 9.0119 14.4947 19.237
Sense GT Sens -0.268 Comprom 0.268 Comprom 0.000 1.012 Detected 1.816 Detected 1.414 0.100 GT Sense contig110 contig110 Unknown   CACCTCAcontig110 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig110 Solyc04g Unknown Protein (A  SL2.40ch AT5G1789DAR4  DAR4 (DA              chr5:591  4.51254 5.36026 8.07639 8.597 11.4235 19.5716
Sense GT Sens 0.346 Comprom -0.346 Comprom 0.000 1.580 Detected 1.554 Detected 1.567 0.046 GT Sense contig110 contig110 Unknown   TTTTCAT contig110 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig110 Solyc04g071370.1.1 AT3G62120.2  tRNA syn            chr3:230  4.56801 2.31588 4.44011 3.43359 11.1981 10.7935
Sense GT Sens 0.010 Detected -0.010 Detected 0.000 1.251 Detected 1.409 Detected 1.330 0.004 GT Sense contig111 contig111 Unknown   TTGCTAT contig111 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig111 Solyc08g Unknown Protein (A  SL2.40ch AT5G21910.1  unknown   chr5:724  168.901 136.518 351.707 321.832 416.2 455.741
Sense GT Sens 1.611 Detected -1.611 Comprom 0.000 1.057 Detected 2.615 Detected 1.836 0.413 GT Sense contig111 contig111 Unknown   TTTGTTGcontig111 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig111 Solyc12g Unknown Protein (A  SL2.40ch AT3G2586LTA2, PLE   LTA2; dih    chr3:946  85.7238 7.52722 2.00686 3.20511 60.8747 175.855
Sense GT Sens -0.674 Comprom 0.674 Detected 0.000 0.869 Detected 1.212 Detected 1.041 0.273 GT Sense contig112 contig112 RING-fing                 AGTATGAcontig112 Solyc12g Solyc12g RING-fing                 GO:00082 GO:00082   contig112 Solyc12g RING-fing                  GO:00082 SL2.40ch AT2G26940.1  zinc finge       chr2:114  5.73967 11.9724 13.9893 13.7817 17.4304 21.7093
Sense GT Sens -0.495 Detected 0.495 Detected 0.000 1.073 Detected 1.688 Detected 1.380 0.141 GT Sense contig112 contig112 Unknown   CTTTGGGcontig112 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig112 Solyc01g Unknown Protein (A  SL2.40ch AT2G4743CKI1  CKI1 (CY          chr2:194  16.8625 27.4261 70.8823 63.7893 52.0918 78.3078
Sense GT Sens -0.131 Detected 0.131 Detected 0.000 1.855 Detected 1.630 Detected 1.742 0.010 GT Sense contig112 contig112 EPF-type                  TCCACGAcontig112 Solyc09g Solyc09g EPF-type                  GO:00037 GO:00037      contig112 Solyc08g UDP-gluc               GO:00039 SL2.40ch AT5G1862CHR17  CHR17 (C                             chr5:619  113.849 111.889 145.965 114.683 470.004 394.773
Sense GT Sens 0.251 Detected -0.251 Comprom 0.000 1.804 Detected 0.949 Detected 1.376 0.109 GT Sense contig112 contig112 3-hydroxy              TAGAGAGcontig112 Solyc06g Solyc06g 3-hydroxy              GO:00038 GO:00038    contig112 Solyc12g Enoyl-CoA              GO:00081 SL2.40ch AT1G7955PGK  PGK (PHO      chr1:299  12.5226 7.23913 11.2166 23.8825 38.2739 20.7737
Sense GT Sens 0.208 Comprom -0.208 Comprom 0.000 1.502 Detected 1.144 Detected 1.323 0.040 GT Sense contig112 contig112 ATP-bind                GAATGGAcontig112 Solyc05g Solyc05g ATP-bind                GO:00171 GO:00171         contig112 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT1G1552PDR12, AT   PDR12 (P             chr1:533  5.40436 3.31738 1.99256 3.03339 13.8042 10.5756
Sense GT Sens 0.139 Detected -0.139 Detected 0.000 1.901 Detected 1.981 Detected 1.941 0.005 GT Sense contig113 contig113 Apyrase 3             AAGGCAAcontig113 Solyc02g Solyc02g Apyrase 3             GO:00167 GO:00167  contig113 Solyc04g U-box dom               GO:00048 SL2.40ch AT3G32130.1  FUNCTIO                                                           chr3:131  44.5995 30.1431 52.6929 35.5478 157.712 163.618
Sense GT Sens 0.099 Detected -0.099 Detected 0.000 1.586 Detected 0.822 Detected 1.204 0.093 GT Sense contig113 contig113 Serine/thr                 AATCAGT contig113 Solyc01g Solyc01g Serine/thr                 GO:00046 GO:00046      contig113 Solyc01g Serine/thr                  GO:00046 SL2.40ch AT5G4082ATRAD3,    ATRAD3;                 chr5:163  20.3664 14.548 24.2151 26.8416 59.4925 34.3953
Sense GT Sens -0.442 Detected 0.442 Detected 0.000 0.889 Detected 1.358 Detected 1.124 0.154 GT Sense contig114 contig114 Unknown   AATCTAT contig114 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig114 Solyc00g Unknown Protein (A  SL2.40ch AT3G55110.1  ABC tran     chr3:204  11.0849 16.7461 37.8873 24.6653 29.0455 39.482
Sense GT Sens -0.014 Detected 0.014 Detected 0.000 1.440 Detected 1.342 Detected 1.391 0.001 GT Sense contig115 contig115 Cellulose             CAGGCATcontig115 Solyc11g Solyc11g Cellulose             GO:00160 GO:00160 contig115 Solyc11g Cellulose              GO:00160 SL2.40ch #N/A #N/A #N/A #N/A 153.847 128.425 147.324 130.65 439.067 402.596
Sense GT Sens 0.493 Detected -0.493 Detected 0.000 1.206 Detected 1.463 Detected 1.334 0.120 GT Sense contig115 contig115 F-box fam              TTGTGTGcontig115 Solyc07g Solyc07g F-box family protein (AHRD V1           contig115 Solyc08g F-box family protein             SL2.40ch AT5G37470.1  unknown   chr5:148  31.0627 12.8539 19.3771 17.7864 53.0729 62.2433
Sense GT Sens -0.411 Comprom 0.411 Comprom 0.000 0.869 Detected 1.744 Detected 1.306 0.161 GT Sense contig115 contig115 Gag-Pol p     TAAAGAAcontig115 Solyc07g Solyc07g Gag-Pol polyprotein (AHRD V1  contig115 Solyc10g cytochrom  GO:00198 SL2.40ch AT5G40450.2  unknown   chr5:161  4.63024 6.70397 4.92995 6.11841 11.7146 21.0899
Sense GT Sens -0.596 Detected 0.596 Detected 0.000 1.328 Detected 1.408 Detected 1.368 0.149 GT Sense contig117 contig117 Unknown   AACCTTT contig117 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig117 Solyc03g Unknown Protein (A  SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  104.185 194.932 169.388 188.179 412.071 427.468
Sense GT Sens 1.663 Detected -1.663 Detected 0.000 0.809 Detected 2.371 Detected 1.590 0.478 GT Sense contig117 contig117 Peroxidas              AAGGGG contig117 Solyc01g Solyc01g Peroxidas              GO:00551 GO:00551  contig117 Solyc01g Peroxidas               GO:00551 SL2.40ch AT1G10740.2  unknown   chr1:356  157.079 12.8366 6.23926 2.37986 90.6118 262.527
Sense GT Sens 0.377 Detected -0.377 Comprom 0.000 0.962 Detected 1.082 Detected 1.022 0.116 GT Sense contig117 contig117 LRR recep                  AGCTCGTcontig117 Solyc01g Solyc01g LRR recep                  GO:00055 GO:00055       contig117 Solyc01g LRR recep    GO:00046 SL2.40ch AT1G7183SERK1, A   SERK1 (S             chr1:270  19.8275 9.62592 12.6317 72.0703 30.9931 33.0533
Sense GT Sens 0.580 Detected -0.580 Detected 0.000 0.994 Detected 1.085 Detected 1.039 0.216 GT Sense contig117 contig117 WRKY tra               AAGGTTGcontig117 Solyc08g Solyc08g WRKY tra               GO:00037 GO:00037       contig117 Solyc08g WRKY tra                GO:00055 SL2.40ch AT5G2617WRKY50,   WRKY50;    chr5:914  137.953 50.5416 75.1648 159.54 191.465 200.21
Sense GT Sens 0.002 Comprom -0.002 Comprom 0.000 1.630 Detected 4.041 Detected 2.835 0.143 GT Sense contig118 contig118 Unknown   ACACACCcontig118 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig118 Solyc09g Unknown Protein (A  SL2.40ch AT2G14060.1 3.32009 2.71161 1.75968 3.66299 10.6916 55.8113
Sense GT Sens 1.316 Detected -1.316 Detected 0.000 0.805 Detected 2.081 Detected 1.443 0.428 GT Sense contig118 contig118 Lysine/his                TATCATT contig118 Solyc12g Solyc12g Lysine/histidine transporter (A               contig118 Solyc12g Lysine/histidine tran                SL2.40ch AT1G31790.1 103.263 13.6451 10.1303 6.30369 75.5358 179.496
Sense GT Sens -0.271 Comprom 0.271 Comprom 0.000 1.509 Detected 1.916 Detected 1.712 0.037 GT Sense contig118 contig118 Unknown   GAATGCTcontig118 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig118 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  2.76999 3.30585 11.4432 6.00617 9.91477 12.9023
Sense GT Sens 0.264 Detected -0.264 Detected 0.000 1.794 Detected 2.439 Detected 2.117 0.037 GT Sense contig118 contig118 HAT famil                 TGTGTGCcontig118 Solyc08g Solyc08g HAT famil                 GO:00469 GO:00469   contig118 Solyc08g HAT famil                  GO:00469 SL2.40ch ATCG007 RPOA  RNA poly     chrC:779  158.361 90.0008 278.998 295.515 476.537 731.886
Sense GT Sens -0.363 Detected 0.363 Detected 0.000 1.578 Detected 1.756 Detected 1.667 0.047 GT Sense contig118 contig118 Integrase                 TATAGCAcontig118 Solyc07g Solyc07g Integrase core domain contain                contig118 Solyc07g Integrase core doma                 SL2.40ch AT5G2038PHT4;5  PHT4;5;      chr5:688  168.698 228.423 844.698 493.082 674.899 749.279
Sense GT Sens 0.010 Detected -0.010 Detected 0.000 1.187 Detected 1.458 Detected 1.323 0.010 GT Sense contig118 contig118 Unknown   TACCACAcontig118 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig118 Solyc09g Unknown Protein (A  SL2.40ch AT5G11200.3  DEAD/DE      chr5:356  49.0334 39.6137 118.789 94.7285 115.545 136.845
Sense GT Sens -0.242 Comprom 0.242 Comprom 0.000 2.284 Detected 5.036 Detected 3.660 0.120 GT Sense contig119 contig119 RING fing                ATGCAGCcontig119 Solyc11g Solyc11g RING fing                GO:00082 GO:00082   contig119 Solyc11g RING fing                 GO:00082 SL2.40ch AT1G05930.1  DNA bind   chr1:179  1.9737 2.26137 2.26747 2.0436 11.8463 78.3091
Sense GT Sens 0.224 Comprom -0.224 Comprom 0.000 1.571 Detected 1.423 Detected 1.497 0.024 GT Sense contig120 contig120 Unknown   AGTTATGcontig120 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig120 Solyc08g Unknown Protein (A  SL2.40ch AT5G46470.1  disease r       chr5:188  6.16018 3.69841 18.9486 10.8399 16.3327 14.4683
Sense GT Sens -0.062 Comprom 0.062 Comprom 0.000 0.957 Detected 1.091 Detected 1.024 0.008 GT Sense contig120 contig120 Pentatrico               CTCTATT contig120 Solyc05g Solyc05g Pentatrico               GO:00340 GO:00340   contig120 Solyc05g Pentatrico                GO:00340 SL2.40ch AT2G37310.1  pentatric      chr2:156  4.32385 3.86223 8.44695 7.89066 9.13299 9.83892
Sense GT Sens 0.245 Comprom -0.245 Comprom 0.000 2.611 Detected 1.912 Detected 2.262 0.034 GT Sense contig121 contig121 Unknown   ATTGAAGcontig121 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig121 Solyc12g Unknown Protein (A  SL2.40ch AT4G1960CYCT1;4  CYCT1;4      chr4:106  3.99134 2.3291 9.32407 12.2873 21.4508 12.9672
Sense GT Sens 1.264 Detected -1.264 Comprom 0.000 2.139 Detected 1.500 Detected 1.819 0.298 GT Sense contig122 contig122 1-aminocy                 CAGGGAAcontig122 Solyc12g Solyc12g 1-aminocy                 GO:00164 GO:00164    contig122 Solyc12g 1-aminocy                  GO:00098 SL2.40ch AT3G13610.1  oxidored       chr3:444  34.4385 4.89431 4.26827 7.09739 65.8321 41.4948
Sense GT Sens 0.137 Detected -0.137 Detected 0.000 1.979 Detected 1.890 Detected 1.934 0.005 GT Sense contig122 contig122 BTB/POZ                   TTTTTAC contig122 Solyc12g Solyc12g BTB/POZ                   GO:00055 GO:00055  contig122 Solyc05g Unknown Protein (A  SL2.40ch AT5G40860.1  unknown   chr5:163  45.1182 30.5814 46.9372 42.626 168.619 155.577
Sense GT Sens -0.632 Detected 0.632 Detected 0.000 1.088 Detected 1.489 Detected 1.288 0.192 GT Sense contig123 contig123 Nodulin-li                  CAATCGAcontig123 Solyc09g Solyc09g Nodulin-li                  GO:00160 GO:00160 contig123 Solyc09g Nodulin-li                   GO:00160 SL2.40ch AT2G37460.1  nodulin M     chr2:157  144.307 283.886 204.531 246.418 495.271 642.19
Sense GT Sens 0.205 Detected -0.205 Detected 0.000 1.069 Detected 1.223 Detected 1.146 0.035 GT Sense contig123 contig123 Binding p     CCAGGCAcontig123 Solyc02g Solyc02g Binding protein (AHRD V1 *-*- Dcontig123 Solyc02g Binding protein (AHR    SL2.40ch AT5G44240.1  haloacid      chr5:178  133.84 82.5262 210.816 275.357 253.815 277.192
Sense GT Sens -0.134 Detected 0.134 Detected 0.000 1.273 Detected 1.183 Detected 1.228 0.013 GT Sense contig125 contig125 Reverse t                   GTCCGG contig125 Solyc07g Solyc07g Reverse t                   GO:00062 GO:00062   contig125 Solyc10g Lrr,  resis   GO:00046 SL2.40ch AT4G29548.1  unknown   chr4:145  905.825 892.943 903.195 845.831 2503.17 2308.01
Sense GT Sens -0.733 Detected 0.733 Detected 0.000 1.385 Detected 1.693 Detected 1.539 0.176 GT Sense contig126 contig126 Retroviru          AGCTAGTcontig126 Solyc10g Solyc10g Retrovirus-related Pol polypro        contig126 Solyc10g Retrovirus-related P         SL2.40ch AT4G05540.1  tRNA-spli      chr4:281  17.2222 38.9591 91.8663 61.9417 77.8812 94.6282
Sense GT Sens 2.410 Detected -2.410 Comprom 0.000 1.634 Detected 3.044 Detected 2.339 0.450 GT Sense contig127 contig127 H-ATPase              AGCTTTCcontig127 Solyc00g Solyc00g H-ATPase              GO:00085 GO:00085      contig127 Solyc00g H-ATPase               GO:00085 SL2.40ch AT5G5735AHA3, AT   AHA3; AT       chr5:232  79.4588 2.3043 1.83618 2.0739 48.3518 126.11
Sense GT Sens 0.335 Comprom -0.335 Comprom 0.000 2.501 Detected 1.324 Detected 1.913 0.106 GT Sense contig128 contig128 Monooxy               CATATTT contig128 Solyc08g Solyc08g Monooxy               GO:00164 GO:00164  contig128 Solyc08g Monooxy                GO:00081 SL2.40ch AT5G05320.1  monooxy     chr5:157  4.88978 2.51628 6.00064 23.3987 22.8644 9.9265
Sense GT Sens -0.361 Comprom 0.361 Comprom 0.000 2.251 Detected 2.085 Detected 2.168 0.028 GT Sense contig128 contig128 Unknown   TCGTACAcontig128 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig128 Solyc09g Mg2+-dep                                      GO:00081 SL2.40ch AT4G22990.1  SPX (SYG     chr4:120  2.89716 3.91213 6.83556 8.70975 18.4557 16.1385
Sense GT Sens 0.519 Comprom -0.519 Comprom 0.000 1.196 Detected 1.191 Detected 1.194 0.148 GT Sense contig128 contig128 Glucan en              TCTATTGcontig128 Solyc10g Solyc10g Glucan endo-1 3-beta-glucosid              contig128 Solyc10g Glucan endo-1 3-bet              SL2.40ch AT1G78520.1  FUNCTIO                                                                  chr1:295  6.01623 2.39905 3.50768 5.98177 10.0244 9.80507
Sense GT Sens -0.045 Detected 0.045 Detected 0.000 1.452 Detected 1.253 Detected 1.353 0.006 GT Sense contig129 contig129 Ulp1 prote                    TAAAAAA contig129 Solyc10g Solyc10g Ulp1 prote                    GO:00065 GO:00065 contig129 Solyc03g Sentrin-sp                 GO:00065 SL2.40ch AT5G0424ELF6  ELF6 (EA       chr5:116  45.5989 39.7426 39.9495 45.472 134.076 114.704
Sense GT Sens 0.155 Detected -0.155 Comprom 0.000 1.007 Detected 1.177 Detected 1.092 0.025 GT Sense contig129 contig129 Gag non-      TCTTCAGcontig129 Solyc04g Solyc04g Gag non-LTR retrotransposas     contig129 Solyc07g Unknown Protein (A  SL2.40ch AT4G11230.1  respirato          chr4:684  10.5614 6.97601 22.5167 15.1523 19.8646 21.9328
Sense GT Sens 0.110 Comprom -0.110 Comprom 0.000 1.163 Detected 1.403 Detected 1.283 0.016 GT Sense contig130 contig130 Polyprote                 GGCTATAcontig130 Solyc08g Solyc08g Polyprote                 GO:00062 GO:00062   contig130 Solyc08g Polyprote                  GO:00062 SL2.40ch AT5G4448DUR  DUR (DEF             chr5:179  5.14627 3.61845 13.2107 8.76086 11.1225 12.8951
Sense GT Sens -0.284 Detected 0.284 Detected 0.000 1.726 Detected 1.314 Detected 1.520 0.049 GT Sense contig130 contig130 Myb-relat                GGAGGG contig130 Solyc07g Solyc07g Myb-relat                GO:0045449 contig130 Solyc09g BHLH tran                  GO:00037 SL2.40ch AT3G09030.1 19.5235 23.7233 17.1501 20.0852 81.9759 60.4601
Sense GT Sens 0.721 Detected -0.721 Detected 0.000 1.193 Detected 0.819 Detected 1.006 0.309 GT Sense contig132 contig132 Unknown   CAAAAAA contig132 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig132 Solyc05g Unknown Protein (A  SL2.40ch AT5G52420.1  unknown   chr5:212  1121.8 338.269 1314.93 1448 1621.48 1228.58
Sense GT Sens 1.509 Detected -1.509 Comprom 0.000 0.935 Detected 2.407 Detected 1.671 0.425 GT Sense contig133 contig133 Unknown   AAGAAGAcontig133 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig133 Solyc01g Unknown Protein (A  SL2.40ch AT5G05720.1  RNA reco      chr5:171  23.4718 2.37271 2.35759 2.18639 16.4263 44.7469
Sense GT Sens -0.168 Detected 0.168 Detected 0.000 0.983 Detected 1.034 Detected 1.008 0.027 GT Sense contig133 contig133 Glucan en              ACAGATT contig133 Solyc02g Solyc02g Glucan endo-1 3-beta-glucosid              contig133 Solyc02g Glucan endo-1 3-bet              SL2.40ch AT3G19070.1  cell wall p   chr3:659  26.92 27.8161 48.9549 63.7264 62.2655 63.308
Sense GT Sens 0.046 Comprom -0.046 Comprom 0.000 1.444 Detected 1.323 Detected 1.383 0.003 GT Sense contig134 contig134 Unknown   TTCAAAT contig134 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig134 Solyc12g Unknown Protein (A  SL2.40ch AT5G46450.1  disease r       chr5:188  4.22222 3.24461 13.3791 8.22074 11.5974 10.4623
Sense GT Sens 0.431 Detected -0.431 Detected 0.000 2.106 Detected 2.686 Detected 2.396 0.044 GT Sense contig138 contig138 Unknown   TGCAAGCcontig138 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig138 Solyc10g Unknown Protein (A  SL2.40ch AT5G4857ROF2, AT   peptidyl-          chr5:196  78.0953 35.2191 114.316 110.225 260.021 381.296
Sense GT Sens 0.032 Detected -0.032 Detected 0.000 1.778 Detected 1.426 Detected 1.602 0.012 GT Sense contig138 contig138 cDNA clon         TCTATAT contig138 Solyc02g Solyc02g cDNA clone 002-130-E02 full in      contig138 Solyc02g cDNA clone 002-130        SL2.40ch AT2G18196.1  metal ion   chr2:792  40.378 31.6232 35.5981 33.6262 141.151 108.541
Sense GT Sens -0.550 Detected 0.550 Detected 0.000 1.179 Detected 1.895 Detected 1.537 0.144 GT Sense contig139 contig139 Retrotran       CCCACTGcontig139 Solyc09g Solyc09g Retrotransposon gag protein (    contig139 Solyc06g Integrase core doma       SL2.40ch AT1G17030.1  unknown   chr1:582  30.5836 53.7013 148.457 86.7853 105.641 170.391
Sense GT Sens -0.443 Detected 0.443 Detected 0.000 0.814 Detected 1.276 Detected 1.045 0.172 GT Sense contig139 contig139 Unknown   GAGAGTGcontig139 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig139 Solyc00g Unknown Protein (A  SL2.40ch AT5G65520.1 15.2136 23.0316 42.1248 32.185 37.8869 51.2213
Sense GT Sens 0.523 Comprom -0.523 Comprom 0.000 1.036 Detected 1.394 Detected 1.215 0.159 GT Sense contig139 contig139 Mutator-li                CTTTAAT contig139 Solyc05g Solyc05g Mutator-like transposase-like (               contig139 Solyc05g Mutator-like transpo                SL2.40ch AT5G03420.1  FUNCTIO                                                                     chr5:845  8.58096 3.40517 6.15315 13.7485 12.7634 16.0517
Sense GT Sens -0.423 Comprom 0.423 Comprom 0.000 1.793 Detected 2.046 Detected 1.920 0.049 GT Sense contig141 contig141 Unknown   ATATGGGcontig141 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig141 Solyc03g Unknown Protein (A  SL2.40ch AT4G02800.1  unknown   chr4:125  4.37712 6.44905 18.9093 19.8482 21.1943 24.8045
Sense GT Sens 0.299 Detected -0.299 Detected 0.000 1.458 Detected 2.128 Detected 1.793 0.057 GT Sense contig141 contig141 Methanol      ATAGGTAcontig141 Solyc08g Solyc08g Methanol inducible protein (AH    contig141 Solyc08g Methanol inducible     SL2.40ch AT1G4976PAB8, PA   PAB8 (PO            chr1:184  52.4933 28.3904 56.3437 56.4419 122.109 190.687
Sense GT Sens -0.901 Comprom 0.901 Comprom 0.000 1.237 Detected 1.336 Detected 1.286 0.290 GT Sense contig141 contig141 Unknown   TAACGGAcontig141 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig141 Solyc00g Unknown Protein (A  SL2.40ch AT2G42360.1 2.32695 6.64401 5.61645 5.72672 10.6714 11.2161
Sense GT Sens -0.364 Detected 0.364 Detected 0.000 1.516 Detected 1.725 Detected 1.620 0.050 GT Sense contig141 contig141 Transpos        GACCAAGcontig141 Solyc03g Solyc03g Transposon Ty3-I Gag-Pol pol     contig141 Solyc02g Unknown Protein (A  SL2.40ch AT3G201 CYP705A   CYP705A               chr3:702  25.8503 35.0667 110.066 81.4489 99.1382 112.49
Sense GT Sens -0.006 Detected 0.006 Detected 0.000 0.909 Detected 1.113 Detected 1.011 0.010 GT Sense contig141 contig141 Glucan en              ATGCTTT contig141 Solyc05g Solyc05g Glucan endo-1 3-beta-glucosid              contig141 Solyc05g Glucan endo-1 3-bet              SL2.40ch AT5G47580.1  unknown   chr5:192  216.064 178.582 329.462 407.265 424.631 480.161
Sense GT Sens -0.153 Comprom 0.153 Comprom 0.000 1.246 Detected 1.346 Detected 1.296 0.015 GT Sense contig142 contig142 Unknown   GTTTTCT contig142 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig142 Solyc01g017760.1.1 AT3G14850.2  unknown   chr3:499  3.9964 4.0477 6.54193 3.50967 10.9849 11.5582
Sense GT Sens -0.251 Comprom 0.251 Comprom 0.000 2.941 Detected 2.968 Detected 2.954 0.007 GT Sense contig142 contig142 BZIP trans                ATTTGAGcontig142 Solyc10g Solyc10g BZIP trans                GO:00037 GO:00037         contig142 Solyc10g BZIP trans                 GO:00037 SL2.40ch AT4G12050.1  DNA-bind    chr4:722  2.03129 2.35591 2.89744 2.96798 19.3394 19.3455
Sense GT Sens -0.598 Detected 0.598 Detected 0.000 1.343 Detected 1.727 Detected 1.535 0.134 GT Sense contig143 contig143 Unknown   CACTTGTcontig143 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig143 Solyc01g Unknown Protein (A  SL2.40ch AT1G16680.1  DNAJ hea           chr1:570  31.041 58.2668 133.774 114.082 124.241 159.092
Sense GT Sens 0.513 Comprom -0.513 Comprom 0.000 1.544 Detected 1.032 Detected 1.288 0.154 GT Sense contig143 contig143 Serine/thr               ATTTATC contig143 Solyc01g Solyc01g Serine/thr               GO:00064 GO:00064  contig143 Solyc01g Serine/thr                GO:00064 SL2.40ch AT5G37310.1  LOCATE                                                                          chr5:147  7.32798 2.94805 11.1308 6.60796 15.6111 10.7397
Sense GT Sens 0.249 Comprom -0.249 Comprom 0.000 1.259 Detected 1.245 Detected 1.252 0.037 GT Sense contig144 contig144 Unknown   AAGAGCAcontig144 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig144 Solyc06g Unknown Protein (A  SL2.40ch AT5G48120.1  binding  chr5:195  4.66695 2.70858 4.95093 3.65764 9.7982 9.52301
Sense GT Sens -0.764 Comprom 0.764 Detected 0.000 2.808 Detected 3.010 Detected 2.909 0.064 GT Sense contig144 contig144 Ulp1 prote           AGTATTT contig144 Solyc08g Solyc08g Ulp1 protease family C-termina         contig144 Solyc08g Ulp1 protease family         SL2.40ch AT1G24250.1 10.0553 23.7457 23.201 50.6079 124.582 140.701
Sense GT Sens -0.082 Comprom 0.082 Comprom 0.000 1.812 Detected 2.076 Detected 1.944 0.006 GT Sense contig144 contig144 Unknown   TTGTTAAcontig144 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig144 Solyc08g Unknown Protein (A  SL2.40ch AT5G19200.1  short-cha       chr5:645  2.70066 2.47996 5.84172 2.25742 10.4625 12.3315
Sense GT Sens 0.228 Comprom -0.228 Comprom 0.000 3.172 Detected 3.003 Detected 3.088 0.006 GT Sense contig145 contig145 2OG-Fe(II                ATGAATCcontig145 Solyc02g Solyc02g 2OG-Fe(II                GO:00164 GO:00164  contig145 Solyc02g 2OG-Fe(II                 GO:00164 SL2.40ch AT3G50210.3  2-oxoacid     chr3:186  4.22303 2.52193 7.73295 6.3088 33.8599 29.5758
Sense GT Sens 0.203 Detected -0.203 Detected 0.000 1.351 Detected 1.372 Detected 1.361 0.022 GT Sense contig145 contig145 Unknown   GCAGAAGcontig145 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig145 Solyc08g Unknown Protein (A  SL2.40ch AT5G23680.1  sterile alp       chr5:798  27.3897 16.9386 51.9081 85.0893 63.2472 63.0192
Sense GT Sens 0.045 Comprom -0.045 Comprom 0.000 2.608 Detected 1.962 Detected 2.285 0.020 GT Sense contig146 contig146 GMP synt               AACAAAT contig146 Solyc07g Solyc07g GMP synt               GO:00038 GO:00038  contig146 Solyc07g GMP synt                GO:00038 SL2.40ch AT3G19480.1  D-3-phos        chr3:675  3.51491 2.70672 2.28924 2.29816 21.6572 13.5768
Sense GT Sens 0.151 Comprom -0.151 Comprom 0.000 1.433 Detected 1.947 Detected 1.690 0.030 GT Sense contig146 contig146 Receptor              TACATAT contig146 Solyc09g Solyc09g Receptor              GO:00055 GO:00055       contig146 Solyc09g LRR recep    GO:00046 SL2.40ch AT5G5146ATTPPA  ATTPPA;   chr5:209  3.44157 2.28794 1.8323 2.10984 8.72307 12.2237
Sense GT Sens 1.640 Detected -1.640 Comprom 0.000 1.097 Detected 2.816 Detected 1.957 0.401 GT Sense contig146 contig146 Pectate ly                GATGTTGcontig146 Solyc03g Solyc03g Pectate ly                GO:00168 GO:00168    contig146 Solyc03g Pectate ly                 GO:00168 SL2.40ch AT3G53190.1  pectate ly     chr3:197  77.279 6.5162 4.60331 2.12218 55.277 178.619
Sense GT Sens 1.605 Detected -1.605 Detected 0.000 0.990 Detected 2.878 Detected 1.934 0.408 GT Sense contig147 contig147 Unknown   ATGGAAAcontig147 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig147 Solyc06g Unknown Protein (A  SL2.40ch AT1G07710.1  ankyrin r     chr1:238  200.934 17.7904 2.31134 2.11413 136.78 496.777
Sense GT Sens 0.217 Detected -0.217 Detected 0.000 1.399 Detected 1.194 Detected 1.296 0.033 GT Sense contig147 contig147 Zinc finge                CATGAGAcontig147 Solyc11g Solyc11g Zinc finge                GO:00056 GO:00056 contig147 Solyc11g Zinc finge                 GO:00056 SL2.40ch AT5G22890.1  zinc finge       chr5:765  19.1013 11.5816 25.9881 24.8928 45.159 38.4534
Sense GT Sens 0.182 Detected -0.182 Comprom 0.000 1.428 Detected 0.881 Detected 1.154 0.072 GT Sense contig148 contig148 Unknown   TTGGTCGcontig148 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig148 Solyc02g Unknown Protein (A  SL2.40ch AT5G19610.1  sec7 dom    chr5:661  13.0868 8.32448 13.8685 23.5834 32.3299 21.7235
Sense GT Sens 0.280 Comprom -0.280 Comprom 0.000 1.040 Detected 1.120 Detected 1.080 0.062 GT Sense contig148 contig148 Unknown   TAAAAGGcontig148 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig148 Solyc01g Unknown Protein (A  SL2.40ch AT4G24480.1  serine/th      chr4:126  8.54601 4.74702 10.3629 16.7569 15.0848 15.64
Sense GT Sens -0.405 Comprom 0.405 Comprom 0.000 1.150 Detected 1.109 Detected 1.130 0.108 GT Sense contig149 contig149 Unknown   CAAGCTAcontig149 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig149 Solyc07g Unknown Protein (A  SL2.40ch AT5G23480.1  DNA bind   chr5:791  4.31699 6.19937 9.9428 8.72059 13.2231 12.6074
Sense GT Sens -0.133 Detected 0.133 Detected 0.000 1.651 Detected 1.437 Detected 1.544 0.012 GT Sense contig150 contig150 Pre-mRNA                 GCGGAC contig150 Solyc08g Solyc08g Pre-mRNA-splicing factor syf2               contig150 Solyc08g Pre-mRNA-splicing f                 SL2.40ch AT2G16860.1  GCIP-inte     chr2:730  16.1403 15.9023 17.1667 16.8684 57.953 49.0201
Sense GT Sens 0.052 Detected -0.052 Detected 0.000 1.024 Detected 1.283 Detected 1.153 0.014 GT Sense contig151 contig151 Phosphol               AATGGACcontig151 Solyc02g Solyc02g Phosphol               GO:00046 GO:00046   contig151 Solyc02g Phosphol                GO:00046 SL2.40ch AT4G3579ATPLDDE    ATPLDDE     chr4:169  57.4668 43.8074 97.6825 122.861 117.52 137.943
Sense GT Sens -0.042 Detected 0.042 Detected 0.000 1.424 Detected 1.458 Detected 1.441 0.001 GT Sense contig151 contig151 Dehydrog                 AGGGTCAcontig151 Solyc09g Solyc09g Dehydrog                 GO:00551 GO:00551    contig151 Solyc10g Tropinon                GO:00081 SL2.40ch AT2G29340.3 354.481 307.758 461.68 396.419 1020.75 1025.7
Sense GT Sens -0.176 Detected 0.176 Detected 0.000 0.997 Detected 1.629 Detected 1.313 0.068 GT Sense contig151 contig151 Exonucle                  AGAAGCTcontig151 Solyc03g Solyc03g Exonucle                  GO:00056 GO:00056 contig151 Solyc03g Exonucle                   GO:00036 SL2.40ch AT1G74390.1  exonucle     chr1:279  14.2019 14.8504 33.2554 30.0507 33.3736 50.7725
Sense GT Sens -0.208 Comprom 0.208 Comprom 0.000 1.696 Detected 2.191 Detected 1.944 0.027 GT Sense contig151 contig151 Unknown   CTTGCTAcontig151 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig151 Solyc11g Unknown Protein (A  SL2.40ch AT5G13130.1 4.22937 4.62325 23.1676 17.5868 16.4989 22.8218
Sense GT Sens 0.820 Detected -0.820 Comprom 0.000 2.071 Detected 1.274 Detected 1.673 0.208 GT Sense contig151 contig151 Extensin-       CCCGGAGcontig151 Solyc03g Solyc03g Extensin-like protein Dif54 (AH    contig151 Solyc03g Extensin-like protein     SL2.40ch AT5G35190.1 19.0033 4.99533 7.02049 5.34032 47.138 26.6296
Sense GT Sens -0.856 Detected 0.856 Detected 0.000 1.177 Detected 1.773 Detected 1.475 0.245 GT Sense contig151 contig151 Unknown   TCCGCTCcontig151 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig151 Solyc05g Unknown Protein (A  SL2.40ch AT4G28290.1 117.265 314.609 679.176 510.989 500.065 742.065
Sense GT Sens -0.435 Comprom 0.435 Comprom 0.000 1.065 Detected 1.318 Detected 1.192 0.119 GT Sense contig154 contig154 Genomic          GCAGACTcontig154 Solyc12g Solyc12g Genomic DNA chromosome 5       contig154 Solyc12g Genomic DNA chrom         SL2.40ch AT3G08943.1  binding /    chr3:271  3.22718 4.82883 5.55308 11.1951 9.51123 11.125
Sense GT Sens 0.480 Comprom -0.480 Comprom 0.000 1.552 Detected 1.244 Detected 1.398 0.109 GT Sense contig155 contig155 Unknown   GACTATAcontig155 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig155 Solyc09g Unknown Protein (A  SL2.40ch AT2G1357NF-YB7  NF-YB7 (         chr2:565  5.7262 2.41238 1.94597 3.88862 12.545 9.95019
Sense GT Sens -0.109 Detected 0.109 Detected 0.000 0.898 Detected 1.224 Detected 1.061 0.033 GT Sense contig156 contig156 DNAJ cha               TTCTTTC contig156 Solyc05g Solyc05g DNAJ cha               GO:00064 GO:00064  contig156 Solyc05g DNAJ cha                GO:00064 SL2.40ch AT5G2206ATJ2, J2  ATJ2; pro    chr5:730  257.561 245.521 334.297 414.996 539.536 663.708
Sense GT Sens 0.265 Detected -0.265 Detected 0.000 1.425 Detected 2.167 Detected 1.796 0.059 GT Sense contig156 contig156 Lysine/his                TAGCTAGcontig156 Solyc10g Solyc10g Lysine/his                GO:00151 GO:00151     contig156 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT2G15370.1 43.3046 24.5517 35.4941 15.9882 100.81 165.547
Sense GT Sens 0.069 Comprom -0.069 Comprom 0.000 1.560 Detected 1.719 Detected 1.639 0.004 GT Sense contig157 contig157 Defensin             TTTTGCT contig157 Solyc04g Solyc04g Defensin             GO:00304 GO:00304    contig157 Solyc04g Defensin              GO:00304 SL2.40ch AT2G0210LCR69, PD   LCR69 (L       chr2:528  5.68357 4.23149 13.6427 12.1939 16.6469 18.2409
Sense GT Sens -0.385 Detected 0.385 Detected 0.000 1.006 Detected 1.704 Detected 1.355 0.121 GT Sense contig157 contig157 Transpos                   ATATTCT contig157 Solyc03g Solyc03g Transpos                   GO:00150 GO:00150  contig157 Solyc03g Transpos                    GO:00036 SL2.40ch AT3G14100.1 43.7812 61.194 181.181 100.659 119.668 190.639
Sense GT Sens -0.504 Comprom 0.504 Comprom 0.000 1.278 Detected 1.654 Detected 1.466 0.113 GT Sense contig157 contig157 Unknown   TGTAGCGcontig157 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig157 Solyc11g Unknown Protein (A  SL2.40ch AT2G1609ATARI12,   zinc finge    chr2:698  6.12578 10.0969 26.4756 13.943 21.962 27.9657
Sense GT Sens -0.250 Comprom 0.250 Comprom 0.000 2.515 Detected 2.577 Detected 2.546 0.010 GT Sense contig158 contig158 Mutator-li      CAGTTGAcontig158 Solyc09g Solyc09g Mutator-like transposase (AHR    contig158 Solyc12g Serine/threonine-pro                     SL2.40ch AT2G1976PFN1, PR   PRF1 (PR      chr2:851  2.07129 2.39834 12.6094 8.36891 14.6707 15.035
Sense GT Sens -0.775 Comprom 0.775 Comprom 0.000 1.355 Detected 1.357 Detected 1.356 0.222 GT Sense contig158 contig158 Unknown   GAAATCCcontig158 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig158 Solyc01g Unknown Protein (A  SL2.40ch AT4G33120.1  coclaurin     chr4:159  2.60101 6.23985 8.15313 6.23167 11.8675 11.6663
Sense GT Sens 0.075 Comprom -0.075 Comprom 0.000 1.686 Detected 1.497 Detected 1.592 0.006 GT Sense contig159 contig159 Mutator-li               CGAAGAAcontig159 Solyc08g Solyc08g Mutator-li               GO:00082 GO:00082   contig159 Solyc12g Unknown             GO:00082 SL2.40ch AT2G33450.1  50S ribos       chr2:141  5.33607 3.94159 3.76547 6.17662 16.9946 14.6285
Sense GT Sens 1.136 Detected -1.136 Comprom 0.000 1.448 Detected 1.774 Detected 1.611 0.296 GT Sense contig163 contig163 Unknown   ATCCCTAcontig163 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig163 Solyc07g Unknown Protein (A  SL2.40ch AT1G582 EMB1674  EMB1674     chr1:215  18.4893 3.1339 1.94091 6.08901 23.9071 29.419
Sense GT Sens 0.068 Detected -0.068 Detected 0.000 0.945 Detected 1.077 Detected 1.011 0.009 GT Sense contig163 contig163 Genomic                     GTGAAAGcontig163 Solyc02g Solyc02g Genomic DNA chromosome 5                   contig163 Solyc02g Genomic DNA chrom                     SL2.40ch AT1G4892ATNUC-L1    ATNUC-L         chr1:180  34.6741 25.8574 46.1511 66.2554 66.3638 71.3943
Sense GT Sens 0.139 Detected -0.139 Detected 0.000 1.157 Detected 1.169 Detected 1.163 0.014 GT Sense contig164 contig164 Nodulin M                   TCCAATT contig164 Solyc12g Solyc12g Nodulin M                   GO:00160 GO:00160 contig164 Solyc12g Nodulin M                    GO:00160 SL2.40ch AT4G21895.1  DNA bind   chr4:116  54.7388 36.9826 72.4426 50.0522 115.555 114.309
Sense GT Sens 0.362 Comprom -0.362 Comprom 0.000 1.492 Detected 1.390 Detected 1.441 0.059 GT Sense contig164 contig164 WRKY tra               GATGACTcontig164 Solyc04g Solyc04g WRKY tra               GO:0045449 contig164 Solyc04g WRKY tra                GO:00454 SL2.40ch AT2G0334WRKY3  WRKY3; t    chr2:101  6.48831 3.21951 5.77708 6.78679 14.7989 13.5347
Sense GT Sens 0.064 Comprom -0.064 Comprom 0.000 1.443 Detected 1.188 Detected 1.316 0.012 GT Sense contig165 contig165 Unknown   CGCCCCTcontig165 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig165 Solyc11g Unknown Protein (A  SL2.40ch AT1G56380.2  mitochon            chr1:211  8.84572 6.62759 6.09798 13.9263 23.9762 19.7128
Sense GT Sens 0.191 Comprom -0.191 Comprom 0.000 1.419 Detected 1.849 Detected 1.634 0.030 GT Sense contig166 contig166 Mutator-li               GTTGTCTcontig166 Solyc05g Solyc05g Mutator-li               GO:00082 GO:00082   contig166 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G57340.1  unknown   chr5:232  5.34456 3.35933 12.7934 8.82855 13.0502 17.2571
Sense GT Sens 0.123 Detected -0.123 Detected 0.000 1.178 Detected 2.144 Detected 1.661 0.079 GT Sense contig167 contig167 C2 domai                TGCATCAcontig167 Solyc04g Solyc04g C2 domain-containing protein               contig167 Solyc04g C2 domain-containin                 SL2.40ch AT1G70790.1  C2 doma    chr1:267  75.8143 52.3805 65.5177 71.7906 164.224 314.842
Sense GT Sens -0.209 Detected 0.209 Detected 0.000 1.316 Detected 1.056 Detected 1.186 0.040 GT Sense contig167 contig167 30S ribos                  TCGCGG contig167 Solyc12g Solyc12g 30S ribos                  GO:00058 GO:00058 contig167 Solyc12g035880.1.1 AT2G48160.1  EXPRESS                                                                    chr2:196  153.702 168.141 145.182 153.67 460.845 377.709
Sense GT Sens 0.107 Detected -0.107 Detected 0.000 1.949 Detected 1.776 Detected 1.863 0.005 GT Sense contig169 contig169 40S ribos                 TGATGTTcontig169 Solyc05g Solyc05g 40S ribos                 GO:00037 GO:00037     contig169 Solyc03g 40S ribos                  GO:00321 SL2.40ch AT3G02560.2  40S ribos      chr3:542  187.942 132.766 177.805 170.419 702.271 611.514
Sense GT Sens 1.786 Detected -1.786 Detected 0.000 0.881 Detected 2.698 Detected 1.789 0.466 GT Sense contig17 contig17 Universal             AATGTGTcontig17 Solyc01g Solyc01g Universal             GO:00069 GO:00069   contig17 Solyc01g Universal              GO:00069 SL2.40ch AT2G47710.1  universa        chr2:195  275.087 18.9439 4.89622 2.04337 153.046 529.347
Sense GT Sens 0.079 Comprom -0.079 Comprom 0.000 1.349 Detected 1.107 Detected 1.228 0.014 GT Sense contig170 contig170 Nucleoba                CAGCTTTcontig170 Solyc04g Solyc04g Nucleoba                GO:00228 GO:00228   contig170 Solyc04g Nucleoba                 GO:00228 SL2.40ch AT2G3059WRKY21  WRKY21;       chr2:130  6.31389 4.63609 13.8939 12.6181 15.8736 13.166
Sense GT Sens -0.151 Detected 0.151 Detected 0.000 1.140 Detected 1.135 Detected 1.137 0.017 GT Sense contig171 contig171 Protein LS                  GAGCATGcontig171 Solyc03g Solyc03g Protein LSM14 homolog A-B (A                contig171 Solyc03g Protein LSM14 hom                  SL2.40ch AT5G2388EMB1265      CPSF100             chr5:805  14.6282 14.7702 15.8839 15.9476 37.2873 36.4913
Sense GT Sens 0.078 Detected -0.078 Detected 0.000 1.426 Detected 0.802 Detected 1.114 0.074 GT Sense contig171 contig171 Ethylene-                    TCAGAGAcontig171 Solyc10g Solyc10g Ethylene-                    GO:00063 GO:00063    contig171 Solyc10g Ethylene-                     GO:00036 SL2.40ch AT2G40350.1  DNA bind      chr2:168  18.5365 13.6219 16.3255 18.8878 49.1715 31.3054
Sense GT Sens -1.296 Detected 1.296 Detected 0.000 0.949 Detected 1.250 Detected 1.099 0.488 GT Sense contig171 contig171 Gibberelli                GTGAGCAcontig171 Solyc11g Solyc11g Gibberelli                GO:00455 GO:00455    contig171 Solyc11g Gibberelli                 GO:00455 SL2.40ch AT5G0720YAP169, G    YAP169;    chr5:224  35.4591 175.049 57.2393 69.3063 175.088 211.821
Sense GT Sens -0.077 Detected 0.077 Detected 0.000 0.976 Detected 1.157 Detected 1.066 0.012 GT Sense contig173 contig173 Unknown   AATTTCT contig173 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig173 Solyc01g Unknown Protein (A  SL2.40ch AT4G26540.1  kinase  chr4:133  3222.64 2938.17 3357.05 2894.81 6968.15 7752.62
Sense GT Sens -0.109 Comprom 0.109 Comprom 0.000 0.937 Detected 1.204 Detected 1.070 0.025 GT Sense contig173 contig173 Major late                GAAAAACcontig173 Solyc08g Solyc08g Major late                GO:00096 GO:00096    contig173 Solyc08g Major late                 GO:00096 SL2.40ch AT2G2298SCPL13  serine-ty    chr2:977  3.91583 3.73166 3.11852 15.2955 8.42706 9.95027
Sense GT Sens -0.003 Detected 0.003 Detected 0.000 1.266 Detected 1.143 Detected 1.205 0.003 GT Sense contig175 contig175 ATP-bind                GTGATTAcontig175 Solyc11g Solyc11g ATP-bind                GO:00168 GO:00168  contig175 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT2G3638PDR6, AT   PDR6; AT         chr2:152  1585.43 1304.96 1639.25 1515.2 3982.61 3590.51
Sense GT Sens -0.086 Detected 0.086 Detected 0.000 1.058 Detected 1.327 Detected 1.193 0.017 GT Sense contig175 contig175 Polygalac              CTTGGAAcontig175 Solyc01g Solyc01g Polygalac              GO:00059 GO:00059   contig175 Solyc01g Polygalac               GO:00059 SL2.40ch AT1G56710.1  glycoside           chr1:212  82.1214 75.8002 192.932 131.458 189.173 223.671
Sense GT Sens 0.031 Detected -0.031 Detected 0.000 1.120 Detected 1.176 Detected 1.148 0.001 GT Sense contig175 contig175 Magnesiu                     TGGTATCcontig175 Solyc03g Solyc03g Magnesiu                     GO:00055 GO:00055  contig175 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 346.976 272.339 485.761 342.838 769.223 784.908
Sense GT Sens 1.036 Detected -1.036 Comprom 0.000 1.855 Detected 1.052 Detected 1.454 0.321 GT Sense contig175 contig175 Receptor-                 TCTCTGAcontig175 Solyc10g Solyc10g Receptor-                 GO:00064 GO:00064  contig175 Solyc10g Receptor-                  GO:00064 SL2.40ch AT1G21270.1 20.091 3.91194 11.4035 34.0082 36.9254 20.7802
Sense GT Sens -0.164 Detected 0.164 Detected 0.000 1.486 Detected 1.444 Detected 1.465 0.012 GT Sense contig176 contig176 Genomic                   TGAACACcontig176 Solyc10g Solyc10g Genomic DNA chromosome 5                 contig176 Solyc03g Jp18 (AHRD V1 ***- Q            SL2.40ch AT1G2834AtRLP4  AtRLP4 (R        chr1:994  22.5268 23.148 35.8337 26.638 73.6691 70.2176
Sense GT Sens 0.139 Detected -0.139 Detected 0.000 1.336 Detected 0.889 Detected 1.113 0.052 GT Sense contig176 contig176 Receptor-                CCTTCACcontig176 Solyc05g Solyc05g Receptor-                GO:00064 GO:00064  contig176 Solyc05g Receptor-                 GO:00064 SL2.40ch AT1G25390.1  protein k     chr1:890  30.0502 20.2908 31.3819 73.5702 71.7818 51.6956
Sense GT Sens 0.404 Comprom -0.404 Comprom 0.000 1.422 Detected 1.669 Detected 1.545 0.067 GT Sense contig176 contig176 Exostosin             GTATTTGcontig176 Solyc05g Solyc05g Exostosin             GO:00160 GO:00160 contig176 Solyc05g Exostosin              GO:00160 SL2.40ch AT5G20260.1  catalytic  chr5:683  9.85599 4.61067 13.7081 20.8787 20.8008 24.2218
Sense GT Sens -0.258 Comprom 0.258 Comprom 0.000 5.812 Detected 2.100 Detected 3.956 0.169 GT Sense contig176 contig176 Unknown   CTAAACAcontig176 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig176 Solyc04g Unknown Protein (A  SL2.40ch AT3G1624DELTA-TI       DELTA-T          chr3:550  1.96804 2.30572 2.21888 3.11274 137.789 10.3238
Sense GT Sens -0.225 Comprom 0.225 Comprom 0.000 2.891 Detected 1.985 Detected 2.438 0.040 GT Sense contig178 contig178 Cytochro                 TGGCAACcontig178 Solyc06g Solyc06g Cytochro                 GO:00198 GO:00198     contig178 Solyc06g Cytochro  GO:00083 SL2.40ch AT1G7007EMB25, P    EMB25 (E         chr1:263  2.06614 2.31216 1.908 2.08853 18.6731 9.77989
Sense GT Sens -0.105 Comprom 0.105 Comprom 0.000 1.263 Detected 1.327 Detected 1.295 0.007 GT Sense contig178 contig178 Glutathion                ATACATA contig178 Solyc10g Solyc10g Glutathion                GO:00043 GO:00043    contig178 Solyc10g Glutathion                 GO:00043 SL2.40ch AT3G43800.1 5.91178 5.60283 10.0087 5.88427 15.9013 16.32
Sense GT Sens 2.169 Detected -2.169 Comprom 0.000 1.494 Detected 3.386 Detected 2.440 0.411 GT Sense contig179 contig179 Acid phos            GTTCAAAcontig179 Solyc06g Solyc06g Acid phos            GO:00167 GO:00167  contig179 Solyc06g Acid phos             GO:00167 SL2.40ch AT2G0188PAP7, AT   PAP7 (PU           chr2:391  86.0777 3.48663 4.05308 2.2048 56.1782 204.657
Sense GT Sens 0.205 Comprom -0.205 Comprom 0.000 1.354 Detected 1.073 Detected 1.213 0.040 GT Sense contig179 contig179 Unknown   TTCTCCCcontig179 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig179 Solyc06g Peptidyl-p                  GO:00510 SL2.40ch AT2G29960.2 6.97484 4.299 3.37983 3.25087 16.1158 13.015
Sense GT Sens 0.614 Comprom -0.614 Comprom 0.000 1.879 Detected 2.367 Detected 2.123 0.085 GT Sense contig179 contig179 Transpos        GCATCTCcontig179 Solyc01g Solyc01g Transposase family tnp2 prote     contig179 Solyc01g016860.1.1 ATCG001 RPOC2  RNA poly     chrC:159  6.77081 2.36729 18.3213 12.458 16.9608 23.3386
Sense GT Sens -0.075 Comprom 0.075 Comprom 0.000 0.997 Detected 1.535 Detected 1.266 0.045 GT Sense contig181 contig181 Ethylene                    GGACAAAcontig181 Solyc12g Solyc12g Ethylene                    GO:00063 GO:00063    contig181 Solyc04g Ethylene-                     GO:00036 SL2.40ch AT4G28140.1  AP2 dom      chr4:139  3.92391 3.56429 1.97177 2.95929 8.59519 12.2522
Sense GT Sens 0.168 Comprom -0.168 Comprom 0.000 0.844 Detected 1.588 Detected 1.216 0.097 GT Sense contig181 contig181 Unknown   CTATATT contig181 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig181 Solyc08g Unknown Protein (A  SL2.40ch AT3G1260atnudt16  atnudt16         chr3:400  6.23084 4.04186 32.1978 31.7082 10.3737 17.0541
Sense GT Sens -0.223 Comprom 0.223 Comprom 0.000 2.162 Detected 2.136 Detected 2.149 0.011 GT Sense contig182 contig182 Unknown   AGCTGGAcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc11g Unknown Protein (A  SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  2.08993 2.33272 2.54344 2.11549 11.3771 10.9719
Sense GT Sens -0.247 Detected 0.247 Detected 0.000 2.562 Detected 2.602 Detected 2.582 0.009 GT Sense contig182 contig182 Unknown   GTGTATCcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  16.2609 18.758 34.6607 31.3265 118.721 119.796
Sense GT Sens 0.184 Detected -0.184 Detected 0.000 1.206 Detected 1.167 Detected 1.186 0.023 GT Sense contig183 contig183 Glutathion              GAATTCCcontig183 Solyc08g Solyc08g Glutathion              GO:00551 GO:00551  contig183 Solyc08g Glutathion               GO:00551 SL2.40ch AT5G3742AGL105  AGL105;    chr5:148  84.432 53.6046 159.063 165.823 178.65 170.696
Sense GT Sens -0.839 Comprom 0.839 Detected 0.000 2.060 Detected 2.278 Detected 2.169 0.124 GT Sense contig184 contig184 Reverse t                 TAAGACCcontig184 Solyc03g Solyc03g Reverse t                 GO:00062 GO:00062   contig184 Solyc11g D-lactate                GO:00506 SL2.40ch AT5G0556EMB2771  EMB2771       chr5:164  5.09165 13.3551 41.4627 32.6775 39.5994 45.1997
Sense GT Sens 1.667 Detected -1.667 Detected 0.000 0.913 Detected 2.743 Detected 1.828 0.438 GT Sense contig184 contig184 Leucine-r                   GTGTGG contig184 Solyc01g Solyc01g Leucine-r                   GO:00055 GO:00055  contig184 Solyc01g LRR recep    GO:00046 SL2.40ch AT4G2849RLK5, HA   HAE (HAE            chr4:140  233.595 18.9804 4.20366 2.05641 144.413 503.927
Sense GT Sens 0.647 Detected -0.647 Detected 0.000 0.911 Detected 1.856 Detected 1.383 0.226 GT Sense contig184 contig184 Sorbitol tr              ATAGGGCcontig184 Solyc02g Solyc02g Sorbitol tr              GO:00160 GO:00160 contig184 Solyc02g Sorbitol tr               GO:00160 SL2.40ch AT2G18480.1  mannitol    chr2:800  127.312 42.5233 33.6456 33.7324 159.286 301.039
Sense GT Sens -0.362 Comprom 0.362 Comprom 0.000 1.139 Detected 1.268 Detected 1.204 0.082 GT Sense contig185 contig185 Ulp1 prote                      CGTCACAcontig185 Solyc08g Solyc08g Ulp1 protease family C-termina                     contig185 Solyc08g Ulp1 protease family                     SL2.40ch AT5G44690.1  unknown   chr5:180  3.50912 4.74536 7.38313 5.70521 10.349 11.1074
Sense GT Sens 0.865 Detected -0.865 Comprom 0.000 2.673 Detected 1.302 Detected 1.988 0.214 GT Sense contig186 contig186 Unknown   CCGAGG contig186 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig186 Solyc05g Unknown Protein (A  SL2.40ch AT1G55950.1  FUNCTIO                                                                    chr1:209  12.0036 2.96447 9.96249 12.9932 43.8187 16.6185
Sense GT Sens -0.556 Detected 0.556 Detected 0.000 1.281 Detected 0.893 Detected 1.087 0.206 GT Sense contig186 contig186 Pectate ly              TAAATGGcontig186 Solyc02g Solyc02g Pectate ly              GO:00168 GO:00168  contig186 Solyc02g Pectate ly               GO:00168 SL2.40ch AT5G63180.1  pectate ly     chr5:253  436.287 772.032 681.73 698.439 1624.47 1217.69
Sense GT Sens 0.233 Detected -0.233 Detected 0.000 1.970 Detected 1.648 Detected 1.809 0.024 GT Sense contig186 contig186 1-aminocy                 GTCCTGCcontig186 Solyc09g Solyc09g 1-aminocy                 GO:00103 |GO:00164    contig186 Solyc09g 1-aminocy                  GO:00103 SL2.40ch AT2G30840.1  2-oxoglu     chr2:131  27.7818 16.4772 145.549 123.001 96.4873 75.8052
Sense GT Sens 0.068 Detected -0.068 Detected 0.000 0.889 Detected 1.118 Detected 1.003 0.017 GT Sense contig187 contig187 Phosphor                TTTATGT contig187 Solyc01g Solyc01g Phosphor                GO:00055 GO:00055   contig187 Solyc01g Phosphor                 GO:00055 SL2.40ch AT5G06850.1  C2 doma    chr5:212  316.876 236.289 460.87 620.032 583.431 671.189
Sense GT Sens 0.079 Detected -0.079 Detected 0.000 1.255 Detected 0.964 Detected 1.109 0.022 GT Sense contig188 contig188 Acetyltran             GTACATAcontig188 Solyc05g Solyc05g Acetyltran             GO:00081 GO:00081  contig188 Solyc05g Acetyltran              GO:00081 SL2.40ch AT2G06025.1  GCN5-rel       chr2:235  57.9701 42.5308 103.411 105.352 136.442 109.476
Sense GT Sens 0.410 Comprom -0.410 Comprom 0.000 1.190 Detected 1.499 Detected 1.345 0.092 GT Sense contig188 contig188 Receptor               ACATGTGcontig188 Solyc02g Solyc02g Receptor               GO:00055 GO:00055       contig188 Solyc02g Receptor   GO:00055 SL2.40ch AT4G35030.2  protein k     chr4:166  6.15257 2.85395 14.1029 23.4759 11.0084 13.3855
Sense GT Sens 1.197 Detected -1.197 Detected 0.000 2.210 Detected 0.916 Detected 1.563 0.369 GT Sense contig188 contig188 Leucine-r                   GGATGTGcontig188 Solyc05g Solyc05g Leucine-r                   GO:00055 GO:00055       contig188 Solyc05g LRR recep    GO:00046 SL2.40ch AT4G2898CDKF;1, C   cyclin-de           chr4:142  113.836 17.7504 64.0471 129.459 239.493 95.8783
Sense GT Sens -0.273 Detected 0.273 Detected 0.000 0.999 Detected 1.499 Detected 1.249 0.078 GT Sense contig190 contig190 Cytochro                 ATGCTAAcontig190 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig190 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  1687.75 2019.81 1034.73 1781.96 4247.47 5897.26
Sense GT Sens -0.073 Detected 0.073 Detected 0.000 1.755 Detected 1.370 Detected 1.563 0.017 GT Sense contig190 contig190 Aspartic p               TCGGAGAcontig190 Solyc08g Solyc08g Aspartic p               GO:00065 GO:00065 contig190 Solyc01g ORF91 (AHRD V1 *--- SL2.40ch AT1G6639ATMYB90     MYB90 (M           chr1:247  103.819 94.1089 161.701 222.922 384.274 288.652
Sense GT Sens -0.016 Detected 0.016 Detected 0.000 1.103 Detected 1.017 Detected 1.060 0.002 GT Sense contig191 contig191 Non-race                   TGTGAGAcontig191 Solyc01g Solyc01g Non-race                   GO:00055 GO:00055    contig191 Solyc01g Non-race                    GO:00055 SL2.40ch AT1G67025.1  FUNCTIO                                                                    chr1:250  20.6446 17.2799 21.3669 34.0446 46.713 43.2013
Sense GT Sens -0.409 Comprom 0.409 Comprom 0.000 2.379 Detected 2.481 Detected 2.430 0.028 GT Sense contig191 contig191 Polyprote     ACCTTAAcontig191 Solyc07g Solyc07g Polyprotein (AHRD V1 ***- A5JS contig191 Solyc07g Polyprotein (AHRD V   SL2.40ch AT1G60200.1  splicing f            chr1:222  4.94496 7.13992 32.3139 15.5057 35.5977 37.4999
Sense GT Sens 0.371 Comprom -0.371 Comprom 0.000 0.944 Detected 2.236 Detected 1.590 0.166 GT Sense contig192 contig192 cDNA clon                    CCTCTTAcontig192 Solyc03g Solyc03g cDNA clon                    GO:00058 GO:00058 contig192 Solyc03g cDNA clon                     GO:00058 SL2.40ch AT1G73850.1  structura      chr1:277  5.79888 2.83957 6.19619 7.32222 8.99011 21.6037
Sense GT Sens -0.463 Comprom 0.463 Comprom 0.000 1.519 Detected 2.001 Detected 1.760 0.078 GT Sense contig192 contig192 Gag-Pol p     ACAAAGGcontig192 Solyc02g Solyc02g Gag-Pol polyprotein (AHRD V1  contig192 Solyc04g011970.1.1 AT5G1299CLE40  CLE40 (C         chr5:410  2.18337 3.39765 16.3358 9.28893 8.98866 12.3199
Sense GT Sens -0.591 Detected 0.591 Detected 0.000 1.620 Detected 1.537 Detected 1.578 0.117 GT Sense contig192 contig192 Expansin           GATAATGcontig192 Solyc03g Solyc03g Expansin           GO:00051 GO:00051        contig192 Solyc03g Expansin            GO:00051 SL2.40ch AT5G3929ATEXP26       ATEXP26      chr5:157  12.9736 24.1059 25.8678 26.5849 62.6039 57.9796
Sense GT Sens -0.626 Detected 0.626 Detected 0.000 1.175 Detected 1.669 Detected 1.422 0.169 GT Sense contig192 contig192 Integrase        TCCTAAT contig192 Solyc03g Solyc03g Integrase core domain contain      contig192 Solyc07g Integrase core doma                 SL2.40ch AT4G3965GGT2  GGT2 (GA        chr4:184  14.0225 27.3576 59.4956 42.3871 50.9291 70.3813
Sense GT Sens -0.227 Detected 0.227 Detected 0.000 1.168 Detected 1.122 Detected 1.145 0.037 GT Sense contig192 contig192 Genomic          ATGTTTT contig192 Solyc11g Solyc11g Genomic DNA chromosome 5       contig192 Solyc11g Genomic DNA chrom         SL2.40ch AT5G04830.2  unknown   chr5:140  57.7329 64.7609 62.4735 48.0021 158.155 150.36
Sense GT Sens 0.232 Detected -0.232 Comprom 0.000 1.696 Detected 1.057 Detected 1.376 0.073 GT Sense contig192 contig192 Endochiti                 AAGCAACcontig192 Solyc10g Solyc10g Endochiti                 GO:00080 GO:00080   contig192 Solyc10g Endochiti                  GO:00088 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  15.9601 9.47982 3.52706 13.9653 45.8966 28.9132
Sense GT Sens -0.427 Comprom 0.427 Comprom 0.000 1.246 Detected 1.447 Detected 1.347 0.092 GT Sense contig193 contig193 Os03g029                   ATTTCTA contig193 Solyc02g Solyc02g Os03g029                   GO:00065 GO:00065 contig193 Solyc02g Os03g029                    GO:00065 SL2.40ch AT2G38320.1  unknown   chr2:160  4.46884 6.61408 16.4617 30.7603 14.8464 16.7543
Sense GT Sens 0.847 Comprom -0.847 Comprom 0.000 1.449 Detected 1.359 Detected 1.404 0.240 GT Sense contig193 contig193 Exocyst c                 AAGCGTTcontig193 Solyc10g Solyc10g Exocyst c                 GO:00001 GO:00001 contig193 Solyc10g Exocyst c                  GO:00001 SL2.40ch AT5G5234ATEXO70   ATEXO70           chr5:212  8.95601 2.26724 15.9 2.07745 14.1677 13.0628
Sense GT Sens -0.449 Detected 0.449 Detected 0.000 1.890 Detected 2.576 Detected 2.233 0.059 GT Sense contig193 contig193 Unknown   GCTACAGcontig193 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig193 Solyc09g Unknown Protein (A  SL2.40ch AT2G23142.1  FUNCTIO                                                                 chr2:985  97.0411 148.18 376.2 338.679 511.595 807.957
Sense GT Sens 1.153 Detected -1.153 Comprom 0.000 1.013 Detected 1.885 Detected 1.449 0.361 GT Sense contig193 contig193 Serine/thr               AAGTGCAcontig193 Solyc05g Solyc05g Serine/thr               GO:00055 GO:00055      contig193 Solyc05g Serine/thr                GO:00055 SL2.40ch AT3G07070.1 13.9293 2.30659 3.07793 2.12381 13.1712 23.6562
Sense GT Sens 1.440 Detected -1.440 Comprom 0.000 0.865 Detected 2.533 Detected 1.699 0.415 GT Sense contig194 contig194 L-ascorba             GGCCATCcontig194 Solyc05g Solyc05g L-ascorba             GO:00551 GO:00551  contig194 Solyc05g L-ascorba              GO:00551 SL2.40ch AT5G26830.1  threonyl-        chr5:943  51.9488 5.78334 2.15447 2.31533 36.3601 113.372
Sense GT Sens -0.359 Comprom 0.359 Comprom 0.000 1.076 Detected 1.276 Detected 1.176 0.088 GT Sense contig194 contig194 Movemen               CCATCAT contig194 Solyc08g Solyc08g Movemen               GO:00068 GO:00068 contig194 Solyc08g Movemen                GO:00068 SL2.40ch AT3G44440.1 7.06414 9.52472 12.8028 12.3182 19.9142 22.4564
Sense GT Sens -0.635 Detected 0.635 Detected 0.000 1.017 Detected 1.210 Detected 1.113 0.225 GT Sense contig195 contig195 Phytosulf             GTGATGGcontig195 Solyc11g Solyc11g Phytosulf             GO:00055 GO:00055  contig195 Solyc11g Phytosulf              GO:00055 SL2.40ch AT5G6587ATPSK5  ATPSK5       chr5:263  13.3402 26.3615 18.4268 28.6104 43.695 49.0172
Sense GT Sens -0.332 Comprom 0.332 Comprom 0.000 1.535 Detected 1.380 Detected 1.458 0.050 GT Sense contig196 contig196 Gag-pol p                AGCAAGAcontig196 Solyc01g Solyc01g Gag-pol polyprotein (AHRD V1              contig196 Solyc01g Gag-pol polyprotein                SL2.40ch AT4G12100.1 3.77898 4.90152 15.0156 13.5492 14.3651 12.661
Sense GT Sens -0.111 Detected 0.111 Detected 0.000 1.137 Detected 1.272 Detected 1.204 0.011 GT Sense contig197 contig197 Reticulon             CAGCTTTcontig197 Solyc05g Solyc05g Reticulon             GO:00057 GO:00057  contig197 Solyc05g Reticulon              GO:00057 SL2.40ch AT3G18260.1  reticulon     chr3:626  69.0542 65.9547 126.126 125.382 170.842 184.208
Sense GT Sens -0.763 Comprom 0.763 Comprom 0.000 2.066 Detected 1.496 Detected 1.781 0.160 GT Sense contig198 contig198 Ras-relate                  AACAAGT contig198 Solyc06g Solyc06g Ras-relate                  GO:00055 GO:00055   contig198 Solyc06g Ras-relate                   GO:00055 SL2.40ch AT1G0640ARA2, AT     ARA-2; G    chr1:195  2.1273 5.01507 5.88098 5.86076 15.7433 10.4095
Sense GT Sens 0.081 Detected -0.081 Comprom 0.000 2.419 Detected 2.396 Detected 2.408 0.001 GT Sense contig198 contig198 D5-type c             AAATTGT contig198 Solyc04g Solyc04g D5-type cyclin (AHRD V1 *-*- A8          contig198 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  13.6176 9.96936 18.1545 15.052 71.7455 69.3329
Sense GT Sens 0.203 Detected -0.203 Detected 0.000 1.078 Detected 1.083 Detected 1.080 0.034 GT Sense contig199 contig199 MLO-like              TCAAGCCcontig199 Solyc01g Solyc01g MLO-like              GO:00160 GO:00160   contig199 Solyc01g MLO-like               GO:00160 SL2.40ch AT4G2425MLO13, A   MLO13 (M         chr4:125  219.768 135.772 298.143 348.746 419.781 413.565
Sense GT Sens 0.066 Detected -0.066 Detected 0.000 1.050 Detected 1.305 Detected 1.177 0.015 GT Sense contig199 contig199 Myrosina               CATGGCAcontig199 Solyc01g Solyc01g Myrosina               GO:0005529 contig199 Solyc01g Myrosina                GO:00055 SL2.40ch AT3G05250.1  zinc finge        chr3:149  186.032 139.138 306.227 368.77 383.486 449.277
Sense GT Sens -0.025 Detected 0.025 Detected 0.000 1.131 Detected 1.209 Detected 1.170 0.002 GT Sense contig200 contig200 DUF89 fam                  TTTTTTT contig200 Solyc01g Solyc01g DUF89 family protein (Fragmen                 contig200 Solyc01g DUF89 family protein                 SL2.40ch AT2G17320.1  pantothe    chr2:753  121.968 103.488 110.044 113.346 283.338 293.613
Sense GT Sens 0.722 Detected -0.722 Detected 0.000 3.117 Detected 1.759 Detected 2.438 0.133 GT Sense contig202 contig202 Glutathion                GGAATTGcontig202 Solyc10g Solyc10g Glutathione S-transferase-like               contig202 Solyc10g Glutathione S-transf                SL2.40ch AT2G2942ATGSTU7    ATGSTU7          chr2:126  251.395 75.7288 337.839 752.272 1378.45 527.715
Sense GT Sens -0.125 Comprom 0.125 Comprom 0.000 1.251 Detected 1.542 Detected 1.397 0.018 GT Sense contig204 contig204 Unknown   AGAATCAcontig204 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig204 Solyc00g055970.1.1 AT5G05290.1 3.21273 3.12949 6.1997 7.6343 8.6919 10.4382
Sense GT Sens 0.256 Detected -0.256 Detected 0.000 2.385 Detected 2.886 Detected 2.635 0.018 GT Sense contig204 contig204 Disease r             GACCACTcontig204 Solyc04g Solyc04g Disease r             GO:00055 GO:00055   contig204 Solyc04g009120.1.1 AT5G66070.2 207.019 118.962 152.649 110.304 943.645 1311.31
Sense GT Sens 0.953 Detected -0.953 Comprom 0.000 2.241 Detected 1.423 Detected 1.832 0.219 GT Sense contig204 contig204 Subtilisin               GAGGGA contig204 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig204 Solyc08g Subtilisin                GO:00042 SL2.40ch AT4G10520.1  subtilase    chr4:649  15.7436 3.44145 7.39189 11.5101 40.0769 22.3112
Sense GT Sens 0.008 Comprom -0.008 Comprom 0.000 1.789 Detected 1.749 Detected 1.769 0.000 GT Sense contig204 contig204 Pol polyp     GTTATTAcontig204 Solyc02g Solyc02g Pol polyprotein (AHRD V1 ***- P contig204 Solyc06g WRKY tra                GO:00055 SL2.40ch AT5G5425ATCNGC4      ATCNGC                   chr5:220  7.68396 6.22807 22.8762 13.5602 27.5268 26.2747
Sense GT Sens -0.229 Detected 0.229 Detected 0.000 1.150 Detected 1.528 Detected 1.339 0.046 GT Sense contig205 contig205 Unknown   TTGGGG contig205 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig205 Solyc08g Unknown Protein (A  SL2.40ch AT4G21740.1 14.5851 16.4193 46.504 47.5373 39.5457 50.4404
Sense GT Sens -0.349 Comprom 0.349 Comprom 0.000 1.636 Detected 1.783 Detected 1.709 0.041 GT Sense contig205 contig205 Cytochro                 GCAGGATcontig205 Solyc12g Solyc12g Cytochro                 GO:00200 GO:00200  contig205 Solyc12g Cytochro  GO:00198 SL2.40ch AT1G66540.2  cytochro     chr1:248  2.22191 2.95205 3.19742 2.56477 9.16605 9.95946
Sense GT Sens -0.480 Comprom 0.480 Comprom 0.000 1.578 Detected 1.850 Detected 1.714 0.075 GT Sense contig206 contig206 Zinc knuc       ATATGACcontig206 Solyc05g Solyc05g Zinc knuckle containing protei     contig206 Solyc05g Zinc knuckle contain      SL2.40ch AT5G55840.1  pentatric      chr5:225  3.35719 5.34744 22.2923 11.412 14.5636 17.2601
Sense GT Sens -0.533 Detected 0.533 Detected 0.000 1.549 Detected 1.927 Detected 1.738 0.092 GT Sense contig207 contig207 Polyprote      ATCTTGCcontig207 Solyc01g Solyc01g Polyprotein (Fragment) (AHRD   contig207 Solyc02g Unknown Protein (A  SL2.40ch AT3G12915.1 23.2102 39.8129 99.732 68.7408 102.431 130.632
Sense GT Sens -0.060 Detected 0.060 Detected 0.000 1.034 Detected 1.039 Detected 1.037 0.003 GT Sense contig207 contig207 Helicase-l      ATGTGCAcontig207 Solyc10g Solyc10g Helicase-like protein (AHRD V1  contig207 Solyc10g Helicase-like protein    SL2.40ch AT5G4479RAN1, HM   RAN1 (RE                  chr5:180  29.6314 26.3903 36.7563 29.113 65.9429 64.9491
Sense GT Sens -0.333 Detected 0.333 Detected 0.000 1.111 Detected 1.628 Detected 1.370 0.083 GT Sense contig208 contig208 Unknown   GGCAATGcontig208 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig208 Solyc12g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 13.5684 17.6247 52.3155 39.095 38.469 54.0128
Sense GT Sens 0.033 Detected -0.033 Detected 0.000 0.875 Detected 1.197 Detected 1.036 0.024 GT Sense contig208 contig208 Unknown   GCAGGAAcontig208 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig208 Solyc06g Unknown Protein (A  SL2.40ch AT5G24890.1  unknown   chr5:855  77.6624 60.7882 109.423 132.133 145.104 178.073
Sense GT Sens -0.157 Comprom 0.157 Comprom 0.000 2.103 Detected 2.016 Detected 2.059 0.006 GT Sense contig209 contig209 Receptor-               CCTGCTGcontig209 Solyc05g Solyc05g Receptor-               GO:00064 GO:00064  contig209 Solyc05g Receptor-                GO:00064 SL2.40ch AT1G25390.1  protein k     chr1:890  5.2192 5.31176 9.71873 13.3878 26.0447 24.0647
Sense GT Sens 0.059 Comprom -0.059 Comprom 0.000 2.003 Detected 0.868 Detected 1.436 0.128 GT Sense contig211 contig211 Non-spec                     CCACATGcontig211 Solyc10g Solyc10g Non-spec                     GO:00068 GO:00068     contig211 Solyc10g Non-spec                      GO:00055 SL2.40ch AT5G41580.1  zinc ion b   chr5:166  8.92398 6.73828 13.0191 7.46988 35.7918 15.9983
Sense GT Sens 0.001 Detected -0.001 Detected 0.000 1.450 Detected 1.670 Detected 1.560 0.005 GT Sense contig211 contig211 Hsp20/alp                 GTGTTCTcontig211 Solyc10g Solyc10g Hsp20/alpha crystallin family p               contig211 Solyc10g Hsp20/alpha crystal                 SL2.40ch AT5G63900.1  PHD finge     chr5:255  19.5992 16.0377 30.5026 35.0368 55.7626 63.7739
Sense GT Sens -0.720 Comprom 0.720 Comprom 0.000 1.892 Detected 1.934 Detected 1.913 0.117 GT Sense contig212 contig212 Unknown   TCCTAAT contig212 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig212 Solyc00g Unknown Protein (A  SL2.40ch AT2G23740.1  nucleic a          chr2:100  2.11836 4.71067 14.8272 9.90167 13.4981 13.6422
Sense GT Sens -0.051 Detected 0.051 Detected 0.000 1.471 Detected 1.506 Detected 1.489 0.001 GT Sense contig213 contig213 Unknown   TAGTTGTcontig213 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig213 Solyc00g Unknown Protein (A  SL2.40ch AT1G0498ATPDIL2-     ATPDIL2        chr1:141  55.5399 48.8107 109.133 103.288 166.212 167.139
Sense GT Sens 0.251 Comprom -0.251 Comprom 0.000 3.730 Detected 1.267 Detected 2.498 0.185 GT Sense contig213 contig213 Unknown   AGATTGGcontig213 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig213 Solyc01g Unknown Protein (A  SL2.40ch AT5G4280DFR, TT3    DFR (DIH      chr5:171  4.94546 2.8606 13.2492 2.24219 57.4678 10.2292
Sense GT Sens 0.460 Comprom -0.460 Comprom 0.000 1.098 Detected 1.603 Detected 1.351 0.123 GT Sense contig213 contig213 Ribosoma        CCACCATcontig213 Solyc01g Solyc01g Ribosomal protein S3 (Fragme     contig213 Solyc11g Maturase (Fragment                SL2.40ch ATMG005 MATR  hypothet    chrM:144  5.54227 2.40004 2.49531 2.16557 8.99167 12.5192
Sense GT Sens -0.178 Detected 0.178 Detected 0.000 0.974 Detected 1.070 Detected 1.022 0.031 GT Sense contig213 contig213 PIF-like tr     GTGTTTGcontig213 Solyc09g Solyc09g PIF-like transposase (AHRD V1  contig213 Solyc09g PIF-like transposase    SL2.40ch AT1G62450.1 68.2254 71.5408 45.7094 61.2357 157.967 165.761
Sense GT Sens 0.066 Detected -0.066 Detected 0.000 1.098 Detected 1.234 Detected 1.166 0.006 GT Sense contig214 contig214 Sucrose s                TGATAAAcontig214 Solyc02g Solyc02g Sucrose s                GO:00161 GO:00161     contig214 Solyc02g Sucrose s                 GO:00161 SL2.40ch AT1G7337SUS6, AT   SUS6 (SU        chr1:275  58.385 43.6643 104.415 115.006 124.483 134.203
Sense GT Sens 0.053 Detected -0.053 Detected 0.000 1.163 Detected 1.138 Detected 1.150 0.002 GT Sense contig215 contig215 Nuclear tr         CGATGAAcontig215 Solyc12g Solyc12g Nuclear transport factor 2 (NTF      contig215 Solyc12g Nuclear transport fa        SL2.40ch AT4G02010.1  protein k     chr4:881  45.696 34.7798 67.8815 91.7065 102.756 99.1422
Sense GT Sens -0.412 Comprom 0.412 Comprom 0.000 1.023 Detected 1.481 Detected 1.252 0.117 GT Sense contig216 contig216 Os11g013                   CTGAAGGcontig216 Solyc07g Solyc07g Os11g0133900 protein (Fragm                  contig216 Solyc07g Os11g0133900 prote                   SL2.40ch AT5G51960.1  FUNCTIO                                                                     chr5:211  3.54489 5.14346 4.97972 4.52105 9.9936 13.4722
Sense GT Sens -0.590 Detected 0.590 Detected 0.000 0.940 Detected 1.459 Detected 1.200 0.204 GT Sense contig216 contig216 Tir-nbs-lr              TTGAACGcontig216 Solyc01g Solyc01g Tir-nbs-lr              GO:00312 GO:00312   contig216 Solyc01g Tir-nbs-lr   GO:00069 SL2.40ch AT4G19520.1  disease r       chr4:106  16.3833 30.4114 32.4205 30.7264 49.3225 69.3425
Sense GT Sens -0.170 Comprom 0.170 Comprom 0.000 1.566 Detected 1.170 Detected 1.368 0.035 GT Sense contig217 contig217 BURP dom              TGCATCCcontig217 Solyc08g Solyc08g BURP domain-containing prote              contig217 Solyc08g BURP domain-conta               SL2.40ch AT3G61660.1  unknown   chr3:228  4.58719 4.75733 4.18795 12.4068 15.921 11.8755
Sense GT Sens 0.201 Comprom -0.201 Comprom 0.000 0.998 Detected 1.526 Detected 1.262 0.063 GT Sense contig219 contig219 Unknown   TCACCTCcontig219 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig219 Solyc11g Unknown Protein (A  SL2.40ch AT1G7485PTAC2  PTAC2 (P     chr1:281  4.86474 3.01622 6.44421 4.8565 8.80927 12.4691
Sense GT Sens -0.374 Comprom 0.374 Comprom 0.000 1.286 Detected 0.890 Detected 1.088 0.124 GT Sense contig220 contig220 Unknown   ACCCCCAcontig220 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig220 Solyc03g Unknown Protein (A  SL2.40ch AT3G60110.1  DNA bind   chr3:221  4.30804 5.92712 7.51483 7.8094 14.1929 10.5798
Sense GT Sens -0.107 Detected 0.107 Detected 0.000 0.933 Detected 1.095 Detected 1.014 0.017 GT Sense contig220 contig220 Unknown   TCTTGGAcontig220 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig220 Solyc12g Unknown Protein (A  SL2.40ch AT3G2004ATHXK4,   ATHXK4;        chr3:699  120.216 114.212 158.493 186.809 257.54 282.877
Sense GT Sens 0.607 Detected -0.607 Comprom 0.000 1.137 Detected 1.869 Detected 1.503 0.168 GT Sense contig221 contig221 Aquapori            ATCTTCT contig221 Solyc02g Solyc02g Aquapori            GO:00160 GO:00160   contig221 Solyc02g Aquapori             GO:00152 SL2.40ch AT2G390 PIP2E, PIP   PIP2E (PL         chr2:162  11.3763 4.01483 14.5306 17.2869 17.1169 27.8906
Sense GT Sens -0.182 Comprom 0.182 Comprom 0.000 1.952 Detected 1.395 Detected 1.673 0.037 GT Sense contig221 contig221 Serine/thr                  ATCTCGTcontig221 Solyc12g Solyc12g Serine/thr                  GO:00064 GO:00064  contig221 Solyc12g Serine/thr                   GO:00064 SL2.40ch AT4G31170.3  protein k     chr4:151  3.23592 3.41312 3.88608 6.81414 14.8081 9.87448
Sense GT Sens -0.004 Detected 0.004 Detected 0.000 1.268 Detected 1.349 Detected 1.308 0.001 GT Sense contig221 contig221 Unknown   ATTAGAT contig221 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig221 Solyc11g Unknown            GO:00056 SL2.40ch AT4G18870.1  heat shoc       chr4:103  118.57 97.7216 123.524 108.605 298.42 309.91
Sense GT Sens -0.809 Detected 0.809 Detected 0.000 1.306 Detected 1.089 Detected 1.198 0.280 GT Sense contig221 contig221 Glycosylt         TCATTGAcontig221 Solyc11g Solyc11g Glycosyltransferase family pro       contig221 Solyc11g Glycosyltransferase        SL2.40ch AT5G60700.1  glycosylt      chr5:244  55.2091 138.819 68.7021 187.611 249.275 210.486
Sense GT Sens 0.919 Detected -0.919 Comprom 0.000 0.943 Detected 1.682 Detected 1.313 0.316 GT Sense contig222 contig222 Pectinest             TTTGTTT contig222 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig222 Solyc01g Pectinest              GO:00056 SL2.40ch AT3G43270.1  pectinest     chr3:152  12.0173 2.75299 3.08502 2.20382 12.7345 20.864
Sense GT Sens -0.045 Comprom 0.045 Comprom 0.000 2.985 Detected 1.673 Detected 2.329 0.071 GT Sense contig222 contig222 Non-ltr re                    TCAACGGcontig222 Solyc00g Solyc00g Non-ltr retrotransposon revers                    contig222 Solyc01g Unknown Protein (A          SL2.40ch #N/A #N/A #N/A #N/A 3.38916 2.95552 6.35792 5.114 28.8484 11.4091
Sense GT Sens -0.115 Comprom 0.115 Comprom 0.000 1.635 Detected 2.727 Detected 2.181 0.060 GT Sense contig223 contig223 Gag-Pol p                CAAGCCCcontig223 Solyc02g Solyc02g Gag-Pol p                GO:00082 GO:00082   contig223 Solyc10g Transpos                  GO:00036 SL2.40ch AT5G4973ATFRO6,   ATFRO6         chr5:202  4.45209 4.27518 9.83245 11.9938 15.6009 32.6493
Sense GT Sens 0.383 Comprom -0.383 Comprom 0.000 1.120 Detected 1.412 Detected 1.266 0.091 GT Sense contig224 contig224 Cathepsin                CAAAAAGcontig224 Solyc07g Solyc07g Cathepsin                GO:00082 GO:00082     contig224 Solyc06g Ovarian cancer-asso                     SL2.40ch AT5G3533MBD02, M   MBD02 (M           chr5:135  5.39272 2.59888 3.23152 4.31665 9.36733 11.2594
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Sense GT Sens -0.747 Comprom 0.747 Comprom 0.000 1.655 Detected 1.316 Detected 1.485 0.192 GT Sense contig224 contig224 Receptor                 GTTGAAAcontig224 Solyc10g Solyc10g Receptor                 GO:00055 GO:00055    contig224 Solyc10g Receptor                  GO:00055 SL2.40ch AT3G55550.1  lectin pro     chr3:206  3.06089 7.05963 12.8143 11.8888 16.8593 13.0765
Sense GT Sens -0.539 Comprom 0.539 Detected 0.000 1.248 Detected 1.329 Detected 1.288 0.140 GT Sense contig224 contig224 Zinc finge         AGAAAGTcontig224 Solyc00g Solyc00g Zinc finger CCCH domain-cont       contig224 Solyc00g Zinc finger CCCH do       SL2.40ch AT5G6243CDF1  CDF1 (CY              chr5:250  6.71577 11.6121 4.06363 13.352 24.1537 25.0687
Sense GT Sens 0.159 Detected -0.159 Detected 0.000 1.293 Detected 0.904 Detected 1.098 0.049 GT Sense contig227 contig227 Transcrip                 AGTAGGAcontig227 Solyc00g Solyc00g Transcrip                 GO:00056 GO:00056 contig227 Solyc00g Transcrip                  GO:00056 SL2.40ch AT2G27660.1  DC1 dom    chr2:117  82.1957 54.0342 58.4722 72.8127 187.981 140.892
Sense GT Sens 1.636 Detected -1.636 Comprom 0.000 0.934 Detected 2.560 Detected 1.747 0.440 GT Sense contig227 contig227 cDNA clon                    GCCAAAGcontig227 Solyc02g Solyc02g cDNA clone J023121M11 full in                  contig227 Solyc02g cDNA clone J023121                    SL2.40ch AT5G38600.1  proline-ri             chr5:154  48.4819 4.10999 3.8659 3.38439 31.0577 94.0594
Sense GT Sens 0.000 Detected 0.000 Comprom 0.000 0.987 Detected 1.125 Detected 1.056 0.004 GT Sense contig227 contig227 Unknown   GTCCAGTcontig227 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig227 Solyc03g Unknown Protein (A  SL2.40ch AT2G2090DGK5, AT   diacylgly     chr2:898  12.1459 9.95193 11.9049 18.2183 25.0944 27.1038
Sense GT Sens -0.890 Detected 0.890 Detected 0.000 1.353 Detected 1.861 Detected 1.607 0.225 GT Sense contig229 contig229 UDP-gluc            TTGTCGTcontig229 Solyc04g Solyc04g UDP-gluc            GO:00081 GO:00081   contig229 Solyc04g UDP-gluc             GO:00150 SL2.40ch AT3G5316UGT73C7  UGT73C7          chr3:197  52.1863 146.716 53.2338 57.4744 257.325 359.181
Sense GT Sens 1.744 Detected -1.744 Detected 0.000 1.255 Detected 2.920 Detected 2.088 0.393 GT Sense contig229 contig229 Lysine/his                GGCTTTTcontig229 Solyc12g Solyc12g Lysine/histidine transporter (A               contig229 Solyc12g Lysine/histidine tran                SL2.40ch AT1G2440LHT2, AAT   LHT2 (LY                    chr1:865  211.193 15.4127 10.4327 2.41323 156.811 487.966
Sense GT Sens -0.129 Comprom 0.129 Comprom 0.000 1.085 Detected 1.240 Detected 1.162 0.016 GT Sense contig230 contig230 Non-LTR                    CGACCTTcontig230 Solyc07g Solyc07g Non-LTR retrolelement reverse                   contig230 Solyc09g Proteinas                    GO:00096 SL2.40ch AT1G23180.1  armadillo      chr1:821  3.93866 3.86067 10.0822 2.96726 9.52434 10.4095
Sense GT Sens 0.975 Detected -0.975 Detected 0.000 4.488 Detected 2.001 Detected 3.245 0.176 GT Sense contig230 contig230 Cytochro                    GCACCTAcontig230 Solyc01g Solyc01g Cytochro                    GO:00198 GO:00198      contig230 Solyc01g Cytochro  GO:00198 SL2.40ch AT1G20310.1  unknown   chr1:703  61.4645 13.0219 89.3277 140.153 730.835 128.017
Sense GT Sens -0.149 Comprom 0.149 Comprom 0.000 1.721 Detected 1.722 Detected 1.721 0.007 GT Sense contig230 contig230 Aluminum                  TGTTATCcontig230 Solyc01g Solyc01g Aluminum                  GO:00151 GO:00151    contig230 Solyc01g Aluminum                   GO:00151 SL2.40ch AT3G44716.1  unknown   chr3:162  2.90549 2.92625 5.44239 6.266 11.0656 10.8734
Sense GT Sens -0.277 Comprom 0.277 Comprom 0.000 2.074 Detected 1.725 Detected 1.899 0.028 GT Sense contig231 contig231 Unknown   GACCAGTcontig231 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig231 Solyc03g Unknown Protein (A  SL2.40ch AT3G47130.1 2.81693 3.38569 5.83912 5.95883 14.9687 11.5355
Sense GT Sens 0.194 Detected -0.194 Detected 0.000 1.108 Detected 1.312 Detected 1.210 0.031 GT Sense contig231 contig231 Cytochro               AACATTT contig231 Solyc01g Solyc01g Cytochro               GO:00002 GO:00002     contig231 Solyc01g Cytochro                GO:00002 SL2.40ch AT4G2135B80, PUB   PUB8 (PL               chr4:113  74.866 46.8927 98.3764 120.986 147.098 166.303
Sense GT Sens -0.664 Comprom 0.664 Comprom 0.000 0.915 Detected 1.421 Detected 1.168 0.242 GT Sense contig231 contig231 U11/U12 s        CACCAAGcontig231 Solyc06g Solyc06g U11/U12 small nuclear ribonuc      contig231 Solyc06g U11/U12 small nucle       SL2.40ch AT4G16015.1  DC1 dom    chr4:907  4.08958 8.4062 10.1351 16.8257 12.7287 17.7488
Sense GT Sens 0.016 Comprom -0.016 Comprom 0.000 1.331 Detected 1.069 Detected 1.200 0.012 GT Sense contig232 contig232 Dihydrofla              TCAAGGAcontig232 Solyc10g Solyc10g Dihydrofla              GO:00081 GO:00081  contig232 Solyc10g Dihydrofla               GO:00442 SL2.40ch AT4G18090.1  unknown   chr4:100  6.477 5.18748 2.26536 13.5001 16.7941 13.7411
Sense GT Sens -0.403 Detected 0.403 Detected 0.000 1.315 Detected 1.787 Detected 1.551 0.080 GT Sense contig232 contig232 Transpos                   TGATACT contig232 Solyc03g Solyc03g Transposon Ty1-PL Gag-Pol p                 contig232 Solyc03g Transposon Ty1-PL                  SL2.40ch AT4G24860.1  AAA-type     chr4:128  19.0899 27.336 75.9083 54.9008 65.4206 89.1094
Sense GT Sens 0.227 Detected -0.227 Detected 0.000 0.812 Detected 1.368 Detected 1.090 0.093 GT Sense contig232 contig232 Coiled-co                   GGTACTTcontig232 Solyc04g Solyc04g Coiled-coil domain-containing                  contig232 Solyc04g Coiled-coil domain-c                   SL2.40ch AT4G19380.1  alcohol o   chr4:105  74.5422 44.5972 70.4146 58.6549 116.581 168.203
Sense GT Sens 1.478 Detected -1.478 Comprom 0.000 1.108 Detected 2.361 Detected 1.735 0.393 GT Sense contig233 contig233 H-ATPase              TTTGTGAcontig233 Solyc12g Solyc12g H-ATPase              GO:00160 GO:00160 contig233 Solyc12g H-ATPase               GO:00160 SL2.40ch AT5G5735AHA3, AT   AHA3; AT       chr5:232  23.8412 2.51527 3.22844 2.20424 19.2247 44.9703
Sense GT Sens 0.057 Comprom -0.057 Comprom 0.000 1.734 Detected 1.076 Detected 1.405 0.052 GT Sense contig233 contig233 RRNA met              TTCTGAGcontig233 Solyc11g Solyc11g RRNA met              GO:00063 GO:00063  contig233 Solyc11g RRNA met               GO:00063 SL2.40ch AT4G38020.1  tRNA/rRN       chr4:178  8.23603 6.23381 10.814 8.94152 27.4447 17.068
Sense GT Sens -0.006 Detected 0.006 Detected 0.000 1.389 Detected 1.422 Detected 1.405 0.000 GT Sense contig234 contig234 Receptor               AATGTGAcontig234 Solyc03g Solyc03g Receptor               GO:00064 GO:00064  contig234 Solyc11g ATP-bind                 GO:00160 SL2.40ch AT4G36140.1  disease r       chr4:170  286.639 236.907 339.363 290.238 785.713 789.06
Sense GT Sens 0.442 Detected -0.442 Detected 0.000 1.125 Detected 0.935 Detected 1.030 0.150 GT Sense contig234 contig234 PAR-1b p            TTGCCTGcontig234 Solyc10g Solyc10g PAR-1b protein (AHRD V1 ***- Q         contig234 Solyc10g PAR-1b protein (AHR            SL2.40ch AT5G52390.1  photoass     chr5:212  145.761 64.6864 165.952 230.763 243.849 209.813
