
Table S3. Differentially regulated genes (up and down regulated) in the control compared with THyPRP silenced plants in FAZ at 4 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 

Set 2 Upregulated 
Line Array Details Time Treated vs. Cont  Set 

Control – New Yorker 254331010025_1_3 4h_3_AZ 4h

Control – New Yorker 254331010025_1_4 4h_4_AZ 4h

TAPG + TPRP 254331010034_1_3 4h_39_AZ 4h Downregulated 
TAPG + TPRP 254331010034_1_4 4h_40_AZ 4h

Differentially Regulated Probes

Note: Sample Up Down 

Fold change expression values are provided as logbase 2 4h_TPRP_ AZ vs. 4h_Control_AZ_Sense 842 1064
4h_TPRP_ AZ vs. 4h_Control_AZ_Antisense 543 714

Flagging Criteria: 
Compromised: If the gProcessedSignal value is less than the background intensity
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
gProcessedSignal  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. 

Control 

Set 2
Treated



ProbeNamOrientatio Fold 4h Flag 4h 3Fold 4h Flag 4h 4Geomean  Fold 4h Flag 4h 3Fold 4h Flag 4h 4Geomean   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 4h 40 AZ
A 96 P00 Sense 0.007 Detected -0.007 Detected 0.000 1.020 Detected 1.179 Detected 1.099 0.005 A 96 P00 Ls NM 00124Solanum       CGCGTGGAGTGAAAACCCTAAATAACCAGATTTTCTAATGAAGTTGTAGTAGTAGAAATT 218.546 213.863 290.304 219.617 488.184 495.51
A 96 P00 Sense -0.253 Detected 0.253 Detected 0.000 2.029 Detected 1.412 Detected 1.720 0.050 A 96 P00 Dea1 NM 00124Solanum       CTTATGAGCAATGTTCAAGTGTGTGGTAACTTCTTGTTTCCTTTGTAGCTTGAAATAAGT 308.457 432.923 168.203 623.701 1661.12 984.393
A 96 P01 Sense 0.112 Detected -0.112 Detected 0.000 1.590 Detected 1.088 Detected 1.339 0.040 A 96 P01 LOC54384NM 00124Solanum      AATAATGATAGAGTAAGGAGGATGTCAATTCATGATCCCACACCCACCTACTGTAGGTAG 663.329 561.091 1095.62 1095 2045.31 1312.7
A 96 P01 Sense -0.168 Detected 0.168 Detected 0.000 1.992 Detected 2.304 Detected 2.148 0.011 A 96 P01 wus NM 00124Solanum      GTTTGTAGTAAGTAAGTACTAATCTAATTTGGTATGTGCCAAGCTATTTGGACCTTATGG 225.253 281.234 370.524 254.874 1115.27 1258.29
A 96 P01 Sense 0.659 Comprom -0.659 Comprom 0.000 1.169 Detected 2.148 Detected 1.658 0.181 A 96 P01 BT012874 BT012874 Lycopers       CAAAATACATAATACAAGAAGCACTCTATCTTGTGAGCTTGGGAACAAATGATTTCTTGG 8.31768 3.29847 11.7388 21.299 13.1133 23.5055
A 96 P01 Sense -0.516 Detected 0.516 Detected 0.000 2.265 Detected 2.392 Detected 2.329 0.046 A 96 P01 cevi19 NM 00124Solanum       GAGATTATGGTGTGTTAAATAAAGTGTTCCACAATGTTACGGATACACATGTTTTGCATC 56.5656 114.371 349.988 322.872 430.696 427.487
A 96 P02 Sense 0.220 Detected -0.220 Detected 0.000 1.155 Detected 1.114 Detected 1.134 0.036 A 96 P02 BF098459 BF098459 EST42898                       CCCAATGGGACATTAGCTCAGTTTCTTCATGAGTTTAGCCAGAAACCTGAATATGAACCT 16.5787 12.0891 33.9263 21.4427 35.117 31.0168
A 96 P03 Sense 0.152 Detected -0.152 Detected 0.000 1.167 Detected 1.073 Detected 1.120 0.020 A 96 P03 BI931270 BI931270 EST55115                  TCAGGGATGCATTTTCAGGATTTGATGCAGAAGTTGTTTGGCAAATACATGAAAAGAAGA 494.813 396.238 424.11 556.482 1107.15 943.387
A 96 P05 Sense 0.110 Detected -0.110 Detected 0.000 1.194 Detected 0.944 Detected 1.069 0.023 A 96 P05 AJ785322 AJ785322 AJ785322                   CCCGGAAAATACCCGAGTGGATTTTACTGAAAAATTGGAATTTACTGTGGTGATGAAAAA 86.9748 73.7855 167.242 249.341 204.116 156.044
A 96 P06 Sense 0.164 Detected -0.164 Detected 0.000 1.399 Detected 1.421 Detected 1.410 0.013 A 96 P06 AK322569 AK322569 Solanum        GAACTTTCGTTTTTTCTGATTCAATTCCATGGTTTGAATGGATGGATATTGGTGGACATA 301.368 237.477 157.559 142.566 785.684 725.223
A 96 P06 Sense -0.554 Comprom 0.554 Comprom 0.000 1.303 Detected 1.866 Detected 1.584 0.125 A 96 P06 AK321255 AK321255 Solanum        TTTCCTCATCAGCATTTTGGACAGAGACATTATTTCCAAACTTTTCCAAGGCAGCCAAAT 2.76003 5.87967 2.04101 7.92414 11.0676 14.8684
A 96 P07 Sense 0.177 Detected -0.177 Detected 0.000 1.026 Detected 1.612 Detected 1.319 0.061 A 96 P07 DB702002DB702002DB702002              GGAGCGCTTTATCTCTAATGCACCTACTCGATGTAAATTTGTGAATCTTAATAGTAAGTG 1017.46 787.283 1438.07 1287.57 2030.34 2770.45
A 96 P07 Sense -0.349 Detected 0.349 Detected 0.000 1.500 Detected 1.882 Detected 1.691 0.051 A 96 P07 P69B NM 00124Solanum      GCCTAGTCAAAAATTGGCTATATAAGTGCATTAAGTACTCGGACATTTGAAAATGCTGTT 393.641 631.222 968.337 967.1 1570.53 1859.72
A 96 P07 Sense 0.220 Detected -0.220 Detected 0.000 1.793 Detected 1.869 Detected 1.831 0.015 A 96 P07 LOC54395AK247244 Solanum        GATGGCATGCTAATCACTATAATGTGGGCATCAAAGTTGTGTTATGTGTAACTACTTATT 3892.65 2837.25 4998.69 4072.16 12829.2 12294.3
A 96 P07 Sense 0.240 Detected -0.240 Detected 0.000 1.069 Detected 1.980 Detected 1.524 0.098 A 96 P07 AI490235 AI490235 EST24856            GCTTCACATCGTCGAGTGGGTAAAGAAGAAAATGGGAAGCTTTGAACCAGCTGTTACAGT 19.5594 13.8596 36.5673 51.3583 38.4594 65.7393
A 96 P08 Sense 0.066 Detected -0.066 Detected 0.000 0.937 Detected 1.686 Detected 1.312 0.075 A 96 P08 TA36105 TA36105 Rep: Carb           CCCAGAATTAATCCGGTATTCTTGCTCATGTAGACCAAAAATTGGCCATAATAATCTACA 145.849 131.569 544.673 337.869 295.405 451.255
A 96 P10 Sense -0.016 Detected 0.016 Detected 0.000 2.289 Detected 1.846 Detected 2.068 0.011 A 96 P10 TA50825 TA50825 Rep: Chro              CGTGCAGGTATGTGAGTAGCTACTTTACTTTTCTAGTCATGTAAGTGTAATAAAAACTTG 279.403 282.489 942.017 987.473 1529.4 1022.8
A 96 P10 Sense -0.339 Comprom 0.339 Detected 0.000 2.273 Detected 2.252 Detected 2.263 0.022 A 96 P10 BG129743BG129743EST47538    GTAGATGCCTGTTTGATGCCAAATGGGGTGATCTTAGACTATCAATTGTTGAAATGTTTA 10.5435 16.6757 34.0533 39.5165 71.3781 63.9677
A 96 P11 Sense -0.206 Detected 0.206 Detected 0.000 2.018 Detected 1.547 Detected 1.782 0.029 A 96 P11 ES897266 ES897266 LET116 2  TGGTTTATTCAGTTATTGATGGTGAAACCTTGAAATACTACAAGAGTTTCAAAGGCACCC 100.828 132.559 331.164 337.153 521.47 341.929
A 96 P11 Sense 0.138 Comprom -0.138 Comprom 0.000 1.714 Detected 2.624 Detected 2.169 0.045 A 96 P11 TA53569 TA53569 Unknown CCTGTTAGGGCATAGCTTATCTCTATATATAGACCCTATGGGAAACCCTATTCTGTAATT 3.43555 2.80511 7.68701 8.2193 11.3387 19.3769