Sense GT Sens 0.175 Detected -0.175 Detected 0.000 1.143 Detected 1.262 Detected 1.202 0.023 GT Sense contig235 contig235 Endo-1 3-               GTTTGTGcontig235 Solyc03g Solyc03g Endo-1 3-               GO:00167 GO:00167          contig235 Solyc03g Endo-1 3-                GO:00167 SL2.40ch AT1G18310.1  glycosyl      chr1:630  81.9692 52.6594 145.145 171.61 167.027 178.111
Sense GT Sens 0.124 Comprom -0.124 Comprom 0.000 0.975 Detected 1.029 Detected 1.002 0.016 GT Sense contig235 contig235 FAD-bind                 AAGAGAAcontig235 Solyc02g Solyc02g FAD-bind                 GO:00090 GO:00090      contig235 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT4G20860.1  FAD-bind     chr4:111  7.02686 4.84789 6.67645 2.40627 13.2082 13.4645
Sense GT Sens 0.412 Detected -0.412 Detected 0.000 1.399 Detected 1.362 Detected 1.381 0.079 GT Sense contig236 contig236 Myb-relat                ATGGAACcontig236 Solyc03g Solyc03g Myb-relat                GO:00037 GO:00037      contig236 Solyc03g Myb-relat                 GO:00037 SL2.40ch AT1G0618ATMYB13    ATMYB1            chr1:188  31.5151 14.5853 16.7505 26.1389 65.1245 62.2842
Sense GT Sens 0.482 Comprom -0.482 Comprom 0.000 1.120 Detected 1.330 Detected 1.225 0.131 GT Sense contig236 contig236 F-box fam              AGATTCT contig236 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig236 Solyc08g F-box fam               GO:00048 SL2.40ch AT2G40240.1  pentatric      chr2:168  6.03004 2.53106 13.9343 12.1433 9.7783 11.1004
Sense GT Sens 0.344 Comprom -0.344 Comprom 0.000 1.484 Detected 1.047 Detected 1.265 0.090 GT Sense contig237 contig237 Unknown   CAGAAAGcontig237 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig237 Solyc09g Unknown Protein (A  SL2.40ch AT2G2147SAE2, AT    SAE2 (SU        chr2:919  7.85369 3.99558 5.22952 2.92803 18.0449 13.0791
Sense GT Sens 0.080 Detected -0.080 Detected 0.000 1.127 Detected 0.900 Detected 1.014 0.018 GT Sense contig238 contig238 TIR-NBS-L                TGAACCAcontig238 Solyc01g Solyc01g TIR-NBS-L                GO:00312 GO:00312    contig238 Solyc01g Tir-nbs-lr   GO:00048 SL2.40ch AT2G42760.1  unknown   chr2:177  187.086 137.213 422.937 464.077 403.015 337.819
Sense GT Sens -0.409 Comprom 0.409 Comprom 0.000 0.925 Detected 1.296 Detected 1.110 0.132 GT Sense contig238 contig238 V-type pro                   TCATTGGcontig238 Solyc07g Solyc07g V-type pro                   GO:00331 GO:00331            contig238 Solyc07g V-type pro                    GO:00469 SL2.40ch AT2G2852VHA-A1  VHA-A1 (V        chr2:122  3.67216 5.30587 6.41466 12.0858 9.64822 12.2472
Sense GT Sens 0.168 Comprom -0.168 Comprom 0.000 0.997 Detected 1.086 Detected 1.041 0.027 GT Sense contig239 contig239 WD repea                CCATATAcontig239 Solyc09g Solyc09g WD repea                GO:00055 GO:00055   contig239 Solyc09g WD repea                 GO:00055 SL2.40ch AT5G5876DDB2  DDB2 (da               chr5:237  5.48043 3.55723 2.3312 6.53975 10.1433 10.5909
Sense GT Sens -0.824 Detected 0.824 Detected 0.000 1.332 Detected 1.734 Detected 1.533 0.213 GT Sense contig239 contig239 Reverse t      ACAGTGAcontig239 Solyc03g Solyc03g Reverse transcriptase (Fragme     contig239 Solyc06g Integrase core doma       SL2.40ch AT5G67610.2  unknown   chr5:269  116.821 300.095 757.087 402.683 542.865 703.718
Sense GT Sens -0.187 Comprom 0.187 Comprom 0.000 1.909 Detected 1.469 Detected 1.689 0.028 GT Sense contig240 contig240 Unknown   AGTTATAcontig240 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig240 Solyc05g Unknown Protein (A  SL2.40ch ATMG002 RPS4  encodes                 chrM:820  5.95504 6.32183 6.20109 18.2063 26.5334 19.1911
Sense GT Sens -0.302 Detected 0.302 Detected 0.000 0.816 Detected 1.591 Detected 1.203 0.134 GT Sense contig241 contig241 GDSL est              TTCCTTT contig241 Solyc10g Solyc10g GDSL est              GO:00066 GO:00066   contig241 Solyc10g GDSL est               GO:00066 SL2.40ch AT5G22810.1  GDSL-mo     chr5:762  1326.93 1651.06 2110.46 2806.56 3000.09 5039.68
Sense GT Sens -0.113 Detected 0.113 Detected 0.000 1.051 Detected 1.313 Detected 1.182 0.021 GT Sense contig241 contig241 cDNA clon         TCTGATT contig241 Solyc10g Solyc10g cDNA clone J013057C16 full in      contig241 Solyc10g cDNA clone J013057        SL2.40ch AT3G20730.1  pentatric      chr3:724  329.344 315.69 383.318 269.284 769.148 905.287
Sense GT Sens 1.053 Detected -1.053 Comprom 0.000 0.844 Detected 2.122 Detected 1.483 0.352 GT Sense contig244 contig244 Arabidops             GAATCAAcontig244 Solyc12g Solyc12g Arabidopsis thaliana genomic          contig244 Solyc12g Arabidopsis thaliana           SL2.40ch AT5G49650.1  xylulose    chr5:201  12.1728 2.31484 1.862 2.12805 10.9724 26.1192
Sense GT Sens 0.330 Comprom -0.330 Comprom 0.000 2.128 Detected 2.761 Detected 2.445 0.033 GT Sense contig244 contig244 HAT famil                   CAAGAGGcontig244 Solyc11g Solyc11g HAT famil                   GO:00036 GO:00036  contig244 Solyc11g HAT famil                    GO:00036 SL2.40ch AT2G42450.1  lipase cla      chr2:176  4.82955 2.50282 9.94578 5.70142 17.497 26.6435
Sense GT Sens -0.441 Comprom 0.441 Comprom 0.000 1.711 Detected 1.818 Detected 1.765 0.058 GT Sense contig244 contig244 Gag/pol p     AGGATTTcontig244 Solyc10g Solyc10g Gag/pol polyprotein (AHRD V1  contig244 Solyc10g Gag/pol polyprotein    SL2.40ch AT3G10840.1  hydrolas       chr3:339  4.31413 6.51138 26.2964 12.9871 19.9852 21.1167
Sense GT Sens -0.253 Detected 0.253 Detected 0.000 0.851 Detected 1.187 Detected 1.019 0.078 GT Sense contig244 contig244 ATP synth        CGACATCcontig244 Solyc12g Solyc12g ATP synthase subunit beta ch     contig244 Solyc12g ATP synthase subu       SL2.40ch ATCG004 ATPB  chloropla          chrC:526  18.6243 21.6679 60.086 46.4088 41.7255 51.676
Sense GT Sens 1.334 Detected -1.334 Detected 0.000 0.991 Detected 2.542 Detected 1.766 0.371 GT Sense contig244 contig244 Pectinest             TCTGGAAcontig244 Solyc07g Solyc07g Pectinest             GO:00305 GO:00305  contig244 Solyc07g Pectinest              GO:00056 SL2.40ch AT1G5384ATPME1  ATPME1    chr1:201  119.089 15.352 7.23976 3.97199 97.8793 281.344
Sense GT Sens 0.562 Detected -0.562 Comprom 0.000 1.417 Detected 1.691 Detected 1.554 0.115 GT Sense contig245 contig245 F-box fam              ATTTCAT contig245 Solyc03g Solyc03g F-box family protein (AHRD V1           contig245 Solyc03g F-box family protein             SL2.40ch AT1G51720.1  glutamate    chr1:191  20.9564 7.87446 8.86363 29.2397 39.4946 46.8815
Sense GT Sens 1.622 Detected -1.622 Detected 0.000 0.876 Detected 2.567 Detected 1.721 0.446 GT Sense contig245 contig245 Laccase-2              AGAGATGcontig245 Solyc01g Solyc01g Laccase-2              GO:00551 GO:00551  contig245 Solyc01g Laccase-2               GO:00551 SL2.40ch AT1G55560.1 409.594 35.4235 7.50816 2.05742 254.516 806.704
Sense GT Sens 0.617 Detected -0.617 Detected 0.000 1.605 Detected 1.246 Detected 1.425 0.157 GT Sense contig247 contig247 Phosphat               GAGCAGGcontig247 Solyc03g Solyc03g Phosphat               GO:00038 GO:00038   contig247 Solyc03g Phosphat                GO:00038 SL2.40ch AT1G17710.1  phospha   chr1:609  136.129 47.3768 174.764 93.1182 281.338 215.216
Sense GT Sens -0.131 Comprom 0.131 Comprom 0.000 2.609 Detected 1.366 Detected 1.988 0.089 GT Sense contig247 contig247 Leucine-r                   ATCTTTC contig247 Solyc12g Solyc12g Leucine-r                   GO:00055 GO:00055  contig247 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G4580MEE62  MEE62 (m                     chr5:185  4.63743 4.55465 3.5103 15.1387 32.2946 13.3896
Sense GT Sens -0.243 Comprom 0.243 Comprom 0.000 1.434 Detected 0.992 Detected 1.213 0.066 GT Sense contig247 contig247 Unknown   ACATAAC contig247 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig247 Solyc12g Unknown Protein (A  SL2.40ch AT1G27510.1  INVOLVE                                                                  chr1:955  5.48721 6.29092 12.8068 12.7684 18.2779 13.2028
Sense GT Sens 1.738 Detected -1.738 Detected 0.000 0.966 Detected 2.576 Detected 1.771 0.453 GT Sense contig247 contig247 Pectinest             TATGAAGcontig247 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig247 Solyc01g Pectinest              GO:00056 SL2.40ch AT5G49180.1  pectinest     chr5:199  256.145 18.8683 5.30786 2.18826 156.387 468.401
Sense GT Sens 0.572 Comprom -0.572 Comprom 0.000 1.677 Detected 1.056 Detected 1.366 0.171 GT Sense contig247 contig247 NAD(P)H-q                 ATCCAAGcontig247 Solyc04g Solyc04g NAD(P)H-q                 GO:00551 GO:00551  contig247 Solyc12g NAD(P)H-quinone ox        SL2.40ch ATCG012 NDHB.2  NADH de    chrC:141  6.1264 2.27126 9.5395 4.24169 13.7305 8.76338
Sense GT Sens 0.220 Comprom -0.220 Comprom 0.000 1.544 Detected 1.243 Detected 1.393 0.035 GT Sense contig247 contig247 Unknown   GAGACTCcontig247 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig247 Solyc02g Unknown Protein (A  SL2.40ch AT4G22060.1 5.33294 3.2189 5.65868 7.20535 13.913 11.0814
Sense GT Sens 0.380 Comprom -0.380 Comprom 0.000 1.793 Detected 1.159 Detected 1.476 0.096 GT Sense contig248 contig248 Unknown   TTGATGGcontig248 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig248 Solyc05g Unknown Protein (A  SL2.40ch AT1G51880.1  leucine-r       chr1:192  7.27031 3.51849 38.9477 11.2302 20.1787 12.76
Sense GT Sens 0.010 Detected -0.010 Detected 0.000 1.321 Detected 1.362 Detected 1.342 0.000 GT Sense contig251 contig251 Movemen               GGATGCGcontig251 Solyc09g Solyc09g Movemen               GO:00068 GO:00068 contig251 Solyc09g015550.1.1 AT5G60430.2  antiporte     chr5:243  189.338 152.862 211.696 164.806 489.422 494.204
Sense GT Sens 1.443 Detected -1.443 Comprom 0.000 0.801 Detected 2.458 Detected 1.630 0.431 GT Sense contig251 contig251 Peroxidas               CCCTAGGcontig251 Solyc08g Solyc08g Peroxidas               GO:00551 GO:00551   contig251 Solyc08g Peroxidas                GO:00046 SL2.40ch AT5G17250.1  catalytic/   chr5:566  37.2499 4.12598 1.90343 2.18829 24.8769 76.9876
Sense GT Sens -0.741 Comprom 0.741 Comprom 0.000 1.956 Detected 1.947 Detected 1.951 0.119 GT Sense contig252 contig252 Unknown   TAGCACAcontig252 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig252 Solyc00g Unknown Protein (A  SL2.40ch AT2G17787.1 3.96772 9.0749 20.6619 20.6085 26.8036 26.1469
Sense GT Sens 0.130 Comprom -0.130 Comprom 0.000 1.697 Detected 1.610 Detected 1.654 0.007 GT Sense contig252 contig252 Unknown   TATATTA contig252 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig252 Solyc05g Unknown Protein (A  SL2.40ch AT2G42450.1  lipase cla      chr2:176  4.08398 2.79547 3.91081 2.28609 12.6168 11.6564
Sense GT Sens -0.373 Comprom 0.373 Comprom 0.000 1.284 Detected 1.534 Detected 1.409 0.070 GT Sense contig252 contig252 Interactor         TGGAGG contig252 Solyc12g Solyc12g Interactor of constitutive active      contig252 Solyc12g Interactor of constit        SL2.40ch AT1G78430.1  FUNCTIO                                                                   chr1:295  4.50005 6.18217 14.2927 12.0254 14.7879 17.2582
Sense GT Sens -0.762 Comprom 0.762 Comprom 0.000 1.335 Detected 1.806 Detected 1.571 0.188 GT Sense contig253 contig253 Abscisic a                 AACAGTGcontig253 Solyc02g Solyc02g Abscisic a                 GO:00096 GO:00096       contig253 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G38280.1 2.12254 4.99937 13.0184 12.012 9.46261 12.8729
Sense GT Sens -0.250 Comprom 0.250 Comprom 0.000 1.874 Detected 2.396 Detected 2.135 0.027 GT Sense contig253 contig253 IFA bindin                 TTTGGTGcontig253 Solyc12g Solyc12g IFA binding protein (AHRD V1 *              contig253 Solyc12g IFA binding protein (                SL2.40ch ATCG007 PETD  A chlorop            chrC:764  2.06854 2.39711 1.92189 2.64475 9.39718 13.2418
Sense GT Sens -0.490 Comprom 0.490 Comprom 0.000 1.201 Detected 1.197 Detected 1.199 0.134 GT Sense contig253 contig253 AT1G1474                   TGGGCG contig253 Solyc07g Solyc07g AT1G14740-like protein (Fragm                  contig253 Solyc07g042290.1.1 AT1G20020.3 3.40378 5.49591 5.55017 7.2557 11.447 11.203
Sense GT Sens 1.266 Detected -1.266 Detected 0.000 1.161 Detected 1.443 Detected 1.302 0.414 GT Sense contig254 contig254 Amino ac                ATGAGTTcontig254 Solyc09g Solyc09g Amino ac                GO:00151 GO:00151     contig254 Solyc09g Amino ac                 GO:00151 SL2.40ch AT4G32970.1  unknown   chr4:159  104.599 14.8133 66.1968 91.2956 101.319 120.984
Sense GT Sens -0.408 Comprom 0.408 Comprom 0.000 2.237 Detected 1.705 Detected 1.971 0.056 GT Sense contig254 contig254 Monooxy               CATCACAcontig254 Solyc08g Solyc08g Monooxy               GO:00044 GO:00044   contig254 Solyc08g Monooxy                GO:00044 SL2.40ch AT5G61290.1  flavin-con          chr5:246  2.41215 3.47885 10.0638 4.21 15.7243 10.6738
Sense GT Sens -0.145 Detected 0.145 Detected 0.000 1.665 Detected 1.548 Detected 1.607 0.009 GT Sense contig254 contig254 Ulp1 prote                    GTTCATGcontig254 Solyc02g Solyc02g Ulp1 prote                    GO:00065 GO:00065 contig254 Solyc01g Heterogen                     GO:00036 SL2.40ch AT2G2568MOT1  MOT1 (m            chr2:109  250.135 250.535 375.184 258.775 914.04 827.495
Sense GT Sens -0.256 Comprom 0.256 Comprom 0.000 2.216 Detected 1.968 Detected 2.092 0.018 GT Sense contig255 contig255 Mutator-li               TAAATAC contig255 Solyc01g Solyc01g Mutator-like transposase (AHR              contig255 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT4G1634SPK1  SPK1 (SP            chr4:922  5.88898 6.88048 34.2452 21.1037 34.0473 28.1467
Sense GT Sens 0.023 Comprom -0.023 Comprom 0.000 1.210 Detected 0.913 Detected 1.062 0.019 GT Sense contig255 contig255 Unknown   CATCAAGcontig255 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig255 Solyc12g Unknown Protein (A  SL2.40ch AT3G24240.1  leucine-r        chr3:878  7.01716 5.56753 23.0323 13.5911 16.6474 13.3035
Sense GT Sens -0.478 Detected 0.478 Detected 0.000 1.201 Detected 1.739 Detected 1.470 0.115 GT Sense contig255 contig255 Peptide tr                 ACATTTGcontig255 Solyc02g Solyc02g Peptide tr                 GO:00800 GO:00800      contig255 Solyc02g Peptide tr                  GO:00800 SL2.40ch AT3G01350.1  proton-de        chr3:135  388.282 616.903 424.588 498.762 1295.88 1846
Sense GT Sens -0.190 Comprom 0.190 Comprom 0.000 4.157 Detected 4.597 Detected 4.377 0.004 GT Sense contig256 contig256 1-aminocy                 TGACAACcontig256 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164    contig256 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT1G78550.1  oxidored       chr1:295  2.16355 2.30677 54.8953 45.815 45.8918 61.1227
Sense GT Sens -0.093 Detected 0.093 Detected 0.000 1.050 Detected 1.200 Detected 1.125 0.011 GT Sense contig256 contig256 LRR recep                 ATTATTC contig256 Solyc10g Solyc10g LRR recep                 GO:00055 GO:00055       contig256 Solyc12g TBC1 dom                GO:00056 SL2.40ch AT4G3557HMGB5, N     HMGB5 (                    chr4:168  1597.1 1488.8 1600.75 1960.1 3675.65 4002.61
Sense GT Sens -0.485 Comprom 0.485 Comprom 0.000 1.320 Detected 1.562 Detected 1.441 0.102 GT Sense contig257 contig257 Unknown   TAGACAAcontig257 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig257 Solyc03g Unknown Protein (A  SL2.40ch AT5G46070.1  GTP bind     chr5:186  2.74102 4.40042 9.83728 8.2809 9.98159 11.588
Sense GT Sens 0.206 Comprom -0.206 Comprom 0.000 0.952 Detected 1.543 Detected 1.247 0.074 GT Sense contig258 contig258 Light-dep                   AGTTATGcontig258 Solyc05g Solyc05g Light-dependent short hypoco                  contig258 Solyc05g Light-dependent sho                   SL2.40ch AT3G045 LSH2  LSH2 (LIG      chr3:121  6.98458 4.29711 6.22514 7.85496 12.2003 18.0363
Sense GT Sens -0.334 Comprom 0.334 Comprom 0.000 1.437 Detected 1.549 Detected 1.493 0.048 GT Sense contig258 contig258 F-box/LRR               GGTGATTcontig258 Solyc11g Solyc11g F-box/LRR-repeat protein At3g              contig258 Solyc11g F-box/LRR-repeat pr               SL2.40ch AT5G5345ORG1  ORG1 (O           chr5:216  3.17835 4.1355 12.1058 2.27745 11.3066 11.9914
Sense GT Sens 0.021 Detected -0.021 Detected 0.000 1.245 Detected 1.307 Detected 1.276 0.001 GT Sense contig259 contig259 HAT famil         ATGTTGTcontig259 Solyc07g Solyc07g HAT family dimerisation domai       contig259 Solyc04g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 104.938 83.5469 108.744 100.508 255.539 261.787
Sense GT Sens 0.132 Detected -0.132 Detected 0.000 1.296 Detected 1.156 Detected 1.226 0.015 GT Sense contig259 contig259 Unknown   CCCAAGCcontig259 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig259 Solyc05g Unknown Protein (A  SL2.40ch AT2G214 VHA-A2  VHA-A2 (V       chr2:916  18.9027 12.8939 26.5769 27.6366 44.1424 39.3186
Sense GT Sens 0.390 Detected -0.390 Detected 0.000 2.126 Detected 0.892 Detected 1.509 0.175 GT Sense contig260 contig260 Kelch-like              TTCTGAT contig260 Solyc03g Solyc03g Kelch-like protein (AHRD V1 *-*            contig260 Solyc03g Kelch-like protein (A              SL2.40ch AT2G44130.1  kelch rep      chr2:182  523.739 250.017 392.552 356.699 1819.22 758.757
Sense GT Sens -0.436 Detected 0.436 Detected 0.000 0.942 Detected 1.224 Detected 1.083 0.142 GT Sense contig260 contig260 UDP-gluc            CAAAGAT contig260 Solyc03g Solyc03g UDP-gluc            GO:00081 GO:00081  contig260 Solyc03g UDP-gluc             GO:00081 SL2.40ch AT1G15890.1  disease r       chr1:546  43.2113 64.7556 38.4357 49.8098 116.978 139.669
Sense GT Sens -0.173 Comprom 0.173 Comprom 0.000 1.112 Detected 1.394 Detected 1.253 0.030 GT Sense contig260 contig260 Calmodul             ATGAAAAcontig260 Solyc04g Solyc04g Calmodul             GO:00082 GO:00082    contig260 Solyc04g Calmodul              GO:00082 SL2.40ch AT5G14770.1  pentatric      chr5:477  4.004 4.1687 3.85909 6.30361 10.166 12.1345
Sense GT Sens -0.677 Comprom 0.677 Comprom 0.000 1.754 Detected 2.413 Detected 2.083 0.110 GT Sense contig261 contig261 Retrotran       TAAGAAGcontig261 Solyc07g Solyc07g Retrotransposon gag protein (    contig261 Solyc04g Retrotransposon ga      SL2.40ch AT2G17420.1 4.21807 8.8368 19.0649 10.2102 23.7097 36.747
Sense GT Sens -0.455 Detected 0.455 Detected 0.000 0.996 Detected 1.241 Detected 1.119 0.141 GT Sense contig262 contig262 Myrosina               GAAACTT contig262 Solyc03g Solyc03g Myrosinase-binding protein 2 (             contig262 Solyc03g Myrosinase-binding               SL2.40ch AT5G5317FTSH11  FTSH11 (         chr5:215  1594.37 2454.18 4019.03 4503.64 4543.81 5282.75
Sense GT Sens 0.019 Detected -0.019 Detected 0.000 1.038 Detected 1.341 Detected 1.190 0.016 GT Sense contig263 contig263 Accelerat         TAACATA contig263 Solyc05g Solyc05g Accelerated cell death 6 (Fragm     contig263 Solyc05g Accelerated cell dea       SL2.40ch AT4G2425MLO13, A   MLO13 (M         chr4:125  19.146 15.276 28.1278 41.3681 40.4268 48.9779
Sense GT Sens -0.081 Comprom 0.081 Comprom 0.000 1.672 Detected 1.986 Detected 1.829 0.009 GT Sense contig265 contig265 Unknown   CGTGGAAcontig265 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig265 Solyc03g Unknown Protein (A  SL2.40ch AT3G11385.1  DC1 dom    chr3:356  4.98522 4.57084 6.23753 5.1058 17.5163 21.3647
Sense GT Sens -0.308 Comprom 0.308 Comprom 0.000 2.106 Detected 3.422 Detected 2.764 0.063 GT Sense contig265 contig265 Agenet do              GAATGGTcontig265 Solyc06g Solyc06g Agenet domain-containing pro              contig265 Solyc06g Agenet domain-cont               SL2.40ch AT1G7940ATCHX2,   ATCHX2          chr1:298  1.99866 2.51044 1.89943 2.18618 11.1033 27.1259
Sense GT Sens -0.051 Detected 0.051 Detected 0.000 1.201 Detected 1.348 Detected 1.275 0.005 GT Sense contig266 contig266 Receptor                   CCACAAAcontig266 Solyc10g Solyc10g Receptor                   GO:00318 GO:00318     contig266 Solyc10g Receptor                    GO:00318 SL2.40ch AT2G4282HVA22F  HVA22F (     chr2:178  38.634 33.9721 64.1429 86.1256 95.9275 104.214
Sense GT Sens -0.025 Comprom 0.025 Comprom 0.000 2.342 Detected 1.893 Detected 2.117 0.011 GT Sense contig266 contig266 MuDR fam        AGTATGAcontig266 Solyc08g Solyc08g MuDR family transposase cont      contig266 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2.74159 2.32472 2.15813 2.15338 14.7372 10.5946
Sense GT Sens 0.134 Comprom -0.134 Comprom 0.000 2.892 Detected 2.829 Detected 2.860 0.002 GT Sense contig266 contig266 Reverse t                  ATATGAAcontig266 Solyc06g Solyc06g Reverse t                  GO:00062 GO:00062   contig266 Solyc03g013430.1.1 AT1G10370.1 8.16084 5.54945 13.2096 10.6494 57.5101 54.0292
Sense GT Sens -0.466 Comprom 0.466 Comprom 0.000 1.221 Detected 0.977 Detected 1.099 0.150 GT Sense contig266 contig266 Transpos      GGGGGA contig266 Solyc03g Solyc03g Transposase (Fragment) (AHR    contig266 Solyc02g Transposase (Fragm     SL2.40ch AT3G19370.3  LOCATE                                                                      chr3:671  3.43738 5.37045 11.5455 4.06278 11.5289 9.55961
Sense GT Sens 0.879 Detected -0.879 Comprom 0.000 1.441 Detected 1.745 Detected 1.593 0.216 GT Sense contig266 contig266 Nodulin-li                  AGATCAGcontig266 Solyc09g Solyc09g Nodulin-li                  GO:00160 GO:00160 contig266 Solyc09g Nodulin-li                   GO:00160 SL2.40ch AT2G18570.1  UDP-gluc      chr2:806  23.9374 5.79561 20.8715 29.4497 36.8215 44.6156
Sense GT Sens 1.798 Detected -1.798 Detected 0.000 1.208 Detected 2.818 Detected 2.013 0.414 GT Sense contig266 contig266 Beta-gala               TGGAAACcontig266 Solyc10g Solyc10g Beta-gala               GO:00059 GO:00059     contig266 Solyc10g Beta-gala                GO:00045 SL2.40ch AT3G1375BGAL1  BGAL1 (B                chr3:451  335.499 22.7307 10.37 2.08224 232.276 695.739
Sense GT Sens 0.133 Detected -0.133 Detected 0.000 1.254 Detected 1.570 Detected 1.412 0.021 GT Sense contig266 contig266 Carbonic                CAATATC contig266 Solyc09g Solyc09g Carbonic                GO:00040 GO:00040     contig266 Solyc09g Carbonic                 GO:00040 SL2.40ch AT3G5272ATACA1,   ACA1 (AL           chr3:195  35.3557 24.077 58.1221 79.5961 80.1199 97.925
Sense GT Sens -0.031 Detected 0.031 Detected 0.000 1.209 Detected 1.090 Detected 1.150 0.003 GT Sense contig267 contig267 Receptor-                 AGTATGAcontig267 Solyc10g Solyc10g Receptor-                 GO:00311 GO:00311  contig267 Solyc10g Receptor-                  GO:00064 SL2.40ch AT1G56240.1 245.109 209.478 300.105 255.99 603.235 545.308
Sense GT Sens 0.177 Comprom -0.177 Comprom 0.000 0.907 Detected 1.235 Detected 1.071 0.047 GT Sense contig268 contig268 Unknown   CCACAAAcontig268 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig268 Solyc07g cDNA clone J013074                  SL2.40ch AT4G30100.1 5.24476 3.36079 3.44299 11.2787 9.06506 11.1719
Sense GT Sens 0.211 Detected -0.211 Detected 0.000 1.356 Detected 1.065 Detected 1.211 0.042 GT Sense contig269 contig269 Receptor-                AAGGAAGcontig269 Solyc02g Solyc02g Receptor-                GO:00064 GO:00064  contig269 Solyc02g Receptor-                 GO:00064 SL2.40ch AT5G38240.1  serine/th      chr5:152  700.611 428.093 812.56 1306.9 1614.54 1294.77
Sense GT Sens -0.480 Comprom 0.480 Comprom 0.000 2.312 Detected 2.361 Detected 2.336 0.040 GT Sense contig269 contig269 Purine pe                  GCTGTGTcontig269 Solyc04g Solyc04g Purine pe                  GO:00053 GO:00053     contig269 Solyc04g Purine pe                   GO:00053 SL2.40ch AT5G41530.1  FUNCTIO                                                           chr5:166  3.0105 4.79989 13.5489 14.9664 21.7298 22.0633
Sense GT Sens 0.051 Detected -0.051 Detected 0.000 1.021 Detected 1.009 Detected 1.015 0.003 GT Sense contig269 contig269 RING fing                GATCAAT contig269 Solyc11g Solyc11g RING fing                GO:00082 GO:00082   contig269 Solyc11g RING fing                 GO:00082 SL2.40ch AT2G34010.1  unknown   chr2:143  1181.42 902.061 1931.84 1766.58 2412.02 2348.1
Sense GT Sens 0.205 Detected -0.205 Detected 0.000 1.133 Detected 1.025 Detected 1.079 0.036 GT Sense contig271 contig271 Unknown   TGGGATTcontig271 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig271 Solyc04g026120.1.1 AT2G36470.1  unknown   chr2:152  23.8791 14.7239 66.1736 50.2854 47.3551 43.12
Sense GT Sens 1.550 Detected -1.550 Comprom 0.000 0.877 Detected 2.849 Detected 1.863 0.417 GT Sense contig272 contig272 Genomic                  CAACTACcontig272 Solyc08g Solyc08g Genomic DNA chromosome 5                contig272 Solyc08g Genomic DNA chrom                  SL2.40ch AT5G39380.1  calmodu    chr5:157  24.1453 2.30587 1.83588 2.12996 15.774 60.7547
Sense GT Sens -0.499 Comprom 0.499 Comprom 0.000 1.599 Detected 1.998 Detected 1.799 0.079 GT Sense contig272 contig272 Gag-Pol p                GAGCAAGcontig272 Solyc04g Solyc04g Gag-Pol p                GO:00036 GO:00036   contig272 Solyc04g011970.1.1 AT3G0226BIG, DOC        BIG (BIG)          chr3:431  1.95166 3.19303 10.6512 7.74092 8.71034 11.2716
Sense GT Sens -0.211 Comprom 0.211 Comprom 0.000 1.724 Detected 1.629 Detected 1.676 0.016 GT Sense contig272 contig272 Unknown   CATCTTT contig272 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig272 Solyc02g Unknown Protein (A  SL2.40ch AT5G38040.1  UDP-gluc      chr5:151  7.02245 7.70215 5.85214 8.44246 27.9684 25.702
Sense GT Sens -0.267 Comprom 0.267 Comprom 0.000 1.905 Detected 3.596 Detected 2.750 0.090 GT Sense contig273 contig273 Zinc finge       CAAAGGAcontig273 Solyc09g Solyc09g Zinc finger family protein (AHR    contig273 Solyc05g Ubiquitin                      GO:00048 SL2.40ch AT5G28646.2 1.91475 2.27089 3.91848 6.60661 8.9893 28.4995
Sense GT Sens -1.249 Detected 1.249 Detected 0.000 1.267 Detected 2.069 Detected 1.668 0.332 GT Sense contig273 contig273 Integrase        GACTACCcontig273 Solyc10g Solyc10g Integrase core domain contain      contig273 Solyc08g WD-repea                GO:00428 SL2.40ch AT5G05350.1  unknown   chr5:158  16.5062 76.3999 166.08 95.41 98.3734 168.385
Sense GT Sens 0.549 Comprom -0.549 Comprom 0.000 0.839 Detected 1.352 Detected 1.095 0.213 GT Sense contig273 contig273 Unknown              CATTCCCcontig273 Solyc11g Solyc11g Unknown Protein (AHRD V1)%3             contig273 Solyc11g Unknown Protein (A              SL2.40ch AT5G45240.1  transmem    chr5:183  8.11026 3.10213 9.45626 9.49108 10.3295 14.4693
Sense GT Sens 0.237 Comprom -0.237 Comprom 0.000 1.277 Detected 1.026 Detected 1.152 0.050 GT Sense contig274 contig274 BOP/NPR              TCTCAAT contig274 Solyc05g Solyc05g BOP/NPR              GO:00055 GO:00055  contig274 Solyc10g NPR1-like              GO:00055 SL2.40ch AT3G5713BOP1  BOP1 (BL        chr3:211  5.48966 3.23724 2.24535 3.40402 11.761 9.70487
Sense GT Sens -0.030 Comprom 0.030 Comprom 0.000 1.176 Detected 0.825 Detected 1.000 0.030 GT Sense contig274 contig274 F-box fam              TCTTGCCcontig274 Solyc12g Solyc12g F-box family protein (AHRD V1           contig274 Solyc12g F-box family protein             SL2.40ch AT5G36228.1 6.50445 5.5539 13.2509 14.5713 15.6341 12.0322
Sense GT Sens -0.885 Comprom 0.885 Comprom 0.000 0.910 Detected 1.472 Detected 1.191 0.328 GT Sense contig275 contig275 MADS bo                CTTGAGGcontig275 Solyc06g Solyc06g MADS bo                GO:00056 GO:00056  contig275 Solyc06g MADS bo                 GO:00036 SL2.40ch AT5G2024PI  PI (PISTIL        chr5:682  2.97187 8.29828 7.39562 7.51449 10.7455 15.5663
Sense GT Sens -0.403 Comprom 0.403 Comprom 0.000 1.613 Detected 3.482 Detected 2.548 0.129 GT Sense contig277 contig277 B3 domai                GAGTTTGcontig277 Solyc01g Solyc01g B3 domai                GO:00063 GO:00063    contig277 Solyc01g B3 domai                 GO:00063 SL2.40ch AT3G0178TPLATE  TPLATE;   chr3:279  2.65519 3.80154 13.1602 17.9992 11.1904 40.1218
Sense GT Sens -0.022 Comprom 0.022 Comprom 0.000 1.505 Detected 1.964 Detected 1.734 0.017 GT Sense contig278 contig278 Clathrin a             CATTATGcontig278 Solyc01g Solyc01g Clathrin a             GO:00055 GO:00055  contig278 Solyc01g Clathrin a              GO:00054 SL2.40ch AT4G1789UBP20  UBP20 (U         chr4:993  2.68116 2.26488 1.75483 2.05881 8.05066 10.8663
Sense GT Sens 0.388 Comprom -0.388 Comprom 0.000 1.158 Detected 1.414 Detected 1.286 0.088 GT Sense contig279 contig279 Helitron h      ACAAAAGcontig279 Solyc08g Solyc08g Helitron helicase-like protein (A    contig279 Solyc08g Helitron helicase-like     SL2.40ch AT3G52700.1  unknown   chr3:195  7.26024 3.47121 5.66387 4.42687 12.9011 15.1185
Sense GT Sens 1.759 Detected -1.759 Comprom 0.000 1.024 Detected 2.541 Detected 1.783 0.450 GT Sense contig279 contig279 Glucan en                  TTGCCTGcontig279 Solyc05g Solyc05g Glucan en                  GO:00059 GO:00059   contig279 Solyc05g Glucan en                   GO:00059 SL2.40ch #N/A #N/A #N/A #N/A 116.755 8.34602 2.93954 2.39655 73.0973 205.332
Sense GT Sens 0.136 Detected -0.136 Detected 0.000 0.996 Detected 1.093 Detected 1.045 0.019 GT Sense contig280 contig280 Mitogen-a                    GATCAAT contig280 Solyc08g Solyc08g Mitogen-a                    GO:00055 GO:00055    contig280 Solyc08g Mitogen-a                     GO:00055 SL2.40ch AT4G04980.1  FUNCTIO                                                                             chr4:254  96.0285 65.1742 119.804 124.798 181.663 190.74
Sense GT Sens 0.113 Comprom -0.113 Comprom 0.000 1.146 Detected 0.997 Detected 1.072 0.016 GT Sense contig280 contig280 Resistanc        TTGTCCCcontig280 Solyc07g Solyc07g Resistance protein RGC2 (Frag     contig280 Solyc07g Lrr,  resistance prot  SL2.40ch AT1G12130.1  flavin-con          chr1:411  6.93369 4.85664 7.81622 6.85437 14.789 13.0929
Sense GT Sens 0.138 Comprom -0.138 Comprom 0.000 1.246 Detected 1.421 Detected 1.334 0.015 GT Sense contig281 contig281 TNP2-like     CCGACTTcontig281 Solyc10g Solyc10g TNP2-like protein (AHRD V1 *--- contig281 Solyc10g TNP2-like protein (A    SL2.40ch AT5G17930.1  binding /    chr5:594  5.63368 3.81052 10.8088 11.7993 12.6572 14.0243
Sense GT Sens 1.642 Detected -1.642 Comprom 0.000 1.134 Detected 2.777 Detected 1.955 0.399 GT Sense contig282 contig282 Receptor-                AAATGAT contig282 Solyc07g Solyc07g Receptor-                GO:00055 GO:00055     contig282 Solyc07g Receptor   GO:00046 SL2.40ch AT4G0307AOP1, AO    AOP1; ox                             chr4:135  56.575 4.75629 2.34803 2.51116 41.4413 127.072
Sense GT Sens 0.313 Detected -0.313 Comprom 0.000 1.589 Detected 1.730 Detected 1.659 0.035 GT Sense contig283 contig283 DNA-direc                    CAGATAT contig283 Solyc01g Solyc01g DNA-direc                    GO:0006350 contig283 Solyc01g DNA-direc                     GO:00063 SL2.40ch ATCG007 RPOA  RNA poly     chrC:779  14.1665 7.51703 12.0229 11.4689 35.7371 38.696
Sense GT Sens 0.216 Detected -0.216 Detected 0.000 1.116 Detected 2.188 Detected 1.652 0.104 GT Sense contig284 contig284 F-box fam      GATGTAGcontig284 Solyc08g Solyc08g F-box family protein (AHRD V1  contig284 Solyc08g F-box family protein    SL2.40ch AT3G47150.1  F-box fam    chr3:173  52.7189 32.0137 483.207 578.226 102.548 211.517
Sense GT Sens 0.418 Comprom -0.418 Comprom 0.000 1.098 Detected 1.531 Detected 1.314 0.108 GT Sense contig285 contig285 Receptor-               GACTTTGcontig285 Solyc01g Solyc01g Receptor-               GO:00064 GO:00064  contig285 Solyc01g Pto-like, S     GO:00064 SL2.40ch AT2G21480.1  protein k     chr2:920  5.80228 2.66104 2.04528 2.87225 9.68255 12.8298
Sense GT Sens -0.159 Comprom 0.159 Comprom 0.000 1.869 Detected 2.133 Detected 2.001 0.010 GT Sense contig285 contig285 Unknown             TGAAATAcontig285 Solyc02g Solyc02g Unknown             GO:00160 GO:00160   contig285 Solyc03g SPFH domain/band                 SL2.40ch AT5G22550.2  unknown   chr5:748  3.72355 3.80079 5.55866 2.44301 15.8185 18.6514
Sense GT Sens -0.231 Comprom 0.231 Comprom 0.000 1.953 Detected 1.552 Detected 1.752 0.029 GT Sense contig286 contig286 Reverse t                  GGGAAG contig286 Solyc05g Solyc05g Reverse transcriptase (Fragme                  contig286 Solyc02g Pentatrico                GO:00045 SL2.40ch AT4G30470.1  cinnamoy    chr4:148  2.98156 3.36463 3.96481 2.80001 14.1189 10.4969
Sense GT Sens 1.416 Detected -1.416 Detected 0.000 0.918 Detected 2.485 Detected 1.702 0.403 GT Sense contig286 contig286 Unknown   CTCACTGcontig286 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig286 Solyc06g Unknown Protein (A  SL2.40ch AT5G19950.3  unknown   chr5:674  126.922 14.6104 3.21282 2.22909 93.713 272.404
Sense GT Sens -0.203 Detected 0.203 Detected 0.000 1.326 Detected 1.553 Detected 1.439 0.025 GT Sense contig286 contig286 Pol polyp                TGACCATcontig286 Solyc10g Solyc10g Pol polyp                GO:00036 GO:00036   contig286 Solyc10g Pol polyp                 GO:00036 SL2.40ch AT3G0733ATCSLC0     ATCSLC6           chr3:233  11.4296 12.3979 22.6391 20.8036 34.3663 39.4634
Sense GT Sens -0.053 Comprom 0.053 Comprom 0.000 1.588 Detected 1.457 Detected 1.523 0.003 GT Sense contig287 contig287 Unknown   GGGGGG contig287 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig287 Solyc02g Unknown Protein (A  SL2.40ch AT1G72900.1 4.97309 4.38346 15.7558 17.4699 16.164 14.4858
Sense GT Sens 0.141 Comprom -0.141 Comprom 0.000 2.569 Detected 2.275 Detected 2.422 0.007 GT Sense contig287 contig287 Ycf2 (AHR            TGGTTAGcontig287 Solyc11g Solyc11g Ycf2 (AHR            GO:00095 GO:00095 contig287 Solyc11g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  3.65807 2.46425 5.06845 5.56523 20.518 16.4205
Sense GT Sens -0.548 Detected 0.548 Detected 0.000 1.051 Detected 2.195 Detected 1.623 0.177 GT Sense contig289 contig289 Unknown   CAAATTT contig289 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig289 Solyc02g Unknown Protein (A  SL2.40ch AT5G4598WOX8, ST   WOX8 (W           chr5:186  25.2551 44.2325 45.9206 42.9299 79.7264 173.005
Sense GT Sens -0.123 Comprom 0.123 Comprom 0.000 2.142 Detected 1.520 Detected 1.831 0.032 GT Sense contig290 contig290 Unknown   AGAGGAGcontig290 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig290 Solyc11g Unknown Protein (A  SL2.40ch AT5G61240.1  protein b   chr5:246  4.92174 4.78379 14.781 12.6288 24.6655 15.7232
Sense GT Sens -0.201 Detected 0.201 Detected 0.000 2.143 Detected 2.189 Detected 2.166 0.009 GT Sense contig290 contig290 Unknown   CATTTAC contig290 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig290 Solyc01g Transport protein pa       SL2.40ch AT5G4390MYA2, AT     MYA2 (AR              chr5:176  32.6679 35.3488 59.4757 38.3216 172.863 175.15
Sense GT Sens 0.981 Detected -0.981 Comprom 0.000 1.066 Detected 1.715 Detected 1.391 0.311 GT Sense contig291 contig291 Palmitoylt               AATGCTAcontig291 Solyc10g Solyc10g Palmitoylt               GO:00082 GO:00082   contig291 Solyc10g Palmitoylt                GO:00082 SL2.40ch AT5G05070.1  zinc ion b   chr5:149  11.4847 2.41399 1.83248 5.4567 12.6941 19.5392
Sense GT Sens 0.391 Detected -0.391 Comprom 0.000 2.030 Detected 0.854 Detected 1.442 0.178 GT Sense contig291 contig291 Unknown   TCATTGAcontig291 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig291 Solyc05g Unknown Protein (A  SL2.40ch AT2G05360.1  FUNCTIO                                                           chr2:195  10.3508 4.92828 7.47427 9.43494 33.5979 14.5891
Sense GT Sens -0.177 Comprom 0.177 Comprom 0.000 1.472 Detected 1.313 Detected 1.393 0.019 GT Sense contig292 contig292 WD-repea         TCAATTC contig292 Solyc08g Solyc08g WD-repeat domain phosphoino       contig292 Solyc08g WD-repea         GO:00322 SL2.40ch AT3G6277AtATG18a  AtATG18   chr3:232  5.78065 6.05329 11.0027 4.67797 18.8937 16.6121
Sense GT Sens 0.001 Detected -0.001 Detected 0.000 2.036 Detected 1.996 Detected 2.016 0.000 GT Sense contig293 contig293 Potassium                  ATAAAGGcontig293 Solyc08g Solyc08g Potassium                  GO:00305 GO:00305       contig293 Solyc08g Potassium                   GO:00052 SL2.40ch AT1G58390.1  disease r       chr1:216  89.3712 73.091 119.361 107.535 381.703 364.454
Sense GT Sens -0.180 Detected 0.180 Detected 0.000 1.570 Detected 1.613 Detected 1.592 0.013 GT Sense contig293 contig293 AT5g4758     GCACAGAcontig293 Solyc08g Solyc08g AT5g47580/MNJ7 17 (AHRD V1  contig293 Solyc08g AT5g47580/MNJ7 1     SL2.40ch AT5G5028EMB1006  EMB1006     chr5:204  61.0933 64.2573 84.8547 93.9197 214.228 216.638
Sense GT Sens 0.120 Detected -0.120 Detected 0.000 1.158 Detected 1.192 Detected 1.175 0.010 GT Sense contig294 contig294 Armadillo                GCCAAACcontig294 Solyc02g Solyc02g Armadillo                GO:00054 GO:00054 contig294 Solyc02g Armadillo                 GO:00054 SL2.40ch AT4G24490.2  protein p   chr4:126  44.8415 31.0996 72.8864 82.6355 95.9569 96.4123
Sense GT Sens -0.246 Comprom 0.246 Comprom 0.000 1.729 Detected 1.497 Detected 1.613 0.027 GT Sense contig295 contig295 UDP-gluc             TATCTAA contig295 Solyc07g Solyc07g UDP-gluc             GO:00800 GO:00800     contig295 Solyc07g UDP-gluc              GO:00150 SL2.40ch AT1G0142UGT72B3  UGT72B3            chr1:154  6.4797 7.46598 5.52555 7.8094 26.5562 22.1922
Sense GT Sens -0.171 Comprom 0.171 Comprom 0.000 2.577 Detected 2.820 Detected 2.698 0.006 GT Sense contig295 contig295 Unknown   ACTAGAGcontig295 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig295 Solyc00g Unknown Protein (A  SL2.40ch AT1G12000.1  pyrophos           chr1:405  3.84893 3.9971 12.8553 9.04058 26.9414 31.3052
Sense GT Sens -0.735 Comprom 0.735 Detected 0.000 1.283 Detected 1.643 Detected 1.463 0.193 GT Sense contig296 contig296 Pol polyp                TTCTGAT contig296 Solyc00g Solyc00g Pol polyp                GO:00062 GO:00062   contig296 Solyc00g Pol polyp                 GO:00062 SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  6.01802 13.6617 17.3365 21.139 25.411 31.9991
Sense GT Sens 0.253 Comprom -0.253 Comprom 0.000 1.794 Detected 1.596 Detected 1.695 0.025 GT Sense contig297 contig297 Ulp1 prote           ACTACCT contig297 Solyc06g Solyc06g Ulp1 protease family C-termina         contig297 Solyc06g Ulp1 protease family         SL2.40ch AT5G44180.1  homeobo      chr5:177  4.29639 2.47727 5.49706 2.27117 13.0252 11.1431
Sense GT Sens 0.053 Comprom -0.053 Comprom 0.000 2.376 Detected 2.165 Detected 2.271 0.003 GT Sense contig297 contig297 Unknown   AATCTGCcontig297 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig297 Solyc09g Unknown Protein (A  SL2.40ch AT3G09410.1  pectinace     chr3:289  3.44615 2.6239 8.81486 10.6087 17.9747 15.2427
Sense GT Sens -0.183 Comprom 0.183 Comprom 0.000 3.048 Detected 2.249 Detected 2.649 0.026 GT Sense contig297 contig297 Reverse t                   GAAAACAcontig297 Solyc00g Solyc00g Reverse t                   GO:00062 GO:00062   contig297 Solyc11g Os11g0198100 prote                  SL2.40ch AT1G58227.1  binding  chr1:215  2.28931 2.41584 3.47355 2.18519 22.3984 12.6357
Sense GT Sens -0.916 Comprom 0.916 Comprom 0.000 1.454 Detected 4.685 Detected 3.069 0.240 GT Sense contig299 contig299 Unknown               TTTTGTCcontig299 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3              contig299 Solyc08g Unknown Protein (A               SL2.40ch AT1G72510.2  unknown   chr1:273  2.04265 5.95749 9.46394 4.95571 11.0046 101.379
Sense GT Sens -0.105 Comprom 0.105 Comprom 0.000 0.968 Detected 1.132 Detected 1.050 0.016 GT Sense contig299 contig299 Fimbriata             TTTAGACcontig299 Solyc02g Solyc02g Fimbriata             GO:00081 GO:00081     contig299 Solyc02g Fimbriata              GO:00081 SL2.40ch AT2G3047HSI2, VAL   HSI2 (HIG            chr2:129  6.71695 6.36592 12.0805 5.44179 14.7266 16.2
Sense GT Sens -0.022 Detected 0.022 Detected 0.000 1.307 Detected 1.234 Detected 1.271 0.001 GT Sense contig300 contig300 Unknown   GGAGTAGcontig300 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig300 Solyc12g Unknown Protein (A  SL2.40ch AT4G08450.1  disease r       chr4:536  149.822 126.544 131.021 125.725 392.331 366.095
Sense GT Sens -0.109 Detected 0.109 Detected 0.000 1.791 Detected 1.642 Detected 1.717 0.006 GT Sense contig300 contig300 Ulp1 prote           GGTTGAAcontig300 Solyc12g Solyc12g Ulp1 protease family C-termina         contig300 Solyc09g Type 2 me                GO:00468 SL2.40ch AT5G19900.1  PRLI-inte     chr5:672  28.183 26.8413 28.3125 32.7058 109.62 97.029
Sense GT Sens -0.191 Detected 0.191 Detected 0.000 2.104 Detected 2.811 Detected 2.457 0.026 GT Sense contig300 contig300 Mutator-li                CTCTTAAcontig300 Solyc01g Solyc01g Mutator-like transposase (AHR               contig300 Solyc06g Unknown                GO:00160 SL2.40ch AT2G2698CIPK3  CIPK3 (C            chr2:115  67.5362 72.1204 98.5085 138.759 345.38 553.562
Sense GT Sens 0.012 Detected -0.012 Detected 0.000 1.724 Detected 1.506 Detected 1.615 0.005 GT Sense contig300 contig300 Unknown   GTATTTT contig300 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig300 Solyc10g036650.1.1 AT4G31100.1  wall-asso     chr4:151  308.675 248.59 279.255 299.015 1053.44 889.429
Sense GT Sens 0.108 Comprom -0.108 Comprom 0.000 1.388 Detected 0.814 Detected 1.101 0.070 GT Sense contig301 contig301 F-box fam                GGTATTGcontig301 Solyc11g Solyc11g F-box family protein (AHRD V1             contig301 Solyc11g F-box family protein               SL2.40ch AT3G57180.1  GTP bind   chr3:211  6.74556 4.75578 5.13007 8.52112 17.0732 11.2542
Sense GT Sens 0.404 Detected -0.404 Comprom 0.000 1.547 Detected 0.944 Detected 1.245 0.132 GT Sense contig302 contig302 Calcium-t                 GGGAAG contig302 Solyc02g Solyc02g Calcium-t                 GO:00160 GO:00160 contig302 Solyc02g Calcium-t                  GO:00160 SL2.40ch AT4G3764ACA2  ACA2 (CA             chr4:176  11.0712 5.18227 13.0882 12.7845 25.4835 16.4672
Sense GT Sens -0.403 Comprom 0.403 Comprom 0.000 2.391 Detected 2.126 Detected 2.258 0.034 GT Sense contig302 contig302 Unknown   GGGTGA contig302 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig302 Solyc09g Unknown Protein (A  SL2.40ch AT5G44690.1  unknown   chr5:180  3.43684 4.92087 3.32812 4.21383 24.8399 20.281
Sense GT Sens 0.151 Detected -0.151 Detected 0.000 1.588 Detected 1.770 Detected 1.679 0.011 GT Sense contig303 contig303 Ve resista        GATCATCcontig303 Solyc12g Solyc12g Ve resistance gene-like protein     contig303 Solyc12g Ve resistance gene-       SL2.40ch AT5G130 EMB3011  EMB3011              chr5:412  25.2175 16.7557 36.4061 46.4301 71.1362 79.2407
Sense GT Sens -0.379 Detected 0.379 Detected 0.000 0.819 Detected 1.226 Detected 1.023 0.141 GT Sense contig304 contig304 Pol polyp                TGTTTTGcontig304 Solyc05g Solyc05g Pol polyp                GO:00062 GO:00062   contig304 Solyc10g Pol polyp               GO:00036 SL2.40ch AT5G45720.1  ATP bind             chr5:185  86.1335 119.317 242.605 175.353 205.929 268.083
Sense GT Sens 0.287 Detected -0.287 Detected 0.000 1.259 Detected 0.831 Detected 1.045 0.100 GT Sense contig304 contig304 Unknown             ACCACCCcontig304 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3            contig304 Solyc01g Unknown Protein (A             SL2.40ch AT3G17712.1  unknown   chr3:605  40.0742 22.0583 40.7532 54.2691 81.9376 59.7573
Sense GT Sens -0.288 Detected 0.288 Detected 0.000 1.644 Detected 1.842 Detected 1.743 0.029 GT Sense contig304 contig304 Polyprote     ATGCAGAcontig304 Solyc04g Solyc04g Polyprotein (AHRD V1 ***- Q9XEcontig304 Solyc04g Polyprotein (AHRD V   SL2.40ch AT5G38100.1 11.4698 14.0142 34.1581 27.435 45.6314 51.3656
Sense GT Sens 0.449 Comprom -0.449 Comprom 0.000 1.229 Detected 1.082 Detected 1.155 0.126 GT Sense contig305 contig305 HAT famil                    TCGGCAAcontig305 Solyc08g Solyc08g HAT famil                    GO:00056 GO:00056 contig305 Solyc07g HD domai                   GO:00055 SL2.40ch AT1G26160.1  metal-dep       chr1:904  7.8546 3.45474 10.997 5.03404 14.0569 12.4619
Sense GT Sens -0.580 Comprom 0.580 Detected 0.000 3.047 Detected 1.208 Detected 2.127 0.190 GT Sense contig305 contig305 Myb-like D                      GTGAAACcontig305 Solyc04g Solyc04g Myb-like D                      GO:0045449 contig305 Solyc04g Myb-like D                       GO:00454 SL2.40ch AT2G02060.1  transcrip    chr2:495  8.45681 15.4893 14.3375 16.8706 108.894 29.8832
Sense GT Sens -0.104 Detected 0.104 Detected 0.000 1.532 Detected 1.484 Detected 1.508 0.005 GT Sense contig306 contig306 Unknown   AAGGGTAcontig306 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig306 Solyc06g TO54-2 (Fragment) (    SL2.40ch AT3G48185.1  unknown   chr3:177  107.54 101.766 135.337 124.403 348.37 330.69
Sense GT Sens -0.740 Detected 0.740 Detected 0.000 1.411 Detected 1.205 Detected 1.308 0.222 GT Sense contig306 contig306 Nitrate tra                 TACAATT contig306 Solyc06g Solyc06g Nitrate tra                 GO:00800 GO:00800        contig306 Solyc06g Nitrate tra                  GO:00800 SL2.40ch AT3G45720.1  proton-de        chr3:167  177.517 405.364 264.782 564.695 821.324 698.708
Sense GT Sens -0.345 Comprom 0.345 Comprom 0.000 0.921 Detected 1.842 Detected 1.381 0.138 GT Sense contig308 contig308 Unknown   ACATTCAcontig308 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig308 Solyc03g Os07g010                 GO:00082 SL2.40ch AT1G7367ATMPK15  ATMPK1      chr1:277  3.89128 5.14504 4.64397 6.25493 9.75469 18.1265
Sense GT Sens 0.288 Detected -0.288 Detected 0.000 1.375 Detected 1.181 Detected 1.278 0.052 GT Sense contig308 contig308 CBS dom                 ATGTTCCcontig308 Solyc04g Solyc04g CBS domain containing protei                contig308 Solyc04g CBS domain contain                 SL2.40ch AT1G20800.1  F-box fam    chr1:722  52.4541 28.8227 74.4051 93.3673 116.129 99.6539
Sense GT Sens 0.148 Detected -0.148 Detected 0.000 0.819 Detected 1.291 Detected 1.055 0.063 GT Sense contig310 contig310 Bromodo             TTGATAT contig310 Solyc09g Solyc09g Bromodomain protein (AHRD V           contig310 Solyc09g Bromodomain prote             SL2.40ch AT4G31330.1  unknown   chr4:152  21.2577 14.1776 21.3273 13.6894 35.2582 48.0234
Sense GT Sens -0.142 Detected 0.142 Detected 0.000 1.031 Detected 1.054 Detected 1.043 0.018 GT Sense contig310 contig310 Endogluc                GGTCCTGcontig310 Solyc08g Solyc08g Endogluc                GO:00059 GO:00059    contig310 Solyc08g Endogluc                 GO:00088 SL2.40ch AT1G0280ATCEL2,   ATCEL2;       chr1:613  58.9839 58.8026 74.2368 55.0624 138.615 138.157
Sense GT Sens -0.017 Detected 0.017 Detected 0.000 1.139 Detected 0.959 Detected 1.049 0.008 GT Sense contig310 contig310 NBS-LRR             ATTGCAGcontig310 Solyc08g Solyc08g NBS-LRR             GO:00055 GO:00055   contig310 Solyc08g Cc-nbs-lr   GO:00055 SL2.40ch AT5G397 EMB2745  EMB2745     chr5:158  39.9049 33.4836 63.7044 36.3572 92.7011 80.3027
Sense GT Sens -0.505 Comprom 0.505 Comprom 0.000 1.714 Detected 1.662 Detected 1.688 0.079 GT Sense contig311 contig311 Enzymatic                CAAAAGAcontig311 Solyc10g Solyc10g Enzymatic                GO:00062 GO:00062   contig311 Solyc10g Enzymatic                 GO:00062 SL2.40ch AT3G44510.1 3.19045 5.26638 12.0179 11.9215 15.4804 14.6566
Sense GT Sens -0.084 Detected 0.084 Detected 0.000 1.146 Detected 1.215 Detected 1.180 0.006 GT Sense contig311 contig311 Plasma m              GGAAAGAcontig311 Solyc02g Solyc02g Plasma membrane associated             contig311 Solyc02g Plasma membrane a              SL2.40ch AT1G29520.1  AWPM-19      chr1:103  133.136 122.513 219.304 223.152 325.389 335.003
Sense GT Sens 0.034 Detected -0.034 Detected 0.000 1.034 Detected 0.967 Detected 1.001 0.002 GT Sense contig313 contig313 Unannota TGTTTTCTTTAGTTGAGAGTTATTCGTGGAATGATAAATGATTAAGAGG contig313 Solyc03g082340.1.1 AT2G2835ARF10  ARF10 (A           chr2:121  55.1887 43.1432 134.107 141.889 115.041 107.826
Sense GT Sens 0.272 Comprom -0.272 Comprom 0.000 1.104 Detected 1.504 Detected 1.304 0.061 GT Sense contig313 contig313 Unannota TGAAGAAATATAAGTGAAGCATGAACTACTATTTGATTGGTTAAATTCTGcontig313 Solyc03g Genomic DNA chrom         SL2.40ch AT5G23400.1  disease r         chr5:788  4.56586 2.56387 2.44262 2.86093 8.47047 10.9704
Sense GT Sens 0.191 Comprom -0.191 Comprom 0.000 1.087 Detected 1.691 Detected 1.389 0.060 GT Sense contig313 contig313 Unannota GCTCATGGAATCCTAAATAATCCTCAAATTAACCTAATTCAGACCTATCAcontig313 Solyc12g Serine pro               GO:00042 SL2.40ch AT5G10010.1  unknown   chr5:312  5.79124 3.63881 11.8631 6.96249 11.2309 16.7562
Sense GT Sens -0.009 Comprom 0.009 Comprom 0.000 1.099 Detected 1.816 Detected 1.458 0.056 GT Sense contig313 contig313 Unannota GTTCATGGCGAACTCAGAGCAAATTTCACATATAAAAGAGCAAGAAAAT contig313 Solyc11g Auxin-induced SAUR                 SL2.40ch AT2G0590SDG11, S   SDG11 (S           chr2:225  3.94652 3.27448 6.69689 2.82569 8.86751 14.3091
Sense GT Sens 0.357 Comprom -0.357 Comprom 0.000 1.791 Detected 1.643 Detected 1.717 0.042 GT Sense contig313 contig313 Unannota CAACGCTCATAATTATCAATTAACCAACCCAGTATTCTTGTGTCATCTTAcontig313 Solyc12g Kinase fa                GO:00064 SL2.40ch AT3G0584ATSK12  ATSK12;       chr3:174  6.98842 3.48772 17.7469 19.9644 19.6669 17.4313
Sense GT Sens -0.322 Comprom 0.322 Comprom 0.000 1.649 Detected 1.771 Detected 1.710 0.035 GT Sense contig314 contig314 Unannota AAATTCTTTGTACTTTTTTAATAATAATACATCAACGCGTATTTGTTTCT contig314 Solyc03g Os03g011                  GO:00300 SL2.40ch AT3G11720.3  unknown   chr3:370  2.53864 3.25052 5.52187 5.00036 10.3766 11.0773
Sense GT Sens 0.124 Comprom -0.124 Comprom 0.000 2.320 Detected 2.963 Detected 2.641 0.017 GT Sense contig314 contig314 Unannota TTGTACACAAAACAATTCCTCGCACACCTGATTTCTCTGTCTTATGTTCCcontig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  3.5224 2.42965 8.72358 12.1252 16.8175 25.7775
Sense GT Sens 0.081 Comprom -0.081 Comprom 0.000 2.429 Detected 2.141 Detected 2.285 0.005 GT Sense contig314 contig314 Unannota TCCCCAAAGCCCTATCTGGGCCATCTCACCACAACGTTCTAGGAAAGTT contig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  3.09403 2.2646 10.6103 16.2545 16.4168 13.1916
Sense GT Sens 0.137 Comprom -0.137 Comprom 0.000 2.707 Detected 1.604 Detected 2.155 0.063 GT Sense contig314 contig314 Unannota GCCACAAACAAACAATACAATCAAACGAGCATCAAGGTTCAAAAACAACAcontig314 Solyc01g Unknown Protein (A  SL2.40ch AT4G18500.1 3.89368 2.63752 3.60592 2.05891 24.0992 11.0061
Sense GT Sens 0.209 Comprom -0.209 Comprom 0.000 1.209 Detected 1.277 Detected 1.243 0.028 GT Sense contig314 contig314 Unannota CCCTAGAGAAGTCCATGGAGTGGCATACTAACCATCTAATGGCTTCTCT contig314 Solyc12g Nuclear tr                     GO:00056 SL2.40ch AT4G2863ATM1, AT   ATM1 (AB                chr4:141  4.62313 2.83579 2.78781 6.54772 9.64098 9.91486
Sense GT Sens -0.125 Comprom 0.125 Comprom 0.000 1.710 Detected 1.898 Detected 1.804 0.007 GT Sense contig314 contig314 Unannota GGTCTCGACTTCACTGTTTTTATGATCCGATATTACAAGGTATCTTATA contig314 Solyc12g Nuclear tr                     GO:00056 SL2.40ch AT4G2863ATM1, AT   ATM1 (AB                chr4:141  5.27758 5.14384 11.7128 12.304 19.6256 21.94
Sense GT Sens -0.305 Comprom 0.305 Comprom 0.000 1.207 Detected 1.880 Detected 1.544 0.077 GT Sense contig315 contig315 Unannota TCAGTAGGATGCCTTCACTTTCATCTTTTGAACGCTCCTTATCATGCCA contig315 Solyc07g LRR recep    GO:00046 SL2.40ch AT3G45200.1  unknown   chr3:165  2.76888 3.46043 10.0675 3.99101 8.22722 12.8799
Sense GT Sens -0.076 Comprom 0.076 Comprom 0.000 1.717 Detected 1.026 Detected 1.371 0.061 GT Sense contig315 contig315 Unannota GCAACTCAAGATGAGGCAAAGTTCTTATTCATCAATATGATTCTTGATC contig315 Solyc07g BAH-PHD                 GO:00036 SL2.40ch AT5G2083SUS1, AS    SUS1 (SU        chr5:705  4.49891 4.09374 12.6297 10.8193 16.2494 9.87396
Sense GT Sens -0.099 Comprom 0.099 Comprom 0.000 0.927 Detected 1.596 Detected 1.261 0.069 GT Sense contig315 contig315 Unannota GACAAGTTTTCTGGTTATGTTGCAATTTCACCCAACCAAGCATGTGAGT contig315 Solyc01g Ariadne-li                 GO:00055 SL2.40ch AT5G55830.1  lectin pro     chr5:225  4.6553 4.37689 13.9318 11.7356 9.87989 15.4207
Sense GT Sens 0.198 Comprom -0.198 Comprom 0.000 1.582 Detected 1.140 Detected 1.361 0.045 GT Sense contig315 contig315 Unannota AAACTTCTTTGCAGTCCGTAACATTGTCATCAAGTAGAGTCACTTCACA contig315 Solyc01g RING fing                  GO:00082 SL2.40ch AT4G02480.1  AAA-type     chr4:108  4.98864 3.10343 3.50038 43.0616 13.563 9.79722
Sense GT Sens -0.817 Detected 0.817 Detected 0.000 1.736 Detected 2.186 Detected 1.961 0.147 GT Sense contig316 contig316 Unannota ACTGGGCACGGGCCCTAGTAACTCTCCGGGTCTGACTAGTACTTTCTG contig316 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  36.4584 92.7246 260.768 234.314 222.943 298.948
Sense GT Sens -0.620 Detected 0.620 Detected 0.000 1.544 Detected 2.107 Detected 1.826 0.115 GT Sense contig316 contig316 Unannota TTCTGGGCGGCTGTCGCTTTCTTTGGAGGCATAACAAAACGACTGGGC contig316 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  35.3895 68.4618 244.634 174.978 165.303 239.656
Sense GT Sens 0.242 Comprom -0.242 Comprom 0.000 1.306 Detected 1.774 Detected 1.540 0.045 GT Sense contig316 contig316 Unannota CACCATCTCAGTGATGGTGGAGTAACAGAACATTTGCTTACCATTTTGA contig316 Solyc12g Genomic DNA chrom         SL2.40ch AT4G14190.1 4.90926 2.87711 5.92894 9.1219 10.6962 14.5305
Sense GT Sens -0.171 Comprom 0.171 Comprom 0.000 0.850 Detected 1.256 Detected 1.053 0.058 GT Sense contig316 contig316 Unannota AATATTGCCACCTTGAACCCTGAGTGAATTCCCACCTCAAACTTCAACA contig316 Solyc02g Unknown Protein (A  SL2.40ch AT4G3765SHR, SGR   SHR (SHO             chr4:176  3.97489 4.12781 3.8548 11.2317 8.40721 10.9353
Sense GT Sens -0.059 Comprom 0.059 Comprom 0.000 3.910 Detected 1.841 Detected 2.875 0.109 GT Sense contig316 contig316 Unannota CCTCCTACTAAAACAACTAAAGAAGAGACATCAACTGTTTAAACTCATAGcontig316 Solyc05g Nucleored                     GO:00047 SL2.40ch AT5G02910.1  F-box fam    chr5:677  2.64915 2.35621 3.24103 3.03491 43.2535 10.1131
Sense GT Sens 0.394 Detected -0.394 Comprom 0.000 0.839 Detected 1.390 Detected 1.114 0.146 GT Sense contig317 contig317 RNase H f                 TGATGAGcontig317 Solyc00g Solyc00g RNase H f                 GO:00036 GO:00036   contig317 Solyc00g RNase H f                  GO:00036 SL2.40ch AT3G2642ATRZ-1A  ATRZ-1A        chr3:967  11.2846 5.35443 29.046 19.3868 16.0062 23.0278
Sense GT Sens -0.004 Comprom 0.004 Comprom 0.000 1.155 Detected 1.461 Detected 1.308 0.013 GT Sense contig317 contig317 Unannota CCAATCCCAGCAAAAGTGGTGAAAAAACTGGATAAGATGGGGAGGAAGTcontig317 Solyc06g Folate/bio                 GO:00052 SL2.40ch AT3G1463CYP72A9  CYP72A9               chr3:491  5.31565 4.37567 8.39759 5.85071 12.3617 15.001
Sense GT Sens -0.167 Comprom 0.167 Comprom 0.000 1.379 Detected 2.147 Detected 1.763 0.052 GT Sense contig317 contig317 Myb famil                AATTACA contig317 Solyc04g Solyc04g Myb famil                GO:00037 GO:00037       contig317 Solyc04g Myb famil                 GO:00037 SL2.40ch AT4G3657ATRL3  ATRL3 (A          chr4:172  2.95385 3.05044 2.45255 10.3086 8.98678 15.0254
Sense GT Sens 0.218 Comprom -0.218 Comprom 0.000 1.258 Detected 1.488 Detected 1.373 0.031 GT Sense contig317 contig317 Unannota ATTGCCTTAGATTCTGTAGTTAATTGCGGAGAGTTCCTGACGGCCGATCcontig317 Solyc01g Holliday ju                 GO:00036 SL2.40ch AT2G3225FRS2  FRS2 (FA        chr2:136  5.3057 3.21198 7.08336 5.02933 11.3653 13.0845
Sense GT Sens 0.129 Comprom -0.129 Comprom 0.000 1.033 Detected 1.119 Detected 1.076 0.016 GT Sense contig317 contig317 Unannota TATATGCCCTTTCTCCACACGTGCAAAATTTAGAGAACAAACAAGCCCA contig317 Solyc03g Leucine-r                   GO:00055 SL2.40ch AT1G15740.1  leucine-r      chr1:541  6.69481 4.58651 10.5573 5.33262 13.0558 13.6029
Sense GT Sens 0.177 Comprom -0.177 Comprom 0.000 1.079 Detected 1.515 Detected 1.297 0.044 GT Sense contig317 contig317 Unannota CGATTAACCTCCGTTCACACCAAATAAATATGAAGAACAAACAAAAACAGcontig317 Solyc10g Receptor-                  GO:00163 SL2.40ch AT5G13250.1  unknown   chr5:423  4.45368 2.85559 14.1664 21.3721 8.67181 11.5156
Sense GT Sens -0.034 Comprom 0.034 Comprom 0.000 1.315 Detected 1.655 Detected 1.485 0.013 GT Sense contig317 contig317 Unannota GATACTATTGGATTCAAGATGTGTTGGATTCTAGGTTGCTTGAACTTAC contig317 Solyc06g Gag-Pol polyprotein    SL2.40ch AT4G12740.1  adenine-      chr4:749  4.47223 3.84039 7.11243 5.33452 11.8724 14.7512
Sense GT Sens -0.865 Detected 0.865 Detected 0.000 1.183 Detected 1.858 Detected 1.521 0.243 GT Sense contig317 contig317 DUF599 fa                 TTCTTGT contig317 Solyc12g Solyc12g DUF599 family protein (AHRD V               contig317 Solyc12g DUF599 family prote                 SL2.40ch AT5G10580.1  unknown   chr5:334  174.691 474.683 529.372 384.866 752.973 1179.81
Sense GT Sens -0.217 Comprom 0.217 Comprom 0.000 1.353 Detected 1.250 Detected 1.302 0.028 GT Sense contig318 contig318 Unannota CACACAAACGGAAAACAAATCAGATTACGCAAAATCGAAACTTGATTTTCcontig318 Solyc08g Transcrip                    GO:00001 SL2.40ch AT4G34100.2  protein b       chr4:163  4.35869 4.8211 12.8615 9.5868 13.4815 12.3234
Sense GT Sens -0.295 Comprom 0.295 Comprom 0.000 1.125 Detected 1.370 Detected 1.248 0.060 GT Sense contig318 contig318 Unannota GGTATTGAAAAAGAGAAGAGCCAAGTTGAGGACGATCAAGAACAAATTT contig318 Solyc12g Katanin p                 GO:00055 SL2.40ch AT2G04850.1 5.6286 6.9376 3.7996 7.68871 15.6929 18.2586
Sense GT Sens -0.525 Comprom 0.525 Comprom 0.000 2.156 Detected 1.305 Detected 1.730 0.125 GT Sense contig318 contig318 Unannota CACGAAACCCAAACTTTCCAACTTAAAATTAGATCCAATTTTTCATCTAC contig318 Solyc03g Mangane                  GO:00053 SL2.40ch AT1G18700.3  DNAJ hea       chr1:643  3.01307 5.11137 6.96745 5.65418 20.1336 10.9605
Sense GT Sens -0.365 Comprom 0.365 Comprom 0.000 1.272 Detected 1.892 Detected 1.582 0.081 GT Sense contig318 contig318 Unannota CATTTAAGAGTGCATTCATTTTGTGTTTGGTGTCAGACATCTGGTAGCA contig318 Solyc09g Laccase (            GO:00043 SL2.40ch AT5G04460.1  protein b       chr5:126  2.87363 3.90654 3.43345 3.49947 9.31397 14.0525
Sense GT Sens 0.145 Comprom -0.145 Comprom 0.000 1.459 Detected 1.748 Detected 1.604 0.016 GT Sense contig318 contig318 Unannota AATATCAGTTAAGGTGTATAATTTCTATAATAGATCAACCCGTCAACCTCcontig318 Solyc12g Exostosin              GO:00160 SL2.40ch AT5G42140.1  zinc finge             chr5:168  3.67274 2.46043 5.80214 7.58972 9.51701 11.4118
Sense GT Sens 0.375 Detected -0.375 Detected 0.000 0.952 Detected 1.091 Detected 1.022 0.116 GT Sense contig319 contig319 Fgenesh                  CATGTGGcontig319 Solyc12g Solyc12g Fgenesh protein 60 (AHRD V1 *               contig319 Solyc12g Fgenesh protein 60                 SL2.40ch AT1G14330.1  kelch rep      chr1:489  31.7103 15.4356 46.8666 56.6581 49.2837 53.2721
Sense GT Sens -0.561 Comprom 0.561 Comprom 0.000 2.348 Detected 2.622 Detected 2.485 0.050 GT Sense contig319 contig319 Unannota CCCAAAGATTTCGCGGTGAACTAGAATTGATCATTAAGGCATTCATCAT contig319 Solyc01g Gag-pol polyprotein                SL2.40ch AT3G2389TOPII, AT   TOPII (TO                 chr3:862  5.79282 10.3258 51.7549 29.0451 45.3241 53.8129
Sense GT Sens -0.465 Detected 0.465 Detected 0.000 1.917 Detected 2.101 Detected 2.009 0.051 GT Sense contig319 contig319 Unannota GTTCTTCCATTCTGCCAAACCATTTGACTGTGGTGTATAAGGTGCAGTAcontig319 Solyc01g Gag-pol polyprotein                SL2.40ch AT3G2389TOPII, AT   TOPII (TO                 chr3:862  14.7532 23.0246 96.1512 47.8639 80.1517 89.3331
Sense GT Sens -0.143 Detected 0.143 Detected 0.000 1.213 Detected 1.347 Detected 1.280 0.015 GT Sense contig319 contig319 Unannota CCAGTGCCATGTTTCTCGTACATTGGAAGGGACAAACTCCGGAAGAAGCcontig319 Solyc11g Pol polyp               GO:00036 SL2.40ch AT5G4915ATGEX2,   GEX2 (GA     chr5:199  24.0011 23.9615 60.6095 43.0946 63.9972 68.9484
Sense GT Sens -0.165 Detected 0.165 Comprom 0.000 1.009 Detected 1.098 Detected 1.053 0.025 GT Sense contig319 contig319 Unannota AGTACGAAGACCTGTGGCAGTTTAAAGACAAAATTCAGGAGTTCTTGCAcontig319 Solyc11g Pol polyp               GO:00036 SL2.40ch AT5G4915ATGEX2,   GEX2 (GA     chr5:199  10.7184 11.038 22.0375 14.8451 25.2026 26.3061
Sense GT Sens 0.044 Comprom -0.044 Comprom 0.000 0.992 Detected 1.347 Detected 1.169 0.024 GT Sense contig319 contig319 Unannota GAGGATGTGTCCTTTTCCTTTGCCTTTGAGTTAAAATATGCAGTTGTAT contig319 Solyc05g Myosin XI-K (AHRD V   SL2.40ch AT3G01100.2 6.41631 4.94562 4.26128 4.6366 12.8978 16.1948
Sense GT Sens -0.454 Comprom 0.454 Comprom 0.000 1.261 Detected 1.396 Detected 1.329 0.102 GT Sense contig319 contig319 Unannota CCATCAACTATTGCCTGCAGGGCAAGTTTTCAATACTCCTAACTTATTA contig319 Solyc04g Receptor                GO:00163 SL2.40ch AT4G21323.1  subtilase    chr4:113  7.45086 11.4588 36.7998 36.5941 25.5032 27.4834
Sense GT Sens -0.325 Comprom 0.325 Comprom 0.000 1.886 Detected 1.431 Detected 1.659 0.053 GT Sense contig319 contig319 Unannota CATAGAGAAGTTCACACTCTGATTCAAGGCACTTTGTCTATTGCTGACT contig319 Solyc12g BHLH tran               GO:00056 SL2.40ch AT5G50970.1  WD-40 re     chr5:207  2.93602 3.77254 22.4102 17.2808 14.1679 10.1396
Sense GT Sens -0.038 Comprom 0.038 Comprom 0.000 1.774 Detected 1.780 Detected 1.777 0.000 GT Sense contig320 contig320 Unannota GTGTTTGACCGACCAGTAATTAGACACTAACACTAAGAGAAGTAATAAG contig320 Solyc08g Unknown Protein (A  SL2.40ch AT5G4478OSB3  OSB3 (OR           chr5:180  3.83804 3.31545 5.00636 8.31879 14.0442 13.8435
Sense GT Sens -0.614 Comprom 0.614 Comprom 0.000 1.431 Detected 1.659 Detected 1.545 0.132 GT Sense contig321 contig321 Transpos                 TTTTGTGcontig321 Solyc03g Solyc03g Transpos                 GO:00150 GO:00150  contig321 Solyc03g Transpos                  GO:00036 SL2.40ch AT3G42770.1 4.96862 9.53532 18.9017 17.8359 21.3711 24.559
Sense GT Sens 0.602 Comprom -0.602 Comprom 0.000 1.357 Detected 1.112 Detected 1.234 0.182 GT Sense contig321 contig321 Unannota AACAGTACGAAAATGCATTAGTTAACCCGCTATGAAAAGAATGACACGC contig321 Solyc05g cDNA clon                   GO:00056 SL2.40ch AT5G1563COBL4, IR   IRX6  chr5:508  6.94506 2.46989 3.13013 5.75373 12.2146 10.1142
Sense GT Sens 0.213 Detected -0.213 Detected 0.000 1.044 Detected 1.288 Detected 1.166 0.042 GT Sense contig321 contig321 Unannota GGTATAAAGATGATATGTGTTACTAAGGTGATTCTAATATAGTTGGTGT contig321 Solyc03g Unknown Protein (A  SL2.40ch AT1G74200.1 49.5304 30.1958 57.2241 43.4909 91.8151 106.74
Sense GT Sens 0.124 Detected -0.124 Detected 0.000 0.942 Detected 1.105 Detected 1.024 0.020 GT Sense contig321 contig321 Unannota CATCGCACAAGTATTCTTTTAGGGTTGCTAAGGTGATGATTCTACTATG contig321 Solyc03g Unknown Protein (A  SL2.40ch AT1G74200.1 163.116 112.565 145.279 173.511 299.826 329.337
Sense GT Sens 0.188 Detected -0.188 Detected 0.000 1.474 Detected 1.316 Detected 1.395 0.021 GT Sense contig321 contig321 Unannota TACAGTGTCCTTTCTGTTGTTGGGGAAAAATCGAAGATTTCACATGGTA contig321 Solyc01g065760.1.1 AT4G10540.1  subtilase    chr4:651  56.1243 35.4087 63.0259 56.9556 142.621 125.423
Sense GT Sens 0.135 Comprom -0.135 Comprom 0.000 1.106 Detected 1.655 Detected 1.380 0.046 GT Sense contig321 contig321 Unannota GGTTTCTCTTAGCATGATTGACCTGGAGAGAATCAGAACTGAGTGATAAcontig321 Solyc08g Dynamin-               GO:00039 SL2.40ch AT4G30100.1 4.21424 2.86295 6.18722 4.58962 8.60725 12.3628
Sense GT Sens 0.053 Comprom -0.053 Comprom 0.000 0.993 Detected 1.205 Detected 1.099 0.011 GT Sense contig322 contig322 Unannota GAGTTGAAACGATATTGAGCCTTTCAGTGAACAAAACGCAATAATGTCA contig322 Solyc08g MLO-like               GO:00160 SL2.40ch AT4G0260MLO1, AT   MLO1; ca    chr4:114  5.60241 4.26187 7.10919 16.5187 11.2006 12.7269
Sense GT Sens 0.300 Comprom -0.300 Comprom 0.000 1.414 Detected 0.936 Detected 1.175 0.092 GT Sense contig322 contig322 Unannota CCTTAGCCTTTGTGGTTTCTCAGTTATCAAAGAAAAGATCTATCATGGT contig322 Solyc11g WD-40 repeat protei                 SL2.40ch AT2G24420.2  DNA repa    chr2:103  8.39395 4.53336 29.1892 21.345 18.9216 13.341
Sense GT Sens -0.206 Comprom 0.206 Comprom 0.000 1.783 Detected 1.784 Detected 1.783 0.013 GT Sense contig323 contig323 Ycf2 (AHR               AAATAAG contig323 Solyc01g Solyc01g Ycf2 (AHRD V1 *-*- A6YA57 9M             contig323 Solyc01g Ycf2 (AHRD V1 *-*- A             SL2.40ch ATCG012 ORF77.2  hypothet    chrC:144  8.07091 8.80233 8.89295 13.5388 33.3961 32.8004
Sense GT Sens 0.193 Comprom -0.193 Comprom 0.000 1.674 Detected 0.993 Detected 1.334 0.077 GT Sense contig323 contig323 Unknown   CAAACAAcontig323 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig323 Solyc02g076900.2.1 AT4G00960.1  protein k     chr4:414  6.85766 4.29647 11.789 3.00741 19.9502 12.2074
Sense GT Sens 0.354 Detected -0.354 Comprom 0.000 0.874 Detected 1.141 Detected 1.008 0.117 GT Sense contig324 contig324 Unannota ACATGGCACAAAAACGAAGGCGCTAAGCTACTTTCACCAACTTTAGCAT contig324 Solyc10g Optic atrophy 3 prot                SL2.40ch AT5G1502SNL2  SNL2 (SIN    chr5:485  17.917 8.98319 14.6581 20.4201 26.7776 31.6218
Sense GT Sens 0.834 Detected -0.834 Comprom 0.000 1.246 Detected 1.231 Detected 1.238 0.276 GT Sense contig324 contig324 Unannota CATCCCTCGTCGTTGAAACATACGATGTGGAACTATATCACATAATAAA contig324 Solyc02g La related protein-lik                SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  12.7082 3.27441 15.4418 7.82593 17.6155 17.1111
Sense GT Sens 0.012 Comprom -0.012 Comprom 0.000 1.660 Detected 1.563 Detected 1.611 0.001 GT Sense contig325 contig325 Unannota TAACAAAGAAAGTAAATTTTGCCTTCCTTTAGTATGTTATAATTTATAAA contig325 Solyc12g Nuclear transport fa        SL2.40ch AT3G59410.1  protein k     chr3:219  3.20015 2.57772 2.24555 5.91258 10.4488 9.59241
Sense GT Sens 0.602 Comprom -0.602 Comprom 0.000 0.894 Detected 1.302 Detected 1.098 0.226 GT Sense contig325 contig325 Unannota AGCAGAGAGGGCAAAATTCACACTTTAGCAGGAACATATCTTAGGCACCcontig325 Solyc02g Calmodul                 GO:00055 SL2.40ch AT5G5166CPSF160    CPSF160      chr5:209  6.53592 2.32358 5.74151 2.12023 8.33801 10.862
Sense GT Sens -0.055 Comprom 0.055 Comprom 0.000 1.482 Detected 1.715 Detected 1.599 0.006 GT Sense contig326 contig326 Unannota CCCTGTGTTAATAGTTTGATCCTAAATTCCCCTATTGTTACTTTTGGGT contig326 Solyc12g Unknown Protein (A             SL2.40ch AT3G1804MPK9  MPK9 (M       chr3:617  3.00494 2.65762 3.39784 3.41511 9.08876 10.4877
Sense GT Sens 0.204 Detected -0.204 Comprom 0.000 1.089 Detected 1.326 Detected 1.207 0.036 GT Sense contig327 contig327 Unannota GCCGGAGGGAATAGAATATGAACATTCAAATAGAAGATCTTTTTACCAC contig327 Solyc10g Unknown Protein (A  SL2.40ch AT5G0140ESP4  ESP4 (EN       chr5:162  12.2125 7.54151 11.3122 15.6699 23.5103 27.1832
Sense GT Sens 0.501 Comprom -0.501 Comprom 0.000 0.977 Detected 1.080 Detected 1.028 0.178 GT Sense contig327 contig327 Unannota GGAGGCTATATAACTGGTCACTGATAGAGAGAAAATGTCGTAAAGGTGGcontig327 Solyc12g H-ATPase               GO:00160 SL2.40ch AT4G32370.1  glycoside           chr4:156  8.5663 3.50215 4.83205 6.6645 12.4131 13.0843
Sense GT Sens -0.601 Comprom 0.601 Comprom 0.000 1.068 Detected 0.980 Detected 1.024 0.231 GT Sense contig327 contig327 Unannota AAACCTCATGACACAAAAGAAGGGTCAAACTAGAGCAAACTCGACATTC contig327 Solyc12g Ethylene-                     GO:00036 SL2.40ch AT4G04950.1  thioredox     chr4:251  4.64973 8.76245 14.5354 15.2461 15.4068 14.2278
Sense GT Sens 0.306 Comprom -0.306 Comprom 0.000 1.203 Detected 1.589 Detected 1.396 0.061 GT Sense contig327 contig327 Unannota AGGAGAATAAAAAAGAAGAGGAAGGTGGAGAGAGAGTTACGCCTTCGC contig327 Solyc08g029040.1.1 AT4G12050.1  DNA-bind    chr4:722  5.17984 2.77572 4.94455 17.1482 10.0504 12.8912
Sense GT Sens 0.304 Comprom -0.304 Comprom 0.000 1.116 Detected 1.714 Detected 1.415 0.080 GT Sense contig328 contig328 Unannota TTCTAATCCCTGAATGTGACGTAGAGAATGTTGGTTCAGTTCTTAGTGA contig328 Solyc02g071540.1.1 AT1G0994HEMA2  HEMA2; g    chr1:323  5.28628 2.84103 5.37472 11.601 9.67184 14.3671
Sense GT Sens -0.405 Comprom 0.405 Comprom 0.000 1.659 Detected 1.982 Detected 1.821 0.053 GT Sense contig328 contig328 Unannota CTGAGGCTAGAACAAATGAACTTTTGGGAGATATGAATGAGATTATTGG contig328 Solyc04g Guanine n                GO:00428 SL2.40ch AT5G27330.1  LOCATE                                                                 chr5:963  2.12686 3.05281 3.68089 2.44669 9.26843 11.3772
Sense GT Sens -0.419 Comprom 0.419 Comprom 0.000 1.357 Detected 1.560 Detected 1.459 0.077 GT Sense contig328 contig328 Unannota TGTTTAGAAACTCTCAAAAATGTTCCGAGGATACACGCTCTCCATCAAC contig328 Solyc04g Folylpolyg               GO:00043 SL2.40ch AT5G24780.2 3.53048 5.16752 13.271 5.19755 12.6009 14.2329
Sense GT Sens -0.537 Comprom 0.537 Comprom 0.000 1.292 Detected 1.294 Detected 1.293 0.138 GT Sense contig328 contig328 Unannota GCAGCAAGAGTCAAAAGAGATGGTATAGGACAAGTCCATCATGTAAATA contig328 Solyc07g Mutator-like transpo                SL2.40ch AT3G49040.1  F-box fam    chr3:181  3.40155 5.86683 11.6852 12.8228 12.5933 12.3801
Sense GT Sens -0.391 Detected 0.391 Detected 0.000 1.834 Detected 2.563 Detected 2.198 0.054 GT Sense contig329 contig329 Unannota CCCTTACTAGGGAAGCTGGGCACCTTAAATGTTAAATATATGCATGATT contig329 Solyc00g166690.1.1 AT5G37430.1  unknown   chr5:148  22.9795 32.3511 138.199 83.3032 111.903 182.049
Sense GT Sens -0.449 Detected 0.449 Detected 0.000 1.568 Detected 2.313 Detected 1.941 0.080 GT Sense contig329 contig329 Unannota GGTATCCTGTCATCTTTACCTTATGCTTTACATACTCATTACATTGTCCGcontig329 Solyc00g166690.1.1 AT5G37430.1  unknown   chr5:148  40.6864 62.0811 224.836 163.172 171.619 282.297
Sense GT Sens -0.450 Comprom 0.450 Detected 0.000 2.268 Detected 2.722 Detected 2.495 0.038 GT Sense contig329 contig329 Unannota CAAGCCACTTTGAGCTGATTGAACAAAACCAATTGCTACACAAGATTGA contig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  9.30472 14.2242 46.5913 34.5553 63.8142 85.793
Sense GT Sens -0.518 Detected 0.518 Detected 0.000 1.370 Detected 2.004 Detected 1.687 0.109 GT Sense contig329 contig329 Unannota GGGAGCTACACTTGAAGAAAGTGAAAATTGAGAGCAATTGGGAAGATATcontig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  12.4707 20.947 42.841 31.293 48.1 73.2732
Sense GT Sens -0.333 Comprom 0.333 Comprom 0.000 1.744 Detected 2.412 Detected 2.078 0.048 GT Sense contig330 contig330 Unannota CATTCATCTCTAACAACGACGGAAGATGACCTATGTGTTTCTGAACAAT contig330 Solyc12g Ulp1 protease family                     SL2.40ch AT4G10500.1  oxidored       chr4:649  1.90391 2.47531 6.76175 4.25776 8.37058 13.0609
Sense GT Sens 0.525 Detected -0.525 Comprom 0.000 3.443 Detected 1.406 Detected 2.424 0.169 GT Sense contig330 contig330 Unannota CGTTGTTCATGAACTTCCACCATACTTTGAGGAAAGGGTCAGGGACAGTcontig330 Solyc12g Ulp1 protease family                     SL2.40ch AT4G10500.1  oxidored       chr4:649  10.483 4.14697 20.2485 16.6847 82.5384 19.7411
Sense GT Sens -0.074 Detected 0.074 Detected 0.000 1.575 Detected 1.580 Detected 1.578 0.002 GT Sense contig330 contig330 Unannota AATATTCTCAACCTTAAGGGGTCTCTTGGGAAAGGGACCAAGAGAGAAGcontig330 Solyc01g017910.1.1 AT2G34700.1 20.2926 18.4299 52.891 48.2323 66.3599 65.3263
Sense GT Sens -0.378 Comprom 0.378 Comprom 0.000 0.927 Detected 1.702 Detected 1.314 0.136 GT Sense contig330 contig330 Unannota GTGATAATGGTGATTCCAAAATTGTTCTCTTCTTTCGGGTTTTCGAAGA contig330 Solyc01g Mutator-like transpo                SL2.40ch AT4G3453CIB1  CIB1 (CR          chr4:164  3.19913 4.42488 3.34787 4.49778 8.23663 13.8303
Sense GT Sens 1.080 Detected -1.080 Comprom 0.000 0.961 Detected 3.287 Detected 2.124 0.313 GT Sense contig331 contig331 Unannota TTCTACATAAGATTGAGACGGATTGAAATAGAGTGACACACATTGTTTT contig331 Solyc02g MutS2 pro                   GO:00450 SL2.40ch AT3G10040.1  transcrip    chr3:309  12.6911 2.32741 10.5206 13.826 12.1818 59.9343
Sense GT Sens -0.187 Comprom 0.187 Comprom 0.000 1.430 Detected 1.801 Detected 1.616 0.025 GT Sense contig331 contig331 Unannota GTTGAAGGTTTCACTTATATCTCGTTCTGTTTTGATGCTAACAATGTCC contig331 Solyc04g Arf-GAP w                        GO:00323 SL2.40ch AT4G0502NDB2  NDB2 (NA           chr4:257  2.59009 2.74782 4.41131 7.98258 8.2785 10.5082
Sense GT Sens 0.046 Comprom -0.046 Comprom 0.000 1.627 Detected 1.805 Detected 1.716 0.003 GT Sense contig331 contig331 Unannota CCAGTCAAAACCTCACTTAGTTGGAAATATTTGTTTGAAATTTCTAAACGcontig331 Solyc04g Unknown Protein (A  SL2.40ch AT3G4943SRp34a  SRp34a (              chr3:183  4.51041 3.46876 10.903 12.652 14.0677 15.6159
Sense GT Sens 0.029 Comprom -0.029 Comprom 0.000 1.188 Detected 1.519 Detected 1.354 0.015 GT Sense contig331 contig331 Unannota GTCACATTAATGAAGTGGTCCAATCTAGTTTCAGCTATACTGATGAGTG contig331 Solyc02g067500.2.1 AT1G06420.1 5.26834 4.14381 10.2904 7.48088 12.2596 15.1383
Sense GT Sens -0.078 Comprom 0.078 Comprom 0.000 0.925 Detected 1.409 Detected 1.167 0.044 GT Sense contig331 contig331 Unannota TTTAATTAATAGGCTATCAATTTCACCAGAAAGGTGGCACACGAGGGGGcontig331 Solyc12g Nucleosid                  GO:00062 SL2.40ch AT4G36080.1  FAT dom           chr4:170  4.21576 3.85006 4.26714 4.25743 8.80798 12.0879
Sense GT Sens 0.208 Comprom -0.208 Comprom 0.000 1.448 Detected 1.939 Detected 1.694 0.034 GT Sense contig332 contig332 Unannota TTGTTTACCAGCCAAGCAGTGCTCACATTTTTCTAATTTAGCACTTTGG contig332 Solyc01g Transpos                  GO:00036 SL2.40ch AT5G67530.1  peptidyl-        chr5:269  9.18533 5.64078 36.5572 19.1593 22.6182 31.2016
Sense GT Sens 0.112 Detected -0.112 Comprom 0.000 1.066 Detected 1.301 Detected 1.184 0.018 GT Sense contig332 contig332 Unannota TAATTTCTTCTTGGCTAGAACATTAAGTCCTTTCTCGCTAATGTGGCTA contig332 Solyc01g Transpos                  GO:00036 SL2.40ch AT5G67530.1  peptidyl-        chr5:269  11.6319 8.15431 36.4489 15.7086 23.4767 27.126
Sense GT Sens 0.016 Comprom -0.016 Comprom 0.000 0.804 Detected 1.328 Detected 1.066 0.056 GT Sense contig332 contig332 Unannota TAGATAGTGGTGGATAGTTATTATAGAATGATAAAATCCCTAAGTATTTTcontig332 Solyc10g Unknown Protein (A  SL2.40ch AT3G1166NHL1  NHL1  chr3:367  5.21141 4.17313 4.2968 4.11506 9.37437 13.2329
Sense GT Sens -0.328 Comprom 0.328 Comprom 0.000 0.900 Detected 1.204 Detected 1.052 0.100 GT Sense contig332 contig332 Unannota AAAGACCAGAACCGAGAGATTAAAAAACAGAAACTTAACAAGCCACATATcontig332 Solyc04g Thaumatin-like prote              SL2.40ch AT2G4169AT-HSFB3    AT-HSFB        chr2:173  3.97795 5.1311 3.08454 5.67593 9.71023 11.7596
Sense GT Sens -0.245 Comprom 0.245 Comprom 0.000 2.473 Detected 2.663 Detected 2.568 0.010 GT Sense contig332 contig332 Unannota TTCTTTGAACTTCTTGCTCACATTGGTTTGTTCGAGGATCCAAATGAGA contig332 Solyc08g Unknown Protein (A  SL2.40ch AT4G07666.1  unknown   chr4:445  2.27859 2.6211 13.9657 9.32836 15.6262 17.4924
Sense GT Sens -0.275 Detected 0.275 Detected 0.000 0.975 Detected 1.342 Detected 1.158 0.073 GT Sense contig332 contig332 Unannota CTTCTCGATCATTTCAGACATTTGAAAAGCTTCATTTACTACCATATCTT contig332 Solyc11g Heat stres                   GO:00037 SL2.40ch AT5G65620.1  peptidase          chr5:262  11.0399 13.2444 33.4962 19.3265 27.3606 34.6502
Sense GT Sens -0.108 Detected 0.108 Detected 0.000 1.158 Detected 1.396 Detected 1.277 0.015 GT Sense contig332 contig332 Unannota CTTCTATTATACAATAAATTTATCATTTGTAGAAACAGTATGTACAAATT contig332 Solyc11g CCR4-NO                    GO:00036 SL2.40ch AT2G20330.1  transduc          chr2:877  15.7426 14.9711 12.7374 14.5825 39.4412 45.653
Sense GT Sens 0.392 Comprom -0.392 Comprom 0.000 1.219 Detected 1.429 Detected 1.324 0.083 GT Sense contig332 contig332 Unannota GGCAAGCCAACATTGACTCATAGAAAAATATAAATCATTGGACAACAATGcontig332 Solyc03g Unknown Protein (A  SL2.40ch AT5G11810.1 6.49826 3.09108 7.95714 11.7275 12.0092 13.6368
Sense GT Sens 0.313 Detected -0.313 Comprom 0.000 1.482 Detected 1.578 Detected 1.530 0.040 GT Sense contig333 contig333 Unannota TTTTCTTCCCCTTTTCAGCCTACGTGGCATTAGCTTGAAAGAAAAAGTC contig333 Solyc12g Unknown Protein (A  SL2.40ch AT3G60300.1  RWD dom    chr3:222  15.9275 8.4595 28.9743 19.487 37.3348 39.1588
Sense GT Sens -0.202 Comprom 0.202 Comprom 0.000 1.736 Detected 1.377 Detected 1.556 0.029 GT Sense contig333 contig333 Unannota CAGTTCAGCTAAAAGATGCTCATCAATCAACACAAACAACCAAAAATCAAcontig333 Solyc04g Early resp                   GO:00055 SL2.40ch AT4G28890.1  protein b         chr4:142  3.77837 4.0962 6.36241 3.80595 15.0888 11.5463
Sense GT Sens 0.141 Comprom -0.141 Comprom 0.000 1.594 Detected 1.787 Detected 1.690 0.010 GT Sense contig333 contig333 Unannota GGATCAATGAAGCAAATGTTGCTCTGCAGAAATAAAAGTCCTCCATGAA contig333 Solyc06g BZIP trans                   GO:00036 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  9.01697 6.07425 25.6235 12.3817 25.7165 28.8614
Sense GT Sens 0.168 Detected -0.168 Detected 0.000 1.101 Detected 1.190 Detected 1.145 0.022 GT Sense contig333 contig333 Unannota GTGCGTCTGGTTGAGATAAATGACACACCATATTCAAGAAATGTGTGGT contig333 Solyc06g BZIP trans                   GO:00036 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  28.5365 18.5278 70.3743 31.3853 56.781 59.2834
Sense GT Sens 0.061 Comprom -0.061 Comprom 0.000 1.450 Detected 1.187 Detected 1.319 0.012 GT Sense contig333 contig333 Unannota GGATGGCTGGGATATTTATCTACCTGATTATGTTAGAATCAAGATCAAC contig333 Solyc04g Zinc ion b                GO:00082 SL2.40ch AT1G456 AtRLP6  AtRLP6 (R        chr1:171  4.63279 3.48513 4.42516 11.7588 12.6446 10.3417



Sense GT Sens -0.584 Comprom 0.584 Comprom 0.000 1.201 Detected 0.900 Detected 1.050 0.223 GT Sense contig334 contig334 Unannota GACAATTGAAGTGAATAGAGGAACATGAGAGCAACCACTCAAGGAAATA contig334 Solyc03g SET and MYND dom               SL2.40ch AT5G14460.1  pseudou     chr5:466  3.59104 6.60669 5.12794 6.85874 12.8925 10.2732
Sense GT Sens 0.620 Comprom -0.620 Comprom 0.000 1.075 Detected 1.164 Detected 1.120 0.213 GT Sense contig334 contig334 Unannota CGACTTGCCATCGTTGTTCACTTAACTATGATGTTTTCAGAGTCCACGT contig334 Solyc02g DNA mism                   GO:00055 SL2.40ch AT4G04480.1  LOCATE                                                              chr4:222  6.65474 2.30839 5.01511 4.30954 9.51063 9.92625
Sense GT Sens 0.056 Comprom -0.056 Comprom 0.000 1.091 Detected 1.505 Detected 1.298 0.026 GT Sense contig334 contig334 Unannota TAAAAAGAAGATAAAACAAATAAAAATCAAGGGATCAGCCAACAAATCTCcontig334 Solyc04g 60S ribos                 GO:00037 SL2.40ch AT2G39390.1  60S ribos      chr2:164  8.08335 6.13038 6.75836 5.36912 17.2628 22.5822
Sense GT Sens -0.197 Comprom 0.197 Comprom 0.000 1.612 Detected 1.965 Detected 1.789 0.021 GT Sense contig334 contig334 Unannota CACAGCCAGAAACCCTTTCTTATTTCACATAGTTAGCCAGAAGAGGAAT contig334 Solyc08g F-box/LRR-repeat pr               SL2.40ch AT4G29033.1 2.30658 2.4819 2.41156 3.51744 8.41993 10.5586
Sense GT Sens -0.140 Detected 0.140 Detected 0.000 0.839 Detected 1.251 Detected 1.045 0.052 GT Sense contig335 contig335 Unknown   CTTTGCCcontig335 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig335 Solyc11g Unknown Protein (A  SL2.40ch AT5G57250.1  EXPRESS                                                                                 chr5:231  18.161 18.0574 33.3286 30.2004 37.2946 48.6944
Sense GT Sens 0.113 Comprom -0.113 Comprom 0.000 1.884 Detected 1.914 Detected 1.899 0.004 GT Sense contig335 contig335 Unannota AGAGAGGAACCATGCTTGTTCTGGTGTAATGTTTTTGAGCTTTCGCTGGcontig335 Solyc01g Splicing f                   GO:00036 SL2.40ch AT1G6879LINC3  LINC3 (LI    chr1:258  3.28897 2.305 6.6678 6.65447 11.7001 11.7306
Sense GT Sens 0.034 Detected -0.034 Detected 0.000 0.963 Detected 1.235 Detected 1.099 0.016 GT Sense contig335 contig335 Unannota CGCTACTGAAATAAGGGTGTTTTTAGTCTTTGTCTATGGCATATTTAGT contig335 Solyc07g Unknown Protein (A  SL2.40ch AT5G61940.1  ubiquitin    chr5:248  67.3333 52.61 66.0522 72.1315 133.554 158.279
Sense GT Sens -0.191 Comprom 0.191 Comprom 0.000 2.199 Detected 2.223 Detected 2.211 0.007 GT Sense contig335 contig335 Unknown             ACTATGCcontig335 Solyc01g Solyc01g Unknown             GO:00036 GO:00036  contig335 Solyc01g Unknown              GO:00036 SL2.40ch AT1G68910.2  unknown   chr1:259  2.13944 2.28487 6.07015 3.07947 11.6911 11.6641
Sense GT Sens -0.318 Comprom 0.318 Comprom 0.000 2.011 Detected 1.678 Detected 1.844 0.036 GT Sense contig336 contig336 Unannota GCTGCATTCTACCATCATCCTCCAAAGTGACCAATCTTTTGTTTTTGTA contig336 Solyc07g Retroelement pol po     SL2.40ch AT3G51690.1 4.272 5.43549 15.2855 12.6948 22.3591 17.4224
Sense GT Sens 0.419 Detected -0.419 Comprom 0.000 1.945 Detected 2.065 Detected 2.005 0.042 GT Sense contig336 contig336 Unannota GTCAAATACGATCTTACATTATTGTGTTTCCTCCTTATAGGTCTGGATT contig336 Solyc09g PWWP domain-conta              SL2.40ch AT4G3034ATDGK7  ATDGK7       chr4:148  10.6287 4.87202 29.2565 14.2538 31.9118 34.024
Sense GT Sens 0.411 Comprom -0.411 Comprom 0.000 1.345 Detected 1.621 Detected 1.483 0.076 GT Sense contig337 contig337 Unannota CTTGAGAAGGTAGAGAGGTTGTTCCCGCTCAAGTAAAATTATATTTAAC contig337 Solyc06g Deoxyribo                GO:00082 SL2.40ch AT1G63100.1  scarecro       chr1:233  5.28355 2.44887 2.99035 3.35792 10.5247 12.5075
Sense GT Sens 0.337 Comprom -0.337 Comprom 0.000 1.026 Detected 1.556 Detected 1.291 0.095 GT Sense contig337 contig337 Unannota TGATCCCATATCACCTGTCAAAAATATAAGCCAACAAGATGATATGTATCcontig337 Solyc06g Jp18 (AHRD V1 ***- Q            SL2.40ch AT1G06150.1 5.767 2.9608 2.54433 5.79238 9.69076 13.7272
Sense GT Sens 0.681 Detected -0.681 Comprom 0.000 1.104 Detected 1.708 Detected 1.406 0.200 GT Sense contig337 contig337 Unannota CTTTGTAAGACTTCATGTAGATGACTAACCTCTAAGACATGACATGTTT contig337 Solyc06g Jp18 (AHRD V1 ***- Q            SL2.40ch AT1G06150.1 12.8868 4.10631 13.9525 16.5003 18.0072 26.8602
Sense GT Sens 0.945 Detected -0.945 Comprom 0.000 0.896 Detected 1.357 Detected 1.126 0.367 GT Sense contig337 contig337 Unannota CCATGGTTAGATAAGTGCAACTCTCTCTCCAATAGATCAGGGTTAAAAT contig337 Solyc01g Signal pe                  GO:00082 SL2.40ch AT1G01650.2  aspartic-     chr1:233  10.8599 2.3987 6.45859 11.2585 10.9347 14.7752
Sense GT Sens -0.584 Detected 0.584 Detected 0.000 1.415 Detected 1.946 Detected 1.680 0.120 GT Sense contig338 contig338 Unannota ACCTCGTCTAAATACTCCGCCATAGTTTTCGTGCCTTTGGTAATTGTGT contig338 Solyc07g Unknown Protein (A  SL2.40ch AT4G28650.1 40.8291 75.1587 273.621 154.218 170.055 241.232
Sense GT Sens -0.428 Detected 0.428 Detected 0.000 1.286 Detected 1.964 Detected 1.625 0.097 GT Sense contig338 contig338 Unannota AATTGAAAAATATGAGAGTGGGAAATTGATGCATAGCGTGTTACGAGGGcontig338 Solyc07g Unknown Protein (A  SL2.40ch AT4G28650.1 28.8634 42.8021 140.259 91.8046 98.6794 154.97
Sense GT Sens -0.448 Comprom 0.448 Comprom 0.000 1.503 Detected 1.697 Detected 1.600 0.073 GT Sense contig338 contig338 Unannota TGATATAAATATATTACCAATGAATATGGTGTAGCGAATAAAATTATTTT contig338 Solyc11g Unknown Protein (A  SL2.40ch AT1G12810.2 4.24622 6.47208 11.4246 5.99642 17.1043 19.2074
Sense GT Sens 0.225 Detected -0.225 Detected 0.000 1.473 Detected 0.947 Detected 1.210 0.073 GT Sense contig338 contig338 Unannota GTGCAATTAACGTTTACCGACTCCGTGCTGTATGGAACAAATCCCTGTAcontig338 Solyc09g U-box dom               GO:00048 SL2.40ch ATMG011 ATP1  ATPase s    chrM:302  27.2844 16.3547 36.4924 62.6522 67.5029 46.0388
Sense GT Sens -0.366 Comprom 0.366 Comprom 0.000 2.741 Detected 1.502 Detected 2.122 0.098 GT Sense contig338 contig338 Unannota CCATAGTCTGCATCCATTAGGTAGCGTGTTGTTTTGAGTCACCTATCTT contig338 Solyc08g061200.2.1 AT3G56570.1  SET dom    chr3:209  2.56397 3.48704 9.26756 7.22737 23.0233 9.57347
Sense GT Sens -0.031 Comprom 0.031 Comprom 0.000 1.492 Detected 1.776 Detected 1.634 0.008 GT Sense contig338 contig338 Unannota CCAACTCAGCCAACCGAGAACTAATATAACAATTGCCCATATATACAACCcontig338 Solyc05g Protein di                GO:00037 SL2.40ch AT3G5669CIP111  CIP111 (C         chr3:209  2.82995 2.41828 4.53339 2.91441 8.47145 10.1235
Sense GT Sens -0.219 Comprom 0.219 Comprom 0.000 1.240 Detected 1.267 Detected 1.254 0.029 GT Sense contig338 contig338 Unannota GTTTTAAGCCTTAGATATGAAAAAATTCCGGATAAAAAATGCAATTTCCGcontig338 Solyc00g166190.1.1 AT5G5903COPT1  COPT1 (c         chr5:238  4.55948 5.05906 5.84348 14.1076 13.0643 13.0617
Sense GT Sens -0.340 Comprom 0.340 Comprom 0.000 0.925 Detected 1.164 Detected 1.045 0.101 GT Sense contig339 contig339 Unannota AAATGGTATGCACCACTTGCCATTGAAGCTGCATTATCTCAAATGAAAG contig339 Solyc11g U-box dom                GO:00054 SL2.40ch AT5G14880.1  potassiu     chr5:481  3.8341 5.02977 6.92592 5.96162 9.60149 11.1215
Sense GT Sens -0.528 Comprom 0.528 Comprom 0.000 0.846 Detected 1.170 Detected 1.008 0.210 GT Sense contig339 contig339 Unannota CACTGAGGGAAAGACTCATCAACATAATTGCAGAAGCAAAGAGGGGAGAcontig339 Solyc01g Serine/thr                  GO:00170 SL2.40ch AT1G59830.1 4.72028 8.04474 3.99023 6.82269 12.7536 15.6704
Sense GT Sens 0.363 Comprom -0.363 Comprom 0.000 1.387 Detected 1.839 Detected 1.613 0.064 GT Sense contig340 contig340 Unannota TTATTGTTTTCTCAACTTTTGTGGTTTTCTTGTTAATGAGAAAATCATACcontig340 Solyc10g Farnesyl               GO:00043 SL2.40ch AT3G58590.1 4.92532 2.44045 7.87503 31.9458 10.4385 14.0166
Sense GT Sens 0.614 Comprom -0.614 Comprom 0.000 1.765 Detected 1.616 Detected 1.691 0.112 GT Sense contig340 contig340 Unannota TCAAAATTACATGTCCAAATTGAACTTCAACTTCAAACTAATTTATACTT contig340 Solyc10g Farnesyl               GO:00043 SL2.40ch AT3G58590.1 6.90469 2.4138 11.3681 5.96702 15.9808 14.1461
Sense GT Sens 0.328 Detected -0.328 Comprom 0.000 1.310 Detected 1.653 Detected 1.481 0.057 GT Sense contig340 contig340 Unannota CAATGAAGGGTGAGTTAGTTAGCGATAAGAAGTGATTTGGTTTGTAACT contig340 Solyc12g cDNA clone 002-156        SL2.40ch AT3G19080.1 13.5984 7.06795 23.5054 22.3816 27.9864 34.8333
Sense GT Sens 0.040 Comprom -0.040 Comprom 0.000 1.279 Detected 1.538 Detected 1.408 0.009 GT Sense contig340 contig340 Unannota ACCTTTATATGCAAGAATTTGAAGTCGAACCTAGCTGTCCAAGAGGACC contig340 Solyc04g Transposase family               SL2.40ch AT5G1513WRKY72,   WRKY72;    chr5:490  3.70916 2.87435 5.74995 5.54524 9.12279 10.7148
Sense GT Sens -0.558 Detected 0.558 Detected 0.000 1.020 Detected 1.074 Detected 1.047 0.202 GT Sense contig340 contig340 Unannota GACTGAAATTCCAGGAGCATATAGTGTAGTTGTTTAAGAATATATTCTC contig340 Solyc03g Unknown Protein (A  SL2.40ch AT5G1788CSA1  CSA1 (co         chr5:590  11.3875 20.2219 17.0065 40.2433 35.4303 36.1
Sense GT Sens -0.158 Detected 0.158 Detected 0.000 1.587 Detected 1.750 Detected 1.668 0.011 GT Sense contig340 contig340 Unannota AACAACAAAACTGTAAAAGACCAAAAAATTGTAAAAATCAGTTGAACAAA contig340 Solyc10g Early response to de                 SL2.40ch AT5G62270.1  FUNCTIO                                                         chr5:250  11.6812 11.9168 12.3719 11.7428 40.8023 44.8492
Sense GT Sens -0.093 Comprom 0.093 Comprom 0.000 1.036 Detected 1.413 Detected 1.224 0.028 GT Sense contig341 contig341 Unannota CTTTCTCAATCATCTACTTGATGATCTAAACAAAAGAGATCGGGAATCC contig341 Solyc08g041970.1.1 AT3G1386HSP60-3A  HSP60-3A           chr3:456  3.65671 3.40966 6.12771 6.56478 8.33706 10.6239
Sense GT Sens 0.037 Comprom -0.037 Comprom 0.000 2.456 Detected 0.945 Detected 1.700 0.154 GT Sense contig342 contig342 Unannota CTGACCTTTGCACATGAATAAGGGTTAAATGTCACCTCTTCTAGTACAA contig342 Solyc07g Os02g0169000 prote      SL2.40ch AT5G54890.1  RNA bind   chr5:222  5.73577 4.46087 7.0683 2.18548 31.9549 11.0043
Sense GT Sens 0.632 Detected -0.632 Comprom 0.000 1.997 Detected 2.628 Detected 2.313 0.082 GT Sense contig343 contig343 Unannota TATATCTTACCTTGTAATACTAAAATATCTTTTTATTGAAAACCAGATCT contig343 Solyc09g Unknown Protein (A  SL2.40ch AT2G21050.1  amino ac     chr2:903  14.1045 4.81339 24.4937 15.4381 37.8704 57.576
Sense GT Sens 0.290 Detected -0.290 Comprom 0.000 0.998 Detected 1.560 Detected 1.279 0.087 GT Sense contig343 contig343 Unannota GCAAAGTGAGTGATCTTTTTTGGAGAATTGGGTATTGCTTTATTGATTT contig343 Solyc04g BZIP trans                 GO:00037 SL2.40ch AT5G14990.1  FUNCTIO                                                                  chr5:485  16.8969 9.253 17.8129 21.0329 28.7522 41.6546
Sense GT Sens -0.883 Comprom 0.883 Comprom 0.000 0.984 Detected 1.589 Detected 1.287 0.302 GT Sense contig344 contig344 Unannota TCTAGCAATAATTGAATTTAATTTGCATATGGGAGTTAATCATTAAGTTT contig344 Solyc02g X1 (Fragment) (AHRD               SL2.40ch AT5G285 BGLU24  BGLU24             chr5:104  2.41358 6.72057 9.55101 10.7022 9.17441 13.6951
Sense GT Sens -0.480 Comprom 0.480 Comprom 0.000 0.956 Detected 1.226 Detected 1.091 0.160 GT Sense contig345 contig345 Unannota CCCTCTTCTTGTTACTACTGGACTAATCAATTTCAGCTATCCATAATCAAcontig345 Solyc03g Expressed protein h                    SL2.40ch AT1G51780.1 3.31243 5.27988 7.19783 11.8047 9.34339 11.0522
Sense GT Sens 0.183 Comprom -0.183 Comprom 0.000 1.575 Detected 1.394 Detected 1.484 0.018 GT Sense contig345 contig345 Unannota CAAAAACACAAACTTTAGCAGCAAGATCCAATAAAAATTGGTGTGGTTG contig345 Solyc07g Nbs-lrr, re  GO:00302 SL2.40ch AT1G28030.1 4.01586 2.55109 3.34967 6.1719 10.9779 9.50517
Sense GT Sens -0.195 Comprom 0.195 Comprom 0.000 5.137 Detected 1.313 Detected 3.225 0.235 GT Sense contig345 contig345 Unannota TTTTTAGAGAGAGAAAGTTGAATGTGTGCATGCAGAGTCTACATAGCAA contig345 Solyc11g GAI-like protein 1 (F               SL2.40ch AT1G43020.4  unknown   chr1:161  4.21373 4.52223 5.58383 5.16603 176.832 12.2551
Sense GT Sens 0.416 Detected -0.416 Detected 0.000 1.154 Detected 0.985 Detected 1.069 0.128 GT Sense contig345 contig345 Unannota CATCTATGAGGTTGCGTTGGACTGGTTTTCCTGAGCTAAGGACTCAGAAcontig345 Solyc01g Nitroredu             GO:00166 SL2.40ch AT5G15560.1  unknown   chr5:506  40.8139 18.7932 60.5923 51.7719 70.9683 61.9382
Sense GT Sens 0.182 Comprom -0.182 Comprom 0.000 1.960 Detected 2.278 Detected 2.119 0.013 GT Sense contig345 contig345 Unannota AGTATTCCTCATAGTTCATCATCAAGGTATTACCATCAACCCATAACTCAcontig345 Solyc06g CTP synt                GO:00038 SL2.40ch AT1G73200.1  phospho    chr1:275  3.62373 2.30679 11.885 6.78873 12.9535 15.8452
Sense GT Sens -0.492 Comprom 0.492 Comprom 0.000 1.012 Detected 1.265 Detected 1.138 0.154 GT Sense contig346 contig346 Unannota CGAGCAAGAGGAGGAAAAACCAACGGAGAACTTCATGCTCGCAGAAACAcontig346 Solyc08g Unknown Protein (A  SL2.40ch AT5G43570.1  serine-ty     chr5:175  3.031 4.90839 2.35324 2.93264 8.95467 10.4743
Sense GT Sens -0.623 Detected 0.623 Detected 0.000 1.817 Detected 2.037 Detected 1.927 0.093 GT Sense contig346 contig346 Unannota TGTGTTCATCACTAGTGTCGAACCTCCTCATCATTTTGTGCAACATATC contig346 Solyc06g Integrase core doma       SL2.40ch AT1G77030.1  ATP bind                      chr1:289  39.4691 76.6464 265.125 190.932 223.139 255.142
Sense GT Sens -0.458 Comprom 0.458 Detected 0.000 1.629 Detected 2.056 Detected 1.842 0.068 GT Sense contig346 contig346 Unannota CGAAATTGCATGTGTATCAACTTTTTCCCAATACTAGCTAAATCACACCTcontig346 Solyc06g Integrase core doma       SL2.40ch AT1G77030.1  ATP bind                      chr1:289  9.25306 14.307 38.6592 28.1892 40.9627 54.0576
Sense GT Sens -0.540 Detected 0.540 Detected 0.000 1.072 Detected 1.581 Detected 1.326 0.156 GT Sense contig347 contig347 Unannota TTTCTTGAAATAACAACAAGGATCCTTTTCAGCTTTGCAGAATCCACTCTcontig347 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G17205.1 13.5714 23.5079 58.6213 41.1737 43.2497 60.3761
Sense GT Sens -0.292 Detected 0.292 Detected 0.000 1.097 Detected 1.299 Detected 1.198 0.061 GT Sense contig347 contig347 Unannota TTCATCTCAAACGTTGCAGACAACCTTGTCTTCAGATTGTTAATCTCCC contig347 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G17205.1 27.3478 33.5848 92.4595 69.0501 74.6614 84.2522
Sense GT Sens 0.056 Detected -0.056 Detected 0.000 1.253 Detected 1.105 Detected 1.179 0.006 GT Sense contig347 contig347 Unannota TGGTCTCAACTAACAACTAAACACTCTAACTAGTCCCCACTGTGTCTAG contig347 Solyc11g Receptor   GO:00016 SL2.40ch AT4G31570.1  unknown   chr4:152  18.3619 13.9159 21.2678 15.4347 43.8576 38.8631
Sense GT Sens 0.608 Comprom -0.608 Comprom 0.000 1.117 Detected 1.231 Detected 1.174 0.194 GT Sense contig347 contig347 Unannota CAGTTTGGTTTTAGTTTTTAAGAGGAAACGGTGTCATTTCTGAAAACAG contig347 Solyc03g Receptor   GO:00055 SL2.40ch AT5G13950.2  unknown   chr5:449  6.64003 2.34243 5.58173 12.4895 9.85078 10.4593
Sense GT Sens 0.048 Comprom -0.048 Comprom 0.000 1.215 Detected 1.568 Detected 1.392 0.017 GT Sense contig347 contig347 Unannota GACAGATAATAGTCAAAATCTATTCTAGTATTCCATGATGGTAGCCTGG contig347 Solyc01g At2g23590-like prote      SL2.40ch AT2G3919ATATH8  ATATH8;   chr2:163  5.76915 4.42122 12.0126 2.47757 13.4982 16.9248
Sense GT Sens 0.496 Detected -0.496 Comprom 0.000 1.408 Detected 1.022 Detected 1.215 0.150 GT Sense contig347 contig347 Unannota GCTGTGCATTTCTGCTGTTTTTCAACCTGTACACCTGTTTAAAAGGAAT contig347 Solyc03g RNA-bind               GO:00056 SL2.40ch AT5G01780.1  oxidored   chr5:302  11.106 4.57239 10.0888 11.3771 21.7685 16.3546
Sense GT Sens -0.013 Comprom 0.013 Comprom 0.000 1.443 Detected 1.181 Detected 1.312 0.010 GT Sense contig347 contig347 Unannota TTCATCATCTTTTACGGGTTTCCAACGGTTTGCGGAGAGGCGATAAGTCcontig347 Solyc04g Cellulose                     GO:00167 SL2.40ch AT1G30860.1 4.13218 3.44747 9.5135 16.8923 11.8157 9.67394
Sense GT Sens 0.264 Detected -0.264 Comprom 0.000 1.255 Detected 0.987 Detected 1.121 0.063 GT Sense contig348 contig348 Unannota CAAAGCACAAACAAACCCCAAGAGGCAAACAAAGACATACTTTTTATCATcontig348 Solyc02g Unknown Protein (A  SL2.40ch AT2G29710.1  UDP-gluc      chr2:126  9.67284 5.49475 3.69399 5.18375 20.0303 16.3354
Sense GT Sens -0.116 Comprom 0.116 Comprom 0.000 1.202 Detected 0.965 Detected 1.084 0.023 GT Sense contig348 contig348 Unannota TCATACAAACAAGCTCTGATTAATGGTGGACATTAGTGGTGGAAGAACT contig348 Solyc04g054620.1.1 AT4G23500.1  glycoside           chr4:122  6.81945 6.56183 4.36267 13.3956 17.7182 14.7621
Sense GT Sens -1.166 Comprom 1.166 Comprom 0.000 1.222 Detected 1.133 Detected 1.178 0.419 GT Sense contig348 contig348 Unannota TCGAAACCTTACCAGCTAGCCACATATGGGACAACACGGTTTTAGGCCTcontig348 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G0183PGP5  PGP5 (P-           chr4:785  2.05204 8.46071 4.47097 6.06844 11.1928 10.3271
Sense GT Sens -0.489 Detected 0.489 Detected 0.000 1.357 Detected 1.922 Detected 1.640 0.101 GT Sense contig348 contig348 Unannota ATTCTGTAAGGATGAAGGGATTGCTCGACATCGCACTGTCAGAAATACAcontig348 Solyc01g tRNA pseu                  GO:00094 SL2.40ch AT3G0226BIG, DOC        BIG (BIG)          chr3:431  29.2414 47.1636 174.929 94.0049 109.517 159.075
Sense GT Sens -0.680 Detected 0.680 Detected 0.000 1.761 Detected 2.070 Detected 1.915 0.111 GT Sense contig348 contig348 Unannota GAAGATCAAGAGGTTGCGAACTGATAATGGGCTGGAATTCTGTTGGTC contig348 Solyc01g tRNA pseu                  GO:00094 SL2.40ch AT3G0226BIG, DOC        BIG (BIG)          chr3:431  36.7244 77.2618 292.43 157.973 207.85 252.734
Sense GT Sens -0.060 Comprom 0.060 Comprom 0.000 1.548 Detected 0.827 Detected 1.188 0.083 GT Sense contig349 contig349 Unannota ATAAAAAGTAAAAGTACAGAGAAACCCTAAAAACAGAAAATGGGGCAAACcontig349 Solyc01g Skp1 (AHR                  GO:00055 SL2.40ch AT4G3490ATXDH2,   XDH2 (XX                          chr4:166  8.25923 7.35635 3.34055 2.20931 26.2534 15.6302
Sense GT Sens -0.451 Comprom 0.451 Comprom 0.000 1.645 Detected 2.026 Detected 1.836 0.064 GT Sense contig349 contig349 Unannota TTTTTGCAGACGAAAGAGCAAGCAAACGTTCCGTCAACTTCGACTCAGCcontig349 Solyc00g Unknown Protein (A  SL2.40ch AT4G02550.3  unknown   chr4:112  2.11869 3.24486 5.71327 3.63262 9.4452 12.0684
Sense GT Sens -0.262 Comprom 0.262 Comprom 0.000 1.750 Detected 2.272 Detected 2.011 0.032 GT Sense contig349 contig349 Unannota CTAAGCACAGATTGTACTTAGGGCATCATTTTATTTGTATCTACTAATAGcontig349 Solyc05g Os03g0731050 prote                   SL2.40ch AT5G45530.1  unknown   chr5:184  2.01954 2.37925 1.96431 2.27409 8.4886 11.9686
Sense GT Sens 0.888 Detected -0.888 Comprom 0.000 4.059 Detected 0.845 Detected 2.452 0.313 GT Sense contig349 contig349 Unannota TACTGGACATCAACCTTTGGAATTTCCAAATCTGTAACCTCTACACTGC contig349 Solyc12g Had superfamily (Su                  SL2.40ch AT5G35430.1  binding  chr5:136  9.94108 2.37781 3.58108 6.68351 93.3054 9.87253
Sense GT Sens -0.541 Comprom 0.541 Comprom 0.000 2.606 Detected 1.011 Detected 1.808 0.201 GT Sense contig349 contig349 Unannota CTACACAGCCATCCAACAAAAATAAGAAGTTGCGACAACCAAAAGAAAATcontig349 Solyc12g Had superfamily (Su                  SL2.40ch AT5G35430.1  binding  chr5:136  4.21352 7.30344 12.4853 13.4601 38.8744 12.6389
Sense GT Sens 0.478 Comprom -0.478 Comprom 0.000 0.994 Detected 1.320 Detected 1.157 0.149 GT Sense contig350 contig350 Unannota CTTCTTGAGATAATAACTATTTAGCAAAGTGACCATATGAGAAATCAATCcontig350 Solyc02g Aldehyde               GO:00040 SL2.40ch AT1G2380ALDH2B7    ALDH2B7         chr1:841  7.44723 3.14256 16.0051 18.232 11.0969 13.6467
Sense GT Sens -0.378 Comprom 0.378 Detected 0.000 1.268 Detected 0.903 Detected 1.085 0.123 GT Sense contig350 contig350 Unannota CTTTTCCTCGTTGATTCCTCTCAATGAAATTTTCTATGTTGCACTAACAAcontig350 Solyc05g Phytanoy               GO:00055 SL2.40ch ATMG005 NAD4  NADH de     chrM:161  8.35042 11.5531 12.2684 11.9629 27.2423 20.7518
Sense GT Sens 0.241 Comprom -0.241 Comprom 0.000 1.656 Detected 1.656 Detected 1.656 0.020 GT Sense contig351 contig351 Unannota GGCCAATGCTTTGAAATTCTTGTGTTGATAAAGTTTACTCAGTAAAAGG contig351 Solyc09g Caffeoyl-C                GO:00424 SL2.40ch AT5G49370.1 3.98376 2.33712 3.49291 3.14336 11.0724 10.8681
Sense GT Sens -0.060 Detected 0.060 Comprom 0.000 1.618 Detected 1.636 Detected 1.627 0.001 GT Sense contig351 contig351 Unannota CTCGTGTGCACGAAATGATCCAACTAGCTCTTTGATGGAAAGCTTAGAAcontig351 Solyc08g Trypsin proteinase     SL2.40ch AT4G09680.2  unknown   chr4:611  10.9212 9.72003 34.5936 23.9777 36.4214 36.1994
Sense GT Sens 0.360 Comprom -0.360 Comprom 0.000 1.372 Detected 1.479 Detected 1.425 0.059 GT Sense contig351 contig351 Unannota GTGGTGTCTGAGAAGAATCGAGAGATCAATGGCGGTTAAGAAATTAAAAcontig351 Solyc06g Zinc finge                 GO:00036 SL2.40ch AT5G64480.1  unknown   chr5:257  4.7343 2.35478 4.55771 7.06252 9.94825 10.5169
Sense GT Sens -0.445 Comprom 0.445 Comprom 0.000 2.027 Detected 1.810 Detected 1.918 0.053 GT Sense contig352 contig352 Unannota TAAACCCATCAAAATTAGAATTGTAAGATTATGAAATTCACCGAAATAAC contig352 Solyc02g Malonyl-CoA decarb       SL2.40ch AT3G17010.1 2.83811 4.30916 5.55797 6.41275 16.4154 13.854
Sense GT Sens 0.922 Detected -0.922 Comprom 0.000 0.991 Detected 1.059 Detected 1.025 0.383 GT Sense contig352 contig352 Unannota GAATGTGGGTTTAAACATCTTTAATGAGTCAATGCTAACGTGTTCAAAT contig352 Solyc11g Tetratrico                GO:00055 SL2.40ch ATCG010 YCF5  hypothet    chrC:114  9.95926 2.27099 7.4477 5.87185 10.8814 11.1977
Sense GT Sens 0.586 Comprom -0.586 Comprom 0.000 0.971 Detected 1.097 Detected 1.034 0.221 GT Sense contig352 contig352 Unannota CTGCAATTAGGAAAATCAGATATGGTGTCAAGCAAAAATGTATGAACTC contig352 Solyc03g Chromosome 14 co        SL2.40ch AT4G1038NIP5;1, NL    NIP5;1; a         chr4:643  7.53238 2.73809 9.34407 3.63964 10.2513 10.9786
Sense GT Sens -0.197 Detected 0.197 Detected 0.000 1.029 Detected 0.993 Detected 1.011 0.036 GT Sense contig352 contig352 Unannota TTGCATGTTGTTTAGGAATGATCATAAGGATGATGAATTTTGTCATACT contig352 Solyc09g Unknown Protein (A  SL2.40ch AT5G58730.1  pfkB-type      chr5:237  14.7806 15.912 25.0366 23.8646 36.0448 34.4935
Sense GT Sens 0.275 Detected -0.275 Comprom 0.000 1.508 Detected 1.043 Detected 1.276 0.071 GT Sense contig353 contig353 Unannota GTACGTTAGTATGGTGAATATATCAACATCAATGTATTTGGAAAGAATTGcontig353 Solyc02g Glycerop                     GO:00163 SL2.40ch AT1G29560.2 18.2181 10.1959 12.4464 5.84216 44.6271 31.7434
Sense GT Sens -0.542 Comprom 0.542 Comprom 0.000 2.232 Detected 2.161 Detected 2.196 0.056 GT Sense contig353 contig353 Unannota CCACGAAATTGGGTTGGAAACTTGAAGGTTTGATCTTCTTCTTGGAGCTcontig353 Solyc01g Receptor   GO:00046 SL2.40ch AT5G61450.1  2-phosph    chr5:247  1.95171 3.39086 9.91013 3.90125 13.9124 12.9993
Sense GT Sens 0.711 Detected -0.711 Comprom 0.000 1.259 Detected 0.819 Detected 1.039 0.298 GT Sense contig353 contig353 Unannota CTAGCCTGCATGGAGCTAGGGACTTGTCATGGAAAACTCAATATGACACcontig353 Solyc12g Kinesin-like calmod       SL2.40ch AT4G32272.1  FUNCTIO                                                                    chr4:155  12.7274 3.8891 13.641 17.1386 19.3916 14.0284
Sense GT Sens -0.083 Comprom 0.083 Comprom 0.000 0.979 Detected 1.552 Detected 1.266 0.051 GT Sense contig354 contig354 Unannota GAACAATTTTTCTTGAAACAGTAGTGTCCAAGCTAGATAGGACGCTCCT contig354 Solyc02g Ycf2 (AHR             GO:00095 SL2.40ch AT5G6144ACHT5  ACHT5 (A        chr5:247  4.23564 3.89207 7.04473 7.7747 9.21702 13.4563
Sense GT Sens -0.178 Detected 0.178 Detected 0.000 0.979 Detected 1.598 Detected 1.288 0.069 GT Sense contig355 contig355 Unannota AACATTAATGAGAAGACGGAAGCCTTCATAAAGAGTAAGAAGGAAGCTT contig355 Solyc11g021330.1.1 AT5G5633ATACA8,   ACA8 (AL           chr5:228  29.5072 30.9393 56.4195 78.6289 68.5566 103.372
Sense GT Sens -0.090 Detected 0.090 Detected 0.000 1.102 Detected 1.039 Detected 1.071 0.008 GT Sense contig355 contig355 Unannota CTTGCGCCCCCTTGTGTGACTGATCATCGTCTCAGACCAGTTACAGATCcontig355 Solyc00g Unknown Protein (A  SL2.40ch AT4G04570.2  protein k     chr4:229  42.2946 39.2443 39.3489 28.9129 100.707 94.6208
Sense GT Sens 0.288 Detected -0.288 Detected 0.000 0.953 Detected 1.105 Detected 1.029 0.074 GT Sense contig355 contig355 Unannota TTAGTCCAACTCAGATTGGCAGTTGACAACCATCAACATCTGATTCTCC contig355 Solyc10g UDP-gluc             GO:00081 SL2.40ch AT5G18475.1  pentatric      chr5:612  40.507 22.2715 56.3396 46.8758 66.9663 72.9946
Sense GT Sens 0.312 Comprom -0.312 Comprom 0.000 2.001 Detected 1.649 Detected 1.825 0.036 GT Sense contig355 contig355 Unannota CTGAAGAGATCTATGTAGAGCAACCTGATGGTTTCTCAACTCCTGGAAAcontig355 Solyc03g Transposon Ty1-PL                  SL2.40ch AT5G65750.1 4.8379 2.57137 9.72553 5.98271 16.2526 12.5044
Sense GT Sens -0.045 Comprom 0.045 Comprom 0.000 2.086 Detected 2.558 Detected 2.322 0.011 GT Sense contig356 contig356 Unknown             TTTGGGAcontig356 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3            contig356 Solyc08g Unknown Protein (A             SL2.40ch AT5G16520.1  unknown   chr5:539  2.83337 2.46914 2.03168 3.33033 12.9279 17.609
Sense GT Sens 0.626 Detected -0.626 Comprom 0.000 2.071 Detected 1.991 Detected 2.031 0.084 GT Sense contig356 contig356 Unannota ACTAGCGTGCCTTAGCTTATTTGACTAGCTTTTAAGGGTCGAAAATTTA contig356 Solyc01g065830.1.1 AT3G58060.1  cation eff           chr3:214  10.6329 3.65749 23.2524 29.8666 30.1729 28.0077
Sense GT Sens 0.606 Detected -0.606 Comprom 0.000 0.809 Detected 1.451 Detected 1.130 0.241 GT Sense contig356 contig356 Unannota GCTTTACTGAACTGGCATGTCATTTATAACAATTTCAGTACTATGACCTAcontig356 Solyc01g DNA poly                GO:00038 SL2.40ch AT3G12640.1  RNA bind          chr3:401  11.3165 4.00015 10.2735 12.3038 13.5689 20.7949
Sense GT Sens -0.486 Comprom 0.486 Comprom 0.000 1.090 Detected 1.328 Detected 1.209 0.137 GT Sense contig356 contig356 Unannota CATACTTAAGATGAAATTCGCCTAAAACATGTAAAAGAAAAGATAATCTGcontig356 Solyc08g Methiony               GO:00000 SL2.40ch AT5G067 HAT14  HAT14 (H           chr5:206  3.3244 5.33965 3.26076 6.21479 10.3241 11.9514
Sense GT Sens 0.030 Comprom -0.030 Comprom 0.000 1.640 Detected 1.300 Detected 1.470 0.013 GT Sense contig357 contig357 Integral m                  TTGGAGGcontig357 Solyc01g Solyc01g Integral membrane protein (AH                 contig357 Solyc01g Integral membrane p                  SL2.40ch AT3G43630.1  nodulin,   chr3:155  6.65527 5.23239 3.54407 11.8146 21.1728 16.4217
Sense GT Sens 0.075 Comprom -0.075 Comprom 0.000 0.829 Detected 1.959 Detected 1.394 0.134 GT Sense contig357 contig357 Unannota TTGCTTCTGGTAGGTTAACTTAGTCACATATACTAGCTTTTGCAGCTAT contig357 Solyc06g Glycosylt                GO:00472 SL2.40ch AT5G64980.1  unknown   chr5:259  7.21457 5.32624 15.4286 7.66319 12.6783 27.2372
Sense GT Sens -0.174 Comprom 0.174 Comprom 0.000 1.123 Detected 1.682 Detected 1.403 0.051 GT Sense contig357 contig357 Unknown   TTTGCCTcontig357 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig357 Solyc11g Unknown Protein (A  SL2.40ch AT5G57670.2  protein k     chr5:233  3.43429 3.57883 9.50702 7.74488 8.79479 12.7124
Sense GT Sens -0.184 Comprom 0.184 Comprom 0.000 1.375 Detected 2.077 Detected 1.726 0.049 GT Sense contig358 contig358 Unannota CCTAATTATGAGATGTGACTCAAAAAATATAATTGTTGTGGCAGCTGTA contig358 Solyc01g UPF0497 membrane                    SL2.40ch AT4G2456UBP16  UBP16 (U            chr4:126  2.77878 2.93644 2.89524 4.92086 8.52902 13.621
Sense GT Sens -0.253 Comprom 0.253 Comprom 0.000 1.323 Detected 1.697 Detected 1.510 0.041 GT Sense contig358 contig358 Unannota ATAAGGTAGGGATATGGTGGTGTGCTAACCATCCTCCTCATACCGCACTcontig358 Solyc04g Polygalac               GO:00059 SL2.40ch AT3G52700.1  unknown   chr3:195  2.87858 3.34874 3.18313 5.43596 8.94198 11.3784
Sense GT Sens 0.705 Detected -0.705 Comprom 0.000 0.872 Detected 1.299 Detected 1.086 0.278 GT Sense contig358 contig358 Unannota CAAATCCACATGTACAAATGCAGAAATATACATAAACAAGGGTTCTCAGGcontig358 Solyc03g Unknown Protein (A  SL2.40ch AT3G04150.1  germin-li     chr3:108  13.7511 4.24013 11.7029 13.4449 16.0917 21.2387
Sense GT Sens 0.736 Comprom -0.736 Comprom 0.000 1.305 Detected 1.164 Detected 1.234 0.237 GT Sense contig358 contig358 Unannota CTACAGTTGCTTCAACTCCATTCTTTGTTTCCTACTAATTCTCATCAGGAcontig358 Solyc04g Receptor   GO:00046 SL2.40ch AT5G28630.1  glycine-r    chr5:106  8.32157 2.45702 6.19073 9.55034 12.8668 11.4474
Sense GT Sens -0.614 Comprom 0.614 Comprom 0.000 1.566 Detected 1.261 Detected 1.413 0.155 GT Sense contig359 contig359 Unannota TGAACTTTTCAACAAAACCAATCAAAATTGAAGAAAACCAAGCAAACCCCcontig359 Solyc05g Enoyl-CoA              GO:00081 SL2.40ch AT1G27150.1  binding  chr1:942  2.7164 5.213 4.93938 19.118 12.8266 10.1899
Sense GT Sens -0.135 Detected 0.135 Detected 0.000 1.372 Detected 1.434 Detected 1.403 0.010 GT Sense contig360 contig360 Unannota CGGAAGAGAAATCAAACCTAAAATCGATTGAACAGCAACAAAAATCAAAAcontig360 Solyc08g Opaque 2                GO:00469 SL2.40ch AT1G49890.1  unknown   chr1:184  210.743 208.067 220.449 184.236 624.227 639.39
Sense GT Sens 0.289 Comprom -0.289 Comprom 0.000 1.269 Detected 1.169 Detected 1.219 0.053 GT Sense contig360 contig360 Unannota CTCTGAAATGTTGCTCTAGCTGTTAATTTTTGTCCAATGTTGATTTCTATcontig360 Solyc05g pH-response regula               SL2.40ch AT5G26630.1 5.21089 2.86054 11.5533 11.4583 10.7137 9.8085
Sense GT Sens -0.164 Comprom 0.164 Comprom 0.000 1.864 Detected 2.509 Detected 2.187 0.026 GT Sense contig360 contig360 Unannota GGTAGAGAAGCGTTACAATTTCTTTTGATATCCAACATGATAGACCTTA contig360 Solyc03g At5g24280-like prote      SL2.40ch AT5G24280.1  EXPRESS                                                            chr5:825  2.2514 2.31658 1.83638 2.13827 9.57492 14.6942
Sense GT Sens 0.160 Comprom -0.160 Comprom 0.000 1.632 Detected 1.821 Detected 1.727 0.011 GT Sense contig360 contig360 Unannota TCATAATTGTGTAAAGATAGCATCTTTGGTGTTAGGAAAAAATATTGGA contig360 Solyc04g Receptor   GO:00163 SL2.40ch AT4G27595.1  unknown   chr4:137  3.70288 2.43086 2.35203 5.63989 10.7072 11.9829
Sense GT Sens -0.444 Comprom 0.444 Comprom 0.000 1.573 Detected 2.005 Detected 1.789 0.068 GT Sense contig361 contig361 Unannota CCATAGACAACCTAAGAGAATTTGAGGCTCAGATCTGTTGAGGAAAATA contig361 Solyc12g Unknown Protein (A  SL2.40ch AT1G78720.1 2.02799 3.07311 2.74266 3.40444 8.55269 11.327
Sense GT Sens -0.035 Detected 0.035 Detected 0.000 0.857 Detected 1.279 Detected 1.068 0.038 GT Sense contig361 contig361 DNA-direc                    GGAAGACcontig361 Solyc03g Solyc03g DNA-direc                    GO:0006350 contig361 Solyc03g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  23.4825 20.1811 68.9036 48.3298 45.4081 59.7171
Sense GT Sens -0.071 Detected 0.071 Detected 0.000 1.476 Detected 1.471 Detected 1.474 0.002 GT Sense contig361 contig361 Unannota AGCTTAAGCAAACTACTGCAAGAATTGAGGAGTGTCGGGTCAAGGCACTcontig361 Solyc10g Transcrip               GO:00056 SL2.40ch AT4G16670.1  phospho    chr4:938  80.1694 72.4383 44.1778 51.0348 244.11 238.792
Sense GT Sens 0.426 Comprom -0.426 Comprom 0.000 1.590 Detected 1.279 Detected 1.434 0.087 GT Sense contig361 contig361 Unannota TCAGTCTCAACTGAATATCCTTATCTGGTTATGTTGTGACAGCGCGCTT contig361 Solyc04g CCR4-NO                    GO:00036 SL2.40ch AT3G21170.1  F-box fam    chr3:741  7.35853 3.34117 6.36839 8.22685 17.1897 13.5944
Sense GT Sens 0.610 Detected -0.610 Comprom 0.000 0.991 Detected 1.140 Detected 1.065 0.225 GT Sense contig362 contig362 Unannota GGAAGGAAGAACAATTACTAAAAGGAAGCTCATTTCTATGTGCAAATGG contig362 Solyc03g Sucrose s                 GO:00161 SL2.40ch AT4G30100.1 12.3937 4.36026 10.9045 4.5907 16.8195 18.3047
Sense GT Sens -0.175 Detected 0.175 Detected 0.000 0.926 Detected 1.139 Detected 1.032 0.037 GT Sense contig362 contig362 Unannota TTCTCCATAGCTTGAATCACTGAAGAACCAGGTCCCTCACTCTGTGCAGcontig362 Solyc10g Unknown Protein (A  SL2.40ch AT5G5496PDC2  PDC2 (py               chr5:223  31.3998 32.793 67.4279 59.6354 70.2031 79.8515
Sense GT Sens -0.605 Comprom 0.605 Comprom 0.000 2.376 Detected 2.271 Detected 2.324 0.062 GT Sense contig362 contig362 Unannota TTGAGTATAGCAATTTCTACCTCTTTACCACTTAACCGCATAGTGAGCT contig362 Solyc10g Unknown Protein (A  SL2.40ch AT5G5496PDC2  PDC2 (py               chr5:223  1.89223 3.58342 17.2494 12.4425 15.5691 14.2004
Sense GT Sens 0.198 Comprom -0.198 Comprom 0.000 2.620 Detected 2.896 Detected 2.758 0.008 GT Sense contig362 contig362 Unannota CGAAACACAAGATATCAGACCCTTCTGACCATTGATCACGCTTATGTGG contig362 Solyc08g Calmodul                 GO:00055 SL2.40ch AT5G60400.3 3.77052 2.34766 11.8425 11.4224 21.0566 25.0363
Sense GT Sens -0.266 Comprom 0.266 Comprom 0.000 1.888 Detected 2.187 Detected 2.038 0.022 GT Sense contig362 contig362 Unannota TTGAGTTGGTGAAAGTGTGTGATTTCACACTCCTTAAGACGAGTGAGTAcontig362 Solyc08g Calmodul                 GO:00055 SL2.40ch AT5G60400.3 1.92991 2.28471 5.93464 2.07101 8.94871 10.8066
Sense GT Sens -0.835 Comprom 0.835 Comprom 0.000 1.006 Detected 1.283 Detected 1.145 0.309 GT Sense contig363 contig363 Unannota TGCACTCCACTGTATAATTAAATATTGAATACTTTTGCATTTGAATATAT contig363 Solyc08g ADP-ribos                GO:00800 SL2.40ch AT2G3468AIR9  AIR9; pro    chr2:146  3.35266 8.74494 17.0337 12.9278 12.5222 14.8953
Sense GT Sens 0.202 Detected -0.202 Detected 0.000 0.968 Detected 1.709 Detected 1.339 0.087 GT Sense contig363 contig363 Unannota AGGCTTTGTTAAATGACTGTCATCAAAACATAGGAAGGGCTAGACTTCA contig363 Solyc08g Receptor   GO:00046 SL2.40ch AT1G20380.1 46.8577 28.9949 42.1823 31.5127 83.0305 136.189
Sense GT Sens 0.138 Detected -0.138 Detected 0.000 0.910 Detected 1.698 Detected 1.304 0.089 GT Sense contig363 contig363 Unannota TAGCAGAGCAAACCTCCTATGTTATTAGAAATCAGCGCCGTATGAATGA contig363 Solyc08g Receptor   GO:00046 SL2.40ch AT1G20380.1 64.237 43.4529 50.4007 52.4083 114.32 193.771
Sense GT Sens 0.440 Detected -0.440 Comprom 0.000 0.987 Detected 1.345 Detected 1.166 0.133 GT Sense contig364 contig364 Unannota TCAGATCAACCCATAAGTTCACAAGATTTCAAGTTGAAGTAACCCCAAAGcontig364 Solyc09g Actin-dep                 GO:00510 SL2.40ch AT3G31402.1  FUNCTIO                       chr3:127  13.2789 5.91428 9.29472 7.20219 20.2215 25.441
Sense GT Sens -0.412 Comprom 0.412 Detected 0.000 1.508 Detected 1.861 Detected 1.684 0.064 GT Sense contig364 contig364 Unannota GATCAGCTTCTTTAGCCAATACCCGTAATTTAACTCATCACATCAATCATcontig364 Solyc09g Actin-dep                 GO:00510 SL2.40ch AT3G31402.1  FUNCTIO                       chr3:127  8.75533 12.7021 17.5586 21.2819 34.5258 43.2798
Sense GT Sens -0.017 Comprom 0.017 Comprom 0.000 1.611 Detected 2.251 Detected 1.931 0.026 GT Sense contig364 contig364 Unannota ACACATGTTATTAATGTATCAGTTAATTTAAATCCAACAGAGCAAATCCAcontig364 Solyc08g Unknown Protein (A  SL2.40ch AT1G28680.1  transfera     chr1:100  2.93788 2.46451 3.02993 3.59553 9.46318 14.4741
Sense GT Sens -0.067 Detected 0.067 Detected 0.000 1.397 Detected 1.039 Detected 1.218 0.024 GT Sense contig364 contig364 Cytochro                 TTCTCCAcontig364 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198     contig364 Solyc07g Cytochro  GO:00083 SL2.40ch AT2G267 BAS1, CY    BAS1 (PH            chr2:113  17.8664 16.0668 25.1685 28.5768 51.3714 39.3557
Sense GT Sens -0.372 Comprom 0.372 Comprom 0.000 1.262 Detected 1.623 Detected 1.443 0.073 GT Sense contig365 contig365 Unannota GAATGGAAGAGAGAAGAAAGAAATTTGGTTATACTTGAATTTCAAATTC contig365 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G0380EMB175,    EMB175      chr5:101  3.05908 4.19839 2.87915 5.02319 9.89466 12.4795
Sense GT Sens -0.078 Comprom 0.078 Comprom 0.000 1.748 Detected 1.918 Detected 1.833 0.004 GT Sense contig365 contig365 Unannota CATTCTTGCACAAACCATTGAAACCTAACGGATTTTCAATCAGAAAATGCcontig365 Solyc01g Unknown Protein (A  SL2.40ch AT5G37920.1  unknown   chr5:150  2.51413 2.29436 2.53084 5.33358 9.28933 10.2596
Sense GT Sens -0.130 Detected 0.130 Detected 0.000 1.035 Detected 0.998 Detected 1.016 0.016 GT Sense contig366 contig366 Unannota GAGTGACAGAGTTCTTACAGATCCTACAAAGTATCAGAGACTTGTAGGCcontig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 12.9464 12.7018 28.4132 31.7914 30.2536 28.9375
Sense GT Sens -0.536 Comprom 0.536 Comprom 0.000 1.331 Detected 1.123 Detected 1.227 0.153 GT Sense contig367 contig367 Unannota CGAATCGCACTTAATTAATACCAACGTTACTTTCATGGGATCAATCACTCcontig367 Solyc09g Helicase-like protein                 SL2.40ch AT4G31080.1  unknown   chr4:151  3.22735 5.55573 10.203 6.84408 12.2671 10.4243
Sense GT Sens -0.140 Comprom 0.140 Comprom 0.000 0.888 Detected 1.123 Detected 1.006 0.032 GT Sense contig367 contig367 Unannota AGTACAATATGAACATAGTTTTCTTTTGTGGAATCACAGAAGCAGGAAA contig367 Solyc03g Cell divisi                 GO:00055 SL2.40ch AT5G51470.1 5.16039 5.13519 14.2576 15.4837 10.9711 12.6701
Sense GT Sens -0.267 Comprom 0.267 Comprom 0.000 1.592 Detected 2.010 Detected 1.801 0.034 GT Sense contig367 contig367 Unannota TAAGTTGATTTATAGTACGACTCTCCAAGGACAAACCAAGGTCCCTTGA contig367 Solyc10g 2-oxoglut                  GO:00164 SL2.40ch AT3G58560.1  endonuc     chr3:216  2.2131 2.62475 2.49199 2.57976 8.36842 10.9715
Sense GT Sens 0.033 Comprom -0.033 Comprom 0.000 1.525 Detected 2.187 Detected 1.856 0.031 GT Sense contig367 contig367 Unannota GATTATCGTGTTACTCATTCAGCAGACACAAATCATTTTCAATGAATGG contig367 Solyc10g Acyl-CoA                 GO:00551 SL2.40ch AT2G25640.1 2.89771 2.26774 1.78115 2.01717 8.49209 13.1945
Sense GT Sens -0.648 Comprom 0.648 Comprom 0.000 1.560 Detected 1.641 Detected 1.600 0.133 GT Sense contig367 contig367 Unannota CAAGGAATGCCCTAAAACAGAAATTAGAGAAGGTTAGCAGATCAGTCAA contig367 Solyc04g CONSTANS interact                     SL2.40ch AT5G62360.1  invertase       chr5:250  2.98055 5.99176 7.76401 2.26757 14.343 14.8928
Sense GT Sens -0.958 Comprom 0.958 Detected 0.000 1.023 Detected 1.255 Detected 1.139 0.359 GT Sense contig369 contig369 Unannota GTCACTTTAGATGAGGTTGTCGTCCATTTGAATATGATATCATAACAAA contig369 Solyc12g Beta-gala                GO:00059 SL2.40ch AT4G09780.1  meprin a           chr4:615  4.61724 14.2789 12.548 14.6764 19.0036 21.8995
Sense GT Sens -0.368 Detected 0.368 Detected 0.000 1.756 Detected 1.862 Detected 1.809 0.040 GT Sense contig370 contig370 Unannota AATCCCCTCACAAATCTGTGGATCCTCTCTGTCTCATTTGGAATAATGG contig370 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G21940.1 20.6643 28.1778 130.478 65.7034 93.8195 99.1124
Sense GT Sens -0.416 Comprom 0.416 Detected 0.000 1.956 Detected 2.001 Detected 1.978 0.042 GT Sense contig370 contig370 Unannota AGTCAACTGGCAAAAATGCGCCTCATACTCTATAACCGATAAACCATCC contig370 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G21940.1 8.13859 11.8632 28.2635 21.3906 43.8839 44.4399
Sense GT Sens -0.453 Detected 0.453 Detected 0.000 1.092 Detected 1.654 Detected 1.373 0.123 GT Sense contig370 contig370 Unannota ATGAAAGACTTAGGACCAGCAAGGCAGATTCTTGGCATGCAGATTGTCCcontig370 Solyc01g Pol polyprotein (AHR                SL2.40ch AT5G40710.1  zinc finge       chr5:162  30.9624 47.5518 140.56 84.0377 94.2083 136.454
Sense GT Sens -0.163 Comprom 0.163 Comprom 0.000 0.971 Detected 1.479 Detected 1.225 0.056 GT Sense contig370 contig370 Unannota GCCAAGAAATTGGTATTATCACAAGAGAAGTACATTCAGAAAGTACTTC contig370 Solyc01g Pol polyprotein (AHR                SL2.40ch AT5G40710.1  zinc finge       chr5:162  5.10157 5.23985 12.7951 10.162 11.6711 16.2849
Sense GT Sens 0.587 Detected -0.587 Comprom 0.000 1.243 Detected 1.660 Detected 1.451 0.145 GT Sense contig371 contig371 Unannota CGCTATTCGAGATTAAAGAGATGAAATGTTATAGCTTAAATTCAACATCGcontig371 Solyc07g Helicase-like protein                 SL2.40ch AT5G66005.3  Expresse    chr5:263  13.0616 4.74498 17.2304 11.451 21.4554 28.1165
Sense GT Sens -0.159 Comprom 0.159 Comprom 0.000 1.054 Detected 3.286 Detected 2.170 0.194 GT Sense contig371 contig371 Unannota GTAGCTTACCTGTTTCGCCTCTATTTCCAACATCAATCCATTTATGTGA contig371 Solyc02g Unknown Protein (A  SL2.40ch AT1G13520.1 4.00994 4.09308 11.7203 7.52527 9.68271 44.6625
Sense GT Sens -0.051 Comprom 0.051 Comprom 0.000 1.937 Detected 1.968 Detected 1.952 0.001 GT Sense contig371 contig371 Unannota TTGGAAAAAACATGCAAAAACACTAGGTGATTTCTTTCGACTTGTCCAA contig371 Solyc01g Phosphat                 GO:00038 SL2.40ch AT4G1999FRS1  FRS1 (FA        chr4:108  3.07682 2.70314 3.50091 3.40249 12.7158 12.7479
Sense GT Sens -0.366 Comprom 0.366 Comprom 0.000 1.334 Detected 1.474 Detected 1.404 0.064 GT Sense contig372 contig372 Unannota GGTTGTTGTTCTTGGATTGTTTTAGCTTAAAGCTGAATGGATTGAATCT contig372 Solyc08g Dtdp-gluc                GO:00102 SL2.40ch AT5G4525RPS4  RPS4 (RE        chr5:183  3.15062 4.28889 10.3375 29.1288 10.6729 11.5426
Sense GT Sens -0.455 Detected 0.455 Detected 0.000 2.861 Detected 2.171 Detected 2.516 0.048 GT Sense contig372 contig372 Unannota GCATGCATGCAATCCCATTAGTACTGTACTACACTACTAATGAAGTAGA contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  36.3305 55.9532 57.0736 90.1293 377.19 229.394
Sense GT Sens 0.039 Detected -0.039 Detected 0.000 3.159 Detected 1.696 Detected 2.428 0.080 GT Sense contig372 contig372 Unannota GCCACGGTGGCTACATTCCTTGAACTTTCATAACTTTGTACTATAAAAG contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  44.095 34.2153 47.4469 87.4509 399.536 142.265
Sense GT Sens -0.174 Comprom 0.174 Comprom 0.000 1.300 Detected 1.401 Detected 1.350 0.018 GT Sense contig372 contig372 Unannota GAATCTTAACTTGCAGAAAAGAACAAGGCAGTGGCATGGCAATGATGTAcontig372 Solyc08g Light-inducible prote      SL2.40ch AT3G5443SRS6  SRS6 (SH     chr3:201  3.6664 3.82219 3.11695 3.18233 10.6141 11.17
Sense GT Sens -0.094 Comprom 0.094 Comprom 0.000 1.383 Detected 1.619 Detected 1.501 0.010 GT Sense contig373 contig373 Unannota CCATGAAGTCGCATTACATGCATCTGGCATGTAACTGGTTAATACAGAA contig373 Solyc08g TOX high                     GO:00056 SL2.40ch AT5G51930.1  glucose-       chr5:211  3.25321 3.03414 1.81942 5.46083 9.43731 10.9097
Sense GT Sens 0.483 Detected -0.483 Comprom 0.000 1.216 Detected 1.143 Detected 1.180 0.135 GT Sense contig373 contig373 Unannota GATTGCACGTACAAAAGCAATAACTACATGGGAGATATATGATCATCAA contig373 Solyc08g TOX high                     GO:00056 SL2.40ch AT5G51930.1  glucose-       chr5:211  11.3848 4.77661 12.8262 16.4114 19.7308 18.4042
Sense GT Sens -0.420 Comprom 0.420 Comprom 0.000 1.210 Detected 1.395 Detected 1.303 0.094 GT Sense contig373 contig373 Unannota TTCACAATCACGACAGGTTCAATCAATGAGTAAACCATATCCAACACCATcontig373 Solyc09g Nuclear movement p              SL2.40ch AT1G27470.1 3.22215 4.72686 4.92109 2.25742 10.397 11.6022
Sense GT Sens -0.350 Detected 0.350 Detected 0.000 0.825 Detected 1.280 Detected 1.053 0.128 GT Sense contig373 contig373 Unannota GAGATCATGTTGTATTCGTCTGGTCCTATGCCACAAATTAGAATTTTCT contig373 Solyc03g Transposon Ty1-PL                  SL2.40ch AT5G39785.2  structura      chr5:159  16.0092 21.2921 34.7506 36.3394 37.6687 50.6712
Sense GT Sens -1.124 Comprom 1.124 Comprom 0.000 1.978 Detected 1.201 Detected 1.589 0.313 GT Sense contig373 contig373 Unannota ATATTGAGTAGGTTGAGATTGAGGAGGTCAAGGAGGAAAAGTGACATCAcontig373 Solyc08g Fatty acid                 GO:00099 SL2.40ch AT1G04200.1  unknown   chr1:110  2.02218 7.86586 12.5217 7.04742 18.0907 10.3614
Sense GT Sens 0.313 Comprom -0.313 Comprom 0.000 1.013 Detected 1.376 Detected 1.195 0.081 GT Sense contig374 contig374 Unannota GCAGTATGTTGTCTTGCAGTCCGTTCACATTAGTTGTCGTAGTATTGCT contig374 Solyc01g Unknown Protein (A  SL2.40ch AT5G16010.1 5.86097 3.11073 2.32325 7.27187 9.92419 12.523
Sense GT Sens 0.346 Comprom -0.346 Comprom 0.000 1.345 Detected 1.915 Detected 1.630 0.068 GT Sense contig374 contig374 Unannota TGACGTACCAAGTGAAGGCTATTCCTGATAAGCTTTGAATAAATAACCT contig374 Solyc09g018530.1.1 AT3G45940.1  alpha-xyl    chr3:168  7.68594 3.89867 11.7252 17.8676 16.0154 23.3337
Sense GT Sens 0.056 Detected -0.056 Detected 0.000 0.962 Detected 1.286 Detected 1.124 0.022 GT Sense contig374 contig374 Unannota ATCATTATAAATAATAATTTATTCATACACTATTAAATAGTGCAGGGATA contig374 Solyc03g115210.2.1 AT2G28830.1 113.923 86.3732 122.554 97.3066 222.462 273.331
Sense GT Sens -0.180 Detected 0.180 Detected 0.000 1.499 Detected 1.235 Detected 1.367 0.026 GT Sense contig374 contig374 Unannota TTTCATGAGTGTTTGATTGAATTGATCAAAGTTTAAGTCTATCGGTTTATcontig374 Solyc08g Exostosin              GO:00038 SL2.40ch AT2G42000.1 22.5342 23.6952 29.8718 24.0511 75.2288 61.4819
Sense GT Sens 0.463 Comprom -0.463 Comprom 0.000 1.098 Detected 1.325 Detected 1.211 0.126 GT Sense contig374 contig374 Unannota CACCAGAATGCTTTTTTGATGGATTGGAACTGATTGAGATGTAAAGAGA contig374 Solyc02g Inositol 1                   GO:00044 SL2.40ch AT2G1609ATARI12,   zinc finge    chr2:698  6.60634 2.84988 6.06479 7.22082 10.6944 12.2821
Sense GT Sens -0.583 Comprom 0.583 Comprom 0.000 0.936 Detected 1.137 Detected 1.036 0.222 GT Sense contig374 contig374 Unannota GACCTAAATAACAAGATCCAAAGAAATCAGTGTTTACAAGGACTAACATCcontig374 Solyc04g cytochrom  GO:00102 SL2.40ch AT5G3763EMB2656  EMB2656      chr5:149  3.07384 5.64649 4.43074 8.19897 9.17598 10.3565
Sense GT Sens -0.059 Comprom 0.059 Comprom 0.000 1.435 Detected 1.361 Detected 1.398 0.002 GT Sense contig375 contig375 Unannota GGGTGGCAGATGAAACACAATGAACTAGCTGAAACGAACAAGCAAACAGcontig375 Solyc06g Uncharac                  GO:00046 SL2.40ch AT2G19090.1  unknown   chr2:826  3.70773 3.2978 2.09405 3.58283 10.8856 10.1494
Sense GT Sens 0.115 Comprom -0.115 Comprom 0.000 1.420 Detected 1.038 Detected 1.229 0.031 GT Sense contig375 contig375 Unannota ACTATGGCCGGGATACACCTGAGGCTTATGAGGAATCAGCAAGTTTAAAcontig375 Solyc09g Serine/thr                 GO:00064 SL2.40ch AT2G01820.1  leucine-r       chr2:357  5.57134 3.89186 5.6128 3.97326 14.3477 10.8049
Sense GT Sens -1.035 Comprom 1.035 Detected 0.000 1.835 Detected 2.453 Detected 2.144 0.186 GT Sense contig375 contig375 Unannota CTCATTCACGATAGAGAACAAAATTATTCTCTATCCTTTTCTTCATCCACcontig375 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G01810.1  protein tr    chr4:776  4.1924 14.4219 19.1901 20.5267 31.95 48.1153
Sense GT Sens -0.200 Detected 0.200 Detected 0.000 1.189 Detected 0.929 Detected 1.059 0.047 GT Sense contig376 contig376 Unannota TTTCTTAAATGAAGACATTCATGATCAAAAGATCATATGAAATTTTCTTT contig376 Solyc09g UBA/TS-N                  GO:00310 SL2.40ch AT1G55545.1  unknown   chr1:207  14.5539 15.7248 11.7966 8.30497 39.7121 32.557
Sense GT Sens 0.599 Comprom -0.599 Comprom 0.000 1.247 Detected 1.120 Detected 1.183 0.189 GT Sense contig376 contig376 Unannota CTTTCAGCCATCAGATGAAATCGTCTTGGTCACCATTTTGTAGTTCCAG contig376 Solyc06g Cc-nbs-lr   GO:00069 SL2.40ch AT4G02300.1  pectinest     chr4:100  6.95437 2.48167 13.0021 10.9465 11.3543 10.2028
Sense GT Sens 0.163 Comprom -0.163 Comprom 0.000 1.009 Detected 1.498 Detected 1.253 0.051 GT Sense contig376 contig376 Unannota ACCCAGAGTCAAGATGGAAAATGATCCGAATCAGGAGGAATGCCAACAGcontig376 Solyc10g Cell differ                 GO:00428 SL2.40ch AT3G0165RGLG1  RGLG1 (R           chr3:242  5.01808 3.27816 4.8085 3.39334 9.39638 12.9436
Sense GT Sens 0.091 Detected -0.091 Comprom 0.000 1.139 Detected 0.998 Detected 1.069 0.011 GT Sense contig376 contig376 Unannota ATTACAAAATAAGGAAAAAGGAAAATGTACAAATTTACCTGTGATATTTGcontig376 Solyc12g Histone-ly               GO:00056 SL2.40ch AT5G61390.1  exonucle     chr5:246  17.5926 12.7062 22.9964 16.5447 37.9252 33.753
Sense GT Sens 0.166 Comprom -0.166 Comprom 0.000 0.840 Detected 2.072 Detected 1.456 0.150 GT Sense contig377 contig377 Unannota GATGTTAACGAACTTCGTGTCAAGCAAAACAAGTTCACATAAAACGAAG contig377 Solyc11g Copper c                GO:00300 SL2.40ch AT3G5624CCH  CCH (CO      chr3:208  4.6524 3.02559 6.70565 2.04173 7.73484 17.8323
Sense GT Sens -0.045 Detected 0.045 Detected 0.000 1.135 Detected 1.020 Detected 1.077 0.005 GT Sense contig377 contig377 Gelsolin (            GGAGCTTcontig377 Solyc00g Solyc00g Gelsolin (            GO:00037 GO:00037  contig377 Solyc10g Gelsolin (             GO:00070 SL2.40ch AT5G1940SMG7  SMG7  chr5:654  45.0935 39.3428 113.343 72.0989 106.495 96.5006
Sense GT Sens 0.119 Detected -0.119 Detected 0.000 0.973 Detected 1.265 Detected 1.119 0.027 GT Sense contig378 contig378 Unannota TCAAAAGATACCTATATAGTAAAAGCTACCATTGATGAATTTCACTGGAGcontig378 Solyc12g Multiprote                  GO:00037 SL2.40ch AT4G34480.1 498.772 346.475 947.944 1074.64 939.453 1129.39
Sense GT Sens -0.263 Comprom 0.263 Comprom 0.000 1.307 Detected 1.360 Detected 1.333 0.037 GT Sense contig378 contig378 Unannota CTAGAGGAAGAAAACAGAGAAGGAGACGCGTGGCACTGAGTTAACACT contig378 Solyc11g F2E2.8 (AHRD V1 ***  SL2.40ch AT2G3516SUVH5, S   SUVH5 (S       chr2:148  3.10937 3.66542 7.63091 13.329 9.61686 9.79191
Sense GT Sens 0.097 Comprom -0.097 Comprom 0.000 1.894 Detected 1.956 Detected 1.925 0.003 GT Sense contig379 contig379 Unannota GTCTTTTAATCTTGTGGTCTTAAACATGCCATATGAAAAACTGAAACTAAcontig379 Solyc11g Acyl carri                 GO:00066 SL2.40ch AT5G06810.1  mitochon        chr5:210  3.35952 2.40733 5.52542 4.00747 12.168 12.4691
Sense GT Sens 0.152 Comprom -0.152 Comprom 0.000 1.428 Detected 1.556 Detected 1.492 0.012 GT Sense contig381 contig381 Unannota CCAACCTCCAAAAGCAAATGAATCATTAGTTCTTGGCTCATGTTAGTTT contig381 Solyc07g Aldo/keto                 GO:00551 SL2.40ch ATCG006 RPL20  encodes                 chrC:685  3.43742 2.28088 7.32843 5.83296 8.67322 9.30191
Sense GT Sens 0.361 Comprom -0.361 Comprom 0.000 0.892 Detected 1.275 Detected 1.083 0.118 GT Sense contig381 contig381 Unannota AATAAACAAGTGAATTCGACTGGCTATTTGTGAAAAAATCCGAAGTGTT contig381 Solyc02g Protein ki               GO:00047 SL2.40ch AT3G27560.1 7.77492 3.85872 15.4338 14.848 11.7026 14.9782
Sense GT Sens 0.338 Comprom -0.338 Comprom 0.000 1.148 Detected 1.246 Detected 1.197 0.073 GT Sense contig381 contig381 Unannota CTTCTGTACGGAACACCAATCAGAATCTTTAGTTCATCTTAACACCAAAGcontig381 Solyc12g HAT family dimerisa                    SL2.40ch AT3G0716ATGSL10    ATGSL10       chr3:226  6.38264 3.27293 7.48188 11.4189 11.6638 12.25
Sense GT Sens -0.353 Comprom 0.353 Comprom 0.000 1.678 Detected 2.218 Detected 1.948 0.048 GT Sense contig382 contig382 Unannota GCTAAACAAGCTATCGGACATTTGGAAAGACAATTTTTCTTGATTCCAA contig382 Solyc12g Purine permease fam                  SL2.40ch AT5G1033EMB2196      HPA1 (HIS        chr5:324  1.97975 2.6463 11.8326 3.1268 8.43582 12.0353
Sense GT Sens 0.317 Comprom -0.317 Comprom 0.000 1.145 Detected 1.120 Detected 1.132 0.070 GT Sense contig382 contig382 Unannota GTGGACTTTTGACATTAAAGGGTTTCAGCTCATAAAATGGACTAAATCT contig382 Solyc09g Receptor   GO:00046 SL2.40ch AT2G0484EMB2761  EMB2761                      chr2:169  5.97061 3.15128 3.92059 6.80081 11.0477 10.6514
Sense GT Sens 0.392 Comprom -0.392 Comprom 0.000 1.011 Detected 1.054 Detected 1.032 0.119 GT Sense contig382 contig382 Unannota GTCTATGTACACATCTGTTTTCGTTTGTTCTTTCTGAGAAGTTCTTTGA contig382 Solyc09g Receptor   GO:00046 SL2.40ch AT2G0484EMB2761  EMB2761                      chr2:169  8.21823 3.91065 13.4062 8.41741 13.1546 13.2995
Sense GT Sens 0.133 Comprom -0.133 Comprom 0.000 1.115 Detected 0.976 Detected 1.045 0.020 GT Sense contig382 contig382 Unannota TGATAAAGAATTGGAAAAAAATCAGCGATTCCTTTCCGTTACGTCGGAG contig382 Solyc01g Cysteine-rich repeat                   SL2.40ch AT5G56000.1  heat shoc      chr5:226  5.28028 3.59508 3.96961 4.25844 10.8693 9.68233
Sense GT Sens -0.040 Comprom 0.040 Comprom 0.000 2.269 Detected 3.495 Detected 2.882 0.043 GT Sense contig382 contig382 Unannota GGCGAGAAAAAAACCTGGGAGGTAAGTTTCGGCTACTGAATGGGTTTG contig382 Solyc06g Unknown Protein (A  SL2.40ch AT3G14370.1 2.65126 2.29641 1.82389 2.1026 13.6945 31.4331
Sense GT Sens -0.179 Comprom 0.179 Comprom 0.000 1.313 Detected 1.483 Detected 1.398 0.019 GT Sense contig383 contig383 Unannota ATAAGTGCTACATCACTAGATTATAGTCACCTGGGCAAAACACAACAAC contig383 Solyc11g Sensitivity                  GO:00036 SL2.40ch AT1G7310SUVH3, S   SUVH3 (S       chr1:274  3.77032 3.95586 6.83472 7.49045 11.048 12.1975
Sense GT Sens -0.820 Comprom 0.820 Comprom 0.000 0.971 Detected 1.248 Detected 1.109 0.314 GT Sense contig384 contig384 Unannota ACAAACCAGGCAAATTTTTAATTACCATTGGAGATACACGGCAGGCTAA contig384 Solyc11g Sulfotrans              GO:00081 SL2.40ch AT3G52670.1 2.88792 7.37481 2.28284 7.02731 10.4144 12.3885
Sense GT Sens 0.205 Detected -0.205 Comprom 0.000 1.460 Detected 0.941 Detected 1.200 0.068 GT Sense contig384 contig384 Unannota GAGATTACCATCTATTGAAGGAAATGAAGTGACAAAAAATGCTAACATC contig384 Solyc08g Os10g0422600 prote                  SL2.40ch AT2G40850.1 11.4652 7.06829 15.5521 15.1579 28.5082 19.5306
Sense GT Sens 0.140 Comprom -0.140 Comprom 0.000 1.175 Detected 1.389 Detected 1.282 0.018 GT Sense contig384 contig384 Unannota TTCCTGTGGAAGGTCACGTGTTCAAAGTGTGAAAACAGAAATGCAGGGTcontig384 Solyc12g DSBA oxidoreducta              SL2.40ch AT1G77650.1 5.00261 3.3745 11.6287 11.9552 10.6851 12.1599
Sense GT Sens 0.273 Comprom -0.273 Comprom 0.000 1.279 Detected 1.742 Detected 1.511 0.052 GT Sense contig385 contig385 Unannota TCATTCACTTAGCAGGAAAAGTGAATACTCCATTGAGTGACAAATATCA contig385 Solyc10g Represso                 GO:00062 SL2.40ch AT3G62260.1  protein p        chr3:230  4.11209 2.30601 7.09727 5.21762 8.60696 11.6447
Sense GT Sens -0.442 Detected 0.442 Detected 0.000 1.982 Detected 2.171 Detected 2.077 0.044 GT Sense contig385 contig385 Unannota ATAAACAGAAGTTGAGAATACTTGCAGCATACCTGTGACCACATCAGCG contig385 Solyc09g Unknown Protein (A            SL2.40ch AT5G25040.1  transport   chr5:862  12.4649 18.8417 70.1677 52.1515 69.7274 77.9805
Sense GT Sens 0.920 Detected -0.920 Comprom 0.000 1.172 Detected 1.225 Detected 1.199 0.323 GT Sense contig386 contig386 Unannota TACAGCACTCTTTCTGCATAATTTGCAGATCTGGACTTCACAAAGAAAA contig386 Solyc00g Inositol-1                   GO:00044 SL2.40ch AT2G25470.1 14.8082 3.38928 13.2532 12.8023 18.3805 18.7174
Sense GT Sens 0.349 Comprom -0.349 Comprom 0.000 1.131 Detected 1.121 Detected 1.126 0.084 GT Sense contig386 contig386 Unannota TTAGGCACGCATTCTTTTGTTGTATCATCATTACACAATCTAGTCCTTG contig386 Solyc12g Serine/thr                 GO:00191 SL2.40ch AT2G17060.1 8.42796 4.25326 12.5237 9.36678 15.0999 14.7174
Sense GT Sens -0.058 Comprom 0.058 Comprom 0.000 1.040 Detected 1.103 Detected 1.071 0.004 GT Sense contig386 contig386 Unannota AAACACTTGCTGATCCAGCATGCTTTGCTTTACCATCCTTCAGGCATCC contig386 Solyc10g Unknown Protein (A  SL2.40ch AT4G3285nPAP  nPAP (NU        chr4:158  5.22041 4.63179 6.24724 3.43805 11.6411 11.9348
Sense GT Sens -0.195 Comprom 0.195 Comprom 0.000 0.861 Detected 1.197 Detected 1.029 0.057 GT Sense contig386 contig386 Unannota ACTGACCAAGAACAGTGATCCATTTTGCTCTCTATAGTCCTACTTCACT contig386 Solyc06g Os02g0508100 prote      SL2.40ch AT3G47850.1 4.8965 5.25575 4.20167 14.1928 10.6107 13.1455
Sense GT Sens 0.284 Detected -0.284 Comprom 0.000 1.139 Detected 0.893 Detected 1.016 0.082 GT Sense contig386 contig386 Unannota CCAGAATTCTACGCCAACAAAAGAGTTATAGGAATAGCAACTATCCTAA contig386 Solyc08g Polyprote                  GO:00062 SL2.40ch AT1G71210.1 17.2627 9.53375 17.9652 18.0115 32.5403 26.9225
Sense GT Sens 0.033 Detected -0.033 Detected 0.000 1.251 Detected 1.007 Detected 1.129 0.012 GT Sense contig386 contig386 Unannota TATGGAGCTATTATGTACGAGAGCAAGTTATGATATATTCAAATTCTAAAcontig386 Solyc08g Polyprote                  GO:00062 SL2.40ch AT1G71210.1 15.5943 12.2011 20.067 19.4913 37.7922 31.3341
Sense GT Sens -0.404 Detected 0.404 Detected 0.000 1.470 Detected 1.940 Detected 1.705 0.068 GT Sense contig387 contig387 Unannota GTCAGAATGAATAAGTTGAAAAGGTGCAGTTGTACGCTTCTCAGATAAA contig387 Solyc12g Retroelement pol po                 SL2.40ch AT1G075 ftsh10  ftsh10 (Ft                 chr1:230  11.7176 16.8091 54.1967 26.9399 44.7522 60.8621
Sense GT Sens -1.069 Comprom 1.069 Detected 0.000 2.133 Detected 2.347 Detected 2.240 0.172 GT Sense contig387 contig387 Unannota TAAAGAATTTGTTATTTGAGTAGACCGGTGACCCAGACGACTGTGCCACcontig387 Solyc12g Retroelement pol po                 SL2.40ch AT1G075 ftsh10  ftsh10 (Ft                 chr1:230  6.2501 22.5463 67.4462 33.579 59.9577 68.2764
Sense GT Sens -0.344 Comprom 0.344 Comprom 0.000 1.543 Detected 1.613 Detected 1.578 0.045 GT Sense contig387 contig387 Unannota AAACTTCTCTTGAAGGCGGTGAAGTCGGACTTGATGTTTGGCTCCAACAcontig387 Solyc02g043990.1.1 AT1G77910.1 8.01736 10.5732 30.3108 28.4386 30.8939 31.8201
Sense GT Sens 0.011 Comprom -0.011 Comprom 0.000 0.867 Detected 2.036 Detected 1.452 0.131 GT Sense contig387 contig387 Unannota CTCCAAGAAAACCCAAGAACAAATTGACCAGAAAACAATACCCCATCAAAcontig387 Solyc12g IFA-binding protein                SL2.40ch AT3G61710.3  autophag      chr3:228  5.37423 4.33802 4.63564 4.27535 10.1415 22.3784
Sense GT Sens 0.088 Comprom -0.088 Comprom 0.000 0.955 Detected 1.446 Detected 1.201 0.044 GT Sense contig387 contig387 Unannota CAAGAGAGAGATGGTTGAAAAAGTTTATAAAGGGATGAAACTCTTTCTA contig387 Solyc06g Unknown Protein (A  SL2.40ch AT5G6494ATATH13    ATATH13    chr5:259  4.03168 2.92204 12.063 6.24243 7.66404 10.5719
Sense GT Sens -0.322 Comprom 0.322 Comprom 0.000 1.524 Detected 1.738 Detected 1.631 0.041 GT Sense contig387 contig387 Solute ca                     AAATCAC contig387 Solyc11g Solyc11g Solute ca                     GO:00160 GO:00160 contig387 Solyc11g Solute ca                      GO:00160 SL2.40ch AT3G45680.1  proton-de        chr3:167  2.91404 3.72972 2.77422 2.23158 10.9135 12.4291
Sense GT Sens 0.296 Comprom -0.296 Comprom 0.000 1.110 Detected 1.328 Detected 1.219 0.061 GT Sense contig388 contig388 Unannota GCTGCAGCAAAACCCTAAGACATTTATAGGATCTTGAAATCCCTTTTAC contig388 Solyc09g F-box family protein             SL2.40ch AT1G66840.1 8.55144 4.64828 2.36894 7.49214 15.6716 17.8823
Sense GT Sens 0.733 Comprom -0.733 Comprom 0.000 1.083 Detected 1.196 Detected 1.140 0.261 GT Sense contig388 contig388 Unannota CCATCAACTTTTTATTTTGTCTTGAACACCCATATTGATCCAACCAAGTTcontig388 Solyc01g Non-spec                      GO:00068 SL2.40ch AT5G35930.1  AMP-dep        chr5:140  7.81415 2.31578 10.0183 5.27225 10.3775 11.0166
Sense GT Sens -0.168 Detected 0.168 Detected 0.000 1.446 Detected 1.437 Detected 1.442 0.013 GT Sense contig388 contig388 Unannota TAAAATACTTTCTAATTCATATATTTTTATGAAAAATAACTGCCTTAACATcontig388 Solyc08g Alpha glu                 GO:00045 SL2.40ch AT5G11550.1  binding  chr5:370  79.2059 81.9454 98.5456 99.4499 252.743 246.575
Sense GT Sens -0.372 Comprom 0.372 Comprom 0.000 1.592 Detected 1.712 Detected 1.652 0.048 GT Sense contig388 contig388 Unannota AATATAATCCGTTCACCGGAAACAAAACAACCGTTGACAACTATCAGCC contig388 Solyc10g Ubiquitin                      GO:00062 SL2.40ch AT3G10250.2  unknown   chr3:316  2.36102 3.23847 1.98777 2.21447 9.59558 10.2403
Sense GT Sens 0.015 Comprom -0.015 Comprom 0.000 0.933 Detected 1.084 Detected 1.008 0.006 GT Sense contig388 contig388 Unannota GTCTTCCTGTGAGTCAAAAATTCAGACAAGTCTAATGCAGCAATATTAT contig388 Solyc02g U1 small n                GO:00036 SL2.40ch AT3G54730.1 7.5156 6.03014 11.5143 3.37589 14.8019 16.124
Sense GT Sens -0.483 Comprom 0.483 Comprom 0.000 1.060 Detected 1.309 Detected 1.185 0.141 GT Sense contig389 contig389 Unannota CTGAGTTGTTGTTGATCAATTGGGGAATTTTCTTGGGACAAGTTCAAGAcontig389 Solyc12g Calcium-d                  GO:00064 SL2.40ch AT4G17600.1 4.14673 6.63697 14.307 11.4311 12.5952 14.6929
Sense GT Sens -0.339 Comprom 0.339 Comprom 0.000 0.949 Detected 1.390 Detected 1.169 0.101 GT Sense contig389 contig389 Unannota AGTGATCTCAAGAGGAACTGGTCCTAGTCAGGTTTATGGCTCAGAGTTAcontig389 Solyc07g Pentatricopeptide re               SL2.40ch AT2G32970.1  unknown   chr2:139  3.62241 4.7446 7.99811 5.85988 9.21623 12.2752
Sense GT Sens 0.075 Detected -0.075 Comprom 0.000 1.884 Detected 0.824 Detected 1.354 0.127 GT Sense contig390 contig390 Unannota ACGACAATTACGCAATCACCATCAGTAAATAGGAGGTAACAGCAGGAGAcontig390 Solyc04g CTV.22 (A              GO:00063 SL2.40ch AT5G50840.2  INVOLVE                                                             chr5:206  11.8846 8.77705 13.3111 10.0345 43.4049 20.4371
Sense GT Sens 0.571 Comprom -0.571 Comprom 0.000 0.879 Detected 1.505 Detected 1.192 0.209 GT Sense contig390 contig390 Unannota AAAGATCATCTCTTTTCCCCTTAAAATGAAATGGGGTTCTTGAATTTTTCcontig390 Solyc01g Unknown Protein (A              SL2.40ch AT1G28010.1 6.78084 2.51786 4.74628 6.06594 8.74689 13.2526
Sense GT Sens -0.291 Comprom 0.291 Comprom 0.000 1.224 Detected 0.807 Detected 1.015 0.105 GT Sense contig390 contig390 Unannota CTCTGGGAAAATAAGTGGGTTTCCTACTTATTCTCTTGTGTTCGGTATG contig390 Solyc06g Pentatricopeptide re               SL2.40ch AT3G04980.1  DNAJ hea       chr3:137  7.58731 9.30893 7.27269 7.61774 22.6038 16.6143
Sense GT Sens 0.505 Comprom -0.505 Comprom 0.000 2.872 Detected 1.752 Detected 2.312 0.092 GT Sense contig390 contig390 Unannota CTCGTCAACTTAAGCAATTCAGTACTAGTCGGTGTTGATATAAGCAAGA contig390 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G01810.1  protein tr    chr4:776  9.09231 3.69578 8.36285 10.8211 48.8691 22.0618
Sense GT Sens 0.556 Detected -0.556 Comprom 0.000 2.952 Detected 1.795 Detected 2.374 0.098 GT Sense contig390 contig390 Unannota GGATGTCTTCCCAAATCAATTCAGTACTAGTGTATGTGTGAGGAAATAT contig390 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G01810.1  protein tr    chr4:776  10.0834 3.82256 11.0275 17.2498 55.3085 24.3563
Sense GT Sens 0.172 Comprom -0.172 Comprom 0.000 1.152 Detected 1.128 Detected 1.140 0.022 GT Sense contig391 contig391 Unannota TAGTAGCTGGAGAAAATCAATTCGAGCGGTGTATCCTCTAATTGATAAG contig391 Solyc05g Cyclic nu                GO:00305 SL2.40ch AT4G2400ATCSLG2    ATCSLG2          chr4:124  5.95671 3.84543 5.26066 12.5792 12.2491 11.821
Sense GT Sens -0.202 Comprom 0.202 Comprom 0.000 2.251 Detected 2.038 Detected 2.145 0.011 GT Sense contig391 contig391 Unannota GAGTATGATGTTGATTGCTGAGAAGGTCACTCAACTAACAGTTATGATC contig391 Solyc05g Thioredox               GO:00324 SL2.40ch AT3G2077EIN3  EIN3 (ETH     chr3:726  2.14418 2.3229 4.355 4.01939 12.236 10.3571
Sense GT Sens 0.873 Detected -0.873 Comprom 0.000 0.999 Detected 1.229 Detected 1.114 0.333 GT Sense contig391 contig391 Unannota GATCTCTGGATTTACTCCTCAATGATTGTTTATCATTTCTCAAGATTTGTcontig391 Solyc01g Unknown Protein (A  SL2.40ch AT5G6146MIM, ATR   MIM (hyp          chr5:247  14.974 3.65903 19.4866 20.9312 17.0352 19.6151
Sense GT Sens 0.222 Comprom -0.222 Comprom 0.000 1.074 Detected 1.309 Detected 1.191 0.042 GT Sense contig392 contig392 Unannota GAAAAGCCAAATAGTACACATTCACATGATGGAGAATAGTTCTACTGTA contig392 Solyc07g DNA mism                     GO:00321 SL2.40ch AT5G43740.2 5.21655 3.14239 3.2228 2.99858 9.81172 11.3389
Sense GT Sens -0.889 Comprom 0.889 Comprom 0.000 1.550 Detected 1.525 Detected 1.537 0.226 GT Sense contig392 contig392 Unannota TAAGAGAAGAGGGAACACAGGATTGTATAGAATCAGTTGGATTAACCAC contig392 Solyc09g RPA-interacting prot      SL2.40ch AT4G30990.2  binding  chr4:150  2.00296 5.62346 5.63795 4.84259 11.3143 10.9131
Sense GT Sens -0.184 Detected 0.184 Detected 0.000 1.615 Detected 1.511 Detected 1.563 0.015 GT Sense contig392 contig392 Unannota TAATATAGTACTTACTATACATATAATTAAATACTTTTGAATTATGGTGT contig392 Solyc10g Allene ox               GO:00198 SL2.40ch AT4G01640.1 13.744 14.5347 17.046 13.848 49.8659 45.5279
Sense GT Sens 0.365 Comprom -0.365 Comprom 0.000 1.506 Detected 1.163 Detected 1.334 0.080 GT Sense contig392 contig392 Unannota GAGGAAATAATCCATGGAGAACAGACAGACCTGCAAGCCTGCAATAATCcontig392 Solyc06g Sodium-c                   GO:00160 SL2.40ch AT2G33270.1 5.52507 2.73001 3.6722 8.52121 12.7002 9.82819
Sense GT Sens -1.318 Detected 1.318 Detected 0.000 1.330 Detected 1.136 Detected 1.233 0.449 GT Sense contig392 contig392 Unannota CAGGGGTTTATCATGCATGTGGTATCATGTACTGTCTCTTCTTCTTTAA contig392 Solyc01g Unknown Protein (A  SL2.40ch AT5G42880.1  unknown   chr5:171  24.3649 124.006 37.4373 132.272 159.095 136.541
Sense GT Sens 0.189 Detected -0.189 Detected 0.000 2.188 Detected 1.652 Detected 1.920 0.028 GT Sense contig393 contig393 LRR recep                 TCATGGAcontig393 Solyc12g Solyc12g LRR recep                 GO:00055 GO:00055       contig393 Solyc12g LRR recep    GO:00046 SL2.40ch AT3G01240.1  unknown   chr3:785  34.0791 21.4851 34.2276 66.5762 141.949 96.103
Sense GT Sens 0.085 Comprom -0.085 Comprom 0.000 0.957 Detected 1.272 Detected 1.114 0.025 GT Sense contig393 contig393 Unannota GCTTTGACCTTGTGGGATTTCATTCAAATGGCCTTAACCCAATTATTGT contig393 Solyc01g Unknown Protein (A  SL2.40ch AT4G11876.1 5.12687 3.73422 10.767 7.03071 9.77788 11.94
Sense GT Sens -0.109 Comprom 0.109 Comprom 0.000 0.984 Detected 1.026 Detected 1.005 0.012 GT Sense contig393 contig393 Unannota AAAGCAGGACATAAGAATTTTTTGGCAGATGAGGCTGCTTCTCTAGAAA contig393 Solyc12g062420.1.1 AT2G2670PID2  PID2 (PIN         chr2:113  4.81753 4.58923 10.9118 14.6303 10.7067 10.8235
Sense GT Sens -0.417 Comprom 0.417 Comprom 0.000 1.959 Detected 1.937 Detected 1.948 0.043 GT Sense contig393 contig393 Unannota GAGGTATCTTCATATCAAACAGTAAGCATTTAATATTCTCTCTTCTTACT contig393 Solyc05g Unknown Protein (A  SL2.40ch AT1G0714SIRANBP  SIRANBP      chr1:219  2.12013 3.09683 2.90256 5.60163 11.4733 11.0905
Sense GT Sens -0.599 Comprom 0.599 Comprom 0.000 1.638 Detected 1.684 Detected 1.661 0.109 GT Sense contig393 contig393 Unannota GGCTGAACTATGATTTGGCTTATCCTAATACATGGATATGTCTTGGTTT contig393 Solyc03g Polycomb                   GO:00055 SL2.40ch AT3G6183ARF18  ARF18 (A        chr3:228  2.04408 3.84178 3.02282 2.15866 10.0432 10.1758
Sense GT Sens 0.090 Comprom -0.090 Comprom 0.000 1.189 Detected 1.431 Detected 1.310 0.013 GT Sense contig394 contig394 Unannota AACATCACAAGATACGATAGGACGAGAGGTTTGTTCAAGTGTAAGCAAC contig394 Solyc11g Genomic DNA chrom                  SL2.40ch AT3G47050.2  glycosyl      chr3:173  4.06388 2.93976 2.57782 3.26491 9.07099 10.5359
Sense GT Sens -0.546 Comprom 0.546 Comprom 0.000 1.484 Detected 1.627 Detected 1.555 0.106 GT Sense contig394 contig394 Unannota CAGACCCTGCATATAGCGAAAGCTTAGTATATTGAACTATATTGCTTTT contig394 Solyc12g ATP depe                    GO:00080 SL2.40ch AT3G53550.1 3.65467 6.38263 4.68262 3.51104 15.5529 16.8553
Sense GT Sens -0.027 Detected 0.027 Detected 0.000 1.143 Detected 1.017 Detected 1.080 0.004 GT Sense contig394 contig394 Unannota CTTCCACTCCAGCTAATGTTAATGAGGCTCATGCATCAGTTTCGGATGAcontig394 Solyc08g Unknown Protein (A  SL2.40ch AT5G10070.1  RNase L    chr5:314  123.472 105.056 85.2255 142.958 289.672 260.47
Sense GT Sens -0.176 Comprom 0.176 Comprom 0.000 1.478 Detected 1.281 Detected 1.380 0.021 GT Sense contig395 contig395 Unannota ATTGTTTTAAATCTCATTGATGATTCACAACGTCGTGGTTAAGGAAACT contig395 Solyc08g Guanine n                      GO:00071 SL2.40ch AT1G52930.1 3.8091 3.98391 13.5512 5.36315 12.4984 10.6998
Sense GT Sens 0.097 Comprom -0.097 Comprom 0.000 1.312 Detected 1.420 Detected 1.366 0.007 GT Sense contig395 contig395 Unannota AGGGAAATTCTCTATTCGTCCCTCTGTGCTTTGATGAGGGATATTTCAT contig395 Solyc09g Subtilisin                   GO:00042 SL2.40ch AT4G03940.1 4.78302 3.42284 3.96225 3.57306 11.5699 12.2403
Sense GT Sens 0.248 Detected -0.248 Comprom 0.000 1.163 Detected 1.230 Detected 1.197 0.041 GT Sense contig395 contig395 Unannota GGACCCTTTGTCGGTTCAATAATGTAATATAGCGTAAGCACTTACGTCA contig395 Solyc05g050870.2.1 AT5G52120.1 17.2553 10.0187 24.9508 26.5215 33.9011 34.8554
Sense GT Sens 0.074 Detected -0.074 Detected 0.000 1.008 Detected 1.133 Detected 1.070 0.008 GT Sense contig396 contig396 Unannota TTGGCTCTCTAAGAGTCTTTGTGAAGCTTACTCTTTTCTGTTTGCCCAT contig396 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G27090.1  unknown   chr2:115  53.854 39.8346 128.01 66.2863 107.233 114.817
Sense GT Sens -0.261 Detected 0.261 Detected 0.000 1.416 Detected 1.788 Detected 1.602 0.038 GT Sense contig396 contig396 Unannota TTATTCCTTTAGCACTCATGTGTCCAAGTCTGTTGTGCCACAGACATGA contig396 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G27090.1  unknown   chr2:115  16.8104 19.7608 82.6019 49.8172 56.0015 71.1187
Sense GT Sens -0.888 Comprom 0.888 Comprom 0.000 1.906 Detected 1.342 Detected 1.624 0.223 GT Sense contig396 contig396 Unannota CACCAGTCATTTCGACTCACAACTCAACACACTTGCATTCAATCATTAATcontig396 Solyc12g Always early protein             SL2.40ch AT2G32830.1 2.80349 7.86297 6.08124 8.33903 20.2624 13.4482
Sense GT Sens 0.319 Comprom -0.319 Comprom 0.000 0.803 Detected 1.386 Detected 1.094 0.127 GT Sense contig396 contig396 Unannota ACATACGCTATGTCCTATTGGATTTATGTTCTTCCTTGACACTGATAAATcontig396 Solyc12g Photosys                       GO:00160 SL2.40ch AT1G64330.1 6.70398 3.52655 11.5766 11.8695 9.76709 14.363
Sense GT Sens 0.020 Detected -0.020 Detected 0.000 0.839 Detected 1.440 Detected 1.139 0.063 GT Sense contig397 contig397 Unannota CTGCCAAGATTAATAACCAAACAAAACAGGGCTATTTATGCTTCTGACA contig397 Solyc07g Squamos                  GO:00037 SL2.40ch AT2G3846ATIREG1  ATIREG1      chr2:161  31.7724 25.3315 25.3223 20.6748 58.4149 86.9807
Sense GT Sens 0.188 Detected -0.188 Detected 0.000 3.573 Detected 3.828 Detected 3.701 0.004 GT Sense contig397 contig397 Unknown   GGGACATcontig397 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig397 Solyc04g Unknown Protein (A  SL2.40ch AT1G53040.2  unknown   chr1:197  33.1722 20.9426 223.646 242.861 361.186 423.167
Sense GT Sens -0.257 Comprom 0.257 Comprom 0.000 2.210 Detected 1.962 Detected 2.086 0.018 GT Sense contig398 contig398 Unannota CTCTCTTCGTCCCAATTTATGAAACACGTTTTGTTTTTCAAGAGTCAAACcontig398 Solyc06g Expansin                     GO:00055 SL2.40ch AT2G39700.1 2.33671 2.73303 7.4807 5.69707 13.4612 11.1247
Sense GT Sens 0.743 Comprom -0.743 Comprom 0.000 1.921 Detected 1.132 Detected 1.527 0.211 GT Sense contig399 contig399 Unannota ATCCTTTTTTGGCTTTGCAGGTGTTTATTGCTTACCAGTTTTGGATTCA contig399 Solyc02g Homeobo                  GO:00082 SL2.40ch AT5G07850.1  transfera     chr5:250  8.41247 2.46112 11.0387 14.4826 19.8456 11.2685
Sense GT Sens 0.409 Comprom -0.409 Comprom 0.000 1.768 Detected 1.602 Detected 1.685 0.056 GT Sense contig399 contig399 Unannota GAATTTTCACCCATAGAAGCAGTTCAAGTTATGACAGAAATTATCTATGGcontig399 Solyc04g010160.1.1 ATCG010 NDHF  Chloropla        chrC:110  5.00593 2.32443 3.70255 4.64189 13.3806 11.7012
Sense GT Sens 0.291 Detected -0.291 Comprom 0.000 1.488 Detected 0.929 Detected 1.209 0.096 GT Sense contig400 contig400 Unannota GCAAACAAAAGATGAATTATTTGTTAGTGTTCTGGTTGGACAGTGAATA contig400 Solyc01g Asparagine syntheta     SL2.40ch AT5G19140.2 16.3037 8.91892 18.6258 12.5891 38.9591 25.9526
Sense GT Sens 0.302 Comprom -0.302 Comprom 0.000 1.031 Detected 1.146 Detected 1.089 0.071 GT Sense contig400 contig400 Unannota CCTGTCTTCTTTCTAGGTAAAAGCCAAAAGATAATGCTTTAGTCTCAGG contig400 Solyc09g Unknown Protein (A           SL2.40ch AT5G18980.1  binding  chr5:633  8.68656 4.67906 10.7815 6.05248 15.0056 15.9423
Sense GT Sens -0.462 Comprom 0.462 Comprom 0.000 1.238 Detected 1.100 Detected 1.169 0.129 GT Sense contig400 contig400 Unannota CAATTTCAAATTTCAGTACCCATAAATAGTAATAATAGGGAAAAATAGGGcontig400 Solyc09g Light-dependent sho                   SL2.40ch AT4G02220.1  zinc finge               chr4:976  3.63292 5.64554 3.88302 4.61755 12.299 10.9744
Sense GT Sens 0.151 Comprom -0.151 Comprom 0.000 0.897 Detected 1.210 Detected 1.054 0.040 GT Sense contig400 contig400 Unannota CAAACGTATTCATTACCCCACTGTACTTGAAGCTTTTTATTCAGTGTACAcontig400 Solyc12g Pentatricopeptide re               SL2.40ch AT3G61900.1 4.91538 3.26386 10.8806 4.08422 8.58928 10.471
Sense GT Sens -0.183 Comprom 0.183 Comprom 0.000 0.998 Detected 3.796 Detected 2.397 0.231 GT Sense contig400 contig400 Unannota GCTCTGACAAGGGCATGAAAGTACCACATTTTCCCTTCTACTTTGAGAA contig400 Solyc09g VRR-NUC              GO:00055 SL2.40ch AT3G31910.1  FUNCTIO                                                                     chr3:129  4.20698 4.43842 3.99248 3.28842 9.9375 67.8476
Sense GT Sens 0.444 Detected -0.444 Comprom 0.000 0.895 Detected 1.190 Detected 1.043 0.156 GT Sense contig400 contig400 Unannota GTATAGCGTATATTGCCAAAAGGCATACAATCATTGAGCTATTTTTCAC contig400 Solyc02g Unknown Protein (A  SL2.40ch AT1G67120.1  ATP bind            chr1:250  11.6843 5.17277 12.3655 18.2577 16.6428 20.051
Sense GT Sens -0.571 Comprom 0.571 Comprom 0.000 1.693 Detected 1.475 Detected 1.584 0.112 GT Sense contig400 contig400 Unannota TCCTCGGCACAAGCCTACATATACTATTAAATTTACAGAGACAGACTAG contig400 Solyc03g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  2.50363 4.52697 2.85587 6.21653 12.5351 10.5759
Sense GT Sens -0.220 Detected 0.220 Detected 0.000 1.060 Detected 1.197 Detected 1.129 0.039 GT Sense contig401 contig401 Unannota GGTTCCTTTCACCCATTGGGTTTTCTAGTTTTCAGCCAGATTCTTAATT contig401 Solyc08g Transpos                    GO:00036 SL2.40ch AT4G1837DEG5, DE    DEG5 (DE          chr4:101  56.3933 62.6927 116.135 99.0465 142.765 154.061
Sense GT Sens 0.188 Comprom -0.188 Comprom 0.000 1.251 Detected 1.076 Detected 1.164 0.030 GT Sense contig401 contig401 Unannota GAAAAAAATGTAACACATAAATAGACGACTTACCTTGGCCTCAATGGAC contig401 Solyc12g Clathrin a              GO:00301 SL2.40ch AT5G08560.2  transduc          chr5:277  4.78623 3.02278 5.24919 7.22873 10.4265 9.06246
Sense GT Sens 0.308 Detected -0.308 Detected 0.000 1.732 Detected 1.308 Detected 1.520 0.055 GT Sense contig401 contig401 NAC dom                  TGAACTGcontig401 Solyc10g Solyc10g NAC dom                  GO:0045449 contig401 Solyc10g NAC dom                   GO:00454 SL2.40ch AT1G5289ANAC019  ANAC019          chr1:196  496.461 265.502 615.295 996.227 1388.26 1015.85
Sense GT Sens -0.319 Comprom 0.319 Comprom 0.000 1.460 Detected 1.356 Detected 1.408 0.049 GT Sense contig401 contig401 Unannota GAAGGTAACTGACTTATAAACCCCAAAGGAAAAATGTAGAAAAGAGAAG contig401 Solyc09g Vacuolar                    GO:00081 SL2.40ch AT4G14360.2  dehydrat    chr4:826  3.0247 3.85723 2.4704 2.98214 10.8162 9.88367
Sense GT Sens 0.337 Comprom -0.337 Comprom 0.000 1.972 Detected 1.592 Detected 1.782 0.044 GT Sense contig402 contig402 Unannota GAATCCAGTTTACCAGATAATAATGCACTGAACAGACGAAGAAAGATCC contig402 Solyc08g Hydrolase                 GO:00512 SL2.40ch AT3G1873TSK, MGO    TSK (TON     chr3:644  5.66187 2.90653 4.86482 7.08731 18.3303 13.8191
Sense GT Sens -0.340 Comprom 0.340 Comprom 0.000 0.856 Detected 1.406 Detected 1.131 0.123 GT Sense contig402 contig402 Unannota TCAATTCTGTTTGTGATCACCACAAGTTACCTCATACAAAACCTGCAAG contig402 Solyc08g Hydrolase                 GO:00512 SL2.40ch AT3G1873TSK, MGO    TSK (TON     chr3:644  7.10759 9.33038 15.002 13.5349 16.97 24.3881
Sense GT Sens 0.108 Comprom -0.108 Comprom 0.000 1.308 Detected 1.834 Detected 1.571 0.031 GT Sense contig402 contig402 Unannota TTCAAGTGAACTGGCACAGGGCTTAAAAGGGGCAAGGGTTATAAAACAGcontig402 Solyc06g Metal ion                 GO:00469 SL2.40ch AT4G3498SLP2  SLP2; se    chr4:166  3.63148 2.56198 6.57623 10.769 8.69532 12.2925
Sense GT Sens 0.151 Comprom -0.151 Comprom 0.000 1.504 Detected 1.588 Detected 1.546 0.010 GT Sense contig402 contig402 Unannota CTGAATAAACTAAAATAGCTTACTCAATCTCAACGATTGCTTATTCATAGcontig402 Solyc10g Isoamyl a                 GO:00066 SL2.40ch AT5G46490.2  disease r       chr5:188  4.69344 3.11846 15.6513 10.5199 12.492 12.9973
Sense GT Sens -0.366 Comprom 0.366 Comprom 0.000 1.166 Detected 1.154 Detected 1.160 0.087 GT Sense contig402 contig402 Unannota CATAGCAAATTTGGTAGTCCTTGCTGCCTGTGGTAATAAGGGTCTATGTcontig402 Solyc12g Lysophos                  GO:00084 SL2.40ch AT5G37710.1  lipase cla           chr5:149  4.08175 5.55317 9.50192 4.66727 12.3011 11.9717
Sense GT Sens 0.235 Comprom -0.235 Comprom 0.000 1.895 Detected 2.980 Detected 2.437 0.054 GT Sense contig403 contig403 Unannota ATTATAATTGGATTATTAATTGAGTGAGGTTTAGTTAGGTAATGAGTGG contig403 Solyc12g Potassium             GO:00160 SL2.40ch AT1G72990.2 4.1953 2.48266 12.9482 5.36743 13.816 28.786
Sense GT Sens -0.311 Detected 0.311 Detected 0.000 1.462 Detected 1.647 Detected 1.555 0.041 GT Sense contig403 contig403 Unannota GTGGAGGTAGGTTATGGTTTTCATGCTATTCGTAGTAAACTCTTAATAG contig403 Solyc00g Unknown Protein (A  SL2.40ch AT5G59980.2  RNase P      chr5:241  292.61 368.856 1027.98 731.986 1042.38 1162.77
Sense GT Sens 0.161 Comprom -0.161 Comprom 0.000 1.507 Detected 2.958 Detected 2.232 0.095 GT Sense contig403 contig403 Unannota TCTCTTGGGATTGATAATTATTTGATTTTTGTATTTGTGTTAATTTTCTAcontig403 Solyc07g Unknown Protein (A  SL2.40ch AT4G18500.1 3.78388 2.47784 69.0238 134.718 10.0189 26.8883
Sense GT Sens -0.189 Comprom 0.189 Comprom 0.000 1.596 Detected 1.552 Detected 1.574 0.014 GT Sense contig403 contig403 Unknown   GAGAAAGcontig403 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig403 Solyc11g Unknown Protein (A  SL2.40ch AT5G22090.1  unknown   chr5:731  7.1114 7.56991 17.1779 25.2501 25.5314 24.3181
Sense GT Sens 0.081 Comprom -0.081 Comprom 0.000 1.227 Detected 1.651 Detected 1.439 0.024 GT Sense contig403 contig403 Unannota GCGCTTTCTAATGGATAATTTGTTTGATACTGAGAGCTAGGTTATCCAG contig403 Solyc10g Genomic                    GO:00037 SL2.40ch AT3G62120.2  tRNA syn            chr3:230  4.75287 3.48152 11.123 12.5577 10.9649 14.4348
Sense GT Sens 0.062 Detected -0.062 Detected 0.000 1.165 Detected 1.345 Detected 1.255 0.007 GT Sense contig403 contig403 Unannota GGTTCGGTCCTCCGGTAACTGTTACGTCACTTTCAACCTGCTCATGGATcontig403 Solyc11g Hypothetical chlorop              SL2.40ch AT3G0992PIP5K9  PIP5K9 (P               chr3:304  248.283 186.664 206.155 159.785 555.845 617.976
Sense GT Sens -0.589 Comprom 0.589 Comprom 0.000 1.645 Detected 1.465 Detected 1.555 0.121 GT Sense contig404 contig404 Unannota GGAGCTTTTCATTTAGGCAAATCAAAACGGCAGAAGGATCTACGTAACA contig404 Solyc01g Auxin-induced SAUR                 SL2.40ch AT2G21200.1 2.35565 4.36837 2.37652 4.80092 11.5548 10.009
Sense GT Sens -0.186 Detected 0.186 Detected 0.000 1.185 Detected 1.478 Detected 1.332 0.030 GT Sense contig404 contig404 Unannota CACAGAAAGAGTGGGAAATTGGGATCAAAAAAGGCAGAATTTACGCAAT contig404 Solyc09g Ribosoma                 GO:00058 SL2.40ch ATMG005 NAD1C, N   Encodes                 chrM:143  28.9378 30.6872 35.5695 25.8959 78.0233 93.8273
Sense GT Sens 0.614 Detected -0.614 Comprom 0.000 1.795 Detected 1.843 Detected 1.819 0.098 GT Sense contig404 contig404 Unannota GCCCCAATTAAATTTAGGTTGAGCCGCTTATTTAGTAGGATACTTTCAA contig404 Solyc12g One-helix protein (A    SL2.40ch ATCG001 RPOC2  RNA poly     chrC:159  15.1289 5.29024 26.8407 16.0147 35.7542 36.2601
Sense GT Sens -0.401 Comprom 0.401 Comprom 0.000 0.855 Detected 1.227 Detected 1.041 0.143 GT Sense contig404 contig404 Unannota TGAAAGCAACCAGTCCTTAGCAAGCCAATTTTGCATTGAGATGCCAAGA contig404 Solyc04g CONSTANS interact                     SL2.40ch AT5G10150.1  unknown   chr5:318  4.22169 6.02749 20.0914 13.6829 10.5045 13.3479
Sense GT Sens -0.052 Comprom 0.052 Comprom 0.000 1.101 Detected 1.145 Detected 1.123 0.003 GT Sense contig404 contig404 Unannota CAATTTCTCAAGGACAGAACAAGGAAAGATTTCTTCAAATTCATTGCCAAcontig404 Solyc10g F-box pro               GO:00302 SL2.40ch AT2G3166SAD2, UR   SAD2 (SU            chr2:134  4.31656 3.80168 10.0651 6.0138 10.0045 10.1265