A 96 P11 Sense 0.443 Detected -0.443 Detected 0.000 2.316 Detected 1.439 Detected 1.878 0.095 A 96 P11 AK326693 AK326693 Solanum        ACGTCATTTAAGATCGTGCAAAGAGCTTTTGAGGCTCTTTAGTAAAGCTTTATGTTCTTT 100.474 53.7298 175.91 112.001 407.421 201.732
A 96 P12 Sense 0.143 Detected -0.143 Detected 0.000 1.914 Detected 2.083 Detected 1.998 0.007 A 96 P12 NP232858 NP232858 GB TTGACGACTGATTTCTTCATGCCTCCTTCAGATTTCGATAAAGAACGTTCTCGAGTCTAG 74.9693 60.7985 234.339 157.851 283.352 289.514
A 96 P12 Sense -0.196 Comprom 0.196 Comprom 0.000 1.138 Detected 2.012 Detected 1.575 0.081 A 96 P12 NP928749 NP928749 GB GCTGCCATCAGATGGAGAAAATTTCAAGCAGCAAAGACAGTGACCAATTGTCCAAATTGA 7.86176 10.1971 18.5045 24.5814 21.9414 36.5632
A 96 P12 Sense 0.185 Detected -0.185 Detected 0.000 2.048 Detected 1.534 Detected 1.791 0.030 A 96 P12 NP928782 NP928782 GB ATGGAGGACTAAACTTACTGTCCTAGAAAAGGAGCTTCTAGCTAGTCGCTTTTGTTTGAG 46.2635 35.3774 55.8679 61.8931 186.377 118.65
A 96 P12 Sense -0.402 Comprom 0.402 Detected 0.000 1.687 Detected 2.065 Detected 1.876 0.052 A 96 P12 NP928749 NP928749 GB CTCACGAGTCTGCTCGGATAATATACATGAGGACATGATTGACTGTAGTATTAACAAGAA 7.20978 12.4424 18.0274 15.5728 33.9558 40.1191
A 96 P13 Sense 0.214 Detected -0.214 Detected 0.000 2.027 Detected 1.387 Detected 1.707 0.047 A 96 P13 LOC54400BI931665 EST55155                  GTTGTGTTAGTATTGGCCTATAGTAGCCATTTGACACATTAAATAAGTTTGTGACACATC 899.118 661.099 597.733 1370.93 3499.54 2040.87
A 96 P13 Sense 0.136 Detected -0.136 Detected 0.000 1.269 Detected 1.605 Detected 1.437 0.022 A 96 P13 AI487256 AI487256 Unknown CTTAGCAATGTGTTAAACACATTAAAGTCTTCAACTTTCATGGCCGCTATGACTTTAGAT 3999.08 3273.65 3761.35 4001.74 9713.58 11145.9
A 96 P13 Sense -0.386 Detected 0.386 Detected 0.000 2.050 Detected 1.342 Detected 1.696 0.084 A 96 P13 Dea1 NM 00124Solanum       ACGTCTCATTCCCAAATAAGTTGGGGTCACCTATATGAATGTTCATTCTATCACTACTAT 48.5456 81.9416 26.2167 106.404 290.948 161.876
A 96 P14 Sense 0.311 Detected -0.311 Detected 0.000 1.354 Detected 1.349 Detected 1.351 0.049 A 96 P14 AW032620AW032620Unknown ATCAAATAAATCGCGAGCATGGAAGCCAGTTTTGTCTACCATTAGAGAATGGTCGGGTTT 31.531 20.2533 28.2131 46.3947 71.9211 65.1711
A 96 P15 Sense 0.404 Comprom -0.404 Comprom 0.000 1.749 Detected 1.558 Detected 1.653 0.058 A 96 P15 AK322732 AK322732 Solanum        ATTTGGTTTCCTCAATCTCAGAGATTTCGCCAGAGAAGTCGGATTCACGCCACAGGAAAT 5.63471 3.18173 17.9933 24.3291 15.847 12.6185
A 96 P16 Sense -0.733 Comprom 0.733 Detected 0.000 1.378 Detected 1.354 Detected 1.366 0.204 A 96 P16 AW650322AW650322Unknown ATGTTGGATCCGACTTCTAATTCAAGAGTCACTACTTCAAAGATCATCGATTCTTCATGG 8.17652 22.3348 8.41936 12.0982 39.1101 34.9656
A 96 P17 Sense -0.226 Detected 0.226 Detected 0.000 1.765 Detected 1.073 Detected 1.419 0.075 A 96 P17 Dea1 NM 00124Solanum       CAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGTGAACAAACAAACAATAGCTACTACG 145.396 196.646 73.9456 257.963 640.222 360.1
A 96 P18 Sense 0.078 Detected -0.078 Detected 0.000 1.499 Detected 1.800 Detected 1.650 0.010 A 96 P18 BG133640BG133640Unknown TAGGGATAGATGAGCATCGTCGATCATCAGATCTGTGCGGACTTAATAGATTCGTGGTGA 23.2792 20.6656 17.2251 14.0571 69.0493 77.3508
A 96 P19 Sense -0.046 Comprom 0.046 Comprom 0.000 1.537 Detected 1.610 Detected 1.573 0.001 A 96 P19 BG135050BG135050Rep: Chro              GCTTCAAGTAGCTTTACTTTATCAGGTTGATAGGCTGGTTTTAATTGATGCAAGTGTTTA 6.63215 6.9908 14.8754 8.40184 21.9988 21.0462
A 96 P19 Sense -0.516 Detected 0.516 Detected 0.000 1.572 Detected 1.834 Detected 1.703 0.085 A 96 P19 cevi19 NM 00124Solanum       GTCACCATGCAAACACAGGTTCCCTTGAGAATGATGAAATTTACATACCAAGACTTAAGT 88.7436 179.344 440.933 382.726 417.726 455.348
A 96 P19 Sense 0.245 Detected -0.245 Detected 0.000 1.191 Detected 1.237 Detected 1.214 0.039 A 96 P19 TA36834 TA36834 Rep: Wou             GATGCCCACTTATATAATGACATGCTAATCAATTATAATGTGGGCATCAAAGTTGTGTGT 3445.76 2424.78 4422.4 3740.1 7348.98 6898.44
A 96 P19 Sense 0.311 Detected -0.311 Detected 0.000 1.606 Detected 1.499 Detected 1.552 0.039 A 96 P19 BI203257 BI203257 Unknown AGGCAATTTCATACACCACATGGGGTGCATGTTAGAACTCAAATTGATCACTTGTAAATT 415.633 266.965 958.622 594.288 1128.99 952.998
A 96 P19 Sense -0.336 Detected 0.336 Detected 0.000 1.884 Detected 1.206 Detected 1.545 0.084 A 96 P19 Dea1 NM 00124Solanum       TAAGCCTTCTTCTTAATGTTTGTGGCAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGT 144.262 227.191 78.4933 257.968 744.166 422.951
A 96 P19 Sense 0.158 Detected -0.158 Detected 0.000 1.070 Detected 1.287 Detected 1.178 0.025 A 96 P19 BI422997 BI422997 Unknown CCTAGAGATGATTCAAGTAGTACATTTACTTGTCCTAATGGAACTAGCTATAAAGTCGTA 112.298 89.1876 360.809 341.167 233.924 247.21
A 96 P20 Sense 0.134 Detected -0.134 Detected 0.000 1.365 Detected 1.347 Detected 1.356 0.010 A 96 P20 AK322569 AK322569 Solanum        ATGGAAGCTTCAGAGAGACTCGAGAATCTGGAAAGATCCGAATGAGTTTAACCAGAGAGA 1597.33 1311.19 939.006 924.291 4150.42 3728.48
A 96 P20 Sense 0.294 Detected -0.294 Detected 0.000 0.956 Detected 1.311 Detected 1.133 0.081 A 96 P20 BI933909 BI933909 Unknown TCCTGTTTGAGTGAGGAAAAAGTGGTTTGCCTGTCTGTGGGCCTTTTTTATAATCCTTTT 117.892 77.5892 156.832 157.87 206.64 240.208
A 96 P21 Sense 0.640 Detected -0.640 Comprom 0.000 0.911 Detected 1.656 Detected 1.283 0.225 A 96 P21 AUREA NM 00124Solanum      GAAGATTACAAGGAGAAGTACTATAAAGACTTGATTACTCTAGGCCTCAAGTATTCTAAG 23.7704 9.67472 31.4923 14.7501 31.7501 48.3958
A 96 P22 Sense 0.025 Detected -0.025 Detected 0.000 0.995 Detected 1.660 Detected 1.328 0.058 A 96 P22 CK348294CK348294Rep: Path             TGATGTATACTTATGACATGTTGCTAGTATTACTCAGGACTCATCGTTGACTGCGTACCA 557.804 532.71 879.564 206.566 1209.61 1744.67
A 96 P22 Sense -0.165 Detected 0.165 Detected 0.000 0.871 Detected 1.913 Detected 1.392 0.126 A 96 P22 CK715116CK715116Unknown CAGCTTGCAATTGTCATAGGAATTTCCATAGAAAAGAAGTAGAAGGTGATCAACAACAAT 12.402 15.4104 12.4212 15.0693 28.1681 52.7143