Sense GT Sens -0.548 Comprom 0.548 Comprom 0.000 1.401 Detected 1.782 Detected 1.592 0.111 GT Sense contig404 contig404 Unannota ATCCCCAGAACACACAAACTTGACCTCATGCTGATATGCACTTCCTAAA contig404 Solyc08g Unknown Protein (A  SL2.40ch AT2G33170.1  leucine-r        chr2:140  3.06343 5.36184 2.98662 10.598 12.3244 15.7536
Sense GT Sens -0.118 Comprom 0.118 Comprom 0.000 0.810 Detected 1.898 Detected 1.354 0.135 GT Sense contig405 contig405 Pentatrico               ATTACCT contig405 Solyc01g Solyc01g Pentatricopeptide repeat-conta               contig405 Solyc01g Pentatricopeptide re               SL2.40ch AT1G64190.1  6-phosph      chr1:238  4.69281 4.52866 14.5078 12.7697 9.30855 19.4192
Sense GT Sens 0.048 Comprom -0.048 Comprom 0.000 1.744 Detected 1.775 Detected 1.760 0.001 GT Sense contig405 contig405 Unannota CAAAGTGACACTCGTGGCAGGCTAACTAGATATAAAGAATAAAACAGCT contig405 Solyc10g Alpha-L-a                GO:00090 SL2.40ch AT5G5317FTSH11  FTSH11 (         chr5:215  4.3941 3.36623 5.01875 11.1832 14.8334 14.8803
Sense GT Sens -0.457 Detected 0.457 Detected 0.000 1.048 Detected 1.315 Detected 1.181 0.131 GT Sense contig405 contig405 Unannota GTTTACCAAACACACAACTCAATAACCACACTCTATCAGTTTACATATTC contig405 Solyc00g Unknown Protein (A  SL2.40ch AT5G44760.1  C2 doma    chr5:180  16.0208 24.7248 58.9206 40.3014 47.368 55.9697
Sense GT Sens 0.420 Detected -0.420 Detected 0.000 0.988 Detected 1.107 Detected 1.047 0.133 GT Sense contig405 contig405 Unannota CCATTCTACTTGTGTTGGCTTCCATTGTTTTCCCCAAAAAATATAGTTATcontig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G5625HAP8  HAP8 (HA    chr5:227  31.7425 14.5161 40.6347 61.3337 49.0068 52.267
Sense GT Sens 0.628 Detected -0.628 Comprom 0.000 1.783 Detected 1.878 Detected 1.831 0.101 GT Sense contig405 contig405 Unannota GCATAATGTTGTGTCCATTTTAAATAACCCAATATACGTTTCATAGCCATcontig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  9.82011 3.37031 25.6579 14.8771 22.8013 23.9019
Sense GT Sens -1.106 Comprom 1.106 Detected 0.000 0.930 Detected 1.134 Detected 1.032 0.451 GT Sense contig405 contig405 Unannota CCGGATTACTAGTGTACTGACTCAGTTTACTAATAGCACATGTTATATT contig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  3.50641 13.3166 21.2362 8.56042 14.9866 16.9493
Sense GT Sens -0.273 Detected 0.273 Detected 0.000 1.553 Detected 1.798 Detected 1.675 0.030 GT Sense contig405 contig405 Unannota ACCTATCTTCAATTTCTCAACATTTCCGGTATTGCAACTAGTGTCCTCACcontig405 Solyc05g Unknown Protein (A  SL2.40ch AT5G44860.1 37.3484 44.6634 140.798 99.0162 137.947 160.503
Sense GT Sens -0.708 Detected 0.708 Detected 0.000 1.847 Detected 2.094 Detected 1.970 0.111 GT Sense contig405 contig405 Unannota CTTATTTTCACTGTCTTTAAGTTCGCTATACAACCCTTAGGATCACGATAcontig405 Solyc05g Unknown Protein (A  SL2.40ch AT5G44860.1 49.5681 108.417 369.957 217.172 303.568 353.609
Sense GT Sens 0.084 Detected -0.084 Detected 0.000 1.434 Detected 1.263 Detected 1.348 0.008 GT Sense contig405 contig405 Unannota ATAAGCATGAAACACGTAATGGTAAGAACCTAATATCCCCAGCGGAGTC contig405 Solyc00g Unknown Protein (A  SL2.40ch AT4G01450.3  nodulin M     chr4:608  24.7947 18.0795 43.9402 42.4859 65.8661 57.4088
Sense GT Sens 0.477 Comprom -0.477 Comprom 0.000 1.063 Detected 1.448 Detected 1.256 0.135 GT Sense contig405 contig405 Unannota CGAGAAGGAATATGAAATTGTGGCATTGTAACTCTCATGAAGTTTTTAA contig405 Solyc07g HAT famil                  GO:00469 SL2.40ch AT5G39850.1  40S ribos      chr5:159  8.43659 3.56785 15.2031 9.47994 13.196 16.9199
Sense GT Sens -0.120 Comprom 0.120 Comprom 0.000 2.233 Detected 2.437 Detected 2.335 0.005 GT Sense contig405 contig405 Unannota GAGTCTTCCTCTTTTCGTTGGACTTCCAACTCAAAGCAATCTATTGATA contig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  2.38095 2.30485 4.58738 3.91446 12.6823 14.3391
Sense GT Sens -0.337 Detected 0.337 Detected 0.000 0.834 Detected 1.178 Detected 1.006 0.117 GT Sense contig405 contig405 Unannota ATCTGTCCATGCATCTGTCGCGGCGCACGATACGACCCTCGATAAAAGTcontig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  303.955 397.037 939.377 718.662 712.874 888.514
Sense GT Sens -0.170 Comprom 0.170 Comprom 0.000 1.598 Detected 1.496 Detected 1.547 0.013 GT Sense contig405 contig405 Unannota CCTCTCTTTGATCTTCAGCTTCTACTCTTCGATTTTACCTTCTGGAGAA contig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G43570.1  serine-ty     chr5:175  3.15247 3.26846 5.1353 5.62762 11.192 10.2315
Sense GT Sens 0.452 Comprom -0.452 Comprom 0.000 1.142 Detected 0.963 Detected 1.052 0.150 GT Sense contig405 contig405 Unannota GGACGTGAAGGTTTTATCTTCGGTGTAATTTCAATAGAAATTGTTTTCT contig405 Solyc02g Unknown Protein (A  SL2.40ch AT5G662 CPK28  CPK28; A                    chr5:264  6.94011 3.03621 12.137 11.4745 11.6646 10.1125
Sense GT Sens 0.056 Comprom -0.056 Comprom 0.000 1.290 Detected 1.322 Detected 1.306 0.002 GT Sense contig405 contig405 Unannota AGCTGTTGTTTACAACCACAATGGATGTCAATGCTTTGGAGCTGATTAA contig405 Solyc02g Unknown Protein (A  SL2.40ch AT5G662 CPK28  CPK28; A                    chr5:264  7.5665 5.73325 15.1181 17.8109 18.5392 18.6083
Sense GT Sens -0.302 Comprom 0.302 Comprom 0.000 0.973 Detected 1.143 Detected 1.058 0.078 GT Sense contig405 contig405 Unannota TTATACTACCTACAAGTTCGTCCAAGCCTGAATGAACAACTCGAGCGAG contig405 Solyc08g Unknown Protein (A  SL2.40ch AT5G3730WSD1  WSD1; di      chr5:147  4.42507 5.51295 6.56422 4.64184 11.167 12.3294
Sense GT Sens -0.484 Detected 0.484 Detected 0.000 1.366 Detected 1.801 Detected 1.584 0.096 GT Sense contig406 contig406 Unannota TGATTCATAGTGCGTCGCTTGAGGACAAACAACGAATTTAAGTTGAGGGcontig406 Solyc05g Unknown Protein (A  SL2.40ch AT1G34520.1 75.7009 121.234 360.696 236.156 284.34 377.307
Sense GT Sens -0.240 Detected 0.240 Detected 0.000 1.106 Detected 1.501 Detected 1.304 0.052 GT Sense contig406 contig406 Unannota GAATCGCTTGTTGGTCGAGTTTTGATATTTGTGCTCAATAGGTCTCAAA contig406 Solyc02g DNA poly                   GO:00038 SL2.40ch AT4G01890.1  glycoside           chr4:816  18.2712 20.8823 59.2108 60.2749 48.4268 62.4654
Sense GT Sens -0.124 Comprom 0.124 Comprom 0.000 0.886 Detected 1.223 Detected 1.054 0.037 GT Sense contig406 contig406 Unannota GTAGTTTTTGGGTTATATAATCTTCGTTTGGGTTTTTGGTTTGTGTGGAcontig406 Solyc08g Polyprote                  GO:00062 SL2.40ch AT3G04732.1 7.16163 6.96814 12.4006 7.86675 15.0275 18.6396
Sense GT Sens -0.006 Comprom 0.006 Comprom 0.000 2.524 Detected 2.195 Detected 2.360 0.005 GT Sense contig406 contig406 Unannota GATGTGAAAGTTTTAGAGTTGTCCAAAAAATTAGATATGTGGGGAACTA contig406 Solyc10g WD repeat-containin                   SL2.40ch AT2G22610.1  kinesin m    chr2:959  2.89567 2.39122 2.91267 4.63805 17.4315 13.6171
Sense GT Sens 0.118 Comprom -0.118 Comprom 0.000 1.592 Detected 1.702 Detected 1.647 0.006 GT Sense contig406 contig406 Unannota CAGTGGAGGAGAGTAAATCAGGTATAAAATGATACATTTATCCTTGCAC contig406 Solyc01g Cyclin (AH             GO:00469 SL2.40ch AT5G39785.2  structura      chr5:159  3.4107 2.37238 3.22238 3.32242 9.87425 10.4574
Sense GT Sens -0.368 Comprom 0.368 Detected 0.000 1.006 Detected 1.312 Detected 1.159 0.101 GT Sense contig406 contig406 Unannota GGGAACCTTAATAAAATCCCATCAACAAGACAGTGAAGCTCTTTTCATT contig406 Solyc03g Unknown Protein (A  SL2.40ch AT3G09160.1 9.05951 12.36 13.4595 17.4693 24.4652 29.6958
Sense GT Sens -0.166 Comprom 0.166 Comprom 0.000 2.044 Detected 2.608 Detected 2.326 0.019 GT Sense contig406 contig406 Unannota GTTGTCCACCATTCGAAAATGAAAAAATCTAGCTGCATATTTTTTCGCTTcontig406 Solyc05g LOB domain protein                SL2.40ch AT1G16420.1 2.3847 2.45939 13.0366 13.2611 11.4984 16.6817
Sense GT Sens -0.015 Comprom 0.015 Comprom 0.000 2.107 Detected 2.307 Detected 2.207 0.002 GT Sense contig406 contig406 Unannota TGGAGGTATTAAGAATGAAATAAAGTGATGGACAACCAATGCTAATGGA contig406 Solyc05g LOB domain protein                SL2.40ch AT1G16420.1 3.54049 2.96012 2.1149 2.14306 16.059 18.1109
Sense GT Sens -0.208 Comprom 0.208 Comprom 0.000 0.972 Detected 1.847 Detected 1.409 0.101 GT Sense contig406 contig406 Unannota ACATACTACATAGTGGCATAGCCAAGCACAATGAAGAGCGATCAACTGA contig406 Solyc09g Alpha-hum                 GO:00800 SL2.40ch AT2G1743ATMLO7,   MLO7 (M         chr2:756  4.0385 4.4166 6.24074 4.45881 9.53866 17.1678
Sense GT Sens -0.224 Comprom 0.224 Comprom 0.000 1.469 Detected 2.884 Detected 2.177 0.099 GT Sense contig406 contig406 Unannota GAATGTTAAGAATATAACAAAAGAGCAATGAGAGGAGGGAGAGTGATGAcontig406 Solyc09g Unknown Protein (A  SL2.40ch AT2G43880.1  polygalac       chr2:181  2.60061 2.90766 6.17774 4.16089 8.76642 22.9383
Sense GT Sens -0.272 Comprom 0.272 Comprom 0.000 1.176 Detected 1.382 Detected 1.279 0.048 GT Sense contig407 contig407 Unannota GTTGGAAACTTGTAGCGATATTCCTCCGTAACACCTTTCTCTTTACTCC contig407 Solyc04g074260.1.1 AT5G04540.1  phospha      chr5:129  4.51136 5.38913 4.85372 8.4789 12.8309 14.5258
Sense GT Sens 0.150 Comprom -0.150 Comprom 0.000 0.956 Detected 1.178 Detected 1.067 0.029 GT Sense contig407 contig407 Unannota GGGTATGTCCTAGCATTTCTAATCAGTTAGGCTTATTTCAGACATAACT contig407 Solyc12g Unknown Protein (A  SL2.40ch AT5G2236ATVAMP7    ATVAMP       chr5:740  7.13494 4.74493 7.19322 8.51054 12.9924 14.8778
Sense GT Sens 0.080 Comprom -0.080 Comprom 0.000 1.292 Detected 1.594 Detected 1.443 0.014 GT Sense contig407 contig407 Unannota AAACAATAAAGTGGATGGATTAATGTCCGAACAGAGAAAAATGAAATGA contig407 Solyc01g MADS-bo                  GO:00056 SL2.40ch AT5G66660.1 4.27451 3.13547 5.70157 2.1306 10.3199 12.4933
Sense GT Sens -0.220 Detected 0.220 Detected 0.000 0.937 Detected 1.259 Detected 1.098 0.056 GT Sense contig407 contig407 Unannota GTGAGATCTTCAACAGTCATCTCCTTGCGTTTGTATTTCAAGTAGTTTT contig407 Solyc11g Gag-Pol p               GO:00036 SL2.40ch AT3G1803HON4  HON4; DN    chr3:616  31.8162 35.3604 95.8031 53.6905 73.9552 90.7432
Sense GT Sens 0.532 Detected -0.532 Comprom 0.000 1.792 Detected 2.029 Detected 1.911 0.073 GT Sense contig407 contig407 Unannota CACAATGGAGGTAACTTTTCAATAATTGCAGCCACTTGAAAAGCATCAT contig407 Solyc11g Gag-Pol p               GO:00036 SL2.40ch AT3G1803HON4  HON4; DN    chr3:616  11.1707 4.3768 31.8748 15.5044 27.8775 32.258
Sense GT Sens -0.148 Detected 0.148 Detected 0.000 0.931 Detected 1.071 Detected 1.001 0.026 GT Sense contig407 contig407 Unannota ATATTTTTAAGTGCAGGGACAGGTGGACGCTAGAGCTTACACGTTGAAGcontig407 Solyc07g Fertilizatio                   GO:00428 SL2.40ch AT2G0198SOS1, AT    SOS1 (SA        chr2:457  110.597 111.225 167.938 160.382 243.561 263.316
Sense GT Sens -0.343 Detected 0.343 Detected 0.000 1.043 Detected 1.188 Detected 1.115 0.086 GT Sense contig407 contig407 Unannota GTACGTTTAACGCAATTATGAACTATTTTTTTCATTTGATTATCACTATA contig407 Solyc07g Fertilizatio                   GO:00428 SL2.40ch AT2G0198SOS1, AT    SOS1 (SA        chr2:457  10.7548 14.1827 19.6862 19.0636 29.2986 31.8046
Sense GT Sens 0.963 Detected -0.963 Comprom 0.000 1.779 Detected 1.792 Detected 1.786 0.205 GT Sense contig407 contig407 Unannota CTCTTTGAAACCTATGTAATCTATGTAACTCCTATTGTAACCTATGAAACcontig407 Solyc11g Os03g0859900 prote                  SL2.40ch AT3G48400.1  DC1 dom    chr3:179  14.5425 3.13416 16.608 14.6625 26.6785 26.4227
Sense GT Sens 0.254 Detected -0.254 Detected 0.000 1.258 Detected 1.303 Detected 1.281 0.037 GT Sense contig408 contig408 Unannota GCAGTATGGTTGATTCACATATATTTGGGCTTTTTGTGTTCTTGAAATT contig408 Solyc02g ABC transporter C fa                 SL2.40ch ATMG00610.1 35.2898 20.341 30.5806 27.764 73.7877 74.7128
Sense GT Sens -0.190 Detected 0.190 Detected 0.000 1.031 Detected 1.197 Detected 1.114 0.033 GT Sense contig409 contig409 Unannota AACTGAACTTTGCCAAACACGAATCAGCTCAAAAGCATTGACATCCGTC contig409 Solyc02g Unknown Protein (A  SL2.40ch AT5G19290.1  esterase/     chr5:649  29.5925 31.5646 48.3394 44.3074 71.8942 79.1775
Sense GT Sens -0.232 Comprom 0.232 Comprom 0.000 1.513 Detected 1.827 Detected 1.670 0.027 GT Sense contig409 contig409 Unannota CACTGGTAGATAAGATTGATGTGCCATATTATGCTCTGATATATTTGAC contig409 Solyc12g Cycloarte               GO:00168 SL2.40ch AT3G1435SRF7  SRF7 (ST                   chr3:478  2.36294 2.67101 9.73267 6.18395 8.25498 10.0716
Sense GT Sens -0.290 Detected 0.290 Detected 0.000 1.124 Detected 0.931 Detected 1.027 0.078 GT Sense contig409 contig409 Unannota TTAGGTACGCAGAAGTCACATCATGCATAGATCAGTTTCGTTCTTCAGT contig409 Solyc03g Armadillo                 GO:00054 SL2.40ch AT5G03870.1  glutaredo     chr5:103  98.8358 121.029 149.437 165.733 274.448 235.603
Sense GT Sens -0.604 Detected 0.604 Detected 0.000 0.808 Detected 1.379 Detected 1.094 0.243 GT Sense contig409 contig409 Unannota ATCACACAAGAACAGGTCTAGTAGAGTCTTAAGGAACGGTAGGGGGAC contig409 Solyc04g Unknown Protein (A  SL2.40ch AT5G04120.1  phospho      chr5:112  991.136 1875.38 3689.97 2762.71 2748.18 4008.64
Sense GT Sens -0.505 Detected 0.505 Detected 0.000 0.903 Detected 1.281 Detected 1.092 0.180 GT Sense contig409 contig409 Unannota TTCATTCTTTCTTTCGTGCTACTACTTGAGTCCAATTGGTATCTAGGCG contig409 Solyc04g Unknown Protein (A  SL2.40ch AT5G04120.1  phospho      chr5:112  365.043 602.442 1416.39 842.69 1009.76 1287.59
Sense GT Sens 0.233 Detected -0.233 Detected 0.000 1.575 Detected 1.707 Detected 1.641 0.021 GT Sense contig410 contig410 Unannota GAGAGAGGGACAGGAGGAGTTGCTGGCTGTTGCTCTCGCTGGAAAAAAcontig410 Solyc04g Unknown Protein (A  SL2.40ch AT1G32160.1  unknown   chr1:115  40.4188 23.9623 87.4309 53.6525 106.783 114.832
Sense GT Sens 0.159 Comprom -0.159 Comprom 0.000 1.230 Detected 1.209 Detected 1.220 0.017 GT Sense contig410 contig410 Unannota TTTTAGACCCTGGAGAGAAAATTCCTGTGTTATCTTCCCCGAGCGCTCGcontig410 Solyc11g Fumaryla             GO:00081 SL2.40ch AT5G19080.1  zinc finge        chr5:637  6.358 4.17601 16.7209 5.20173 13.9217 13.4668
Sense GT Sens 0.360 Comprom -0.360 Comprom 0.000 1.533 Detected 1.515 Detected 1.524 0.052 GT Sense contig410 contig410 Unannota TTTGTAGGATGAGAGGCACCGTCATAAATTATGTGCCACTCATGCCAGAcontig410 Solyc02g CTP synt              GO:00038 SL2.40ch AT5G45200.1  disease r       chr5:182  5.72117 2.84466 7.15965 10.9831 13.4451 13.0288
Sense GT Sens 0.098 Comprom -0.098 Comprom 0.000 2.724 Detected 2.615 Detected 2.669 0.002 GT Sense contig411 contig411 Unannota GCGAGACAGAGAATCACATCTATTACCTACAAGAGAGAGAGAATATGAG contig411 Solyc00g228260.1.1 AT3G4510SETH2  SETH2; t      chr3:165  5.05945 3.61762 5.42775 3.98422 32.5539 29.6132
Sense GT Sens -0.128 Detected 0.128 Detected 0.000 1.302 Detected 0.990 Detected 1.146 0.030 GT Sense contig411 contig411 Unannota ATCCCTAAAAGCCGGTCTCAGTTCGGATTGGGGTCTGCAACTCGACCC contig411 Solyc01g Unknown Protein (A  SL2.40ch AT2G13840.1  PHP dom    chr2:578  50.1277 49.0271 87.1208 81.8893 140.746 111.299
Sense GT Sens 0.475 Comprom -0.475 Comprom 0.000 0.992 Detected 1.137 Detected 1.065 0.157 GT Sense contig412 contig412 Unannota AGAGCATGTTTTTCAATTTCAATCACCCTATAGATGAGCTGCCTCTTTG contig412 Solyc09g Asparagine syntheta      SL2.40ch AT3G52700.1  unknown   chr3:195  6.36158 2.69733 7.43867 12.1759 9.48732 10.2951
Sense GT Sens 0.124 Comprom -0.124 Comprom 0.000 1.347 Detected 1.840 Detected 1.593 0.029 GT Sense contig412 contig412 Unannota CCTCCGTATTGATACATAAGTCATACGTGAGTGAAATATTCAAGAATAATcontig412 Solyc09g AGAP009276-PA (Fr     SL2.40ch AT4G21900.1  antiporte      chr4:116  5.9527 4.1082 13.9605 11.9175 14.4835 20.0085
Sense GT Sens -0.366 Detected 0.366 Detected 0.000 1.666 Detected 1.728 Detected 1.697 0.044 GT Sense contig412 contig412 Unannota CCTTCCCTTTCCGTTGAGCTTACAAATCAATGCAATCTATGCAAGTATA contig412 Solyc05g Protease                  GO:00082 SL2.40ch AT5G49665.1  zinc finge        chr5:201  10.0572 13.6881 50.2374 30.9585 42.8584 43.9315
Sense GT Sens -0.799 Comprom 0.799 Comprom 0.000 0.965 Detected 1.441 Detected 1.203 0.286 GT Sense contig412 contig412 Unannota TTTCACAAATTCCCCTTTTTAACTTAAACTGCCTTAAATTTCGAAAGTTC contig412 Solyc07g Unknown Protein (A  SL2.40ch AT5G0783AtGUS2  AtGUS2 (       chr5:250  2.3178 5.74901 5.49186 3.34104 8.20304 11.2005
Sense GT Sens 0.109 Comprom -0.109 Comprom 0.000 2.176 Detected 2.436 Detected 2.306 0.005 GT Sense contig412 contig412 Unannota CCACTACATGACCCTAAGTCCAAGACTCGAACTAGGTGTCTGATAATCA contig412 Solyc01g Unknown Protein (A  SL2.40ch AT5G65683.1  zinc finge        chr5:262  3.3739 2.3748 11.5578 10.4044 14.7253 17.3055
Sense GT Sens 0.111 Comprom -0.111 Comprom 0.000 1.436 Detected 1.870 Detected 1.653 0.021 GT Sense contig413 contig413 Unannota GGGGCTGATACAAACGGATTAAATGAATTTCTATAGCTGTAAAATTAGC contig413 Solyc03g SET and MYND dom               SL2.40ch AT2G26460.1  RED fami    chr2:112  3.24308 2.27909 5.47434 6.00335 8.46704 11.2326
Sense GT Sens -0.021 Comprom 0.021 Comprom 0.000 1.348 Detected 1.063 Detected 1.206 0.014 GT Sense contig413 contig413 Unannota CCACGAATCTTCAAGATAGTTTCTTTCCCTTTCGCAAAGTTTCGGAATG contig413 Solyc12g Malonyl CoA anthoc      SL2.40ch AT1G07050.1  CONSTA    chr1:216  5.1117 4.30977 7.13653 9.29263 13.7601 11.0811
Sense GT Sens -0.309 Comprom 0.309 Comprom 0.000 1.753 Detected 1.568 Detected 1.660 0.036 GT Sense contig413 contig413 Unannota ACTAGCGGTAGGTGATCCTAGCTTTATGTTGTCCATATATCAAAGTTCC contig413 Solyc11g F-box family protein             SL2.40ch AT3G58520.2  ubiquitin   chr3:216  6.36237 7.99597 11.3033 7.78241 27.6865 23.8921
Sense GT Sens -0.850 Detected 0.850 Detected 0.000 2.061 Detected 2.331 Detected 2.196 0.125 GT Sense contig413 contig413 Unannota ACTTGTACAAATGGACATCCCAAACAAACCATGTCCAGACCATTATCCA contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  10.9613 29.1663 106.383 60.938 85.9381 101.641
Sense GT Sens -0.298 Comprom 0.298 Comprom 0.000 2.347 Detected 2.693 Detected 2.520 0.018 GT Sense contig413 contig413 Unannota TACAACCCACACGATGTCTACAGACCTCTAAGAGTATAGTAGTGAAACT contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  3.39328 4.19871 17.834 9.23215 22.1058 27.5789
Sense GT Sens 0.590 Comprom -0.590 Comprom 0.000 1.461 Detected 0.974 Detected 1.217 0.196 GT Sense contig413 contig413 Unannota TGTTATCATGGCCTCATGAAGCCCATAAGAATTATTTTAGGTTTCCAGA contig413 Solyc09g Hydrolase alpha/bet                  SL2.40ch AT5G6728RLK  RLK (Rec           chr5:268  8.5576 3.09579 16.3887 15.3277 16.3108 11.4273
Sense GT Sens 0.328 Comprom -0.328 Comprom 0.000 3.067 Detected 3.195 Detected 3.131 0.011 GT Sense contig414 contig414 Unannota TTTAAGAAGATTTCTTCTTCTTTATTTCTGAAAAATCTGTAATTAATTAA contig414 Solyc01g Glutamine                 GO:00038 SL2.40ch AT3G01970.1 4.6437 2.41505 2.69587 4.76561 32.3124 34.6594
Sense GT Sens -0.121 Comprom 0.121 Comprom 0.000 1.372 Detected 1.215 Detected 1.294 0.012 GT Sense contig414 contig414 Unannota ATGCTGTAAATTTCCGCAATTTCTGGGTTTCACTAGCGTTCACGCGTTT contig414 Solyc09g Unknown Protein (A  SL2.40ch AT4G2614BGAL12  BGAL12             chr4:132  3.98811 3.8619 10.1113 2.23681 11.6987 10.2974
Sense GT Sens 0.051 Comprom -0.051 Comprom 0.000 1.178 Detected 3.080 Detected 2.129 0.155 GT Sense contig414 contig414 Unannota CCAATGTAGACAAGGAACTAACAATTAAGCATGGACTGAAAAATAAAACAcontig414 Solyc10g045030.1.1 AT3G49880.1  glycosyl      chr3:184  4.55548 3.47868 2.70182 5.52986 10.3686 38.0355
Sense GT Sens -0.356 Comprom 0.356 Comprom 0.000 1.386 Detected 1.716 Detected 1.551 0.058 GT Sense contig414 contig414 Unannota GTTCAAAATTCTTTACAGTTAATCCACCAAACCCTCCTTGATTTACAGACcontig414 Solyc02g Phosphatidylinositid       SL2.40ch AT4G12750.1  sequence        chr4:749  2.87234 3.85235 6.62751 2.58343 10.0094 12.353
Sense GT Sens -0.167 Comprom 0.167 Comprom 0.000 1.466 Detected 1.532 Detected 1.499 0.013 GT Sense contig415 contig415 Unannota CCGAAGGGTTCATCATAATTAAGCAGAGCAAACTTCCCTAAAATCATCA contig415 Solyc06g U-box dom                GO:00344 SL2.40ch AT3G5324AtRLP45  AtRLP45        chr3:197  4.19081 4.32623 8.02662 12.0407 13.5467 13.9137
Sense GT Sens 0.001 Comprom -0.001 Comprom 0.000 1.139 Detected 0.898 Detected 1.019 0.014 GT Sense contig415 contig415 Unannota GAGGAAAGCTTCAACCCATAAAAATAAAGGTAGATTAGCATGAAGTAGT contig415 Solyc10g006110.2.1 AT5G44410.1  FAD-bind     chr5:178  5.58011 4.56237 5.39344 6.70688 12.7985 10.6237
Sense GT Sens -0.019 Detected 0.019 Detected 0.000 1.009 Detected 1.224 Detected 1.117 0.009 GT Sense contig415 contig415 Unannota TTCTTTCCTTTGTTTTTGGTATGTGGCTTTCGAATGAGTCCGATGGACT contig415 Solyc06g B3 domai                 GO:00063 SL2.40ch AT3G27870.1  haloacid      chr3:103  18.7698 15.7818 19.6942 20.3652 39.8913 45.44
Sense GT Sens 0.865 Detected -0.865 Comprom 0.000 1.004 Detected 2.107 Detected 1.556 0.269 GT Sense contig415 contig415 F3O9.9 pr              TTTCTTGcontig415 Solyc07g Solyc07g F3O9.9 protein (AHRD V1 ***- Q           contig415 Solyc07g F3O9.9 protein (AHR              SL2.40ch AT1G16290.1  FUNCTIO                                                                  chr1:557  20.0892 4.96283 4.25397 4.75218 23.0607 48.6218
Sense GT Sens -0.301 Comprom 0.301 Comprom 0.000 1.109 Detected 1.030 Detected 1.070 0.072 GT Sense contig415 contig415 Unannota GGAGAAATACAGATTCAAGAATGGCACAACTGATTCTGGAATGAAAATT contig415 Solyc10g Chloroph                     GO:00160 SL2.40ch AT5G15070.1  acid phos        chr5:487  3.8812 4.82331 4.91206 6.32636 10.7469 9.98846
Sense GT Sens -0.070 Comprom 0.070 Comprom 0.000 1.032 Detected 1.344 Detected 1.188 0.020 GT Sense contig415 contig415 Unannota TGGAGTATAATCTTAACAAAATCATGAACAGATAACAGATCAAGGCCAAAcontig415 Solyc11g Leucine-rich repeat       SL2.40ch AT5G44320.1  eukaryot                 chr5:178  4.49351 4.05782 5.01288 7.38617 10.0557 12.2503
Sense GT Sens -0.211 Comprom 0.211 Comprom 0.000 3.248 Detected 3.123 Detected 3.185 0.005 GT Sense contig415 contig415 Unannota TTCATACTAATATTAACCTAAAGAAAAATCTCCATTACTTTTTTTTCTTG contig415 Solyc10g Acetyltran               GO:00081 SL2.40ch AT4G01895.1  systemic        chr4:819  2.1078 2.31427 2.38986 2.98565 24.1599 21.7397
Sense GT Sens -0.484 Detected 0.484 Detected 0.000 1.207 Detected 1.849 Detected 1.528 0.119 GT Sense contig416 contig416 Unannota GAAGTAAGGAAAATAGGGGAGGTGCTGCCGAATTTTCGTTAGATTATTAcontig416 Solyc00g H-ATPase               GO:00085 SL2.40ch AT5G18840.1  sugar tra    chr5:628  80.9809 129.758 327.974 220.082 272.517 417.341
Sense GT Sens -0.198 Detected 0.198 Detected 0.000 1.179 Detected 1.737 Detected 1.458 0.051 GT Sense contig416 contig416 Unannota AATAGCTTGAGCAGTAAATATTGGACGTGCGGCTCAATTATACGGTGTAcontig416 Solyc00g H-ATPase               GO:00085 SL2.40ch AT5G18840.1  sugar tra    chr5:628  58.9286 63.5045 201.334 127.83 159.476 230.496
Sense GT Sens -0.089 Detected 0.089 Detected 0.000 0.962 Detected 1.202 Detected 1.082 0.019 GT Sense contig417 contig417 Unannota GCGGGTTTCCCTTGTCATCCAAAAATAAAATAAAATACTAGTGCATCTG contig417 Solyc03g SET and MYND dom               SL2.40ch AT5G48175.1 549.34 509.114 723.454 617.717 1185.8 1375.07
Sense GT Sens 0.331 Comprom -0.331 Comprom 0.000 0.968 Detected 1.129 Detected 1.049 0.092 GT Sense contig417 contig417 Unannota GATTTTTCCTGCAAGAAATCCGTGATTTGAACCAGGCTGATCAACTTCC contig417 Solyc00g Ribosoma                GO:00037 SL2.40ch AT2G16360.1 8.78055 4.54283 16.2304 9.23829 14.2268 15.6141
Sense GT Sens 0.103 Comprom -0.103 Comprom 0.000 1.197 Detected 1.097 Detected 1.147 0.010 GT Sense contig417 contig417 Unannota GGATATATTTGTCATTTACCTATTTTATATCGGGATAAGTTATCTTGGG contig417 Solyc08g Solanesy                GO:00469 SL2.40ch AT5G44690.1  unknown   chr5:180  6.17707 4.38402 12.7511 15.2736 13.7343 12.5794
Sense GT Sens -0.292 Detected 0.292 Detected 0.000 0.983 Detected 1.503 Detected 1.243 0.086 GT Sense contig417 contig417 Unannota AGTGATCACGTCAGCATGCCTTTATAACTTTGGCAAGGCATATTGGGTAcontig417 Solyc10g Receptor   GO:00055 SL2.40ch AT2G15630.1  pentatric      chr2:681  19.0074 23.3252 52.4132 51.7411 47.9172 67.4598
Sense GT Sens -0.145 Detected 0.145 Detected 0.000 1.118 Detected 1.190 Detected 1.154 0.016 GT Sense contig417 contig417 Unannota TACATCGGACTCCACATTTAGCTCATGTGGTTTTATTATCGGTTATTAG contig417 Solyc10g Receptor   GO:00055 SL2.40ch AT2G15630.1  pentatric      chr2:681  184.477 184.831 410.938 341.124 461.608 476.062
Sense GT Sens -0.329 Comprom 0.329 Comprom 0.000 0.964 Detected 1.781 Detected 1.373 0.120 GT Sense contig418 contig418 Unannota AATCTTAGTGATTCCAACAAACTTTGCAGAAACATGAAGTTACCAAGTTTcontig418 Solyc04g011970.1.1 AT4G37190.2  INVOLVE                                                              chr4:175  3.48646 4.50707 10.9299 7.83599 8.90471 15.4004
Sense GT Sens 0.267 Detected -0.267 Comprom 0.000 0.881 Detected 1.319 Detected 1.100 0.086 GT Sense contig418 contig418 Unannota GCGACATCTGTTAGGTCATAATATTTGCTGAAATGTATTTCTGATGTTG contig418 Solyc02g Heterogen                    GO:00036 SL2.40ch AT5G60840.1  unknown   chr5:244  12.6267 7.14211 30.3069 33.3053 20.1379 26.7718
Sense GT Sens -0.090 Comprom 0.090 Comprom 0.000 1.580 Detected 1.491 Detected 1.536 0.004 GT Sense contig419 contig419 Unannota TGCAGAGGGAAAGAGATGATATGAGGATAGCAAGGGGATAATGCTCAA contig419 Solyc09g Unknown Protein (A  SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  3.47811 3.22583 17.5466 3.70476 11.5346 10.6388
Sense GT Sens 0.311 Comprom -0.311 Comprom 0.000 1.152 Detected 1.093 Detected 1.123 0.069 GT Sense contig419 contig419 Unannota GATGCAGATGGTTTTGATTAATTTGGGATTGAGGCATAGTTGATGTGTTcontig419 Solyc02g DNA-bind                GO:00055 SL2.40ch AT2G30100.1  ubiquitin    chr2:128  5.80644 3.09227 8.55482 9.97901 10.8451 10.2173
Sense GT Sens 0.149 Comprom -0.149 Comprom 0.000 1.280 Detected 1.442 Detected 1.361 0.015 GT Sense contig419 contig419 Unannota TTTAATGGTAAACCTAATTTAGTAGTTACACTTACATCACACTGCTTTAT contig419 Solyc06g Sister chr                   GO:00036 SL2.40ch AT3G55670.1 5.10156 3.39853 10.0306 8.23935 11.6424 12.785
Sense GT Sens -0.023 Detected 0.023 Detected 0.000 1.189 Detected 0.830 Detected 1.010 0.031 GT Sense contig420 contig420 Unannota TAGTTAAAATGTCACCCATAGTTTAATTATAGATTAAGTGGTGATGCAG contig420 Solyc06g YLP motif containing     SL2.40ch AT5G62760.1 37.388 31.6374 37.8416 26.5487 90.2953 69.1185
Sense GT Sens -0.216 Detected 0.216 Detected 0.000 1.074 Detected 1.316 Detected 1.195 0.040 GT Sense contig420 contig420 Unannota ATTTCAAAGGCTGTGATTGATCCAAAGAATGGGTCACAAATGGATTTCT contig420 Solyc03g Polyaden                   GO:00081 SL2.40ch AT5G2049XIK, ATXI    XIK; moto     chr5:692  79.5562 87.8909 124.972 136.48 202.688 235.298
Sense GT Sens 0.042 Comprom -0.042 Comprom 0.000 2.035 Detected 2.040 Detected 2.038 0.000 GT Sense contig420 contig420 Unannota ACACTGAAAAATCAAATCAAATCAATTAAATATCTCAAAAGGTTTGTATG contig420 Solyc07g Ribonucle                 GO:00055 SL2.40ch AT5G56620.1 2.9724 2.29839 2.41299 2.58374 12.3366 12.1458
Sense GT Sens -0.256 Comprom 0.256 Comprom 0.000 0.889 Detected 1.415 Detected 1.152 0.088 GT Sense contig421 contig421 Unannota TAAGCATAAGGTATACTAATTGACTACGAGTGTAATAAGAGCATCAGTC contig421 Solyc09g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  6.05437 7.07455 6.25673 4.25946 13.9516 19.7297
Sense GT Sens -0.403 Detected 0.403 Detected 0.000 0.846 Detected 1.332 Detected 1.089 0.147 GT Sense contig422 contig422 Polyprote              TGAAACCcontig422 Solyc06g Solyc06g Polyprote              GO:00082 GO:00082   contig422 Solyc01g Retrotran                 GO:00082 SL2.40ch AT5G15340.1  pentatric      chr5:498  252.167 361.101 1034.71 563.279 624.722 858.367
Sense GT Sens 0.088 Comprom -0.088 Comprom 0.000 1.589 Detected 1.781 Detected 1.685 0.006 GT Sense contig422 contig422 Unannota CCAACATTGAGTTCCTTATAAGTACGAAATGCGGAAGATAAAATATATCAcontig422 Solyc12g Ceramide glucosyltr     SL2.40ch AT4G35470.1  leucine-r      chr4:168  3.29857 2.39187 5.76581 5.56231 9.72684 10.9113
Sense GT Sens -0.282 Comprom 0.282 Comprom 0.000 1.197 Detected 1.924 Detected 1.561 0.077 GT Sense contig422 contig422 Unannota CATCTAATATTTAAGCTAAAAAATAAGAAGAAAAAAAATTTCTCCCTCTG contig422 Solyc03g Serine/thr                  GO:00047 SL2.40ch AT3G43220.2  phospho      chr3:151  3.12319 3.78421 5.76885 3.08442 9.07585 14.7464
Sense GT Sens -0.232 Detected 0.232 Detected 0.000 1.442 Detected 1.841 Detected 1.642 0.033 GT Sense contig423 contig423 Unannota CAAATCTTGATAAAAACCTAATCTCTTTTTAATGATGATGCCTTGGTAAGcontig423 Solyc11g045300.1.1 AT1G75530.1  forkhead         chr1:283  22.9454 25.9126 93.3053 66.2046 76.2894 98.7324
Sense GT Sens -0.193 Detected 0.193 Detected 0.000 0.915 Detected 1.243 Detected 1.079 0.051 GT Sense contig423 contig423 Unannota GTAAAACCCTGCTATGTGCTTAATTGTACGCATGCATGAACGTGATTAT contig423 Solyc11g045300.1.1 AT1G75530.1  forkhead         chr1:283  68.1244 72.9218 197.825 139.047 153.001 188.502
Sense GT Sens 0.018 Comprom -0.018 Comprom 0.000 1.157 Detected 1.151 Detected 1.154 0.000 GT Sense contig425 contig425 Unannota CGATATTAAATCTGCCGCCGTATCAGATATTAATTATATCAGCCGAATC contig425 Solyc06g Small nuc                    GO:00055 SL2.40ch AT5G41740.2  disease r       chr5:166  5.03228 4.01866 4.89799 5.39524 11.5439 11.2823
Sense GT Sens -0.141 Comprom 0.141 Comprom 0.000 1.015 Detected 1.390 Detected 1.202 0.036 GT Sense contig425 contig425 Unannota ATCCACTTAAATACCAAGCTCTGATAGCAACACATTTCAAACCTGTGACAcontig425 Solyc02g Dolichyl p                 GO:00422 SL2.40ch AT2G46800.2 4.83398 4.81464 5.27953 12.4184 11.2225 14.2874
Sense GT Sens 0.132 Comprom -0.132 Comprom 0.000 1.030 Detected 1.326 Detected 1.178 0.027 GT Sense contig425 contig425 Unannota ACACCTTCTTTTGGATTTTTAGTGTAGGGTAAGTGTATGAATTGAATTG contig425 Solyc09g Unknown Protein (A  SL2.40ch AT3G57170.1  N-acetylg           chr3:211  4.68148 3.1933 2.11438 4.72019 9.08911 10.9574
Sense GT Sens 0.523 Comprom -0.523 Comprom 0.000 1.135 Detected 1.901 Detected 1.518 0.144 GT Sense contig425 contig425 Unannota ACAGAGAGAGAGACACACAATGGTAACATAACTAGCTGCAACAGTGTGAcontig425 Solyc02g Unknown Protein (A  SL2.40ch AT4G2220AKT2/3, A    AKT2/3 (A                chr4:117  5.96834 2.36824 12.806 6.58526 9.50939 15.8691
Sense GT Sens 0.248 Detected -0.248 Comprom 0.000 1.165 Detected 1.516 Detected 1.340 0.048 GT Sense contig425 contig425 Unannota AAATCAATGGCACCGGGTGGACGTATCTTCAAGCAGACTACACTTACAGcontig425 Solyc12g Endoplas                GO:00065 SL2.40ch AT2G04740.1  ankyrin r     chr2:165  12.0042 6.97266 17.1204 11.9391 23.6135 29.571
Sense GT Sens -0.388 Detected 0.388 Detected 0.000 1.258 Detected 1.524 Detected 1.391 0.077 GT Sense contig426 contig426 Unknown   GCAAAACcontig426 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig426 Solyc08g Unknown Protein (A  SL2.40ch ATCG005 PETA  Encodes                         chrC:616  13.1503 18.4365 49.5461 39.8137 42.865 50.6188
Sense GT Sens 0.002 Detected -0.002 Detected 0.000 0.999 Detected 1.547 Detected 1.273 0.043 GT Sense contig426 contig426 Unannota TATTTAAGTGGAGAAGGGTCAAGGGGTGTGCCAATTATCTACCGAGTTCcontig426 Solyc11g Stylish (AHRD V1 *---             SL2.40ch AT5G0429KTF1  KTF1 (KO         chr5:119  17.4223 14.2286 17.0256 22.1456 36.2269 51.999
Sense GT Sens -0.112 Detected 0.112 Detected 0.000 0.884 Detected 1.311 Detected 1.097 0.045 GT Sense contig427 contig427 Probable        CATTCGTCTTTGTGCTGGAAAGCAGAAGACAATACAGGAACTATTTGCA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 18.5614 17.7561 15.7382 15.4119 38.5654 50.9058
Sense GT Sens 0.190 Comprom -0.190 Comprom 0.000 2.431 Detected 2.456 Detected 2.444 0.006 GT Sense contig427 contig427 F1N18.14      CCTTGACACCGTAAAGTGGTTAATCCTAAATCTATCTTTTATTTTGTGCTcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3.64414 2.29492 10.653 11.9188 17.962 17.9389
Sense GT Sens 0.056 Detected -0.056 Detected 0.000 1.151 Detected 1.154 Detected 1.153 0.002 GT Sense contig427 contig427 Histone H      GGTGTTGAAGCAGGTTCATCCAGAATTCTTAGATTTAGATTTGTTTGTT contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 229.805 174.202 238.557 231.432 511.687 503.322
Sense GT Sens -0.077 Detected 0.077 Comprom 0.000 1.029 Detected 1.237 Detected 1.133 0.013 GT Sense contig428 contig428 SWIM zinc                GTGCAAAcontig428 Solyc05g Solyc05g SWIM zinc                GO:00082 GO:00082   contig428 Solyc06g Mutator-li                 GO:00082 SL2.40ch AT3G22570.1  protease         chr3:800  11.7911 10.7504 17.9669 29.6025 26.4557 29.9919
Sense GT Sens -0.420 Comprom 0.420 Comprom 0.000 1.426 Detected 1.400 Detected 1.413 0.078 GT Sense contig430 contig430 Unknown CAATAGAAAATTCTTTCAATTCAATGAAAAAGATTCTCATATTCCCACAA contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3.88985 5.70122 8.19775 12.9315 14.5695 14.0446
Sense GT Sens 0.057 Detected -0.057 Detected 0.000 0.972 Detected 1.207 Detected 1.089 0.014 GT Sense contig434 contig434 NTU64926        AGATGTAAAAATATGAAAAAGTTTGAAGATAAAGATACACCATTATGCTCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 106.781 80.8308 129.982 114.653 209.869 242.334
Sense GT Sens -0.452 Detected 0.452 Detected 0.000 1.015 Detected 1.235 Detected 1.125 0.137 GT Sense contig443 contig443 Polyprote     CTCACACcontig443 Solyc07g Solyc07g Polyprotein (AHRD V1 **-- O491 contig443 Solyc07g Polyprotein (AHRD V   SL2.40ch AT5G4839ATZIP4  ATZIP4; b   chr5:196  108.316 166.053 426.759 337.192 312.14 356.707
Sense GT Sens -0.123 Comprom 0.123 Comprom 0.000 1.912 Detected 2.322 Detected 2.117 0.013 GT Sense contig443 contig443 Mutator-li                ATATGCT contig443 Solyc06g Solyc06g Mutator-li                GO:00082 GO:00082   contig443 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT1G03720.1 2.58421 2.51099 6.94879 8.66489 11.0385 14.3979
Sense GT Sens -0.659 Comprom 0.659 Comprom 0.000 2.763 Detected 2.681 Detected 2.722 0.054 GT Sense contig445 contig445 Unknown   CTCAGCTcontig445 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig445 Solyc09g Unknown Protein (A  SL2.40ch AT4G32375.1 2.05723 4.20336 2.2849 12.6559 22.9902 21.3055
Sense GT Sens 1.394 Detected -1.394 Comprom 0.000 1.049 Detected 2.829 Detected 1.939 0.362 GT Sense contig462 contig462 Cation/H+             GCATCTTcontig462 Solyc08g Solyc08g Cation/H+             GO:00153 GO:00153     contig462 Solyc08g Cation/H+              GO:00153 SL2.40ch AT3G1763ATCHX19    ATCHX19          chr3:602  20.3954 2.42034 1.9557 3.55068 16.7383 56.4119
Sense GT Sens 0.106 Detected -0.106 Comprom 0.000 1.058 Detected 1.027 Detected 1.042 0.010 GT Sense contig464 contig464 Disease r             TCGGTCAcontig464 Solyc08g Solyc08g Disease r             GO:00069 GO:00069  contig464 Solyc08g Nbs-lrr, re  GO:00069 SL2.40ch AT5G1153EMF1  EMF1 (em       chr5:369  11.3526 8.03029 27.2733 27.6484 22.8916 21.9863
Sense GT Sens -0.164 Detected 0.164 Detected 0.000 1.372 Detected 0.931 Detected 1.151 0.053 GT Sense contig469 contig469 Amino ac                AATGGTAcontig469 Solyc06g Solyc06g Amino acid transporter (AHRD              contig469 Solyc06g Amino acid transpor                SL2.40ch AT3G28960.1 24.0559 24.737 16.9121 14.2847 72.707 52.554
Sense GT Sens -0.472 Detected 0.472 Detected 0.000 1.136 Detected 1.753 Detected 1.444 0.125 GT Sense contig471 contig471 Reverse t                 AGTTGATcontig471 Solyc07g Solyc07g Reverse t                 GO:00062 GO:00062   contig471 Solyc12g Unknown                GO:00160 SL2.40ch AT2G3047HSI2, VAL   HSI2 (HIG            chr2:129  33.2267 52.3378 152.561 106.028 105.495 158.817
Sense GT Sens 0.371 Detected -0.371 Detected 0.000 1.552 Detected 1.045 Detected 1.299 0.102 GT Sense contig472 contig472 LINE-type              GGTGCC contig472 Solyc00g Solyc00g LINE-type retrotransposon LIb            contig472 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 410.591 201.052 428.622 1441.64 970.231 670.031
Sense GT Sens -0.615 Comprom 0.615 Comprom 0.000 1.342 Detected 2.012 Detected 1.677 0.139 GT Sense contig473 contig473 Pol polyp                AGAAGCGcontig473 Solyc03g Solyc03g Pol polyp                GO:00062 GO:00062   contig473 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT3G2633CYP71B3   CYP71B3               chr3:964  5.05688 9.723 27.7569 20.1732 20.471 31.9714
Sense GT Sens -0.021 Comprom 0.021 Comprom 0.000 1.652 Detected 1.502 Detected 1.577 0.002 GT Sense contig482 contig482 Unknown   TCACCAAcontig482 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig482 Solyc09g Unknown Protein (A  SL2.40ch AT5G27870.1  pectinest     chr5:987  6.35256 5.35375 18.5692 8.82927 21.1066 18.6679
Sense GT Sens 0.208 Detected -0.208 Comprom 0.000 1.980 Detected 1.958 Detected 1.969 0.011 GT Sense contig492 contig492 Unknown             CCGGATGcontig492 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3            contig492 Solyc04g Unknown Protein (A             SL2.40ch AT1G10455.1 12.6108 7.74729 16.8345 15.054 44.908 43.3949
Sense GT Sens -0.041 Detected 0.041 Detected 0.000 0.924 Detected 1.123 Detected 1.024 0.011 GT Sense contig496 contig496 Unknown            GAATAGAcontig496 Solyc10g Solyc10g Unknown            GO:00160 GO:00160 contig496 Solyc09g072740.1.1 AT5G38620.1  MADS-bo     chr5:154  820.396 711.41 1024.41 886.788 1669.45 1880.17
Sense GT Sens -0.674 Detected 0.674 Detected 0.000 1.806 Detected 1.918 Detected 1.862 0.111 GT Sense contig500 contig500 Vicilin-like                TCATAGAcontig500 Solyc09g Solyc09g Vicilin-like                GO:00457 GO:00457   contig500 Solyc09g Vicilin-like                 GO:00457 SL2.40ch AT1G58460.1  unknown   chr1:217  22.8022 47.556 1072.72 140.049 132.627 140.624
Sense GT Sens -0.479 Detected 0.479 Detected 0.000 1.915 Detected 0.864 Detected 1.390 0.190 GT Sense contig505 contig505 Nodulin M                 GGTGTTGcontig505 Solyc06g Solyc06g Nodulin M                 GO:00160 GO:00160   contig505 Solyc06g Nodulin M                  GO:00160 SL2.40ch AT5G40260.2  nodulin M     chr5:160  83.499 132.949 134.827 81.4634 457.543 216.755
Sense GT Sens -0.326 Detected 0.326 Detected 0.000 2.315 Detected 1.750 Detected 2.033 0.042 GT Sense contig514 contig514 Cationic o                   TAACGCTcontig514 Solyc00g Solyc00g Cationic o                   GO:00055 GO:00055  contig514 Solyc02g Unknown Protein (A  SL2.40ch AT1G1886WRKY61,   WRKY61;    chr1:650  16.9535 21.8202 30.2955 27.3198 110.237 73.1248
Sense GT Sens 1.497 Detected -1.497 Detected 0.000 0.924 Detected 2.524 Detected 1.724 0.417 GT Sense contig515 contig515 Pectate ly                AATCTGGcontig515 Solyc02g Solyc02g Pectate ly                GO:00168 GO:00168    contig515 Solyc02g Pectate ly                 GO:00168 SL2.40ch AT3G24230.1  pectate ly     chr3:877  243.129 25.0067 16.3869 11.9541 170.329 506.952
Sense GT Sens 0.430 Detected -0.430 Comprom 0.000 1.585 Detected 1.446 Detected 1.516 0.073 GT Sense contig517 contig517 C4-dicarb                     GCTTAAGcontig517 Solyc03g Solyc03g C4-dicarb                     GO:00160 GO:00160   contig517 Solyc08g 50S ribos                  GO:00321 SL2.40ch AT4G2458REN1  REN1 (RO              chr4:126  10.2524 4.62973 5.54209 3.30903 23.7998 21.2144
Sense GT Sens 0.074 Detected -0.074 Comprom 0.000 1.475 Detected 1.565 Detected 1.520 0.003 GT Sense contig52 contig52 Unknown   CTCCTTAcontig52 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig52 Solyc09g Unknown Protein (A  SL2.40ch AT5G24840.1  tRNA (gua   chr5:853  11.3249 8.36768 12.1824 12.4989 31.1573 32.5553
Sense GT Sens 0.403 Detected -0.403 Comprom 0.000 1.090 Detected 1.019 Detected 1.054 0.121 GT Sense contig521 contig521 Osmotin-l               ACCCGGAcontig521 Solyc11g Solyc11g Osmotin-like protein (Fragmen              contig521 Solyc11g Osmotin-like protein              SL2.40ch AT1G804 EMB2753  EMB2753      chr1:302  11.6837 5.47674 4.21828 5.62953 19.6047 18.3143
Sense GT Sens 1.406 Detected -1.406 Comprom 0.000 1.105 Detected 2.560 Detected 1.832 0.367 GT Sense contig522 contig522 Aquapori            CTCTGTCcontig522 Solyc02g Solyc02g Aquapori            GO:00160 GO:00160   contig522 Solyc02g Aquapori             GO:00152 SL2.40ch AT5G3782NIP4;2, NL   NIP4;2 (N        chr5:150  34.155 3.98506 3.15286 2.09537 28.8923 77.7272
Sense GT Sens -0.460 Detected 0.460 Detected 0.000 0.802 Detected 1.260 Detected 1.031 0.183 GT Sense contig523 contig523 3-methyl-2                GAAAGTGcontig523 Solyc06g Solyc06g 3-methyl-2                GO:00081 GO:00081     contig523 Solyc06g 3-methyl-2                 GO:00038 SL2.40ch AT5G09300.2  2-oxoisov                  chr5:288  164.862 255.632 230.885 191.456 412.264 555.621
Sense GT Sens -0.046 Comprom 0.046 Comprom 0.000 1.579 Detected 1.799 Detected 1.689 0.005 GT Sense contig529 contig529 Poly poly                    ATTCCCAcontig529 Solyc05g Solyc05g Poly poly                    GO:00039 GO:00039   contig529 Solyc05g Poly poly                     GO:00039 SL2.40ch AT1G4967NQR  NQR; bin         chr1:183  2.74312 2.39488 3.77624 6.98327 8.81792 10.081
Sense GT Sens -0.309 Detected 0.309 Detected 0.000 1.476 Detected 1.847 Detected 1.661 0.044 GT Sense contig534 contig534 Polyprote     AGTGAACcontig534 Solyc03g Solyc03g Polyprotein (AHRD V1 **-- Q94Kcontig534 Solyc03g Polyprotein (AHRD V   SL2.40ch AT5G0712SNX2b  SNX2b (S          chr5:220  11.4371 14.3772 45.2682 27.441 41.0624 52.1454
Sense GT Sens -0.415 Comprom 0.415 Comprom 0.000 1.479 Detected 1.779 Detected 1.629 0.066 GT Sense contig534 contig534 Integrase        TTGGGTAcontig534 Solyc01g Solyc01g Integrase core domain contain      contig534 Solyc12g033120.1.1 AT5G2072CPN20, C      CPN20 (C      chr5:701  3.69203 5.37361 10.4967 10.6955 14.2927 17.2755
Sense GT Sens 0.151 Comprom -0.151 Comprom 0.000 1.087 Detected 1.450 Detected 1.268 0.033 GT Sense contig536 contig536 Unknown   AGACTCAcontig536 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig536 Solyc07g Unknown Protein (A  SL2.40ch AT4G22790.1  MATE eff     chr4:119  4.34248 2.88448 11.5142 4.48393 8.65412 10.9278
Sense GT Sens -0.288 Comprom 0.288 Comprom 0.000 1.883 Detected 1.214 Detected 1.548 0.072 GT Sense contig540 contig540 Unknown   GAGCAGCcontig540 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig540 Solyc01g Unknown Protein (A  SL2.40ch AT3G46350.1 4.0182 4.90362 4.3725 2.31148 18.8489 11.6364
Sense GT Sens -0.767 Comprom 0.767 Comprom 0.000 1.097 Detected 0.935 Detected 1.016 0.318 GT Sense contig548 contig548 2-oxoglut                 ACCAATT contig548 Solyc06g Solyc06g 2-oxoglut                 GO:00167 GO:00167                             contig548 Solyc12g Cyclin d2             GO:00056 SL2.40ch AT3G12540.1  unknown   chr3:397  2.9186 6.92649 6.44841 9.99895 11.076 9.71826
Sense GT Sens 0.003 Detected -0.003 Detected 0.000 0.987 Detected 1.271 Detected 1.129 0.015 GT Sense contig550 contig550 Unknown   GAAAATT contig550 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig550 Solyc08g AT-hook m                     GO:00036 SL2.40ch AT3G20270.2  lipid-bind       chr3:706  28.7996 23.4922 43.1249 19.6084 59.3599 70.9173
Sense GT Sens -0.641 Comprom 0.641 Comprom 0.000 1.040 Detected 0.973 Detected 1.006 0.258 GT Sense contig555 contig555 SWIM zinc       GCAGAGGcontig555 Solyc05g Solyc05g SWIM zinc finger family protein    contig555 Solyc08g Mutator-li                 GO:00082 SL2.40ch #N/A #N/A #N/A #N/A 3.26296 6.50374 2.85792 12.8083 10.9067 10.2195
Sense GT Sens 0.011 Detected -0.011 Detected 0.000 1.047 Detected 1.342 Detected 1.194 0.015 GT Sense contig561 contig561 UDP-gluc            CCGGGG contig561 Solyc04g Solyc04g UDP-gluc            GO:00800 GO:00800    contig561 Solyc04g UDP-gluc             GO:00800 SL2.40ch AT5G6669UGT72E2  UGT72E2          chr5:266  1309.36 1056.13 2093.71 1988.72 2797.31 3368.75
Sense GT Sens -0.845 Detected 0.845 Detected 0.000 1.197 Detected 1.629 Detected 1.413 0.247 GT Sense contig561 contig561 Integrase        TCACTACcontig561 Solyc05g Solyc05g Integrase core domain contain      contig561 Solyc03g Pectinest              GO:00056 SL2.40ch AT5G42350.1  kelch rep      chr5:169  57.6994 152.583 309.755 201.722 247.606 328.051
Sense GT Sens 0.962 Detected -0.962 Detected 0.000 1.198 Detected 1.576 Detected 1.387 0.293 GT Sense contig57 contig57 Pectinace             TAAACGCcontig57 Solyc12g Solyc12g Pectinace             GO:00040 GO:00040  contig57 Solyc12g Pectinace              GO:00040 SL2.40ch AT1G11170.2  unknown   chr1:374  629.276 135.793 216.162 205.958 772.02 984.707
Sense GT Sens -0.265 Comprom 0.265 Comprom 0.000 1.841 Detected 2.115 Detected 1.978 0.022 GT Sense contig574 contig574 Disease r             TTCCATCcontig574 Solyc04g Solyc04g Disease r             GO:00055 GO:00055   contig574 Solyc04g Cc-nbs-lr   GO:00055 SL2.40ch AT3G46710.1  disease r       chr3:172  2.04214 2.4145 2.02034 3.77643 9.15793 10.8726
Sense GT Sens 0.308 Detected -0.308 Comprom 0.000 1.174 Detected 1.378 Detected 1.276 0.059 GT Sense contig575 contig575 Leucine-r                  GAATCTT contig575 Solyc02g Solyc02g Leucine-r                  GO:00055 GO:00055       contig575 Solyc02g LRR recep    GO:00046 SL2.40ch AT4G1876AtRLP51  AtRLP51        chr4:103  13.2266 7.06757 14.7039 27.9831 25.1277 28.4064
Sense GT Sens 0.185 Comprom -0.185 Comprom 0.000 1.346 Detected 1.744 Detected 1.545 0.030 GT Sense contig578 contig578 Peroxidas              ATCCAGAcontig578 Solyc07g Solyc07g Peroxidas              GO:00055 GO:00055   contig578 Solyc07g Peroxidas               GO:00055 SL2.40ch AT5G58400.1  peroxida    chr5:236  3.89125 2.46715 4.85681 4.60142 9.06986 11.7318
Sense GT Sens 0.028 Detected -0.028 Comprom 0.000 1.142 Detected 1.417 Detected 1.279 0.012 GT Sense contig585 contig585 Unknown   CAACCCAcontig585 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig585 Solyc11g Unknown Protein (A  SL2.40ch AT3G49480.1 13.4394 10.584 31.6744 24.7743 30.3044 35.9819
Sense GT Sens -0.376 Detected 0.376 Detected 0.000 1.128 Detected 1.310 Detected 1.219 0.088 GT Sense contig595 contig595 Unknown   AAACAAA contig595 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig595 Solyc00g Unknown Protein (A  SL2.40ch AT3G15090.1  oxidored       chr3:507  36.5309 50.4119 127.711 110.565 107.992 120.239
Sense GT Sens 0.114 Comprom -0.114 Comprom 0.000 1.532 Detected 1.990 Detected 1.761 0.021 GT Sense contig603 contig603 Receptor                TTTGGAGcontig603 Solyc12g Solyc12g Receptor                GO:00064 GO:00064  contig603 Solyc12g Receptor                 GO:00064 SL2.40ch AT2G25820.1  transcrip    chr2:110  3.40804 2.38229 1.9066 3.00401 9.48551 12.7963
Sense GT Sens -0.113 Comprom 0.113 Comprom 0.000 1.396 Detected 1.291 Detected 1.344 0.008 GT Sense contig616 contig616 Unknown   TTGGAAAcontig616 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig616 Solyc01g Unknown Protein (A  SL2.40ch AT5G2114emb1379  emb1379     chr5:718  4.38343 4.19777 3.90939 4.05327 12.9986 11.8646
Sense GT Sens -0.505 Comprom 0.505 Comprom 0.000 2.877 Detected 3.063 Detected 2.970 0.029 GT Sense contig619 contig619 Polyprote                TTGATCAcontig619 Solyc10g Solyc10g Polyprote                GO:00062 GO:00062   contig619 Solyc10g Polyprote                 GO:00062 SL2.40ch AT2G25620.1  protein p        chr2:109  2.83843 4.68189 26.9523 22.2459 30.8324 34.4243
Sense GT Sens -0.019 Comprom 0.019 Comprom 0.000 1.469 Detected 2.512 Detected 1.991 0.062 GT Sense contig628 contig628 F-box fam              AGATGGTcontig628 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig628 Solyc08g F-box fam               GO:00048 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  3.03022 2.55012 56.7613 55.2738 8.86057 17.922
Sense GT Sens 1.610 Detected -1.610 Detected 0.000 0.881 Detected 2.513 Detected 1.697 0.446 GT Sense contig628 contig628 Pollen alle                     GTTCGTTcontig628 Solyc07g Solyc07g Pollen allergen Phl p 11 (AHRD                 contig628 Solyc07g Pollen allergen Phl p                   SL2.40ch AT5G66560.1  phototro      chr5:265  235.514 20.6951 3.59923 2.14056 148.016 450.327
Sense GT Sens 0.209 Detected -0.209 Detected 0.000 1.208 Detected 0.895 Detected 1.052 0.056 GT Sense contig630 contig630 Receptor-                AACAATT contig630 Solyc09g Solyc09g Receptor-                GO:00064 GO:00064  contig630 Solyc09g Receptor-                 GO:00055 SL2.40ch AT5G03140.1  lectin pro      chr5:737  990.946 607.96 982.208 1587.63 2065.18 1631.01
Sense GT Sens -0.051 Detected 0.051 Detected 0.000 0.915 Detected 1.096 Detected 1.005 0.010 GT Sense contig631 contig631 Mutator-li                GAGATACcontig631 Solyc03g Solyc03g Mutator-like transposase 5384               contig631 Solyc03g Mutator-like transpo                SL2.40ch AT2G28640.1 23.7989 20.9271 31.7623 33.1173 48.4516 53.9
Sense GT Sens -0.423 Detected 0.423 Detected 0.000 1.447 Detected 1.598 Detected 1.522 0.071 GT Sense contig647 contig647 Integrase        CAGCATTcontig647 Solyc06g Solyc06g Integrase core domain contain      contig647 Solyc06g Integrase core doma       SL2.40ch AT5G46380.1  unknown   chr5:188  11.5443 16.9868 45.2291 27.4871 43.9651 47.8942
Sense GT Sens 0.383 Comprom -0.383 Comprom 0.000 1.391 Detected 2.209 Detected 1.800 0.085 GT Sense contig648 contig648 Rhamnog              ATCAGCAcontig648 Solyc04g Solyc04g Rhamnog              GO:00302 GO:00302   contig648 Solyc04g Rhamnog               GO:00168 SL2.40ch AT1G09890.1  lyase  chr1:321  4.91371 2.36668 16.7763 15.768 10.2991 17.8166
Sense GT Sens 0.155 Comprom -0.155 Comprom 0.000 1.605 Detected 1.651 Detected 1.628 0.009 GT Sense contig652 contig652 RPM1 inte                  GGGGCA contig652 Solyc11g Solyc11g RPM1 interacting protein 4 tran                contig652 Solyc11g RPM1 interacting pr                  SL2.40ch AT4G0519ATK5  ATK5 (AR        chr4:267  3.93329 2.59939 9.03417 4.59631 11.2031 11.3465
Sense GT Sens -0.078 Comprom 0.078 Comprom 0.000 1.624 Detected 1.946 Detected 1.785 0.010 GT Sense contig654 contig654 Unknown   AAAGGAAcontig654 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig654 Solyc12g Polyprote               GO:00068 SL2.40ch AT4G20330.1 2.5798 2.35491 5.69066 2.36124 8.74876 10.7344
Sense GT Sens 1.719 Detected -1.719 Detected 0.000 1.039 Detected 2.888 Detected 1.963 0.420 GT Sense contig655 contig655 GPI-ancho      CGAAAAT contig655 Solyc03g Solyc03g GPI-anchored protein (AHRD V   contig655 Solyc03g GPI-anchored prote     SL2.40ch AT2G27060.1  ATP bind               chr2:115  286.265 21.6403 4.03785 2.13679 186.216 658.259
Sense GT Sens -0.274 Detected 0.274 Detected 0.000 1.465 Detected 1.855 Detected 1.660 0.039 GT Sense contig664 contig664 Unknown   GCAATAT contig664 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig664 Solyc02g Unknown Protein (A  SL2.40ch AT1G8007SUS2, EM     SUS2 (AB     chr1:301  19.0828 22.8496 83.6562 58.993 66.3554 85.3919
Sense GT Sens -0.466 Detected 0.466 Detected 0.000 1.413 Detected 1.422 Detected 1.417 0.093 GT Sense contig669 contig669 FAD-bind                 CGAAGCAcontig669 Solyc02g Solyc02g FAD-bind                 GO:00090 GO:00090      contig669 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT5G44400.1  FAD-bind     chr5:178  474.276 741.687 403.952 647.867 1817.92 1795.53
Sense GT Sens -0.233 Detected 0.233 Detected 0.000 2.671 Detected 2.792 Detected 2.732 0.008 GT Sense contig711 contig711 Serpin (Se                  ATGGTAGcontig711 Solyc04g Solyc04g Serpin (Se                  GO:00048 GO:00048           contig711 Solyc04g Serpin (Se                   GO:00430 SL2.40ch AT3G45220.1  serpin, p        chr3:165  196.038 221.908 447.369 244.952 1529.39 1632.95
Sense GT Sens -0.623 Detected 0.623 Detected 0.000 1.750 Detected 2.273 Detected 2.011 0.097 GT Sense contig723 contig723 Retroelem                  TGACGAGcontig723 Solyc12g Solyc12g Retroelement pol polyprotein-l                 contig723 Solyc12g Retroelement pol po                 SL2.40ch ATMG008 ORF170  hypothet    chrM:228  10.904 21.1949 92.9329 46.4023 58.8668 83.048
Sense GT Sens -0.046 Detected 0.046 Detected 0.000 0.999 Detected 2.212 Detected 1.606 0.119 GT Sense contig726 contig726 Unknown   ACAACTAcontig726 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig726 Solyc08g Unknown Protein (A  SL2.40ch AT2G05710.1  aconitate         chr2:214  69.1687 60.4162 121.695 78.887 148.801 338.58
Sense GT Sens -0.028 Detected 0.028 Detected 0.000 0.930 Detected 1.130 Detected 1.030 0.010 GT Sense contig730 contig730 26S prote                     ATTACTGcontig730 Solyc10g Solyc10g 26S prote                     GO:00041 GO:00041     contig730 Solyc10g 26S prote                      GO:00306 SL2.40ch AT2G2058RPN1A, A   RPN1A (2            chr2:885  13.7427 11.6985 18.4278 33.0465 27.8246 31.3575
Sense GT Sens -0.460 Detected 0.460 Detected 0.000 1.196 Detected 1.417 Detected 1.307 0.110 GT Sense contig740 contig740 Unknown   GTTAGAAcontig740 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig740 Solyc05g Unknown Protein (A  SL2.40ch AT2G20050.1  ATP bind              chr2:864  184.434 285.935 806.732 373.506 605.919 693.263
Sense GT Sens 1.688 Detected -1.688 Detected 0.000 1.058 Detected 2.728 Detected 1.893 0.421 GT Sense contig744 contig744 Polygalac               TTGTAGCcontig744 Solyc00g Solyc00g Polygalac               GO:00059 GO:00059   contig744 Solyc00g Polygalac                GO:00059 SL2.40ch AT2G43890.1  polygalac       chr2:181  604.587 47.6942 10.2112 2.2299 407.033 1271.19
Sense GT Sens 0.072 Comprom -0.072 Comprom 0.000 0.939 Detected 1.520 Detected 1.229 0.055 GT Sense contig753 contig753 Unknown   GAAAATGcontig753 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig753 Solyc05g Unknown Protein (A  SL2.40ch AT3G2845CLE25  CLE25 (C         chr3:106  4.20916 3.12069 3.73077 2.77809 7.99836 11.7448
Sense GT Sens -0.817 Detected 0.817 Detected 0.000 1.113 Detected 1.633 Detected 1.373 0.250 GT Sense contig764 contig764 Unknown   TTGGCTTcontig764 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig764 Solyc02g Unknown Protein (A  SL2.40ch AT2G27630.1  ubiquitin    chr2:117  261.305 664.279 1730.96 1280.66 1037.39 1460.79
Sense GT Sens -0.362 Detected 0.362 Detected 0.000 0.932 Detected 1.196 Detected 1.064 0.110 GT Sense contig772 contig772 Oleosin B            CCGGTTCcontig772 Solyc03g Solyc03g Oleosin B            GO:00160 GO:00160   contig772 Solyc03g Oleosin B             GO:00160 SL2.40ch AT3G18570.1  glycine-r      chr3:639  10.7618 14.5538 20.8936 16.1356 27.4989 32.398
Sense GT Sens -0.351 Detected 0.351 Detected 0.000 1.401 Detected 1.844 Detected 1.622 0.060 GT Sense contig776 contig776 Unknown   AGGCAGAcontig776 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig776 Solyc05g Unknown Protein (A  SL2.40ch AT4G23220.1  kinase  chr4:121  112.35 149.79 477.991 312.743 394.379 526.389
Sense GT Sens -0.532 Detected 0.532 Detected 0.000 2.022 Detected 1.554 Detected 1.788 0.092 GT Sense contig789 contig789 Nudix hyd                       ACCACAAcontig789 Solyc03g Solyc03g Nudix hyd                       GO:00191 GO:00191        contig789 Solyc03g Nudix hyd                        GO:00191 SL2.40ch AT1G6876ATNUDT1    ATNUDX1           chr1:258  53.1857 91.1427 47.429 68.3414 325.517 230.988
Sense GT Sens -0.758 Detected 0.758 Detected 0.000 2.001 Detected 2.132 Detected 2.067 0.113 GT Sense contig790 contig790 Carboxyl-                  CCGATGAcontig790 Solyc07g Solyc07g Carboxyl-                  GO:00055 GO:00055  contig790 Solyc07g Carboxyl-                   GO:00055 SL2.40ch AT4G23882.1 11.2543 26.3577 39.0727 101.786 79.374 85.3441
Sense GT Sens 0.164 Detected -0.164 Detected 0.000 1.123 Detected 1.011 Detected 1.067 0.025 GT Sense contig793 contig793 Accelerat         CATTGCAcontig793 Solyc05g Solyc05g Accelerated cell death 6 (Fragm     contig793 Solyc05g Accelerated cell dea       SL2.40ch AT5G1936CPK34  CPK34; A                  chr5:652  20.771 13.5601 33.6461 38.4093 42.098 38.2351
Sense GT Sens 0.051 Detected -0.051 Detected 0.000 1.028 Detected 1.438 Detected 1.233 0.028 GT Sense contig794 contig794 Unknown   CGCATCAcontig794 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig794 Solyc11g Unknown Protein (A  SL2.40ch AT5G35926.1 308.86 235.768 874.503 600.293 633.825 826.124
Sense GT Sens -0.189 Comprom 0.189 Comprom 0.000 3.353 Detected 3.184 Detected 3.268 0.004 GT Sense contig796 contig796 Unknown   TGAAGCTcontig796 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig796 Solyc07g026990.1.1 AT5G24280.1  EXPRESS                                                            chr5:825  4.0516 4.31146 3.7286 3.69986 49.1647 42.9309
Sense GT Sens 0.341 Comprom -0.341 Comprom 0.000 1.532 Detected 1.078 Detected 1.305 0.086 GT Sense contig805 contig805 Acetyl xyl                    AACCTTT contig805 Solyc01g Solyc01g Acetyl xylan esterase A (AHRD                 contig805 Solyc01g Acetyl xylan esteras                    SL2.40ch AT5G37920.1  unknown   chr5:150  7.51714 3.83619 14.9188 8.89913 17.8787 12.8146
Sense GT Sens -0.176 Detected 0.176 Detected 0.000 1.708 Detected 1.126 Detected 1.417 0.053 GT Sense contig807 contig807 Os01g031       AAATTGGcontig807 Solyc09g Solyc09g Os01g0318400 protein (Fragm     contig807 Solyc09g Os01g0318400 prote      SL2.40ch AT3G10040.1  transcrip    chr3:309  365.421 381.853 752.057 751.15 1404.82 921.141
Sense GT Sens 0.147 Detected -0.147 Detected 0.000 1.019 Detected 1.170 Detected 1.094 0.022 GT Sense contig813 contig813 Myrosina               CCTTATGcontig813 Solyc04g Solyc04g Myrosinase binding protein (A             contig813 Solyc04g Myrosinase binding              SL2.40ch AT5G49870.1  jacalin le     chr5:202  337.739 225.505 567.915 649.381 643.926 701.727
Sense GT Sens 0.302 Detected -0.302 Comprom 0.000 1.789 Detected 1.837 Detected 1.813 0.027 GT Sense contig815 contig815 Ring finge                GTGAGAAcontig815 Solyc04g Solyc04g Ring finge                GO:00082 GO:00082   contig815 Solyc04g Protein ph                   GO:00055 SL2.40ch AT2G18938.1 13.1621 7.09651 11.818 18.2875 38.4571 39.0196
Sense GT Sens 1.547 Detected -1.547 Detected 0.000 0.909 Detected 2.683 Detected 1.796 0.420 GT Sense contig824 contig824 Pectinest             GGAAGG contig824 Solyc01g Solyc01g Pectinest             GO:00056 GO:00056  contig824 Solyc01g Pectinest              GO:00056 SL2.40ch AT5G07610.1  F-box fam    chr5:240  225.017 21.5742 3.33645 2.02377 150.694 505.827
Sense GT Sens 1.743 Detected -1.743 Comprom 0.000 1.443 Detected 2.823 Detected 2.133 0.373 GT Sense contig826 contig826 Glucan sy                 CTTCTCT contig826 Solyc11g Solyc11g Glucan sy                 GO:00160 GO:00160 contig826 Solyc11g Glucan sy                  GO:00160 SL2.40ch AT2G1368CALS5, G    CALS5 (C       chr2:569  95.668 6.99383 4.28164 4.8801 80.9835 206.927
Sense GT Sens 0.107 Comprom -0.107 Comprom 0.000 1.488 Detected 2.281 Detected 1.884 0.044 GT Sense contig831 contig831 Nodulin fa             ATCAATGcontig831 Solyc06g Solyc06g Nodulin family protein (AHRD V           contig831 Solyc06g Nodulin family prote             SL2.40ch AT2G28120.1  nodulin f    chr2:119  3.40285 2.40381 1.93633 2.28466 9.23521 15.7053
Sense GT Sens 0.109 Comprom -0.109 Comprom 0.000 1.747 Detected 1.509 Detected 1.628 0.010 GT Sense contig851 contig851 Unknown   CCAAATAcontig851 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig851 Solyc04g Unknown Protein (A  SL2.40ch AT2G4335ATGPX3  ATGPX3       chr2:180  3.78608 2.66743 13.2592 3.36845 12.2826 10.2234
Sense GT Sens 0.673 Comprom -0.673 Comprom 0.000 1.027 Detected 1.170 Detected 1.098 0.246 GT Sense contig861 contig861 Unknown   CCGAGCAcontig861 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig861 Solyc03g Unknown Protein (A  SL2.40ch AT1G24706.1  unknown   chr1:874  7.79095 2.51005 10.476 2.92613 10.3743 11.2465
Sense GT Sens 0.808 Detected -0.808 Comprom 0.000 1.600 Detected 1.022 Detected 1.311 0.266 GT Sense contig875 contig875 Cell divisi                  GGCTAATcontig875 Solyc03g Solyc03g Cell divisi                  GO:00055 GO:00055   contig875 Solyc03g Cell divisi                   GO:00168 SL2.40ch AT2G18193.1  AAA-type     chr2:791  10.9891 2.93668 2.21756 12.2578 19.8357 13.0361
Sense GT Sens 1.270 Detected -1.270 Comprom 0.000 1.229 Detected 2.929 Detected 2.079 0.307 GT Sense contig882 contig882 Glycosylt                  GAGATTGcontig882 Solyc09g Solyc09g Glycosylt                  GO:00167 GO:00167         contig882 Solyc09g Glycosylt                   GO:00167 SL2.40ch AT3G0626GATL4  GATL4 (G               chr3:189  27.0029 3.80399 1.86419 2.95942 27.3624 87.2067
Sense GT Sens -0.063 Detected 0.063 Comprom 0.000 1.096 Detected 1.687 Detected 1.392 0.044 GT Sense contig884 contig884 Unknown   TCACATAcontig884 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig884 Solyc11g Unknown Protein (A  SL2.40ch AT3G46086.1 11.5738 10.3445 36.2715 31.1517 26.9381 39.8232
Sense GT Sens -0.547 Detected 0.547 Detected 0.000 0.879 Detected 1.465 Detected 1.172 0.200 GT Sense contig890 contig890 Transpos                   AGGGATGcontig890 Solyc12g Solyc12g Transposon Ty1-A Gag-Pol po                 contig890 Solyc12g Transposon Ty1-A G                  SL2.40ch AT2G20320.1  FUNCTIO                                                                               chr2:876  46.2274 80.8402 197.926 142.31 129.416 190.784
Sense GT Sens -0.202 Detected 0.202 Detected 0.000 1.187 Detected 1.511 Detected 1.349 0.035 GT Sense contig891 contig891 Gag/pol p     AAAGATT contig891 Solyc03g Solyc03g Gag/pol polyprotein (AHRD V1  contig891 Solyc03g Gag/pol polyprotein    SL2.40ch AT3G1905POK2  POK2 (PH           chr3:657  15.5684 16.8748 50.1154 41.5197 42.4848 52.1919
Sense GT Sens -0.008 Comprom 0.008 Comprom 0.000 1.558 Detected 1.743 Detected 1.650 0.003 GT Sense contig894 contig894 Mutator-li               AAATAGAcontig894 Solyc00g Solyc00g Mutator-like transposase-like (              contig894 Solyc10g cDNA clon                    GO:00082 SL2.40ch AT5G15040.1 3.86581 3.20273 4.7814 6.38504 11.9302 13.3072
Sense GT Sens 1.590 Detected -1.590 Comprom 0.000 0.943 Detected 1.100 Detected 1.021 0.587 GT Sense contig90 contig90 ABA-indu       AACCAGAcontig90 Solyc02g Solyc02g ABA-inducible protein-like prot     contig90 Solyc02g ABA-inducible prote      SL2.40ch AT5G38760.1  unknown   chr5:155  42.3192 3.82256 20.9735 7.30953 28.1511 30.8154
Sense GT Sens -0.498 Detected 0.498 Detected 0.000 1.509 Detected 1.809 Detected 1.659 0.086 GT Sense contig905 contig905 Transpos        AGAAGAAcontig905 Solyc03g Solyc03g Transposon Ty3-I Gag-Pol pol     contig905 Solyc10g Pol polyp                 GO:00036 SL2.40ch AT5G42860.1  unknown   chr5:171  40.2142 65.6646 185.121 124.287 168.447 203.509
Sense GT Sens 0.246 Detected -0.246 Detected 0.000 1.753 Detected 1.440 Detected 1.597 0.032 GT Sense contig910 contig910 Unknown   ACTTTCAcontig910 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig910 Solyc08g Pectinace                GO:00040 SL2.40ch AT1G26976.1 76.1745 44.3788 77.598 69.2136 225.62 178.316
Sense GT Sens 0.594 Comprom -0.594 Comprom 0.000 1.127 Detected 1.689 Detected 1.408 0.165 GT Sense contig923 contig923 Meiosis 5    ACAAAAC contig923 Solyc10g Solyc10g Meiosis 5 (AHRD V1 *-*- B6T5X contig923 Solyc10g Meiosis 5 (AHRD V1  SL2.40ch AT5G65740.2  protein b       chr5:263  6.6415 2.38668 15.809 13.5108 10.0142 14.5043
Sense GT Sens 0.592 Comprom -0.592 Comprom 0.000 1.243 Detected 1.416 Detected 1.329 0.156 GT Sense contig929 contig929 Unknown   AATTCAT contig929 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig929 Solyc06g Unknown Protein (A  SL2.40ch AT2G22610.1  kinesin m    chr2:959  8.78974 3.17078 16.6638 10.9746 14.3852 15.9231
Sense GT Sens -0.358 Comprom 0.358 Comprom 0.000 2.697 Detected 3.123 Detected 2.910 0.020 GT Sense contig938 contig938 Unknown   GTAATGTcontig938 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig938 Solyc07g Unknown Protein (A  SL2.40ch AT5G38600.1  proline-ri             chr5:154  3.67565 4.94708 6.35044 2.26934 31.8281 41.9908
Sense GT Sens 0.962 Detected -0.962 Comprom 0.000 1.117 Detected 0.892 Detected 1.004 0.409 GT Sense contig942 contig942 Unknown   CCCCTCCcontig942 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig942 Solyc07g056620.1.1 AT5G0558FAD8  FAD8 (FA          chr5:166  13.1425 2.83699 5.37128 2.35388 15.2478 12.8047
Sense GT Sens -0.089 Detected 0.089 Detected 0.000 1.103 Detected 1.164 Detected 1.133 0.007 GT Sense contig954 contig954 Zinc finge       GCCAAGCcontig954 Solyc07g Solyc07g Zinc finger family protein (AHR    contig954 Solyc03g E3 ubiqui                 GO:00055 SL2.40ch AT2G02960.3  zinc finge        chr2:862  871.924 808.167 743.854 577.178 2076.35 2125.51
Sense GT Sens 0.251 Detected -0.251 Detected 0.000 1.055 Detected 1.156 Detected 1.105 0.050 GT Sense contig964 contig964 Xylogluca               GGCAATCcontig964 Solyc01g Solyc01g Xylogluca               GO:00059 GO:00059        contig964 Solyc01g Xylogluca                GO:00167 SL2.40ch AT2G14620.1  xylogluca             chr2:624  130.017 75.2039 204.24 227.828 236.553 248.962
Sense GT Sens 0.809 Comprom -0.809 Comprom 0.000 1.075 Detected 2.425 Detected 1.750 0.239 GT Sense contig965 contig965 Sulfate tra              GGGTTAAcontig965 Solyc12g Solyc12g Sulfate tra              GO:00160 GO:00160 contig965 Solyc12g Sulfate tra               GO:00160 SL2.40ch AT5G42460.1  FUNCTIO                                                                         chr5:169  8.30725 2.21728 1.79962 1.96627 10.4079 26.0462
Sense GT Sens 1.245 Detected -1.245 Comprom 0.000 0.864 Detected 1.962 Detected 1.413 0.408 GT Sense contig965 contig965 Cathepsin                TCAGGCAcontig965 Solyc01g Solyc01g Cathepsin                GO:00041 GO:00041   contig965 Solyc01g Cathepsin                 GO:00041 SL2.40ch AT4G3535XCP1  XCP1 (XY          chr4:168  83.4183 12.17 27.551 18.2445 66.7679 140.255
Sense GT Sens -0.396 Detected 0.396 Detected 0.000 1.030 Detected 1.352 Detected 1.191 0.108 GT Sense contig973 contig973 Polyprote     GCACCGGcontig973 Solyc12g Solyc12g Polyprotein (AHRD V1 **-- Q0ZL contig973 Solyc12g Polyprotein (AHRD V   SL2.40ch AT3G0434emb2458  emb2458             chr3:114  11.8571 16.8133 32.0172 29.7024 33.206 40.7367
Sense GT Sens 0.033 Detected -0.033 Detected 0.000 1.133 Detected 1.132 Detected 1.132 0.001 GT Sense contig975 contig975 B3 domai                GGAGGA contig975 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig975 Solyc02g026080.1.1 AT3G44440.1 419.588 328.394 338.689 350.593 937.284 919.263
Sense GT Sens 0.138 Detected -0.138 Detected 0.000 1.058 Detected 1.256 Detected 1.157 0.021 GT Sense contig981 contig981 NBS-LRR              AAGGGCTcontig981 Solyc05g Solyc05g NBS-LRR              GO:00069 GO:00069  contig981 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT4G32610.1  unknown   chr4:157  25.3358 17.1478 29.8937 17.6232 49.9631 56.2428
Sense GT Sens -0.036 Comprom 0.036 Comprom 0.000 1.415 Detected 0.893 Detected 1.154 0.048 GT Sense contig996 contig996 Cullin-like             CGCAAAGcontig996 Solyc01g Solyc01g Cullin-like             GO:00314 GO:00314    contig996 Solyc01g Cullin-like              GO:00314 SL2.40ch AT4G0257ATCUL1,    ATCUL1        chr4:112  5.15959 4.44346 11.2606 11.6038 14.7029 10.0518
Sense GT Sens 0.054 Comprom -0.054 Comprom 0.000 1.627 Detected 1.751 Detected 1.689 0.002 GT Sense DQ340255DQ340255SlARF2 TGAATCTGGTCAAGCAGAATCTTAGGATCACGAATTCTGGATCCGATACGTAACGCGTCT 6.2442 4.74446 12.6741 3.89231 19.3594 20.7049
Sense GT Sens 0.151 Detected -0.151 Detected 0.000 1.941 Detected 1.950 Detected 1.946 0.006 GT Sense HM004520HM004520ZmARF5 ACAATCATGGTCCATGTTGTGCGAAGTGTTGCCTGTGGTGGTTGTTGTGAAGAACTGAAT 836.829 555.907 765.8 626.562 3015.55 2978.99
Sense GT Sens 0.021 Comprom -0.021 Comprom 0.000 0.968 Detected 2.173 Detected 1.571 0.121 GT Sense HM004528HM004528ZmARF13 AGTAGTAGCAGCCGGACGTCCGTTGTTCTCTCGTAAAAGCCCCTGATGTGTTGTGCGCGT 4.06411 3.23338 2.22709 2.86123 8.16475 18.4754
Sense GT Sens -0.603 Comprom 0.603 Detected 0.000 0.884 Detected 1.784 Detected 1.334 0.218 GT Sense LeGH3-1 LeGH3-1 Lycopers      ATGGAAGAATGTTTGAACTCGGTTTATCGACAGTGCCGAGTTGCAGATAACTCGATAGGA 7.53381 14.2448 26.7099 4.42196 22.0092 40.3159
Sense GT Sens 0.125 Comprom -0.125 Comprom 0.000 1.049 Detected 1.356 Detected 1.202 0.026 GT Sense contig103 contig103 Unknown   TATATCA contig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g Unknown Protein (A  SL2.40ch AT4G0154ANAC068    NTM1 (NA          chr4:670  4.14381 2.85336 2.79822 3.55628 8.19347 9.94442
Sense GT Sens -0.189 Detected 0.189 Detected 0.000 1.057 Detected 1.168 Detected 1.112 0.030 GT Sense AF077339 AF077339 Lycopers           TTAAAGTAGTAGTGGATGGAGTCACATAATTTATTAACTAAAGTAAGTGTTGTAGCAGAA 36.2365 38.5869 31.6227 43.1809 89.5787 94.95
Sense GT Sens -0.194 Comprom 0.194 Comprom 0.000 0.979 Detected 1.192 Detected 1.086 0.039 GT Sense contig101 contig101 Mutator-li                    CTGAAAGcontig101 Solyc12g Solyc12g Mutator-like transposase-like (               contig101 Solyc03g Mutator-like transpo                SL2.40ch AT2G28640.1 9.00836 9.65324 23.576 25.4147 21.1669 24.0767
Sense GT Sens -0.104 Detected 0.104 Detected 0.000 0.969 Detected 1.077 Detected 1.023 0.013 GT Sense contig101 contig101 Unknown      GTTCCCCcontig101 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig101 Solyc06g Unknown Protein (A  SL2.40ch AT3G076 IBM1  IBM1 (inc             chr3:242  27.1746 25.7257 41.3247 35.8574 59.5932 63.0372
Sense GT Sens -0.343 Detected 0.343 Detected 0.000 1.136 Detected 1.683 Detected 1.410 0.085 GT Sense contig101 contig101 Pol polyp                   GGGTGC contig101 Solyc10g Solyc10g Pol polyp                GO:00062 GO:00062   contig101 Solyc10g Pol polyp                 GO:00065 SL2.40ch AT4G103 HKT1, AT   HKT1 (HIG          chr4:639  18.6889 24.6209 41.0265 32.3247 54.2762 77.8647
Sense GT Sens -1.273 Comprom 1.273 Detected 0.000 1.072 Detected 1.130 Detected 1.101 0.479 GT Sense contig102 contig102 Major alle                     CCAAAAT contig102 Solyc09g Solyc09g Major alle                  GO:00096 GO:00096    contig102 Solyc09g Major alle                   GO:00096 SL2.40ch AT4G15650.1  protein k   chr4:892  10.0027 47.8792 30.9862 26.1728 52.9679 54.1288
Sense GT Sens -0.950 Detected 0.950 Detected 0.000 0.890 Detected 1.537 Detected 1.213 0.350 GT Sense contig102 contig102 Integrase           TAGCCCGcontig102 Solyc01g Solyc01g Integrase core domain contain      contig102 Solyc05g Unknown Protein (A  SL2.40ch AT5G02990.1  kelch rep      chr5:700  52.0469 159.21 289.126 209.357 194.205 298.546
Sense GT Sens -0.525 Comprom 0.525 Comprom 0.000 1.962 Detected 2.306 Detected 2.134 0.061 GT Sense contig103 contig103 Pol polyp                   ATCCAAT contig103 Solyc11g Solyc11g Pol polyp                GO:00062 GO:00062   contig103 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT5G42242.1 4.12669 7.00372 20.4515 14.6209 24.1169 30.0532
Sense GT Sens 0.158 Comprom -0.158 Comprom 0.000 1.588 Detected 0.950 Detected 1.269 0.071 GT Sense contig103 contig103 AT5g0697                    GATGAGGcontig103 Solyc01g Solyc01g AT5g06970/MOJ9 14 (AHRD V               contig103 Solyc01g AT5g06970/MOJ9 1                 SL2.40ch AT5G06970.1  FUNCTIO                                                                                     chr5:215  8.03605 5.28775 11.7845 11.5244 22.5598 14.2294
Sense GT Sens 0.225 Detected -0.225 Detected 0.000 0.980 Detected 1.144 Detected 1.062 0.047 GT Sense contig103 contig103 Sieve elem          TTTGTGCcontig103 Solyc05g Solyc05g Sieve element-occluding prote      contig103 Solyc05g Sieve element-occlu       SL2.40ch AT5G39540.1  FUNCTIO                                                                         chr5:158  2886.62 1732.04 4753.41 5628.81 5077.96 5585.29
Sense GT Sens -0.539 Detected 0.539 Detected 0.000 0.866 Detected 1.445 Detected 1.156 0.200 GT Sense contig103 contig103 Pol polyp                 GAGAAAGcontig103 Solyc11g Solyc11g Pol polyp              GO:00150 GO:00150  contig103 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G08990.1  DNA (cyto    chr4:576  279.362 483.272 1080.83 737.355 771.03 1130.7
Sense GT Sens 0.164 Detected -0.164 Detected 0.000 2.005 Detected 2.521 Detected 2.263 0.018 GT Sense contig104 contig104 MYB tran                   ATGTCAT contig104 Solyc08g Solyc08g MYB tran                GO:0045449 contig104 Solyc04g SMP-30/Gluconolac                SL2.40ch AT5G44690.1  unknown   chr5:180  63.679 41.55 43.7812 58.1946 237.706 333.586
Sense GT Sens 0.701 Comprom -0.701 Comprom 0.000 2.053 Detected 1.540 Detected 1.797 0.138 GT Sense contig105 contig105 Retroviru              TAGGGTTcontig105 Solyc00g Solyc00g Retrovirus-related Pol polypro         contig105 Solyc09g Gag-Pol polyprotein    SL2.40ch AT5G44390.1  FAD-bind     chr5:178  7.42572 2.30324 17.9327 17.495 19.7671 13.5914
Sense GT Sens -0.271 Comprom 0.271 Comprom 0.000 2.161 Detected 2.109 Detected 2.135 0.016 GT Sense contig106 contig106 Ulp1 prote                         GATCAAGcontig106 Solyc04g Solyc04g Ulp1 prote                      GO:00065 GO:00065 contig106 Solyc04g049560.1.1 AT3G52700.1  unknown   chr3:195  1.92657 2.29681 1.81724 2.07242 10.835 10.258
Sense GT Sens 0.332 Detected -0.332 Comprom 0.000 2.388 Detected 2.881 Detected 2.634 0.024 GT Sense contig106 contig106 Sulfotrans                 TTACAGAcontig106 Solyc04g Solyc04g Sulfotrans              GO:00081 GO:00081  contig106 Solyc04g Sulfotrans               GO:00081 SL2.40ch AT1G59680.1 12.3784 6.40224 15.5551 14.8549 53.6429 74.0996
Sense GT Sens -0.579 Detected 0.579 Detected 0.000 1.092 Detected 1.629 Detected 1.361 0.167 GT Sense contig108 contig108 Retrotran                        TTATGAAcontig108 Solyc12g Solyc12g Retrotran                     GO:00036 GO:00036   contig108 Solyc12g Retrotran                      GO:00036 SL2.40ch AT1G28300.1 111.469 203.657 401.557 294.472 369.837 526.741
Sense GT Sens 0.562 Comprom -0.562 Comprom 0.000 1.898 Detected 1.869 Detected 1.884 0.079 GT Sense contig108 contig108 Unknown      GAATCAT contig108 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig108 Solyc09g014920.1.1 ATCG011 YCF1.2  hypothet    chrC:123  6.28674 2.36142 16.757 6.9655 16.5361 15.9067
Sense GT Sens 0.602 Comprom -0.602 Comprom 0.000 0.968 Detected 1.247 Detected 1.107 0.215 GT Sense contig108 contig108 Receptor                  CTAATCCcontig108 Solyc04g Solyc04g Receptor               GO:00046 GO:00046         contig108 Solyc04g Receptor   GO:00428 SL2.40ch AT5G0155LECRKA4   LECRKA4                  chr5:214  6.56455 2.33346 11.2347 9.23267 8.81491 10.4963
Sense GT Sens -0.439 Detected 0.439 Detected 0.000 1.630 Detected 1.651 Detected 1.640 0.065 GT Sense contig111 contig111 Non-spec                        GTGTTTAcontig111 Solyc10g Solyc10g Non-spec                     GO:00068 GO:00068  contig111 Solyc10g Non-spec                   GO:00068 SL2.40ch AT3G52700.1  unknown   chr3:195  49.5265 74.5503 120.583 65.6577 216.513 215.602
Sense GT Sens -0.640 Detected 0.640 Detected 0.000 1.280 Detected 1.896 Detected 1.588 0.155 GT Sense contig111 contig111 Pol polyp        GCAGTCAcontig111 Solyc12g Solyc12g Pol polyprotein (AHRD V1 ***- Qcontig111 Solyc12g Pol polyprotein (AHR    SL2.40ch AT5G63900.1  PHD finge     chr5:255  50.6996 100.899 349.264 208.787 199.947 300.736
Sense GT Sens -0.899 Comprom 0.899 Comprom 0.000 2.085 Detected 2.072 Detected 2.078 0.147 GT Sense contig116 contig116 Polyprote        CTCAAAGcontig116 Solyc03g Solyc03g Polyprotein (AHRD V1 ***- A5JS contig116 Solyc03g Polyprotein (AHRD V   SL2.40ch AT5G3815PMI15  PMI15 (p      chr5:152  2.08036 5.92534 7.34275 10.098 17.1503 16.6824
Sense GT Sens -0.522 Detected 0.522 Detected 0.000 1.108 Detected 1.685 Detected 1.396 0.144 GT Sense contig116 contig116 Gag-pol p        AGACCTAcontig116 Solyc10g Solyc10g Gag-pol polyprotein (AHRD V1  contig116 Solyc10g Gag-pol polyprotein    SL2.40ch AT2G0186EMB975  EMB975     chr2:388  85.4275 144.276 310.59 244.652 275.466 403.464
Sense GT Sens -0.138 Comprom 0.138 Comprom 0.000 1.214 Detected 1.225 Detected 1.219 0.013 GT Sense contig116 contig116 Mutator-li                   CGCTGAGcontig116 Solyc09g Solyc09g Mutator-li                GO:00082 GO:00082   contig116 Solyc08g Mutator-li                GO:00082 SL2.40ch AT2G35880.1  FUNCTIO                                                                   chr2:150  8.69612 8.61999 18.1877 19.3148 23.1189 22.8724
Sense GT Sens 0.239 Comprom -0.239 Comprom 0.000 2.882 Detected 1.221 Detected 2.052 0.141 GT Sense contig119 contig119 Receptor                      CATGGCTcontig119 Solyc04g Solyc04g Receptor expression-enhancin                   contig119 Solyc04g Receptor expressio                   SL2.40ch AT5G5072ATHVA22    ATHVA22   chr5:206  7.01708 4.12583 13.3159 15.6122 45.6829 14.1765
Sense GT Sens -0.254 Detected 0.254 Detected 0.000 1.455 Detected 1.185 Detected 1.320 0.044 GT Sense contig119 contig119 Osmotin 8                  GGTAGAGcontig119 Solyc11g Solyc11g Osmotin 81 (Fragment) (AHRD            contig119 Solyc08g Osmotin-l                GO:00055 SL2.40ch AT4G26340.1  F-box fam    chr4:133  48.3331 56.314 41.6248 54.4785 164.669 134.06
Sense GT Sens -0.069 Detected 0.069 Detected 0.000 1.079 Detected 1.380 Detected 1.230 0.018 GT Sense contig120 contig120 Cytochro                    GTGATTTcontig120 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig120 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G19640.1  proton-de        chr5:663  74.8569 67.4878 87.3707 91.3304 172.916 209.054
Sense GT Sens -0.639 Detected 0.639 Detected 0.000 1.106 Detected 1.698 Detected 1.402 0.185 GT Sense contig121 contig121 Retrotran                       AGGAATAcontig121 Solyc07g Solyc07g Retrotran                    GO:00150 GO:00150  contig121 Solyc00g Pol polyp               GO:00036 SL2.40ch AT5G66790.1 31.127 61.8153 104.401 65.8087 108.753 160.877
Sense GT Sens 0.365 Comprom -0.365 Comprom 0.000 1.956 Detected 2.110 Detected 2.033 0.032 GT Sense contig122 contig122 Disease r                GATCGTTcontig122 Solyc04g Solyc04g Disease r             GO:00055 GO:00055    contig122 Solyc04g Cc-nbs-lr   GO:00055 SL2.40ch AT4G1535CYP705A   CYP705A               chr4:876  4.90301 2.42261 10.0552 5.47172 15.393 16.8117
Sense GT Sens 0.247 Comprom -0.247 Comprom 0.000 1.529 Detected 1.199 Detected 1.364 0.044 GT Sense contig123 contig123 Sentrin-sp                   GTTGCCAcontig123 Solyc05g Solyc05g Sentrin-sp                GO:00065 GO:00065 contig123 Solyc05g018090.1.1 AT4G2554MSH3, AT   MSH3 (Ar                    chr4:130  5.03883 2.92881 10.5424 3.19296 12.769 9.96916
Sense GT Sens 0.068 Detected -0.068 Detected 0.000 1.163 Detected 1.919 Detected 1.541 0.057 GT Sense contig125 contig125 F-box fam         TGGTGCGcontig125 Solyc08g Solyc08g F-box family protein (AHRD V1  contig125 Solyc08g015890.1.1 AT3G47150.1  F-box fam    chr3:173  68.4984 51.0747 600.846 773.299 152.453 252.746
Sense GT Sens 0.270 Detected -0.270 Detected 0.000 0.931 Detected 1.183 Detected 1.057 0.071 GT Sense contig126 contig126 Receptor-                   CCTTATCcontig126 Solyc05g Solyc05g Receptor-                GO:00064 GO:00064  contig126 Solyc05g Receptor-                 GO:00064 SL2.40ch AT5G38250.1  serine/th      chr5:152  38.0405 21.4362 28.5599 57.807 62.6931 73.2498
Sense GT Sens -0.439 Detected 0.439 Detected 0.000 1.288 Detected 2.057 Detected 1.673 0.103 GT Sense contig128 contig128 Pol polyp                   GGTTTTGcontig128 Solyc04g Solyc04g Pol polyp                GO:00062 GO:00062   contig128 Solyc04g040100.1.1 AT5G40450.2  unknown   chr5:161  28.6298 43.1065 112.397 60.7993 98.7627 165.248
Sense GT Sens -0.707 Detected 0.707 Detected 0.000 1.299 Detected 1.888 Detected 1.594 0.173 GT Sense contig128 contig128 Polyprote                 GGTGACTcontig128 Solyc12g Solyc12g Polyprote              GO:00150 GO:00150  contig128 Solyc11g Pol polyp               GO:00036 SL2.40ch AT3G08800.1  binding  chr3:267  58.2407 127.131 294.402 178.597 243.817 359.99
Sense GT Sens 0.335 Detected -0.335 Detected 0.000 1.477 Detected 0.900 Detected 1.188 0.115 GT Sense contig128 contig128 Tir-nbs-lr                   TATTGGTcontig128 Solyc00g Solyc00g Tir-nbs-lr                GO:00312 GO:00312   contig128 Solyc00g294230.1.1 AT2G2715AAO3  AAO3 (Ab             chr2:116  60.0933 30.9182 48.3244 83.9734 138.148 90.8987
Sense GT Sens -0.633 Detected 0.633 Detected 0.000 0.968 Detected 1.656 Detected 1.312 0.210 GT Sense contig128 contig128 Polyprote                   TGCAGATcontig128 Solyc10g Solyc10g Polyprote                GO:00062 GO:00062   contig128 Solyc10g Polyprote                 GO:00062 SL2.40ch AT3G0330DCL2  DCL2 (DI                       chr3:768  410.329 807.868 2131.76 1240.41 1296.73 2050.77
Sense GT Sens -0.519 Detected 0.519 Detected 0.000 1.094 Detected 1.721 Detected 1.407 0.146 GT Sense contig129 contig129 Unknown      TTGCAGAcontig129 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig129 Solyc05g Unknown Protein (A  SL2.40ch AT5G08500.1  transmem      chr5:274  18.8053 31.6089 69.3418 46.636 59.9157 90.8233
Sense GT Sens -0.068 Detected 0.068 Detected 0.000 2.456 Detected 2.364 Detected 2.410 0.001 GT Sense contig129 contig129 Unknown      GTGAAACcontig129 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig129 Solyc08g061470.1.1 AT3G45040.1  phospha      chr3:164  778.657 701.09 1433.38 1100.82 4668.33 4298.22
Sense GT Sens 0.271 Detected -0.271 Detected 0.000 1.864 Detected 1.052 Detected 1.458 0.096 GT Sense contig130 contig130 Cysteine        GGAATCTcontig130 Solyc04g Solyc04g Cysteine synthase (AHRD V1 **  contig130 Solyc04g Cysteine synthase (    SL2.40ch AT5G37050.1  FUNCTIO                                                             chr5:146  24.406 13.7297 24.3843 25.798 76.7128 42.8836
Sense GT Sens -0.222 Comprom 0.222 Comprom 0.000 1.904 Detected 2.426 Detected 2.165 0.024 GT Sense contig133 contig133 Transpos                    ATCACGGcontig133 Solyc10g Solyc10g Transpos                 GO:00150 GO:00150  contig133 Solyc10g Transpos                  GO:00036 SL2.40ch AT5G45510.2  leucine-r      chr5:184  2.08268 2.32202 5.8702 5.73317 9.47324 13.3523
Sense GT Sens 0.273 Detected -0.273 Detected 0.000 1.490 Detected 1.110 Detected 1.300 0.060 GT Sense contig133 contig133 Unknown      TTTGCTAcontig133 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig133 Solyc09g Unknown Protein (A  SL2.40ch AT2G39180.1 268.938 150.817 379.908 393.979 651.48 491.27
Sense GT Sens 0.438 Comprom -0.438 Comprom 0.000 1.235 Detected 1.223 Detected 1.229 0.107 GT Sense contig135 contig135 Ycf2 (AHR               TTACATA contig135 Solyc10g Solyc10g Ycf2 (AHR            GO:00095 GO:00095 contig135 Solyc10g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  5.47481 2.44494 1.97339 7.37208 9.91925 9.65182
Sense GT Sens 0.268 Comprom -0.268 Comprom 0.000 1.357 Detected 1.534 Detected 1.446 0.036 GT Sense contig135 contig135 Gag-Pol p        AGTCTTCcontig135 Solyc04g Solyc04g Gag-Pol polyprotein (AHRD V1  contig135 Solyc11g Transpos                    GO:00036 SL2.40ch AT2G1543RBP36A,      NRPB3; D          chr2:673  7.68392 4.33889 15.4587 13.8295 17.0352 18.9029



Sense GT Sens -0.907 Comprom 0.907 Comprom 0.000 1.413 Detected 1.279 Detected 1.346 0.277 GT Sense contig135 contig135 Mutator-li                    TTGAAAT contig135 Solyc10g Solyc10g Mutator-like transposase (AHR               contig135 Solyc10g Mutator-like transpo                SL2.40ch AT1G7510JAC1  JAC1 (J-D              chr1:281  2.20796 6.36349 3.44932 12.1695 11.4937 10.2837
Sense GT Sens -0.339 Detected 0.339 Detected 0.000 1.185 Detected 1.626 Detected 1.406 0.074 GT Sense contig136 contig136 Unknown      TGCAAAAcontig136 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig136 Solyc11g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 803.301 1052.42 1082.26 1082.61 2406.92 3208.1
Sense GT Sens 0.030 Detected -0.030 Detected 0.000 1.040 Detected 1.072 Detected 1.056 0.001 GT Sense contig136 contig136 Histone H                GAAGAAGcontig136 Solyc10g Solyc10g Histone H             GO:00056 GO:00056   contig136 Solyc02g Histone H              GO:00055 SL2.40ch AT5G2288H2B, HTB   HTB2; DN    chr5:765  186.589 146.668 195.085 195.946 391.738 392.931
Sense GT Sens 0.049 Comprom -0.049 Comprom 0.000 1.537 Detected 1.924 Detected 1.730 0.013 GT Sense contig136 contig136 Unknown      TAAGTCT contig136 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig136 Solyc06g Unknown Protein (A  SL2.40ch AT5G2290ATCHX3,   ATCHX3;     chr5:765  7.09258 5.42946 16.5823 16.1153 20.7384 26.6063
Sense GT Sens -0.586 Detected 0.586 Detected 0.000 0.865 Detected 1.494 Detected 1.179 0.218 GT Sense contig136 contig136 Pol polyp                   TAACCAT contig136 Solyc11g Solyc11g Pol polyp                GO:00062 GO:00062   contig136 Solyc11g Pol polyp                 GO:00062 SL2.40ch AT5G1017ATMIPS3    MIPS3 (M          chr5:318  243.035 448.876 1163.1 663.109 692.433 1051.3
Sense GT Sens -0.036 Detected 0.036 Detected 0.000 1.410 Detected 1.628 Detected 1.519 0.006 GT Sense contig138 contig138 Unknown      ATAGTGTcontig138 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig138 Solyc12g Unknown Protein (A  SL2.40ch AT2G36080.1  DNA-bind     chr2:151  114.407 98.5089 178.765 135.507 324.918 370.855
Sense GT Sens 0.939 Detected -0.939 Comprom 0.000 1.092 Detected 1.345 Detected 1.219 0.327 GT Sense contig141 contig141 Hydrolase           GCAAAAGcontig141 Solyc01g Solyc01g Hydrolase alpha/beta fold fami      contig141 Solyc01g Hydrolase alpha/bet        SL2.40ch AT2G3563MOR1, GE   MOR1 (M       chr2:149  49.8425 11.1065 20.5738 25.0188 57.7539 67.5541
Sense GT Sens 0.013 Detected -0.013 Detected 0.000 1.893 Detected 1.559 Detected 1.726 0.009 GT Sense contig141 contig141 Phenylala                 ATGCGGTcontig141 Solyc09g Solyc09g Phenylala              GO:00043 GO:00043      contig141 Solyc09g Phenylala               GO:00043 SL2.40ch AT2G3704pal1, ATP   pal1 (Phe       chr2:155  95.2238 76.6379 148.771 116.27 365.237 284.379
Sense GT Sens -0.540 Detected 0.540 Detected 0.000 1.347 Detected 1.661 Detected 1.504 0.116 GT Sense contig144 contig144 Pol polyp                 TGACTTAcontig144 Solyc10g Solyc10g Pol polyp              GO:00062 GO:00062   contig144 Solyc10g Pol polyp               GO:00036 SL2.40ch AT1G27170.2  ATP bind         chr1:943  38.5089 66.7114 204.704 98.8004 148.453 181.121
Sense GT Sens 0.669 Comprom -0.669 Comprom 0.000 1.239 Detected 1.033 Detected 1.136 0.235 GT Sense contig147 contig147 Mutator-li                    AGAAGAAcontig147 Solyc05g Solyc05g Mutator-like transposase (AHR               contig147 Solyc07g Mutator-li                GO:00082 SL2.40ch AT5G59450.1  scarecro       chr5:239  8.80117 2.85041 2.67435 5.14633 13.61 11.5832
Sense GT Sens -0.881 Comprom 0.881 Comprom 0.000 1.341 Detected 1.509 Detected 1.425 0.249 GT Sense contig148 contig148 Pol polyp                   CGTCAAAcontig148 Solyc11g Solyc11g Pol polyp                GO:00150 GO:00150  contig148 Solyc11g Transpos                    GO:00036 SL2.40ch AT5G12220.1  las1-like    chr5:395  3.17088 8.80551 12.7125 7.82424 15.4123 16.995
Sense GT Sens -0.281 Detected 0.281 Detected 0.000 0.939 Detected 1.284 Detected 1.112 0.078 GT Sense contig148 contig148 Unknown                  ATTGAGGcontig148 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3             contig148 Solyc01g Unknown Protein (A              SL2.40ch AT4G21600.1 16.9012 20.4337 23.9693 28.4248 41.0216 51.1498
Sense GT Sens -0.652 Detected 0.652 Detected 0.000 0.809 Detected 1.431 Detected 1.120 0.261 GT Sense contig148 contig148 Unknown      GACATAGcontig148 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig148 Solyc03g &aposchromo&apos                 SL2.40ch AT3G51120.1  DNA bind              chr3:189  331.378 669.826 1744.51 1017.72 950.29 1435.46
Sense GT Sens 0.261 Detected -0.261 Detected 0.000 1.619 Detected 1.497 Detected 1.558 0.028 GT Sense contig149 contig149 MuDR fam           GAAGTAAcontig149 Solyc08g Solyc08g MuDR family transposase cont      contig149 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT2G46360.1  unknown   chr2:190  22.0915 12.5965 45.4512 45.4382 58.9955 53.229
Sense GT Sens -0.423 Detected 0.423 Detected 0.000 1.209 Detected 1.496 Detected 1.353 0.094 GT Sense contig152 contig152 Unknown      GGACCTCcontig152 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig152 Solyc03g Unknown Protein (A  SL2.40ch AT1G06800.2 96.0777 141.554 248.152 208.299 310.472 371.821
Sense GT Sens -0.153 Detected 0.153 Detected 0.000 1.689 Detected 1.693 Detected 1.691 0.008 GT Sense contig154 contig154 CBL-inter                    CCTGCAAcontig154 Solyc06g Solyc06g CBL-inter                 GO:00046 GO:00046     contig154 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT5G5838CIPK10, P     SIP1 (SO              chr5:235  22.6296 22.9288 36.3822 26.0584 84.5703 83.2163
Sense GT Sens -0.254 Detected 0.254 Detected 0.000 1.085 Detected 1.515 Detected 1.300 0.060 GT Sense contig154 contig154 Unknown      GATACCGcontig154 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig154 Solyc03g Unknown Protein (A  SL2.40ch AT1G5020ALATS, A   ALATS (A                      chr1:185  122.196 142.427 416.084 340.216 322.135 426.148
Sense GT Sens -0.532 Detected 0.532 Detected 0.000 1.178 Detected 1.340 Detected 1.259 0.144 GT Sense contig154 contig154 Reverse t         AACTCAAcontig154 Solyc05g Solyc05g Reverse transcriptase (Fragme     contig154 Solyc10g Pol polyp                 GO:00036 SL2.40ch AT5G50330.2  LOCATE                                                                     chr5:204  13.8224 23.6568 43.6065 31.6235 47.1056 51.727
Sense GT Sens 0.436 Comprom -0.436 Comprom 0.000 1.291 Detected 1.874 Detected 1.583 0.094 GT Sense contig157 contig157 Receptor-                   CCATTCCcontig157 Solyc12g Solyc12g Receptor-                GO:00055 GO:00055  contig157 Solyc12g LRR recep    GO:00055 SL2.40ch AT1G26230.1  chaperon    chr1:907  6.14429 2.75117 1.97597 6.9346 11.587 17.0309
Sense GT Sens 0.004 Detected -0.004 Detected 0.000 1.280 Detected 1.589 Detected 1.435 0.011 GT Sense contig158 contig158 Unknown      GTATCCAcontig158 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig158 Solyc09g Unknown Protein (A  SL2.40ch AT3G46640.2 21.2972 17.3469 48.8709 40.9834 53.7531 65.3721
Sense GT Sens -1.136 Detected 1.136 Detected 0.000 0.930 Detected 1.596 Detected 1.263 0.398 GT Sense contig159 contig159 Pathogen                    TGCAATT contig159 Solyc00g Solyc00g Pathogen                 GO:00055 GO:00055  contig159 Solyc00g Pathogen                  GO:00055 SL2.40ch AT2G1980MIOX2  MIOX2 (M       chr2:853  27.3827 108.276 44.2189 235.887 119.436 186.043
Sense GT Sens 0.076 Detected -0.076 Detected 0.000 1.157 Detected 1.144 Detected 1.151 0.004 GT Sense contig159 contig159 Unknown      TCTTAAGcontig159 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig159 Solyc03g Threonine endopep     SL2.40ch AT5G10160.1  beta-hyd     chr5:318  103.894 76.5996 133.969 83.214 229.005 222.862
Sense GT Sens -0.844 Comprom 0.844 Comprom 0.000 1.289 Detected 1.552 Detected 1.420 0.238 GT Sense contig160 contig160 Ycf1 (AHR       ACTCCAGcontig160 Solyc11g Solyc11g Ycf1 (AHRD V1 ***- D2KLR1 OL contig160 Solyc11g Ycf1 (AHRD V1 ***- D SL2.40ch AT5G48830.1  unknown   chr5:198  2.22621 5.87438 6.27352 7.71081 10.1744 11.9841
Sense GT Sens 0.370 Detected -0.370 Detected 0.000 1.021 Detected 1.211 Detected 1.116 0.100 GT Sense contig160 contig160 Unknown      AAAGCAAcontig160 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig160 Solyc11g Unknown Protein (A  SL2.40ch AT5G02350.1 57.708 28.3173 35.5724 36.7924 94.4644 105.736
Sense GT Sens -0.584 Detected 0.584 Detected 0.000 1.161 Detected 1.733 Detected 1.447 0.156 GT Sense contig161 contig161 Reverse t                    TAACTAT contig161 Solyc05g Solyc05g Reverse t                 GO:00062 GO:00062   contig161 Solyc12g Pol polyp                 GO:00062 SL2.40ch AT5G1017ATMIPS3    MIPS3 (M          chr5:318  132.884 244.564 643.371 395.5 464.283 677.249
Sense GT Sens -0.179 Detected 0.179 Detected 0.000 0.879 Detected 1.242 Detected 1.060 0.053 GT Sense contig162 contig162 Polynucle                     CTGGGTCcontig162 Solyc07g Solyc07g Polynucle                  GO:00056 GO:00056 contig162 Solyc10g Pol polyp               GO:00036 SL2.40ch AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  497.637 522.805 1199.16 938.633 1080.12 1363.23
Sense GT Sens -0.132 Detected 0.132 Detected 0.000 1.298 Detected 1.088 Detected 1.193 0.019 GT Sense contig164 contig164 Transcrip            TCAGATCcontig164 Solyc06g Solyc06g Transcription factor homolog      contig164 Solyc07g Nascent p                   GO:00510 SL2.40ch AT5G25500.1  unknown   chr5:888  382.224 376.157 373.903 360.087 1073.26 910.888
Sense GT Sens 0.193 Detected -0.193 Detected 0.000 1.157 Detected 1.057 Detected 1.107 0.031 GT Sense contig165 contig165 LRR recep                     ACATTGT contig165 Solyc06g Solyc06g LRR recep                  GO:00046 GO:00046     contig165 Solyc06g Receptor   GO:00055 SL2.40ch AT1G19390.1  wall-asso     chr1:670  74.4342 46.6428 55.4182 61.6851 151.261 138.582
Sense GT Sens -0.211 Detected 0.211 Detected 0.000 0.956 Detected 1.189 Detected 1.072 0.047 GT Sense contig166 contig166 Subtilisin                  ACGAAAAcontig166 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig166 Solyc08g Subtilisin                GO:00042 SL2.40ch AT2G05920.1  subtilase    chr2:226  292.015 320.436 541.448 608.722 683.106 788.384
Sense GT Sens -0.651 Detected 0.651 Detected 0.000 1.108 Detected 1.819 Detected 1.463 0.187 GT Sense contig168 contig168 Pol polyp        AGAAGAGcontig168 Solyc06g Solyc06g Pol polyprotein (AHRD V1 ***- Qcontig168 Solyc06g051490.1.1 AT5G63900.1  PHD finge     chr5:255  60.9808 123.207 356.534 255.868 215.058 345.589
Sense GT Sens 1.178 Detected -1.178 Comprom 0.000 1.476 Detected 1.313 Detected 1.394 0.359 GT Sense contig169 contig169 Ulp1 prote              AAATGAAcontig169 Solyc01g Solyc01g Ulp1 protease family C-termina         contig169 Solyc12g Ulp1 protease family                     SL2.40ch AT3G4456FAR8  FAR8 (FA                  chr3:161  14.7972 2.36714 16.4496 7.02944 18.9595 16.6132
Sense GT Sens -0.528 Detected 0.528 Detected 0.000 1.359 Detected 1.776 Detected 1.568 0.110 GT Sense contig170 contig170 Pol polyp                 GTTAGCCcontig170 Solyc10g Solyc10g Pol polyp              GO:00150 GO:00150  contig170 Solyc10g Pol polyp               GO:00036 SL2.40ch AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  146.389 249.284 702.76 431.556 564.281 739.451
Sense GT Sens -0.305 Detected 0.305 Detected 0.000 1.117 Detected 0.956 Detected 1.037 0.082 GT Sense contig171 contig171 Ulp1 prote                       TGCAACAcontig171 Solyc12g Solyc12g Ulp1 prote                    GO:00065 GO:00065 contig171 Solyc09g Ulp1 protease family         SL2.40ch AT4G3452FAE1, KC   KCS18; a      chr4:164  29.5894 37.0143 33.3584 30.6517 82.6481 72.5679
Sense GT Sens -0.482 Detected 0.482 Detected 0.000 0.930 Detected 1.566 Detected 1.248 0.163 GT Sense contig173 contig173 Pol polyp        TTCTGGTcontig173 Solyc05g Solyc05g Pol polyprotein (AHRD V1 ***- P contig173 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G3966AGT2  AGT2 (AL             chr4:184  208.652 333.365 856.906 496.657 578.725 882.62
Sense GT Sens 0.829 Detected -0.829 Comprom 0.000 0.918 Detected 1.346 Detected 1.132 0.317 GT Sense contig175 contig175 Ulp1 prote              ATGAATT contig175 Solyc02g Solyc02g Ulp1 protease family C-termina         contig175 Solyc02g Ulp1 protease family         SL2.40ch AT3G28216.1 11.7016 3.03905 6.82916 14.3172 12.9733 17.1315
Sense GT Sens -0.057 Detected 0.057 Detected 0.000 0.986 Detected 1.030 Detected 1.008 0.004 GT Sense contig176 contig176 S-phase k                  AGACATT contig176 Solyc10g Solyc10g S-phase k               GO:00065 GO:00065    contig176 Solyc10g S-phase k                GO:00055 SL2.40ch AT1G7595SKP1, AS      SKP1 (S           chr1:285  234.744 208.005 280.496 239.865 503.964 509.855
Sense GT Sens 0.252 Comprom -0.252 Comprom 0.000 1.395 Detected 2.495 Detected 1.945 0.085 GT Sense contig176 contig176 Unknown      TTTGATT contig176 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig176 Solyc08g015910.1.1 AT3G47150.1  F-box fam    chr3:173  10.598 6.11773 123.622 154.42 24.379 51.2934
Sense GT Sens -0.561 Detected 0.561 Detected 0.000 0.955 Detected 1.989 Detected 1.472 0.193 GT Sense contig178 contig178 Retrotran                   CCTTCAAcontig178 Solyc01g Solyc01g Retrotran                GO:00082 GO:00082   contig178 Solyc01g Retrotran                 GO:00082 SL2.40ch AT3G25210.1  FUNCTIO                                                                         chr3:918  23.5711 42.0118 108.971 70.5183 70.2382 141.175
Sense GT Sens 0.340 Detected -0.340 Detected 0.000 1.145 Detected 1.555 Detected 1.350 0.077 GT Sense contig179 contig179 Leucine R                    TCTCAAAcontig179 Solyc12g Solyc12g Leucine R                 GO:00055 GO:00055  contig179 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G1422RHF1A  RHF1A (R             chr4:819  50.709 25.9408 35.5481 64.1757 92.3375 120.411
Sense GT Sens 0.487 Comprom -0.487 Comprom 0.000 1.618 Detected 1.328 Detected 1.473 0.101 GT Sense contig180 contig180 TGF-beta                        GACAAGCcontig180 Solyc06g Solyc06g TGF-beta                     GO:00160 GO:00160 contig180 Solyc06g075460.2.1 AT1G51910.1  protein k     chr1:192  6.60053 2.75374 4.90165 6.63097 15.0719 12.0992
Sense GT Sens -0.538 Detected 0.538 Detected 0.000 0.901 Detected 1.536 Detected 1.218 0.190 GT Sense contig180 contig180 %26aposc                    TGTATAGcontig180 Solyc00g Solyc00g %26aposc                 GO:00065 GO:00065 contig180 Solyc00g &aposchr                  GO:00065 SL2.40ch AT4G3399EMB2758  EMB2758     chr4:162  160.411 276.932 631.259 451.081 453.085 690.9
Sense GT Sens -0.145 Detected 0.145 Detected 0.000 1.404 Detected 1.291 Detected 1.347 0.013 GT Sense contig183 contig183 Photosys                    CCTAGCTcontig183 Solyc01g Solyc01g Photosys                 GO:00300 GO:00300    contig183 Solyc01g097530.1.1 ATCG000 PSBA  Encodes               chrC:383  451.443 451.82 572.357 641.148 1376 1248.79
Sense GT Sens -0.033 Detected 0.033 Detected 0.000 1.514 Detected 1.444 Detected 1.479 0.001 GT Sense contig184 contig184 MuDR fam           TTTGACT contig184 Solyc08g Solyc08g MuDR family transposase cont      contig184 Solyc08g MuDR family transpo       SL2.40ch AT5G1329SOL2, CR   CRN (CO         chr5:425  40.7986 35.0041 94.6126 93.4617 124.294 116.166
Sense GT Sens -0.212 Detected 0.212 Detected 0.000 2.279 Detected 2.715 Detected 2.497 0.014 GT Sense contig187 contig187 Unknown      TAAAAAA contig187 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig187 Solyc03g Unknown Protein (A  SL2.40ch ATMG005 MATR  hypothet    chrM:144  84.4932 92.7946 119.663 112.702 494.677 656.838
Sense GT Sens 0.299 Detected -0.299 Comprom 0.000 1.434 Detected 0.887 Detected 1.161 0.103 GT Sense contig188 contig188 Subtilisin                  ATGGTAAcontig188 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig188 Solyc08g Subtilisin                GO:00042 SL2.40ch AT5G37920.1  unknown   chr5:150  9.97918 5.39964 9.12724 14.7655 22.8434 15.3405
Sense GT Sens 0.186 Detected -0.186 Detected 0.000 1.619 Detected 1.681 Detected 1.650 0.013 GT Sense contig19 contig19 Unknown             ATAGGATcontig19 Solyc07g Solyc07g Unknown          GO:0045449 contig19 Solyc10g045250.1.1 AT3G02900.1  unknown   chr3:645  52.3155 33.1281 35.1584 36.4891 147.226 150.839
Sense GT Sens 0.167 Detected -0.167 Detected 0.000 1.137 Detected 1.449 Detected 1.293 0.030 GT Sense contig191 contig191 Unknown      TCTTTTGcontig191 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig191 Solyc00g Unknown Protein (A  SL2.40ch AT5G35926.1 121.119 78.6656 238.012 180.287 247.179 301.091
Sense GT Sens -1.384 Comprom 1.384 Comprom 0.000 1.309 Detected 1.390 Detected 1.350 0.433 GT Sense contig192 contig192 Baculovir                    AGGTGG contig192 Solyc09g Solyc09g Baculovir                 GO:00082 GO:00082   contig192 Solyc09g Baculovir                  GO:00082 SL2.40ch #N/A #N/A #N/A #N/A 2.03826 11.3778 3.44795 3.7944 13.7388 14.2678
Sense GT Sens -0.511 Detected 0.511 Detected 0.000 0.956 Detected 1.158 Detected 1.057 0.180 GT Sense contig195 contig195 Ycf1 (AHR               AAGCGACcontig195 Solyc01g Solyc01g Ycf1 (AHRD V1 *--- D2KLR1 OL         contig195 Solyc11g Unknown Protein (A  SL2.40ch AT2G45380.1  FUNCTIO                                                                         chr2:186  22.74 37.832 90.5846 55.8198 65.5288 73.9868
Sense GT Sens -0.542 Comprom 0.542 Comprom 0.000 2.051 Detected 1.645 Detected 1.848 0.086 GT Sense contig195 contig195 Disease r                CATTGAGcontig195 Solyc09g Solyc09g Disease r             GO:00055 GO:00055   contig195 Solyc09g Cc-nbs-lr   GO:00055 SL2.40ch AT3G0568EMB2016  EMB2016     chr3:166  3.36109 5.8402 4.14937 6.30321 21.1454 15.6546
Sense GT Sens -0.448 Detected 0.448 Detected 0.000 1.587 Detected 1.610 Detected 1.599 0.070 GT Sense contig195 contig195 FAD-bind                 GAGCTTTcontig195 Solyc10g Solyc10g FAD-bind              GO:00506 GO:00506    contig195 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT5G44410.1  FAD-bind     chr5:178  791.503 1205.7 755.028 1214.73 3379.83 3370.53
Sense GT Sens -0.520 Detected 0.520 Detected 0.000 0.964 Detected 1.368 Detected 1.166 0.171 GT Sense contig199 contig199 Unknown      CCTGTGAcontig199 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig199 Solyc10g Unknown Protein (A  SL2.40ch AT4G2973NFC5, MS   NFC5 (Nu        chr4:145  835.921 1407.02 2879 2123.26 2436.4 3164.43
Sense GT Sens 0.209 Detected -0.209 Comprom 0.000 2.992 Detected 1.982 Detected 2.487 0.045 GT Sense contig200 contig200 Leucine R                     AAGACTAcontig200 Solyc12g Solyc12g Leucine R                  GO:00055 GO:00055  contig200 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G41320.1  unknown   chr5:165  10.5305 6.45699 73.4055 26.0367 75.5599 36.8083
Sense GT Sens 0.362 Detected -0.362 Comprom 0.000 2.277 Detected 1.425 Detected 1.851 0.080 GT Sense contig201 contig201 Unknown      ATTCAAA contig201 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig201 Solyc10g RNA-bind                   GO:00036 SL2.40ch AT4G03930.1  enzyme i    chr4:187  12.1916 6.04588 14.3244 13.3955 47.8987 26.0534
Sense GT Sens 0.023 Detected -0.023 Detected 0.000 1.208 Detected 1.795 Detected 1.501 0.036 GT Sense contig201 contig201 Unknown      TGAAAAGcontig201 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig201 Solyc06g Unknown Protein (A  SL2.40ch AT2G01021.1  unknown   chr2:657  11931.3 9465.62 16403.2 41153.4 28263.9 41676.3
Sense GT Sens -0.664 Comprom 0.664 Comprom 0.000 1.757 Detected 1.926 Detected 1.841 0.111 GT Sense contig203 contig203 Unknown      ATCGGATcontig203 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig203 Solyc06g Unknown Protein (A  SL2.40ch AT5G46520.1 3.5919 7.38692 13.5969 10.538 20.045 22.1152
Sense GT Sens -0.760 Detected 0.760 Detected 0.000 0.866 Detected 1.459 Detected 1.163 0.290 GT Sense contig205 contig205 %26aposc                     GCCAACAcontig205 Solyc04g Solyc04g %26aposchromo%26apos dom                 contig205 Solyc04g &aposchromo&apos                 SL2.40ch AT3G51120.1  DNA bind              chr3:189  195.679 459.873 1082.51 716.279 629.534 932.26
Sense GT Sens -0.541 Detected 0.541 Detected 0.000 0.803 Detected 1.410 Detected 1.106 0.216 GT Sense contig205 contig205 %26aposc                    AATTGTCcontig205 Solyc07g Solyc07g %26aposc                 GO:00082 GO:00082   contig205 Solyc07g &aposchr                  GO:00082 SL2.40ch AT1G20220.1  nucleic a    chr1:700  250.261 433.811 937.579 614.462 661.771 989.69
Sense GT Sens -0.261 Comprom 0.261 Comprom 0.000 2.873 Detected 1.899 Detected 2.386 0.050 GT Sense contig208 contig208 Disease r                ACCTCTAcontig208 Solyc07g Solyc07g Disease r             GO:00069 GO:00069  contig208 Solyc07g Cc-nbs, re   GO:00069 SL2.40ch AT1G12280.1  disease r       chr1:417  1.98583 2.33559 12.4882 8.28233 18.1631 9.07654
Sense GT Sens 0.759 Detected -0.759 Comprom 0.000 2.857 Detected 2.498 Detected 2.677 0.075 GT Sense contig208 contig208 FIP1 (AHR               CAAAAGAcontig208 Solyc04g Solyc04g FIP1 (AHRD V1 **-- B6U778 MA         contig208 Solyc04g FIP1 (AHRD V1 **-- B         SL2.40ch AT5G08350.1  GRAM do       chr5:268  12.1065 3.46099 14.9772 13.1272 54.0005 41.3241
Sense GT Sens -0.454 Detected 0.454 Detected 0.000 2.235 Detected 1.251 Detected 1.743 0.121 GT Sense contig209 contig209 1-aminocy          GACTACTcontig209 Solyc09g Solyc09g 1-aminocyclopropane-1-carbo       contig209 Solyc09g 1-aminocyclopropan       SL2.40ch AT3G49030.1  F-box fam    chr3:181  110.759 170.268 360.167 350.018 744.589 369.47
Sense GT Sens -0.402 Detected 0.402 Detected 0.000 1.128 Detected 0.955 Detected 1.042 0.127 GT Sense contig209 contig209 Glutaredo                 ATTGATGcontig209 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig209 Solyc04g Glutaredo               GO:00087 SL2.40ch AT2G0175ATMAP70   ATMAP70        chr2:328  23.1218 33.0515 50.9106 78.6073 69.5763 60.5651
Sense GT Sens -0.539 Detected 0.539 Detected 0.000 0.828 Detected 1.324 Detected 1.076 0.211 GT Sense contig209 contig209 Indole-3-a                    CTATAGCcontig209 Solyc02g Solyc02g Indole-3-a                 GO:00102 GO:00102     contig209 Solyc02g Indole-3-a                  GO:00102 SL2.40ch AT4G3739YDK1, GH      BRU6; ind      chr4:175  16.0665 27.7738 46.0616 17.6412 43.1644 59.7507
Sense GT Sens -0.655 Detected 0.655 Detected 0.000 1.373 Detected 2.005 Detected 1.689 0.146 GT Sense contig210 contig210 Polyprote        AGTGAAGcontig210 Solyc05g Solyc05g Polyprotein (AHRD V1 ***- Q9XEcontig210 Solyc05g Polyprotein (AHRD V   SL2.40ch AT3G185 RTFL20, D   RTFL20 (     chr3:636  36.5061 74.1167 143.472 106.155 155.14 235.937
Sense GT Sens 0.236 Detected -0.236 Detected 0.000 1.332 Detected 1.257 Detected 1.294 0.033 GT Sense contig210 contig210 1-aminocy                    CCCAATAcontig210 Solyc04g Solyc04g 1-aminocy                 GO:00164 GO:00164    contig210 Solyc04g 1-aminocy                  GO:00098 SL2.40ch AT2G30840.1  2-oxoglu     chr2:131  599.405 353.765 801.992 836.607 1335.02 1243.43
Sense GT Sens 0.079 Detected -0.079 Detected 0.000 0.937 Detected 1.103 Detected 1.020 0.012 GT Sense contig212 contig212 Unknown      ATTTTCA contig212 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig212 Solyc11g040420.1.1 AT4G15233.1 420.183 308.294 544.675 486.594 793.508 873.921
Sense GT Sens 0.209 Comprom -0.209 Comprom 0.000 1.292 Detected 0.957 Detected 1.125 0.052 GT Sense contig213 contig213 Gag-Pol p        TGATAGCcontig213 Solyc09g Solyc09g Gag-Pol polyprotein (AHRD V1  contig213 Solyc09g Gag-Pol polyprotein    SL2.40ch AT1G09750.1  chloropla      chr1:315  9.04591 5.54898 21.7012 15.4143 19.9818 15.5421
Sense GT Sens -0.806 Detected 0.806 Detected 0.000 0.855 Detected 1.300 Detected 1.077 0.326 GT Sense contig213 contig213 Ulp1 prote                       CATCAAT contig213 Solyc11g Solyc11g Ulp1 prote                    GO:00065 GO:00065 contig213 Solyc12g DUF599 family prote                 SL2.40ch AT5G60430.2  antiporte     chr5:243  137.666 344.514 301.226 234.295 453.651 605.861
Sense GT Sens -0.049 Detected 0.049 Detected 0.000 1.458 Detected 1.244 Detected 1.351 0.008 GT Sense contig213 contig213 Cullin 1-li                  GATAACT contig213 Solyc01g Solyc01g Cullin 1-li               GO:00303 GO:00303     contig213 Solyc01g Cullin 1-li                GO:00303 SL2.40ch AT4G0257ATCUL1,    ATCUL1        chr4:112  61.1249 53.599 69.6336 66.1273 181.072 153.216
Sense GT Sens -0.625 Detected 0.625 Detected 0.000 1.205 Detected 1.319 Detected 1.262 0.182 GT Sense contig213 contig213 Chitinase                GATGAAAcontig213 Solyc10g Solyc10g Chitinase             GO:00080 GO:00080  contig213 Solyc10g Chitinase              GO:00080 SL2.40ch AT5G4637KCO2, AT    KCO2 (CA                 chr5:188  39.8407 77.6384 23.6231 45.6849 147.612 156.84
Sense GT Sens 0.077 Comprom -0.077 Comprom 0.000 1.160 Detected 1.029 Detected 1.094 0.008 GT Sense contig215 contig215 Mutator-li                   TTCGAGAcontig215 Solyc01g Solyc01g Mutator-li                GO:00082 GO:00082   contig215 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT3G43490.1 6.97982 5.1387 12.4077 12.0107 15.4057 13.8115
Sense GT Sens 0.048 Comprom -0.048 Comprom 0.000 1.683 Detected 1.819 Detected 1.751 0.002 GT Sense contig216 contig216 Mutator-li                  AGTATCAcontig216 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig216 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G59450.1  scarecro       chr5:239  5.92946 4.54393 26.4129 11.8713 19.1887 20.6955
Sense GT Sens -0.500 Comprom 0.500 Comprom 0.000 2.274 Detected 2.273 Detected 2.273 0.045 GT Sense contig219 contig219 Nitrate tra                    GGAGTAGcontig219 Solyc06g Solyc06g Nitrate tra                 GO:00800 GO:00800        contig219 Solyc06g Nitrate tra                  GO:00800 SL2.40ch AT3G45680.1  proton-de        chr3:167  5.04443 8.26417 2.72269 7.7427 35.9512 35.2574
Sense GT Sens -0.364 Detected 0.364 Detected 0.000 0.814 Detected 1.530 Detected 1.172 0.149 GT Sense contig220 contig220 Pol polyp        TTGACACcontig220 Solyc11g Solyc11g Pol polyprotein (AHRD V1 ***- Qcontig220 Solyc12g Transposon Ty1-A G                  SL2.40ch AT1G6236STM, BUM       STM (SHO      chr1:230  84.1298 114.177 315.134 232.454 198.349 319.933
Sense GT Sens -0.284 Detected 0.284 Detected 0.000 1.065 Detected 1.380 Detected 1.223 0.064 GT Sense contig222 contig222 Sister-chr           CTCATTAcontig222 Solyc05g Solyc05g Sister-chromatide cohesion pr      contig222 Solyc05g Sister-chromatide co       SL2.40ch AT4G02410.1  lectin pro      chr4:106  14.5247 17.6362 30.8866 35.71 38.5691 47.0786
Sense GT Sens -0.310 Detected 0.310 Detected 0.000 1.041 Detected 1.595 Detected 1.318 0.087 GT Sense contig223 contig223 Unknown      GGGCAAAcontig223 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig223 Solyc11g Unknown Protein (A  SL2.40ch AT3G0643EMB2750  EMB2750     chr3:195  28.739 36.1669 116.078 88.6667 76.3828 110.044
Sense GT Sens 0.423 Detected -0.423 Comprom 0.000 1.773 Detected 1.758 Detected 1.766 0.053 GT Sense contig223 contig223 Unknown      GATGAGTcontig223 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig223 Solyc06g En/Spm-like transpo      SL2.40ch AT5G5843ATEXO70   ATEXO70           chr5:236  14.5661 6.63543 17.9712 16.4134 38.6992 37.5884
Sense GT Sens 0.030 Detected -0.030 Detected 0.000 1.323 Detected 1.403 Detected 1.363 0.001 GT Sense contig223 contig223 Transcrip                   AGGAGAAcontig223 Solyc03g Solyc03g Transcrip                GO:0045449 contig223 Solyc11g Cellular n                   GO:00082 SL2.40ch AT4G37250.1  leucine-r           chr4:175  42.4947 33.4143 30.4332 44.7527 108.57 112.585
Sense GT Sens -0.125 Detected 0.125 Detected 0.000 1.333 Detected 1.506 Detected 1.420 0.011 GT Sense contig225 contig225 Subtilisin                  AAGTTGAcontig225 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig225 Solyc08g Subtilisin                GO:00042 SL2.40ch AT3G52700.1  unknown   chr3:195  112.227 109.259 206.874 257.685 321.315 355.474
Sense GT Sens 0.511 Detected -0.511 Detected 0.000 1.567 Detected 1.227 Detected 1.397 0.122 GT Sense contig225 contig225 Sulfotrans                 TGGAGG contig225 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig225 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT5G49260.1  unknown   chr5:199  28.7275 11.585 17.9134 15.4605 62.2238 48.2521
Sense GT Sens -0.119 Detected 0.119 Detected 0.000 2.423 Detected 1.908 Detected 2.166 0.017 GT Sense contig226 contig226 Ectonucle                    ACAAAAGcontig226 Solyc12g Solyc12g Ectonucle                 GO:00167 GO:00167  contig226 Solyc11g Somethin                       GO:00056 SL2.40ch AT5G65520.1 11.9983 11.5919 23.8426 30.8643 72.8381 50.0145
Sense GT Sens -0.468 Detected 0.468 Detected 0.000 1.084 Detected 1.737 Detected 1.410 0.132 GT Sense contig227 contig227 Pol polyp                   ATGTGTAcontig227 Solyc11g Solyc11g Pol polyp                GO:00062 GO:00062   contig227 Solyc11g Pol polyp                 GO:00062 SL2.40ch AT3G2378NRPD2A,      NRPD2A;        chr3:856  57.7147 90.507 247.457 150.129 176.393 272.274
Sense GT Sens 0.150 Detected -0.150 Detected 0.000 1.765 Detected 1.729 Detected 1.747 0.007 GT Sense contig228 contig228 Unknown      GAGATCGcontig228 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig228 Solyc07g Unknown Protein (A  SL2.40ch AT3G19520.2 42.2923 28.1565 32.7173 36.7744 135.074 129.283
Sense GT Sens 0.014 Detected -0.014 Detected 0.000 1.217 Detected 1.156 Detected 1.187 0.001 GT Sense contig229 contig229 Receptor-                   AATAAAT contig229 Solyc02g Solyc02g Receptor-                GO:00064 GO:00064  contig229 Solyc02g Receptor-                 GO:00064 SL2.40ch AT4G23240.1 37.8865 30.4293 63.7387 59.51 90.8982 85.4993
Sense GT Sens 0.086 Detected -0.086 Detected 0.000 1.591 Detected 1.868 Detected 1.730 0.009 GT Sense contig231 contig231 Unknown      CCAAAGCcontig231 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig231 Solyc07g Hypersen                 GO:00338 SL2.40ch AT5G2025DIN10  DIN10 (DA         chr5:683  350.857 255.086 277.781 156.192 1037.68 1234.33
Sense GT Sens -0.637 Comprom 0.637 Comprom 0.000 1.419 Detected 1.057 Detected 1.238 0.202 GT Sense contig232 contig232 Unknown      ACTGGAGcontig232 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig232 Solyc04g Unknown Protein (A  SL2.40ch AT4G19570.1  DNAJ hea       chr4:106  2.89998 5.74456 6.10091 7.14038 12.5667 9.59917
Sense GT Sens 1.014 Detected -1.014 Comprom 0.000 1.602 Detected 1.473 Detected 1.537 0.269 GT Sense contig234 contig234 Alpha-hyd                  GCATTGAcontig234 Solyc01g Solyc01g Alpha-hyd               GO:00800 GO:00800       contig234 Solyc01g Alpha-hyd                GO:00800 SL2.40ch AT4G22720.2  glycopro      chr4:119  12.2467 2.46046 8.77033 2.1851 19.1872 17.2206
Sense GT Sens 0.185 Detected -0.185 Detected 0.000 1.732 Detected 1.063 Detected 1.397 0.067 GT Sense contig235 contig235 Leucine-r                    TGGCTTGcontig235 Solyc12g Solyc12g Leucine-r                 GO:00055 GO:00055  contig235 Solyc12g LRR recep    GO:00046 SL2.40ch AT1G0550SYTE, AT     NTMC2T   chr1:162  31.6687 20.0657 32.5541 37.2862 96.4199 59.5195
Sense GT Sens -0.429 Detected 0.429 Detected 0.000 1.119 Detected 1.887 Detected 1.503 0.121 GT Sense contig235 contig235 Reverse t         ATGAGTTcontig235 Solyc01g Solyc01g Reverse transcriptase (Fragme     contig235 Solyc10g Polyprote                 GO:00062 SL2.40ch AT4G2118ATERDJ2   ATERDJ2           chr4:112  206.444 306.336 956.316 557.411 629.118 1050.94
Sense GT Sens 0.000 Detected 0.000 Detected 0.000 1.580 Detected 1.668 Detected 1.624 0.001 GT Sense contig236 contig236 Unknown      AGAAGAAcontig236 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig236 Solyc03g Iron-sulfu                        GO:00081 SL2.40ch AT1G01240.3 221.774 181.68 227.298 166.606 691.156 721.054
Sense GT Sens -0.150 Detected 0.150 Comprom 0.000 1.338 Detected 1.258 Detected 1.298 0.014 GT Sense contig238 contig238 Unknown      GCTGATAcontig238 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig238 Solyc07g032130.1.1 AT1G33560.1 12.4073 12.5079 24.1367 32.2975 36.2674 33.6804
Sense GT Sens 1.823 Detected -1.823 Comprom 0.000 1.296 Detected 2.849 Detected 2.072 0.405 GT Sense contig239 contig239 Unknown      GTGACAAcontig239 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig239 Solyc06g053990.1.1 AT5G56490.1 43.8982 2.87129 1.80208 2.0784 31.7356 91.3893
Sense GT Sens 0.121 Detected -0.121 Detected 0.000 2.171 Detected 1.550 Detected 1.861 0.031 GT Sense contig239 contig239 Chromod                 GAAGTGAcontig239 Solyc07g Solyc07g Chromod              GO:00082 GO:00082      contig239 Solyc09g UDP-gluc                GO:00800 SL2.40ch AT3G52700.1  unknown   chr3:195  39.8307 27.5888 14.7705 8.30927 171.923 109.712
Sense GT Sens 0.160 Comprom -0.160 Comprom 0.000 1.139 Detected 1.180 Detected 1.159 0.019 GT Sense contig239 contig239 Pol polyp        TATCACT contig239 Solyc09g Solyc09g Pol polyprotein (AHRD V1 ***- Qcontig239 Solyc09g Pol polyprotein (AHR    SL2.40ch AT5G48470.1  unknown   chr5:196  6.34466 4.16406 13.0302 7.55861 13.0331 13.1603
Sense GT Sens -0.849 Comprom 0.849 Comprom 0.000 1.334 Detected 1.885 Detected 1.609 0.213 GT Sense contig240 contig240 Reverse t                    AGCTAAGcontig240 Solyc06g Solyc06g Reverse t                 GO:00062 GO:00062   contig240 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  4.06842 10.8163 14.6842 19.1104 19.2576 27.6864
Sense GT Sens 0.212 Detected -0.212 Comprom 0.000 1.495 Detected 1.548 Detected 1.521 0.019 GT Sense contig240 contig240 Transpos                    CAAGATGcontig240 Solyc01g Solyc01g Transpos                 GO:00036 GO:00036   contig240 Solyc01g Transpos                  GO:00036 SL2.40ch AT1G4934ATPI4K A   ATPI4K A         chr1:182  14.9334 9.11627 40.3548 32.0482 37.8666 38.5507
Sense GT Sens 0.110 Detected -0.110 Detected 0.000 1.330 Detected 0.895 Detected 1.112 0.045 GT Sense contig242 contig242 Unknown      TTGTTAAcontig242 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig242 Solyc11g Unknown Protein (A  SL2.40ch AT5G07630.1  lipid tran   chr5:241  18.4158 12.95 30.4453 39.2953 44.7003 32.4465
Sense GT Sens -0.010 Detected 0.010 Detected 0.000 1.160 Detected 1.351 Detected 1.256 0.006 GT Sense contig243 contig243 Unknown      GCGTGG contig243 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig243 Solyc02g Unknown Protein (A  SL2.40ch AT1G03300.1  agenet do    chr1:811  290.541 241.357 343.444 324.14 681.496 763.634
Sense GT Sens 0.020 Comprom -0.020 Comprom 0.000 1.374 Detected 1.808 Detected 1.591 0.018 GT Sense contig245 contig245 Transpos                    ACAGCGTcontig245 Solyc03g Solyc03g Transpos                 GO:00150 GO:00150  contig245 Solyc03g043670.1.1 AT2G40935.3  unknown   chr2:170  5.86904 4.67586 11.9811 9.89263 15.6313 20.7282
Sense GT Sens -0.146 Detected 0.146 Detected 0.000 1.363 Detected 1.216 Detected 1.290 0.016 GT Sense contig246 contig246 Unknown      GACTTGTcontig246 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig246 Solyc05g024230.1.1 AT4G3443CHB3, AT   CHB3; DN          chr4:164  439.773 440.88 309.64 338.028 1304.25 1156.22
Sense GT Sens -1.712 Comprom 1.712 Detected 0.000 1.254 Detected 1.625 Detected 1.440 0.491 GT Sense contig248 contig248 Pol polyp                   CCATATCcontig248 Solyc08g Solyc08g Pol polyp                GO:00082 GO:00082   contig248 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G28210.1  mRNA ca      chr5:101  2.09477 18.4227 17.9145 3.30996 17.0646 21.6566
Sense GT Sens 0.591 Comprom -0.591 Comprom 0.000 3.063 Detected 3.231 Detected 3.147 0.034 GT Sense contig250 contig250 Unknown      GCTCTTGcontig250 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig250 Solyc04g Unknown Protein (A  SL2.40ch AT3G03970.2  binding  chr3:102  6.77225 2.44641 12.5623 10.9934 39.181 43.1782
Sense GT Sens 0.360 Detected -0.360 Comprom 0.000 1.282 Detected 1.093 Detected 1.187 0.086 GT Sense contig251 contig251 Unknown      CGACCCTcontig251 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig251 Solyc03g Unknown Protein (A  SL2.40ch AT5G47490.1  unknown   chr5:192  10.4702 5.20824 14.7008 15.5621 20.6745 17.7976
Sense GT Sens 0.314 Comprom -0.314 Comprom 0.000 1.467 Detected 1.426 Detected 1.446 0.044 GT Sense contig251 contig251 Serine/thr                        TGGATAGcontig251 Solyc03g Solyc03g Serine/threonine-protein phos                    contig251 Solyc03g Serine/threonine-pro                     SL2.40ch AT5G03330.2  OTU-like      chr5:807  4.70033 2.49183 4.02643 2.27206 10.8907 10.3926
Sense GT Sens -0.446 Comprom 0.446 Comprom 0.000 1.837 Detected 1.962 Detected 1.900 0.052 GT Sense contig251 contig251 MuDR fam           CGATACAcontig251 Solyc12g Solyc12g MuDR family transposase cont      contig251 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT5G47250.1  disease r       chr5:191  6.02003 9.14799 22.7011 30.3111 30.5375 32.6688
Sense GT Sens -0.032 Detected 0.032 Detected 0.000 1.252 Detected 1.173 Detected 1.213 0.002 GT Sense contig252 contig252 Yippee-lik                 CAGAAAGcontig252 Solyc03g Solyc03g Yippee-lik              GO:00055 GO:00055    contig252 Solyc03g Yippee-lik               GO:00055 SL2.40ch AT2G40110.1  yippee fa    chr2:167  189.552 162.365 225.308 173.015 481.177 447.022
Sense GT Sens -0.301 Detected 0.301 Detected 0.000 1.680 Detected 1.303 Detected 1.492 0.052 GT Sense contig253 contig253 Monooxy                  CACAGGGcontig253 Solyc06g Solyc06g Monooxy               GO:00044 GO:00044   contig253 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G39610.1  unknown   chr4:183  25.5917 31.8258 26.3395 11.5936 105.324 79.6001
Sense GT Sens 0.957 Detected -0.957 Comprom 0.000 1.792 Detected 2.128 Detected 1.960 0.181 GT Sense contig256 contig256 Sister-chr           AATCATGcontig256 Solyc09g Solyc09g Sister-chromatide cohesion pr      contig256 Solyc09g037050.1.1 AT4G02410.1  lectin pro      chr4:106  12.9313 2.81022 20.0333 22.1959 24.036 29.786
Sense GT Sens 0.964 Detected -0.964 Comprom 0.000 1.719 Detected 1.039 Detected 1.379 0.310 GT Sense contig257 contig257 Unknown      ATGAGACcontig257 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig257 Solyc05g Unknown Protein (A  SL2.40ch AT2G2738ATEPR1  ATEPR1;       chr2:117  17.8897 3.85134 15.0533 17.7109 31.4687 19.2822
Sense GT Sens -0.844 Detected 0.844 Detected 0.000 1.377 Detected 1.993 Detected 1.685 0.202 GT Sense contig260 contig260 Unknown      CTTAGTGcontig260 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig260 Solyc03g Unknown Protein (A  SL2.40ch AT5G18570.1  GTP1/OB     chr5:617  43.3561 114.403 289.423 168.948 210.573 316.888
Sense GT Sens 0.482 Comprom -0.482 Comprom 0.000 1.180 Detected 1.275 Detected 1.228 0.127 GT Sense contig261 contig261 Unknown      CTATAAT contig261 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig261 Solyc02g Unknown Protein (A  SL2.40ch AT5G65230.1 7.91811 3.32446 12.8502 9.30373 13.3859 14.0317
Sense GT Sens -0.083 Detected 0.083 Detected 0.000 1.239 Detected 1.025 Detected 1.132 0.014 GT Sense contig261 contig261 Ribosoma                   TTGAAGCcontig261 Solyc11g Solyc11g Ribosoma                GO:00058 GO:00058 contig261 Solyc10g 30S ribos                  GO:00058 SL2.40ch AT5G02960.1  40S ribos      chr5:693  120.477 110.652 118.803 126.264 313.768 265.504
Sense GT Sens 0.095 Comprom -0.095 Comprom 0.000 1.229 Detected 1.938 Detected 1.584 0.050 GT Sense contig262 contig262 Mutator-li                  GAAGAGAcontig262 Solyc02g Solyc02g Mutator-li               GO:00082 GO:00082   contig262 Solyc08g Mutator-li                GO:00082 SL2.40ch AT4G29420.1  F-box fam    chr4:144  4.04838 2.90696 5.36251 8.41844 9.2606 14.8608
Sense GT Sens -0.043 Detected 0.043 Detected 0.000 1.172 Detected 1.251 Detected 1.211 0.002 GT Sense contig263 contig263 Unknown      GAAAGATcontig263 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig263 Solyc05g Unknown Protein (A  SL2.40ch AT4G22440.1 233.178 202.869 437.815 481.247 564.255 584.997
Sense GT Sens -0.295 Detected 0.295 Detected 0.000 1.208 Detected 1.742 Detected 1.475 0.066 GT Sense contig268 contig268 Pol polyp        CAGTACTcontig268 Solyc10g Solyc10g Pol polyprotein (AHRD V1 ***- P contig268 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G29750.1  RNA bind   chr4:145  55.9571 68.9548 184.469 124.306 165.272 234.8
Sense GT Sens 0.103 Detected -0.103 Comprom 0.000 1.690 Detected 1.169 Detected 1.430 0.036 GT Sense contig268 contig268 Unknown      GGTCTTTcontig268 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig268 Solyc07g Unknown Protein (A  SL2.40ch AT1G69550.1 13.0244 9.24999 24.0361 22.8651 40.7888 27.8863
Sense GT Sens 0.450 Detected -0.450 Comprom 0.000 2.073 Detected 1.305 Detected 1.689 0.104 GT Sense contig272 contig272 Mutator-li                    ATTATGGcontig272 Solyc06g Solyc06g Mutator-like transposase (AHR               contig272 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT5G0240PLL2  PLL2; ca      chr5:513  14.4982 6.36572 40.0034 23.6903 46.5518 26.832
Sense GT Sens -0.142 Detected 0.142 Detected 0.000 1.659 Detected 2.026 Detected 1.842 0.015 GT Sense contig273 contig273 Dof zinc f          GTCTTTT contig273 Solyc00g Solyc00g Dof zinc finger protein DOF2.4    contig273 Solyc02g GDSL est               GO:00040 SL2.40ch AT4G03153.1  kinase in     chr4:139  46.396 46.2432 53.017 58.3284 168.417 213.138
Sense GT Sens -0.687 Detected 0.687 Detected 0.000 1.866 Detected 2.243 Detected 2.054 0.102 GT Sense contig274 contig274 Vicilin-like                 AAACAAA contig274 Solyc09g Solyc09g Vicilin-like              GO:00457 GO:00457   contig274 Solyc09g Vicilin-like                 GO:00457 SL2.40ch AT5G60730.1  anion-tra      chr5:244  29.1526 61.9005 1178.37 156.504 178.305 227.222
Sense GT Sens 0.288 Comprom -0.288 Comprom 0.000 2.283 Detected 1.572 Detected 1.927 0.052 GT Sense contig274 contig274 Unknown      CAGTCGAcontig274 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig274 Solyc08g Unknown Protein (A  SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  4.06542 2.23535 1.88108 122.061 16.8899 10.1276
Sense GT Sens 0.054 Detected -0.054 Detected 0.000 1.118 Detected 1.261 Detected 1.190 0.006 GT Sense contig275 contig275 Os01g010          AATTATG contig275 Solyc07g Solyc07g Os01g0101200 protein (Fragm     contig275 Solyc07g Os01g0101200 prote      SL2.40ch AT5G2024PI  PI (PISTIL        chr5:682  43.3695 32.9518 41.9757 22.7397 94.4944 102.393
Sense GT Sens 0.222 Comprom -0.222 Comprom 0.000 0.841 Detected 1.578 Detected 1.210 0.107 GT Sense contig277 contig277 Cytochro                 ATTCCGTcontig277 Solyc03g Solyc03g Cytochro              GO:00200 GO:00200  contig277 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G201 CYP705A   CYP705A               chr3:702  7.65795 4.61412 7.56597 3.30775 12.2613 20.0586
Sense GT Sens 0.152 Detected -0.152 Comprom 0.000 1.964 Detected 1.713 Detected 1.838 0.011 GT Sense contig278 contig278 Unknown      GGAAGG contig278 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig278 Solyc10g Unknown Protein (A  SL2.40ch AT2G2560SPIK, AKT   SPIK (Sh                 chr2:108  11.2645 7.47486 17.0525 17.6108 41.2103 33.9888
Sense GT Sens 0.228 Detected -0.228 Detected 0.000 1.052 Detected 0.991 Detected 1.021 0.047 GT Sense contig278 contig278 Zinc ion b         CGTTATGcontig278 Solyc01g Solyc01g Zinc ion binding protein (AHRD   contig278 Solyc01g Zinc ion binding pro     SL2.40ch AT1G36990.1 20.5034 12.243 13.8497 29.6612 37.8227 35.5848
Sense GT Sens -0.129 Detected 0.129 Detected 0.000 1.766 Detected 1.409 Detected 1.587 0.019 GT Sense contig278 contig278 Cellulose                 CTTTTGGcontig278 Solyc05g Solyc05g Cellulose              GO:00167 GO:00167   contig278 Solyc10g Cytochro  GO:00198 SL2.40ch AT2G43310.1 327.379 320.856 295.914 254.593 1269.55 972.426
Sense GT Sens 0.243 Comprom -0.243 Comprom 0.000 1.314 Detected 1.909 Detected 1.611 0.052 GT Sense contig279 contig279 Protein se                  TTCGAAT contig279 Solyc07g Solyc07g Protein se               GO:00064 GO:00064    contig279 Solyc07g Protein se                GO:00428 SL2.40ch AT5G1513WRKY72,   WRKY72;    chr5:490  4.28859 2.50765 2.06965 18.0491 9.38596 13.9208
Sense GT Sens -0.741 Comprom 0.741 Comprom 0.000 1.310 Detected 1.725 Detected 1.518 0.187 GT Sense contig280 contig280 Mutator-li                  ATTTCAGcontig280 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig280 Solyc01g Mutator-li                GO:00082 SL2.40ch AT2G23560.1 3.84742 8.80659 19.4252 8.29764 16.6172 21.7529
Sense GT Sens -0.791 Detected 0.791 Detected 0.000 1.450 Detected 1.991 Detected 1.721 0.176 GT Sense contig281 contig281 Pol polyp                   ACATTGGcontig281 Solyc00g Solyc00g Pol polyp                GO:00150 GO:00150  contig281 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT3G01880.1  unknown   chr3:307  22.0822 54.1464 155.948 98.9806 108.764 155.38
Sense GT Sens -0.148 Detected 0.148 Detected 0.000 2.286 Detected 2.539 Detected 2.413 0.006 GT Sense contig282 contig282 F-box fam                  GTTGATGcontig282 Solyc05g Solyc05g F-box family protein (AHRD V1           contig282 Solyc05g F-box family protein             SL2.40ch AT2G3627ABI5, GIA   ABI5 (AB            chr2:152  1637.64 1646.86 2467.32 2323.64 9223.62 10785.9
Sense GT Sens -0.009 Comprom 0.009 Comprom 0.000 1.337 Detected 0.979 Detected 1.158 0.023 GT Sense contig283 contig283 Mutator-li                  TATTTAT contig283 Solyc09g Solyc09g Mutator-li               GO:00082 GO:00082   contig283 Solyc09g Mutator-li                GO:00082 SL2.40ch AT1G6049ATVPS34    ATVPS34               chr1:222  7.38984 6.12986 11.4408 8.24037 19.5726 14.9976
Sense GT Sens -0.180 Comprom 0.180 Comprom 0.000 1.575 Detected 1.586 Detected 1.581 0.013 GT Sense contig284 contig284 Unknown                AATGCTAcontig284 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3           contig284 Solyc04g Unknown Protein (A            SL2.40ch AT2G37290.1  RabGAP/     chr2:156  4.50197 4.73401 13.2997 8.31911 15.8364 15.6681
Sense GT Sens -0.186 Detected 0.186 Detected 0.000 1.474 Detected 1.852 Detected 1.663 0.025 GT Sense contig285 contig285 Hcr2-p4.1                 CAGAGTTcontig285 Solyc01g Solyc01g Hcr2-p4.1 (AHRD V1 ***- Q4G2V           contig285 Solyc01g Hcr2-p4.1 (AHRD V1            SL2.40ch AT4G22230.1 157.923 167.516 213.914 398.456 520.174 663.782
Sense GT Sens -0.191 Detected 0.191 Detected 0.000 1.064 Detected 0.965 Detected 1.014 0.036 GT Sense contig286 contig286 Mutator-li                  GTTGTGGcontig286 Solyc09g Solyc09g Mutator-li               GO:00082 GO:00082   contig286 Solyc09g Mutator-li                GO:00082 SL2.40ch AT1G27020.1  unknown   chr1:937  336.079 358.775 680.145 627.497 835.694 765.999
Sense GT Sens -0.682 Detected 0.682 Detected 0.000 0.892 Detected 1.537 Detected 1.214 0.249 GT Sense contig289 contig289 Pol polyp                   GGATGTGcontig289 Solyc12g Solyc12g Pol polyp                GO:00062 GO:00062   contig289 Solyc12g Pol polyp                 GO:00062 SL2.40ch AT4G36210.3  unknown   chr4:171  142.969 301.274 658.715 439.878 443.39 680.629
Sense GT Sens 0.769 Comprom -0.769 Comprom 0.000 1.828 Detected 1.729 Detected 1.778 0.147 GT Sense contig290 contig290 Unknown      CATGTCAcontig290 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig290 Solyc01g097560.1.1 AT4G01430.2  nodulin M     chr4:585  8.07285 2.27665 14.9148 13.704 17.5238 16.0623
Sense GT Sens 0.934 Detected -0.934 Comprom 0.000 1.038 Detected 2.410 Detected 1.724 0.275 GT Sense contig290 contig290 Unknown      TGTTTGGcontig290 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig290 Solyc12g Unknown Protein (A  SL2.40ch AT3G2367PAKRP1L    KINESIN-        chr3:851  43.5047 9.75915 55.1001 50.3668 48.7183 123.79
Sense GT Sens -0.054 Detected 0.054 Detected 0.000 0.982 Detected 1.057 Detected 1.019 0.004 GT Sense contig291 contig291 Solute ca                        GCTGCACcontig291 Solyc12g Solyc12g Solute ca                     GO:00160 GO:00160 contig291 Solyc12g Solute ca                      GO:00160 SL2.40ch AT2G0204ATPTR2-B       PTR2 (PE                   chr2:487  485.239 428.549 592.403 515.496 1036.95 1072.15
Sense GT Sens -0.104 Comprom 0.104 Comprom 0.000 1.159 Detected 0.915 Detected 1.037 0.023 GT Sense contig291 contig291 Pentatrico          GAAAAACcontig291 Solyc04g Solyc04g Pentatricopeptide repeat-conta      contig291 Solyc04g Pentatricopeptide re      SL2.40ch AT1G09220.1  pentatric      chr1:297  5.57432 5.2707 2.87108 2.19137 13.9383 11.5498
Sense GT Sens -0.010 Comprom 0.010 Comprom 0.000 1.200 Detected 1.153 Detected 1.177 0.000 GT Sense contig294 contig294 Gag-Pol p                    ACGTACCcontig294 Solyc07g Solyc07g Gag-Pol polyprotein (AHRD V1              contig294 Solyc07g Gag-Pol polyprotein                SL2.40ch AT5G0127CPL2, AT   CPL2; do       chr5:108  8.11372 6.73558 19.1323 22.0346 19.562 18.5813
Sense GT Sens 0.301 Comprom -0.301 Comprom 0.000 1.166 Detected 1.183 Detected 1.175 0.060 GT Sense contig294 contig294 Serine/thr                        GGGATTAcontig294 Solyc09g Solyc09g Serine/threonine-protein phos                    contig294 Solyc09g Serine/threonine-pro                     SL2.40ch AT3G13228.1 10.3435 5.58107 13.3793 10.213 19.6295 19.4998
Sense GT Sens 0.258 Comprom -0.258 Comprom 0.000 1.316 Detected 1.149 Detected 1.232 0.045 GT Sense contig294 contig294 Cytochro                    AACAAGT contig294 Solyc03g Solyc03g Cytochro                 GO:00200 GO:00200  contig294 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G37650.1  unknown   chr5:149  6.75194 3.86879 5.54807 3.27206 14.6543 12.807
Sense GT Sens -0.126 Detected 0.126 Detected 0.000 1.573 Detected 1.046 Detected 1.310 0.046 GT Sense contig295 contig295 60S ribos                   GGCTTCTcontig295 Solyc09g Solyc09g 60S ribos                GO:00037 GO:00037     contig295 Solyc09g 60S ribos                 GO:00037 SL2.40ch AT2G34480.1  60S ribos      chr2:145  65.492 63.8989 56.3878 63.4082 221.653 150.997
Sense GT Sens -0.536 Detected 0.536 Detected 0.000 0.840 Detected 1.533 Detected 1.186 0.204 GT Sense contig296 contig296 Pro-Pol p                 ACTTTAC contig296 Solyc05g Solyc05g Pro-Pol p              GO:00150 GO:00150  contig296 Solyc05g Pro-Pol p               GO:00036 SL2.40ch AT1G79990.5  protein b      chr1:300  340.15 586.124 1468.68 921.969 920.069 1460.49
Sense GT Sens 0.114 Comprom -0.114 Comprom 0.000 1.094 Detected 1.411 Detected 1.253 0.023 GT Sense contig297 contig297 Unknown      AAGCATAcontig297 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig297 Solyc06g Unknown Protein (A  SL2.40ch AT2G0218TOM3  TOM3; p    chr2:560  4.98604 3.48775 12.7471 8.22495 10.249 12.536
Sense GT Sens -0.191 Detected 0.191 Detected 0.000 0.987 Detected 1.576 Detected 1.282 0.068 GT Sense contig300 contig300 GDSL est                 GCTTCTGcontig300 Solyc09g Solyc09g GDSL est              GO:00066 GO:00066   contig300 Solyc09g008690.1.1 AT5G22810.1  GDSL-mo     chr5:762  60.4818 64.5731 91.4488 107.74 142.656 210.626
Sense GT Sens 0.317 Detected -0.317 Detected 0.000 2.550 Detected 2.360 Detected 2.455 0.018 GT Sense contig300 contig300 Cytochro                    CGTTGATcontig300 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig300 Solyc12g Cytochro  GO:00198 SL2.40ch AT2G2516CYP82F1  CYP82F1               chr2:107  97.7814 51.6018 34.7227 107.88 479.06 411.993
Sense GT Sens -0.493 Detected 0.493 Detected 0.000 1.495 Detected 1.963 Detected 1.729 0.087 GT Sense contig301 contig301 Polyprote                   GATTTGTcontig301 Solyc10g Solyc10g Polyprote                GO:00062 GO:00062   contig301 Solyc10g Polyprote                 GO:00062 SL2.40ch AT1G18070.2  EF-1-alph      chr1:621  68.8489 111.658 309.766 171.029 284.521 386.45
Sense GT Sens -0.207 Detected 0.207 Detected 0.000 1.484 Detected 1.758 Detected 1.621 0.023 GT Sense contig301 contig301 Unknown      AGTGAAAcontig301 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig301 Solyc01g Unknown Protein (A  SL2.40ch AT5G28740.1  transcrip      chr5:107  118.458 129.302 154.096 145.889 398.544 472.967
Sense GT Sens -0.154 Detected 0.154 Detected 0.000 1.148 Detected 1.749 Detected 1.449 0.050 GT Sense contig302 contig302 Pol polyp        CAGTATGcontig302 Solyc01g Solyc01g Pol polyprotein (AHRD V1 *-*- P contig302 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT3G27025.1 24.1097 24.4343 68.6808 39.9883 61.9407 92.1999
Sense GT Sens 0.025 Comprom -0.025 Comprom 0.000 2.079 Detected 1.684 Detected 1.881 0.011 GT Sense contig303 contig303 MuDR fam           TGAAATAcontig303 Solyc02g Solyc02g MuDR family transposase cont      contig303 Solyc08g MuDR family transpo       SL2.40ch AT5G62170.1  unknown   chr5:249  7.14527 5.65407 26.8636 20.4301 30.9182 23.0736
Sense GT Sens 0.149 Comprom -0.149 Comprom 0.000 1.120 Detected 1.320 Detected 1.220 0.021 GT Sense contig303 contig303 FIP1 (AHR               TATCTGCcontig303 Solyc04g Solyc04g FIP1 (AHRD V1 **-- B6U778 MA         contig303 Solyc04g FIP1 (AHRD V1 **-- B         SL2.40ch AT5G08350.1  GRAM do       chr5:268  6.76961 4.50901 2.40842 10.7846 13.8219 15.5891
Sense GT Sens -0.598 Comprom 0.598 Comprom 0.000 1.722 Detected 2.357 Detected 2.040 0.095 GT Sense contig305 contig305 Reverse t                    AGCATGCcontig305 Solyc06g Solyc06g Reverse t                 GO:00062 GO:00062   contig305 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT5G4254XRN2  XRN2 (EX           chr5:170  5.04817 9.47488 31.0829 19.2123 26.2746 40.0488
Sense GT Sens -0.333 Detected 0.333 Detected 0.000 1.218 Detected 1.092 Detected 1.155 0.076 GT Sense contig308 contig308 Unknown      AATGCAAcontig308 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig308 Solyc07g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 15.702 20.3986 24.4705 19.4793 47.9269 43.1279
Sense GT Sens 1.097 Detected -1.097 Comprom 0.000 1.332 Detected 2.287 Detected 1.809 0.270 GT Sense contig308 contig308 Annexin (                    AGTGTCTcontig308 Solyc04g Solyc04g Annexin (                 GO:00055 GO:00055   contig308 Solyc04g Annexin (                  GO:00055 SL2.40ch AT3G48480.1  cysteine-    chr3:179  41.696 7.46622 8.18519 5.83701 51.1359 97.33
Sense GT Sens -0.046 Detected 0.046 Detected 0.000 1.148 Detected 0.927 Detected 1.037 0.013 GT Sense contig310 contig310 Yippee zin                 TTGCCCTcontig310 Solyc03g Solyc03g Yippee zin              GO:00055 GO:00055    contig310 Solyc03g Yippee zin               GO:00055 SL2.40ch AT2G40110.2  yippee fa    chr2:167  254.598 222.189 226.732 193.315 606.692 511.187
Sense GT Sens -0.713 Detected 0.713 Detected 0.000 0.972 Detected 1.518 Detected 1.245 0.245 GT Sense contig310 contig310 Polyprote                  TTGATCCcontig310 Solyc10g Solyc10g Polyprote               GO:00036 GO:00036   contig310 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT2G03740.1 40.3745 88.894 177.866 98.2246 135.286 193.929
Sense GT Sens -0.001 Detected 0.001 Detected 0.000 1.015 Detected 1.000 Detected 1.008 0.000 GT Sense contig316 contig316 DNA-direc                     AGCTCCTcontig316 Solyc10g Solyc10g DNA-direc                  GO:0006350 contig316 Solyc10g DNA-direc                   GO:00063 SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  118.427 97.1782 96.4489 110.197 249.66 242.459
Sense GT Sens 0.199 Detected -0.199 Comprom 0.000 1.762 Detected 1.556 Detected 1.659 0.018 GT Sense contig324 contig324 MuDR fam           CCATTTCcontig324 Solyc01g Solyc01g MuDR family transposase cont      contig324 Solyc12g Mutator-li                GO:00082 SL2.40ch AT4G1555IAGLU  IAGLU (IN         chr4:887  10.1219 6.28812 50.36 37.0013 31.146 26.5167
Sense GT Sens -0.036 Detected 0.036 Detected 0.000 1.225 Detected 1.204 Detected 1.215 0.001 GT Sense contig337 contig337 Unknown      GGGATG contig337 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig337 Solyc11g Mitochon                   GO:00160 SL2.40ch AT1G06900.1  catalytic/          chr1:211  3854.72 3321.14 3275.33 4690.67 9631.68 9315.74
Sense GT Sens -0.261 Comprom 0.261 Comprom 0.000 2.173 Detected 1.982 Detected 2.078 0.017 GT Sense contig343 contig343 Heat shoc                      TGAAATT contig343 Solyc05g Solyc05g Heat shoc                   GO:00310 GO:00310    contig343 Solyc05g Heat shoc                    GO:00310 SL2.40ch AT4G31890.1  armadillo      chr4:154  2.02851 2.3863 5.22719 2.16771 11.4279 9.82164
Sense GT Sens 0.052 Comprom -0.052 Comprom 0.000 1.465 Detected 1.935 Detected 1.700 0.019 GT Sense contig357 contig357 Pelota ho                  ACACAGAcontig357 Solyc10g Solyc10g Pelota ho               GO:00064 GO:00064 contig357 Solyc04g Protein EFR3 homol      SL2.40ch AT5G11850.1  protein k     chr5:381  2.94843 2.24856 7.47461 5.14939 8.1869 11.1295
Sense GT Sens -0.369 Detected 0.369 Detected 0.000 1.011 Detected 1.625 Detected 1.318 0.111 GT Sense contig365 contig365 Unknown      GCATGGCcontig365 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig365 Solyc12g Unknown Protein (A  SL2.40ch AT2G1817ATMPK7,   ATMPK7          chr2:790  548.616 749.998 2201.37 1427.1 1488.59 2235.59
Sense GT Sens -0.563 Detected 0.563 Detected 0.000 0.816 Detected 1.438 Detected 1.127 0.222 GT Sense contig366 contig366 Pol polyp                   ATGCTTCcontig366 Solyc11g Solyc11g Pol polyp                GO:00082 GO:00082   contig366 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  210.432 376.038 881.697 517.673 570.241 861.439
Sense GT Sens -0.201 Detected 0.201 Detected 0.000 1.189 Detected 1.211 Detected 1.200 0.027 GT Sense contig370 contig370 Legumin                  AACCCAAcontig370 Solyc11g Solyc11g Legumin               GO:00457 GO:00457   contig370 Solyc11g Legumin                GO:00457 SL2.40ch AT1G07750.1  cupin fam    chr1:240  16.8444 18.2434 22.5604 10.5544 46.0289 45.8607
Sense GT Sens -0.608 Detected 0.608 Detected 0.000 1.991 Detected 2.478 Detected 2.234 0.076 GT Sense contig374 contig374 Unknown      AACCTCAcontig374 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig374 Solyc11g Unknown Protein (A  SL2.40ch AT2G45990.4  unknown   chr2:189  28.0655 53.3717 273.046 153.549 177.106 243.672
Sense GT Sens 0.339 Detected -0.339 Detected 0.000 1.761 Detected 1.960 Detected 1.860 0.034 GT Sense contig375 contig375 Leucine R                    TTCTTAA contig375 Solyc12g Solyc12g Leucine R                 GO:00055 GO:00055  contig375 Solyc12g LRR recep    GO:00163 SL2.40ch AT2G46915.1  unknown   chr2:192  63.9673 32.7611 56.2142 128.772 178.643 201.237
Sense GT Sens -0.280 Detected 0.280 Detected 0.000 1.624 Detected 1.594 Detected 1.609 0.029 GT Sense contig380 contig380 Proteinas                    GATCCACcontig380 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig380 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G1235MYB42, A   MYB42 (m        chr4:732  2236.45 2699.43 3550.41 1382.85 8719.72 8381.1
Sense GT Sens -0.869 Comprom 0.869 Comprom 0.000 2.278 Detected 2.521 Detected 2.400 0.112 GT Sense contig383 contig383 Pol polyp                   CAACCAAcontig383 Solyc00g Solyc00g Pol polyp                GO:00062 GO:00062   contig383 Solyc00g Pol polyp                 GO:00062 SL2.40ch AT2G3503URED  URED (ur         chr2:147  2.94926 8.06327 21.8173 11.1644 27.233 31.6341
Sense GT Sens -0.128 Detected 0.128 Detected 0.000 1.363 Detected 1.485 Detected 1.424 0.010 GT Sense contig387 contig387 Terminal                     AATTGTT contig387 Solyc01g Solyc01g Terminal ear1-like 2 protein (A               contig387 Solyc12g Unknown Protein (A            SL2.40ch AT1G53200.2 1235.62 1207.9 1676.56 1279.5 3618.87 3865.79
Sense GT Sens 0.145 Detected -0.145 Comprom 0.000 1.332 Detected 1.020 Detected 1.176 0.031 GT Sense contig389 contig389 Receptor                  TTTCGTAcontig389 Solyc06g Solyc06g Receptor               GO:00046 GO:00046         contig389 Solyc06g Receptor   GO:00428 SL2.40ch AT5G0718ERL2  ERL2 (ER     chr5:222  11.2609 7.5414 8.43717 41.1407 26.7194 21.1148
Sense GT Sens 0.508 Comprom -0.508 Comprom 0.000 1.920 Detected 1.866 Detected 1.893 0.065 GT Sense contig405 contig405 Unannota    TAATCTCCTTTGCAAAATTTATGTCTCAACACAGAGAACCCCTTTTCTCCcontig405 Solyc07g LRR recep    GO:00046 SL2.40ch AT5G27240.1  DNAJ hea       chr5:959  5.93515 2.4052 14.5648 17.4869 16.4654 15.5689
Sense GT Sens 0.386 Detected -0.386 Comprom 0.000 1.124 Detected 1.003 Detected 1.063 0.113 GT Sense contig418 contig418 Mutator-li                    GCTGATAcontig418 Solyc01g Solyc01g Mutator-like transposase (AHR               contig418 Solyc01g Mutator-like transpo                SL2.40ch AT4G29490.1  aminope      chr4:144  11.0106 5.28147 4.6956 9.3235 19.1349 17.2733
Sense GT Sens 0.985 Detected -0.985 Comprom 0.000 2.395 Detected 2.557 Detected 2.476 0.129 GT Sense contig419 contig419 Unannota    CTCACCATTCAAATTTGTACATCATCGAATGGGAAATCTCTATCTTCTAAcontig419 Solyc03g Polyprote               GO:00065 SL2.40ch AT5G64667.1 10.9182 2.282 8.31626 7.83476 30.2319 33.1984
Sense GT Sens -0.761 Comprom 0.761 Comprom 0.000 1.261 Detected 2.118 Detected 1.689 0.193 GT Sense contig421 contig421 Unannota    GCTCCTGTTGTGAAGTTAATCTCTATTTGAATTCTGTTGAGAATTGTTG contig421 Solyc06g Peroxisom                 GO:00055 SL2.40ch AT2G22400.1  NOL1/NO     chr2:950  2.49358 5.86409 19.4158 11.1171 10.5493 18.7545
Sense GT Sens -0.338 Detected 0.338 Detected 0.000 1.047 Detected 1.420 Detected 1.233 0.086 GT Sense contig422 contig422 Unannota    ATAGGGATCTGGCGAGGTTAAATTCCCATATACGCTAGCATGTTATTGAcontig422 Solyc02g Lipase (A               GO:00048 SL2.40ch AT5G02850.1  hydroxyp      chr5:652  62.9011 82.3566 177.555 167.373 171.215 217.626
Sense GT Sens -0.036 Detected 0.036 Detected 0.000 1.025 Detected 1.229 Detected 1.127 0.009 GT Sense contig425 contig425 Receptor-                    ATATCAC contig425 Solyc07g Solyc07g Receptor-                 GO:00046 GO:00046     contig425 Solyc07g LRR recep    GO:00046 SL2.40ch AT4G38470.1  protein k     chr4:179  48.6575 41.8733 56.7363 54.028 105.756 119.583
Sense GT Sens -0.258 Detected 0.258 Detected 0.000 1.134 Detected 1.114 Detected 1.124 0.049 GT Sense contig430 contig430 Cross hyb  ACCTCAATAGTTTTCGCGGAGAACCAGCTATTTCCCGGCTTGATTGGCCcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 79.2062 92.7378 104.095 90.6752 216.508 209.722
Sense GT Sens -0.511 Detected 0.511 Detected 0.000 1.102 Detected 1.541 Detected 1.322 0.141 GT Sense contig454 contig454 Gag-Pol p        AAGGTTAcontig454 Solyc10g Solyc10g Gag-Pol polyprotein (AHRD V1  contig454 Solyc05g Nucleored                     GO:00047 SL2.40ch AT2G28940.2  protein k     chr2:124  28.097 46.7497 125.561 71.3298 89.5928 119.215
Sense GT Sens -0.459 Detected 0.459 Detected 0.000 1.017 Detected 1.868 Detected 1.443 0.147 GT Sense contig460 contig460 Reverse t                    TATACTGcontig460 Solyc02g Solyc02g Reverse t                 GO:00062 GO:00062   contig460 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G2922PFK1  PFK1 (PH     chr4:144  25.9937 40.2086 86.9219 55.6348 75.355 133.366
Sense GT Sens 0.123 Detected -0.123 Detected 0.000 1.089 Detected 1.150 Detected 1.120 0.013 GT Sense contig464 contig464 HAT famil                         TTGTTCGcontig464 Solyc11g Solyc11g HAT family dimerisation domai                    contig464 Solyc11g013540.1.1 AT3G07540.1  formin ho          chr3:240  24.5337 16.9442 32.1858 33.8588 49.9532 51.1359
Sense GT Sens -0.053 Detected 0.053 Detected 0.000 0.973 Detected 1.425 Detected 1.199 0.036 GT Sense contig483 contig483 Metacasp                  CAGAAGAcontig483 Solyc01g Solyc01g Metacasp               GO:00057 GO:00057 contig483 Solyc01g Metacasp                GO:00065 SL2.40ch AT5G502 QS, OLD5    QS (QUIN                  chr5:204  210.503 185.566 334.645 286.206 446.57 599.586
Sense GT Sens 0.937 Detected -0.937 Comprom 0.000 2.015 Detected 2.308 Detected 2.161 0.150 GT Sense contig499 contig499 Unknown      TCAAATGcontig499 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig499 Solyc12g Unknown Protein (A  SL2.40ch AT1G35330.1 10.2087 2.27992 11.4915 11.5028 22.4465 26.9951
Sense GT Sens 0.211 Comprom -0.211 Comprom 0.000 1.202 Detected 0.806 Detected 1.004 0.074 GT Sense contig507 contig507 Pol polyp        AAGAACAcontig507 Solyc06g Solyc06g Pol polyprotein (AHRD V1 ***- Qcontig507 Solyc09g Pol polyprotein (AHR    SL2.40ch AT4G28010.1  pentatric      chr4:139  6.6836 4.08781 12.1973 9.48864 13.85 10.3282
Sense GT Sens -0.598 Detected 0.598 Detected 0.000 1.083 Detected 1.678 Detected 1.381 0.175 GT Sense contig526 contig526 Reverse t                    AGAATGGcontig526 Solyc01g Solyc01g Reverse t                 GO:00062 GO:00062   contig526 Solyc09g Polyprote               GO:00082 SL2.40ch AT5G1248CPK7  CPK7 (ca                      chr5:404  91.4908 171.795 384.817 236.332 305.815 453.429
Sense GT Sens -0.615 Detected 0.615 Detected 0.000 0.805 Detected 1.412 Detected 1.109 0.248 GT Sense contig545 contig545 Retrotran          ATATTGGcontig545 Solyc08g Solyc08g Retrotransposon gag protein (    contig545 Solyc08g022190.1.1 AT5G14050.1  transduc          chr5:453  281.464 540.968 1147.86 758.555 784.877 1173.82
Sense GT Sens -0.670 Detected 0.670 Detected 0.000 1.130 Detected 1.743 Detected 1.436 0.191 GT Sense contig545 contig545 Polyprote                   ACACTTCcontig545 Solyc05g Solyc05g Polyprote                GO:00062 GO:00062   contig545 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G40450.2  unknown   chr5:161  185.427 384.499 1031.85 655.388 672.856 1009.94
Sense GT Sens 0.015 Detected -0.015 Detected 0.000 1.035 Detected 1.156 Detected 1.095 0.003 GT Sense contig556 contig556 Receptor                   TTGGTTTcontig556 Solyc04g Solyc04g Receptor                GO:00055 GO:00055  contig556 Solyc04g Receptor   GO:00055 SL2.40ch AT4G39270.1  leucine-r        chr4:182  2061.43 1654.59 1577.55 3891.58 4356.13 4652.44
Sense GT Sens -0.410 Detected 0.410 Detected 0.000 1.163 Detected 1.260 Detected 1.211 0.099 GT Sense contig562 contig562 Mutator-li                   CGTTGGTcontig562 Solyc06g Solyc06g Mutator-li                GO:00082 GO:00082   contig562 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G0594ATROPGE    ROPGEF             chr5:178  1439.97 2081.34 1174.45 1129.02 4462.85 4685.77
Sense GT Sens 0.910 Detected -0.910 Comprom 0.000 2.699 Detected 0.970 Detected 1.835 0.281 GT Sense contig564 contig564 Ulp1 prote              GAAGAAAcontig564 Solyc07g Solyc07g Ulp1 protease family C-termina         contig564 Solyc07g Ulp1 protease family         SL2.40ch AT1G137 CYP78A5  CYP78A5               chr1:470  9.79116 2.27089 9.80038 40.8815 35.2589 10.4413
Sense GT Sens -0.010 Detected 0.010 Detected 0.000 2.067 Detected 2.074 Detected 2.070 0.000 GT Sense contig582 contig582 Helicase-l                      CAATGGTcontig582 Solyc01g Solyc01g Helicase-like protein (AHRD V1               contig582 Solyc01g Helicase-like protein                 SL2.40ch AT3G20700.1 559.032 464.232 884.753 608.55 2457.5 2424.32
Sense GT Sens 0.035 Comprom -0.035 Comprom 0.000 1.227 Detected 1.365 Detected 1.296 0.004 GT Sense contig617 contig617 Mutator-li                  AGTCCAAcontig617 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig617 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT3G2276SOL1  SOL1; tra    chr3:804  4.4875 3.50099 2.79264 4.00235 10.6796 11.5371
Sense GT Sens -0.107 Detected 0.107 Detected 0.000 1.146 Detected 1.017 Detected 1.081 0.013 GT Sense contig618 contig618 Cyclin-de                   ACTTATA contig618 Solyc10g Solyc10g Cyclin-de                GO:00046 GO:00046     contig618 Solyc10g Cyclin-de                 GO:00046 SL2.40ch AT4G187 BIN2, DWF      BIN2 (BR           chr4:102  41.0291 38.9891 43.2471 29.1549 101.89 91.4871
Sense GT Sens 0.213 Detected -0.213 Detected 0.000 1.119 Detected 1.005 Detected 1.062 0.041 GT Sense contig642 contig642 Serine/thr                        GCTGGG contig642 Solyc08g Solyc08g Serine/threonine-protein phos                    contig642 Solyc08g Serine/threonine-pro                     SL2.40ch AT4G1184PLDGAMM   PLDGAM     chr4:712  38.9755 23.7496 52.643 42.5725 76.0738 69.0252
Sense GT Sens -0.752 Detected 0.752 Detected 0.000 0.852 Detected 1.702 Detected 1.277 0.277 GT Sense contig656 contig656 1-aminocy                    CTTGACGcontig656 Solyc02g Solyc02g 1-aminocy                 GO:00166 GO:00166                              contig656 Solyc02g 1-aminocy                  GO:00167 SL2.40ch AT1G1702SRG1, AT   SRG1 (SE                                    chr1:582  17.5801 40.8499 23.7073 24.7807 55.6863 98.523
Sense GT Sens 0.039 Comprom -0.039 Comprom 0.000 2.867 Detected 1.148 Detected 2.007 0.145 GT Sense contig661 contig661 Expansin                 TTAATAT contig661 Solyc03g Solyc03g Expansin              GO:00051 GO:00051      contig661 Solyc03g115340.1.1 AT3G0322ATEXPA1        ATEXPA1       chr3:742  5.20843 4.04194 4.93986 12.7495 38.5508 11.488
Sense GT Sens 0.069 Comprom -0.069 Comprom 0.000 1.351 Detected 1.717 Detected 1.534 0.016 GT Sense contig669 contig669 Ulp1 prote                       GTTAGACcontig669 Solyc01g Solyc01g Ulp1 prote                    GO:00065 GO:00065 contig669 Solyc01g Ulp1 prote                     GO:00065 SL2.40ch AT1G14480.1  protein b   chr1:495  4.88708 3.63688 10.2698 5.58043 12.3793 15.6646
Sense GT Sens 0.498 Detected -0.498 Comprom 0.000 0.995 Detected 1.056 Detected 1.025 0.176 GT Sense contig677 contig677 Cc-nbs-lr                 TTTGTCCcontig677 Solyc12g Solyc12g Cc-nbs-lr              GO:00171 GO:00171  contig677 Solyc12g Cc-nbs-lr   GO:00069 SL2.40ch AT1G12290.2  disease r       chr1:417  16.4919 6.77225 26.8828 23.2166 24.246 24.84
Sense GT Sens 0.570 Comprom -0.570 Comprom 0.000 1.806 Detected 1.447 Detected 1.627 0.113 GT Sense contig683 contig683 Pyridine n                      GTGAAATcontig683 Solyc11g Solyc11g Pyridine n                   GO:00551 GO:00551  contig683 Solyc11g Nitric oxide reductas                  SL2.40ch AT3G1023LYC  LYC (LYC       chr3:316  6.20973 2.30908 12.0573 20.3048 15.2466 11.6685
Sense GT Sens -0.325 Detected 0.325 Detected 0.000 0.993 Detected 1.010 Detected 1.002 0.091 GT Sense contig685 contig685 Unknown      CATCTGCcontig685 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig685 Solyc12g Unknown Protein (A  SL2.40ch AT3G09850.1 22.3845 28.7531 46.8062 39.1743 58.1409 57.7516
Sense GT Sens -0.555 Detected 0.555 Detected 0.000 1.650 Detected 1.036 Detected 1.343 0.168 GT Sense contig705 contig705 Unknown      ACAAAAA contig705 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig705 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  83.6034 147.811 178.932 176.118 401.725 257.536
Sense GT Sens -0.512 Comprom 0.512 Comprom 0.000 1.791 Detected 1.103 Detected 1.447 0.144 GT Sense contig718 contig718 Retroviru              TCCAACAcontig718 Solyc08g Solyc08g Retrovirus-related Pol polypro         contig718 Solyc08g Retrovirus-related P          SL2.40ch AT4G28320.1  glycosyl          chr4:140  5.46625 9.10503 21.9101 21.2014 28.1189 17.1263
Sense GT Sens 0.420 Comprom -0.420 Comprom 0.000 1.388 Detected 1.638 Detected 1.513 0.075 GT Sense contig722 contig722 Disease r                TATGTCT contig722 Solyc07g Solyc07g Disease r             GO:00069 GO:00069  contig722 Solyc06g Cc-nbs-lr   GO:00069 SL2.40ch AT1G02330.1  FUNCTIO                                                                   chr1:462  6.43921 2.9484 12.5494 9.00217 13.1293 15.3239
Sense GT Sens -0.598 Detected 0.598 Detected 0.000 0.964 Detected 1.496 Detected 1.230 0.201 GT Sense contig729 contig729 Pol polyp        CCTCCGTcontig729 Solyc08g Solyc08g Pol polyprotein (AHRD V1 ***- P contig729 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT2G43110.1 157.192 295 668.577 376.162 483.609 686.647
Sense GT Sens -0.542 Detected 0.542 Detected 0.000 1.102 Detected 1.652 Detected 1.377 0.151 GT Sense contig730 contig730 Retrotran                        TAGTACT contig730 Solyc09g Solyc09g Retrotran                     GO:00150 GO:00150  contig730 Solyc09g Retrotran                      GO:00036 SL2.40ch AT3G63320.1 67.6348 117.377 256.561 176.696 220.285 316.54
Sense GT Sens 0.427 Comprom -0.427 Comprom 0.000 1.490 Detected 1.441 Detected 1.466 0.076 GT Sense contig731 contig731 Leucine-r                     ATTAGAT contig731 Solyc12g Solyc12g Leucine-r                  GO:00055 GO:00055   contig731 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G1422RHF1A  RHF1A (R             chr4:819  8.5485 3.87579 6.30338 10.6938 18.6136 17.6677
Sense GT Sens -0.399 Comprom 0.399 Comprom 0.000 1.162 Detected 1.158 Detected 1.160 0.101 GT Sense contig732 contig732 Globulin-l                    AATCAAA contig732 Solyc09g Solyc09g Globulin-l                 GO:00457 GO:00457   contig732 Solyc09g Vicilin-like                 GO:00457 SL2.40ch AT2G43560.1  immunop          chr2:180  4.6156 6.57023 160.829 17.3839 14.1876 13.8877
Sense GT Sens -0.629 Detected 0.629 Detected 0.000 0.841 Detected 1.456 Detected 1.149 0.243 GT Sense contig739 contig739 Retrotran                   CTTTGTGcontig739 Solyc10g Solyc10g Retrotran                GO:00082 GO:00082   contig739 Solyc10g Retrotran                 GO:00065 SL2.40ch AT2G1817ATMPK7,   ATMPK7          chr2:790  184.4 361.501 759.976 519.897 532.634 800.745
Sense GT Sens 0.470 Detected -0.470 Detected 0.000 1.243 Detected 0.842 Detected 1.042 0.178 GT Sense contig742 contig742 Mutator-li                    TGCTTTAcontig742 Solyc04g Solyc04g Mutator-like transposase (AHR               contig742 Solyc12g Mutator-like transpo                SL2.40ch AT5G6314ATPAP29    ATPAP29             chr5:253  52.0295 22.2117 76.5752 61.5804 92.6299 68.8584
Sense GT Sens -0.064 Detected 0.064 Detected 0.000 0.858 Detected 1.181 Detected 1.020 0.028 GT Sense contig747 contig747 HAT famil                         CGGCATTcontig747 Solyc02g Solyc02g HAT family dimerisation domai                    contig747 Solyc02g HAT family dimerisa                     SL2.40ch AT5G33406.1  protein d   chr5:126  17.6208 15.7826 23.2991 26.525 34.8115 42.7246
Sense GT Sens 0.041 Detected -0.041 Detected 0.000 1.587 Detected 1.449 Detected 1.518 0.003 GT Sense contig763 contig763 Developm            TTATGGTcontig763 Solyc12g Solyc12g Developmentally regulated GT       contig763 Solyc12g Developmentally reg        SL2.40ch AT1G72660.3  developm       chr1:273  22.8562 17.6924 20.4626 24.0802 69.5793 62.0295
Sense GT Sens 0.502 Detected -0.502 Detected 0.000 0.874 Detected 1.961 Detected 1.418 0.195 GT Sense contig776 contig776 Unknown      TATGATT contig776 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig776 Solyc12g Unknown Protein (A  SL2.40ch AT5G14020.1  INVOLVE                                                              chr5:452  376.395 153.772 613.972 535.506 507.697 1058.57
Sense GT Sens -0.538 Comprom 0.538 Comprom 0.000 1.215 Detected 1.691 Detected 1.453 0.132 GT Sense contig783 contig783 Unknown      CAACTAT contig783 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig783 Solyc10g Unknown Protein (A  SL2.40ch AT5G4799CYP705A     CYP705A        chr5:194  3.09876 5.35387 8.54212 2.14227 10.8862 14.8667
Sense GT Sens -0.077 Detected 0.077 Detected 0.000 1.044 Detected 1.115 Detected 1.079 0.006 GT Sense contig787 contig787 Argonaut                     CATCTTGcontig787 Solyc06g Solyc06g Argonaut                  GO:00036 GO:00036    contig787 Solyc06g Argonaut                   GO:00198 SL2.40ch AT2G2704AGO4, OC   AGO4 (AR       chr2:115  1741.15 1586.61 2003.44 1958.64 3946.09 4067.44
Sense GT Sens -0.512 Detected 0.512 Detected 0.000 0.865 Detected 1.416 Detected 1.140 0.189 GT Sense contig791 contig791 Polyprote        GAATGGCcontig791 Solyc01g Solyc01g Polyprotein (AHRD V1 ***- A5JS contig791 Solyc01g Polyprotein (AHRD V   SL2.40ch AT4G1923CYP707A   CYP707A        chr4:105  193.415 322.327 915.595 417.83 523.507 753.023
Sense GT Sens -0.592 Comprom 0.592 Detected 0.000 1.247 Detected 1.875 Detected 1.561 0.145 GT Sense contig793 contig793 Unknown      TCAAAAA contig793 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig793 Solyc07g041690.1.1 AT1G55960.1 6.5312 12.1552 30.342 27.5375 24.3525 36.9451
Sense GT Sens -0.328 Detected 0.328 Detected 0.000 0.825 Detected 1.205 Detected 1.015 0.116 GT Sense contig812 contig812 Unknown      TGCAGGCcontig812 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig812 Solyc10g Unknown Protein (A  SL2.40ch AT5G63750.1 845.713 1092.3 2563.62 1821.29 1960.98 2503.95
Sense GT Sens -0.112 Comprom 0.112 Comprom 0.000 1.241 Detected 0.985 Detected 1.113 0.022 GT Sense contig813 contig813 Unknown      CGTTCTTcontig813 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig813 Solyc03g063180.1.1 AT4G2676MAP65-2  MAP65-2  chr4:134  7.12291 6.81011 29.4507 14.1273 18.9551 15.5816
Sense GT Sens 0.228 Comprom -0.228 Comprom 0.000 1.811 Detected 1.684 Detected 1.748 0.018 GT Sense contig827 contig827 Hydrolase           CAACTTGcontig827 Solyc01g Solyc01g Hydrolase alpha/beta fold fami      contig827 Solyc01g Hydrolase        GO:00800 SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  6.91654 4.12911 9.72277 4.82174 21.5906 19.4083
Sense GT Sens -0.232 Detected 0.232 Detected 0.000 1.209 Detected 1.097 Detected 1.153 0.040 GT Sense contig833 contig833 Mutator-li                  GCGGATGcontig833 Solyc06g Solyc06g Mutator-li               GO:00082 GO:00082   contig833 Solyc12g Mutator-li                GO:00082 SL2.40ch AT3G29380.1 85.5218 96.6945 128.828 125.38 242.138 219.898
Sense GT Sens 0.599 Detected -0.599 Detected 0.000 1.010 Detected 2.080 Detected 1.545 0.194 GT Sense contig854 contig854 Unknown      GATCAAAcontig854 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig854 Solyc12g Unknown Protein (A  SL2.40ch AT3G2367PAKRP1L    KINESIN-        chr3:851  159.484 56.9109 262.853 213.912 220.882 455.089
Sense GT Sens 0.002 Detected -0.002 Detected 0.000 1.451 Detected 1.370 Detected 1.410 0.001 GT Sense contig873 contig873 Serine/thr                        TAACACT contig873 Solyc07g Solyc07g Serine/threonine-protein phos                    contig873 Solyc07g Serine/threonine-pro                     SL2.40ch AT2G2738ATEPR1  ATEPR1;       chr2:117  18.2463 14.8961 21.419 30.6623 51.8841 48.144
Sense GT Sens 0.147 Detected -0.147 Detected 0.000 1.389 Detected 1.540 Detected 1.465 0.012 GT Sense contig895 contig895 Polygalac                  ATTAAGT contig895 Solyc00g Solyc00g Polygalac               GO:00059 GO:00059   contig895 Solyc01g Polygalac               GO:00059 SL2.40ch AT1G56710.1  glycoside           chr1:212  35.6697 23.8419 78.2664 58.3564 87.9356 95.8479
Sense GT Sens -0.302 Detected 0.302 Detected 0.000 1.252 Detected 1.117 Detected 1.184 0.062 GT Sense contig895 contig895 Mutator-li                   GTGAAGAcontig895 Solyc10g Solyc10g Mutator-li                GO:00082 GO:00082   contig895 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT5G6564bHLH093  bHLH093           chr5:262  19.8825 24.7702 47.3332 42.2688 60.8626 54.3867
Sense GT Sens -0.646 Detected 0.646 Detected 0.000 2.415 Detected 1.047 Detected 1.731 0.207 GT Sense contig906 contig906 1-aminocy                    GTCCAGAcontig906 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164    contig906 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT1G06640.1  2-oxoglu     chr1:203  14.1299 28.3409 52.8774 61.1914 122.913 46.735
Sense GT Sens -0.780 Comprom 0.780 Comprom 0.000 1.381 Detected 1.872 Detected 1.627 0.185 GT Sense contig920 contig920 E3 ubiqui                     TTCGTGAcontig920 Solyc00g Solyc00g E3 ubiqui                  GO:00056 GO:00056 contig920 Solyc03g E3 ubiqui                  GO:00165 SL2.40ch AT5G25270.1  FUNCTIO                                                                           chr5:875  2.51546 6.07638 10.9456 14.5873 11.7277 16.1702
Sense GT Sens -0.810 Comprom 0.810 Comprom 0.000 2.273 Detected 2.140 Detected 2.207 0.113 GT Sense contig921 contig921 Reverse t         GATCGCAcontig921 Solyc11g Solyc11g Reverse transcriptase (Fragme     contig921 Solyc11g Pol polyp                 GO:00062 SL2.40ch AT1G33030.1  O-methyl      chr1:119  1.89587 4.77456 11.4012 9.43985 16.7493 14.9879
Sense GT Sens -0.183 Detected 0.183 Detected 0.000 1.480 Detected 1.793 Detected 1.637 0.021 GT Sense contig922 contig922 Retrotran                        CGGAGTTcontig922 Solyc02g Solyc02g Retrotran                     GO:00150 GO:00150  contig922 Solyc12g Retrotran                      GO:00036 SL2.40ch AT5G52000.1 15.9526 16.8378 65.2513 45.9433 52.6352 64.1951
Sense GT Sens 0.341 Comprom -0.341 Comprom 0.000 1.429 Detected 1.655 Detected 1.542 0.050 GT Sense contig929 contig929 Self-incom                    CCTGGCGcontig929 Solyc05g Solyc05g Self-incompatibility protein-like               contig929 Solyc05g Self-incompatibility                SL2.40ch AT4G12430.1  trehalose     chr4:736  4.46981 2.28092 4.8616 2.07561 9.89696 11.3638
Sense GT Sens -0.018 Comprom 0.018 Comprom 0.000 2.688 Detected 3.136 Detected 2.912 0.006 GT Sense contig930 contig930 Mutator-li                  ATAGTGAcontig930 Solyc08g Solyc08g Mutator-li               GO:00082 GO:00082   contig930 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT1G03720.1 2.78911 2.34115 17.7988 12.5627 18.9591 25.3913
Sense GT Sens -0.368 Detected 0.368 Detected 0.000 1.441 Detected 1.865 Detected 1.653 0.060 GT Sense contig931 contig931 Pol polyp                 GTGACTTcontig931 Solyc07g Solyc07g Pol polyp              GO:00150 GO:00150  contig931 Solyc10g Pol polyp               GO:00036 SL2.40ch AT5G56460.1  protein k    chr5:228  33.1204 45.1562 130.764 70.488 120.931 159.211
Sense GT Sens -0.049 Detected 0.049 Detected 0.000 1.618 Detected 1.254 Detected 1.436 0.017 GT Sense contig949 contig949 Unknown      GAAAATGcontig949 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig949 Solyc02g Auxin-repressed pro              SL2.40ch AT5G44578.1  unknown   chr5:179  15.0829 13.2167 9.38369 2.28182 49.9089 38.0671
Sense GT Sens 0.396 Detected -0.396 Detected 0.000 1.548 Detected 1.149 Detected 1.349 0.093 GT Sense contig956 contig956 Subtilisin                            TACCAAGcontig956 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig956 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT5G6736ARA12  ARA12; s    chr5:268  2096 991.901 832.643 2804.07 4854.71 3613.71
Sense GT Sens 0.079 Detected -0.079 Detected 0.000 1.435 Detected 1.149 Detected 1.292 0.016 GT Sense contig993 contig993 Unknown      TATTAGAcontig993 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig993 Solyc04g 30S ribos                    GO:00055 SL2.40ch AT3G4604RPS15AD  RPS15AD          chr3:169  1627.31 1193.9 1664.32 1520.53 4339.68 3494.34
Sense GT Sens -0.168 Detected 0.168 Detected 0.000 1.444 Detected 1.193 Detected 1.319 0.024 GT Sense contig998 contig998 E3 ubiqui                     GGATTCAcontig998 Solyc03g Solyc03g E3 ubiqui                  GO:00056 GO:00056   contig998 Solyc03g E3 ubiqui                   GO:00048 SL2.40ch AT4G31430.2  unknown   chr4:152  18.6632 19.2891 31.3971 23.5369 59.4388 49.0397