A 96 P22 Sense -0.166 Detected 0.166 Detected 0.000 0.814 Detected 1.572 Detected 1.193 0.102 A 96 P22 NAM NM 00124Solanum       CAGTCTGAACTTGACTGTATGTGGAGCTACTGAATTAGCAAGTGCTTAATTTTAATTAAG 1558.05 1938.87 1846.63 2335.54 3403.65 5233.52
A 96 P22 Sense 0.074 Detected -0.074 Detected 0.000 1.489 Detected 1.135 Detected 1.312 0.021 A 96 P22 AK319705 AK319705 Solanum        GAGATTACAATGAGAAGGTAGATATTTGGAGTGCTGGTGTGATTCTGTATATAATGTTGG 56.1523 50.1068 61.2701 51.1971 165.833 117.972
A 96 P23 Sense -0.607 Detected 0.607 Detected 0.000 1.485 Detected 1.845 Detected 1.665 0.119 A 96 P23 cevi19 NM 00124Solanum       GTTGGTCTTATCCTCCACTCAGCTCTTCTAACGCCATACTTTGCATGGAAACATAGTCAT 101.565 232.847 587.949 455.821 479.504 559.185
A 96 P24 Sense 0.131 Detected -0.131 Detected 0.000 1.307 Detected 1.636 Detected 1.472 0.020 A 96 P24 AK325508 AK325508 Solanum        CCAAGGCAAGTCACAGCAAGATAGACTACATAATAGTACAAGCATATTATGTAAAGTTGT 130.527 107.554 267.455 303.137 326.543 372.919
A 96 P25 Sense 0.582 Comprom -0.582 Comprom 0.000 1.581 Detected 1.129 Detected 1.355 0.162 A 96 P25 DB693071DB693071DB693071              GAGGCTAATCAAACACCCAAATATTGTTCAGCTCTATGAGGTTATGGCTAGCAAAACAAA 12.0391 5.31057 9.73107 12.9044 26.6399 17.7017
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 1.285 Detected 0.859 Detected 1.072 0.061 GT Sens AF011556 AF011556 HB-13 TTCAAGGTACTTAAGGATCTTTATGGAGAAAAATATTAATAAAGACATGTCCTTTTTTCC 352.256 272.62 350.8 299.702 841.155 569.107
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 1.007 Detected 0.997 Detected 1.002 0.003 GT Sens contig100 contig100 Ring finge                 ATGTTACcontig100 Solyc08g Solyc08g Ring finge                 GO:00082 GO:00082   contig100 Solyc08g Ring finge                  GO:00082 SL2.40ch AT5G45290.2  zinc finge        chr5:183  98.4865 90.6285 128.323 127.624 211.458 190.901
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 0.964 Detected 1.080 Detected 1.022 0.064 GT Sens contig101 contig101 Unknown   GAAAAGGcontig101 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig101 Solyc02g LRR recep    GO:00046 SL2.40ch AT5G5353VPS26A  VPS26A (      chr5:217  4525.59 3098.58 6162.17 5261.36 8136.68 8015
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 2.664 Detected 2.445 Detected 2.555 0.006 GT Sens contig103 contig103 Unknown   TATTAAT contig103 Solyc04g Solyc04g Unknown Protein (AHRD V1);O contig103 Solyc04g025920.2.1 AT3G5600ATCSLA1    ATCSLA1         chr3:207  22.6975 17.6658 27.7615 29.1341 141.378 110.393
GT Sense Sense 0.464 Detected -0.464 Detected 0.000 1.094 Detected 1.461 Detected 1.277 0.125 GT Sens contig104 contig104 Choline tr                  ACCATAAcontig104 Solyc07g Solyc07g Choline transporter like family                contig104 Solyc07g Choline transporter                  SL2.40ch AT3G15380.1  choline tr   chr3:519  468.958 243.617 679.989 654.136 803.506 941.954
GT Sense Sense 0.638 Comprom -0.638 Comprom 0.000 1.626 Detected 2.019 Detected 1.823 0.112 GT Sens contig105 contig105 Genomic          ATCCAGAcontig105 Solyc10g Solyc10g Genomic DNA chromosome 5       contig105 Solyc10g Genomic DNA chrom         SL2.40ch AT4G17430.1  unknown   chr4:972  5.03709 2.0557 12.5025 3.01434 11.061 13.2088
GT Sense Sense 0.534 Detected -0.534 Detected 0.000 1.249 Detected 1.200 Detected 1.225 0.149 GT Sens contig105 contig105 Ethylene                    CGTCCTCcontig105 Solyc01g Solyc01g Ethylene                    GO:00063 GO:00063    contig105 Solyc01g Ethylene                     GO:00036 SL2.40ch AT5G63740.1  zinc finge    chr5:255  146.598 69.1618 211.525 127.568 266.624 234.255
GT Sense Sense -0.235 Detected 0.235 Detected 0.000 1.878 Detected 1.122 Detected 1.500 0.078 GT Sens contig105 contig105 GDSL est              GAGATGGcontig105 Solyc07g Solyc07g GDSL est              GO:00066 GO:00066    contig105 Solyc07g GDSL est               GO:00040 SL2.40ch AT2G42990.1  GDSL-mo      chr2:178  2227.01 3050.37 5699.25 6043.75 10666.5 5744.45
GT Sense Sense -0.219 Comprom 0.219 Comprom 0.000 2.515 Detected 2.604 Detected 2.559 0.008 GT Sens 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  2.95633 3.95801 4.6674 2.69135 21.7746 21.0489
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 1.234 Detected 1.074 Detected 1.154 0.012 GT Sens contig107 contig107 Homeobo              ATCATCT contig107 Solyc02g Solyc02g Homeobo              GO:00056 GO:00056   contig107 Solyc02g Homeobo               GO:00435 SL2.40ch AT5G1515ATHB-3, H    ATHB-3 (               chr5:491  76.7668 66.4417 158.163 313.598 187.032 152.213
GT Sense Sense 0.549 Detected -0.549 Detected 0.000 1.287 Detected 1.124 Detected 1.205 0.162 GT Sens contig108 contig108 Os04g062       AAAGGATcontig108 Solyc02g Solyc02g Os04g0625000 protein (Fragm     contig108 Solyc02g Os04g0625000 prote      SL2.40ch AT3G20350.1  unknown   chr3:709  455.919 210.512 680.334 587.781 841.862 683.512
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.643 Detected 1.474 Detected 1.558 0.021 GT Sens contig109 contig109 Senescen              GGCTAATcontig109 Solyc08g Solyc08g Senescen              GO:00160 GO:00160   contig109 Solyc08g Senescen               GO:00160 SL2.40ch AT5G4670TET1, TR   TRN2 (TO    chr5:189  110.272 81.2147 181.689 186.62 329.125 266.156
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 1.545 Detected 1.544 Detected 1.544 0.000 GT Sens contig109 contig109 Unknown   ATTCGGGcontig109 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig109 Solyc06g Unknown Protein (A  SL2.40ch AT3G05640.2  protein p        chr3:164  82.688 85.2513 174.955 159.044 272.818 247.904
GT Sense Sense 0.363 Detected -0.363 Detected 0.000 1.428 Detected 0.844 Detected 1.136 0.135 GT Sens contig109 contig109 Receptor               ATTGTTAcontig109 Solyc03g Solyc03g Receptor               GO:00064 GO:00064  contig109 Solyc03g Receptor                GO:00059 SL2.40ch AT1G80870.1  protein k     chr1:303  48.3289 28.8666 66.4621 55.1327 111.919 67.8892