Orientatio ProbeNamFold 0h Flag 0h Fold 0h Flag 0h 2an 0h AZ  Fold 0h Flag 0h 3Fold 0h Flag 0h 3Geomean   P-value ProbeNamGeneNam Systemat DescriptioSequence Contig ID ITAG ID Parent Ge ITAG Des Ontology Ontology Contig ID Target ID Functiona GO termsTranscrip target ID  Symbols TAIR DescTAIR ChrogProcess gProcess gProcess gProcess gProcess gProcessedSignal 0h 38 AZ
Sense A 96 P01 -0.022 Detected 0.022 Detected 0.000 -1.579 Detected -1.530 Detected -1.555 0.000 A 96 P01 IAA11 AF022022 Lycopers         TATGGAATTGGAGAAGCATTGGAGGATGCAGATAAGTCAGAGTTCGTTCCAATCTATGAA 214.486 181.013 272.866 380.892 75.9306 77.0973
Sense A 96 P02 1.000 Detected -1.000 Detected 0.000 -1.828 Detected -1.317 Detected -1.573 0.267 A 96 P02 BI929281 BI929281 EST54917                  GTTCCAGTTGATATGGTTGTAAATGCAACAATGGCTGCTATTGCCAAACATGGAAACTTG 213.55 43.7194 132.645 107.463 31.3253 43.8339
Sense A 96 P03 0.036 Detected -0.036 Detected 0.000 -2.177 Comprom -1.680 Comprom -1.928 0.017 A 96 P03 AK324219 AK324219 Solanum        TAATAATAAGCCCATATCGAGCTACGGTGGCACCCTTGAATCTATAGTGAACCAAGCCAC 31.7661 24.7638 25.3529 15.8064 7.14021 9.8943
Sense A 96 P04 0.679 Detected -0.679 Detected 0.000 -1.250 Detected -0.965 Detected -1.108 0.252 A 96 P04 GT167409GT167409M82T7el           GATACAACAGGGAGATTGTTCAAGTATGATATAGCAACGAAACAAGTCACGTTATTACTA 463.484 148.061 368.61 192.418 126.791 151.687
Sense A 96 P07 0.267 Detected -0.267 Detected 0.000 -0.977 Detected -1.366 Detected -1.172 0.071 A 96 P07 AK321205 AK321205 Solanum        TTTCTGTACTATCGGAAGCTAAAGCAGAGGATATGCCAAAAGGAGTTGTTATCCACCCTG 55.6187 31.4792 66.1451 29.2599 24.4806 18.3422
Sense A 96 P08 0.811 Detected -0.811 Detected 0.000 -1.352 Detected -1.727 Detected -1.539 0.206 A 96 P08 BI923850 BI923850 EST54373                TGTTGTAGCACTTGAGGTTGTTCTAGCTGATGGAAAGGTTGTTAGAGCTACAAAGGACAA 1410.37 375.365 485.652 492.257 328.242 248.486
Sense A 96 P08 0.766 Detected -0.766 Detected 0.000 -1.609 Detected -1.044 Detected -1.327 0.246 A 96 P08 BG129155BG129155EST47480    AAATAGTTTCAAAGTCAATCTTCTCATTCTGGCTAAATCGAGATCCCACGTCTAGGATGG 640.64 181.428 262.368 166.379 128.73 186.801
Sense A 96 P08 0.148 Detected -0.148 Detected 0.000 -1.165 Detected -1.684 Detected -1.425 0.041 A 96 P08 BP881476 BP881476 BP881476             ATAATCTGTACACTCCTCTTCCACGAGTACTGTAGGCAAAGGTTTGAACCATTGTTCAAG 91.7759 61.2093 59.4122 40.0269 38.4739 26.3649
Sense A 96 P08 0.845 Detected -0.845 Detected 0.000 -2.525 Detected -1.638 Detected -2.082 0.161 A 96 P08 ES895067 ES895067 LET086 2  CATCAATAGTCGTAACCGTTTAGAAGATCTCTCACCTTTAGAAGAAGTTGTGGAGCACTT 123.685 31.4137 67.9014 29.8142 12.4657 22.63
Sense A 96 P13 0.695 Detected -0.695 Detected 0.000 -1.655 Detected -1.652 Detected -1.654 0.140 A 96 P13 AK319952 AK319952 Solanum        TCATATGAGTTGGATGTTTGATACCAACACCCTTACTGAGAGGTGTGGGAAGCCCAATAA 282.692 88.4047 153.574 117.774 57.7905 56.8559
Sense A 96 P17 0.338 Detected -0.338 Detected 0.000 -1.243 Detected -1.036 Detected -1.139 0.084 A 96 P17 LOC54416NM 00124Solanum      GATCACAGTCAAGGAACTGGTGTTGCAAACGCCGGTTTACTCTATTTCAATAACCGATTA 507.165 260.011 301.821 258.624 176.66 200.148
Sense A 96 P18 0.689 Detected -0.689 Detected 0.000 -1.232 Detected -0.853 Detected -1.043 0.282 A 96 P18 ES892904 ES892904 LET055F8  GCAGCAGGAGCAGTTGAAGTGGGAACATATCGAAGCGATGGACAGAAAATCAAATGTAAA 392.302 123.705 275.021 201.582 107.999 137.798
Sense A 96 P19 0.282 Detected -0.282 Detected 0.000 -0.960 Detected -1.354 Detected -1.157 0.078 A 96 P19 EXPA4 NM 00124Solanum      TATTACTGTTCTTCTCTGTTTTCTCACTGCCGTCAATGCCAGAATCCCCGGCGTTTATAC 500.115 277.238 316.078 254.764 220.332 164.674
Sense A 96 P20 0.673 Detected -0.673 Detected 0.000 -1.163 Detected -1.451 Detected -1.307 0.198 A 96 P20 BI926887 BI926887 Unknown CCTCGACTTAATCCATTGTTCTATGAACTCGCTACCACTTACAGTAATTATTCTTTACTA 395.378 127.439 182.148 166.467 115.405 92.8211
Sense A 96 P20 0.275 Detected -0.275 Detected 0.000 -0.908 Detected -1.196 Detected -1.052 0.077 A 96 P20 AK320411 AK320411 Solanum        GTTTTCATTTTGAGGTGGAACAACAGGTGAATGGGGTATTCTTGAACTTCTTTGGTTTCA 75.1839 42.0606 73.0055 51.4409 34.5082 27.7319
Sense A 96 P21 0.193 Detected -0.193 Detected 0.000 -0.871 Detected -1.710 Detected -1.290 0.108 A 96 P21 BP902191 BP902191 Unknown CGTTCATCTCACGACACCTTCCGATTCAATCGATAAGCGTTTCAGGCAATTTTATACTCC 112.693 70.6037 65.8268 83.1442 56.1427 30.824
Sense A 96 P24 0.161 Detected -0.161 Detected 0.000 -1.130 Detected -1.303 Detected -1.216 0.022 A 96 P24 DY523456 DY523456 Rep: Chro              GACTTGCAAGACGTGCTTAGGCGTTTTGCTTTTGATACAATATGCAAGGTGTCCCTAGGT 425.77 279.179 460.522 317.291 181.444 157.944
Sense A 96 P24 0.272 Detected -0.272 Detected 0.000 -1.778 Detected -1.024 Detected -1.401 0.095 A 96 P24 EG552921EG552921Unknown GTGTTAGTACTTAGTGCAAAGTGGAATGTCAAGGATGTTTTGGGATTAGAAATGAATCAA 42.4054 23.8128 74.3221 153.307 10.6662 17.6576
Sense A 96 P26 0.911 Detected -0.911 Detected 0.000 -1.866 Detected -1.670 Detected -1.768 0.193 A 96 P26 ES896769 ES896769 LET108 2  GGAGGACTTCCAGGAATCGGAGAACTTCCAAAAATAGGAACACTTCCTAAAATCGGAGGA 1150.8 266.677 1019.47 516.803 175.028 196.776
Sense GT Sens 0.051 Detected -0.051 Detected 0.000 -1.478 Detected -1.314 Detected -1.396 0.005 GT Sense contig102 contig102 Cytochro                 GCCGACCcontig102 Solyc10g Solyc10g Cytochro                 GO:00198 GO:00198   contig102 Solyc10g Cytochro  GO:00198 SL2.40ch AT1G137 CYP78A5  CYP78A5               chr1:470  59.9329 45.7489 23.9734 26.0218 21.6412 23.8015
Sense GT Sens 0.017 Detected -0.017 Detected 0.000 -1.275 Detected -1.098 Detected -1.187 0.006 GT Sense contig103 contig103 Calcium-a                  AAGGTACcontig103 Solyc07g Solyc07g Calcium-a                  GO:00152 GO:00152        contig103 Solyc07g Calcium-a                   GO:00152 SL2.40ch AT5G5563KCO1, TP   ATKCO1            chr5:225  37.1642 29.7213 25.5241 28.6021 15.8142 17.5413
Sense GT Sens 0.425 Detected -0.425 Detected 0.000 -1.151 Detected -0.973 Detected -1.062 0.134 GT Sense contig103 contig103 Aromatic               CACAAAAcontig103 Solyc03g Solyc03g Aromatic               GO:00197 GO:00197      contig103 Solyc03g Aromatic                GO:00040 SL2.40ch AT2G20340.1  tyrosine    chr2:877  27.6406 12.5668 20.8715 15.7663 9.66173 10.7325
Sense GT Sens 0.627 Detected -0.627 Detected 0.000 -1.890 Detected -2.064 Detected -1.977 0.089 GT Sense contig104 contig104 1-aminocy                TGAGAGGcontig104 Solyc01g Solyc01g 1-aminocy                GO:00164 GO:00164  contig104 Solyc01g 1-aminocy                 GO:00164 SL2.40ch AT4G10490.1  oxidored       chr4:648  968.469 332.636 297.434 214.538 176.346 153.353
Sense GT Sens -0.571 Detected 0.571 Detected 0.000 -1.369 Detected -1.179 Detected -1.274 0.159 GT Sense contig104 contig104 Zinc finge                 CCCTCGGcontig104 Solyc04g Solyc04g Zinc finge                 GO:00037 GO:00037       contig104 Solyc04g Zinc finge                  GO:00055 SL2.40ch AT4G39070.1  zinc finge       chr4:182  60.8958 110.015 62.3495 46.1674 36.4926 40.8501
Sense GT Sens 0.759 Detected -0.759 Detected 0.000 -1.816 Detected -1.271 Detected -1.543 0.196 GT Sense contig106 contig106 Cytochro                 CCTCCTTcontig106 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig106 Solyc10g cytochrom  GO:00198 SL2.40ch AT3G2629CYP71B2   CYP71B2               chr3:963  664.859 190.265 318.955 143.482 116.349 166.525
Sense GT Sens 0.256 Detected -0.256 Detected 0.000 -1.675 Detected -1.632 Detected -1.653 0.023 GT Sense contig106 contig106 Unknown             CAAAATGcontig106 Solyc11g Solyc11g Unknown Protein (AHRD V1)%3            contig106 Solyc11g Unknown Protein (A             SL2.40ch AT5G184 PIR, KLK,     PIR121; t    chr5:609  329.569 189.393 148.077 104.44 90.1031 91.0892
Sense GT Sens 0.829 Detected -0.829 Detected 0.000 -1.445 Detected -0.852 Detected -1.149 0.322 GT Sense contig107 contig107 Short-cha              GCACACCcontig107 Solyc12g Solyc12g Short-cha              GO:00081 GO:00081  contig107 Solyc12g Short-cha               GO:00081 SL2.40ch AT3G26770.1  short-cha       chr3:984  132.95 34.5049 97.911 57.2767 28.6366 42.4063
Sense GT Sens -0.247 Detected 0.247 Detected 0.000 -0.828 Detected -1.739 Comprom -1.284 0.132 GT Sense contig108 contig108 S-locus re                TGGGCATcontig108 Solyc07g Solyc07g S-locus re                GO:00191 GO:00191        contig108 Solyc07g S-locus re                 GO:00191 SL2.40ch AT5G39370.1 15.9284 18.3816 8.07631 14.6306 11.0978 5.79348
Sense GT Sens 0.779 Detected -0.779 Detected 0.000 -0.811 Detected -1.503 Detected -1.157 0.307 GT Sense contig111 contig111 Male ster                 ATTATTG contig111 Solyc06g Solyc06g Male ster                 GO:00054 GO:00054 contig111 Solyc06g Male ster                  GO:00054 SL2.40ch AT1G04770.1  male ster      chr1:133  737.838 205.354 344.487 246.299 255.45 155.2
Sense GT Sens -0.503 Detected 0.503 Detected 0.000 -2.075 Detected -1.814 Detected -1.944 0.065 GT Sense contig111 contig111 BHLH tran              ATCTTAGcontig111 Solyc03g Solyc03g BHLH tran              GO:00056 GO:00056      contig111 Solyc03g BHLH tran               GO:00037 SL2.40ch AT3G5942ACR4  ACR4 (AR         chr3:219  27.244 44.8447 9.76709 38.5848 9.55525 11.2318
Sense GT Sens -0.963 Detected 0.963 Detected 0.000 -1.521 Detected -1.148 Detected -1.335 0.307 GT Sense contig118 contig118 Nuclear tr                      ATAACAA contig118 Solyc05g Solyc05g Nuclear tr                      GO:00001 GO:00001  contig118 Solyc05g Nuclear tr                       GO:00036 SL2.40ch AT3G25150.1  nuclear t              chr3:915  17.448 54.2972 3.87976 14.1592 12.3451 15.6992
Sense GT Sens 0.157 Detected -0.157 Detected 0.000 -1.368 Detected -0.974 Detected -1.171 0.043 GT Sense contig118 contig118 Transcrip                 AGTGAAAcontig118 Solyc00g Solyc00g Transcription factor CYCLOID                contig118 Solyc00g Transcription factor                SL2.40ch AT1G54740.1  FUNCTIO                                                                  chr1:204  704.689 464.348 415.446 343.29 255.23 329.033
Sense GT Sens 0.571 Detected -0.571 Detected 0.000 -1.305 Detected -1.004 Detected -1.155 0.190 GT Sense contig120 contig120 Cytochro                 TATCTCCcontig120 Solyc12g Solyc12g Cytochro                 GO:00200 GO:00200  contig120 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G3737CYP81D8  CYP81D8               chr4:175  593.481 220.141 375.376 336.528 168.403 203.675
Sense GT Sens -0.842 Detected 0.842 Detected 0.000 -1.328 Detected -1.344 Detected -1.336 0.254 GT Sense contig120 contig120 Auxin res              TTGAATGcontig120 Solyc09g Solyc09g Auxin res              GO:00055 GO:00055      contig120 Solyc09g Auxin res               GO:00055 SL2.40ch AT1G0455IAA12, BD   IAA12 (AU         chr1:124  65.7909 173.203 138.862 110.403 48.957 47.5298
Sense GT Sens -0.307 Detected 0.307 Detected 0.000 -1.893 Detected -1.047 Detected -1.470 0.107 GT Sense contig120 contig120 Cytochro                 CACATCAcontig120 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198      contig120 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G4534CYP707A   CYP707A        chr5:183  550.303 689.472 403.186 359.231 190.942 336.919
Sense GT Sens 0.353 Detected -0.353 Detected 0.000 -1.505 Detected -1.113 Detected -1.309 0.083 GT Sense contig121 contig121 Nitrate tra                 TCTACAT contig121 Solyc06g Solyc06g Nitrate tra                 GO:00550 GO:00550     contig121 Solyc06g Nitrate tra                  GO:00151 SL2.40ch AT5G6077ATNRT2.4    ATNRT2.      chr5:244  173.257 87.018 94.8898 100.356 49.8094 64.1652
Sense GT Sens -0.152 Detected 0.152 Detected 0.000 -1.228 Detected -1.188 Detected -1.208 0.016 GT Sense contig123 contig123 Baculovir                  GCTCATCcontig123 Solyc08g Solyc08g Baculovir                  GO:00055 GO:00055    contig123 Solyc08g Baculovir                   GO:00055 SL2.40ch AT1G52900.1  disease r       chr1:197  255.101 258.059 338.143 356.913 126.091 127.271
Sense GT Sens 0.720 Detected -0.720 Detected 0.000 -1.539 Detected -0.982 Detected -1.260 0.244 GT Sense contig124 contig124 Regulator                     AATGCTGcontig124 Solyc03g Solyc03g Regulator                     GO:00050 GO:00050       contig124 Solyc03g Regulator                      GO:00050 SL2.40ch AT1G69710.1  zinc finge             chr1:262  52.8563 15.9569 22.399 17.9293 11.5087 16.6224
Sense GT Sens 0.129 Detected -0.129 Detected 0.000 -1.846 Detected -1.285 Detected -1.565 0.037 GT Sense contig125 contig125 Strictosid                GGGGTG contig125 Solyc03g Solyc03g Strictosid                GO:00040 GO:00040   contig125 Solyc03g Strictosid                 GO:00040 SL2.40ch AT5G02150.2  binding  chr5:424  82.6484 56.6367 50.9184 38.7253 21.92 31.7337
Sense GT Sens -0.220 Detected 0.220 Detected 0.000 -1.225 Comprom -0.874 Detected -1.050 0.065 GT Sense contig125 contig125 Macrolide                AAAGAAAcontig125 Solyc00g Solyc00g Macrolide                GO:00168 GO:00168  contig125 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 13.9567 15.5059 3.73931 3.26689 7.24713 9.07
Sense GT Sens -0.045 Detected 0.045 Detected 0.000 -4.082 Detected -4.194 Detected -4.138 0.000 GT Sense contig125 contig125 MKIAA093                  TCTGCTAcontig125 Solyc04g Solyc04g MKIAA0930 protein (Fragment)                contig125 Solyc04g MKIAA0930 protein                 SL2.40ch AT1G5952CW7  CW7  chr1:218  1317.51 1148.86 1421.01 1161.25 83.6231 75.9771
Sense GT Sens 0.336 Detected -0.336 Detected 0.000 -0.918 Detected -1.088 Detected -1.003 0.102 GT Sense contig127 contig127 Choline d                TTCACAAcontig127 Solyc00g Solyc00g Choline d                GO:00161 GO:00161   contig127 Solyc00g Choline d                 GO:00161 SL2.40ch AT5G1330SFC, VAN    SFC (SCA        chr5:425  53.5664 27.5312 91.1759 59.0014 23.3999 20.4219
Sense GT Sens -0.097 Detected 0.097 Detected 0.000 -1.077 Detected -0.942 Detected -1.009 0.013 GT Sense contig127 contig127 Pentatrico               ATGCTTGcontig127 Solyc03g Solyc03g Pentatrico               GO:00037 GO:00037  contig127 Solyc03g Pentatrico                GO:00037 SL2.40ch AT1G52620.1  pentatric      chr1:196  37.6741 35.2827 32.0282 30.1438 19.9018 21.4477
Sense GT Sens 0.637 Detected -0.637 Detected 0.000 -1.323 Detected -1.164 Detected -1.244 0.192 GT Sense contig128 contig128 FAD linke                  AGAATTT contig128 Solyc02g Solyc02g FAD linke                  GO:00055 GO:00055     contig128 Solyc02g FAD linke                   GO:00055 SL2.40ch AT3G1982DWF1, DIM      DWF1 (DW        chr3:687  21561.6 7308.07 7027.26 7397.78 5776.79 6329.09
Sense GT Sens 0.658 Detected -0.658 Detected 0.000 -1.196 Detected -0.965 Detected -1.080 0.247 GT Sense contig129 contig129 Linalool s               GATGAATcontig129 Solyc10g Solyc10g Linalool s               GO:00340 GO:00340    contig129 Solyc10g Linalool s                GO:00340 SL2.40ch AT1G6168TPS14, AT   TPS14 (T       chr1:227  137.977 45.4243 96.5388 75.1815 39.7972 45.8431
Sense GT Sens 0.101 Detected -0.101 Detected 0.000 -3.219 Comprom -1.375 Comprom -2.297 0.132 GT Sense contig129 contig129 Membran                GAGATTTcontig129 Solyc09g Solyc09g Membrane protein (AHRD V1 **             contig129 Solyc09g Membrane protein (A               SL2.40ch AT3G25290.2  auxin-res     chr3:920  16.9017 12.0398 16.9616 16.644 1.76432 6.21457
Sense GT Sens 0.055 Detected -0.055 Detected 0.000 -1.304 Detected -0.964 Detected -1.134 0.024 GT Sense contig130 contig130 Unknown               GAGAGTAcontig130 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3              contig130 Solyc06g Unknown Protein (A               SL2.40ch AT4G38900.3  bZIP prot   chr4:181  10613.6 8051.83 5587.26 5946.84 4312.09 5356.69
Sense GT Sens -0.508 Detected 0.508 Detected 0.000 -1.332 Detected -1.408 Detected -1.370 0.115 GT Sense contig135 contig135 BZIP trans      CCTTTGCcontig135 Solyc09g Solyc09g BZIP transcription factor (AHRD   contig135 Solyc09g BZIP transcription fa     SL2.40ch AT5G21160.1  La doma        chr5:719  46.671 77.3277 44.7863 26.6761 27.4832 25.5834
Sense GT Sens -0.658 Detected 0.658 Detected 0.000 -3.318 Comprom -1.585 Comprom -2.451 0.153 GT Sense contig135 contig135 Genomic          CACAACT contig135 Solyc09g Solyc09g Genomic DNA chromosome 3 T       contig135 Solyc09g Genomic DNA chrom         SL2.40ch AT5G5929UXS3, AT   UXS3 (UD         chr5:239  13.2671 27.0635 12.1575 3.07343 2.18787 7.13845
Sense GT Sens 0.697 Detected -0.697 Detected 0.000 -1.483 Detected -1.417 Detected -1.450 0.173 GT Sense contig138 contig138 Glucosylt            GGTAACGcontig138 Solyc10g Solyc10g Glucosylt            GO:00800 GO:00800     contig138 Solyc10g Glucosylt             GO:00800 SL2.40ch AT5G03490.1  UDP-gluc      chr5:871  897.741 279.644 508.911 337.279 206.374 212.112
Sense GT Sens 0.744 Detected -0.744 Detected 0.000 -1.312 Detected -0.942 Detected -1.127 0.279 GT Sense contig138 contig138 HR7 prote              TTGAAAAcontig138 Solyc01g Solyc01g HR7 protein (AHRD V1 ***- Q9SX           contig138 Solyc01g HR7 protein (AHRD V             SL2.40ch AT1G20970.1  FUNCTIO                                                                      chr1:731  7389.27 2157.14 5856.14 4938.81 1852.1 2348.26
Sense GT Sens 0.721 Detected -0.721 Detected 0.000 -1.659 Detected -0.820 Detected -1.240 0.276 GT Sense contig141 contig141 Polygalac               TCTGAAAcontig141 Solyc06g Solyc06g Polygalac               GO:00059 GO:00059   contig141 Solyc06g Polygalac                GO:00059 SL2.40ch AT3G59850.1  polygalac       chr3:221  995.429 300.085 424.234 342.603 199.271 349.794
Sense GT Sens -0.151 Detected 0.151 Detected 0.000 -1.266 Detected -1.102 Detected -1.184 0.021 GT Sense contig144 contig144 Elongatio                      TTCCTCCcontig144 Solyc01g Solyc01g Elongatio                      GO:00099 GO:00099      contig144 Solyc01g Elongatio                       GO:00099 SL2.40ch AT3G06460.1  GNS1/SU      chr3:198  20.7243 20.9428 14.3597 16.3933 9.97796 10.9716
Sense GT Sens 0.478 Detected -0.478 Detected 0.000 -1.020 Detected -0.996 Detected -1.008 0.169 GT Sense contig144 contig144 Aquapori            AACCACT contig144 Solyc06g Solyc06g Aquapori            GO:00160 GO:00160   contig144 Solyc06g Aquapori             GO:00152 SL2.40ch AT4G0147GAMMA-T    TIP1;3 (T           chr4:625  1815.73 766.992 2231.42 1326.61 669.994 668.5
Sense GT Sens -0.338 Detected 0.338 Detected 0.000 -2.342 Comprom -2.505 Comprom -2.423 0.020 GT Sense contig144 contig144 F8A5.6 pr     CTGCAAGcontig144 Solyc11g Solyc11g F8A5.6 protein (AHRD V1 **-- Q contig144 Solyc11g F8A5.6 protein (AHR    SL2.40ch AT5G190 MPK16  MPK16; M    chr5:634  13.9889 18.3108 33.7871 25.3452 3.63561 3.18726
Sense GT Sens -0.064 Detected 0.064 Detected 0.000 -1.152 Detected -1.034 Detected -1.093 0.006 GT Sense contig146 contig146 Metalloca                 TGTTGGAcontig146 Solyc07g Solyc07g Metalloca                 GO:00081 GO:00081   contig146 Solyc07g Metalloca                  GO:00081 SL2.40ch AT1G1172ATSS3  ATSS3 (s           chr1:395  6895.54 6172.7 5586.38 3150.42 3381.3 3601.01
Sense GT Sens -0.108 Detected 0.108 Detected 0.000 -0.834 Detected -1.277 Comprom -1.055 0.051 GT Sense contig147 contig147 Unknown   AAGTATAcontig147 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig147 Solyc00g099160.1.1 AT2G30900.1  unknown   chr2:131  15.4209 14.676 14.3405 11.5959 9.71891 7.01552
Sense GT Sens 0.545 Detected -0.545 Detected 0.000 -2.636 Comprom -3.482 Comprom -3.059 0.047 GT Sense contig147 contig147 Peptide tr                  CAGCTTTcontig147 Solyc10g Solyc10g Peptide tr                  GO:00151 GO:00151      contig147 Solyc10g Peptide tr                   GO:00429 SL2.40ch AT4G21680.1  proton-de        chr4:115  44.4905 17.1301 21.139 15.2682 5.11444 2.7916
Sense GT Sens -0.342 Detected 0.342 Detected 0.000 -2.122 Comprom -2.924 Comprom -2.523 0.041 GT Sense contig148 contig148 Unknown   ATCATCAcontig148 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig148 Solyc07g Unknown Protein (A  SL2.40ch AT1G5048THFS  THFS (10             chr1:187  11.5673 15.2196 18.5837 18.0354 3.5106 1.97645
Sense GT Sens 0.576 Detected -0.576 Detected 0.000 -1.248 Detected -1.743 Detected -1.495 0.140 GT Sense contig149 contig149 Nitrate red               ACCTGAAcontig149 Solyc11g Solyc11g Nitrate red               GO:00090 GO:00090   contig149 Solyc11g Nitrate red                GO:00090 SL2.40ch AT1G3713NIA2, B29        NIA2 (NIT          chr1:141  1264.02 465.622 471.016 533.5 371.871 259.068
Sense GT Sens 0.310 Detected -0.310 Detected 0.000 -0.870 Detected -1.479 Detected -1.174 0.114 GT Sense contig151 contig151 Serine/thr                TGTATTGcontig151 Solyc03g Solyc03g Serine/thr                GO:00191 GO:00191        contig151 Solyc03g Serine/thr                 GO:00191 SL2.40ch AT4G2139B120  B120; AT            chr4:113  326.122 173.789 225.515 200.344 150.008 96.5133
Sense GT Sens 0.365 Detected -0.365 Detected 0.000 -2.124 Detected -3.708 Detected -2.916 0.079 GT Sense contig152 contig152 Unknown   TCTAAGT contig152 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig152 Solyc07g Unknown Protein (A  SL2.40ch AT4G01570.1  pentatric      chr4:679  229.526 113.29 23.183 17.1553 42.5869 13.9428
Sense GT Sens 0.210 Detected -0.210 Detected 0.000 -1.431 Detected -1.362 Detected -1.396 0.022 GT Sense contig155 contig155 BHLH tran                 GTGAAAGcontig155 Solyc03g Solyc03g BHLH tran                 GO:00056 GO:00056      contig155 Solyc03g BHLH tran                  GO:00037 SL2.40ch AT3G21330.1  basic hel      chr3:750  40.8542 25.0249 29.1783 21.3608 13.6576 14.0573
Sense GT Sens 0.161 Detected -0.161 Detected 0.000 -1.057 Detected -1.049 Detected -1.053 0.022 GT Sense contig155 contig155 AT-hook D                GAAGGCCcontig155 Solyc09g Solyc09g AT-hook DNA-binding protein (               contig155 Solyc09g AT-hook DNA-bindin                 SL2.40ch AT4G14465.1  DNA-bind    chr4:832  34 22.2946 12.5 8.2295 15.2404 15.0429
Sense GT Sens 0.228 Detected -0.228 Detected 0.000 -1.084 Detected -1.184 Detected -1.134 0.040 GT Sense contig155 contig155 Anthocya       GTTTTGCcontig155 Solyc02g Solyc02g Anthocyanidin 3-O-glucosyltra      contig155 Solyc02g Anthocyanidin 3-O-g      SL2.40ch AT5G66320.2  zinc finge       chr5:264  41.9502 25.0375 57.5732 27.5211 17.5976 16.1163
Sense GT Sens -1.119 Detected 1.119 Detected 0.000 -1.331 Detected -1.312 Detected -1.321 0.359 GT Sense contig157 contig157 Unknown   CGCCCAAcontig157 Solyc01g Solyc01g Unknown Protein (AHRD V1);O contig157 Solyc01g Unknown   GO:00063 SL2.40ch AT5G43830.1 19014.9 73505.6 17892 19304.8 17107.7 17021.5
Sense GT Sens 0.318 Detected -0.318 Detected 0.000 -1.394 Detected -2.948 Comprom -2.171 0.123 GT Sense contig158 contig158 Glyoxalas                CAAAAAA contig158 Solyc01g Solyc01g Glyoxalas                GO:00044 GO:00044   contig158 Solyc01g Glyoxalas                 GO:00044 SL2.40ch AT1G2355SRO2  SRO2 (SI         chr1:835  28.9904 15.2756 10.6999 20.1301 9.22195 3.08271
Sense GT Sens 0.928 Detected -0.928 Detected 0.000 -1.176 Detected -0.968 Detected -1.072 0.370 GT Sense contig159 contig159 Thaumati              ATTGCAAcontig159 Solyc04g Solyc04g Thaumati              GO:00055 GO:00055  contig159 Solyc04g Thaumati               GO:00055 SL2.40ch AT1G19320.1  pathogen      chr1:667  1454.23 328.976 1007.24 586.389 352.573 399.594
Sense GT Sens 0.345 Detected -0.345 Detected 0.000 -0.869 Detected -1.658 Detected -1.264 0.138 GT Sense contig160 contig160 CYCLOID                  CAATATGcontig160 Solyc05g Solyc05g CYCLOIDEA-like group 1B pro                contig160 Solyc05g CYCLOIDEA-like gro                  SL2.40ch AT1G6726TCP1  TCP1; DN       chr1:251  60.5783 30.7461 49.0301 50.1156 27.2057 15.4503
Sense GT Sens -0.681 Detected 0.681 Detected 0.000 -2.049 Detected -1.557 Detected -1.803 0.131 GT Sense contig160 contig160 Thaumati              TAATCTC contig160 Solyc12g Solyc12g Thaumatin-like protein (AHRD V            contig160 Solyc12g Thaumatin-like prote              SL2.40ch AT4G1165ATOSM34  ATOSM3     chr4:702  164.616 346.808 105.511 99.1785 66.499 91.7573
Sense GT Sens -0.218 Detected 0.218 Detected 0.000 -2.212 Detected -1.633 Detected -1.922 0.034 GT Sense contig161 contig161 UDP-gluc             TTAAGAAcontig161 Solyc12g Solyc12g UDP-gluc             GO:00081 GO:00081  contig161 Solyc12g UDP-gluc              GO:00081 SL2.40ch AT3G2156UGT84A2  UGT84A2      chr3:759  655.96 727.359 444.78 298.549 171.676 251.691
Sense GT Sens 0.032 Detected -0.032 Detected 0.000 -1.276 Detected -2.389 Detected -1.832 0.081 GT Sense contig162 contig162 Acetyltran              TTAACTA contig162 Solyc02g Solyc02g Acetyltran              GO:00081 GO:00081  contig162 Solyc02g Acetyltran               GO:00081 SL2.40ch AT4G37580.1 120.814 94.7325 97.7994 81.4545 50.8843 23.0867
Sense GT Sens 0.761 Detected -0.761 Detected 0.000 -1.520 Detected -0.834 Detected -1.177 0.294 GT Sense contig165 contig165 Xanthoxin             CCAAAACcontig165 Solyc12g Solyc12g Xanthoxin             GO:00081 GO:00081    contig165 Solyc12g Xanthoxin              GO:00103 SL2.40ch AT3G23750.1  leucine-r           chr3:855  341.788 97.5437 270.33 184.118 73.3273 115.738
Sense GT Sens 0.552 Detected -0.552 Detected 0.000 -1.739 Detected -1.143 Detected -1.441 0.148 GT Sense contig167 contig167 Serine/thr                CCTTCCAcontig167 Solyc07g Solyc07g Serine/thr                GO:00191 GO:00191        contig167 Solyc07g Serine/thr                 GO:00191 SL2.40ch AT4G21410.1  protein k     chr4:114  154.85 59.0279 37.7632 35.6914 32.9824 48.9248
Sense GT Sens -0.098 Detected 0.098 Detected 0.000 -0.836 Detected -1.315 Detected -1.075 0.053 GT Sense contig167 contig167 Unknown   GGTTATTcontig167 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig167 Solyc01g Unknown Protein (A  SL2.40ch AT1G58460.1  unknown   chr1:217  1084.21 1016.8 1201 992.316 677.329 476.962
Sense GT Sens -0.460 Detected 0.460 Detected 0.000 -1.216 Comprom -1.954 Comprom -1.585 0.115 GT Sense contig167 contig167 ATP bind                 ATGGCTGcontig167 Solyc08g Solyc08g ATP bind                 GO:00055 GO:00055      contig167 Solyc08g ATP bind                  GO:00055 SL2.40ch AT1G61590.1  protein k    chr1:227  9.8699 15.2888 9.56829 11.0597 6.08913 3.58381
Sense GT Sens 0.511 Detected -0.511 Detected 0.000 -2.408 Detected -1.224 Detected -1.816 0.146 GT Sense contig170 contig170 Nodulin-li                  GGTTGG contig170 Solyc00g Solyc00g Nodulin-li                  GO:00160 GO:00160 contig170 Solyc00g Nodulin-li                   GO:00160 SL2.40ch AT5G0932VPS9B  VPS9B  chr5:288  310.423 125.208 81.6269 53.0306 42.785 95.3669
Sense GT Sens 0.224 Detected -0.224 Detected 0.000 -1.212 Detected -0.980 Detected -1.096 0.049 GT Sense contig172 contig172 Unknown   CACTTGGcontig172 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig172 Solyc07g Unknown Protein (A  SL2.40ch AT3G53440.2  DNA bind   chr3:198  345.243 207.452 356.583 345.211 133.041 153.363
Sense GT Sens 0.003 Detected -0.003 Detected 0.000 -1.134 Detected -0.939 Detected -1.036 0.009 GT Sense contig173 contig173 GRAS fam                CACTTGTcontig173 Solyc08g Solyc08g GRAS fam                GO:00435 GO:00435    contig173 Solyc08g GRAS fam                 GO:00055 SL2.40ch AT5G0169ATCHX27    ATCHX27        chr5:257  609.294 496.8 539.246 352.934 288.728 324.402
Sense GT Sens 0.056 Detected -0.056 Detected 0.000 -1.418 Detected -2.200 Detected -1.809 0.044 GT Sense contig175 contig175 Citrate bin               CAAGCACcontig175 Solyc11g Solyc11g Citrate binding protein (AHRD V             contig175 Solyc11g Citrate binding prote               SL2.40ch AT1G55460.1  Kin17 DN    chr1:207  43.3195 32.8396 8.47048 19.7346 16.2486 9.27893
Sense GT Sens 0.649 Detected -0.649 Detected 0.000 -1.483 Detected -1.377 Detected -1.430 0.159 GT Sense contig176 contig176 Nitrate tra                 ACAAAAGcontig176 Solyc06g Solyc06g Nitrate tra                 GO:00550 GO:00550     contig176 Solyc06g Nitrate tra                  GO:00151 SL2.40ch AT1G0810ATNRT2.2      NRT2.2 (N        chr1:252  235.098 78.3602 77.8715 79.5731 55.8962 59.0758
Sense GT Sens 0.468 Detected -0.468 Detected 0.000 -1.227 Detected -1.031 Detected -1.129 0.142 GT Sense contig177 contig177 Transcrip                GTACTACcontig177 Solyc06g Solyc06g Transcription factor (Fragmen               contig177 Solyc06g Transcription factor               SL2.40ch AT5G0807TCP17  TCP17 (T        chr5:258  82.1125 35.1547 56.5563 47.3419 26.4373 29.7127
Sense GT Sens -0.399 Detected 0.399 Detected 0.000 -1.076 Detected -1.100 Detected -1.088 0.112 GT Sense contig179 contig179 Dof zinc f               AATTTCC contig179 Solyc02g Solyc02g Dof zinc f               GO:00037 GO:00037       contig179 Solyc02g Dof zinc f                GO:00055 SL2.40ch AT3G504 OBP1  OBP1 (OB              chr3:187  604.836 860.972 825.558 437.172 394.213 380.395
Sense GT Sens -1.033 Detected 1.033 Detected 0.000 -1.106 Detected -1.969 Detected -1.537 0.303 GT Sense contig182 contig182 Unknown   TTTGATGcontig182 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig182 Solyc04g Unknown Protein (A  SL2.40ch AT1G49490.1  leucine-r          chr1:183  53.9679 185.022 21.6982 48.4034 53.4716 28.8512
Sense GT Sens 0.588 Detected -0.588 Detected 0.000 -1.075 Detected -2.072 Detected -1.573 0.178 GT Sense contig183 contig183 Peroxidas             GATCAAGcontig183 Solyc09g Solyc09g Peroxidas             GO:00055 GO:00055    contig183 Solyc09g Peroxidas              GO:00046 SL2.40ch AT1G6547FAS1, NFB   FAS1 (FA      chr1:243  2659.38 963.777 884.84 1032.69 875.108 430.364
Sense GT Sens -0.539 Detected 0.539 Detected 0.000 -1.179 Detected -1.204 Detected -1.192 0.158 GT Sense contig184 contig184 Transcrip              CTTGTGTcontig184 Solyc03g Solyc03g Transcrip              GO:00056 GO:00056      contig184 Solyc03g Transcrip               GO:00037 SL2.40ch AT1G7383BEE3  BEE3 (BR          chr1:277  138.527 239.582 104.367 102.807 92.6137 89.3971
Sense GT Sens 0.361 Detected -0.361 Detected 0.000 -1.417 Detected -1.157 Detected -1.287 0.078 GT Sense contig185 contig185 Homeobo                ATTGAGAcontig185 Solyc08g Solyc08g Homeobo                GO:00435 GO:00435        contig185 Solyc08g Homeobo                 GO:00435 SL2.40ch AT3G6039HAT3  HAT3 (HO        chr3:223  416.842 207.133 321.48 273.887 126.743 148.889
Sense GT Sens 0.852 Detected -0.852 Detected 0.000 -1.148 Detected -1.223 Detected -1.186 0.299 GT Sense contig185 contig185 Serine/thr               TAACAGAcontig185 Solyc02g Solyc02g Serine/thr               GO:00055 GO:00055      contig185 Solyc02g Serine/thr                GO:00055 SL2.40ch AT1G12244.1 71.5475 17.9983 13.1552 11.5759 18.6421 17.3698
Sense GT Sens 1.058 Detected -1.058 Detected 0.000 -1.808 Detected -1.320 Detected -1.564 0.286 GT Sense contig189 contig189 Pentatrico                    GAAGAGTcontig189 Solyc03g Solyc03g Pentatricopeptide (PPR) repea                   contig189 Solyc03g Pentatricopeptide (P                    SL2.40ch AT3G02650.1  pentatric      chr3:566  103.021 19.4746 38.6722 52.3192 14.7294 20.2793
Sense GT Sens 0.521 Detected -0.521 Detected 0.000 -2.072 Detected -1.373 Detected -1.722 0.111 GT Sense contig194 contig194 (E)-beta-o              TAGAACT contig194 Solyc01g Solyc01g (E)-beta-o              GO:00505 GO:00505      contig194 Solyc01g (E)-beta-o               GO:00347 SL2.40ch AT1G66020.1  terpene s     chr1:245  147.83 58.8013 133.192 103.285 25.5292 40.6908
Sense GT Sens 0.382 Detected -0.382 Detected 0.000 -1.099 Detected -1.029 Detected -1.064 0.109 GT Sense contig195 contig195 Os01g078                  GGAGAG contig195 Solyc03g Solyc03g Os01g078                  GO:00055 GO:00055    contig195 Solyc03g Os01g078                   GO:00055 SL2.40ch AT1G61740.1  unknown   chr1:227  378.139 182.507 295.86 210.691 141.219 145.496
Sense GT Sens 0.018 Detected -0.018 Detected 0.000 -1.001 Detected -1.121 Detected -1.061 0.004 GT Sense contig195 contig195 Inositol ox                CTGCTTTcontig195 Solyc12g Solyc12g Inositol ox                GO:00057 GO:00057 contig195 Solyc12g Inositol ox                 GO:00057 SL2.40ch AT5G5664MIOX5  MIOX5; in       chr5:229  2190.53 1749.38 2606.5 4113.01 1126.49 1017.12
Sense GT Sens 0.018 Detected -0.018 Detected 0.000 -1.178 Detected -0.891 Detected -1.035 0.019 GT Sense contig196 contig196 Unknown              CAAGATGcontig196 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig196 Solyc06g Unknown Protein (A              SL2.40ch AT5G1627ATRAD21    SYN4 (SIS        chr5:531  23.0115 18.3865 11.7059 22.3495 10.4668 12.5332
Sense GT Sens -0.450 Detected 0.450 Detected 0.000 -0.948 Detected -1.157 Detected -1.053 0.150 GT Sense contig196 contig196 Indole-3-a                 GCTCCACcontig196 Solyc07g Solyc07g Indole-3-a                 GO:00102 GO:00102     contig196 Solyc07g Indole-3-a                  GO:00102 SL2.40ch AT5G545 GH3.6, DF   DFL1 (DW          chr5:221  605.034 924.406 1064.51 1115.25 446.333 378.958
Sense GT Sens -0.283 Detected 0.283 Detected 0.000 -2.056 Detected -2.098 Detected -2.077 0.018 GT Sense contig196 contig196 Cytochro                 ATTATAC contig196 Solyc12g Solyc12g Cytochro                 GO:00200 GO:00200  contig196 Solyc12g Cytochro  GO:00198 SL2.40ch AT2G267 BAS1, CY    BAS1 (PH            chr2:113  41.6322 50.4892 77.268 123.27 12.697 12.1053
Sense GT Sens 0.519 Detected -0.519 Detected 0.000 -1.396 Detected -1.405 Detected -1.401 0.114 GT Sense contig199 contig199 Stearoyl-C                  AAATGGTcontig199 Solyc03g Solyc03g Stearoyl-C                  GO:00047 GO:00047    contig199 Solyc03g Stearoyl-C                   GO:00047 SL2.40ch AT3G1585FAD5, FA     FAD5 (FA          chr3:535  2614.32 1042.86 1519.01 1226.19 722.459 704.503
Sense GT Sens 0.360 Detected -0.360 Detected 0.000 -1.380 Detected -1.241 Detected -1.311 0.070 GT Sense contig199 contig199 Inositol ox                GCTAAGGcontig199 Solyc10g Solyc10g Inositol ox                GO:00501 GO:00501   contig199 Solyc10g Inositol ox                 GO:00501 SL2.40ch AT5G5664MIOX5  MIOX5; in       chr5:229  57.9341 28.7918 84.9253 78.3169 18.0656 19.5224
Sense GT Sens 0.171 Detected -0.171 Detected 0.000 -1.374 Comprom -1.940 Comprom -1.657 0.038 GT Sense contig205 contig205 Dopamine               GAGAGCAcontig205 Solyc10g Solyc10g Dopamine beta-monooxygena                contig205 Solyc10g Dopamine beta-mon                SL2.40ch AT5G04920.1  vacuolar           chr5:143  18.1182 11.7033 4.42345 6.15636 6.46971 4.28817
Sense GT Sens -0.770 Detected 0.770 Detected 0.000 -1.221 Detected -1.111 Detected -1.166 0.270 GT Sense contig206 contig206 Phytochro        ATAAAAC contig206 Solyc03g Solyc03g Phytochrome kinase substrate     contig206 Solyc03g Phytochrome kinase      SL2.40ch AT1G22520.2  unknown   chr1:795  19.5357 46.5234 28.9398 25.5499 14.8889 15.7764
Sense GT Sens 0.486 Detected -0.486 Detected 0.000 -1.596 Detected -1.032 Detected -1.314 0.144 GT Sense contig208 contig208 Unknown   TGGTCCCcontig208 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig208 Solyc09g Unknown Protein (A  SL2.40ch AT3G068 IBR3  IBR3 (IBA       chr3:214  1390.1 580.538 672.698 326.89 342.062 496.331
Sense GT Sens -0.030 Detected 0.030 Detected 0.000 -1.016 Detected -1.260 Detected -1.138 0.012 GT Sense contig208 contig208 Gibberelli                 TAAACCGcontig208 Solyc06g Solyc06g Gibberelli                 GO:00164 GO:00164  contig208 Solyc06g Gibberelli                  GO:00164 SL2.40ch AT2G03500.1  myb fami     chr2:105  265.665 226.814 320.962 149.677 139.717 115.832
Sense GT Sens 0.591 Detected -0.591 Detected 0.000 -0.908 Detected -1.357 Detected -1.133 0.215 GT Sense contig210 contig210 Glucose-6                AGTGGTAcontig210 Solyc02g Solyc02g Glucose-6                GO:00085 GO:00085    contig210 Solyc02g Glucose-6                 GO:00085 SL2.40ch AT3G0155ATPPT2,   PPT2 (PH          chr3:216  147.165 53.1594 61.0157 60.3902 54.2597 39.0129
Sense GT Sens -0.285 Detected 0.285 Detected 0.000 -3.373 Comprom -2.647 Comprom -3.010 0.023 GT Sense contig210 contig210 Thiosulfa                TACCGTTcontig210 Solyc02g Solyc02g Thiosulfa                GO:00047 GO:00047   contig210 Solyc02g Thiosulfa                 GO:00047 SL2.40ch AT5G4390MYA2, AT     MYA2 (AR              chr5:176  13.8867 16.8809 1.95898 2.18635 1.70122 2.76249
Sense GT Sens 0.261 Detected -0.261 Detected 0.000 -0.912 Detected -1.096 Detected -1.004 0.068 GT Sense contig211 contig211 Serine hy             CTCTTGGcontig211 Solyc12g Solyc12g Serine hy             GO:00043 GO:00043     contig211 Solyc12g Serine hy              GO:00043 SL2.40ch AT4G1393SHM4  SHM4 (se           chr4:804  153.172 87.3271 146.19 122.084 70.7519 61.1369
Sense GT Sens -0.083 Detected 0.083 Detected 0.000 -1.410 Detected -1.009 Detected -1.210 0.031 GT Sense contig215 contig215 MYB tran               CTCAACAcontig215 Solyc02g Solyc02g MYB tran               GO:00037 GO:00037      contig215 Solyc02g MYB tran                GO:00037 SL2.40ch AT5G1434AtMYB40  AtMYB40           chr5:462  620.213 569.631 597.782 466.19 257.481 333.828
Sense GT Sens 0.308 Detected -0.308 Detected 0.000 -1.283 Detected -1.881 Comprom -1.582 0.066 GT Sense contig215 contig215 Unknown   AACGAAT contig215 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig215 Solyc10g Unknown Protein (A  SL2.40ch AT4G02710.1  kinase in     chr4:119  37.5967 20.085 38.3881 23.558 13.0011 8.43364
Sense GT Sens 0.769 Detected -0.769 Detected 0.000 -1.673 Detected -0.960 Detected -1.316 0.261 GT Sense contig217 contig217 Aspartic p              TTCTCCCcontig217 Solyc09g Solyc09g Aspartic p              GO:00065 GO:00065   contig217 Solyc09g Aspartic p               GO:00041 SL2.40ch AT1G11910.1  aspartyl     chr1:401  2974.43 839.119 1170.33 849.744 570.626 917.877
Sense GT Sens -0.727 Detected 0.727 Detected 0.000 -0.921 Detected -1.511 Comprom -1.216 0.261 GT Sense contig217 contig217 MYB tran               CAACTTT contig217 Solyc01g Solyc01g MYB tran               GO:00037 GO:00037        contig217 Solyc01g MYB tran                GO:00165 SL2.40ch AT4G19720.1  glycosyl      chr4:107  11.6909 26.2255 19.6379 14.2549 10.6511 6.9429
Sense GT Sens 0.102 Detected -0.102 Detected 0.000 -1.118 Detected -1.113 Detected -1.115 0.008 GT Sense contig218 contig218 N-acetyltr             CTGTTGGcontig218 Solyc00g Solyc00g N-acetyltr             GO:00081 GO:00081  contig218 Solyc00g N-acetyltr              GO:00081 SL2.40ch AT4G16563.1  aspartyl     chr4:932  7980.03 5675.48 5123.83 4526.08 3570.7 3517.49
Sense GT Sens -0.341 Detected 0.341 Detected 0.000 -3.669 Comprom -3.563 Comprom -3.616 0.009 GT Sense contig219 contig219 Malonyl C       TACATTT contig219 Solyc12g Solyc12g Malonyl CoA anthocyanin 5-O-     contig219 Solyc12g Malonyl CoA anthoc      SL2.40ch AT5G39090.1  transfera     chr5:156  56.1243 73.7136 29.3551 3.87014 5.82389 6.15106
Sense GT Sens -0.512 Detected 0.512 Detected 0.000 -1.349 Detected -2.340 Detected -1.844 0.122 GT Sense contig219 contig219 AT5G2815                   AGAAGAAcontig219 Solyc01g Solyc01g AT5G28150-like protein (Fragm                  contig219 Solyc01g AT5G28150-like pro                   SL2.40ch AT5G1055GTE2  GTE2 (Gl          chr5:333  55.8315 92.9857 76.4466 143.352 32.5699 16.0847
Sense GT Sens 0.686 Detected -0.686 Detected 0.000 -1.361 Detected -1.006 Detected -1.184 0.237 GT Sense contig221 contig221 S-adenos                   GTTGTAGcontig221 Solyc01g Solyc01g S-adenos                   GO:00081 GO:00081    contig221 Solyc01g S-adenos                    GO:00087 SL2.40ch AT5G37990.1  S-adenos     chr5:151  47.6782 15.0861 12.4287 21.1086 12.0253 15.0879
Sense GT Sens 0.010 Detected -0.010 Detected 0.000 -1.322 Detected -1.272 Detected -1.297 0.000 GT Sense contig223 contig223 Lipase fam               CGTTTAAcontig223 Solyc10g Solyc10g Lipase fam               GO:00477 GO:00477      contig223 Solyc10g Lipase fam                GO:00477 SL2.40ch AT5G32470.1  FUNCTIO                                                                        chr5:120  290.519 234.655 185.295 177.674 120.28 122.217
Sense GT Sens 0.483 Detected -0.483 Detected 0.000 -1.616 Detected -1.062 Detected -1.339 0.138 GT Sense contig224 contig224 Cytochro                 CCAAGTGcontig224 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig224 Solyc01g Cytochro  GO:00198 SL2.40ch AT5G5726CYP71B1   CYP71B1               chr5:231  48.8078 20.458 38.188 33.3581 11.8726 17.1038
Sense GT Sens 0.326 Detected -0.326 Detected 0.000 -1.943 Detected -0.908 Detected -1.426 0.145 GT Sense contig225 contig225 GDSL est              ACTGCTAcontig225 Solyc02g Solyc02g GDSL est              GO:00066 GO:00066    contig225 Solyc02g GDSL est               GO:00040 SL2.40ch AT1G29660.1  GDSL-mo      chr1:103  6792.85 3541.66 4830.28 4308.42 1469.1 2953.57
Sense GT Sens 1.104 Detected -1.104 Detected 0.000 -1.599 Detected -1.708 Detected -1.653 0.273 GT Sense contig226 contig226 Unknown           AGGACTTcontig226 Solyc09g Solyc09g Unknown           GO:00057 GO:00057 contig226 Solyc09g Unknown            GO:00057 SL2.40ch AT3G5546SCL30  SCL30; R           chr3:205  789.257 139.981 655.78 323.416 126.371 114.981
Sense GT Sens -0.132 Detected 0.132 Detected 0.000 -1.384 Detected -1.570 Detected -1.477 0.012 GT Sense contig228 contig228 Wall-asso                GTCTTCAcontig228 Solyc01g Solyc01g Wall-asso                GO:00064 GO:00064  contig228 Solyc01g Wall-asso                 GO:00064 SL2.40ch AT3G27770.1  unknown   chr3:102  37.4524 36.8293 15.598 7.80248 16.3871 14.1337
Sense GT Sens -1.209 Detected 1.209 Detected 0.000 -2.284 Comprom -1.323 Detected -1.804 0.300 GT Sense contig229 contig229 Unknown   TAACGCCcontig229 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig229 Solyc12g Unknown Protein (A  SL2.40ch AT1G34355.1  forkhead         chr1:125  14.5065 63.4877 3.03857 3.92039 7.17492 13.7071
Sense GT Sens 0.383 Detected -0.383 Detected 0.000 -1.561 Detected -1.074 Detected -1.317 0.101 GT Sense contig229 contig229 Gibberelli                 GAGAGG contig229 Solyc04g Solyc04g Gibberelli                 GO:00455 GO:00455    contig229 Solyc04g Gibberelli                  GO:00455 SL2.40ch AT4G2120ATGA2OX    GA2OX8       chr4:113  714.309 343.912 240.252 229.189 193.475 266.09
Sense GT Sens 0.560 Detected -0.560 Detected 0.000 -1.118 Detected -0.988 Detected -1.053 0.203 GT Sense contig230 contig230 BHLH tran              GTTGTGGcontig230 Solyc10g Solyc10g BHLH tran              GO:00037 GO:00037      contig230 Solyc10g BHLH tran               GO:00037 SL2.40ch AT4G00870.1  basic hel      chr4:362  221.883 83.6088 44.3405 32.7403 72.2406 77.5991
Sense GT Sens -0.302 Detected 0.302 Detected 0.000 -1.033 Detected -1.130 Detected -1.082 0.071 GT Sense contig233 contig233 UDP-gluc             ATAATGT contig233 Solyc10g Solyc10g UDP-gluc             GO:00081 GO:00081  contig233 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT5G15140.1  aldose 1-     chr5:490  89.6151 111.506 103.901 69.2311 56.2421 51.6056
Sense GT Sens 0.599 Detected -0.599 Detected 0.000 -1.098 Detected -0.945 Detected -1.021 0.233 GT Sense contig234 contig234 Cinnamoy               GGAGGC contig234 Solyc08g Solyc08g Cinnamoy               GO:00081 GO:00081  contig234 Solyc08g Cinnamoy                GO:00442 SL2.40ch AT3G55940.1  phospho      chr3:207  511.944 182.7 311.505 278.79 164.495 179.593
Sense GT Sens 1.956 Detected -1.956 Detected 0.000 -2.579 Detected -3.168 Detected -2.874 0.283 GT Sense contig234 contig234 Cytochro                 GAGTTCAcontig234 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig234 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G5240CYP715A   CYP715A               chr5:212  643.236 34.9951 39.5244 39.7255 28.9077 18.8673
Sense GT Sens -0.003 Detected 0.003 Detected 0.000 -1.770 Detected -1.690 Detected -1.730 0.001 GT Sense contig236 contig236 Auxin res               TCTTTGAcontig236 Solyc03g Solyc03g Auxin res               GO:00056 GO:00056      contig236 Solyc03g Auxin res                GO:00037 SL2.40ch AT1G1558IAA5, ATA    IAA5 (IND        chr1:536  190.627 156.733 239.541 302.733 58.3471 60.555
Sense GT Sens 0.330 Detected -0.330 Detected 0.000 -1.219 Detected -1.299 Detected -1.259 0.063 GT Sense contig237 contig237 Auxin res                GTCCATTcontig237 Solyc10g Solyc10g Auxin res                GO:00063 GO:00063    contig237 Solyc10g Auxin res                 GO:00063 SL2.40ch AT4G0150NGA4  NGA4 (NG     chr4:639  1035.64 536.904 611.493 494.324 368.926 342.382
Sense GT Sens 0.169 Detected -0.169 Detected 0.000 -0.899 Detected -1.962 Comprom -1.431 0.124 GT Sense contig239 contig239 Ethylene-                    TATTTGGcontig239 Solyc06g Solyc06g Ethylene-                    GO:00165 GO:00165    contig239 Solyc06g Ethylene-                     GO:00165 SL2.40ch AT1G12630.1  DNA bind        chr1:429  21.4195 13.8853 10.6755 10.52 10.6482 5.00259
Sense GT Sens 0.120 Detected -0.120 Detected 0.000 -1.195 Detected -1.449 Detected -1.322 0.017 GT Sense contig239 contig239 Thiazole b                ATTGATGcontig239 Solyc07g Solyc07g Thiazole b                GO:00082 GO:00082       contig239 Solyc07g Thiazole b                 GO:00082 SL2.40ch AT5G5477THI1, TZ,   THI1; pro    chr5:222  17905.4 12412.1 14869.5 21074.7 7496.04 6170.33
Sense GT Sens 0.512 Detected -0.512 Detected 0.000 -1.676 Detected -1.284 Detected -1.480 0.114 GT Sense contig239 contig239 Ent-copal                CACCTCCcontig239 Solyc08g Solyc08g Ent-copal                GO:00099 GO:00099       contig239 Solyc08g Ent-copal                 GO:00099 SL2.40ch AT4G0278GA1, ABC    GA1 (GA          chr4:123  419.894 169.238 330.429 297.733 96.09 123.697
Sense GT Sens 0.741 Detected -0.741 Detected 0.000 -1.099 Detected -0.922 Detected -1.010 0.309 GT Sense contig239 contig239 Strictosid                GACAAAT contig239 Solyc03g Solyc03g Strictosid                GO:00040 GO:00040    contig239 Solyc03g Strictosid                 GO:00055 SL2.40ch AT5G46150.1  LEM3 (lig           chr5:187  730.58 214.136 562.887 291.286 212.564 235.993
Sense GT Sens 2.415 Detected -2.415 Detected 0.000 -1.445 Detected -3.369 Detected -2.407 0.452 GT Sense contig239 contig239 Cytochro                 AATGCTCcontig239 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig239 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G229 ATCHX9,   ATCHX9;       chr5:766  620.117 17.848 13.2915 17.8092 44.4945 11.5071
Sense GT Sens 0.485 Detected -0.485 Detected 0.000 -0.989 Detected -1.079 Detected -1.034 0.168 GT Sense contig241 contig241 Unknown   CTGTTGGcontig241 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig241 Solyc10g Unknown Protein (A  SL2.40ch AT4G33230.1  pectinest     chr4:160  935.719 391.457 672.965 757.362 351.035 323.692
Sense GT Sens 0.643 Detected -0.643 Detected 0.000 -1.282 Detected -0.827 Detected -1.055 0.262 GT Sense contig241 contig241 Stearoyl-a                   GTGCACAcontig241 Solyc06g Solyc06g Stearoyl-a                   GO:00047 GO:00047    contig241 Solyc06g Stearoyl-a                    GO:00047 SL2.40ch AT1G43800.1  acyl-(acy         chr1:165  2281.15 766.791 1982.34 1593.21 626.02 842.333
Sense GT Sens -0.108 Detected 0.108 Detected 0.000 -0.969 Detected -1.112 Detected -1.040 0.015 GT Sense contig242 contig242 X1 (Fragm                CCTTGACcontig242 Solyc01g Solyc01g X1 (Fragment) (AHRD V1 ***- Q3             contig242 Solyc01g X1 (Fragment) (AHRD               SL2.40ch AT4G01180.1  XH/XS do    chr4:501  17.9596 17.0845 12.159 10.4054 10.3008 9.16201
Sense GT Sens 0.169 Detected -0.169 Detected 0.000 -3.407 Comprom -2.252 Detected -2.830 0.042 GT Sense contig242 contig242 Unknown   AGTAGTTcontig242 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig242 Solyc08g Unknown Protein (A  SL2.40ch AT5G50740.3  metal ion   chr5:206  57.3408 37.1815 44.8823 46.2877 5.01183 10.9523
Sense GT Sens -0.257 Detected 0.257 Detected 0.000 -1.861 Comprom -1.613 Comprom -1.737 0.026 GT Sense contig244 contig244 Acyltrans             GAACATAcontig244 Solyc11g Solyc11g Acyltrans             GO:00167 GO:00167          contig244 Solyc11g Acyltrans              GO:00167 SL2.40ch AT3G22220.2  hAT dime     chr3:783  14.2819 16.7098 13.2952 9.10307 4.89597 5.70568
Sense GT Sens 0.293 Detected -0.293 Detected 0.000 -1.996 Detected -1.372 Detected -1.684 0.059 GT Sense contig246 contig246 Lipid tran                    AAAGAGCcontig246 Solyc03g Solyc03g Lipid tran                    GO:00068 GO:00068  contig246 Solyc03g Lipid tran                     GO:00068 SL2.40ch AT1G7800SULTR1;2    SULTR1;         chr1:293  1294.36 706.242 1269.6 439.404 275.915 417.489
Sense GT Sens 0.617 Detected -0.617 Detected 0.000 -1.050 Detected -1.255 Detected -1.152 0.207 GT Sense contig248 contig248 UDP-gluc            AACGAAAcontig248 Solyc11g Solyc11g UDP-gluc            GO:00081 GO:00081  contig248 Solyc11g UDP-gluc             GO:00081 SL2.40ch AT2G3175UGT74D1  UGT74D1                  chr2:134  3616.38 1259.07 1528.95 1430.22 1186.9 1010.63
Sense GT Sens -0.585 Detected 0.585 Detected 0.000 -1.192 Detected -0.877 Detected -1.035 0.230 GT Sense contig249 contig249 Auxin-res               ACACAACcontig249 Solyc12g Solyc12g Auxin-responsive GH3-like (AH              contig249 Solyc12g Auxin-responsive G               SL2.40ch AT5G545 GH3.6, DF   DFL1 (DW          chr5:221  15.9157 29.3458 21.0342 17.8905 10.8911 13.2997
Sense GT Sens -0.134 Detected 0.134 Detected 0.000 -0.903 Detected -1.122 Detected -1.013 0.028 GT Sense contig250 contig250 Aquapori            CCTCACCcontig250 Solyc12g Solyc12g Aquapori            GO:00160 GO:00160 contig250 Solyc12g Aquapori             GO:00160 SL2.40ch AT4G1734TIP2;2, DE   TIP2;2 (T        chr4:969  12622.6 12445.1 16219.2 10616.2 7715.72 6506
Sense GT Sens -0.331 Detected 0.331 Detected 0.000 -1.063 Detected -1.041 Detected -1.052 0.086 GT Sense contig250 contig250 Unknown   ATATGCAcontig250 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig250 Solyc09g Unknown Protein (A  SL2.40ch AT3G63095.1  Encodes        chr3:233  49.4944 64.1402 48.506 55.7513 31.0607 30.9517
Sense GT Sens -0.390 Detected 0.390 Detected 0.000 -1.408 Comprom -1.191 Comprom -1.299 0.085 GT Sense contig251 contig251 FYVE zinc       ATGTTGGcontig251 Solyc00g Solyc00g FYVE zinc finger containing pr     contig251 Solyc00g FYVE zinc finger co      SL2.40ch AT1G61690.1  phospho    chr1:227  10.7372 15.109 20.9157 6.03483 5.52688 6.3057
Sense GT Sens 0.452 Detected -0.452 Detected 0.000 -1.464 Detected -1.964 Detected -1.714 0.080 GT Sense contig252 contig252 Nodulin-li              GCCCTAAcontig252 Solyc11g Solyc11g Nodulin-like protein (Fragment             contig252 Solyc11g Nodulin-like protein             SL2.40ch AT2G39210.1  nodulin f    chr2:163  63.5134 27.7968 13.5804 16.7452 17.5388 12.1748
Sense GT Sens -0.242 Detected 0.242 Detected 0.000 -1.579 Comprom -1.480 Comprom -1.530 0.025 GT Sense contig252 contig252 Disease r              TGCAGGTcontig252 Solyc06g Solyc06g Disease r              GO:00055 GO:00055  contig252 Solyc06g Lrr,  resis   GO:00055 SL2.40ch AT3G1457ATGSL04     ATGSL04           chr3:489  13.9332 15.9591 10.1521 14.4475 5.74617 6.04074
Sense GT Sens 0.773 Detected -0.773 Detected 0.000 -1.956 Detected -1.365 Detected -1.661 0.183 GT Sense contig252 contig252 Alpha-hum                GTGTGG contig252 Solyc06g Solyc06g Alpha-hum                GO:00800 GO:00800      contig252 Solyc06g Sesquiterpene synth      SL2.40ch AT4G19180.1  nucleosid          chr4:104  591.431 165.797 413.864 258.771 92.9083 137.36
Sense GT Sens -0.274 Detected 0.274 Detected 0.000 -0.936 Detected -1.461 Detected -1.199 0.087 GT Sense contig252 contig252 MYB tran               GATCAACcontig252 Solyc09g Solyc09g MYB tran               GO:00036 GO:00036  contig252 Solyc09g MYB tran                GO:00036 SL2.40ch AT4G1348AtMYB79  AtMYB79           chr4:783  95.6974 114.554 23.5933 49.4438 62.9961 42.9728
Sense GT Sens 1.350 Detected -1.350 Detected 0.000 -1.378 Detected -1.427 Detected -1.402 0.408 GT Sense contig253 contig253 Heat shoc                    GATAATAcontig253 Solyc12g Solyc12g Heat shock factor binding prot                  contig253 Solyc12g Heat shock factor bi                   SL2.40ch AT4G15802.1  FUNCTIO                                                          chr4:898  15231.2 1921.38 2183.18 2196.78 2397.36 2274.11
Sense GT Sens -0.122 Detected 0.122 Detected 0.000 -1.226 Detected -0.958 Detected -1.092 0.026 GT Sense contig255 contig255 Isocitrate             TATGATAcontig255 Solyc07g Solyc07g Isocitrate             GO:00044 GO:00044        contig255 Solyc07g Isocitrate              GO:00464 SL2.40ch AT3G2172ICL  ICL (ISOC       chr3:765  120764 117134 87494 76836.6 58548 69202.6
Sense GT Sens -0.539 Detected 0.539 Detected 0.000 -0.903 Detected -1.121 Detected -1.012 0.207 GT Sense contig257 contig257 Heat shoc              TACGTAT contig257 Solyc08g Solyc08g Heat shock protein (AHRD V1 *           contig257 Solyc08g Heat shock protein (             SL2.40ch AT3G4330ATMIN7  ATMIN7 (            chr3:152  19.2251 33.2629 19.2654 8.40959 15.569 13.1401
Sense GT Sens 0.614 Detected -0.614 Detected 0.000 -0.937 Detected -1.412 Detected -1.175 0.216 GT Sense contig258 contig258 Unknown   ATGGTGAcontig258 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig258 Solyc10g Unknown Protein (A  SL2.40ch AT5G10960.1  CCR4-NO       chr5:346  403.186 140.981 126.766 207.974 143.377 101.225
Sense GT Sens 0.543 Detected -0.543 Detected 0.000 -0.931 Detected -1.504 Detected -1.218 0.186 GT Sense contig259 contig259 Os06g022                  AATATAG contig259 Solyc04g Solyc04g Os06g0220000 protein (Fragm                 contig259 Solyc04g Os06g0220000 prote                  SL2.40ch AT5G6426EXL2  EXL2 (EX     chr5:257  958.401 369.649 736.126 493.424 359.34 237.189
Sense GT Sens 0.749 Detected -0.749 Detected 0.000 -0.801 Detected -2.591 Detected -1.696 0.283 GT Sense contig260 contig260 Calmodul              TCGGATTcontig260 Solyc06g Solyc06g Calmodul              GO:00055 GO:00055   contig260 Solyc06g Calmodul               GO:00055 SL2.40ch AT1G76640.1  calmodu     chr1:287  1629.31 472.81 810.083 663.579 579.894 164.598
Sense GT Sens -0.201 Detected 0.201 Detected 0.000 -1.950 Comprom -1.858 Comprom -1.904 0.012 GT Sense contig261 contig261 WUSCHEL              GTTTATCcontig261 Solyc02g Solyc02g WUSCHEL              GO:00063 GO:00063    contig261 Solyc02g WUSCHEL               GO:00063 SL2.40ch AT2G3535PLL1  PLL1 (PO         chr2:148  12.3723 13.3999 5.39701 2.99129 3.83607 4.0147
Sense GT Sens 0.249 Detected -0.249 Detected 0.000 -1.075 Detected -0.996 Detected -1.035 0.054 GT Sense contig262 contig262 U-box dom                TGGAATTcontig262 Solyc11g Solyc11g U-box dom                GO:00054 GO:00054 contig262 Solyc11g U-box dom                 GO:00054 SL2.40ch AT2G23340.1  AP2 dom      chr2:993  576.075 334.364 393.409 247.873 239.936 248.68
Sense GT Sens 0.605 Detected -0.605 Detected 0.000 -0.830 Detected -1.893 Detected -1.362 0.233 GT Sense contig262 contig262 Blue copp             TGTGCACcontig262 Solyc03g Solyc03g Blue copp             GO:00090 GO:00090   contig262 Solyc03g Blue copp              GO:00090 SL2.40ch AT5G12230.1  unknown   chr5:395  419.373 148.493 282.162 234.243 161.609 75.9224
Sense GT Sens 0.012 Detected -0.012 Detected 0.000 -2.348 Detected -1.884 Detected -2.116 0.012 GT Sense contig264 contig264 Acid phos              CATTTTGcontig264 Solyc03g Solyc03g Acid phos              GO:00039 GO:00039   contig264 Solyc03g Acid phos               GO:00039 SL2.40ch AT3G06868.1  unknown   chr3:216  1283.38 1033.48 381.558 281.624 260.435 352.632
Sense GT Sens 0.057 Detected -0.057 Detected 0.000 -1.139 Detected -1.438 Detected -1.289 0.015 GT Sense contig265 contig265 Chloropla                 TTGACGGcontig265 Solyc05g Solyc05g Chloropla                 GO:00065 GO:00065  contig265 Solyc05g Chloropla                  GO:00036 SL2.40ch AT3G25700.2  chloropla      chr3:935  576.268 436.264 780.606 706.144 262.088 209.098
Sense GT Sens 0.662 Detected -0.662 Detected 0.000 -1.442 Detected -0.982 Detected -1.212 0.226 GT Sense contig266 contig266 Undecapr              GCAATTAcontig266 Solyc06g Solyc06g Undecapr              GO:00455 GO:00455             contig266 Solyc06g Undecapr               GO:00455 SL2.40ch AT5G58770.1  dehydrod          chr5:237  384.452 125.757 277.215 211.131 93.1934 125.82
Sense GT Sens 0.372 Detected -0.372 Detected 0.000 -2.434 Detected -1.466 Detected -1.950 0.085 GT Sense contig266 contig266 GDSL est              GTCCTTAcontig266 Solyc10g Solyc10g GDSL est              GO:00162 GO:00162     contig266 Solyc10g GDSL est               GO:00162 SL2.40ch AT1G62150.1  mitochon        chr1:229  460.463 225.291 109.973 104.968 68.6474 131.723
Sense GT Sens 0.673 Detected -0.673 Detected 0.000 -0.884 Detected -1.824 Detected -1.354 0.241 GT Sense contig268 contig268 Male ster                 ACCACCAcontig268 Solyc09g Solyc09g Male ster                 GO:00054 GO:00054 contig268 Solyc09g Male ster                  GO:00054 SL2.40ch AT1G04770.1  male ster      chr1:133  197.765 63.6838 82.4558 85.7647 70.0435 35.8104
Sense GT Sens 0.108 Detected -0.108 Detected 0.000 -0.869 Detected -1.592 Detected -1.230 0.083 GT Sense contig269 contig269 2-oxoglut              CGGAGC contig269 Solyc11g Solyc11g 2-oxoglut              GO:00153 GO:00153   contig269 Solyc11g 2-oxoglut               GO:00153 SL2.40ch AT5G6429DCT, DIT2   DIT2.1 (D       chr5:257  234.279 165.243 107.042 91.6099 124.044 73.7701
Sense GT Sens 0.174 Detected -0.174 Detected 0.000 -1.339 Detected -1.150 Detected -1.244 0.024 GT Sense contig270 contig270 Short inte                     GAGGAG contig270 Solyc00g Solyc00g Short inte                     GO:00037 GO:00037        contig270 Solyc00g Short inte                      GO:00037 SL2.40ch AT1G7552SRS5  SRS5 (SH     chr1:283  286.227 184.22 149.475 178.881 104.521 116.951
Sense GT Sens -0.002 Detected 0.002 Detected 0.000 -1.632 Detected -1.619 Detected -1.626 0.000 GT Sense contig271 contig271 Unknown   GTACTTGcontig271 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig271 Solyc09g Unknown Protein (A  SL2.40ch AT5G23380.1  unknown   chr5:786  104.671 86.0379 104.085 119 35.2551 34.9108
Sense GT Sens -0.357 Detected 0.357 Detected 0.000 -1.129 Detected -1.013 Detected -1.071 0.097 GT Sense contig273 contig273 Auxin res               AATTCTT contig273 Solyc06g Solyc06g Auxin res               GO:00056 GO:00056      contig273 Solyc06g Auxin res                GO:00037 SL2.40ch AT1G1558IAA5, ATA    IAA5 (IND        chr1:536  68.9219 92.5445 60.1848 55.9482 42.0521 44.7372
Sense GT Sens 0.274 Detected -0.274 Detected 0.000 -1.836 Comprom -0.861 Detected -1.348 0.137 GT Sense contig273 contig273 Linalool s               CAAAACT contig273 Solyc10g Solyc10g Linalool s               GO:00340 GO:00340    contig273 Solyc10g Linalool s                GO:00340 SL2.40ch AT1G6168TPS14, AT   TPS14 (T       chr1:227  24.3214 13.6278 20.0439 21.37 5.87339 11.3314
Sense GT Sens -0.380 Detected 0.380 Detected 0.000 -1.221 Detected -0.894 Detected -1.058 0.125 GT Sense contig274 contig274 Auxin-reg                 GAGTGCTcontig274 Solyc04g Solyc04g Auxin-regulated protein (AHRD               contig274 Solyc04g Auxin-regulated pro                 SL2.40ch AT5G59790.1  unknown   chr5:240  148.486 206.045 81.6518 136.665 86.383 106.377
Sense GT Sens 1.380 Detected -1.380 Detected 0.000 -1.627 Detected -1.602 Detected -1.615 0.362 GT Sense contig274 contig274 Unknown   AAACATT contig274 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig274 Solyc10g BHLH tran               GO:00037 SL2.40ch AT3G277 ATARI13,   zinc finge    chr3:102  250.157 30.2625 26.3786 22.8518 32.4264 32.3851
Sense GT Sens 0.080 Detected -0.080 Detected 0.000 -0.909 Detected -1.778 Detected -1.343 0.093 GT Sense contig275 contig275 Xylogluca               CTCCTTCcontig275 Solyc11g Solyc11g Xylogluca               GO:00059 GO:00059   contig275 Solyc11g Xylogluca                GO:00059 SL2.40ch AT2G36870.1  xylogluca             chr2:154  3239.2 2375.03 3727.87 3592.61 1700.74 914.272
Sense GT Sens -1.587 Detected 1.587 Detected 0.000 -2.405 Detected -1.950 Detected -2.178 0.307 GT Sense contig275 contig275 WRKY tra              ATCAATA contig275 Solyc08g Solyc08g WRKY tra              GO:00037 GO:00037        contig275 Solyc08g WRKY tra               GO:00037 SL2.40ch AT1G8084WRKY40,   WRKY40;    chr1:303  23.5833 174.294 2.52141 27.0414 13.9336 18.7531
Sense GT Sens 0.044 Detected -0.044 Detected 0.000 -1.345 Detected -1.965 Detected -1.655 0.034 GT Sense contig277 contig277 Cytokinin                  ATCATAT contig277 Solyc01g Solyc01g Cytokinin riboside 5%26apos%                  contig277 Solyc01g Cytokinin riboside 5                  SL2.40ch AT5G03270.1  unknown   chr5:781  371.708 286.572 270.043 260.96 147.921 94.4598
Sense GT Sens 0.739 Detected -0.739 Detected 0.000 -1.901 Detected -1.501 Detected -1.701 0.156 GT Sense contig277 contig277 Fatty acyl               GATGGTTcontig277 Solyc09g Solyc09g Fatty acyl               GO:00166 GO:00166                  contig277 Solyc09g Fatty acyl                GO:00166 SL2.40ch AT3G5670FAR6  FAR6 (FA                       chr3:209  513.268 150.909 416.889 356.557 85.7896 111.132
Sense GT Sens 0.122 Detected -0.122 Detected 0.000 -1.329 Detected -1.290 Detected -1.309 0.009 GT Sense contig278 contig278 Patatin-lik              CTGCTGCcontig278 Solyc10g Solyc10g Patatin-lik              GO:00066 GO:00066   contig278 Solyc10g Patatin-lik               GO:00066 SL2.40ch AT2G3922PLP6, PLA   PLP6 (PA       chr2:163  97.228 67.2211 128.061 113.36 37.0566 37.3726
Sense GT Sens 0.598 Detected -0.598 Detected 0.000 -1.314 Detected -1.025 Detected -1.169 0.198 GT Sense contig280 contig280 Protein T             CTTCTAT contig280 Solyc08g Solyc08g Protein T             GO:00055 GO:00055  contig280 Solyc08g Protein T              GO:00055 SL2.40ch AT5G17540.1  transfera     chr5:578  63.5427 22.7275 22.1448 17.9428 17.5964 21.1095
Sense GT Sens 0.917 Detected -0.917 Detected 0.000 -1.739 Detected -1.113 Detected -1.426 0.279 GT Sense contig280 contig280 S-adenos                   GAAGTTGcontig280 Solyc00g Solyc00g S-adenos                   GO:00081 GO:00081    contig280 Solyc00g S-adenos                    GO:00087 SL2.40ch AT5G37990.1  S-adenos     chr5:151  231.451 53.161 123.551 46.9686 38.2499 57.9629
Sense GT Sens 0.339 Detected -0.339 Detected 0.000 -1.978 Detected -2.427 Comprom -2.203 0.032 GT Sense contig281 contig281 Nodulin-li                  TCTTGAT contig281 Solyc11g Solyc11g Nodulin-li                  GO:00160 GO:00160 contig281 Solyc11g Nodulin-li                   GO:00160 SL2.40ch AT5G64700.1  nodulin M     chr5:258  44.3242 22.6959 11.1426 6.75856 9.26734 6.6647
Sense GT Sens -0.539 Detected 0.539 Detected 0.000 -1.019 Detected -1.296 Detected -1.157 0.173 GT Sense contig283 contig283 Peroxidas               CTCTTCAcontig283 Solyc02g Solyc02g Peroxidas               GO:00055 GO:00055    contig283 Solyc02g Peroxidas                GO:00046 SL2.40ch AT5G67400.1  peroxida       chr5:268  75.5244 130.684 61.0308 106.834 56.443 45.7368
Sense GT Sens -1.183 Detected 1.183 Detected 0.000 -2.446 Detected -1.254 Detected -1.850 0.297 GT Sense contig283 contig283 MYB tran               AACAACGcontig283 Solyc03g Solyc03g MYB tran               GO:00037 GO:00037        contig283 Solyc03g MYB tran                GO:00055 SL2.40ch AT3G1389MYB26  ATMYB2            chr3:457  19.2775 81.4603 46.2925 28.2776 8.37302 18.7803
Sense GT Sens -0.081 Detected 0.081 Detected 0.000 -1.361 Detected -1.266 Detected -1.313 0.005 GT Sense contig284 contig284 Cellulose             TGATTGCcontig284 Solyc04g Solyc04g Cellulose             GO:00167 GO:00167     contig284 Solyc04g Cellulose              GO:00167 SL2.40ch AT4G3935CESA2, A    CESA2 (C           chr4:182  413.95 379.396 414.223 516.645 177.671 186.286
Sense GT Sens -0.087 Detected 0.087 Detected 0.000 -1.087 Detected -1.036 Detected -1.061 0.007 GT Sense contig284 contig284 Genomic          AGGACTAcontig284 Solyc05g Solyc05g Genomic DNA chromosome 5       contig284 Solyc05g Genomic DNA chrom         SL2.40ch AT3G1904TAF1, TA    HAF2 (HIS                chr3:656  3486.46 3220.08 3009.09 3321.84 1816.39 1846.75
Sense GT Sens 0.167 Detected -0.167 Detected 0.000 -3.200 Comprom -2.861 Comprom -3.030 0.006 GT Sense contig286 contig286 Acetyl xyl                    AGATGCTcontig286 Solyc12g Solyc12g Acetyl xylan esterase A (AHRD                 contig286 Solyc12g Acetyl xylan esteras                    SL2.40ch AT3G4773ATATH1,   ATATH1;           chr3:175  49.6896 32.3082 56.5081 52.2479 5.02062 6.23438
Sense GT Sens 0.441 Detected -0.441 Detected 0.000 -2.010 Detected -2.251 Detected -2.131 0.043 GT Sense contig286 contig286 Unknown   TGAAAAT contig286 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig286 Solyc07g Unknown Protein (A  SL2.40ch AT3G24210.1  ankyrin r     chr3:875  831.966 369.585 595.507 813.603 158.503 131.642
Sense GT Sens 0.268 Detected -0.268 Detected 0.000 -1.520 Detected -1.057 Detected -1.289 0.068 GT Sense contig287 contig287 Ethylene-                    TTTTCGAcontig287 Solyc01g Solyc01g Ethylene-                    GO:00051 GO:00051     contig287 Solyc01g Ethylene-                     GO:00051 SL2.40ch AT2G44940.1  AP2 dom       chr2:185  898.357 507.607 698.264 519.905 271.159 366.704
Sense GT Sens 0.518 Detected -0.518 Detected 0.000 -1.615 Detected -1.323 Detected -1.469 0.112 GT Sense contig287 contig287 Lipoxyge             CTCCAGAcontig287 Solyc01g Solyc01g Lipoxyge             GO:00161 GO:00161    contig287 Solyc01g Lipoxyge              GO:00055 SL2.40ch AT3G4514LOX2, AT   LOX2 (LIP     chr3:165  357.321 142.766 132.192 146.465 84.9062 102.062
Sense GT Sens -0.474 Detected 0.474 Detected 0.000 -1.160 Detected -1.422 Detected -1.291 0.119 GT Sense contig287 contig287 S-adenos               ACGACCAcontig287 Solyc01g Solyc01g S-adenos               GO:00040 GO:00040   contig287 Solyc01g S-adenos                GO:00040 SL2.40ch AT5G1893BUD2, SA   BUD2 (BU        chr5:631  35.7846 56.5213 45.1281 23.5096 23.1756 18.9738
Sense GT Sens 0.788 Detected -0.788 Detected 0.000 -1.831 Detected -1.495 Detected -1.663 0.175 GT Sense contig293 contig293 Major late                CCAAATGcontig293 Solyc07g Solyc07g Major late                GO:00096 GO:00096    contig293 Solyc07g Major late                 GO:00096 SL2.40ch AT5G46770.1  unknown   chr5:189  4845.96 1331.24 3320.75 1861.37 822.165 1018.67
Sense GT Sens 0.107 Detected -0.107 Detected 0.000 -1.176 Detected -1.229 Detected -1.202 0.008 GT Sense contig293 contig293 Genomic          TCCACCGcontig293 Solyc02g Solyc02g Genomic DNA chromosome 5 T       contig293 Solyc02g Genomic DNA chrom         SL2.40ch AT2G37610.1  unknown   chr2:157  1847.92 1304.52 1068.33 1061.7 791.251 748.738
Sense GT Sens 0.652 Detected -0.652 Detected 0.000 -1.312 Detected -0.875 Detected -1.094 0.253 GT Sense contig293 contig293 Xylogluca               GCTTTCCcontig293 Solyc11g Solyc11g Xylogluca               GO:00059 GO:00059   contig293 Solyc11g Xylogluca                GO:00059 SL2.40ch AT5G1387EXGT-A4  EXGT-A4                  chr5:447  1187.73 393.847 981.883 820.716 317.165 421.363
Sense GT Sens 0.655 Detected -0.655 Detected 0.000 -1.204 Detected -0.853 Detected -1.029 0.269 GT Sense contig294 contig294 Glucose-m                AGGCCTAcontig294 Solyc09g Solyc09g Glucose-m                GO:00551 GO:00551  contig294 Solyc09g Glucose-m                 GO:00166 SL2.40ch AT1G03990.1  alcohol o   chr1:102  1350.39 446.026 987.542 750.312 387.804 485.576
Sense GT Sens 0.725 Detected -0.725 Detected 0.000 -0.984 Detected -1.381 Detected -1.182 0.256 GT Sense contig295 contig295 Receptor                  AACAAAT contig295 Solyc06g Solyc06g Receptor expression-enhancin                   contig295 Solyc06g Receptor expressio                   SL2.40ch AT5G5072ATHVA22    ATHVA22   chr5:206  150.887 45.2457 42.2361 31.0173 48.1147 35.8531
Sense GT Sens -2.078 Detected 2.078 Detected 0.000 -1.555 Detected -1.857 Detected -1.706 0.499 GT Sense contig296 contig296 Carbonyl              TGAGTGGcontig296 Solyc01g Solyc01g Carbonyl              GO:00040 GO:00040     contig296 Solyc01g Short-cha               GO:00081 SL2.40ch AT4G2090MS5, TDM   MS5 (MA    chr4:111  11.1508 162.923 14.1198 15.1978 16.7035 13.294
Sense GT Sens -0.311 Detected 0.311 Detected 0.000 -1.001 Detected -1.545 Detected -1.273 0.091 GT Sense contig297 contig297 Dof zinc f                AATATGCcontig297 Solyc02g Solyc02g Dof zinc f                GO:0045449 contig297 Solyc02g Dof zinc f                 GO:00454 SL2.40ch AT5G66940.1  Dof-type      chr5:267  3617.76 4560.54 3084.2 1829.12 2337.69 1573.34
Sense GT Sens -0.299 Detected 0.299 Detected 0.000 -1.123 Detected -1.017 Detected -1.070 0.072 GT Sense contig297 contig297 Unknown   ACGGCTGcontig297 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig297 Solyc06g048800.1.1 AT1G3249EMB2733    ESP3 (EN                  chr1:117  304.184 377.099 165.21 194.637 179.055 189.202
Sense GT Sens 0.930 Detected -0.930 Detected 0.000 -1.166 Detected -1.026 Detected -1.096 0.361 GT Sense contig299 contig299 Unknown           CTTCCACcontig299 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3          contig299 Solyc09g Unknown Protein (A           SL2.40ch AT4G0542DDB1A  DDB1A (D            chr4:274  2807.84 633.328 1896.93 1217.51 684.383 739.841
Sense GT Sens 0.441 Detected -0.441 Detected 0.000 -1.773 Detected -1.976 Detected -1.875 0.054 GT Sense contig300 contig300 UDP-gluc             TGGAATTcontig300 Solyc10g Solyc10g UDP-gluc             GO:00081 GO:00081  contig300 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT1G5844XF1, SQE   XF1; squ    chr1:217  151.325 67.2453 47.4872 51.0515 33.9833 28.9761
Sense GT Sens 0.215 Detected -0.215 Detected 0.000 -1.366 Detected -0.988 Detected -1.177 0.054 GT Sense contig301 contig301 Anthocya                TATTTCT contig301 Solyc10g Solyc10g Anthocya                GO:00164 GO:00164  contig301 Solyc10g Anthocya                 GO:00164 SL2.40ch AT2G38240.1  oxidored       chr2:160  2118.93 1288.75 848.056 311.058 738.066 941.594
Sense GT Sens 0.396 Detected -0.396 Detected 0.000 -0.861 Detected -1.151 Detected -1.006 0.140 GT Sense contig301 contig301 ABC trans                  GTTCCGAcontig301 Solyc04g Solyc04g ABC trans                  GO:00168 GO:00168    contig301 Solyc04g ABC trans                   GO:00085 SL2.40ch AT3G55090.1  ATPase,        chr3:204  195.671 92.5534 148.163 127.04 85.3074 68.4687
Sense GT Sens 0.564 Detected -0.564 Detected 0.000 -1.813 Detected -0.969 Detected -1.391 0.187 GT Sense contig301 contig301 GDSL est              CTCAAAT contig301 Solyc03g Solyc03g GDSL est              GO:00162 GO:00162     contig301 Solyc03g GDSL est               GO:00162 SL2.40ch AT1G28590.1  lipase, pu   chr1:100  1189.83 445.653 397.067 336.499 238.68 420.5
Sense GT Sens 0.289 Detected -0.289 Detected 0.000 -1.553 Detected -1.161 Detected -1.357 0.060 GT Sense contig303 contig303 Unknown              GGCAGTGcontig303 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig303 Solyc06g Unknown Protein (A              SL2.40ch AT5G61520.2  hexose tr    chr5:247  32.0054 17.5584 27.0137 27.9635 9.30363 11.9849
Sense GT Sens 0.248 Detected -0.248 Detected 0.000 -0.864 Detected -2.055 Comprom -1.459 0.152 GT Sense contig305 contig305 Unknown   CCAACCTcontig305 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig305 Solyc03g Unknown Protein (A  SL2.40ch AT1G70440.1 24.2666 14.1004 11.8796 4.04063 11.7022 5.03163
Sense GT Sens 0.097 Detected -0.097 Detected 0.000 -1.336 Detected -1.260 Detected -1.298 0.006 GT Sense contig306 contig306 Protein B                 GTAAGTAcontig306 Solyc08g Solyc08g Protein B                 GO:00428 GO:00428     contig306 Solyc08g Protein B                  GO:00428 SL2.40ch AT1G3188NIP3;1, NL    BRX (BRE          chr1:114  1213.7 869.384 745.171 768.865 468.367 484.747
Sense GT Sens 0.875 Detected -0.875 Detected 0.000 -1.999 Detected -1.532 Detected -1.766 0.191 GT Sense contig307 contig307 Undecapr              GCTTACAcontig307 Solyc08g Solyc08g Undecapr              GO:00455 GO:00455             contig307 Solyc08g Undecapr               GO:00455 SL2.40ch AT5G58770.1  dehydrod          chr5:237  6942.86 1690.1 3875.6 2297.35 986.559 1338.7
Sense GT Sens -0.403 Detected 0.403 Detected 0.000 -0.948 Detected -1.083 Detected -1.016 0.131 GT Sense contig307 contig307 Cytochro                    GATTACGcontig307 Solyc01g Solyc01g Cytochro                    GO:00200 GO:00200    contig307 Solyc01g Cytochro  GO:00517 SL2.40ch AT1G0516CYP88A3     CYP88A3          chr1:148  295.333 422.972 338.293 143.591 210.995 188.51
Sense GT Sens 0.583 Detected -0.583 Detected 0.000 -1.598 Detected -0.971 Detected -1.285 0.192 GT Sense contig308 contig308 Receptor-               CCTTCTAcontig308 Solyc03g Solyc03g Receptor-               GO:00054 GO:00054 contig308 Solyc03g Receptor-                GO:00064 SL2.40ch AT3G5970ATHLECR    ATHLECR        chr3:220  786.053 286.77 330.348 267.494 180.554 273.718
Sense GT Sens 0.681 Detected -0.681 Detected 0.000 -1.497 Detected -0.932 Detected -1.214 0.241 GT Sense contig308 contig308 Protein ph               ATGAAAGcontig308 Solyc06g Solyc06g Protein ph               GO:00038 GO:00038       contig308 Solyc06g Protein ph                GO:00047 SL2.40ch AT1G7277HAB1  HAB1 (HO         chr1:273  785.616 250.497 246.31 154.663 180.939 262.853
Sense GT Sens -0.032 Detected 0.032 Detected 0.000 -1.192 Detected -2.252 Comprom -1.722 0.083 GT Sense contig309 contig309 Cytochro                 GCCAAACcontig309 Solyc04g Solyc04g Cytochro                 GO:00200 GO:00200     contig309 Solyc04g Cytochro  GO:00102 SL2.40ch AT3G23690.1  basic hel      chr3:852  18.8119 16.1067 23.8681 30.24 8.77402 4.12877
Sense GT Sens 0.750 Detected -0.750 Detected 0.000 -1.399 Detected -1.107 Detected -1.253 0.243 GT Sense contig309 contig309 Tumor-re      CAAATCAcontig309 Solyc10g Solyc10g Tumor-related protein (AHRD V   contig309 Solyc10g Tumor-related prote     SL2.40ch AT5G5232CYP96A4  CYP96A4               chr5:212  1457.35 422.195 967.971 775.906 342.561 411.66
Sense GT Sens 0.199 Detected -0.199 Detected 0.000 -1.426 Detected -0.809 Detected -1.117 0.093 GT Sense contig311 contig311 Unknown           ACCCGGGcontig311 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3          contig311 Solyc09g Unknown Protein (A           SL2.40ch AT2G05540.1  glycine-r    chr2:203  1408.72 875.455 1753.43 751.738 475.927 716.605
Sense GT Sens -0.184 Detected 0.184 Detected 0.000 -0.911 Comprom -1.866 Comprom -1.388 0.113 GT Sense contig312 contig312 Mate efflu                  TGGTGCGcontig312 Solyc03g Solyc03g Mate efflu                  GO:00152 GO:00152    contig312 Solyc03g Mate efflu                   GO:00155 SL2.40ch AT1G10730.1  clathrin a        chr1:356  11.0158 11.6427 3.51372 2.995 6.9371 3.51237
Sense GT Sens 0.634 Detected -0.634 Detected 0.000 -1.319 Detected -1.158 Detected -1.238 0.192 GT Sense contig313 contig313 Unannota TAGATTAGGGATTTTGGTTGTGTAGACCTTAGCTTGATTAGGAATTTTG contig313 Solyc08g022010.1.1 AT5G4480CHR4  CHR4 (CH                         chr5:180  45.0061 15.3028 13.5583 11.3089 12.1156 13.2925
Sense GT Sens -0.824 Detected 0.824 Detected 0.000 -1.061 Detected -1.360 Detected -1.210 0.285 GT Sense contig314 contig314 Unannota ACTGGTCAATGATTATTTTTACTGAGTGAAAAATGTAAAAAGATTGCACGcontig314 Solyc03g ATP depe                    GO:00080 SL2.40ch AT3G1742GPK1  GPK1; AT           chr3:595  27.1835 69.8132 35.3708 27.6631 24.0463 19.1822
Sense GT Sens -0.644 Detected 0.644 Detected 0.000 -1.217 Detected -1.088 Detected -1.153 0.217 GT Sense contig314 contig314 Unannota TGGGTGATGGGTGCTGATGTACTTCTTGCTTCATTTTGCAATCAATAAA contig314 Solyc00g Auxin res                 GO:00056 SL2.40ch AT3G2217FHY3  FHY3 (FA          chr3:782  18.0782 36.1493 18.2931 14.9259 12.6608 13.5912
Sense GT Sens -0.612 Detected 0.612 Detected 0.000 -2.632 Comprom -2.246 Comprom -2.439 0.063 GT Sense contig315 contig315 Unannota GGAGAACCAATGTATTTGCAATTTTAGTGTGCATAGTGATGCAAATTTC contig315 Solyc01g Kinase fa                GO:00064 SL2.40ch AT3G55960.1  NLI intera       chr3:207  10.5754 20.231 1.81744 54.0479 2.71662 3.48507
Sense GT Sens -0.779 Detected 0.779 Detected 0.000 -3.553 Comprom -2.848 Comprom -3.201 0.065 GT Sense contig316 contig316 Unannota GCAAGAAGGTTCCTTGTGGCTAAGTACATGAACAACTAATAGTATCAAC contig316 Solyc01g Nitroredu             GO:00166 SL2.40ch AT4G37210.1  tetratrico      chr4:175  10.3373 24.9288 2.69093 2.70452 1.57465 2.51937
Sense GT Sens -0.066 Detected 0.066 Detected 0.000 -1.040 Detected -1.102 Comprom -1.071 0.005 GT Sense contig317 contig317 Unannota GCTCCATTTGGACTCTACATATGTTTTCAATTTGTAGCATTGTTAAGTATcontig317 Solyc02g Peptidyl-t                 GO:00055 SL2.40ch AT1G6750ATREV3  ATREV3             chr1:252  17.7156 15.9031 12.0195 8.78741 9.40115 8.8396
Sense GT Sens -0.398 Detected 0.398 Detected 0.000 -1.205 Detected -1.032 Detected -1.119 0.111 GT Sense contig317 contig317 Unannota CTTTTGATTGGCAGAAAGTAATGATCCGGATGTCGGTTGCTTTGTCGTAcontig317 Solyc02g Hydrolase                GO:00038 SL2.40ch AT1G17330.1  metal-dep       chr1:592  17.8654 25.4023 14.3994 7.51036 10.6419 11.7717
Sense GT Sens -0.414 Detected 0.414 Detected 0.000 -0.974 Detected -2.306 Comprom -1.640 0.172 GT Sense contig320 contig320 Unannota AAGTAGTCAATGCTGATAGGATAGTTTTAACTGAGTTAGAGGTGATAGA contig320 Solyc12g Os07g061                GO:00055 SL2.40ch AT5G480 THAS, TH   THAS1 (T        chr5:194  14.0726 20.4579 10.4858 8.0568 9.94948 3.87782
Sense GT Sens 0.135 Detected -0.135 Detected 0.000 -0.932 Detected -1.108 Detected -1.020 0.024 GT Sense contig320 contig320 Unannota GGCTTGTGTTGCATATGATTACTCTGTACAAATTTAGAAACATTTATAGGcontig320 Solyc12g Os07g061                GO:00055 SL2.40ch AT5G480 THAS, TH   THAS1 (T        chr5:194  31.2558 21.2452 21.9575 23.793 15.5522 13.5109
Sense GT Sens -0.186 Detected 0.186 Detected 0.000 -3.783 Detected -4.068 Detected -3.926 0.004 GT Sense contig322 contig322 Unannota ATGCTCCATTTGCTACTTACCATAGACACAACTATGATCACCTCCGTTC contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  156.387 165.753 2.07514 3.37075 13.4644 10.8472
Sense GT Sens -0.436 Detected 0.436 Detected 0.000 -4.978 Comprom -4.010 Comprom -4.494 0.020 GT Sense contig322 contig322 Unannota CATTTACCTAGAAGATTAGAAGCAACTTTCGAAATCTTCAGGAAATCTG contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  34.824 52.1994 2.78748 2.17683 1.55755 2.99168
Sense GT Sens 0.182 Detected -0.182 Detected 0.000 -1.075 Detected -1.186 Detected -1.131 0.027 GT Sense contig322 contig322 Unannota GTTACCTAAGCATTGACTTGCCTTCTCTTTTCTGAGTCTTTCGATTGGC contig322 Solyc03g Leucine-r        GO:00055 SL2.40ch AT5G10800.1  RNA reco      chr5:341  29.104 18.5327 27.2601 10.8445 12.6904 11.5324
Sense GT Sens 0.026 Detected -0.026 Detected 0.000 -1.314 Detected -1.315 Comprom -1.315 0.000 GT Sense contig323 contig323 Unannota GTGCACATCCAAAATTAAGAGTCATAGTTACCAACTGACGAGTTAAGGG contig323 Solyc03g Phosphog                   GO:00081 SL2.40ch AT3G26840.1 21.8343 17.2511 20.1304 17.7938 8.98563 8.81491
Sense GT Sens 0.776 Detected -0.776 Detected 0.000 -2.060 Detected -2.817 Comprom -2.439 0.106 GT Sense contig326 contig326 Unannota ATGCTTCAAACTTGACAAATTCTTGAAGTACACTGCCCTTTTGTTGTTTAcontig326 Solyc11g F-box family protein             SL2.40ch AT3G45390.1 73.665 20.5716 12.6502 11.7359 10.7472 6.24257
Sense GT Sens -0.317 Detected 0.317 Detected 0.000 -1.452 Detected -1.779 Detected -1.616 0.046 GT Sense contig327 contig327 Unannota CTACGAATGAAAGCTATTCTTGACCCACAAATGAGGAAACTTTGCCCTC contig327 Solyc05g Transposon Ty1-A G                  SL2.40ch AT4G13650.1  pentatric      chr4:793  71.1474 90.4922 70.9775 49.4817 33.7704 26.4185
Sense GT Sens 0.418 Detected -0.418 Detected 0.000 -1.601 Detected -1.911 Detected -1.756 0.059 GT Sense contig328 contig328 Auxin res              TACATGT contig328 Solyc06g Solyc06g Auxin res              GO:00037 GO:00037        contig328 Solyc06g Auxin res               GO:00037 SL2.40ch AT5G4370ATAUX2-1    ATAUX2-           chr5:175  208.464 95.6268 124.499 116.957 53.5894 42.4256
Sense GT Sens -0.911 Detected 0.911 Detected 0.000 -2.026 Comprom -3.120 Comprom -2.573 0.137 GT Sense contig328 contig328 Unannota ATCTTTGAAGGCATCCGCAAGTAGAAGTTCTTCCCGGAGATCAACCTGAcontig328 Solyc09g Gibberelli                 GO:00040 SL2.40ch AT4G18180.1  glycoside           chr4:100  11.8993 34.4771 2.35974 2.99929 5.72706 2.63266
Sense GT Sens -1.062 Detected 1.062 Detected 0.000 -1.158 Detected -1.219 Detected -1.189 0.380 GT Sense contig328 contig328 Unannota CTCCCATAATCCCTCATATCGCTTTGAAGCCAATTAAAAAGTGTTGTATAcontig328 Solyc12g Unknown            GO:00055 SL2.40ch AT5G46650.1  zinc finge        chr5:189  18.0523 64.4747 22.7316 14.7885 17.5994 16.5673
Sense GT Sens -0.258 Detected 0.258 Detected 0.000 -1.457 Comprom -1.037 Comprom -1.247 0.064 GT Sense contig332 contig332 Unannota GTCAACACCACCAAATTAGCAAAGATCAAATCCAAAATTTGCCCCCATTAcontig332 Solyc01g AT2G46550 protein     SL2.40ch AT1G1226VND4, EM    ANAC007       chr1:416  10.7195 12.563 7.04535 8.36845 4.86624 6.39005
Sense GT Sens -0.605 Detected 0.605 Detected 0.000 -1.602 Comprom -2.433 Comprom -2.018 0.111 GT Sense contig333 contig333 Unannota TACAATCAGAATACTTTTGAAAGTATGTCTGGGTTGGTCTGGACCTCTG contig333 Solyc12g Unknown                GO:00160 SL2.40ch AT5G58750.1  wound-re    chr5:237  9.47417 17.9421 4.65746 4.7606 4.94562 2.72789
Sense GT Sens -0.309 Detected 0.309 Detected 0.000 -1.411 Detected -0.989 Detected -1.200 0.085 GT Sense contig334 contig334 Unannota CTCAAAGATCCAAATTGAAAGGATAGGTATGATTCTGATATCCTGTAAT contig334 Solyc06g Mannosy                  GO:00045 SL2.40ch AT4G21040.1  Dof-type      chr4:112  59.5207 74.7932 39.5084 50.654 28.897 37.9885
Sense GT Sens -1.805 Detected 1.805 Detected 0.000 -4.984 Comprom -4.269 Comprom -4.627 0.128 GT Sense contig336 contig336 Unannota GATCTGCAGAATTAACTACCACCCAACAAAAGGATTAAAACAAAAAAGACcontig336 Solyc10g Coatomer                GO:00055 SL2.40ch AT1G43790.1 24.5002 245.209 3.50956 2.98475 2.8203 4.54232
Sense GT Sens -0.475 Detected 0.475 Detected 0.000 -0.979 Comprom -1.536 Comprom -1.257 0.150 GT Sense contig337 contig337 Unannota CGTCATCCAGAACAATGCATAATATATATTACATACTATTTCTTGCAATA contig337 Solyc03g Universal              GO:00069 SL2.40ch AT3G02400.1  forkhead              chr3:489  10.4632 16.5509 21.883 13.0633 7.68669 5.13004
Sense GT Sens 0.752 Detected -0.752 Detected 0.000 -1.523 Detected -0.932 Detected -1.228 0.268 GT Sense contig339 contig339 Stig1 (Fra              GTTACAAcontig339 Solyc07g Solyc07g Stig1 (Fragment) (AHRD V1 *-*-           contig339 Solyc07g Stig1 (Fragment) (AH              SL2.40ch AT2G1726GLR2, AT     GLR2 (GL         chr2:750  69.6612 20.1091 50.5978 37.8201 14.9914 22.1629
Sense GT Sens -0.754 Detected 0.754 Detected 0.000 -1.746 Detected -1.285 Detected -1.515 0.195 GT Sense contig339 contig339 Unannota GCCCCTTATCAACACGTCATGTTCTTTTATCATATTTCAATTACAGGGAAcontig339 Solyc06g Receptor   GO:00046 SL2.40ch AT4G14920.1  DNA bind          chr4:853  16.5007 38.455 9.97858 11.874 8.64833 11.681
Sense GT Sens -0.079 Detected 0.079 Detected 0.000 -0.890 Detected -1.144 Detected -1.017 0.021 GT Sense contig344 contig344 Unannota GGAGGAGGAGATCCAGTCAATAGAAAAGAACAACACTTGGGAGTTGACAcontig344 Solyc04g Copia-type polyprot     SL2.40ch AT4G21040.1  Dof-type      chr4:112  143.814 131.477 135.355 91.0105 85.4315 70.3178
Sense GT Sens -0.162 Detected 0.162 Detected 0.000 -1.128 Detected -1.495 Detected -1.312 0.033 GT Sense contig344 contig344 Unannota GGTTGAGAAGATTGTTGAAGTAACTCAATTTTCCATTAATTGAAGCCAC contig344 Solyc04g Copia-type polyprot     SL2.40ch AT4G21040.1  Dof-type      chr4:112  172.327 176.704 193.145 112.321 91.9231 69.9589
Sense GT Sens 0.596 Detected -0.596 Detected 0.000 -1.796 Detected -1.571 Detected -1.684 0.109 GT Sense contig346 contig346 Aromatic                    TGACTCAcontig346 Solyc03g Solyc03g Aromatic                    GO:00197 GO:00197    contig346 Solyc03g Aromatic                     GO:00301 SL2.40ch AT5G5869ATPLC5,   phospho       chr5:237  43.4439 15.5744 27.5066 24.0989 8.62589 9.89185
Sense GT Sens 0.104 Detected -0.104 Detected 0.000 -1.513 Comprom -0.869 Detected -1.191 0.072 GT Sense contig349 contig349 Unannota ACATCTAGTAAGTTTCCAAAAGATAATGCTTAGGCTAGTTCAATATAATCcontig349 Solyc09g WRKY-like               GO:00055 SL2.40ch AT1G05805.1  basic hel      chr1:174  21.6385 15.3366 22.3652 7.41377 7.35059 11.2733
Sense GT Sens -0.918 Detected 0.918 Detected 0.000 -1.624 Detected -1.644 Detected -1.634 0.217 GT Sense contig351 contig351 Unannota CCAAGTAAAAGTTTGTATTTATTTGTCTAAAAATCCCCACCAGCAGATGGcontig351 Solyc08g Late-emb                    GO:00092 SL2.40ch AT1G62422.1 21.6153 63.2114 11.8367 34.8695 13.8118 13.3643
Sense GT Sens 0.239 Detected -0.239 Detected 0.000 -2.073 Comprom -1.796 Comprom -1.934 0.020 GT Sense contig351 contig351 Unannota TGGTTGTACACCTATAAATTTGGGGCCATCATTTGGCGTATCGGATGTTcontig351 Solyc09g Glycine-rich protein             SL2.40ch AT5G46730.2  glycine-r    chr5:189  25.5713 15.0335 14.0148 11.4218 5.36735 6.38286
Sense GT Sens 0.070 Detected -0.070 Detected 0.000 -1.328 Detected -0.882 Detected -1.105 0.042 GT Sense contig354 contig354 Unannota TCTCAAGTCCAAACTTGTTGCTCAGGTGAACATTAAGTTTCACATTGGT contig354 Solyc12g ATP-bind                 GO:00160 SL2.40ch AT1G70949.1 67.6901 50.3535 62.7371 79.3423 26.7787 35.7991
Sense GT Sens -0.573 Detected 0.573 Detected 0.000 -1.309 Detected -1.638 Comprom -1.473 0.132 GT Sense contig355 contig355 Unannota TTAGACTTATTGGACAAACCAAATAAACAAGACACTTAGCCTGAGACAG contig355 Solyc05g F-box/LRR-repeat pr               SL2.40ch AT5G43400.1  unknown   chr5:174  13.0781 23.7126 10.6532 6.53897 8.18461 6.39472
Sense GT Sens 0.056 Detected -0.056 Detected 0.000 -1.067 Detected -3.438 Comprom -2.252 0.198 GT Sense contig358 contig358 Unannota GACAAGCTTTATCTATGATCAACTGTTTCGCTCTTTAGTCTTCTTCTTCTcontig358 Solyc09g UDP-gluc                GO:00800 SL2.40ch AT2G35720.1  DNAJ hea       chr2:150  21.5306 16.3267 17.2229 15.7132 10.3051 1.9558
Sense GT Sens 0.113 Detected -0.113 Detected 0.000 -1.640 Detected -0.868 Detected -1.254 0.089 GT Sense contig359 contig359 mRNA clo       GAGCACTcontig359 Solyc09g Solyc09g mRNA clone RAFL22-93-M12 (F     contig359 Solyc09g mRNA clone RAFL22      SL2.40ch AT1G6697SVL2  SVL2 (SH       chr1:249  5855.23 4101.1 4106.47 2335.27 1810.04 3034
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Sense GT Sens -0.453 Detected 0.453 Detected 0.000 -1.006 Detected -1.266 Comprom -1.136 0.137 GT Sense contig359 contig359 Unannota ATCTATGAAGAATTTTCAATTTTCATCTCTGTCCTTTGTTTCTTTCATCC contig359 Solyc02g Alpha alp                  GO:00038 SL2.40ch AT1G62510.1 12.0579 18.5018 7.66335 6.10795 8.56538 7.01992
Sense GT Sens -1.150 Detected 1.150 Detected 0.000 -1.544 Detected -1.390 Detected -1.467 0.331 GT Sense contig360 contig360 Unannota CTACTTGAAGTGTCTTCCGACTAAGAGTTAGCGGACATTAAATAAGTGA contig360 Solyc01g Sodium/h                      GO:00055 SL2.40ch AT3G06880.1  nucleotid    chr3:217  23.0165 92.886 15.4987 31.9206 18.2573 19.9443
Sense GT Sens 0.918 Detected -0.918 Detected 0.000 -2.341 Comprom -1.265 Detected -1.803 0.232 GT Sense contig365 contig365 Unannota TTGCTAGTACTTTTTGAAAATGTTGCTGCACATGTGTCGGGGGTCCTCGcontig365 Solyc08g Unknown Protein (A  SL2.40ch AT5G21222.1  protein k     chr5:720  50.3227 11.5507 13.2314 6.58312 5.47843 11.3401
Sense GT Sens -0.256 Detected 0.256 Detected 0.000 -1.280 Detected -1.080 Comprom -1.180 0.050 GT Sense contig365 contig365 Unannota GCAGAATGCTGGTTTTGACTTATTGAAGGTGATGCATCTTGTTATGCAT contig365 Solyc06g ABC trans                  GO:00160 SL2.40ch AT1G53370.1  F-box fam    chr1:199  15.0238 17.5588 7.86262 15.2006 7.69971 8.68367
Sense GT Sens 0.028 Detected -0.028 Detected 0.000 -1.743 Comprom -1.848 Comprom -1.796 0.001 GT Sense contig365 contig365 Unannota ACTACACCTTCAATTCTTGTAGCTGATGAACTCATCAAGGTATTTGCTG contig365 Solyc06g ABC trans                  GO:00160 SL2.40ch AT1G53370.1  F-box fam    chr1:199  15.1615 11.9532 12.1575 15.4547 4.63178 4.2248
Sense GT Sens 0.361 Detected -0.361 Detected 0.000 -2.150 Detected -0.988 Detected -1.569 0.149 GT Sense contig367 contig367 Senescen        CTATCTT contig367 Solyc12g Solyc12g Senescence-inducible chlorop       contig367 Solyc12g Senescence-inducib        SL2.40ch AT4G2292ATNYE1,   NYE1 (NO    chr4:120  2096.78 1041.58 1194.77 674.313 383.374 841.836
Sense GT Sens -0.034 Detected 0.034 Detected 0.000 -0.848 Detected -1.354 Comprom -1.101 0.050 GT Sense contig368 contig368 Unannota GAATGCTTAAATACGCATTCTCACCCGTGTACTATTCATTTAGCATTTTTcontig368 Solyc12g Unknown Protein (A  SL2.40ch AT5G01030.2  unknown   chr5:106  14.9855 12.8687 13.1364 12.8034 8.88211 6.13983
Sense GT Sens 0.996 Detected -0.996 Detected 0.000 -0.926 Detected -1.656 Detected -1.291 0.348 GT Sense contig370 contig370 Unannota GAACTCTAAGAAATCTGAAAACAAGAATGAAGTACATGAAGCCCAATAC contig370 Solyc09g Unknown Protein (A  SL2.40ch AT5G63120.1  ethylene-         chr5:253  480.52 99.0168 297.935 289.857 132.182 78.2447
Sense GT Sens 0.380 Detected -0.380 Detected 0.000 -1.130 Detected -1.551 Detected -1.340 0.091 GT Sense contig372 contig372 Unannota GGGGAAACAAAACATGACTACTCTAAATGGGAAGATAACACCTGTCCAT contig372 Solyc01g Nuclear tr                    GO:00055 SL2.40ch AT3G2642ATRZ-1A  ATRZ-1A        chr3:967  96.6095 46.7099 101.432 75.2646 35.3522 25.9052
Sense GT Sens 0.314 Detected -0.314 Detected 0.000 -1.158 Detected -0.960 Detected -1.059 0.084 GT Sense contig373 contig373 3-oxo-5-a                       ATTTTTT contig373 Solyc10g Solyc10g 3-oxo-5-a                       GO:00160 GO:00160   contig373 Solyc10g 3-oxo-5-a                        GO:00160 SL2.40ch AT2G3805DET2, DW    DET2 (DE       chr2:159  14606.5 7746.05 7788.08 8481.97 5488.13 6178.58
Sense GT Sens -0.018 Detected 0.018 Detected 0.000 -2.643 Comprom -2.193 Comprom -2.418 0.009 GT Sense contig375 contig375 Unannota TTAAAAGGAACAGCTGCAGTATTTTAGAGACCCAAAGAGTATCATCGCT contig375 Solyc06g X1 (Fragment) (AHRD               SL2.40ch AT5G20690.1  ATP bind        chr5:700  21.5377 18.0882 4.95728 3.26931 3.63895 4.87727
Sense GT Sens 0.106 Detected -0.106 Detected 0.000 -3.339 Comprom -2.258 Comprom -2.798 0.037 GT Sense contig375 contig375 Unannota CCCTCTTTTCTTACCATCTCTTTCTGGAAATGTAGCTTTCCGTACTCAC contig375 Solyc06g X1 (Fragment) (AHRD               SL2.40ch AT5G20690.1  ATP bind        chr5:700  42.8283 30.29 11.4522 3.61818 4.09837 8.51184
Sense GT Sens -0.026 Detected 0.026 Detected 0.000 -0.937 Detected -1.238 Detected -1.087 0.019 GT Sense contig378 contig378 Unannota TCAAAAATCCAACAAATTTTCCCCCTTAGTCACTCCTAAAGTTTCAATAT contig378 Solyc06g Unknown             GO:00056 SL2.40ch AT5G57500.1  transfera      chr5:232  87.7784 74.5319 85.7159 67.2061 48.6458 38.7627
Sense GT Sens -0.009 Detected 0.009 Detected 0.000 -3.285 Comprom -4.135 Comprom -3.710 0.013 GT Sense contig379 contig379 Unannota AGCAGCTGGTTTAGACAGAGTCATATGAGACGAAGTAGTAGGATTTGAGcontig379 Solyc09g Sodium/c                   GO:00054 SL2.40ch AT3G1468CYP72A1   CYP72A1               chr3:493  32.7744 27.1693 14.2688 6.36729 3.52396 1.9189
Sense GT Sens 0.860 Detected -0.860 Detected 0.000 -1.234 Detected -0.985 Detected -1.109 0.330 GT Sense contig382 contig382 Chalcone               GAATTGAcontig382 Solyc09g Solyc09g Chalcone               GO:00090 GO:00090  contig382 Solyc09g Chalcone                GO:00081 SL2.40ch AT5G1393CHS, TT4    TT4 (TRA       chr5:448  9800.85 2437.19 5146.37 2918.11 2393.11 2790.45
Sense GT Sens -1.774 Detected 1.774 Detected 0.000 -2.836 Comprom -2.494 Comprom -2.665 0.273 GT Sense contig383 contig383 Unannota CCTGTCACTTTCTGCGAAAAGACTTTGCTAACAATGGAACAGACTAATT contig383 Solyc12g UDP-gluc               GO:00060 SL2.40ch AT5G64700.1  nodulin M     chr5:258  12.8017 122.577 12.8666 16.1244 6.38944 7.94465
Sense GT Sens -1.035 Detected 1.035 Detected 0.000 -2.418 Comprom -3.264 Comprom -2.841 0.126 GT Sense contig385 contig385 Unannota GGAGGGAGATTAAATGACACACAATGACTTTGCCATATCAATCATTATA contig385 Solyc07g016210.1.1 AT5G08460.1  GDSL-mo      chr5:273  11.9379 41.0676 2.00474 2.17597 4.76962 2.60555
Sense GT Sens 0.017 Detected -0.017 Detected 0.000 -0.860 Detected -1.325 Detected -1.092 0.043 GT Sense contig385 contig385 Unannota TAACGTGTCATCTAGCCCAGAATCCCAAGTTCAAGGTATTATTCATTTT contig385 Solyc02g Cyclic nu                GO:00052 SL2.40ch AT3G18350.1  unknown   chr3:629  1041.11 832.57 688.935 679.791 590.827 420.051
Sense GT Sens -0.839 Detected 0.839 Detected 0.000 -0.995 Detected -1.668 Comprom -1.331 0.279 GT Sense contig386 contig386 Unannota CACATGATTCTGCTGGGACTCCACCTCTTTGAGACGATATCAAATCAGGcontig386 Solyc10g Unknown Protein (A  SL2.40ch AT4G3285nPAP  nPAP (NU        chr4:158  11.0739 29.0075 8.9916 7.96382 10.3575 6.37435
Sense GT Sens -0.165 Detected 0.165 Detected 0.000 -0.956 Detected -1.547 Comprom -1.252 0.066 GT Sense contig387 contig387 Unannota AAGCTTTAGCTTCTATCAAAACTTTATTACATGTTGAGCAGGTGTCTGT contig387 Solyc09g R3H doma                    GO:00036 SL2.40ch AT1G3036ERD4  ERD4 (ea      chr1:107  17.932 18.4643 7.88016 8.08794 10.7978 7.03635
Sense GT Sens -0.385 Detected 0.385 Detected 0.000 -2.043 Comprom -1.339 Comprom -1.691 0.083 GT Sense contig389 contig389 Unannota TCAGGAAATTACTCGATTGACGCCTACTGCTGCAATTTCCAGACTCATT contig389 Solyc09g Unknown Protein (A  SL2.40ch AT4G04500.1  protein k     chr4:223  10.6404 14.855 11.6517 11.9382 3.5128 5.61764
Sense GT Sens 0.243 Detected -0.243 Detected 0.000 -1.067 Detected -1.348 Detected -1.208 0.050 GT Sense contig394 contig394 Unannota CCACCCTTAAGAAGACACATGTATTCTACATGACATGATACATGTAGGA contig394 Solyc12g Glucan en                  GO:00059 SL2.40ch AT2G05790.1 101.56 59.4285 68.1418 48.2834 42.6945 34.4922
Sense GT Sens -0.476 Detected 0.476 Detected 0.000 -0.958 Detected -1.738 Comprom -1.348 0.160 GT Sense contig395 contig395 Unknown   GTATGATcontig395 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig395 Solyc07g Unknown Protein (A  SL2.40ch AT1G72640.1  binding /   chr1:273  11.5745 18.3423 6.5564 14.9035 8.63847 4.93525
Sense GT Sens -0.664 Detected 0.664 Detected 0.000 -1.588 Detected -1.094 Detected -1.341 0.199 GT Sense contig397 contig397 Unannota TGGAGCAGAGCCTTTCCAGCGAAGGGTTGTATCTTGGAATAGTATGGT contig397 Solyc02g S-locus re                 GO:00055 SL2.40ch AT2G01870.1  unknown   chr2:389  26.0017 53.4578 19.3447 16.5476 14.2823 19.7453
Sense GT Sens 0.234 Detected -0.234 Detected 0.000 -1.235 Detected -1.043 Detected -1.139 0.046 GT Sense contig397 contig397 Unannota AACAGCAACTTCCATCCAACATTTTGCTTCCCTTTTAATCGCCATTTCTTcontig397 Solyc04g S-adenos                 GO:00087 SL2.40ch AT5G39785.2  structura      chr5:159  437.47 259.084 156.201 112.973 164.719 184.699
Sense GT Sens 0.272 Detected -0.272 Detected 0.000 -1.492 Detected -1.017 Detected -1.255 0.074 GT Sense contig397 contig397 Unannota CTACTCGTGAAAATTACACGAAATAGAGTGTTCAGTACTACTCTGCTCT contig397 Solyc04g S-adenos                 GO:00087 SL2.40ch AT5G39785.2  structura      chr5:159  194.833 109.473 56.2547 53.3677 59.7759 81.5525
Sense GT Sens 0.290 Detected -0.290 Detected 0.000 -1.095 Detected -1.355 Detected -1.225 0.061 GT Sense contig398 contig398 Glyoxalas                GTGATTCcontig398 Solyc03g Solyc03g Glyoxalas                GO:00044 GO:00044   contig398 Solyc03g Glyoxalas                 GO:00044 SL2.40ch AT1G80160.1  lactoylglu           chr1:301  3268.54 1791.85 2743.8 2615.24 1304.33 1069.13
Sense GT Sens -1.095 Detected 1.095 Detected 0.000 -1.790 Detected -2.067 Detected -1.928 0.223 GT Sense contig399 contig399 Unannota GGAGAGGCACAGAAACAAGAAATTCAAGTTTACCCCTAAGCTATCAGAT contig399 Solyc05g WRKY tra                GO:00037 SL2.40ch AT1G43260.1 28.3561 105.992 14.1825 13.2924 18.2548 14.788
Sense GT Sens 0.444 Detected -0.444 Detected 0.000 -7.209 Comprom -6.945 Comprom -7.077 0.004 GT Sense contig399 contig399 Unannota CAAAAACACATTTGTTCTAGTGGGAATTGCTTGTGGCAATTTAGATGGA contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  301.282 133.306 1.99595 2.12518 1.5593 1.83813
Sense GT Sens 0.381 Detected -0.381 Detected 0.000 -5.761 Comprom -5.831 Comprom -5.796 0.004 GT Sense contig399 contig399 Unannota GGCAATTAAAAAGGCTACATAATACAATTCAAAGAGGTAGGTTTCTCAT contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  176.86 85.3901 2.79213 2.18859 2.60923 2.43945
Sense GT Sens -0.288 Detected 0.288 Detected 0.000 -1.141 Comprom -0.905 Comprom -1.023 0.081 GT Sense contig400 contig400 Unannota CTACCAATGCCCTTGAATCTTCCCTCTGTCCTACTTCGAAAATCTTCTT contig400 Solyc04g Mitochon                 GO:00165 SL2.40ch AT3G12970.1  unknown   chr3:414  11.291 13.7872 9.65906 7.09081 6.51282 7.52928
Sense GT Sens -0.538 Detected 0.538 Detected 0.000 -1.555 Detected -1.020 Detected -1.287 0.165 GT Sense contig400 contig400 Unannota GAAGTTGAGCGCACATAAACTTTTGTAAACTTTTGTTGATCCACTTCGG contig400 Solyc07g 14-3-3 pro                  GO:00508 SL2.40ch AT2G4259GRF9, GF    GRF9 (GE                  chr2:177  19.4463 33.5756 9.7978 8.731 10.0146 14.2448
Sense GT Sens -0.239 Detected 0.239 Detected 0.000 -2.056 Comprom -0.906 Detected -1.481 0.140 GT Sense contig402 contig402 Unannota TTCTTGCTGGAGGTAGAGCTACTGGATGGCCGATGGGCCCGCGAGGGTcontig402 Solyc09g Glucose t               GO:00055 SL2.40ch AT5G5256ATUSP  ATUSP (A               chr5:213  20.956 23.9159 204.148 11.1848 6.19752 13.5004
Sense GT Sens 0.467 Detected -0.467 Detected 0.000 -0.941 Detected -1.342 Detected -1.142 0.154 GT Sense contig403 contig403 Unannota GCCTTGTAAAAATTAGAGCATATATACGTCCTTCAATCTAACGGAAGAC contig403 Solyc06g Cinnamoy                GO:00337 SL2.40ch AT4G12750.1  sequence        chr4:749  96.662 41.4654 67.0948 44.7379 37.9618 28.2221
Sense GT Sens 0.414 Detected -0.414 Detected 0.000 -0.904 Detected -1.681 Detected -1.293 0.151 GT Sense contig403 contig403 Unannota GTGACACAATCGTCTTATCCGGCAATGTGATTTTTAATTAATGTCGAAT contig403 Solyc06g Cinnamoy                GO:00337 SL2.40ch AT4G12750.1  sequence        chr4:749  142.524 65.7752 89.743 63.3864 59.5837 34.1147
Sense GT Sens -0.029 Detected 0.029 Detected 0.000 -0.884 Detected -1.140 Comprom -1.012 0.016 GT Sense contig404 contig404 Unannota AAGTTCAGACTTCAGCACAAACCATGACTCTCTTCTTCTTTTTCGCGGT contig404 Solyc03g Phosphog                   GO:00081 SL2.40ch AT1G30860.1 14.6775 12.5174 14.9566 14.3689 8.45639 6.95156
Sense GT Sens -0.366 Detected 0.366 Detected 0.000 -1.144 Detected -1.056 Detected -1.100 0.096 GT Sense contig404 contig404 Unannota ATACGAATAGGCCTTTGGCCCAGAACCTCAGCAGGCTGGCAACGGCGG contig404 Solyc11g Unknown Protein (A  SL2.40ch AT5G2763ACBP5  ACBP5 (A        chr5:977  16.8161 22.8728 12.8706 3.95746 10.2219 10.661
Sense GT Sens -0.331 Detected 0.331 Detected 0.000 -2.903 Comprom -1.354 Comprom -2.129 0.127 GT Sense contig406 contig406 Unannota GAGGCATTAATTATACATTAGCGGGGTGATTTACAGAGGGTGACATGCAcontig406 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT4G1590PRL1  PRL1 (PL              chr4:902  15.7199 20.3784 11.6438 12.8284 2.75539 7.91279
Sense GT Sens -1.649 Detected 1.649 Detected 0.000 -1.239 Detected -0.957 Detected -1.098 0.575 GT Sense contig407 contig407 Unannota GGCTTCGCAGAGGTCAGTTTGTTTTTCTCACCAAACCACCCTTGTGTTGcontig407 Solyc02g Unknown Protein (A  SL2.40ch AT5G251 CIPK25, S   CIPK25 (C               chr5:865  11.2752 90.8591 15.7408 14.3385 15.6108 18.6386
Sense GT Sens 4.510 Detected -4.510 Detected 0.000 -4.422 Detected -4.452 Detected -4.437 0.429 GT Sense contig409 contig409 Unannota GGAGGACGGAGGTAGAGAGACTGTTTTCGATAGACCTTAGGCTCAAGA contig409 Solyc04g Genomic DNA chrom         SL2.40ch AT3G53440.2  DNA bind   chr3:198  97926.4 154.46 151.516 185.821 208.964 200.775
Sense GT Sens -0.689 Detected 0.689 Detected 0.000 -2.448 Comprom -0.848 Detected -1.648 0.259 GT Sense contig410 contig410 Unannota GGTGTTCTTGCGAATATCTACGAATTTCACCTCTACACTCGCAGTTCCA contig410 Solyc03g Unknown Protein (A  SL2.40ch AT3G54470.1  uridine 5         chr3:201  15.1673 32.303 7.75103 12.5849 4.66947 13.9017
Sense GT Sens 0.341 Detected -0.341 Detected 0.000 -0.941 Detected -1.172 Detected -1.057 0.099 GT Sense contig413 contig413 MYB tran               AACGTTGcontig413 Solyc10g Solyc10g MYB tran               GO:00036 GO:00036  contig413 Solyc10g MYB tran                GO:00036 SL2.40ch AT3G1272ATY53, AT   ATMYB6            chr3:404  37.7412 19.2795 35.6851 21.3198 16.1827 13.525
Sense GT Sens 0.428 Detected -0.428 Detected 0.000 -1.311 Detected -1.263 Detected -1.287 0.095 GT Sense contig414 contig414 Unannota TTAGATCACTTCAGCCCAAATAATTTCATTTATCTCAGCTCATCTTGACCcontig414 Solyc09g 3-ketoacy                GO:00039 SL2.40ch AT1G67800.4 37.4894 16.9763 18.6099 13.6884 11.7066 11.8801
Sense GT Sens 0.813 Detected -0.813 Detected 0.000 -1.263 Detected -0.843 Detected -1.053 0.337 GT Sense contig414 contig414 Unannota TAGTTTGGTGCCAGGAATAAGTGACAGAATCGCGGAGCAAAAGTTCCTGcontig414 Solyc09g 3-ketoacy                GO:00039 SL2.40ch AT1G67800.4 86.1071 22.8473 39.6531 27.4307 21.2813 27.951
Sense GT Sens 0.360 Detected -0.360 Detected 0.000 -1.199 Detected -1.192 Detected -1.195 0.080 GT Sense contig414 contig414 Unannota CTTGTTCGGCTTAATTATAGCGCAACATGTTACACTAGAAAATTAATTCGcontig414 Solyc01g Unknown Protein (A  SL2.40ch AT4G00990.1  transcrip        chr4:427  31.4796 15.6597 9.36388 17.4713 11.1351 10.9834
Sense GT Sens -0.301 Detected 0.301 Detected 0.000 -1.058 Detected -1.283 Detected -1.170 0.068 GT Sense contig414 contig414 Unannota TATTTTCTGAAATTCGATGTCGGTTTCTTTCAGGAACTCAGCTGGTGCT contig414 Solyc05g Unknown Protein (A  SL2.40ch AT5G400 AATP1  AATP1 (A           chr5:160  89.1751 110.83 35.0927 43.2999 54.9857 46.1694
Sense GT Sens -0.058 Detected 0.058 Detected 0.000 -1.199 Detected -1.102 Detected -1.150 0.004 GT Sense contig415 contig415 Unannota TACAGCTTCACACTGGCATCAGGCCGGTCATGTGCAGGATAGGTGGTA contig415 Solyc01g Lipoprotein (AHRD V   SL2.40ch AT5G20680.3  unknown   chr5:699  47.3396 42.0032 26.5364 27.0875 22.3701 23.4803
Sense GT Sens -0.572 Detected 0.572 Detected 0.000 -4.449 Comprom -4.151 Comprom -4.300 0.018 GT Sense contig419 contig419 Unannota TAAAATAAATGATCCAACAAGAAATGTAAATGGTTGATCTACGGGAGTC contig419 Solyc09g Unknown Protein (A  SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  21.8676 39.5653 24.0578 2.11371 1.55041 1.87132
Sense GT Sens -1.102 Detected 1.102 Detected 0.000 -1.202 Detected -2.606 Comprom -1.904 0.283 GT Sense contig419 contig419 Unannota ACAACTATATTACTACTACTATACTATGAAGTTTGAACTTAGAAGAGATT contig419 Solyc02g Protection                   GO:00007 SL2.40ch AT5G43570.1  serine-ty     chr5:175  11.3504 42.8646 2.80429 2.01525 11.0417 4.09401
Sense GT Sens 0.224 Detected -0.224 Detected 0.000 -1.616 Detected -1.295 Detected -1.455 0.034 GT Sense contig421 contig421 Unannota AACTTACCACTACCAAGGGCAAGAAATGAACTTTCACCACCAAGAAGAT contig421 Solyc04g FRIGIDA (AHRD V1 *          SL2.40ch AT2G30280.1  unknown   chr2:129  82.1125 49.3137 43.4055 59.5454 23.906 29.3059
Sense GT Sens 0.427 Detected -0.427 Detected 0.000 -1.213 Detected -1.298 Detected -1.255 0.100 GT Sense contig421 contig421 Unannota CGATGATCGATCATTTTCCGATTGCCCTAGTAGCTCAGAGACAACCTCAcontig421 Solyc04g FRIGIDA (AHRD V1 *          SL2.40ch AT2G30280.1  unknown   chr2:129  691.465 313.479 473.378 579.268 231.216 214.061
Sense GT Sens -1.782 Detected 1.782 Detected 0.000 -1.791 Detected -1.561 Detected -1.676 0.447 GT Sense contig422 contig422 Unannota TCGTGTTGTTTTCACGTGATATAGTACCACATGATGGTACCATTTAATA contig422 Solyc07g LRR recep    GO:00163 SL2.40ch AT1G4876delta-ADR  delta-ADR             chr1:180  15.1814 146.985 2.74447 5.8666 15.7167 18.0872
Sense GT Sens -0.764 Detected 0.764 Detected 0.000 -1.134 Detected -1.228 Detected -1.181 0.263 GT Sense contig423 contig423 Unannota CCTTTCATATTTCGAATCATCTTAACAAAAATCTAACTCAGCCACTGTTGcontig423 Solyc09g Genomic                   GO:00036 SL2.40ch AT1G6243ATCDS1  ATCDS1;    chr1:231  15.9832 37.768 15.4851 14.5699 12.8945 11.8516
Sense GT Sens -0.084 Detected 0.084 Detected 0.000 -0.853 Detected -1.411 Comprom -1.132 0.060 GT Sense contig424 contig424 Unannota ATCTGCTATTCACACTACCAAATGAAACAAACAAAAACTCTGTAAGAGGGcontig424 Solyc08g Phosphof                 GO:00060 SL2.40ch AT1G43020.2  unknown   chr1:161  20.8864 19.2244 10.2868 20.5802 12.778 8.51475
Sense GT Sens 0.021 Detected -0.021 Detected 0.000 -0.800 Detected -1.693 Detected -1.247 0.108 GT Sense contig425 contig425 Unknown   TGTTGTGcontig425 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig425 Solyc05g Unknown Protein (A  SL2.40ch AT1G25422.1  unknown   chr1:891  29626.7 23574 26406.3 24675.6 17475.2 9237.68
Sense GT Sens -0.414 Detected 0.414 Detected 0.000 -0.976 Detected -1.337 Detected -1.156 0.124 GT Sense contig427 contig427 Auxin-res       CTAGATTATGGCGTTACTGGGACTATGTCACAATATATTCCAACTCTTA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 42.7331 62.1 57.5282 47.7611 30.1574 23.0528
Sense GT Sens -0.095 Detected 0.095 Detected 0.000 -0.974 Detected -1.307 Detected -1.140 0.027 GT Sense contig428 contig428 Putative C         CACCCAGTCAGCTATCCCTTAATTTTTACTGAATTTTCATATCTATTGAT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 141.919 132.526 109.057 69.6212 80.3966 62.6525
Sense GT Sens 0.322 Detected -0.322 Detected 0.000 -2.005 Comprom -0.916 Detected -1.460 0.147 GT Sense contig431 contig431 Nicotia ta      ACCACTTCTTCAAAGTAACCTTATCACTGCAGCCAGGCGTACGGTCCAT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 30.0086 15.724 11.6324 26.7251 6.23277 13.0137
Sense GT Sens -0.026 Detected 0.026 Detected 0.000 -1.058 Detected -1.402 Detected -1.230 0.019 GT Sense contig437 contig437 Auxin res              GATGGCCcontig437 Solyc06g Solyc06g Auxin res              GO:00037 GO:00037        contig437 Solyc06g Auxin res               GO:00037 SL2.40ch AT5G4370ATAUX2-1    ATAUX2-           chr5:175  91.4351 77.6922 146.854 247.229 46.6117 36.0541
Sense GT Sens -0.535 Detected 0.535 Detected 0.000 -0.872 Detected -2.006 Comprom -1.439 0.206 GT Sense contig457 contig457 DNA bind      ATTGTTGcontig457 Solyc03g Solyc03g DNA binding protein (AHRD V1  contig457 Solyc03g DNA bind      GO:00305 SL2.40ch AT5G5835WNK4, ZIK   WNK4 (W          chr5:235  13.602 23.4027 28.33 3.96281 11.2283 5.0194
Sense GT Sens -0.149 Detected 0.149 Detected 0.000 -0.882 Detected -1.406 Detected -1.144 0.063 GT Sense contig470 contig470 Cytochro                 ATTATTT contig470 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198     contig470 Solyc03g Cytochro  GO:00083 SL2.40ch AT5G249 CYP714A   CYP714A               chr5:856  1685.43 1696.81 1623.16 1331.65 1056.32 721.298
Sense GT Sens 0.585 Detected -0.585 Detected 0.000 -2.037 Detected -1.205 Detected -1.621 0.152 GT Sense contig486 contig486 Acyltrans             CAAGACAcontig486 Solyc12g Solyc12g Acyltrans             GO:00167 GO:00167         contig486 Solyc12g Acyltrans              GO:00167 SL2.40ch AT1G35460.1  basic hel      chr1:130  8676.9 3160.28 3753.43 5112.89 1468.82 2566.89
Sense GT Sens -0.095 Detected 0.095 Detected 0.000 -1.330 Comprom -1.806 Comprom -1.568 0.026 GT Sense contig531 contig531 UPF0497                    TTAGCAT contig531 Solyc06g Solyc06g UPF0497 membrane protein 1                  contig531 Solyc06g UPF0497 membrane                    SL2.40ch AT2G27370.1 13.156 12.2929 4.87558 5.57203 5.82562 4.10888
Sense GT Sens -0.305 Detected 0.305 Detected 0.000 -0.826 Detected -2.053 Comprom -1.439 0.171 GT Sense contig536 contig536 Unknown   CACTTTCcontig536 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig536 Solyc12g Unknown Protein (A  SL2.40ch AT5G60990.1  DEAD/DE       chr5:245  11.2276 14.0408 17.5759 15.8863 8.15742 3.41859
Sense GT Sens 0.322 Detected -0.322 Detected 0.000 -1.328 Detected -1.376 Detected -1.352 0.052 GT Sense contig547 contig547 Glycine-ri              ATAGGAGcontig547 Solyc09g Solyc09g Glycine-rich protein (AHRD V1           contig547 Solyc09g Glycine-rich protein             SL2.40ch AT5G6103GR-RBP3  GR-RBP3           chr5:245  4769.81 2501.02 5658.59 2853.06 1583.72 1503.63
Sense GT Sens -0.106 Detected 0.106 Detected 0.000 -1.556 Detected -0.870 Detected -1.213 0.077 GT Sense contig577 contig577 Cellulose                   TGTGGATcontig577 Solyc10g Solyc10g Cellulose                   GO:00517 GO:00517   contig577 Solyc10g Cellulose                    GO:00517 SL2.40ch AT5G0376ATCSLA0       ATCSLA0         chr5:985  478.053 453.294 575.436 678.092 182.288 287.779
Sense GT Sens -0.071 Detected 0.071 Detected 0.000 -0.983 Detected -1.184 Detected -1.084 0.013 GT Sense contig584 contig584 Peroxidas              CTGTTTT contig584 Solyc12g Solyc12g Peroxidas              GO:00551 GO:00551  contig584 Solyc12g Peroxidas               GO:00551 SL2.40ch AT4G08770.1  peroxida    chr4:559  81.4297 73.6233 129.167 119.138 45.1189 38.5018
Sense GT Sens 0.752 Detected -0.752 Detected 0.000 -1.118 Detected -1.726 Detected -1.422 0.222 GT Sense contig587 contig587 Endogluc                ATGATAAcontig587 Solyc07g Solyc07g Endogluc                GO:00059 GO:00059   contig587 Solyc07g Endogluc                 GO:00059 SL2.40ch AT2G3299AtGH9B8  AtGH9B8            chr2:140  137.559 39.7067 66.142 74.2821 39.2085 25.2528
Sense GT Sens -0.773 Detected 0.773 Detected 0.000 -2.217 Detected -3.805 Comprom -3.011 0.113 GT Sense contig599 contig599 Nudix hyd               GGATGG contig599 Solyc05g Solyc05g Nudix hyd               GO:00512 GO:00512     contig599 Solyc05g Nudix hyd                GO:00512 SL2.40ch AT2G0445ATNUDT6  ATNUDT6                chr2:154  37.6414 90.02 4.03463 57.427 14.4115 4.70543
Sense GT Sens -1.924 Detected 1.924 Detected 0.000 -2.471 Detected -2.733 Comprom -2.602 0.310 GT Sense contig602 contig602 Unknown   TCAAAAT contig602 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig602 Solyc06g Unknown Protein (A  SL2.40ch AT1G7009GATL9, L   LGT8 (GL                 chr1:264  14.0445 165.576 12.1233 14.8603 10.0156 8.1961
Sense GT Sens 0.663 Detected -0.663 Detected 0.000 -1.326 Detected -0.867 Detected -1.097 0.258 GT Sense contig614 contig614 Dihydrofla               CCCATTAcontig614 Solyc01g Solyc01g Dihydrofla               GO:00081 GO:00081           contig614 Solyc01g Dihydrofla                GO:00166 SL2.40ch AT5G24740.1  INVOLVE                                                                    chr5:847  130.805 42.7599 95.3547 76.9583 34.3524 46.3349
Sense GT Sens 0.165 Detected -0.165 Detected 0.000 -1.263 Detected -1.353 Detected -1.308 0.017 GT Sense contig622 contig622 Leucine-r                  ATTCCTGcontig622 Solyc09g Solyc09g Leucine-r                  GO:00055 GO:00055       contig622 Solyc09g LRR recep    GO:00055 SL2.40ch AT5G51350.1  leucine-r        chr5:208  29.9208 19.4949 32.2917 28.9298 11.5887 10.6843
Sense GT Sens -0.028 Detected 0.028 Detected 0.000 -1.290 Comprom -1.154 Comprom -1.222 0.004 GT Sense contig623 contig623 Heat shoc                   TTTCATC contig623 Solyc04g Solyc04g Heat shoc                   GO:00069 GO:00069   contig623 Solyc04g Heat shoc                    GO:00069 SL2.40ch AT4G01920.1  DC1 dom    chr4:829  14.7916 12.5907 9.62709 8.69545 6.42763 6.92892
Sense GT Sens 1.196 Detected -1.196 Detected 0.000 -0.962 Detected -1.914 Detected -1.438 0.380 GT Sense contig647 contig647 Aluminum                  GAAATCT contig647 Solyc01g Solyc01g Aluminum                  GO:00151 GO:00151    contig647 Solyc01g Aluminum                   GO:00151 SL2.40ch AT5G61350.1 113.451 17.7162 122.426 132.439 26.5033 13.4475
Sense GT Sens -0.144 Detected 0.144 Detected 0.000 -0.902 Detected -1.199 Detected -1.050 0.037 GT Sense contig660 contig660 Pentatrico               ATGTCGGcontig660 Solyc08g Solyc08g Pentatricopeptide repeat-conta               contig660 Solyc08g Pentatricopeptide re               SL2.40ch AT4G19220.1  pentatric      chr4:105  26.9948 26.9963 25.5175 34.044 16.6392 13.2928
Sense GT Sens 0.490 Detected -0.490 Detected 0.000 -1.047 Detected -1.235 Detected -1.141 0.149 GT Sense contig691 contig691 MuDR fam                 AGAACAGcontig691 Solyc07g Solyc07g MuDR fam                 GO:00082 GO:00082   contig691 Solyc07g MuDR fam                  GO:00082 SL2.40ch AT5G24870.2  zinc finge        chr5:854  37.6764 15.65 11.8286 13.4374 13.5343 11.6597
Sense GT Sens 0.297 Detected -0.297 Detected 0.000 -1.621 Detected -0.899 Detected -1.260 0.115 GT Sense contig694 contig694 Cytochro                 ATATGTCcontig694 Solyc08g Solyc08g Cytochro                 GO:00198 GO:00198   contig694 Solyc08g Cytochro  GO:00198 SL2.40ch AT3G2622CYP71B3  CYP71B3               chr3:959  906.423 491.834 1116.13 1024.23 249.933 404.657
Sense GT Sens 0.124 Detected -0.124 Detected 0.000 -1.677 Detected -2.485 Comprom -2.081 0.039 GT Sense contig699 contig699 Unknown   ACATCTT contig699 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig699 Solyc06g Unknown Protein (A  SL2.40ch AT1G35340.1  ATP-depe        chr1:129  41.4519 28.5805 14.0293 17.2857 12.3971 6.94936
Sense GT Sens 0.345 Detected -0.345 Detected 0.000 -1.169 Detected -1.090 Detected -1.129 0.083 GT Sense contig703 contig703 GDSL est              ATAGGAGcontig703 Solyc01g Solyc01g GDSL est              GO:00066 GO:00066    contig703 Solyc01g GDSL est               GO:00040 SL2.40ch AT4G21880.1  FUNCTIO                                                                          chr4:116  2131.51 1082.51 1776.07 1330.17 777.981 806.444
Sense GT Sens 1.273 Detected -1.273 Detected 0.000 -1.901 Detected -0.970 Detected -1.436 0.400 GT Sense contig709 contig709 Cytochro                 ATTGGCAcontig709 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig709 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3732CYP81D5  CYP81D5               chr4:175  126.612 17.7694 45.8394 58.2376 14.6233 27.3566
Sense GT Sens 0.025 Detected -0.025 Detected 0.000 -1.751 Comprom -0.850 Detected -1.301 0.102 GT Sense contig726 contig726 Acyltrans             TGATCAAcontig726 Solyc02g Solyc02g Acyltrans             GO:00167 GO:00167          contig726 Solyc02g Acyltrans              GO:00167 SL2.40ch AT1G03390.1  transfera     chr1:841  20.503 16.2207 22.9876 6.58707 6.23718 11.4305
Sense GT Sens -0.337 Detected 0.337 Detected 0.000 -1.648 Comprom -1.241 Comprom -1.444 0.067 GT Sense contig730 contig730 CBS dom                ATGTTGGcontig730 Solyc10g Solyc10g CBS domain containing protei               contig730 Solyc10g CBS domain contain                SL2.40ch AT3G58050.1  unknown   chr3:214  11.212 14.6448 11.2483 9.75255 4.70899 6.12849
Sense GT Sens 0.801 Detected -0.801 Detected 0.000 -1.955 Detected -1.144 Detected -1.550 0.227 GT Sense contig737 contig737 Receptor-                 TATTGGAcontig737 Solyc12g Solyc12g Receptor-                 GO:00064 GO:00064  contig737 Solyc12g Receptor-                  GO:00064 SL2.40ch AT1G33260.2  protein k     chr1:120  1012.61 273.086 322.257 420.446 156.172 268.836
Sense GT Sens 0.108 Detected -0.108 Detected 0.000 -1.683 Detected -2.221 Detected -1.952 0.021 GT Sense contig740 contig740 HMG type                 GCAGATTcontig740 Solyc06g Solyc06g HMG type                 GO:00037 GO:00037      contig740 Solyc06g HMG type                  GO:00037 SL2.40ch AT5G54550.1  unknown   chr5:221  1126.85 795.12 186.296 541.491 339.373 229.449
Sense GT Sens -0.136 Detected 0.136 Detected 0.000 -1.466 Detected -2.328 Detected -1.897 0.052 GT Sense contig751 contig751 Inositol 2-               CATGATGcontig751 Solyc08g Solyc08g Inositol 2-               GO:00081 GO:00081  contig751 Solyc08g Inositol 2-                GO:00081 SL2.40ch AT4G17370.1  oxidored     chr4:970  156.755 155.154 149.483 185.467 65.0069 35.0911
Sense GT Sens 0.631 Detected -0.631 Detected 0.000 -0.962 Detected -1.066 Detected -1.014 0.250 GT Sense contig769 contig769 Centrin 2             GCTCATCcontig769 Solyc10g Solyc10g Centrin 2             GO:00316 GO:00316      contig769 Solyc10g Centrin 2              GO:00316 SL2.40ch AT5G5449PBP1  PBP1 (PI           chr5:221  743.056 253.71 572.944 342.717 256.596 234.355
Sense GT Sens 0.358 Detected -0.358 Detected 0.000 -1.603 Detected -1.091 Detected -1.347 0.092 GT Sense contig781 contig781 (+)-neome              TATTGTCcontig781 Solyc03g Solyc03g (+)-neome              GO:00475 GO:00475      contig781 Solyc03g (+)-neome               GO:00475 SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  33.9674 16.9391 20.9268 16.7068 9.09375 12.7286
Sense GT Sens 0.537 Detected -0.537 Detected 0.000 -1.314 Detected -0.867 Detected -1.091 0.201 GT Sense contig790 contig790 Acetyl xyl                    TTGATGCcontig790 Solyc12g Solyc12g Acetyl xylan esterase A (AHRD                 contig790 Solyc12g Acetyl xylan esteras                    SL2.40ch AT4G34215.2  hydrolas   chr4:163  107.009 41.6593 72.0875 55.6446 30.9148 41.3709
Sense GT Sens 0.724 Detected -0.724 Detected 0.000 -0.893 Detected -1.495 Detected -1.194 0.267 GT Sense contig804 contig804 Unknown   AAACCTCcontig804 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig804 Solyc04g Unknown Protein (A  SL2.40ch AT2G3649DML1, RO   DML1 (DE             chr2:153  582.16 174.724 298.096 294.241 197.693 127.855
Sense GT Sens 0.520 Detected -0.520 Detected 0.000 -1.118 Detected -1.059 Detected -1.089 0.172 GT Sense contig804 contig804 Progester              TATGTTAcontig804 Solyc01g Solyc01g Progester              GO:00081 GO:00081  contig804 Solyc01g Progester               GO:00081 SL2.40ch AT5G44010.1  unknown   chr5:177  579.214 230.836 509.137 467.908 193.948 198.35
Sense GT Sens -0.358 Detected 0.358 Detected 0.000 -1.009 Detected -2.494 Detected -1.751 0.168 GT Sense contig805 contig805 Dehydrat                    CATCTTT contig805 Solyc02g Solyc02g Dehydration-responsive family                   contig805 Solyc02g Dehydration-respon                     SL2.40ch AT2G34300.2  dehydrat    chr2:144  48.3575 65.052 76.8868 118.721 32.0931 11.2547
Sense GT Sens 0.221 Detected -0.221 Detected 0.000 -1.159 Detected -0.955 Detected -1.057 0.049 GT Sense contig807 contig807 Xylogluca               AAGTTAT contig807 Solyc05g Solyc05g Xylogluca               GO:00059 GO:00059          contig807 Solyc05g Xylogluca                GO:00167 SL2.40ch AT2G0185EXGT-A3,    EXGT-A3           chr2:385  573.332 345.894 444.942 706.743 229.642 259.666
Sense GT Sens 0.209 Detected -0.209 Detected 0.000 -1.192 Detected -0.864 Detected -1.028 0.061 GT Sense contig807 contig807 Cellulose          TGTGGATcontig807 Solyc09g Solyc09g Cellulose synthase-like C1-2 g        contig807 Solyc09g Cellulose          GO:00517 SL2.40ch AT5G0376ATCSLA0       ATCSLA0         chr5:985  134.06 82.1437 84.9872 112.236 52.8701 65.1605
Sense GT Sens 0.288 Detected -0.288 Detected 0.000 -0.917 Detected -1.255 Detected -1.086 0.083 GT Sense contig811 contig811 Dehydrin           TTTCTAGcontig811 Solyc04g Solyc04g Dehydrin           GO:00094 GO:00094    contig811 Solyc04g Dehydrin            GO:00094 SL2.40ch AT1G2045LTI29, LT    ERD10 (E         chr1:708  38460.1 21144.7 28149.3 18405.1 17385.9 13500.3
Sense GT Sens -0.737 Detected 0.737 Detected 0.000 -1.287 Detected -1.969 Detected -1.628 0.183 GT Sense contig811 contig811 Auxin res              GATGCCTcontig811 Solyc06g Solyc06g Auxin res              GO:00056 GO:00056       contig811 Solyc06g Auxin res               GO:00055 SL2.40ch AT4G1455IAA14, SL   IAA14 (IN             chr4:834  126.369 287.501 173.908 134.269 89.9506 55.0317
Sense GT Sens -0.135 Detected 0.135 Detected 0.000 -1.172 Detected -1.398 Detected -1.285 0.018 GT Sense contig815 contig815 Peptide tr                  AGACAGGcontig815 Solyc08g Solyc08g Peptide tr                  GO:00160 GO:00160   contig815 Solyc08g Peptide tr                   GO:00429 SL2.40ch AT4G21680.1  proton-de        chr4:115  428.148 423.168 175.376 301.276 217.578 182.553
Sense GT Sens -0.709 Detected 0.709 Detected 0.000 -0.889 Detected -1.872 Comprom -1.380 0.251 GT Sense contig820 contig820 Xylanase              CGGGCA contig820 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig820 Solyc01g Xylanase               GO:00065 SL2.40ch AT1G6368ATMURE,    MURE; A         chr1:236  9.94802 21.7608 5.51414 4.37401 9.14737 4.54399
Sense GT Sens 0.498 Detected -0.498 Detected 0.000 -0.909 Detected -1.249 Detected -1.079 0.177 GT Sense contig869 contig869 Trehalose             ATTCTTGcontig869 Solyc08g Solyc08g Trehalose             GO:00059 GO:00059   contig869 Solyc08g Trehalose              GO:00081 SL2.40ch AT4G12430.1  trehalose     chr4:736  1068.95 439.175 642.997 677.27 420.096 325.771
Sense GT Sens 0.124 Detected -0.124 Detected 0.000 -1.118 Detected -1.170 Detected -1.144 0.012 GT Sense contig873 contig873 Expansin             GCCAAACcontig873 Solyc08g Solyc08g Expansin             GO:00096 GO:00096    contig873 Solyc08g Expansin              GO:00055 SL2.40ch AT2G3764ATEXPA3        EXP3  chr2:157  53.3735 36.8064 57.3706 28.2927 23.5184 22.2693
Sense GT Sens -0.025 Detected 0.025 Detected 0.000 -1.095 Detected -1.023 Detected -1.059 0.002 GT Sense contig897 contig897 Unknown   GCAGAGGcontig897 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig897 Solyc02g Unknown Protein (A  SL2.40ch AT1G2852VOZ1  VOZ1 (VA          chr1:100  65.6094 55.6764 92.5217 52.7534 32.5788 33.622
Sense GT Sens 0.305 Detected -0.305 Detected 0.000 -1.419 Detected -0.995 Detected -1.207 0.083 GT Sense contig912 contig912 3-phenylp               AGTATAT contig912 Solyc12g Solyc12g 3-phenylp               GO:00081 GO:00081  contig912 Solyc12g Short cha                GO:00103 SL2.40ch AT3G26770.1  short-cha       chr3:984  5451.67 2924.64 2140.94 1709.67 1719.76 2264.22
Sense GT Sens -0.021 Detected 0.021 Detected 0.000 -1.187 Detected -1.624 Detected -1.406 0.024 GT Sense contig919 contig919 BZIP trans                AGTGAAGcontig919 Solyc04g Solyc04g BZIP trans                GO:00037 GO:00037         contig919 Solyc04g BZIP trans                 GO:00037 SL2.40ch AT5G652 TGA1  TGA1; DN          chr5:260  113.681 95.8365 152.719 106.102 52.782 38.2684
Sense GT Sens 1.594 Detected -1.594 Detected 0.000 -1.745 Detected -1.733 Detected -1.739 0.389 GT Sense contig945 contig945 Gibberelli                 TAGCACCcontig945 Solyc10g Solyc10g Gibberelli                 GO:00455 GO:00455      contig945 Solyc10g Gibberelli                  GO:00040 SL2.40ch AT1G7844ATGA2OX   ATGA2OX        chr1:295  149.741 13.4683 13.075 9.94515 15.426 15.2645
Sense GT Sens 0.046 Detected -0.046 Detected 0.000 -1.132 Detected -0.914 Detected -1.023 0.013 GT Sense contig974 contig974 Short inte                   GGCGGT contig974 Solyc03g Solyc03g Short internode related sequen                  contig974 Solyc03g Short internode rela                   SL2.40ch AT5G0855ILP1  ILP1 (inc        chr5:276  2677.11 2057.3 1505.83 1820.07 1233.3 1407.61
Sense GT Sens -0.334 Detected 0.334 Detected 0.000 -0.904 Detected -1.655 Comprom -1.280 0.126 GT Sense contig975 contig975 Unknown   AACATGGcontig975 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig975 Solyc03g Unknown Protein (A  SL2.40ch AT5G5885ATMYB11    MYB119           chr5:237  13.8326 18.003 17.2116 15.9804 9.7087 5.6631
Sense GT Sens 0.941 Detected -0.941 Detected 0.000 -1.957 Detected -1.545 Detected -1.751 0.211 GT Sense contig986 contig986 Ent-kaure                GCCTATGcontig986 Solyc08g Solyc08g Ent-kaure                GO:00168 GO:00168  contig986 Solyc08g Ent-kaure                 GO:00168 SL2.40ch AT2G04190.1  meprin a           chr2:142  1087.43 241.75 617.8 338.712 152.024 198.562
Sense GT Sens -1.099 Detected 1.099 Detected 0.000 -1.194 Detected -1.629 Detected -1.411 0.335 GT Sense contig104 contig104 Unknown   GTTGCCGcontig104 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig104 Solyc05g Unknown Protein (A  SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  440.709 1655.86 185.854 285.421 429.933 312.199
Sense GT Sens -1.083 Detected 1.083 Detected 0.000 -1.213 Detected -1.869 Detected -1.541 0.306 GT Sense contig104 contig104 Unknown   TTAACGGcontig104 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig104 Solyc05g Unknown Protein (A  SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  418.896 1539.17 169.973 261.295 398.943 248.356
Sense GT Sens 0.231 Detected -0.231 Detected 0.000 -1.659 Detected -1.218 Detected -1.438 0.046 GT Sense contig103 contig103 Auxin-ind                     GTGATTCcontig103 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig103 Solyc11g Auxin-induced SAUR                 SL2.40ch AT1G80610.1  unknown   chr1:303  1065.74 633.389 1112.78 1278.91 299.61 399.128
Sense GT Sens 0.541 Detected -0.541 Detected 0.000 -1.144 Detected -1.023 Detected -1.084 0.185 GT Sense contig107 contig107 Aminotran                 TGGTGG contig107 Solyc12g Solyc12g Aminotran              GO:00301 GO:00301   contig107 Solyc12g Aminotran               GO:00301 SL2.40ch AT3G2220POP2, GA    POP2 (PO         chr3:783  16693.2 6460.17 7383.11 7748 5408.85 5774.44
Sense GT Sens 0.827 Detected -0.827 Detected 0.000 -1.272 Detected -0.807 Detected -1.040 0.350 GT Sense contig120 contig120 Alpha-hyd                  GAGTGTTcontig120 Solyc07g Solyc07g Alpha-hyd               GO:00800 GO:00800       contig120 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT3G049 WNK1, ZIK   WNK1 (W             chr3:135  592.241 154.189 379.36 307.9 144.124 195.139
Sense GT Sens 0.096 Detected -0.096 Detected 0.000 -2.508 Detected -1.796 Detected -2.152 0.028 GT Sense contig128 contig128 Long-cha                      GCAAGAAcontig128 Solyc09g Solyc09g Long-cha                   GO:00081 GO:00081      contig128 Solyc09g Long-cha                    GO:00044 SL2.40ch AT3G0597LACS6, A   LACS6 (lo        chr3:178  67.4227 48.3364 112.413 109.74 11.5543 18.575
Sense GT Sens 0.507 Detected -0.507 Detected 0.000 -1.517 Detected -1.452 Detected -1.484 0.100 GT Sense contig128 contig128 Auxin-res                    ACGCCATcontig128 Solyc04g Solyc04g Auxin-responsive protein (AHR               contig128 Solyc04g Auxin-responsive pr                SL2.40ch AT1G29490.1  auxin-res     chr1:103  356.588 144.689 365.652 477.243 91.3834 93.8419
Sense GT Sens 0.285 Detected -0.285 Detected 0.000 -1.632 Detected -1.249 Detected -1.440 0.052 GT Sense contig136 contig136 Auxin-res                    ATTCCTT contig136 Solyc11g Solyc11g Auxin-responsive protein (AHR               contig136 Solyc11g Auxin-responsive pr                SL2.40ch AT1G29450.1  auxin-res     chr1:103  1815.63 1001.61 1923.94 2474.13 501.141 641.223
Sense GT Sens 0.826 Detected -0.826 Detected 0.000 -0.960 Detected -1.590 Detected -1.275 0.286 GT Sense contig136 contig136 UDP-gluc               AACCGTTcontig136 Solyc10g Solyc10g UDP-gluc            GO:00081 GO:00081  contig136 Solyc10g UDP-gluc             GO:00081 SL2.40ch AT5G38040.1  UDP-gluc      chr5:151  171.14 44.6139 141.234 67.4286 51.7186 32.7943
Sense GT Sens 0.628 Detected -0.628 Detected 0.000 -1.390 Detected -1.901 Detected -1.646 0.136 GT Sense contig141 contig141 Major late                   CCTCTCGcontig141 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig141 Solyc04g Major late                 GO:00096 SL2.40ch AT2G2418CYP71B6  CYP71B6                 chr2:102  60.4956 20.76 3.18073 5.2813 15.5722 10.7207
Sense GT Sens 0.436 Detected -0.436 Detected 0.000 -0.879 Detected -1.400 Detected -1.139 0.154 GT Sense contig142 contig142 Plant vira                      GGAACTCcontig142 Solyc04g Solyc04g Plant viral-response family pro                 contig142 Solyc04g Plant viral-response                  SL2.40ch AT1G55230.1  unknown   chr1:206  165.622 74.0806 113.644 78.6675 69.3506 47.4433
Sense GT Sens 0.271 Detected -0.271 Detected 0.000 -1.163 Detected -1.762 Detected -1.463 0.069 GT Sense contig146 contig146 Zinc finge                    TGCTATT contig146 Solyc12g Solyc12g Zinc finge                 GO:00056 GO:00056 contig146 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT3G2054POLGAM   POLGAM                 chr3:716  133.571 75.139 48.5082 38.6554 51.5266 33.3714
Sense GT Sens 0.338 Detected -0.338 Detected 0.000 -1.647 Detected -1.157 Detected -1.402 0.078 GT Sense contig148 contig148 Proteinas                    TGGATTAcontig148 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig148 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G15830.1  binding  chr4:899  3194.92 1639.08 2315.77 903.646 841.515 1159.59
Sense GT Sens -0.064 Detected 0.064 Detected 0.000 -0.977 Detected -1.116 Detected -1.047 0.008 GT Sense contig157 contig157 Peroxidas                 ATCGGTGcontig157 Solyc01g Solyc01g Peroxidas              GO:00551 GO:00551   contig157 Solyc01g Peroxidas               GO:00046 SL2.40ch AT5G19890.1  peroxida    chr5:672  5535.14 4956.34 1484.44 3411.39 3063.44 2730.55
Sense GT Sens 0.714 Detected -0.714 Detected 0.000 -0.895 Detected -1.535 Detected -1.215 0.261 GT Sense contig158 contig158 Zeatin O-g        TCTCCAT contig158 Solyc07g Solyc07g Zeatin O-glucosyltransferase (    contig158 Solyc07g UDP-gluc              GO:00800 SL2.40ch AT3G4960UBP26, S    UBP26 (U         chr3:183  411.486 125.277 292.699 269.942 140.589 88.5314
Sense GT Sens 0.427 Detected -0.427 Detected 0.000 -1.210 Detected -0.919 Detected -1.064 0.142 GT Sense contig165 contig165 Unknown      GCATAACcontig165 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig165 Solyc11g Agenet do                     GO:00036 SL2.40ch AT3G10595.1 1491.76 676.046 1337.67 407.039 499.883 600.319
Sense GT Sens 0.180 Detected -0.180 Detected 0.000 -1.272 Detected -2.043 Detected -1.658 0.060 GT Sense contig167 contig167 FAD-bind                    TGGGGT contig167 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig167 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT5G44390.1  FAD-bind     chr5:178  234.855 149.959 91.4465 121.447 89.4611 51.4653
Sense GT Sens 0.704 Detected -0.704 Detected 0.000 -1.701 Detected -1.408 Detected -1.555 0.163 GT Sense contig169 contig169 Sulfotrans                 GAAGAGCcontig169 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig169 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  1020.91 315.246 756.987 545.996 200.865 241.643
Sense GT Sens 0.741 Detected -0.741 Detected 0.000 -1.979 Detected -1.518 Detected -1.748 0.153 GT Sense contig174 contig174 Enoyl-CoA                TTGTCAT contig174 Solyc01g Solyc01g Enoyl-CoA             GO:00081 GO:00081  contig174 Solyc01g Enoyl-CoA              GO:00081 SL2.40ch AT2G30650.1  catalytic  chr2:130  155.441 45.584 100.114 66.4214 24.5891 33.2143
Sense GT Sens 0.633 Detected -0.633 Detected 0.000 -1.171 Detected -1.127 Detected -1.149 0.211 GT Sense contig175 contig175 Pectinest                AATGTTAcontig175 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig175 Solyc02g080200.2.1 AT1G02810.1  pectinest     chr1:618  358.675 122.245 278.082 183.82 107.079 108.338
Sense GT Sens 0.644 Detected -0.644 Detected 0.000 -1.620 Detected -1.348 Detected -1.484 0.153 GT Sense contig179 contig179 Ornithine                CATTTAC contig179 Solyc03g Solyc03g Ornithine             GO:00038 GO:00038    contig179 Solyc03g Ornithine              GO:00045 SL2.40ch AT5G42130.1  mitochon       chr5:168  897.076 301.034 263.071 390.046 194.707 230.712
Sense GT Sens -0.271 Detected 0.271 Detected 0.000 -4.420 Detected -4.773 Detected -4.597 0.005 GT Sense contig185 contig185 Polygalac                           AAAGAGCcontig185 Solyc12g Solyc12g Polygalac                        GO:00059 GO:00059   contig185 Solyc12g Polygalac                         GO:00059 SL2.40ch AT5G14650.1  polygalac       chr5:472  613.759 731.655 143.214 429.222 36.0419 27.696
Sense GT Sens 0.754 Detected -0.754 Detected 0.000 -1.830 Detected -1.337 Detected -1.584 0.184 GT Sense contig188 contig188 Sulfotrans                 GAAGAGCcontig188 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig188 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  1371.25 394.836 905.459 650.418 238.362 329.071
Sense GT Sens -1.571 Detected 1.571 Detected 0.000 -1.937 Detected -2.558 Detected -2.247 0.296 GT Sense contig190 contig190 Os12g061                   AACAAAC contig190 Solyc12g Solyc12g Os12g061                GO:00070 GO:00070  contig190 Solyc01g Kinesin (A                  GO:00064 SL2.40ch AT5G46260.1  disease r       chr5:187  60.482 437.147 47.7284 50.4933 48.912 31.1959
Sense GT Sens 0.718 Detected -0.718 Detected 0.000 -1.317 Detected -1.100 Detected -1.209 0.238 GT Sense contig194 contig194 Unknown      CAAATGAcontig194 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig194 Solyc01g Unknown Protein (A  SL2.40ch AT1G20970.1  FUNCTIO                                                                      chr1:731  5085.01 1538.47 4159.78 3256.2 1292.34 1474.41
Sense GT Sens 0.274 Detected -0.274 Detected 0.000 -1.425 Detected -1.076 Detected -1.250 0.061 GT Sense contig194 contig194 Auxin-res                    ATCAATT contig194 Solyc11g Solyc11g Auxin-responsive protein (AHR               contig194 Solyc11g Auxin-responsive pr                SL2.40ch AT1G29450.1  auxin-res     chr1:103  1339.23 750.147 1497.58 1775.8 429.855 537.447
Sense GT Sens 0.392 Detected -0.392 Detected 0.000 -1.697 Detected -1.330 Detected -1.513 0.073 GT Sense contig195 contig195 Auxin-ind                     TGCTGTTcontig195 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig195 Solyc11g Auxin-induced SAUR                 SL2.40ch AT1G29450.1  auxin-res     chr1:103  754.318 358.625 727.561 1021.46 184.742 233.805
Sense GT Sens 1.167 Detected -1.167 Detected 0.000 -1.844 Detected -2.312 Detected -2.078 0.223 GT Sense contig198 contig198 Leucine-r                      GGATTCCcontig198 Solyc12g Solyc12g Leucine-r                   GO:00055 GO:00055       contig198 Solyc12g LRR recep    GO:00046 SL2.40ch AT2G0195VH1, BRL   BRL2 (BR               chr2:440  579.449 94.1026 175.429 149.087 74.9054 53.1489
Sense GT Sens 0.584 Detected -0.584 Detected 0.000 -1.186 Detected -1.222 Detected -1.204 0.176 GT Sense contig199 contig199 Auxin-res                    CTCCTCAcontig199 Solyc04g Solyc04g Auxin-responsive protein (AHR               contig199 Solyc04g Auxin-responsive pr                SL2.40ch AT2G29660.1  zinc finge       chr2:126  472.041 171.991 425.303 598.925 144.202 138.06
Sense GT Sens -0.990 Detected 0.990 Detected 0.000 -1.024 Detected -1.298 Detected -1.161 0.365 GT Sense contig215 contig215 Unknown                  CCATCCTcontig215 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig215 Solyc08g Homology to unknow                  SL2.40ch AT2G25800.1  INVOLVE                                                                             chr2:110  17.6859 57.1768 33.9022 27.2231 18.0085 14.6168
Sense GT Sens 0.508 Detected -0.508 Detected 0.000 -1.199 Detected -0.850 Detected -1.024 0.197 GT Sense contig215 contig215 Hydroxyc                  ACAACGCcontig215 Solyc12g Solyc12g Hydroxyc               GO:00167 GO:00167         contig215 Solyc12g Hydroxyc                GO:00167 SL2.40ch AT4G15390.1  transfera     chr4:879  3123.11 1265.01 1704.39 1553.26 996.556 1246.66
Sense GT Sens -0.956 Detected 0.956 Detected 0.000 -1.268 Detected -0.893 Detected -1.081 0.383 GT Sense contig217 contig217 Serine/thr                        GGTGTTTcontig217 Solyc08g Solyc08g Serine/threonine-protein phos                    contig217 Solyc11g Serine/threonine-pro                     SL2.40ch AT1G559 ZIP11  ZIP11 (ZIN             chr1:209  39.4033 121.391 34.5437 38.0575 33.0589 42.0809
Sense GT Sens 0.226 Detected -0.226 Detected 0.000 -1.291 Detected -0.960 Detected -1.126 0.057 GT Sense contig220 contig220 Myosin-lik         CTGCAGTcontig220 Solyc02g Solyc02g Myosin-like protein (AHRD V1 *  contig220 Solyc02g Myosin-like protein    SL2.40ch AT2G33793.1  unknown   chr2:142  26.2241 15.6958 18.4452 14.1617 9.54588 11.7835
Sense GT Sens 0.240 Detected -0.240 Detected 0.000 -1.355 Detected -0.880 Detected -1.118 0.080 GT Sense contig226 contig226 Auxin-ind                    ATCCAAGcontig226 Solyc04g Solyc04g Auxin-ind                 GO:00055 GO:00055  contig226 Solyc04g Auxin-ind                  GO:00055 SL2.40ch AT5G18030.1  auxin-res     chr5:596  105.008 61.6662 100.847 133.703 36.2162 49.4003
Sense GT Sens 0.234 Detected -0.234 Detected 0.000 -1.263 Detected -1.143 Detected -1.203 0.038 GT Sense contig226 contig226 Auxin-ind                     TCTAACAcontig226 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig226 Solyc11g Auxin-induced SAUR                 SL2.40ch AT5G18030.1  auxin-res     chr5:596  230.583 136.478 255.76 331.665 85.1136 90.7568
Sense GT Sens 0.782 Detected -0.782 Detected 0.000 -1.177 Detected -1.217 Detected -1.197 0.266 GT Sense contig228 contig228 UDP-gluc               ATAGTGAcontig228 Solyc10g Solyc10g UDP-gluc            GO:00081 GO:00081  contig228 Solyc10g UDP-gluc             GO:00081 SL2.40ch AT5G38040.1  UDP-gluc      chr5:151  100.559 27.8502 92.2707 53.6501 26.9482 25.7313
Sense GT Sens 0.135 Detected -0.135 Detected 0.000 -1.180 Detected -0.856 Detected -1.018 0.040 GT Sense contig231 contig231 Auxin-ind                     TGCAGTAcontig231 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig231 Solyc11g Auxin-induced SAUR                 SL2.40ch AT5G18060.1  auxin-res     chr5:597  80.8895 54.9586 89.1659 120.156 33.8744 41.6449
Sense GT Sens 0.492 Detected -0.492 Detected 0.000 -1.237 Detected -1.421 Detected -1.329 0.118 GT Sense contig239 contig239 Legumin                TTTTTTC contig239 Solyc01g Solyc01g Legumin             GO:00082 GO:00082       contig239 Solyc01g Legumin              GO:00082 SL2.40ch AT3G1765YSL5, PD   YSL5 (YE        chr3:603  605.468 250.59 554.827 380.481 190.235 164.429
Sense GT Sens 0.104 Detected -0.104 Detected 0.000 -1.334 Detected -1.100 Detected -1.217 0.016 GT Sense contig241 contig241 Auxin-ind                    TCAAAAT contig241 Solyc04g Solyc04g Auxin-ind                 GO:00055 GO:00055  contig241 Solyc04g052970.1.1 AT5G18030.1  auxin-res     chr5:596  31.3751 22.2649 30.1859 40.6909 12.0743 13.9391
Sense GT Sens -0.338 Detected 0.338 Detected 0.000 -1.055 Detected -1.063 Comprom -1.059 0.088 GT Sense contig243 contig243 Transpos        TGAAGAAcontig243 Solyc01g Solyc01g Transposase (AHRD V1 **-- Q6 contig243 Solyc01g Transfera        GO:00167 SL2.40ch AT4G2293PYR4, DH   PYR4 (PY                 chr4:120  14.7099 19.2459 4.4571 13.9478 9.32299 9.10303
Sense GT Sens 0.106 Detected -0.106 Detected 0.000 -1.649 Detected -1.080 Detected -1.365 0.046 GT Sense contig244 contig244 Auxin-ind                     TTGAGGAcontig244 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig244 Solyc11g Auxin-induced SAUR                 SL2.40ch AT4G38840.1  auxin-res     chr4:181  147.678 104.41 125.975 218.705 45.5752 66.3664
Sense GT Sens 0.781 Detected -0.781 Detected 0.000 -1.381 Detected -1.250 Detected -1.316 0.235 GT Sense contig244 contig244 Cytochro                    CAAGAAGcontig244 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig244 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G5726CYP71B1   CYP71B1               chr5:231  129.401 35.8878 88.2148 54.0011 30.1194 32.3888
Sense GT Sens 0.335 Detected -0.335 Detected 0.000 -1.554 Detected -1.056 Detected -1.305 0.089 GT Sense contig252 contig252 Auxin-res                    TTACTGGcontig252 Solyc04g Solyc04g Auxin-responsive protein (AHR               contig252 Solyc04g052960.1.1 AT1G53430.2  leucine-r           chr1:199  911.202 469.007 993.009 1114.11 256.438 355.251
Sense GT Sens 0.126 Detected -0.126 Detected 0.000 -1.267 Detected -1.509 Detected -1.388 0.016 GT Sense contig257 contig257 Cytokinin                      TTCCTTCcontig257 Solyc10g Solyc10g Cytokinin riboside 5%26apos%                  contig257 Solyc10g Cytokinin riboside 5                  SL2.40ch AT2G37210.1  Encodes                         chr2:156  439.673 302.329 388.486 427.075 174.422 144.735
Sense GT Sens 0.088 Detected -0.088 Detected 0.000 -1.251 Detected -1.395 Detected -1.323 0.007 GT Sense contig260 contig260 Cytochro                    GTTCTTAcontig260 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig260 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G6345CYP94B1  CYP94B1               chr5:254  340.482 246.785 476.839 171.24 140.276 124.537
Sense GT Sens 0.409 Detected -0.409 Detected 0.000 -1.342 Detected -0.980 Detected -1.161 0.122 GT Sense contig260 contig260 Auxin-ind                     CAGTATAcontig260 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig260 Solyc11g Auxin-induced SAUR                 SL2.40ch AT5G18060.1  auxin-res     chr5:597  135.365 62.9059 55.9186 138.082 41.928 52.8575
Sense GT Sens 0.522 Detected -0.522 Detected 0.000 -1.080 Detected -1.285 Detected -1.182 0.156 GT Sense contig262 contig262 ATP synth           GTATATGcontig262 Solyc06g Solyc06g ATP synthase subunit alpha ch     contig262 Solyc06g ATP synthase subu       SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  17541 6967.76 19890.7 18481.6 6022.89 5127.65
Sense GT Sens 0.307 Detected -0.307 Detected 0.000 -1.641 Detected -1.308 Detected -1.475 0.052 GT Sense contig277 contig277 Auxin-res                    TTCTTGCcontig277 Solyc11g Solyc11g Auxin-responsive protein (AHR               contig277 Solyc11g Auxin-responsive pr                SL2.40ch AT1G29450.1  auxin-res     chr1:103  1783.75 954.819 1860.19 2431.35 481.743 595.767
Sense GT Sens 0.408 Detected -0.408 Detected 0.000 -1.622 Detected -2.247 Detected -1.934 0.064 GT Sense contig278 contig278 MYB tran                  TTGGAATcontig278 Solyc12g Solyc12g MYB tran               GO:0045449 contig278 Solyc02g MYB tran                GO:00037 SL2.40ch AT2G3594BLH1  BLH1 (BE              chr2:150  93.4251 43.4523 44.2464 38.9119 23.836 15.173
Sense GT Sens -0.606 Detected 0.606 Detected 0.000 -1.112 Detected -1.064 Detected -1.088 0.215 GT Sense contig285 contig285 Guanylate                   GGCTGC contig285 Solyc05g Solyc05g Guanylate                GO:00055 GO:00055  contig285 Solyc10g Guanylate                 GO:00055 SL2.40ch AT3G43570.1 25.7879 48.9322 31.1505 28.8999 18.9225 19.1964
Sense GT Sens 0.130 Detected -0.130 Detected 0.000 -1.403 Detected -0.887 Detected -1.145 0.058 GT Sense contig291 contig291 Hydroxyc                    TGAAGGAcontig291 Solyc11g Solyc11g Hydroxyc                 GO:00167 GO:00167         contig291 Solyc11g Hydroxyc                  GO:00167 SL2.40ch AT2G40320.1  unknown   chr2:168  100.543 68.7559 46.3804 68.189 36.2073 50.8191
Sense GT Sens 0.553 Detected -0.553 Detected 0.000 -1.403 Detected -1.531 Detected -1.467 0.119 GT Sense contig292 contig292 Acetyl coe                   CTACTCAcontig292 Solyc05g Solyc05g Acetyl coe                GO:00103 GO:00103            contig292 Solyc05g Acetyl coe                 GO:00103 SL2.40ch AT5G17540.1  transfera     chr5:578  127.159 48.3605 39.6564 23.346 34.1528 30.6723
Sense GT Sens 0.109 Detected -0.109 Detected 0.000 -1.532 Detected -1.148 Detected -1.340 0.026 GT Sense contig333 contig333 Transcrip                     GGAAGAGcontig333 Solyc02g Solyc02g Transcription factor CYCLOID                contig333 Solyc02g Transcription factor                SL2.40ch AT1G54740.1  FUNCTIO                                                                  chr1:204  1165.65 821.197 636.075 520.437 389.637 499.077
Sense GT Sens 0.067 Detected -0.067 Detected 0.000 -2.969 Detected -2.891 Detected -2.930 0.001 GT Sense contig402 contig402 Long-cha                      ATAGCAGcontig402 Solyc09g Solyc09g Long-cha                   GO:00081 GO:00081      contig402 Solyc09g Long-cha                    GO:00044 SL2.40ch AT3G0597LACS6, A   LACS6 (lo        chr3:178  103.101 76.9704 154.222 131.285 13.0987 13.5682
Sense GT Sens 0.306 Detected -0.306 Detected 0.000 -0.920 Detected -1.306 Detected -1.113 0.091 GT Sense contig520 contig520 1-aminocy                   TGTTAAT contig520 Solyc10g Solyc10g 1-aminocy                GO:00164 GO:00164  contig520 Solyc10g 1-aminocy                 GO:00164 SL2.40ch AT2G38240.1  oxidored       chr2:160  1113.57 596.759 875.192 501.914 495.938 372.641
Sense GT Sens 0.934 Detected -0.934 Detected 0.000 -1.712 Detected -1.588 Detected -1.650 0.220 GT Sense contig568 contig568 Auxin-ind                     CTGCTGTcontig568 Solyc04g Solyc04g Auxin-induced SAUR-like prote                contig568 Solyc04g Auxin-induced SAUR                 SL2.40ch AT1G29450.1  auxin-res     chr1:103  241.598 54.2255 240.35 248.814 40.2219 43.0167
Sense GT Sens 0.194 Detected -0.194 Detected 0.000 -1.144 Detected -1.041 Detected -1.093 0.032 GT Sense contig570 contig570 Epoxide h                GTATTGGcontig570 Solyc01g Solyc01g Epoxide h             GO:00038 GO:00038    contig570 Solyc01g Epoxide h              GO:00043 SL2.40ch AT4G15960.1  catalytic/    chr4:904  632.981 396.084 481.186 337.266 260.812 275.081
Sense GT Sens 0.235 Detected -0.235 Detected 0.000 -1.539 Detected -0.993 Detected -1.266 0.072 GT Sense contig769 contig769 Proteinas                    TACTCAAcontig769 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig769 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G15830.1  binding  chr4:899  17077.2 10092.4 14184.2 6169.39 5201.7 7453.35
Sense GT Sens -0.171 Detected 0.171 Detected 0.000 -1.820 Detected -2.672 Comprom -2.246 0.039 GT Sense contig816 contig816 Auxin-ind                      TCTTCACcontig816 Solyc07g Solyc07g Auxin-induced protein-like (AH                 contig816 Solyc07g Auxin-induced prote                  SL2.40ch AT3G07730.1  unknown   chr3:246  39.147 40.6279 35.2636 27.3344 13.0019 7.07359
Sense GT Sens 0.306 Detected -0.306 Detected 0.000 -2.195 Detected -1.290 Detected -1.742 0.086 GT Sense contig834 contig834 Major late                   GTGATGGcontig834 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig834 Solyc04g Major late                 GO:00096 SL2.40ch AT3G4279AL3  AL3 (ALF           chr3:148  59.2291 31.7405 63.8348 50.8139 10.9034 20.0411
Sense GT Sens 0.010 Detected -0.010 Detected 0.000 -1.089 Detected -0.974 Detected -1.031 0.003 GT Sense contig843 contig843 Glutathion                  GGCGTATcontig843 Solyc01g Solyc01g Glutathione-S-transferase (AHR              contig843 Solyc01g Glutathione-S-transf               SL2.40ch AT3G4924emb1796  emb1796       chr3:182  1563 1262.02 854.498 753.631 760.434 807.947
Sense GT Sens 0.304 Detected -0.304 Detected 0.000 -1.564 Detected -1.273 Detected -1.419 0.052 GT Sense contig849 contig849 Auxin-ind                     TGCTGTTcontig849 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig849 Solyc11g Auxin-induced SAUR                 SL2.40ch AT5G01881.1  unknown   chr5:339  1154.99 620.892 1243.13 1743.65 329.698 395.997
Sense GT Sens 0.742 Detected -0.742 Detected 0.000 -1.527 Detected -1.012 Detected -1.269 0.247 GT Sense contig862 contig862 Malate sy                 ATGGCTCcontig862 Solyc03g Solyc03g Malate sy              GO:00060 GO:00060      contig862 Solyc03g Malate sy               GO:00044 SL2.40ch AT5G0386MLS  MLS (MA      chr5:103  127.819 37.4488 80.3677 76.1993 27.6423 38.7795
Sense GT Sens 0.757 Detected -0.757 Detected 0.000 -1.421 Detected -1.039 Detected -1.230 0.256 GT Sense contig888 contig888 Pectinest                ATCATAA contig888 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig888 Solyc02g Pectinest              GO:00056 SL2.40ch AT1G02810.1  pectinest     chr1:618  4133.36 1185.58 2888.24 2072.45 951.851 1217.61
Sense GT Sens 0.789 Detected -0.789 Detected 0.000 -1.124 Detected -0.987 Detected -1.056 0.314 GT Sense contig958 contig958 Aromatic                  ACCAAACcontig958 Solyc07g Solyc07g Aromatic               GO:00197 GO:00197      contig958 Solyc07g054860.1.1 AT2G20340.1  tyrosine    chr2:877  230.431 63.2123 149.847 105.029 63.7462 68.7951
Sense GT Sens -0.010 Detected 0.010 Detected 0.000 -0.906 Detected -1.265 Comprom -1.085 0.026 GT Sense GmHAESAGmHAESACross hyb  AACAGATGACGAGTGTCTTCAAATTAGCTCTCCTTTGCACAAGCTCGTTGCCCTCAACTA 21.5535 17.8924 8.62845 2.1802 12.0692 9.23566
Sense GT Sens -0.487 Detected 0.487 Detected 0.000 -3.596 Detected -3.122 Detected -3.359 0.025 GT Sense U70481 U70481 LEU70481            CTGGAGGAAGAGCTTCTGGTTTTGAAGAACTTAGTAAATGCTTATAAATTATACAACAAA 9141.5 14714.4 5817.63 9575.65 1104.63 1505.22
Sense GT Sens -0.478 Detected 0.478 Detected 0.000 -3.943 Detected -3.489 Detected -3.716 0.020 GT Sense U70481 U70481 TAPG4; C   AAGAGCAAGGAGTACAAAATGTGACAGTTAAGATGGTTAGCTTCACAAGTACTGAGAATG 5379.14 8545.3 3514.11 5563.66 507.631 682.354