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 2.590 Detected 1.077 Detected 1.833 0.136 GT Sens contig109 contig109 Polygalac                        GTCCTGAcontig109 Solyc12g Solyc12g Polygalac                        GO:00059 GO:00059   contig109 Solyc12g Polygalac                         GO:00059 SL2.40ch AT1G65570.1  polygalac       chr1:243  17.4477 16.9501 30.6351 11.7175 115.294 36.7325
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 1.093 Detected 2.012 Detected 1.553 0.097 GT Sens contig109 contig109 Unknown   AGTCTTT contig109 Solyc08g Solyc08g Unknown Protein (AHRD V1);O contig109 Solyc08g Unknown   GO:00055 SL2.40ch AT3G14330.1  pentatric      chr3:477  118.711 83.114 130.025 180.944 236.027 405.654
GT Sense Sense 0.078 Comprom -0.078 Comprom 0.000 2.087 Detected 2.177 Detected 2.132 0.002 GT Sens contig110 contig110 Unknown   TTTTCAT contig110 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig110 Solyc04g071370.1.1 AT3G62120.2  tRNA syn            chr3:230  3.64218 3.23184 11.2419 14.0639 16.2336 15.7127
GT Sense Sense -0.277 Detected 0.277 Detected 0.000 1.116 Detected 1.338 Detected 1.227 0.054 GT Sens contig111 contig111 Unknown   TTGCTAT contig111 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig111 Solyc08g Unknown Protein (A  SL2.40ch AT5G21910.1  unknown   chr5:724  32.1142 46.6136 71.2822 117.879 93.3843 99.0082
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 1.507 Detected 1.310 Detected 1.408 0.016 GT Sens contig111 contig111 Receptor-               TGGATGAcontig111 Solyc09g Solyc09g Receptor-               GO:00055 GO:00055     contig111 Solyc09g Receptor   GO:00046 SL2.40ch AT3G2466TMKL1  TMKL1 (t            chr3:900  58.3003 46.602 130.193 203.535 164.994 130.814
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 1.951 Detected 1.841 Detected 1.896 0.004 GT Sens 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  36.3103 41.5709 53.1825 49.1912 167.275 140.961
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 1.089 Detected 1.181 Detected 1.135 0.060 GT Sens 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 120.012 176.934 131.583 147.507 345.166 334.538
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 1.386 Detected 0.993 Detected 1.189 0.063 GT Sens contig115 contig115 Defensin             AAGGGG contig115 Solyc07g Solyc07g Defensin             GO:00304 GO:00304    contig115 Solyc07g Defensin              GO:00304 SL2.40ch AT2G0210LCR69, PD   LCR69 (L       chr2:528  462.079 640.149 1394.13 872.408 1582.88 1095.8
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 1.032 Detected 1.019 Detected 1.026 0.063 GT Sens contig116 contig116 Unknown              TGGATAAcontig116 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig116 Solyc12g Unknown Protein (A              SL2.40ch AT1G5852RXW8  unknown   chr1:217  2357.89 1602.18 3065.61 1735.74 4426.11 3989.16
GT Sense Sense 0.280 Detected -0.280 Detected 0.000 2.046 Detected 1.870 Detected 1.958 0.022 GT Sens contig117 contig117 Unknown   AACCTTT contig117 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig117 Solyc03g Unknown Protein (A  SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  99.3555 66.6118 305.545 169.357 374.266 301.162
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 1.557 Detected 1.619 Detected 1.588 0.022 GT Sens contig117 contig117 Sodium/c                TAATAGT contig117 Solyc03g Solyc03g Sodium/c                GO:00055 GO:00055   contig117 Solyc03g Sodium/c                 GO:00055 SL2.40ch AT5G27440.1  unknown   chr5:968  57.1347 40.4978 51.0038 61.0372 157.593 149.618
GT Sense Sense 0.431 Comprom -0.431 Comprom 0.000 1.520 Detected 1.485 Detected 1.502 0.073 GT Sens contig118 contig118 Unknown   GAATGCTcontig118 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig118 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  7.95508 4.3269 12.6619 22.217 18.7372 16.6281
GT Sense Sense 1.483 Detected -1.483 Detected 0.000 1.484 Detected 1.286 Detected 1.385 0.450 GT Sens contig118 contig118 Peroxidas             CTCATCAcontig118 Solyc12g Solyc12g Peroxidas             GO:00551 GO:00551  contig118 Solyc02g Peroxidas               GO:00551 SL2.40ch AT4G36430.1  peroxida    chr4:172  569.066 72.0151 401.262 180.748 630.635 499.888
GT Sense Sense -0.311 Detected 0.311 Detected 0.000 1.604 Detected 0.896 Detected 1.250 0.118 GT Sens contig119 contig119 Solute ca                     AGTTGGTcontig119 Solyc10g Solyc10g Solute ca                     GO:00160 GO:00160 contig119 Solyc10g Solute ca                      GO:00160 SL2.40ch AT2G37900.1  proton-de        chr2:158  48.4726 73.7622 73.3331 36.4088 202.418 112.641
GT Sense Sense -0.242 Comprom 0.242 Comprom 0.000 1.249 Detected 1.583 Detected 1.416 0.041 GT Sens contig119 contig119 Mutator-li                GGTTTATcontig119 Solyc08g Solyc08g Mutator-li                GO:00082 GO:00082   contig119 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT4G3749CYC1, CY    CYCB1;1        chr4:176  5.62709 7.7783 17.3778 17.0702 17.5081 20.0718
GT Sense Sense 0.867 Comprom -0.867 Comprom 0.000 1.537 Detected 1.284 Detected 1.411 0.249 GT Sens contig119 contig119 I2 (Fragm            TTCCTTGcontig119 Solyc11g Solyc11g I2 (Fragm            GO:00069 GO:00069  contig119 Solyc11g Nbs, resis   GO:00069 SL2.40ch AT4G26620.1  sucrase-   chr4:134  8.55046 2.53994 9.26986 4.07287 15.0643 11.4917
GT Sense Sense 0.748 Detected -0.748 Comprom 0.000 1.213 Detected 1.995 Detected 1.604 0.198 GT Sens contig119 contig119 Metal ion                GGGTGG contig119 Solyc05g Solyc05g Metal ion                GO:00300 GO:00300   contig119 Solyc05g Metal ion                 GO:00300 SL2.40ch AT4G39700.1  heavy-me         chr4:184  13.2794 4.65382 14.8828 14.835 20.2925 31.7168