GO ID GO ACCESSION GO Term p-value Count in Selection  Count in Selectio Count in Total % Count in Total
4459 GO:0006259|GO:0055132 DNA metabolic process 0.00 41 11.357341 493 1.4237444
4476 GO:0006278 RNA-dependent DNA replication 0.00 27 7.479224 166 0.4793947
4460 GO:0006260|GO:0055133 DNA replication 0.00 27 7.479224 224 0.64689404
8493 GO:0015074 DNA integration 0.00 14 3.8781164 47 0.13573223

31895 GO:0090304 nucleic acid metabolic process 0.00 50 13.850415 2340 6.7577324
19473 GO:0043170|GO:0043283 macromolecule metabolic process 0.00 105 29.085873 6553 18.92454
20510 GO:0044260|GO:0034960 cellular macromolecule metabolic p 0.00 87 24.099724 5577 16.105928

4357 GO:0006139|GO:0055134 nucleobase, nucleoside, nucleotide     0.00 57 15.789474 3285 9.486816
7074 GO:0009815 1-aminocyclopropane-1-carboxylat   0.00 5 1.3850416 49 0.14150807
9722 GO:0016641 oxidoreductase activity, acting on t        0.00 5 1.3850416 69 0.19926646

17024 GO:0034645|GO:0034961 cellular macromolecule biosynthetic 0.00 36 9.9723 1999 5.7729516
6428 GO:0009059|GO:0043284 macromolecule biosynthetic proces 0.00 36 9.9723 2003 5.7845035

20488 GO:0044238 primary metabolic process 0.00 122 33.795013 9167 26.47356
17020 GO:0034641 cellular nitrogen compound metabo  0.00 57 15.789474 3678 10.621769

4906 GO:0006807 nitrogen compound metabolic proce 0.00 57 15.789474 3725 10.757502
9719 GO:0016638 oxidoreductase activity, acting on t     0.00 5 1.3850416 89 0.25702485
5791 GO:0008270 zinc ion binding 0.00 33 9.141274 1880 5.4292893

22415 GO:0046914 transition metal ion binding 0.01 41 11.357341 2599 7.5057034
31431 GO:0080054 low affinity nitrate transmembrane t  0.01 3 0.83102494 45 0.1299564