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 1.520 Detected 1.498 Detected 1.509 0.049 GT Sens contig121 contig121 Receptor                  GAAAAAT contig121 Solyc05g Solyc05g Receptor                  GO:00318 GO:00318     contig121 Solyc05g Receptor                   GO:00318 SL2.40ch AT1G7452ATHVA22   ATHVA22   chr1:280  381.489 233.756 718.939 459.751 953.777 854.109
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 1.997 Detected 1.642 Detected 1.819 0.010 GT Sens 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  46.3632 44.598 53.3667 57.3672 202.178 143.655
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 0.860 Detected 1.317 Detected 1.089 0.125 GT Sens contig122 contig122 Disease r                 TTGTTGGcontig122 Solyc06g Solyc06g Disease resistance response (                contig122 Solyc06g Disease resistance                 SL2.40ch AT5G42500.1  disease r     chr5:169  2129.4 1280.09 2239.57 2495.37 3337.61 4164.81
GT Sense Sense 0.527 Detected -0.527 Detected 0.000 1.431 Detected 1.474 Detected 1.452 0.110 GT Sens contig122 contig122 cDNA clon         GCAACACcontig122 Solyc12g Solyc12g cDNA clone 002-156-B04 full in      contig122 Solyc12g cDNA clone 002-156        SL2.40ch AT1G51900.1  unknown   chr1:192  44.7078 21.2946 61.2581 60.9348 92.6713 86.7565
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 1.440 Detected 1.624 Detected 1.532 0.058 GT Sens 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  155.32 91.2129 227.866 163.599 359.605 371.436
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 1.772 Detected 0.853 Detected 1.313 0.127 GT Sens contig124 contig124 Alpha-hyd               TAATTGT contig124 Solyc01g Solyc01g Alpha-hyd               GO:00800 GO:00800       contig124 Solyc01g Alpha-hyd                GO:00800 SL2.40ch AT3G25440.2  RNA bind   chr3:922  114.87 81.1307 183.211 33.7325 367.215 176.596
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 1.229 Detected 1.328 Detected 1.279 0.003 GT Sens 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  880.292 805.797 827.642 730.741 2198.77 2141.31
GT Sense Sense 0.419 Detected -0.419 Detected 0.000 2.741 Detected 2.857 Detected 2.799 0.022 GT Sens contig126 contig126 N-acetyltr             CGATGAAcontig126 Solyc08g Solyc08g N-acetyltr             GO:00081 GO:00081  contig126 Solyc08g N-acetyltr              GO:00081 SL2.40ch AT2G3226ATCCT1,   cholinep             chr2:136  32.4749 17.9706 77.6238 490.371 179.889 177.195
GT Sense Sense -0.317 Comprom 0.317 Comprom 0.000 0.836 Detected 1.501 Detected 1.168 0.126 GT Sens contig126 contig126 Acyltrans             GGAAGG contig126 Solyc12g Solyc12g Acyltrans             GO:00167 GO:00167         contig126 Solyc12g Acyltrans              GO:00167 SL2.40ch #N/A #N/A #N/A #N/A 4.67534 7.17059 12.4941 15.9362 11.5092 16.5926
GT Sense Sense -0.471 Comprom 0.471 Comprom 0.000 1.032 Detected 0.990 Detected 1.011 0.165 GT Sens contig127 contig127 NAC dom                  CTTGAGAcontig127 Solyc04g Solyc04g NAC dom                  GO:00037 GO:00037      contig127 Solyc04g NAC dom                   GO:00037 SL2.40ch AT3G1550ATNAC3,   ANAC055          chr3:523  4.68804 8.90549 6.64433 15.0375 14.7173 12.9937
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 1.176 Detected 1.034 Detected 1.105 0.091 GT Sens contig128 contig128 Strictosid               AATTTGGcontig128 Solyc07g Solyc07g Strictosid               GO:00040 GO:00040   contig128 Solyc07g Strictosid                GO:00040 SL2.40ch AT3G57030.1  strictosid      chr3:211  193.84 311.549 310.481 519.498 618.229 509.336
GT Sense Sense 0.520 Comprom -0.520 Comprom 0.000 1.292 Detected 1.533 Detected 1.413 0.118 GT Sens contig128 contig128 Unknown   TCGTACAcontig128 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig128 Solyc09g Mg2+-dep                                      GO:00081 SL2.40ch AT4G22990.1  SPX (SYG     chr4:120  7.05089 3.38769 6.17221 4.21407 13.3306 14.3193
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 1.288 Detected 1.251 Detected 1.269 0.005 GT Sens 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  43.9835 49.3334 40.8398 40.697 126.69 112.22
GT Sense Sense 1.353 Detected -1.353 Comprom 0.000 2.664 Detected 1.089 Detected 1.877 0.353 GT Sens contig129 contig129 Reverse t                  GAGATTAcontig129 Solyc01g Solyc01g Reverse transcriptase-like pro                  contig129 Solyc05g Glutaredo               GO:00087 SL2.40ch #N/A #N/A #N/A #N/A 25.765 3.90175 2.00133 1.97864 70.7846 21.598
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 1.044 Detected 1.074 Detected 1.059 0.048 GT Sens contig130 contig130 Myb-relat                GGAGGG contig130 Solyc07g Solyc07g Myb-relat                GO:0045449 contig130 Solyc09g BHLH tran                  GO:00037 SL2.40ch AT3G09030.1 23.2236 16.4391 16.4412 18.2664 44.8775 41.6382
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 1.320 Detected 0.920 Detected 1.120 0.046 GT Sens contig130 contig130 Growth re               TAATAGCcontig130 Solyc04g Solyc04g Growth re               GO:00056 GO:00056    contig130 Solyc04g Growth re                GO:00055 SL2.40ch AT2G2284AtGRF1  AtGRF1 (       chr2:972  113.438 138.055 139.003 280.616 347.924 239.681
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.047 Detected 1.284 Detected 1.165 0.010 GT Sens contig132 contig132 MtN19-like               ATTCCAAcontig132 Solyc06g Solyc06g MtN19-like protein (AHRD V1 **             contig132 Solyc12g MtN19-like protein (A               SL2.40ch AT5G35200.1  epsin N-t       chr5:134  12.9227 12.7301 14.8751 8.69987 29.5119 31.6226
GT Sense Sense -0.843 Comprom 0.843 Comprom 0.000 3.765 Detected 1.845 Detected 2.805 0.159 GT Sens contig134 contig134 CHP-rich              GAGAATAcontig134 Solyc01g Solyc01g CHP-rich              GO:00082 GO:00082   contig134 Solyc01g CHP-rich               GO:00082 SL2.40ch AT3G25590.1  unknown   chr3:930  2.99654 9.52659 42.4539 169.369 80.8931 19.4358
GT Sense Sense 0.737 Detected -0.737 Detected 0.000 0.863 Detected 1.507 Detected 1.185 0.279 GT Sens contig134 contig134 Zinc trans                 CATAGTGcontig134 Solyc02g Solyc02g Zinc trans                 GO:00053 GO:00053     contig134 Solyc02g Zinc trans                  GO:00053 SL2.40ch AT1G3126ZIP10  ZIP10 (ZIN             chr1:111  291.658 103.753 69.3463 290.919 352.354 500.593
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 0.855 Detected 1.241 Detected 1.048 0.082 GT Sens contig134 contig134 DNA prim              CCGAAAAcontig134 Solyc02g Solyc02g DNA primase/helicase (AHRD V             contig134 Solyc02g DNA primase/helicas               SL2.40ch AT1G30660.1  nucleic a    chr1:108  43.3207 30.0978 60.576 62.4486 72.7262 86.4069
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 1.332 Detected 0.819 Detected 1.075 0.055 GT Sens contig134 contig134 Glucan en              ACACCAAcontig134 Solyc12g Solyc12g Glucan endo-1 3-beta-glucosid              contig134 Solyc12g Glucan endo-1 3-bet              SL2.40ch AT4G13600.1  EXPRESS                                                                     chr4:791  68.0163 61.7166 91.6782 124.168 181.703 115.684
GT Sense Sense 0.567 Comprom -0.567 Comprom 0.000 0.998 Detected 1.764 Detected 1.381 0.181 GT Sens contig135 contig135 Proline ric                     TGTCTTT contig135 Solyc07g Solyc07g Proline ric                     GO:00082 GO:00082   contig135 Solyc07g Proline ric                      GO:00082 SL2.40ch AT5G47690.3  binding  chr5:193  8.17594 3.68509 28.1903 17.8463 12.2093 18.8738
GT Sense Sense 0.136 Comprom -0.136 Comprom 0.000 2.049 Detected 1.778 Detected 1.913 0.010 GT Sens contig135 contig135 F-box pro      GCTAGGTcontig135 Solyc05g Solyc05g F-box protein PP2-B1 (AHRD V   contig135 Solyc05g F-box pro      GO:00302 SL2.40ch AT2G13150.1  transcrip    chr2:543  5.29988 4.34028 21.6571 14.5759 22.1028 16.6518
GT Sense Sense 0.295 Detected -0.295 Detected 0.000 1.431 Detected 1.313 Detected 1.372 0.045 GT Sens contig136 contig136 Unknown   AATGCTGcontig136 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig136 Solyc04g014310.1.1 AT2G39440.1  FUNCTIO                                                           chr2:164  17.0352 11.189 23.9509 27.5669 41.4512 34.7396
GT Sense Sense -0.253 Detected 0.253 Detected 0.000 1.361 Detected 0.966 Detected 1.164 0.068 GT Sens contig136 contig136 Unknown   AAGAAACcontig136 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig136 Solyc06g Unknown Protein (A  SL2.40ch AT5G1585COL1, AT   COL1 (co         chr5:517  29.7519 41.7673 42.2753 48.7105 100.859 69.7263
GT Sense Sense -0.124 Comprom 0.124 Comprom 0.000 1.065 Detected 1.056 Detected 1.060 0.013 GT Sens contig136 contig136 AP2-like e                    TTCAAGAcontig136 Solyc03g Solyc03g AP2-like e                    GO:00036 GO:00036  contig136 Solyc03g AP2-like e                     GO:00036 SL2.40ch AT1G72570.1  DNA bind      chr1:273  5.15426 6.04836 10.714 24.2047 13.0086 11.7518
GT Sense Sense 0.276 Detected -0.276 Detected 0.000 1.472 Detected 1.567 Detected 1.519 0.032 GT Sens 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  29.9986 20.2186 23.1943 24.14 76.087 73.8535
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 1.025 Detected 1.028 Detected 1.027 0.078 GT Sens contig139 contig139 Subtilisin               TTACATT contig139 Solyc07g Solyc07g Subtilisin               GO:00042 GO:00042   contig139 Solyc07g Subtilisin                GO:00042 SL2.40ch AT2G05920.1  subtilase    chr2:226  16286.4 10541.3 19500.1 16272.2 29694.9 27058.5
GT Sense Sense 0.007 Comprom -0.007 Comprom 0.000 1.604 Detected 1.223 Detected 1.413 0.018 GT Sens contig139 contig139 Mutator-li                CTTTAAT contig139 Solyc05g Solyc05g Mutator-like transposase-like (               contig139 Solyc05g Mutator-like transpo                SL2.40ch AT5G03420.1  FUNCTIO                                                                     chr5:845  7.2336 7.07739 16.3595 15.3226 24.2216 16.9081
GT Sense Sense 0.374 Comprom -0.374 Comprom 0.000 1.207 Detected 1.712 Detected 1.460 0.084 GT Sens contig142 contig142 Unknown   GTTTTCT contig142 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig142 Solyc01g017760.1.1 AT3G14850.2  unknown   chr3:499  5.4978 3.23832 10.6615 2.94415 10.8461 13.9991
GT Sense Sense -0.184 Comprom 0.184 Comprom 0.000 3.697 Detected 3.576 Detected 3.636 0.003 GT Sens 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  2.33673 2.98234 2.10602 2.26572 38.1169 31.8797
GT Sense Sense 0.308 Detected -0.308 Detected 0.000 1.279 Detected 1.263 Detected 1.271 0.054 GT Sens contig142 contig142 Receptor-               TGGAGG contig142 Solyc10g Solyc10g Receptor-               GO:00064 GO:00064  contig142 Solyc10g Receptor   GO:00046 SL2.40ch AT2G41820.1  leucine-r        chr2:174  41.2508 26.6236 59.8028 45.8058 89.5368 80.5137
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 2.209 Detected 1.292 Detected 1.750 0.069 GT Sens contig142 contig142 Plant-spe                     GGTGGA contig142 Solyc10g Solyc10g Plant-specific domain TIGR015                    contig142 Solyc10g Plant-specific doma                     SL2.40ch AT5G0184ATOFP1,   OFP1 (OV           chr5:324  22.5459 17.794 34.4273 73.3567 103.152 49.6416
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 1.196 Detected 1.329 Detected 1.262 0.020 GT Sens contig143 contig143 BHLH tran              TGAGGATcontig143 Solyc10g Solyc10g BHLH tran              GO:00037 GO:00037      contig143 Solyc10g BHLH tran               GO:00037 SL2.40ch AT4G0005UNE10  UNE10 (u           chr4:178  508.811 398.6 464.082 537.439 1148.83 1145.31