4641 GO:0006508 proteolysis 0.01 18 4.98615 965 2.7868426
21331 GO:0045735 nutrient reservoir activity 0.01 4 1.1080333 89 0.25702485

2986 GO:0004252 serine-type endopeptidase activity 0.02 5 1.3850416 144 0.41586044
2975 GO:0004175|GO:0016809 endopeptidase activity 0.02 8 2.2160666 320 0.9241344
5907 GO:0008413 8-oxo-7,8-dihydroguanosine triphos   0.02 1 0.27700832 2 0.00577584

11186 GO:0019177 dihydroneopterin triphosphate pyro  0.02 1 0.27700832 2 0.00577584
5636 GO:0008061 chitin binding 0.02 2 0.55401665 23 0.06642216
8526 GO:0015112 nitrate transmembrane transporter 0.03 3 0.83102494 61 0.1761631
8975 GO:0015706|GO:0006872 nitrate transport 0.03 3 0.83102494 61 0.1761631
9876 GO:0016837 carbon-oxygen lyase activity, acting  0.03 2 0.55401665 25 0.072197996

13054 GO:0030570 pectate lyase activity 0.03 2 0.55401665 25 0.072197996
22375 GO:0046872 metal ion binding 0.03 42 11.634349 2985 8.6204405
19470 GO:0043167 ion binding 0.03 42 11.634349 2997 8.655096
19472 GO:0043169 cation binding 0.03 42 11.634349 2997 8.655096

4990 GO:0006915|GO:0008632 apoptosis 0.03 6 1.6620499 227 0.6555578
3307 GO:0004675 transmembrane receptor protein se   0.04 8 2.2160666 367 1.0598665
5756 GO:0008219 cell death 0.04 6 1.6620499 239 0.69021285
8209 GO:0012501|GO:0016244 programmed cell death 0.04 6 1.6620499 239 0.69021285
9462 GO:0016265 death 0.04 6 1.6620499 239 0.69021285
2710 GO:0003860 3-hydroxyisobutyryl-CoA hydrolase 0.04 1 0.27700832 4 0.011551679
3717 GO:0005199 structural constituent of cell wall 0.04 2 0.55401665 32 0.09241343

11522 GO:0019538|GO:0006411 protein metabolic process 0.05 54 14.958448 4134 11.938661
12806 GO:0030247 polysaccharide binding 0.05 2 0.55401665 35 0.10107719

1169 GO:0001871 pattern binding 0.05 2 0.55401665 35 0.10107719
20499 GO:0044249 cellular biosynthetic process 0.06 36 9.9723 2635 7.6096687

2713 GO:0003863 3-methyl-2-oxobutanoate dehydrog   0.06 1 0.27700832 6 0.01732752
3073 GO:0004397 histidine ammonia-lyase activity 0.06 1 0.27700832 6 0.01732752
5810 GO:0008290 F-actin capping protein complex 0.06 1 0.27700832 6 0.01732752

14264 GO:0031849 olfactory receptor binding 0.06 1 0.27700832 6 0.01732752
5891 GO:0008395|GO:0008394 steroid hydroxylase activity 0.07 2 0.55401665 40 0.1155168

20487 GO:0044237 cellular metabolic process 0.07 98 27.146814 8185 23.637625
21149 GO:0045548 phenylalanine ammonia-lyase activ 0.07 1 0.27700832 7 0.020215439

8461 GO:0015020|GO:0003981 glucuronosyltransferase activity 0.07 2 0.55401665 42 0.121292636
13884 GO:0031461 cullin-RING ubiquitin ligase comple 0.07 2 0.55401665 42 0.121292636

5766 GO:0008236 serine-type peptidase activity 0.07 5 1.3850416 214 0.6180149
6427 GO:0009058 biosynthetic process 0.08 37 10.249308 2796 8.074624

10103 GO:0017171 serine hydrolase activity 0.08 5 1.3850416 220 0.63534236
4612 GO:0006468 protein phosphorylation 0.08 30 8.310249 2205 6.367863

11202 GO:0019199 transmembrane receptor protein kin  0.08 9 2.493075 504 1.4555116
7225 GO:0009978 allene oxide synthase activity 0.09 1 0.27700832 9 0.025991278
7506 GO:0010279 indole-3-acetic acid amido syntheta  0.09 1 0.27700832 9 0.025991278

19342 GO:0043027 caspase inhibitor activity 0.09 1 0.27700832 9 0.025991278
19343 GO:0043028 caspase regulator activity 0.09 1 0.27700832 9 0.025991278
19458 GO:0043154|GO:0001719 negative regulation of caspase acti 0.09 1 0.27700832 9 0.025991278
19579 GO:0043281|GO:0043026 regulation of caspase activity 0.09 1 0.27700832 9 0.025991278

3476 GO:0004872|GO:0019041 receptor activity 0.10 11 3.0470915 672 1.9406822
983 GO:0001664 G-protein-coupled receptor binding 0.10 1 0.27700832 10 0.0288792

3156 GO:0004497 monooxygenase activity 0.11 4 1.1080333 172 0.49672222
7690 GO:0010466 negative regulation of peptidase ac 0.11 3 0.83102494 110 0.31767118

12946 GO:0030414 peptidase inhibitor activity 0.11 3 0.83102494 110 0.31767118
25636 GO:0051346 negative regulation of hydrolase ac 0.11 3 0.83102494 110 0.31767118

6013 GO:0008553 hydrogen-exporting ATPase activity   0.11 1 0.27700832 11 0.03176712
5702 GO:0008146 sulfotransferase activity 0.11 2 0.55401665 54 0.15594767
9768 GO:0016706 oxidoreductase activity, acting on p                        0.11 4 1.1080333 175 0.505386

26711 GO:0052547 regulation of peptidase activity 0.11 3 0.83102494 112 0.32344702
28100 GO:0061134 peptidase regulator activity 0.11 3 0.83102494 112 0.32344702

6946 GO:0009678 hydrogen-translocating pyrophosph  0.12 1 0.27700832 12 0.03465504
7526 GO:0010301|GO:0033710 xanthoxin dehydrogenase activity 0.12 1 0.27700832 12 0.03465504
3475 GO:0004871|GO:0005062 signal transducer activity 0.12 12 3.3240998 787 2.2727928

27063 GO:0060089 molecular transducer activity 0.12 12 3.3240998 787 2.2727928
24966 GO:0050660 flavin adenine dinucleotide binding 0.13 3 0.83102494 118 0.34077454
30700 GO:0072341 modified amino acid binding 0.13 2 0.55401665 59 0.17038727

7229 GO:0009987|GO:0008151 cellular process 0.13 121 33.518005 10601 30.614838
8149 GO:0010941 regulation of cell death 0.13 1 0.27700832 13 0.037542958

19298 GO:0042981 regulation of apoptosis 0.13 1 0.27700832 13 0.037542958
19381 GO:0043067|GO:0043070 regulation of programmed cell deat 0.13 1 0.27700832 13 0.037542958

6884 GO:0009607 response to biotic stimulus 0.14 3 0.83102494 122 0.3523262
8553 GO:0015140 malate transmembrane transporter 0.14 1 0.27700832 14 0.040430877
8859 GO:0015556 C4-dicarboxylate transmembrane tr  0.14 1 0.27700832 14 0.040430877
9009 GO:0015740 C4-dicarboxylate transport 0.14 1 0.27700832 14 0.040430877
9012 GO:0015743 malate transport 0.14 1 0.27700832 14 0.040430877
9879 GO:0016841 ammonia-lyase activity 0.14 1 0.27700832 14 0.040430877

29787 GO:0071423 malate transmembrane transport 0.14 1 0.27700832 14 0.040430877
31408 GO:0080031 methyl salicylate esterase activity 0.14 1 0.27700832 14 0.040430877

3490 GO:0004888|GO:0004926 transmembrane receptor activity 0.15 9 2.493075 571 1.6490022
3306 GO:0004674|GO:0004695 protein serine/threonine kinase act 0.15 15 4.1551247 1062 3.0669708



3473 GO:0004867 serine-type endopeptidase inhibito  0.15 2 0.55401665 66 0.1906027
3742 GO:0005242 inward rectifier potassium channel 0.15 1 0.27700832 16 0.046206716
3782 GO:0005310|GO:0005312 dicarboxylic acid transmembrane tr  0.15 1 0.27700832 16 0.046206716
4928 GO:0006835|GO:0006841 dicarboxylic acid transport 0.15 1 0.27700832 16 0.046206716
9386 GO:0016157 sucrose synthase activity 0.15 1 0.27700832 16 0.046206716
9878 GO:0016840 carbon-nitrogen lyase activity 0.15 1 0.27700832 16 0.046206716

18955 GO:0042625 ATPase activity, coupled to transm    0.16 2 0.55401665 68 0.19637854
9874 GO:0016835 carbon-oxygen lyase activity 0.16 4 1.1080333 202 0.5833598
3801 GO:0005342 organic acid transmembrane transp  0.17 3 0.83102494 136 0.3927571

22444 GO:0046943 carboxylic acid transmembrane tran  0.17 3 0.83102494 136 0.3927571
4225 GO:0005985 sucrose metabolic process 0.17 1 0.27700832 18 0.051982556

12887 GO:0030332 cyclin binding 0.17 1 0.27700832 18 0.051982556
22917 GO:0047429 nucleoside-triphosphate diphospha  0.17 1 0.27700832 18 0.051982556

9832 GO:0016782 transferase activity, transferring su  0.18 2 0.55401665 74 0.21370606
2895 GO:0004089 carbonate dehydratase activity 0.18 1 0.27700832 19 0.054870475
9493 GO:0016310 phosphorylation 0.18 31 8.587257 2504 7.2313514
4609 GO:0006464 protein modification process 0.19 34 9.4182825 2781 8.031305
6201 GO:0008794 arsenate reductase (glutaredoxin) a 0.19 1 0.27700832 20 0.0577584
9707 GO:0016624 oxidoreductase activity, acting on t          0.19 1 0.27700832 20 0.0577584
9784 GO:0016723 oxidoreductase activity, oxidizing m       0.19 1 0.27700832 20 0.0577584

13086 GO:0030611 arsenate reductase activity 0.19 1 0.27700832 20 0.0577584
13088 GO:0030613 oxidoreductase activity, acting on p     0.19 1 0.27700832 20 0.0577584
13089 GO:0030614 oxidoreductase activity, acting on p        0.19 1 0.27700832 20 0.0577584

225 GO:0000293 ferric-chelate reductase activity 0.19 1 0.27700832 20 0.0577584
3474 GO:0004869|GO:0004870 cysteine-type endopeptidase inhibi  0.20 1 0.27700832 21 0.060646318
5019 GO:0006952|GO:0002217 defense response 0.20 4 1.1080333 221 0.63823026

28378 GO:0070011 peptidase activity, acting on L-amin   0.20 8 2.2160666 537 1.550813
9682 GO:0016597 amino acid binding 0.20 2 0.55401665 80 0.2310336
9875 GO:0016836 hydro-lyase activity 0.20 2 0.55401665 80 0.2310336

19479 GO:0043176 amine binding 0.20 2 0.55401665 80 0.2310336
12660 GO:0030077 plasma membrane light-harvesting 0.21 1 0.27700832 22 0.06353424
13038 GO:0030551 cyclic nucleotide binding 0.21 1 0.27700832 22 0.06353424
19040 GO:0042716 plasma membrane-derived chroma 0.21 1 0.27700832 22 0.06353424

3827 GO:0005372 water transmembrane transporter a 0.21 2 0.55401665 81 0.23392151
4927 GO:0006833 water transport 0.21 2 0.55401665 81 0.23392151
8652 GO:0015250 water channel activity 0.21 2 0.55401665 81 0.23392151

18429 GO:0042044 fluid transport 0.21 2 0.55401665 81 0.23392151
7527 GO:0010302 2-oxoglutarate-dependent dioxygen  0.21 1 0.27700832 23 0.06642216
8517 GO:0015103 inorganic anion transmembrane tra  0.22 3 0.83102494 154 0.44473964

11931 GO:0020037 heme binding 0.22 8 2.2160666 550 1.5883559
3213 GO:0004568 chitinase activity 0.22 1 0.27700832 24 0.06931008
6248 GO:0008843 endochitinase activity 0.22 1 0.27700832 24 0.06931008

31407 GO:0080030 methyl indole-3-acetate esterase a 0.22 1 0.27700832 24 0.06931008
9114 GO:0015849 organic acid transport 0.22 3 0.83102494 156 0.45051548

22443 GO:0046942 carboxylic acid transport 0.22 3 0.83102494 156 0.45051548
3464 GO:0004857 enzyme inhibitor activity 0.23 3 0.83102494 157 0.4534034

22459 GO:0046961 proton-transporting ATPase activity   0.23 1 0.27700832 25 0.072197996
31493 GO:0080118 brassinosteroid sulfotransferase ac 0.23 1 0.27700832 25 0.072197996

119 GO:0000151 ubiquitin ligase complex 0.23 2 0.55401665 88 0.25413695
8496 GO:0015078 hydrogen ion transmembrane trans  0.23 3 0.83102494 160 0.4620672
3872 GO:0005506 iron ion binding 0.24 8 2.2160666 563 1.6258988
3210 GO:0004565 beta-galactosidase activity 0.24 1 0.27700832 26 0.075085916
3896 GO:0005544 calcium-dependent phospholipid bi 0.24 1 0.27700832 26 0.075085916
5763 GO:0008233 peptidase activity 0.24 8 2.2160666 565 1.6316746
2982 GO:0004197 cysteine-type endopeptidase activit 0.24 2 0.55401665 90 0.2599128
9869 GO:0016829 lyase activity 0.25 7 1.9390582 488 1.4093049

13144 GO:0030674 protein binding, bridging 0.25 1 0.27700832 28 0.080861755
13634 GO:0031177 phosphopantetheine binding 0.25 1 0.27700832 28 0.080861755
27064 GO:0060090 binding, bridging 0.25 1 0.27700832 28 0.080861755

3472 GO:0004866 endopeptidase inhibitor activity 0.26 2 0.55401665 95 0.27435237
8159 GO:0010951 negative regulation of endopeptida  0.26 2 0.55401665 95 0.27435237

26712 GO:0052548 regulation of endopeptidase activity 0.26 2 0.55401665 95 0.27435237
28101 GO:0061135 endopeptidase regulator activity 0.26 2 0.55401665 95 0.27435237
19684 GO:0043412 macromolecule modification 0.26 34 9.4182825 2900 8.374968
12805 GO:0030246 carbohydrate binding 0.27 4 1.1080333 251 0.7248679

2774 GO:0003950 NAD+ ADP-ribosyltransferase activ 0.27 1 0.27700832 30 0.086637594
6216 GO:0008810 cellulase activity 0.27 1 0.27700832 30 0.086637594
5705 GO:0008152 metabolic process 0.27 188 52.07756 17432 50.34222

13829 GO:0031406 carboxylic acid binding 0.27 2 0.55401665 98 0.28301615
19590 GO:0043295 glutathione binding 0.28 1 0.27700832 31 0.08952551

8967 GO:0015698 inorganic anion transport 0.28 3 0.83102494 176 0.5082739
3904 GO:0005576 extracellular region 0.28 3 0.83102494 178 0.5140497

13082 GO:0030599 pectinesterase activity 0.28 3 0.83102494 178 0.5140497
22409 GO:0046906 tetrapyrrole binding 0.28 8 2.2160666 596 1.7212002

3265 GO:0004630 phospholipase D activity 0.29 1 0.27700832 32 0.09241343
20517 GO:0044267 cellular protein metabolic process 0.29 37 10.249308 3225 9.313541
19253 GO:0042936 dipeptide transporter activity 0.30 2 0.55401665 105 0.3032316
19255 GO:0042938 dipeptide transport 0.30 2 0.55401665 105 0.3032316

3749 GO:0005249 voltage-gated potassium channel a 0.30 1 0.27700832 34 0.09818927
5195 GO:0007165|GO:0023033 signal transduction 0.30 12 3.3240998 961 2.775291

12602 GO:0023052|GO:0023046 signaling 0.30 12 3.3240998 961 2.775291
9480 GO:0016289 CoA hydrolase activity 0.31 1 0.27700832 35 0.10107719

21146 GO:0045544 gibberellin 20-oxidase activity 0.31 1 0.27700832 35 0.10107719
22049 GO:0046527 glucosyltransferase activity 0.31 4 1.1080333 270 0.77973837
19393 GO:0043086 negative regulation of catalytic acti 0.31 3 0.83102494 188 0.54292893
20342 GO:0044092 negative regulation of molecular fu 0.31 3 0.83102494 188 0.54292893

3804 GO:0005345 purine base transmembrane transp  0.31 1 0.27700832 36 0.10396511
4949 GO:0006863|GO:0015852 purine base transport 0.31 1 0.27700832 36 0.10396511
8739 GO:0015385|GO:0015502 sodium:hydrogen antiporter activity 0.31 1 0.27700832 36 0.10396511
9185 GO:0015925 galactosidase activity 0.31 1 0.27700832 36 0.10396511
3304 GO:0004672|GO:0050222 protein kinase activity 0.32 16 4.432133 1333 3.8495972

24968 GO:0050662 coenzyme binding 0.32 3 0.83102494 191 0.5515927
3318 GO:0004693|GO:0016537 cyclin-dependent protein kinase ac 0.32 1 0.27700832 37 0.10685303
3758 GO:0005267 potassium channel activity 0.32 1 0.27700832 37 0.10685303
8934 GO:0015662 ATPase activity, coupled to transm      0.32 1 0.27700832 37 0.10685303

29918 GO:0071554 cell wall organization or biogenesis 0.33 2 0.55401665 112 0.32344702
12538 GO:0022843 voltage-gated cation channel activi 0.33 1 0.27700832 38 0.10974095
25626 GO:0051336 regulation of hydrolase activity 0.34 3 0.83102494 196 0.5660323



8613 GO:0015205|GO:0015392 nucleobase transmembrane transp  0.34 1 0.27700832 40 0.1155168
9116 GO:0015851 nucleobase transport 0.34 1 0.27700832 40 0.1155168
8584 GO:0015171|GO:0015359 amino acid transmembrane transpo  0.35 2 0.55401665 118 0.34077454
2521 GO:0003333 amino acid transmembrane transpo 0.35 2 0.55401665 118 0.34077454

20627 GO:0044433 cytoplasmic vesicle part 0.35 1 0.27700832 41 0.118404716
30069 GO:0071705 nitrogen compound transport 0.35 3 0.83102494 202 0.5833598
12659 GO:0030076 light-harvesting complex 0.36 1 0.27700832 42 0.121292636
13833 GO:0031410 cytoplasmic vesicle 0.36 1 0.27700832 43 0.124180555
14393 GO:0031982 vesicle 0.36 1 0.27700832 43 0.124180555

4951 GO:0006865|GO:0006866 amino acid transport 0.37 2 0.55401665 123 0.35521415
9753 GO:0016682 oxidoreductase activity, acting on d         0.37 1 0.27700832 44 0.12706847

409 GO:0000502 proteasome complex 0.37 1 0.27700832 44 0.12706847
5692 GO:0008134 transcription factor binding 0.38 1 0.27700832 45 0.1299564
8666 GO:0015276 ligand-gated ion channel activity 0.38 1 0.27700832 45 0.1299564

11780 GO:0019829 cation-transporting ATPase activity 0.38 1 0.27700832 45 0.1299564
12530 GO:0022834 ligand-gated channel activity 0.38 1 0.27700832 45 0.1299564
18956 GO:0042626 ATPase activity, coupled to transm    0.38 3 0.83102494 211 0.6093511

3761 GO:0005275|GO:0005279 amine transmembrane transporter a 0.38 2 0.55401665 126 0.3638779
9861 GO:0016820 hydrolase activity, acting on acid a      0.38 3 0.83102494 212 0.612239

11776 GO:0019825 oxygen binding 0.38 5 1.3850416 389 1.1234008
8495 GO:0015077 monovalent inorganic cation transm   0.39 3 0.83102494 214 0.6180149
9913 GO:0016881 acid-amino acid ligase activity 0.39 5 1.3850416 391 1.1291766
4188 GO:0005938 cell cortex 0.40 1 0.27700832 48 0.13862015

14591 GO:0032183 SUMO binding 0.40 1 0.27700832 48 0.13862015
20642 GO:0044448 cell cortex part 0.40 1 0.27700832 48 0.13862015

113 GO:0000145 exocyst 0.40 1 0.27700832 48 0.13862015
17617 GO:0035251 UDP-glucosyltransferase activity 0.40 3 0.83102494 218 0.62956655

3756 GO:0005261|GO:0015281 cation channel activity 0.40 1 0.27700832 49 0.14150807
3844 GO:0005451 monovalent cation:hydrogen antipo  0.40 1 0.27700832 49 0.14150807

31421 GO:0080044 quercetin 7-O-glucosyltransferase 0.40 1 0.27700832 49 0.14150807
12533 GO:0022838 substrate-specific channel activity 0.41 3 0.83102494 221 0.63823026

9845 GO:0016798 hydrolase activity, acting on glycos  0.41 5 1.3850416 401 1.1580559
5096 GO:0007047 cellular cell wall organization 0.41 1 0.27700832 50 0.14439599
6932 GO:0009664 plant-type cell wall organization 0.41 1 0.27700832 50 0.14439599
9783 GO:0016722 oxidoreductase activity, oxidizing m  0.41 1 0.27700832 50 0.14439599

20857 GO:0045229 external encapsulating structure or 0.41 1 0.27700832 50 0.14439599
30033 GO:0071669 plant-type cell wall organization or 0.41 1 0.27700832 50 0.14439599
30886 GO:0072530 purine-containing compound transm  0.41 1 0.27700832 50 0.14439599

9103 GO:0015837 amine transport 0.41 2 0.55401665 135 0.38986918
8908 GO:0015629 actin cytoskeleton 0.41 1 0.27700832 51 0.14728391
9975 GO:0016998 cell wall macromolecule catabolic p 0.41 1 0.27700832 51 0.14728391
4897 GO:0006793 phosphorus metabolic process 0.41 32 8.864266 2925 8.4471655
4900 GO:0006796 phosphate metabolic process 0.41 32 8.864266 2925 8.4471655
5704 GO:0008150|GO:0000004 biological_process 0.42 234 64.81995 22215 64.155136
8660 GO:0015267|GO:0015249 channel activity 0.42 3 0.83102494 226 0.6526699

12515 GO:0022803 passive transmembrane transporte  0.42 3 0.83102494 226 0.6526699
5097 GO:0007049 cell cycle 0.42 1 0.27700832 52 0.15017183

20287 GO:0044036 cell wall macromolecule metabolic 0.42 1 0.27700832 52 0.15017183
9812 GO:0016758 transferase activity, transferring he  0.42 6 1.6620499 501 1.4468478
8607 GO:0015197|GO:0015637 peptide transporter activity 0.43 2 0.55401665 139 0.40142086
8608 GO:0015198 oligopeptide transporter activity 0.43 2 0.55401665 139 0.40142086
9750 GO:0016679 oxidoreductase activity, acting on d      0.43 1 0.27700832 53 0.15305975

29246 GO:0070882 cellular cell wall organization or bio 0.43 1 0.27700832 53 0.15305975
3895 GO:0005543 phospholipid binding 0.43 2 0.55401665 140 0.40430877
5732 GO:0008194 UDP-glycosyltransferase activity 0.43 4 1.1080333 322 0.9299102
4944 GO:0006857 oligopeptide transport 0.43 2 0.55401665 141 0.4071967
9099 GO:0015833 peptide transport 0.43 2 0.55401665 141 0.4071967
9600 GO:0016491 oxidoreductase activity 0.44 19 5.263158 1724 4.9787736
3449 GO:0004842|GO:0004840 ubiquitin-protein ligase activity 0.44 4 1.1080333 326 0.94146186
4224 GO:0005984 disaccharide metabolic process 0.44 1 0.27700832 56 0.16172351
9369 GO:0016137 glycoside metabolic process 0.44 1 0.27700832 56 0.16172351

15576 GO:0033177 proton-transporting two-sector ATP    0.44 1 0.27700832 56 0.16172351
19758 GO:0043492 ATPase activity, coupled to movem   0.44 3 0.83102494 235 0.67866117
26959 GO:0055114 oxidation-reduction process 0.44 27 7.479224 2490 7.1909204

9767 GO:0016705 oxidoreductase activity, acting on p         0.45 4 1.1080333 329 0.95012563
9813 GO:0016759 cellulose synthase activity 0.45 1 0.27700832 57 0.16461143
4913 GO:0006814|GO:0006834 sodium ion transport 0.46 1 0.27700832 58 0.16749935
6665 GO:0009311 oligosaccharide metabolic process 0.46 1 0.27700832 58 0.16749935
8499 GO:0015081|GO:0022816 sodium ion transmembrane transpo  0.46 1 0.27700832 58 0.16749935

18086 GO:0035725 sodium ion transmembrane transpo 0.46 1 0.27700832 58 0.16749935
29800 GO:0071436 sodium ion export 0.46 1 0.27700832 58 0.16749935
29919 GO:0071555 cell wall organization 0.46 1 0.27700832 58 0.16749935

9654 GO:0016567 protein ubiquitination 0.46 4 1.1080333 332 0.9587894
14854 GO:0032446 protein modification by small protei  0.46 4 1.1080333 332 0.9587894
29011 GO:0070647 protein modification by small protei    0.46 4 1.1080333 332 0.9587894

2831 GO:0004022 alcohol dehydrogenase (NAD) activ 0.46 1 0.27700832 59 0.17038727
5652 GO:0008081|GO:0004434 phosphoric diester hydrolase activi 0.47 1 0.27700832 60 0.17327519
5981 GO:0008509 anion transmembrane transporter a 0.47 3 0.83102494 245 0.70754033

11747 GO:0019787|GO:0008639 small conjugating protein ligase act 0.47 4 1.1080333 339 0.9790048
2818 GO:0004003 ATP-dependent DNA helicase activ 0.47 1 0.27700832 61 0.1761631
4917 GO:0006820|GO:0006822 anion transport 0.48 3 0.83102494 247 0.7133162
6424 GO:0009055|GO:0009053 electron carrier activity 0.48 2 0.55401665 154 0.44473964
9824 GO:0016773 phosphotransferase activity, alcoho    0.49 16 4.432133 1493 4.311664
9838 GO:0016790 thiolester hydrolase activity 0.49 1 0.27700832 65 0.18771479
2629 GO:0003678|GO:0003679 DNA helicase activity 0.50 1 0.27700832 67 0.19349062
5764 GO:0008234|GO:0004220 cysteine-type peptidase activity 0.51 2 0.55401665 163 0.47073093
8749 GO:0015399 primary active transmembrane tran  0.51 3 0.83102494 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-driven transm   0.51 3 0.83102494 260 0.75085914

31420 GO:0080043 quercetin 3-O-glucosyltransferase 0.52 1 0.27700832 69 0.19926646
9911 GO:0016879 ligase activity, forming carbon-nitro  0.52 5 1.3850416 456 1.3168914
9191 GO:0015931 nucleobase, nucleoside, nucleotide    0.52 1 0.27700832 70 0.20215438
9192 GO:0015932 nucleobase, nucleoside, nucleotide      0.52 1 0.27700832 70 0.20215438

25998 GO:0051716 cellular response to stimulus 0.52 12 3.3240998 1138 3.2864528
3744 GO:0005244 voltage-gated ion channel activity 0.53 1 0.27700832 72 0.20793022

12528 GO:0022832 voltage-gated channel activity 0.53 1 0.27700832 72 0.20793022
15280 GO:0032879 regulation of localization 0.53 1 0.27700832 72 0.20793022
17141 GO:0034762 regulation of transmembrane transp 0.53 1 0.27700832 72 0.20793022
17144 GO:0034765 regulation of ion transmembrane tra 0.53 1 0.27700832 72 0.20793022



19568 GO:0043269 regulation of ion transport 0.53 1 0.27700832 72 0.20793022
25348 GO:0051049 regulation of transport 0.53 1 0.27700832 72 0.20793022
12573 GO:0022891 substrate-specific transmembrane t  0.53 13 3.601108 1241 3.5839086

3311 GO:0004683|GO:0004684 calmodulin-dependent protein kina  0.54 1 0.27700832 74 0.21370606
9817 GO:0016763 transferase activity, transferring pe  0.54 1 0.27700832 74 0.21370606
8810 GO:0015491 cation:cation antiporter activity 0.54 1 0.27700832 75 0.21659398
9488 GO:0016301 kinase activity 0.55 18 4.98615 1740 5.0249805
5663 GO:0008094|GO:0004011 DNA-dependent ATPase activity 0.55 1 0.27700832 76 0.2194819
8943 GO:0015672 monovalent inorganic cation transp 0.57 4 1.1080333 383 1.1060733
3787 GO:0005319 lipid transporter activity 0.58 1 0.27700832 83 0.23969735

12547 GO:0022857|GO:0005386 transmembrane transporter activity 0.58 15 4.1551247 1483 4.282785
3048 GO:0004364 glutathione transferase activity 0.59 1 0.27700832 84 0.24258527
4643 GO:0006511 ubiquitin-dependent protein catabo  0.59 1 0.27700832 84 0.24258527
4912 GO:0006813|GO:0015458 potassium ion transport 0.59 1 0.27700832 84 0.24258527

11864 GO:0019941 modification-dependent protein cat  0.59 1 0.27700832 84 0.24258527
19898 GO:0043632 modification-dependent macromole   0.59 1 0.27700832 84 0.24258527
20507 GO:0044257 cellular protein catabolic process 0.59 1 0.27700832 84 0.24258527
25887 GO:0051603 proteolysis involved in cellular prot   0.59 1 0.27700832 84 0.24258527
30168 GO:0071804 cellular potassium ion transport 0.59 1 0.27700832 84 0.24258527
30169 GO:0071805 potassium ion transmembrane tran 0.59 1 0.27700832 84 0.24258527

3716 GO:0005198 structural molecule activity 0.59 4 1.1080333 393 1.1349525
4916 GO:0006818 hydrogen transport 0.59 3 0.83102494 292 0.84327257
9246 GO:0015992 proton transport 0.59 3 0.83102494 292 0.84327257

25195 GO:0050896|GO:0051869 response to stimulus 0.59 19 5.263158 1881 5.432177
12734 GO:0030163 protein catabolic process 0.59 1 0.27700832 86 0.24836111
20515 GO:0044265|GO:0034962 cellular macromolecule catabolic p 0.59 1 0.27700832 86 0.24836111
20624 GO:0044430 cytoskeletal part 0.60 1 0.27700832 88 0.25413695
14590 GO:0032182 small conjugating protein binding 0.61 1 0.27700832 90 0.2599128

3644 GO:0005102 receptor binding 0.62 1 0.27700832 91 0.2628007
18633 GO:0042277 peptide binding 0.63 1 0.27700832 95 0.27435237

3200 GO:0004553|GO:0016800 hydrolase activity, hydrolyzing O-g  0.63 3 0.83102494 312 0.90103096
9811 GO:0016757|GO:0016932 transferase activity, transferring gly  0.64 7 1.9390582 729 2.1052935
4954 GO:0006869 lipid transport 0.64 2 0.55401665 208 0.6006873
8085 GO:0010876 lipid localization 0.64 2 0.55401665 208 0.6006873

16603 GO:0034220 ion transmembrane transport 0.64 8 2.2160666 833 2.4056373
8681 GO:0015299 solute:hydrogen antiporter activity 0.64 1 0.27700832 98 0.28301615

30066 GO:0071702 organic substance transport 0.65 5 1.3850416 529 1.5277096
16430 GO:0034046 poly(G) RNA binding 0.65 1 0.27700832 100 0.28879198
26931 GO:0055085 transmembrane transport 0.65 15 4.1551247 1548 4.4705

4408 GO:0006200 ATP catabolic process 0.66 6 1.6620499 641 1.8511566
9918 GO:0016887|GO:0004002 ATPase activity 0.66 6 1.6620499 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.66 6 1.6620499 641 1.8511566
26845 GO:0052689 carboxylic ester hydrolase activity 0.66 5 1.3850416 538 1.5537009
23515 GO:0048037 cofactor binding 0.66 3 0.83102494 327 0.94434977

9579 GO:0016462 pyrophosphatase activity 0.67 9 2.493075 954 2.7550755
12574 GO:0022892 substrate-specific transporter activi 0.67 14 3.8781164 1463 4.2250266

9859 GO:0016818 hydrolase activity, acting on acid a    0.67 9 2.493075 956 2.7608514
2668 GO:0003779 actin binding 0.67 1 0.27700832 105 0.3032316
9858 GO:0016817 hydrolase activity, acting on acid a 0.67 9 2.493075 959 2.769515
6426 GO:0009057|GO:0043285 macromolecule catabolic process 0.67 1 0.27700832 106 0.3061195

12572 GO:0022890|GO:0015082 inorganic cation transmembrane tra  0.67 3 0.83102494 332 0.9587894
3942 GO:0005618 cell wall 0.67 1 0.27700832 107 0.30900744

12868 GO:0030312 external encapsulating structure 0.69 1 0.27700832 111 0.3205591
8680 GO:0015298 solute:cation antiporter activity 0.69 1 0.27700832 112 0.32344702

29081 GO:0070717 poly-purine tract binding 0.69 1 0.27700832 112 0.32344702
6796 GO:0009507 chloroplast 0.69 2 0.55401665 229 0.6613336
9933 GO:0016903 oxidoreductase activity, acting on t       0.69 1 0.27700832 113 0.32633495
4405 GO:0006195 purine nucleotide catabolic process 0.70 7 1.9390582 773 2.232362
6508 GO:0009143 nucleoside triphosphate catabolic p 0.70 7 1.9390582 773 2.232362
6509 GO:0009144 purine nucleoside triphosphate met  0.70 7 1.9390582 773 2.232362
6511 GO:0009146 purine nucleoside triphosphate cata  0.70 7 1.9390582 773 2.232362
6519 GO:0009154 purine ribonucleotide catabolic pro 0.70 7 1.9390582 773 2.232362
6530 GO:0009166 nucleotide catabolic process 0.70 7 1.9390582 773 2.232362
6567 GO:0009203 ribonucleoside triphosphate catabo  0.70 7 1.9390582 773 2.232362
6569 GO:0009205 purine ribonucleoside triphosphate  0.70 7 1.9390582 773 2.232362
6571 GO:0009207 purine ribonucleoside triphosphate  0.70 7 1.9390582 773 2.232362
6624 GO:0009261 ribonucleotide catabolic process 0.70 7 1.9390582 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, nucleotide     0.70 7 1.9390582 773 2.232362
17035 GO:0034656 nucleobase, nucleoside and nucleo   0.70 7 1.9390582 773 2.232362
22209 GO:0046700 heterocycle catabolic process 0.70 7 1.9390582 773 2.232362
30879 GO:0072523 purine-containing compound catab  0.70 7 1.9390582 773 2.232362
10058 GO:0017111 nucleoside-triphosphatase activity 0.70 8 2.2160666 878 2.5355935
20520 GO:0044270 cellular nitrogen compound catabo  0.70 7 1.9390582 777 2.2439137

4215 GO:0005975 carbohydrate metabolic process 0.71 9 2.493075 990 2.8590407
20498 GO:0044248 cellular catabolic process 0.72 8 2.2160666 894 2.5818002

6563 GO:0009199 ribonucleoside triphosphate metabo  0.72 7 1.9390582 790 2.2814567
6515 GO:0009150 purine ribonucleotide metabolic pro 0.72 7 1.9390582 791 2.2843447
9823 GO:0016772 transferase activity, transferring ph  0.72 18 4.98615 1932 5.579461

12532 GO:0022836 gated channel activity 0.72 1 0.27700832 122 0.3523262
3260 GO:0004620 phospholipase activity 0.73 1 0.27700832 123 0.35521415
6506 GO:0009141 nucleoside triphosphate metabolic 0.73 7 1.9390582 796 2.2987843
2660 GO:0003735|GO:0003736 structural constituent of ribosome 0.73 2 0.55401665 246 0.7104283
6824 GO:0009536 plastid 0.73 2 0.55401665 247 0.7133162
4121 GO:0005856 cytoskeleton 0.73 1 0.27700832 126 0.3638779
9583 GO:0016469 proton-transporting two-sector ATP  0.74 1 0.27700832 127 0.36676583
4373 GO:0006163 purine nucleotide metabolic proces 0.74 7 1.9390582 810 2.339215
6622 GO:0009259|GO:0009121 ribonucleotide metabolic process 0.74 7 1.9390582 812 2.344991
9906 GO:0016874 ligase activity 0.75 5 1.3850416 597 1.7240882
2758 GO:0003924 GTPase activity 0.75 1 0.27700832 132 0.3812054
4394 GO:0006184 GTP catabolic process 0.75 1 0.27700832 132 0.3812054

21605 GO:0046039 GTP metabolic process 0.75 1 0.27700832 132 0.3812054
5809 GO:0008289 lipid binding 0.75 2 0.55401665 258 0.74508333

30306 GO:0071944 cell periphery 0.75 2 0.55401665 259 0.74797124
3242 GO:0004601|GO:0016685 peroxidase activity 0.76 1 0.27700832 135 0.38986918
9754 GO:0016684 oxidoreductase activity, acting on p   0.76 1 0.27700832 135 0.38986918
8494 GO:0015075 ion transmembrane transporter act 0.76 7 1.9390582 827 2.3883097

30877 GO:0072521 purine-containing compound metab  0.76 7 1.9390582 827 2.3883097
19126 GO:0042803 protein homodimerization activity 0.77 2 0.55401665 265 0.7652988



5018 GO:0006950 response to stress 0.77 5 1.3850416 611 1.764519
6425 GO:0009056 catabolic process 0.77 9 2.493075 1051 3.0352037
3724 GO:0005216 ion channel activity 0.77 1 0.27700832 140 0.40430877
9266 GO:0016020 membrane 0.78 35 9.695291 3741 10.803708

19533 GO:0043234 protein complex 0.78 7 1.9390582 848 2.448956
4910 GO:0006811 ion transport 0.78 8 2.2160666 959 2.769515

20532 GO:0044282 small molecule catabolic process 0.79 7 1.9390582 854 2.4662836
12794 GO:0030234 enzyme regulator activity 0.79 3 0.83102494 403 1.1638317

8679 GO:0015297 antiporter activity 0.80 1 0.27700832 152 0.4389638
8682 GO:0015300 solute:solute antiporter activity 0.80 1 0.27700832 152 0.4389638

13656 GO:0031224 intrinsic to membrane 0.80 10 2.7700832 1193 3.4452884
3723 GO:0005215|GO:0005478 transporter activity 0.81 16 4.432133 1844 5.325324
3888 GO:0005529 sugar binding 0.81 1 0.27700832 158 0.45629135

18953 GO:0042623 ATPase activity, coupled 0.81 4 1.1080333 537 1.550813
5840 GO:0008324 cation transmembrane transporter a 0.81 4 1.1080333 538 1.5537009
9422 GO:0016209 antioxidant activity 0.82 1 0.27700832 165 0.47650677

12516 GO:0022804 active transmembrane transporter a 0.83 6 1.6620499 787 2.2727928
4605 GO:0006457|GO:0007022 protein folding 0.84 1 0.27700832 173 0.49961013
4067 GO:0005783 endoplasmic reticulum 0.84 1 0.27700832 174 0.50249803
4109 GO:0005840|GO:0033279 ribosome 0.84 5 1.3850416 682 1.9695613
4867 GO:0006753 nucleoside phosphate metabolic pr 0.84 7 1.9390582 914 2.6395588
6484 GO:0009117 nucleotide metabolic process 0.84 7 1.9390582 914 2.6395588

11787 GO:0019842 vitamin binding 0.84 1 0.27700832 177 0.5111618
4572 GO:0006412|GO:0006416 translation 0.85 1 0.27700832 180 0.5198256
5610 GO:0008026 ATP-dependent helicase activity 0.85 1 0.27700832 183 0.52848935

28401 GO:0070035 purine NTP-dependent helicase ac 0.85 1 0.27700832 183 0.52848935
19125 GO:0042802 identical protein binding 0.85 5 1.3850416 697 2.01288

9486 GO:0016298 lipase activity 0.86 1 0.27700832 185 0.53426516
9818 GO:0016765|GO:0016766 transferase activity, transferring alk       0.86 1 0.27700832 185 0.53426516
9836 GO:0016787 hydrolase activity 0.86 33 9.141274 3723 10.751725
2657 GO:0003727|GO:0003728 single-stranded RNA binding 0.86 1 0.27700832 188 0.54292893
3068 GO:0004386 helicase activity 0.86 1 0.27700832 189 0.54581684

26932 GO:0055086 nucleobase, nucleoside and nucleo   0.86 7 1.9390582 944 2.7261963
2897 GO:0004091|GO:0004302 carboxylesterase activity 0.87 1 0.27700832 194 0.5602564

25095 GO:0050790 regulation of catalytic activity 0.88 3 0.83102494 480 1.3862015
28366 GO:0065009 regulation of molecular function 0.88 3 0.83102494 484 1.3977532

4909 GO:0006810|GO:0015457 transport 0.89 19 5.263158 2315 6.6855345
25529 GO:0051234 establishment of localization 0.89 19 5.263158 2315 6.6855345
13018 GO:0030529 ribonucleoprotein complex 0.89 5 1.3850416 741 2.1399486
25476 GO:0051179 localization 0.89 19 5.263158 2319 6.697086
21058 GO:0045454|GO:0030503 cell redox homeostasis 0.89 1 0.27700832 211 0.6093511
30204 GO:0071840 cellular component organization or 0.89 2 0.55401665 362 1.045427
22376 GO:0046873 metal ion transmembrane transport  0.89 1 0.27700832 213 0.6151269

4558 GO:0006396|GO:0006394 RNA processing 0.90 1 0.27700832 219 0.63245445
12608 GO:0030001 metal ion transport 0.90 2 0.55401665 374 1.080082
22479 GO:0046983 protein dimerization activity 0.91 3 0.83102494 517 1.4930545
13531 GO:0031072 heat shock protein binding 0.91 1 0.27700832 230 0.6642216
11695 GO:0019725 cellular homeostasis 0.91 1 0.27700832 234 0.67577326
15392 GO:0032991 macromolecular complex 0.92 12 3.3240998 1616 4.666878

4911 GO:0006812|GO:0006819 cation transport 0.92 4 1.1080333 662 1.9118029
3877 GO:0005516 calmodulin binding 0.92 1 0.27700832 236 0.6815491

11828 GO:0019899 enzyme binding 0.92 1 0.27700832 237 0.684437
18925 GO:0042592 homeostatic process 0.92 1 0.27700832 238 0.68732494
15436 GO:0033036 macromolecule localization 0.92 2 0.55401665 397 1.1465042
19527 GO:0043228 non-membrane-bounded organelle 0.92 6 1.6620499 923 2.66555
19531 GO:0043232 intracellular non-membrane-bounde  0.92 6 1.6620499 923 2.66555

3885 GO:0005525 GTP binding 0.92 1 0.27700832 245 0.70754033
11032 GO:0019001 guanyl nucleotide binding 0.92 1 0.27700832 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide binding 0.92 1 0.27700832 245 0.70754033
20619 GO:0044425 membrane part 0.92 11 3.0470915 1523 4.398302
20512 GO:0044262|GO:0006092 cellular carbohydrate metabolic pro 0.93 1 0.27700832 248 0.7162041

5661 GO:0008092 cytoskeletal protein binding 0.93 1 0.27700832 249 0.719092
9285 GO:0016043 cellular component organization 0.94 1 0.27700832 261 0.7537471
9699 GO:0016616 oxidoreductase activity, acting on t          0.94 1 0.27700832 266 0.7681867

22007 GO:0046483 heterocycle metabolic process 0.94 7 1.9390582 1094 3.1593843
9267 GO:0016021 integral to membrane 0.94 7 1.9390582 1103 3.1853757
3874 GO:0005509 calcium ion binding 0.95 1 0.27700832 279 0.8057296

18912 GO:0042578 phosphoric ester hydrolase activity 0.95 2 0.55401665 444 1.2822365
30205 GO:0071841 cellular component organization or    0.95 1 0.27700832 285 0.8230572

9697 GO:0016614 oxidoreductase activity, acting on C    0.95 1 0.27700832 293 0.84616053
28365 GO:0065008 regulation of biological quality 0.96 1 0.27700832 316 0.9125827

4849 GO:0006730|GO:0019753 one-carbon metabolic process 0.97 1 0.27700832 325 0.93857396
25098 GO:0050794|GO:0051244 regulation of cellular process 0.97 31 8.587257 3987 11.514136
20638 GO:0044444 cytoplasmic part 0.98 10 2.7700832 1644 4.7477403
25094 GO:0050789|GO:0050791 regulation of biological process 0.98 33 9.141274 4315 12.461374

9795 GO:0016740 transferase activity 0.98 28 7.7562327 3764 10.870131
9839 GO:0016791|GO:0016302 phosphatase activity 0.98 1 0.27700832 383 1.1060733

28364 GO:0065007 biological regulation 0.98 33 9.141274 4376 12.637537
4755 GO:0006629 lipid metabolic process 0.99 2 0.55401665 590 1.7038727
8673 GO:0015291|GO:0015290 secondary active transmembrane tr  0.99 1 0.27700832 407 1.1753833
2674 GO:0003824 catalytic activity 0.99 93 25.761772 10750 31.045137
9494 GO:0016311 dephosphorylation 0.99 1 0.27700832 425 1.227366
9837 GO:0016788 hydrolase activity, acting on ester b 0.99 8 2.2160666 1534 4.430069
4530 GO:0006355|GO:0032583 regulation of transcription, DNA-de 0.99 16 4.432133 2591 7.4826

25544 GO:0051252 regulation of RNA metabolic proces 0.99 16 4.432133 2593 7.488376
4526 GO:0006351|GO:0006350 transcription, DNA-dependent 0.99 8 2.2160666 1575 4.548474

15176 GO:0032774 RNA biosynthetic process 0.99 8 2.2160666 1575 4.548474
7141 GO:0009889 regulation of biosynthetic process 0.99 16 4.432133 2605 7.523031
7772 GO:0010556 regulation of macromolecule biosyn  0.99 16 4.432133 2605 7.523031

13756 GO:0031326 regulation of cellular biosynthetic p 0.99 16 4.432133 2605 7.523031
32213 GO:2000112 regulation of cellular macromolecul   0.99 16 4.432133 2605 7.523031

4027 GO:0005737 cytoplasm 0.99 11 3.0470915 2001 5.7787275
7692 GO:0010468 regulation of gene expression 0.99 16 4.432133 2635 7.6096687

20640 GO:0044446 intracellular organelle part 1.00 2 0.55401665 710 2.0504231
27228 GO:0060255 regulation of macromolecule metab  1.00 16 4.432133 2660 7.6818666
20616 GO:0044422 organelle part 1.00 2 0.55401665 712 2.0561988
11221 GO:0019219 regulation of nucleobase, nucleosid       1.00 16 4.432133 2675 7.7251854
25468 GO:0051171 regulation of nitrogen compound m  1.00 16 4.432133 2675 7.7251854



131 GO:0000166 nucleotide binding 1.00 5 1.3850416 1213 3.5030468
3884 GO:0005524 ATP binding 1.00 1 0.27700832 524 1.51327
2628 GO:0003677 DNA binding 1.00 5 1.3850416 1224 3.534814

31465 GO:0080090 regulation of primary metabolic pro 1.00 16 4.432133 2710 7.826263
3876 GO:0005515|GO:0045308 protein binding 1.00 53 14.68144 6933 20.021948

13041 GO:0030554 adenyl nucleotide binding 1.00 1 0.27700832 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide binding 1.00 1 0.27700832 550 1.5883559
11224 GO:0019222 regulation of metabolic process 1.00 19 5.263158 3115 8.995871

7691 GO:0010467 gene expression 1.00 10 2.7700832 1974 5.7007537
18000 GO:0035639 purine ribonucleoside triphosphate 1.00 2 0.55401665 769 2.2208104

9308 GO:0016070 RNA metabolic process 1.00 9 2.493075 1855 5.3570914
13753 GO:0031323 regulation of cellular metabolic proc 1.00 16 4.432133 2770 7.999538
14959 GO:0032553 ribonucleotide binding 1.00 2 0.55401665 795 2.2958963
14961 GO:0032555 purine ribonucleotide binding 1.00 2 0.55401665 795 2.2958963
10033 GO:0017076 purine nucleotide binding 1.00 2 0.55401665 797 2.3016722

2627 GO:0003676 nucleic acid binding 1.00 13 3.601108 2453 7.0840673
20531 GO:0044281 small molecule metabolic process 1.00 8 2.2160666 1788 5.1636004

3863 GO:0005488 binding 1.00 118 32.68698 13903 40.15075
3903 GO:0005575|GO:0008372 cellular_component 1.00 65 18.00554 8515 24.590637
3946 GO:0005623 cell 1.00 62 17.174515 8227 23.758917

20657 GO:0044464 cell part 1.00 62 17.174515 8227 23.758917
716 GO:0001071 nucleic acid binding transcription fa  1.00 5 1.3850416 1417 4.0921826

2643 GO:0003700|GO:0000130 sequence-specific DNA binding tra   1.00 5 1.3850416 1417 4.0921826
3955 GO:0005634 nucleus 1.00 5 1.3850416 1433 4.138389

19525 GO:0043226 organelle 1.00 15 4.1551247 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 15 4.1551247 3013 8.701303

2653 GO:0003723 RNA binding 1.00 1 0.27700832 797 2.3016722
19526 GO:0043227 membrane-bounded organelle 1.00 8 2.2160666 2142 6.185924
19530 GO:0043231 intracellular membrane-bounded or 1.00 8 2.2160666 2142 6.185924
20618 GO:0044424 intracellular part 1.00 20 5.5401664 3853 11.127155

3945 GO:0005622 intracellular 1.00 26 7.202216 4751 13.720507
2626 GO:0003674|GO:0005554 molecular_function 1.00 210 58.171745 24394 70.447914



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
5704 GO:0008150|GO biological_process 0.00 163 79.12621 22215 64.155136
5705 GO:0008152 metabolic process 0.00 135 65.53398 17432 50.34222
9869 GO:0016829 lyase activity 0.00 12 5.8252425 488 1.4093049

11776 GO:0019825 oxygen binding 0.00 10 4.854369 389 1.1234008
16391 GO:0034007 S-linalool synthase activity 0.00 2 0.9708738 4 0.011551679
9600 GO:0016491 oxidoreductase activity 0.00 22 10.679611 1724 4.9787736

26959 GO:0055114 oxidation-reduction process 0.00 28 13.592233 2490 7.1909204
9832 GO:0016782 transferase activity, transferring sulfur-containing gr 0.00 4 1.9417475 74 0.21370606
9877 GO:0016838 carbon-oxygen lyase activity, acting on phosphates 0.00 4 1.9417475 77 0.22236982
2864 GO:0004058|GO aromatic-L-amino-acid decarboxylase activity 0.00 2 0.9708738 9 0.025991278

26845 GO:0052689 carboxylic ester hydrolase activity 0.00 10 4.854369 538 1.5537009
21148 GO:0045547 dehydrodolichyl diphosphate synthase activity 0.00 2 0.9708738 10 0.0288792

716 GO:0001071 nucleic acid binding transcription factor activity 0.00 18 8.7378645 1417 4.0921826
2643 GO:0003700|GO sequence-specific DNA binding transcription factor 0.00 18 8.7378645 1417 4.0921826
9870 GO:0016830 carbon-carbon lyase activity 0.00 5 2.4271846 161 0.4649551

29787 GO:0071423 malate transmembrane transport 0.00 2 0.9708738 14 0.040430877
9012 GO:0015743 malate transport 0.00 2 0.9708738 14 0.040430877
8553 GO:0015140 malate transmembrane transporter activity 0.00 2 0.9708738 14 0.040430877
9009 GO:0015740 C4-dicarboxylate transport 0.00 2 0.9708738 14 0.040430877
8859 GO:0015556 C4-dicarboxylate transmembrane transporter activit 0.00 2 0.9708738 14 0.040430877
9767 GO:0016705 oxidoreductase activity, acting on paired donors, wit       0.00 7 3.3980582 329 0.95012563
3382 GO:0004768|GO stearoyl-CoA 9-desaturase activity 0.00 2 0.9708738 16 0.046206716
4928 GO:0006835|GO dicarboxylic acid transport 0.00 2 0.9708738 16 0.046206716
7521 GO:0010295 (+)-abscisic acid 8'-hydroxylase activity 0.00 2 0.9708738 16 0.046206716
3782 GO:0005310|GO dicarboxylic acid transmembrane transporter activit 0.00 2 0.9708738 16 0.046206716
9427 GO:0016215 CoA desaturase activity 0.00 2 0.9708738 16 0.046206716
5702 GO:0008146 sulfotransferase activity 0.00 3 1.4563106 54 0.15594767
2674 GO:0003824 catalytic activity 0.00 82 39.805824 10750 31.045137
9871 GO:0016831 carboxy-lyase activity 0.01 4 1.9417475 115 0.3321108
8526 GO:0015112 nitrate transmembrane transporter activity 0.01 3 1.4563106 61 0.1761631
8975 GO:0015706|GO nitrate transport 0.01 3 1.4563106 61 0.1761631

11931 GO:0020037 heme binding 0.01 9 4.3689322 550 1.5883559
3124 GO:0004462 lactoylglutathione lyase activity 0.01 2 0.9708738 20 0.0577584

15176 GO:0032774 RNA biosynthetic process 0.01 18 8.7378645 1575 4.548474
4526 GO:0006351|GO transcription, DNA-dependent 0.01 18 8.7378645 1575 4.548474
3129 GO:0004467 long-chain fatty acid-CoA ligase activity 0.01 2 0.9708738 21 0.060646318
3872 GO:0005506 iron ion binding 0.01 9 4.3689322 563 1.6258988
9771 GO:0016709 oxidoreductase activity, acting on paired donors, wit                    0.01 3 1.4563106 71 0.2050423
9779 GO:0016717 oxidoreductase activity, acting on paired donors, wit                   0.01 2 0.9708738 24 0.06931008

31493 GO:0080118 brassinosteroid sulfotransferase activity 0.01 2 0.9708738 25 0.072197996
21145 GO:0045543 gibberellin 2-beta-dioxygenase activity 0.01 2 0.9708738 25 0.072197996
22409 GO:0046906 tetrapyrrole binding 0.01 9 4.3689322 596 1.7212002
9800 GO:0016746 transferase activity, transferring acyl groups 0.01 8 3.883495 498 1.438184
8919 GO:0015645 fatty acid ligase activity 0.01 2 0.9708738 27 0.077973835
3113 GO:0004451 isocitrate lyase activity 0.01 1 0.4854369 2 0.00577584

21946 GO:0046421 methylisocitrate lyase activity 0.01 1 0.4854369 2 0.00577584
22988 GO:0047501 (+)-neomenthol dehydrogenase activity 0.01 1 0.4854369 2 0.00577584
22991 GO:0047504 (-)-menthol dehydrogenase activity 0.01 1 0.4854369 2 0.00577584
8517 GO:0015103 inorganic anion transmembrane transporter activity 0.01 4 1.9417475 154 0.44473964
2870 GO:0004064 arylesterase activity 0.01 2 0.9708738 30 0.086637594
8683 GO:0015301|GO anion:anion antiporter activity 0.01 2 0.9708738 30 0.086637594
5981 GO:0008509 anion transmembrane transporter activity 0.02 5 2.4271846 245 0.70754033
4917 GO:0006820|GO anion transport 0.02 5 2.4271846 247 0.7133162
4319 GO:0006081 cellular aldehyde metabolic process 0.02 1 0.4854369 3 0.00866376
4330 GO:0006097 glyoxylate cycle 0.02 1 0.4854369 3 0.00866376

22011 GO:0046487 glyoxylate metabolic process 0.02 1 0.4854369 3 0.00866376
3134 GO:0004474 malate synthase activity 0.02 1 0.4854369 3 0.00866376
8159 GO:0010951 negative regulation of endopeptidase activity 0.02 3 1.4563106 95 0.27435237

26712 GO:0052548 regulation of endopeptidase activity 0.02 3 1.4563106 95 0.27435237
28101 GO:0061135 endopeptidase regulator activity 0.02 3 1.4563106 95 0.27435237
3472 GO:0004866 endopeptidase inhibitor activity 0.02 3 1.4563106 95 0.27435237
3156 GO:0004497 monooxygenase activity 0.02 4 1.9417475 172 0.49672222
9801 GO:0016747 transferase activity, transferring acyl groups other th   0.02 7 3.3980582 456 1.3168914
8967 GO:0015698 inorganic anion transport 0.02 4 1.9417475 176 0.5082739
5729 GO:0008191 metalloendopeptidase inhibitor activity 0.02 1 0.4854369 4 0.011551679
7157 GO:0009905 ent-copalyl diphosphate synthase activity 0.02 1 0.4854369 4 0.011551679
7792 GO:0010576 metalloenzyme regulator activity 0.02 1 0.4854369 4 0.011551679
9905 GO:0016872 intramolecular lyase activity 0.02 1 0.4854369 4 0.011551679

23942 GO:0048551 metalloenzyme inhibitor activity 0.02 1 0.4854369 4 0.011551679
24433 GO:0050113 inositol oxygenase activity 0.02 1 0.4854369 4 0.011551679
3661 GO:0005125 cytokine activity 0.02 1 0.4854369 4 0.011551679
3674 GO:0005138 interleukin-6 receptor binding 0.02 1 0.4854369 4 0.011551679
4320 GO:0006082 organic acid metabolic process 0.02 6 2.9126213 369 1.0656425

11716 GO:0019752 carboxylic acid metabolic process 0.02 6 2.9126213 369 1.0656425
19707 GO:0043436 oxoacid metabolic process 0.02 6 2.9126213 369 1.0656425
18541 GO:0042180 cellular ketone metabolic process 0.03 6 2.9126213 375 1.0829699
7690 GO:0010466 negative regulation of peptidase activity 0.03 3 1.4563106 110 0.31767118

12946 GO:0030414 peptidase inhibitor activity 0.03 3 1.4563106 110 0.31767118
25636 GO:0051346 negative regulation of hydrolase activity 0.03 3 1.4563106 110 0.31767118
9308 GO:0016070 RNA metabolic process 0.03 18 8.7378645 1855 5.3570914
2897 GO:0004091|GO carboxylesterase activity 0.03 4 1.9417475 194 0.5602564
3229 GO:0004586 ornithine decarboxylase activity 0.03 1 0.4854369 5 0.0144396

26711 GO:0052547 regulation of peptidase activity 0.03 3 1.4563106 112 0.32344702
28100 GO:0061134 peptidase regulator activity 0.03 3 1.4563106 112 0.32344702
11224 GO:0019222 regulation of metabolic process 0.03 27 13.106796 3115 8.995871
9874 GO:0016835 carbon-oxygen lyase activity 0.03 4 1.9417475 202 0.5833598



26059 GO:0051777 ent-kaurenoate oxidase activity 0.04 1 0.4854369 6 0.01732752
4530 GO:0006355|GO regulation of transcription, DNA-dependent 0.04 23 11.165049 2591 7.4826

25544 GO:0051252 regulation of RNA metabolic process 0.04 23 11.165049 2593 7.488376
6884 GO:0009607 response to biotic stimulus 0.04 3 1.4563106 122 0.3523262
3293 GO:0004659 prenyltransferase activity 0.04 2 0.9708738 51 0.14728391
7141 GO:0009889 regulation of biosynthetic process 0.04 23 11.165049 2605 7.523031
7772 GO:0010556 regulation of macromolecule biosynthetic process 0.04 23 11.165049 2605 7.523031

13756 GO:0031326 regulation of cellular biosynthetic process 0.04 23 11.165049 2605 7.523031
32213 GO:2000112 regulation of cellular macromolecule biosynthetic pr 0.04 23 11.165049 2605 7.523031
2626 GO:0003674|GO molecular_function 0.04 157 76.21359 24394 70.447914

16115 GO:0033729 anthocyanidin reductase activity 0.04 1 0.4854369 7 0.020215439
7692 GO:0010468 regulation of gene expression 0.04 23 11.165049 2635 7.6096687
9883 GO:0016846 carbon-sulfur lyase activity 0.04 2 0.9708738 56 0.16172351
6427 GO:0009058 biosynthetic process 0.04 24 11.650485 2796 8.074624
7557 GO:0010333 terpene synthase activity 0.05 2 0.9708738 57 0.16461143

27228 GO:0060255 regulation of macromolecule metabolic process 0.05 23 11.165049 2660 7.6818666
8725 GO:0015367 oxoglutarate:malate antiporter activity 0.05 1 0.4854369 8 0.023103358
9011 GO:0015742 alpha-ketoglutarate transport 0.05 1 0.4854369 8 0.023103358

11196 GO:0019187 beta-1,4-mannosyltransferase activity 0.05 1 0.4854369 8 0.023103358
26035 GO:0051753 mannan synthase activity 0.05 1 0.4854369 8 0.023103358
9754 GO:0016684 oxidoreductase activity, acting on peroxide as acce 0.05 3 1.4563106 135 0.38986918
3242 GO:0004601|GO peroxidase activity 0.05 3 1.4563106 135 0.38986918

11221 GO:0019219 regulation of nucleobase, nucleoside, nucleotide and    0.05 23 11.165049 2675 7.7251854
25468 GO:0051171 regulation of nitrogen compound metabolic process 0.05 23 11.165049 2675 7.7251854
7691 GO:0010467 gene expression 0.05 18 8.7378645 1974 5.7007537
7506 GO:0010279 indole-3-acetic acid amido synthetase activity 0.05 1 0.4854369 9 0.025991278
8661 GO:0015269 calcium-activated potassium channel activity 0.05 1 0.4854369 9 0.025991278

12534 GO:0022839 ion gated channel activity 0.05 1 0.4854369 9 0.025991278
2823 GO:0004014 adenosylmethionine decarboxylase activity 0.05 1 0.4854369 9 0.025991278
3734 GO:0005227 calcium activated cation channel activity 0.05 1 0.4854369 9 0.025991278

17024 GO:0034645|GO cellular macromolecule biosynthetic process 0.05 18 8.7378645 1999 5.7729516
6428 GO:0009059|GO macromolecule biosynthetic process 0.05 18 8.7378645 2003 5.7845035

31465 GO:0080090 regulation of primary metabolic process 0.05 23 11.165049 2710 7.826263
9710 GO:0016628 oxidoreductase activity, acting on the CH-CH group       0.06 2 0.9708738 65 0.18771479
4878 GO:0006772 thiamine metabolic process 0.06 1 0.4854369 10 0.0288792
6592 GO:0009228 thiamine biosynthetic process 0.06 1 0.4854369 10 0.0288792

23116 GO:0047631 ADP-ribose diphosphatase activity 0.06 1 0.4854369 10 0.0288792
29215 GO:0070851 growth factor receptor binding 0.06 1 0.4854369 10 0.0288792
3056 GO:0004372 glycine hydroxymethyltransferase activity 0.06 1 0.4854369 10 0.0288792
3403 GO:0004792 thiosulfate sulfurtransferase activity 0.06 1 0.4854369 10 0.0288792
3473 GO:0004867 serine-type endopeptidase inhibitor activity 0.06 2 0.9708738 66 0.1906027
9849 GO:0016803 ether hydrolase activity 0.06 1 0.4854369 11 0.03176712
2989 GO:0004301 epoxide hydrolase activity 0.06 1 0.4854369 11 0.03176712
4755 GO:0006629 lipid metabolic process 0.06 7 3.3980582 590 1.7038727

13753 GO:0031323 regulation of cellular metabolic process 0.07 23 11.165049 2770 7.999538
3464 GO:0004857 enzyme inhibitor activity 0.07 3 1.4563106 157 0.4534034
3888 GO:0005529 sugar binding 0.07 3 1.4563106 158 0.45629135
9764 GO:0016701 oxidoreductase activity, acting on single donors with    0.07 2 0.9708738 72 0.20793022
7526 GO:0010301|GO xanthoxin dehydrogenase activity 0.07 1 0.4854369 12 0.03465504

19047 GO:0042723 thiamine-containing compound metabolic process 0.07 1 0.4854369 12 0.03465504
19048 GO:0042724 thiamine-containing compound biosynthetic process 0.07 1 0.4854369 12 0.03465504
7551 GO:0010327 acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase activ 0.07 1 0.4854369 13 0.037542958
2896 GO:0004090 carbonyl reductase (NADPH) activity 0.07 1 0.4854369 13 0.037542958
9422 GO:0016209 antioxidant activity 0.08 3 1.4563106 165 0.47650677

25094 GO:0050789|GO regulation of biological process 0.08 33 16.019417 4315 12.461374
9909 GO:0016877 ligase activity, forming carbon-sulfur bonds 0.08 2 0.9708738 78 0.22525774
9847 GO:0016801 hydrolase activity, acting on ether bonds 0.08 1 0.4854369 14 0.040430877
9873 GO:0016833 oxo-acid-lyase activity 0.08 1 0.4854369 14 0.040430877

11157 GO:0019144 ADP-sugar diphosphatase activity 0.08 1 0.4854369 14 0.040430877
31408 GO:0080031 methyl salicylate esterase activity 0.08 1 0.4854369 14 0.040430877
3827 GO:0005372 water transmembrane transporter activity 0.08 2 0.9708738 81 0.23392151
4927 GO:0006833 water transport 0.08 2 0.9708738 81 0.23392151
8652 GO:0015250 water channel activity 0.08 2 0.9708738 81 0.23392151

18429 GO:0042044 fluid transport 0.08 2 0.9708738 81 0.23392151
9340 GO:0016108 tetraterpenoid metabolic process 0.09 1 0.4854369 15 0.043318797
9341 GO:0016109 tetraterpenoid biosynthetic process 0.09 1 0.4854369 15 0.043318797
9348 GO:0016116 carotenoid metabolic process 0.09 1 0.4854369 15 0.043318797
9349 GO:0016117 carotenoid biosynthetic process 0.09 1 0.4854369 15 0.043318797

14101 GO:0031683 G-protein beta/gamma-subunit complex binding 0.09 1 0.4854369 15 0.043318797
2868 GO:0004062 aryl sulfotransferase activity 0.09 1 0.4854369 15 0.043318797

22479 GO:0046983 protein dimerization activity 0.09 6 2.9126213 517 1.4930545
28364 GO:0065007 biological regulation 0.09 33 16.019417 4376 12.637537
5995 GO:0008524 glucose 6-phosphate:phosphate antiporter activity 0.09 1 0.4854369 16 0.046206716
8694 GO:0015315 organophosphate:inorganic phosphate antiporter ac 0.09 1 0.4854369 16 0.046206716
9797 GO:0016742 hydroxymethyl-, formyl- and related transferase acti 0.09 1 0.4854369 16 0.046206716

31396 GO:0080019 fatty-acyl-CoA reductase (alcohol-forming) activity 0.09 1 0.4854369 16 0.046206716
219 GO:0000287 magnesium ion binding 0.09 1 0.4854369 16 0.046206716

9697 GO:0016614 oxidoreductase activity, acting on CH-OH group of d 0.10 4 1.9417475 293 0.84616053
9486 GO:0016298 lipase activity 0.10 3 1.4563106 185 0.53426516
8662 GO:0015271 outward rectifier potassium channel activity 0.10 1 0.4854369 18 0.051982556

28368 GO:0070001 aspartic-type peptidase activity 0.10 1 0.4854369 18 0.051982556
2981 GO:0004190 aspartic-type endopeptidase activity 0.10 1 0.4854369 18 0.051982556

19393 GO:0043086 negative regulation of catalytic activity 0.10 3 1.4563106 188 0.54292893
20342 GO:0044092 negative regulation of molecular function 0.10 3 1.4563106 188 0.54292893
20499 GO:0044249 cellular biosynthetic process 0.10 21 10.194175 2635 7.6096687
24968 GO:0050662 coenzyme binding 0.11 3 1.4563106 191 0.5515927
25626 GO:0051336 regulation of hydrolase activity 0.11 3 1.4563106 196 0.5660323
9833 GO:0016783 sulfurtransferase activity 0.11 1 0.4854369 20 0.0577584
3628 GO:0005086 ARF guanyl-nucleotide exchange factor activity 0.11 1 0.4854369 20 0.0577584

24858 GO:0050551 myrcene synthase activity 0.12 1 0.4854369 22 0.06353424



9795 GO:0016740 transferase activity 0.13 28 13.592233 3764 10.870131
9709 GO:0016627 oxidoreductase activity, acting on the CH-CH group  0.13 2 0.9708738 104 0.30034366

22414 GO:0046912 transferase activity, transferring acyl groups, acyl g      0.13 1 0.4854369 23 0.06642216
3662 GO:0005126 cytokine receptor binding 0.13 1 0.4854369 23 0.06642216

19253 GO:0042936 dipeptide transporter activity 0.13 2 0.9708738 105 0.3032316
19255 GO:0042938 dipeptide transport 0.13 2 0.9708738 105 0.3032316
23515 GO:0048037 cofactor binding 0.13 4 1.9417475 327 0.94434977
4692 GO:0006563 L-serine metabolic process 0.13 1 0.4854369 24 0.06931008

25578 GO:0051287|GO NAD binding 0.13 1 0.4854369 24 0.06931008
31407 GO:0080030 methyl indole-3-acetate esterase activity 0.13 1 0.4854369 24 0.06931008
31393 GO:0080016 (-)-E-beta-caryophyllene synthase activity 0.14 1 0.4854369 25 0.072197996
31394 GO:0080017 alpha-humulene synthase activity 0.14 1 0.4854369 25 0.072197996
17147 GO:0034768 (E)-beta-ocimene synthase activity 0.14 1 0.4854369 26 0.075085916
12533 GO:0022838 substrate-specific channel activity 0.15 3 1.4563106 221 0.63823026
25098 GO:0050794|GO regulation of cellular process 0.15 29 14.07767 3987 11.514136
9346 GO:0016114 terpenoid biosynthetic process 0.15 1 0.4854369 27 0.077973835
9541 GO:0016413 O-acetyltransferase activity 0.15 1 0.4854369 27 0.077973835
9816 GO:0016762 xyloglucan:xyloglucosyl transferase activity 0.15 1 0.4854369 27 0.077973835
8660 GO:0015267|GO channel activity 0.15 3 1.4563106 226 0.6526699

12515 GO:0022803 passive transmembrane transporter activity 0.15 3 1.4563106 226 0.6526699
3812 GO:0005355|GO glucose transmembrane transporter activity 0.15 1 0.4854369 28 0.080861755
6438 GO:0009069 serine family amino acid metabolic process 0.15 1 0.4854369 28 0.080861755
9027 GO:0015758 glucose transport 0.15 1 0.4854369 28 0.080861755

24966 GO:0050660 flavin adenine dinucleotide binding 0.16 2 0.9708738 118 0.34077454
31895 GO:0090304 nucleic acid metabolic process 0.16 18 8.7378645 2340 6.7577324
4841 GO:0006721 terpenoid metabolic process 0.16 1 0.4854369 29 0.083749674
7558 GO:0010334 sesquiterpene synthase activity 0.16 1 0.4854369 29 0.083749674

23 GO:0000030 mannosyltransferase activity 0.16 1 0.4854369 30 0.086637594
3877 GO:0005516 calmodulin binding 0.17 3 1.4563106 236 0.6815491
7222 GO:0009975 cyclase activity 0.17 1 0.4854369 31 0.08952551

11202 GO:0019199 transmembrane receptor protein kinase activity 0.18 5 2.4271846 504 1.4555116
6072 GO:0008645 hexose transport 0.18 1 0.4854369 34 0.09818927
8562 GO:0015149 hexose transmembrane transporter activity 0.18 1 0.4854369 34 0.09818927

17794 GO:0035428 hexose transmembrane transport 0.18 1 0.4854369 34 0.09818927
3749 GO:0005249 voltage-gated potassium channel activity 0.18 1 0.4854369 34 0.09818927
6355 GO:0008970 phospholipase A1 activity 0.19 1 0.4854369 35 0.10107719

23199 GO:0047714 galactolipase activity 0.19 1 0.4854369 35 0.10107719
12805 GO:0030246 carbohydrate binding 0.19 3 1.4563106 251 0.7248679
4232 GO:0005992 trehalose biosynthetic process 0.19 1 0.4854369 36 0.10396511
9393 GO:0016165 lipoxygenase activity 0.19 1 0.4854369 36 0.10396511
3801 GO:0005342 organic acid transmembrane transporter activity 0.19 2 0.9708738 136 0.3927571

22444 GO:0046943 carboxylic acid transmembrane transporter activity 0.19 2 0.9708738 136 0.3927571
8980 GO:0015711 organic anion transport 0.20 1 0.4854369 37 0.10685303
3758 GO:0005267 potassium channel activity 0.20 1 0.4854369 37 0.10685303
4942 GO:0006855 drug transmembrane transport 0.20 2 0.9708738 139 0.40142086
8607 GO:0015197|GO peptide transporter activity 0.20 2 0.9708738 139 0.40142086
8608 GO:0015198 oligopeptide transporter activity 0.20 2 0.9708738 139 0.40142086
8642 GO:0015238|GO drug transmembrane transporter activity 0.20 2 0.9708738 139 0.40142086
9154 GO:0015893 drug transport 0.20 2 0.9708738 139 0.40142086

18832 GO:0042493|GO response to drug 0.20 2 0.9708738 139 0.40142086
4231 GO:0005991 trehalose metabolic process 0.20 1 0.4854369 38 0.10974095

12538 GO:0022843 voltage-gated cation channel activity 0.20 1 0.4854369 38 0.10974095
9796 GO:0016741 transferase activity, transferring one-carbon groups 0.20 3 1.4563106 261 0.7537471
9837 GO:0016788 hydrolase activity, acting on ester bonds 0.20 12 5.8252425 1534 4.430069
4944 GO:0006857 oligopeptide transport 0.20 2 0.9708738 141 0.4071967
9099 GO:0015833 peptide transport 0.20 2 0.9708738 141 0.4071967
9699 GO:0016616 oxidoreductase activity, acting on the CH-OH group       0.21 3 1.4563106 266 0.7681867
5891 GO:0008395|GO steroid hydroxylase activity 0.21 1 0.4854369 40 0.1155168

12794 GO:0030234 enzyme regulator activity 0.22 4 1.9417475 403 1.1638317
4874 GO:0006767 water-soluble vitamin metabolic process 0.22 1 0.4854369 42 0.121292636
5607 GO:0008022 protein C-terminus binding 0.22 1 0.4854369 42 0.121292636
6666 GO:0009312 oligosaccharide biosynthetic process 0.22 1 0.4854369 42 0.121292636
8461 GO:0015020|GO glucuronosyltransferase activity 0.22 1 0.4854369 42 0.121292636
9370 GO:0016138 glycoside biosynthetic process 0.22 1 0.4854369 42 0.121292636

18713 GO:0042364 water-soluble vitamin biosynthetic process 0.22 1 0.4854369 42 0.121292636
21880 GO:0046351 disaccharide biosynthetic process 0.22 1 0.4854369 42 0.121292636
8679 GO:0015297 antiporter activity 0.23 2 0.9708738 152 0.4389638
8682 GO:0015300 solute:solute antiporter activity 0.23 2 0.9708738 152 0.4389638

16603 GO:0034220 ion transmembrane transport 0.23 7 3.3980582 833 2.4056373
4873 GO:0006766 vitamin metabolic process 0.23 1 0.4854369 44 0.12706847
6477 GO:0009110 vitamin biosynthetic process 0.23 1 0.4854369 44 0.12706847

20522 GO:0044272 sulfur compound biosynthetic process 0.23 1 0.4854369 44 0.12706847
6424 GO:0009055|GO electron carrier activity 0.23 2 0.9708738 154 0.44473964
9114 GO:0015849 organic acid transport 0.24 2 0.9708738 156 0.45051548

22443 GO:0046942 carboxylic acid transport 0.24 2 0.9708738 156 0.45051548
4215 GO:0005975 carbohydrate metabolic process 0.24 8 3.883495 990 2.8590407

19831 GO:0043565 sequence-specific DNA binding 0.24 2 0.9708738 159 0.45917925
6750 GO:0009415 response to water 0.25 1 0.4854369 49 0.14150807
3756 GO:0005261|GO cation channel activity 0.25 1 0.4854369 49 0.14150807
3490 GO:0004888|GO transmembrane receptor activity 0.25 5 2.4271846 571 1.6490022
5096 GO:0007047 cellular cell wall organization 0.26 1 0.4854369 50 0.14439599
6932 GO:0009664 plant-type cell wall organization 0.26 1 0.4854369 50 0.14439599

20857 GO:0045229 external encapsulating structure organization 0.26 1 0.4854369 50 0.14439599
30033 GO:0071669 plant-type cell wall organization or biogenesis 0.26 1 0.4854369 50 0.14439599
7173 GO:0009922 fatty acid elongase activity 0.26 1 0.4854369 51 0.14728391
4915 GO:0006817 phosphate transport 0.27 1 0.4854369 52 0.15017183
8528 GO:0015114 phosphate transmembrane transporter activity 0.27 1 0.4854369 52 0.15017183

17801 GO:0035435 phosphate transmembrane transport 0.27 1 0.4854369 52 0.15017183
2809 GO:0003993 acid phosphatase activity 0.27 1 0.4854369 52 0.15017183

12547 GO:0022857|GO transmembrane transporter activity 0.27 11 5.3398056 1483 4.282785
29246 GO:0070882 cellular cell wall organization or biogenesis 0.27 1 0.4854369 53 0.15305975
9768 GO:0016706 oxidoreductase activity, acting on paired donors, wit                      0.28 2 0.9708738 175 0.505386



4894 GO:0006790 sulfur compound metabolic process 0.28 1 0.4854369 55 0.15883559
4224 GO:0005984 disaccharide metabolic process 0.28 1 0.4854369 56 0.16172351
9369 GO:0016137 glycoside metabolic process 0.28 1 0.4854369 56 0.16172351

13082 GO:0030599 pectinesterase activity 0.29 2 0.9708738 178 0.5140497
9813 GO:0016759 cellulose synthase activity 0.29 1 0.4854369 57 0.16461143
6166 GO:0008757 S-adenosylmethionine-dependent methyltransferase 0.29 2 0.9708738 180 0.5198256
5819 GO:0008299|GO isoprenoid biosynthetic process 0.29 1 0.4854369 58 0.16749935
6665 GO:0009311 oligosaccharide metabolic process 0.29 1 0.4854369 58 0.16749935
8558 GO:0015145 monosaccharide transmembrane transporter activit 0.29 1 0.4854369 58 0.16749935
9018 GO:0015749 monosaccharide transport 0.29 1 0.4854369 58 0.16749935

29919 GO:0071555 cell wall organization 0.29 1 0.4854369 58 0.16749935
2831 GO:0004022 alcohol dehydrogenase (NAD) activity 0.30 1 0.4854369 59 0.17038727
4840 GO:0006720|GO isoprenoid metabolic process 0.30 1 0.4854369 60 0.17327519

14811 GO:0032403 protein complex binding 0.30 1 0.4854369 60 0.17327519
9818 GO:0016765|GO transferase activity, transferring alkyl or aryl (other t   0.30 2 0.9708738 185 0.53426516
6018 GO:0008559|GO xenobiotic-transporting ATPase activity 0.31 1 0.4854369 62 0.17905103

19225 GO:0042908 xenobiotic transport 0.31 1 0.4854369 62 0.17905103
19227 GO:0042910 xenobiotic transporter activity 0.31 1 0.4854369 62 0.17905103
18582 GO:0042221 response to chemical stimulus 0.31 3 1.4563106 328 0.94723773
17016 GO:0034637 cellular carbohydrate biosynthetic process 0.31 1 0.4854369 63 0.18193895
26931 GO:0055085 transmembrane transport 0.32 11 5.3398056 1548 4.4705
9293 GO:0016051|GO carbohydrate biosynthetic process 0.32 1 0.4854369 64 0.18482687

25095 GO:0050790 regulation of catalytic activity 0.32 4 1.9417475 480 1.3862015
12573 GO:0022891 substrate-specific transmembrane transporter activ 0.32 9 4.3689322 1241 3.5839086
28366 GO:0065009 regulation of molecular function 0.33 4 1.9417475 484 1.3977532
9765 GO:0016702 oxidoreductase activity, acting on single donors with          0.33 1 0.4854369 66 0.1906027
2999 GO:0004312 fatty acid synthase activity 0.33 1 0.4854369 68 0.19637854

21710 GO:0046148 pigment biosynthetic process 0.34 1 0.4854369 69 0.19926646
31420 GO:0080043 quercetin 3-O-glucosyltransferase activity 0.34 1 0.4854369 69 0.19926646
4910 GO:0006811 ion transport 0.35 7 3.3980582 959 2.769515
9812 GO:0016758 transferase activity, transferring hexosyl groups 0.35 4 1.9417475 501 1.4468478

12528 GO:0022832 voltage-gated channel activity 0.35 1 0.4854369 72 0.20793022
15280 GO:0032879 regulation of localization 0.35 1 0.4854369 72 0.20793022
17141 GO:0034762 regulation of transmembrane transport 0.35 1 0.4854369 72 0.20793022
17144 GO:0034765 regulation of ion transmembrane transport 0.35 1 0.4854369 72 0.20793022
19568 GO:0043269 regulation of ion transport 0.35 1 0.4854369 72 0.20793022
25348 GO:0051049 regulation of transport 0.35 1 0.4854369 72 0.20793022
3744 GO:0005244 voltage-gated ion channel activity 0.35 1 0.4854369 72 0.20793022
9703 GO:0016620 oxidoreductase activity, acting on the aldehyde or o         0.35 1 0.4854369 73 0.21081814

18786 GO:0042440 pigment metabolic process 0.35 1 0.4854369 73 0.21081814
25510 GO:0051213 dioxygenase activity 0.36 1 0.4854369 75 0.21659398
3627 GO:0005085|GO guanyl-nucleotide exchange factor activity 0.36 1 0.4854369 75 0.21659398
8494 GO:0015075 ion transmembrane transporter activity 0.37 6 2.9126213 827 2.3883097
3476 GO:0004872|GO receptor activity 0.37 5 2.4271846 672 1.9406822

12574 GO:0022892 substrate-specific transporter activity 0.37 10 4.854369 1463 4.2250266
15189 GO:0032787 monocarboxylic acid metabolic process 0.38 1 0.4854369 81 0.23392151
30066 GO:0071702 organic substance transport 0.39 4 1.9417475 529 1.5277096
4912 GO:0006813|GO potassium ion transport 0.39 1 0.4854369 84 0.24258527

30168 GO:0071804 cellular potassium ion transport 0.39 1 0.4854369 84 0.24258527
30169 GO:0071805 potassium ion transmembrane transport 0.39 1 0.4854369 84 0.24258527
19125 GO:0042802 identical protein binding 0.40 5 2.4271846 697 2.01288
21331 GO:0045735 nutrient reservoir activity 0.41 1 0.4854369 89 0.25702485
3723 GO:0005215|GO transporter activity 0.42 12 5.8252425 1844 5.325324
3644 GO:0005102 receptor binding 0.42 1 0.4854369 91 0.2628007
5712 GO:0008168|GO methyltransferase activity 0.43 2 0.9708738 244 0.7046524

11712 GO:0019748 secondary metabolic process 0.43 1 0.4854369 95 0.27435237
20512 GO:0044262|GO cellular carbohydrate metabolic process 0.43 2 0.9708738 248 0.7162041
2628 GO:0003677 DNA binding 0.44 8 3.883495 1224 3.534814

25195 GO:0050896|GO response to stimulus 0.44 12 5.8252425 1881 5.432177
3306 GO:0004674|GO protein serine/threonine kinase activity 0.45 7 3.3980582 1062 3.0669708
5874 GO:0008374 O-acyltransferase activity 0.46 1 0.4854369 102 0.29456782

19126 GO:0042803 protein homodimerization activity 0.47 2 0.9708738 265 0.7652988
22049 GO:0046527 glucosyltransferase activity 0.48 2 0.9708738 270 0.77973837
3626 GO:0005083 small GTPase regulator activity 0.48 1 0.4854369 111 0.3205591
5070 GO:0007017 microtubule-based process 0.49 1 0.4854369 112 0.32344702
5071 GO:0007018 microtubule-based movement 0.49 1 0.4854369 112 0.32344702

29918 GO:0071554 cell wall organization or biogenesis 0.49 1 0.4854369 112 0.32344702
9933 GO:0016903 oxidoreductase activity, acting on the aldehyde or o    0.49 1 0.4854369 113 0.32633495
4357 GO:0006139|GO nucleobase, nucleoside, nucleotide and nucleic acid  0.49 20 9.708738 3285 9.486816

22478 GO:0046982 protein heterodimerization activity 0.49 1 0.4854369 114 0.32922286
3874 GO:0005509 calcium ion binding 0.50 2 0.9708738 279 0.8057296
9535 GO:0016407 acetyltransferase activity 0.50 1 0.4854369 115 0.3321108

20531 GO:0044281 small molecule metabolic process 0.50 11 5.3398056 1788 5.1636004
27063 GO:0060089 molecular transducer activity 0.50 5 2.4271846 787 2.2727928
3475 GO:0004871|GO signal transducer activity 0.50 5 2.4271846 787 2.2727928

25416 GO:0051119 sugar transmembrane transporter activity 0.51 1 0.4854369 118 0.34077454
14667 GO:0032259 methylation 0.51 2 0.9708738 285 0.8230572
22375 GO:0046872 metal ion binding 0.51 18 8.7378645 2985 8.6204405
12532 GO:0022836 gated channel activity 0.52 1 0.4854369 122 0.3523262
19470 GO:0043167 ion binding 0.52 18 8.7378645 2997 8.655096
19472 GO:0043169 cation binding 0.52 18 8.7378645 2997 8.655096
3260 GO:0004620 phospholipase activity 0.52 1 0.4854369 123 0.35521415

17020 GO:0034641 cellular nitrogen compound metabolic process 0.52 22 10.679611 3678 10.621769
12741 GO:0030170 pyridoxal phosphate binding 0.53 1 0.4854369 126 0.3638779
28643 GO:0070279 vitamin B6 binding 0.53 1 0.4854369 126 0.3638779
4906 GO:0006807 nitrogen compound metabolic process 0.55 22 10.679611 3725 10.757502
3724 GO:0005216 ion channel activity 0.57 1 0.4854369 140 0.40430877
6046 GO:0008610 lipid biosynthetic process 0.57 1 0.4854369 141 0.4071967

13164 GO:0030695 GTPase regulator activity 0.57 1 0.4854369 142 0.4100846
8557 GO:0015144 carbohydrate transmembrane transporter activity 0.57 1 0.4854369 143 0.41297254

16602 GO:0034219 carbohydrate transmembrane transport 0.57 1 0.4854369 143 0.41297254
4849 GO:0006730|GO one-carbon metabolic process 0.58 2 0.9708738 325 0.93857396



3873 GO:0005507 copper ion binding 0.58 1 0.4854369 146 0.42163628
6071 GO:0008643|GO carbohydrate transport 0.58 1 0.4854369 147 0.42452422
5909 GO:0008415 acyltransferase activity 0.59 2 0.9708738 330 0.95301354

22415 GO:0046914 transition metal ion binding 0.59 15 7.2815533 2599 7.5057034
11426 GO:0019438 aromatic compound biosynthetic process 0.59 1 0.4854369 149 0.43030006
27562 GO:0060589 nucleoside-triphosphatase regulator activity 0.60 1 0.4854369 152 0.4389638
4909 GO:0006810|GO transport 0.63 13 6.3106794 2315 6.6855345

25529 GO:0051234 establishment of localization 0.63 13 6.3106794 2315 6.6855345
25476 GO:0051179 localization 0.63 13 6.3106794 2319 6.697086
9811 GO:0016757|GO transferase activity, transferring glycosyl groups 0.63 4 1.9417475 729 2.1052935
6899 GO:0009628 response to abiotic stimulus 0.64 1 0.4854369 170 0.49094638
3341 GO:0004722|GO protein serine/threonine phosphatase activity 0.64 1 0.4854369 171 0.4938343
3307 GO:0004675 transmembrane receptor protein serine/threonine ki  0.64 2 0.9708738 367 1.0598665

11787 GO:0019842 vitamin binding 0.65 1 0.4854369 177 0.5111618
9839 GO:0016791|GO phosphatase activity 0.67 2 0.9708738 383 1.1060733

20505 GO:0044255 cellular lipid metabolic process 0.67 1 0.4854369 184 0.53137726
4844 GO:0006725 cellular aromatic compound metabolic process 0.67 1 0.4854369 185 0.53426516
5195 GO:0007165|GO signal transduction 0.68 5 2.4271846 961 2.775291

12602 GO:0023052|GO signaling 0.68 5 2.4271846 961 2.775291
3304 GO:0004672|GO protein kinase activity 0.68 7 3.3980582 1333 3.8495972
9906 GO:0016874 ligase activity 0.69 3 1.4563106 597 1.7240882

10244 GO:0018130 heterocycle biosynthetic process 0.70 1 0.4854369 199 0.57469606
3340 GO:0004721 phosphoprotein phosphatase activity 0.70 1 0.4854369 199 0.57469606
8673 GO:0015291|GO secondary active transmembrane transporter activit 0.70 2 0.9708738 407 1.1753833
4954 GO:0006869 lipid transport 0.71 1 0.4854369 208 0.6006873
8085 GO:0010876 lipid localization 0.71 1 0.4854369 208 0.6006873

18956 GO:0042626 ATPase activity, coupled to transmembrane movem   0.72 1 0.4854369 211 0.6093511
9861 GO:0016820 hydrolase activity, acting on acid anhydrides, cataly     0.72 1 0.4854369 212 0.612239
9494 GO:0016311 dephosphorylation 0.72 2 0.9708738 425 1.227366

17617 GO:0035251 UDP-glucosyltransferase activity 0.73 1 0.4854369 218 0.62956655
18912 GO:0042578 phosphoric ester hydrolase activity 0.74 2 0.9708738 444 1.2822365
19758 GO:0043492 ATPase activity, coupled to movement of substance 0.76 1 0.4854369 235 0.67866117
3885 GO:0005525 GTP binding 0.77 1 0.4854369 245 0.70754033

11032 GO:0019001 guanyl nucleotide binding 0.77 1 0.4854369 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide binding 0.77 1 0.4854369 245 0.70754033
9824 GO:0016773 phosphotransferase activity, alcohol group as accep 0.79 7 3.3980582 1493 4.311664
8749 GO:0015399 primary active transmembrane transporter activity 0.79 1 0.4854369 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-driven transmembrane transpo  0.79 1 0.4854369 260 0.75085914
9285 GO:0016043 cellular component organization 0.79 1 0.4854369 261 0.7537471
4649 GO:0006520|GO cellular amino acid metabolic process 0.81 1 0.4854369 277 0.7999538

25998 GO:0051716 cellular response to stimulus 0.81 5 2.4271846 1138 3.2864528
30205 GO:0071841 cellular component organization or biogenesis at ce  0.82 1 0.4854369 285 0.8230572
20356 GO:0044106 cellular amine metabolic process 0.84 1 0.4854369 303 0.8750397
9889 GO:0016853 isomerase activity 0.84 1 0.4854369 306 0.8837035
6662 GO:0009308 amine metabolic process 0.85 1 0.4854369 314 0.9068068

12516 GO:0022804 active transmembrane transporter activity 0.85 3 1.4563106 787 2.2727928
2975 GO:0004175|GO endopeptidase activity 0.85 1 0.4854369 320 0.9241344
9836 GO:0016787 hydrolase activity 0.85 18 8.7378645 3723 10.751725
5732 GO:0008194 UDP-glycosyltransferase activity 0.85 1 0.4854369 322 0.9299102
3955 GO:0005634 nucleus 0.86 6 2.9126213 1433 4.138389

20488 GO:0044238 primary metabolic process 0.87 48 23.30097 9167 26.47356
20533 GO:0044283 small molecule biosynthetic process 0.88 1 0.4854369 347 1.0021082
20487 GO:0044237 cellular metabolic process 0.88 42 20.38835 8185 23.637625
30204 GO:0071840 cellular component organization or biogenesis 0.89 1 0.4854369 362 1.045427
20521 GO:0044271 cellular nitrogen compound biosynthetic process 0.89 1 0.4854369 367 1.0598665
12608 GO:0030001 metal ion transport 0.89 1 0.4854369 374 1.080082
4408 GO:0006200 ATP catabolic process 0.90 2 0.9708738 641 1.8511566
9918 GO:0016887|GO ATPase activity 0.90 2 0.9708738 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.90 2 0.9708738 641 1.8511566
9488 GO:0016301 kinase activity 0.90 7 3.3980582 1740 5.0249805
8943 GO:0015672 monovalent inorganic cation transport 0.90 1 0.4854369 383 1.1060733

20510 GO:0044260|GO cellular macromolecule metabolic process 0.90 27 13.106796 5577 16.105928
9913 GO:0016881 acid-amino acid ligase activity 0.90 1 0.4854369 391 1.1291766

15436 GO:0033036 macromolecule localization 0.91 1 0.4854369 397 1.1465042
9845 GO:0016798 hydrolase activity, acting on glycosyl bonds 0.91 1 0.4854369 401 1.1580559
4612 GO:0006468 protein phosphorylation 0.91 9 4.3689322 2205 6.367863
9579 GO:0016462 pyrophosphatase activity 0.93 3 1.4563106 954 2.7550755
9859 GO:0016818 hydrolase activity, acting on acid anhydrides, in pho  0.93 3 1.4563106 956 2.7608514
9858 GO:0016817 hydrolase activity, acting on acid anhydrides 0.93 3 1.4563106 959 2.769515
7229 GO:0009987|GO cellular process 0.93 54 26.213593 10601 30.614838
4641 GO:0006508 proteolysis 0.93 3 1.4563106 965 2.7868426
9911 GO:0016879 ligase activity, forming carbon-nitrogen bonds 0.94 1 0.4854369 456 1.3168914
3876 GO:0005515|GO protein binding 0.94 33 16.019417 6933 20.021948
9823 GO:0016772 transferase activity, transferring phosphorus-contain  0.95 7 3.3980582 1932 5.579461
4405 GO:0006195 purine nucleotide catabolic process 0.95 2 0.9708738 773 2.232362
6508 GO:0009143 nucleoside triphosphate catabolic process 0.95 2 0.9708738 773 2.232362
6509 GO:0009144 purine nucleoside triphosphate metabolic process 0.95 2 0.9708738 773 2.232362
6511 GO:0009146 purine nucleoside triphosphate catabolic process 0.95 2 0.9708738 773 2.232362
6519 GO:0009154 purine ribonucleotide catabolic process 0.95 2 0.9708738 773 2.232362
6530 GO:0009166 nucleotide catabolic process 0.95 2 0.9708738 773 2.232362
6567 GO:0009203 ribonucleoside triphosphate catabolic process 0.95 2 0.9708738 773 2.232362
6569 GO:0009205 purine ribonucleoside triphosphate metabolic proces 0.95 2 0.9708738 773 2.232362
6571 GO:0009207 purine ribonucleoside triphosphate catabolic proces 0.95 2 0.9708738 773 2.232362
6624 GO:0009261 ribonucleotide catabolic process 0.95 2 0.9708738 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, nucleotide and nucleic acid  0.95 2 0.9708738 773 2.232362
17035 GO:0034656 nucleobase, nucleoside and nucleotide catabolic pro 0.95 2 0.9708738 773 2.232362
22209 GO:0046700 heterocycle catabolic process 0.95 2 0.9708738 773 2.232362
30879 GO:0072523 purine-containing compound catabolic process 0.95 2 0.9708738 773 2.232362
20520 GO:0044270 cellular nitrogen compound catabolic process 0.95 2 0.9708738 777 2.2439137
6563 GO:0009199 ribonucleoside triphosphate metabolic process 0.95 2 0.9708738 790 2.2814567
6515 GO:0009150 purine ribonucleotide metabolic process 0.95 2 0.9708738 791 2.2843447
6506 GO:0009141 nucleoside triphosphate metabolic process 0.95 2 0.9708738 796 2.2987843



4373 GO:0006163 purine nucleotide metabolic process 0.96 2 0.9708738 810 2.339215
6622 GO:0009259|GO ribonucleotide metabolic process 0.96 2 0.9708738 812 2.344991

19473 GO:0043170|GO macromolecule metabolic process 0.96 30 14.563107 6553 18.92454
30877 GO:0072521 purine-containing compound metabolic process 0.96 2 0.9708738 827 2.3883097
2627 GO:0003676 nucleic acid binding 0.96 9 4.3689322 2453 7.0840673

22007 GO:0046483 heterocycle metabolic process 0.96 3 1.4563106 1094 3.1593843
18953 GO:0042623 ATPase activity, coupled 0.96 1 0.4854369 537 1.550813
28378 GO:0070011 peptidase activity, acting on L-amino acid peptides 0.96 1 0.4854369 537 1.550813
5840 GO:0008324 cation transmembrane transporter activity 0.96 1 0.4854369 538 1.5537009
9267 GO:0016021 integral to membrane 0.96 3 1.4563106 1103 3.1853757

20532 GO:0044282 small molecule catabolic process 0.96 2 0.9708738 854 2.4662836
4897 GO:0006793 phosphorus metabolic process 0.97 11 5.3398056 2925 8.4471655
4900 GO:0006796 phosphate metabolic process 0.97 11 5.3398056 2925 8.4471655
9493 GO:0016310 phosphorylation 0.97 9 4.3689322 2504 7.2313514
5763 GO:0008233 peptidase activity 0.97 1 0.4854369 565 1.6316746

10058 GO:0017111 nucleoside-triphosphatase activity 0.97 2 0.9708738 878 2.5355935
5791 GO:0008270 zinc ion binding 0.97 6 2.9126213 1880 5.4292893

20498 GO:0044248 cellular catabolic process 0.97 2 0.9708738 894 2.5818002
3863 GO:0005488 binding 0.97 70 33.980583 13903 40.15075
4867 GO:0006753 nucleoside phosphate metabolic process 0.97 2 0.9708738 914 2.6395588
6484 GO:0009117 nucleotide metabolic process 0.97 2 0.9708738 914 2.6395588

13656 GO:0031224 intrinsic to membrane 0.97 3 1.4563106 1193 3.4452884
5018 GO:0006950 response to stress 0.97 1 0.4854369 611 1.764519
131 GO:0000166 nucleotide binding 0.98 3 1.4563106 1213 3.5030468

26932 GO:0055086 nucleobase, nucleoside and nucleotide metabolic pr 0.98 2 0.9708738 944 2.7261963
4911 GO:0006812|GO cation transport 0.98 1 0.4854369 662 1.9118029
4609 GO:0006464 protein modification process 0.99 9 4.3689322 2781 8.031305
6425 GO:0009056 catabolic process 0.99 2 0.9708738 1051 3.0352037

19526 GO:0043227 membrane-bounded organelle 0.99 6 2.9126213 2142 6.185924
19530 GO:0043231 intracellular membrane-bounded organelle 0.99 6 2.9126213 2142 6.185924
9266 GO:0016020 membrane 0.99 13 6.3106794 3741 10.803708

18000 GO:0035639 purine ribonucleoside triphosphate binding 0.99 1 0.4854369 769 2.2208104
19684 GO:0043412 macromolecule modification 0.99 9 4.3689322 2900 8.374968
14959 GO:0032553 ribonucleotide binding 0.99 1 0.4854369 795 2.2958963
14961 GO:0032555 purine ribonucleotide binding 0.99 1 0.4854369 795 2.2958963
10033 GO:0017076 purine nucleotide binding 0.99 1 0.4854369 797 2.3016722
2653 GO:0003723 RNA binding 0.99 1 0.4854369 797 2.3016722

20619 GO:0044425 membrane part 0.99 3 1.4563106 1523 4.398302
20517 GO:0044267 cellular protein metabolic process 1.00 9 4.3689322 3225 9.313541
11522 GO:0019538|GO protein metabolic process 1.00 12 5.8252425 4134 11.938661
4027 GO:0005737 cytoplasm 1.00 3 1.4563106 2001 5.7787275

19525 GO:0043226 organelle 1.00 6 2.9126213 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 6 2.9126213 3013 8.701303
20618 GO:0044424 intracellular part 1.00 9 4.3689322 3853 11.127155
3945 GO:0005622 intracellular 1.00 11 5.3398056 4751 13.720507
3946 GO:0005623 cell 1.00 24 11.650485 8227 23.758917

20657 GO:0044464 cell part 1.00 24 11.650485 8227 23.758917
3903 GO:0005575|GO cellular_component 1.00 24 11.650485 8515 24.590637
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