GT Sense Sense -0.030 Comprom 0.030 Comprom 0.000 1.473 Detected 1.615 Detected 1.544 0.002 GT Sens contig143 contig143 Ulp1 prote                    GTGAAGAcontig143 Solyc08g Solyc08g Ulp1 prote                    GO:00065 GO:00065 contig143 Solyc07g Histone-ly              GO:00056 SL2.40ch AT2G2829SYD, CHR   SYD (SPL      chr2:120  3.93237 4.05438 4.90752 4.42465 12.3455 12.3851
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 3.306 Detected 2.892 Detected 3.099 0.005 GT Sens contig144 contig144 Ulp1 prote           AGTATTT contig144 Solyc08g Solyc08g Ulp1 protease family C-termina         contig144 Solyc08g Ulp1 protease family         SL2.40ch AT1G24250.1 15.371 13.8988 32.4945 49.035 161.028 109.848
GT Sense Sense -0.367 Comprom 0.367 Comprom 0.000 1.976 Detected 2.392 Detected 2.184 0.035 GT Sens 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  2.24068 3.68676 3.5803 3.75951 12.5918 15.2706
GT Sense Sense 0.603 Detected -0.603 Detected 0.000 0.920 Detected 1.434 Detected 1.177 0.215 GT Sens contig145 contig145 Unknown             ATCAACT contig145 Solyc04g Solyc04g Unknown             GO:00063 GO:00063   contig145 Solyc04g Unknown              GO:00063 SL2.40ch AT1G53550.1  F-box fam    chr1:199  68.2327 29.2346 71.3573 76.5309 94.0957 122.166
GT Sense Sense 0.056 Comprom -0.056 Comprom 0.000 1.031 Detected 4.290 Detected 2.660 0.244 GT Sens contig147 contig147 Unknown   GTCTGAGcontig147 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig147 Solyc01g Unknown Protein (A  SL2.40ch AT3G30200.1 7.77703 7.11684 9.34245 9.46523 16.9357 147.301
GT Sense Sense 0.563 Detected -0.563 Detected 0.000 0.983 Detected 1.131 Detected 1.057 0.204 GT Sens contig148 contig148 Pectinest               ATTGTACcontig148 Solyc11g Solyc11g Pectinest               GO:00305 GO:00305  contig148 Solyc11g Pectinest                GO:00056 SL2.40ch AT5G09760.1  pectinest     chr5:303  2859.94 1295.81 3494.38 2457.6 4238.03 4268.82
GT Sense Sense 1.022 Detected -1.022 Comprom 0.000 1.099 Detected 1.542 Detected 1.321 0.334 GT Sens contig148 contig148 Ulp1 prote            TATCACCcontig148 Solyc10g Solyc10g Ulp1 protease family C-termina          contig148 Solyc10g Ulp1 protease family          SL2.40ch AT3G57950.1  unknown   chr3:214  14.1462 3.38951 7.84785 8.25189 16.5219 20.4178
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 1.122 Detected 1.104 Detected 1.113 0.007 GT Sens contig149 contig149 Cyclin (AH            GCAAATAcontig149 Solyc01g Solyc01g Cyclin (AH            GO:00056 GO:00056    contig149 Solyc01g Cyclin (AH             GO:00469 SL2.40ch AT4G3416CYCD3;1,   CYCD3;1          chr4:163  174.681 151.542 295.586 262.14 394.347 354.085
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 1.081 Detected 1.303 Detected 1.192 0.022 GT Sens contig149 contig149 Class III h              TGTAGCTcontig149 Solyc12g Solyc12g Class III homeodomain-leucine              contig149 Solyc12g Class III homeodom               SL2.40ch AT3G5532PGP20  PGP20 (P           chr3:205  110.094 89.7281 178.985 194.977 234.13 248.287
GT Sense Sense -0.252 Comprom 0.252 Detected 0.000 1.555 Detected 1.445 Detected 1.500 0.028 GT Sens 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  10.7521 15.078 24.6809 18.0151 41.663 35.1086
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.324 Detected 1.289 Detected 1.306 0.000 GT Sens contig151 contig151 Dehydrog                 AGGGTCAcontig151 Solyc09g Solyc09g Dehydrog                 GO:00551 GO:00551    contig151 Solyc10g Tropinon                GO:00081 SL2.40ch AT2G29340.3 331.538 332.487 445.187 479.731 925.934 821.196
GT Sense Sense 0.600 Detected -0.600 Detected 0.000 1.725 Detected 1.447 Detected 1.586 0.123 GT Sens contig151 contig151 LOB dom                 ATCCTAAcontig151 Solyc03g Solyc03g LOB dom                 GO:00055 GO:00055  contig151 Solyc03g LOB dom                  GO:00055 SL2.40ch AT3G1109LBD21  LBD21 (L      chr3:347  731.652 314.93 842.586 618.046 1766.92 1325.14
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 1.052 Detected 0.982 Detected 1.017 0.032 GT Sens contig152 contig152 Homology        AATGATAcontig152 Solyc02g Solyc02g Homology to unknown gene (F     contig152 Solyc02g Homology        GO:00340 SL2.40ch AT1G6708ABA4  ABA4 (ab        chr1:250  6223.66 4779.64 8733.41 8324.18 12597.7 10906.7
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 0.934 Detected 1.138 Detected 1.036 0.021 GT Sens contig153 contig153 Unknown              TTCGATAcontig153 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3             contig153 Solyc04g Unknown Protein (A              SL2.40ch AT1G49270.1  protein k     chr1:182  173.42 146.775 276.387 259.254 339.499 355.555
GT Sense Sense 0.743 Detected -0.743 Detected 0.000 1.711 Detected 2.012 Detected 1.862 0.134 GT Sens contig153 contig153 MADS-bo                ACATATT contig153 Solyc02g Solyc02g MADS-bo                GO:00056 GO:00056 contig153 Solyc02g MADS-bo                 GO:00056 SL2.40ch AT2G0127AtQSOX2  AtQSOX2       chr2:139  94.3775 33.2884 65.4202 36.4382 204.429 228.964
GT Sense Sense 0.299 Detected -0.299 Detected 0.000 1.921 Detected 1.813 Detected 1.867 0.025 GT Sens contig154 contig154 Zinc finge               AGCATAAcontig154 Solyc01g Solyc01g Zinc finge               GO:00037 GO:00037      contig154 Solyc01g Zinc finge                GO:00037 SL2.40ch AT1G51220.1  zinc finge       chr1:189  60.8905 39.7803 72.1005 79.3633 207.516 175.047
GT Sense Sense 0.288 Detected -0.288 Detected 0.000 1.555 Detected 1.299 Detected 1.427 0.045 GT Sens 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  340.222 225.732 736.032 428.124 906.946 690.45
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 1.338 Detected 1.971 Detected 1.655 0.049 GT Sens contig156 contig156 Lysine/his                TAGCTAGcontig156 Solyc10g Solyc10g Lysine/his                GO:00151 GO:00151     contig156 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT2G15370.1 73.3546 54.3304 66.9239 57.4009 177.782 250.588
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 1.013 Detected 1.024 Detected 1.018 0.038 GT Sens contig156 contig156 Unknown   AGAAATT contig156 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig156 Solyc12g Unknown Protein (A  SL2.40ch AT4G07990.1  DNAJ hea       chr4:482  324.408 241.356 503.83 569.886 628.748 576.194
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 1.297 Detected 1.233 Detected 1.265 0.068 GT Sens contig157 contig157 Subtilisin               CAATAAT contig157 Solyc04g Solyc04g Subtilisin               GO:00042 GO:00042       contig157 Solyc04g Subtilisin                GO:00042 SL2.40ch AT5G59130.1  subtilase    chr5:238  208.157 127.516 373.168 262.289 445.802 387.654
GT Sense Sense -0.693 Detected 0.693 Detected 0.000 3.036 Detected 1.397 Detected 2.216 0.175 GT Sens contig157 contig157 Auxin res                 GGGACAAcontig157 Solyc10g Solyc10g Auxin responsive SAUR protei                contig157 Solyc10g Auxin responsive SA                 SL2.40ch AT5G62750.1  unknown   chr5:252  20.5429 53.0695 40.4434 99.4792 301.587 88.0255
GT Sense Sense 0.570 Detected -0.570 Comprom 0.000 1.694 Detected 2.743 Detected 2.219 0.103 GT Sens contig157 contig157 WRKY tra              TGAGGG contig157 Solyc12g Solyc12g WRKY tra              GO:0045449 contig157 Solyc12g WRKY tra               GO:00454 SL2.40ch AT4G3180WRKY18  WRKY18;    chr4:153  18.1505 8.13787 57.2762 48.0535 43.8024 82.3919
GT Sense Sense 0.865 Comprom -0.865 Comprom 0.000 1.259 Detected 1.887 Detected 1.573 0.230 GT Sens 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  7.26856 2.16523 2.06881 10.845 10.5756 14.8535
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 1.184 Detected 0.957 Detected 1.070 0.057 GT Sens contig158 contig158 Calmodul                TTTATGAcontig158 Solyc03g Solyc03g Calmodul                GO:00055 GO:00055  contig158 Solyc03g Calmodul                 GO:00055 SL2.40ch AT5G6207IQD23  IQD23 (IQ      chr5:249  454.358 320.801 635.785 799.204 965.982 750.32
GT Sense Sense -0.049 Comprom 0.049 Comprom 0.000 1.693 Detected 1.641 Detected 1.667 0.001 GT Sens contig158 contig158 Pumilio-li             AATTCTT contig158 Solyc11g Solyc11g Pumilio-li             GO:00037 GO:00037  contig158 Solyc11g Pumilio-li              GO:00054 SL2.40ch AT3G1036APUM4  APUM4 (A         chr3:321  3.29309 3.48438 2.23282 2.24319 12.1945 10.6968
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 1.809 Detected 1.808 Detected 1.808 0.007 GT Sens contig158 contig158 Plant cell       GGGGGA contig158 Solyc08g Solyc08g Plant cell wall protein SlTFR88    contig158 Solyc08g Plant cell wall protei      SL2.40ch AT4G03115.1  binding  chr4:138  86.2609 106.043 249.638 247.427 373.123 338.983
GT Sense Sense 0.746 Detected -0.746 Detected 0.000 1.696 Detected 1.676 Detected 1.686 0.152 GT Sens contig158 contig158 NAC dom                  CCTCATGcontig158 Solyc02g Solyc02g NAC dom                  GO:00037 GO:00037      contig158 Solyc02g NAC dom                   GO:00037 SL2.40ch AT5G6143ANAC100    ANAC100          chr5:247  102.335 35.9441 176.917 126.952 218.809 196.202
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 1.169 Detected 1.148 Detected 1.158 0.017 GT Sens contig158 contig158 Lysine/his                TGGTATTcontig158 Solyc04g Solyc04g Lysine/his                GO:00072 GO:00072       contig158 Solyc04g Lysine/his                 GO:00151 SL2.40ch AT1G47670.1  amino ac      chr1:175  131.199 160.047 158.22 159.551 362.873 325.009
GT Sense Sense -0.696 Comprom 0.696 Detected 0.000 1.854 Detected 1.144 Detected 1.499 0.195 GT Sens contig159 contig159 Dihydrofla     CGGATTTcontig159 Solyc01g Solyc01g Dihydroflavonol-4-reductase (A    contig159 Solyc01g Dihydroflavonol-4-re     SL2.40ch AT1G09480.1  cinnamyl        chr1:305  5.49225 14.2466 2.41218 8.44128 35.6105 19.7937
GT Sense Sense -0.370 Comprom 0.370 Comprom 0.000 1.203 Detected 1.190 Detected 1.196 0.084 GT Sens contig159 contig159 Unknown   CAAAACAcontig159 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig159 Solyc11g Beta-1 3-g                 GO:00160 SL2.40ch AT1G56120.1  kinase  chr1:209  3.91146 6.45919 5.8138 2.03227 12.8843 11.6133
GT Sense Sense 0.639 Detected -0.639 Detected 0.000 2.827 Detected 3.037 Detected 2.932 0.045 GT Sens contig161 contig161 Nodulin-li                  GCCATTGcontig161 Solyc04g Solyc04g Nodulin-li                  GO:00160 GO:00160 contig161 Solyc04g Nodulin-li                   GO:00160 SL2.40ch AT1G43650.1  integral m        chr1:164  27.3605 11.1564 67.4923 39.2462 138.095 145.212
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 1.141 Detected 2.011 Detected 1.576 0.071 GT Sens contig161 contig161 Zinc finge                    GTTAAAAcontig161 Solyc01g Solyc01g Zinc finge                    GO:00037 GO:00037        contig161 Solyc01g Zinc finge                     GO:00165 SL2.40ch AT1G1444AtHB31  AtHB31 (A            chr1:493  93.1293 81.2129 126.51 131.651 213.534 354.772
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 0.974 Detected 1.295 Detected 1.134 0.021 GT Sens contig162 contig162 Zinc finge               TTCATCAcontig162 Solyc08g Solyc08g Zinc finge               GO:00056 GO:00056 contig162 Solyc08g Zinc finge                GO:00056 SL2.40ch AT3G60580.1  zinc finge       chr3:223  54.9031 58.2005 113.696 81.6686 123.62 140.39
GT Sense Sense -0.355 Comprom 0.355 Comprom 0.000 1.199 Detected 1.485 Detected 1.342 0.073 GT Sens contig164 contig164 Unknown   CCTTCAT contig164 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig164 Solyc10g Unknown Protein (A  SL2.40ch AT5G2049XIK, ATXI    XIK; moto     chr5:692  4.84655 7.84282 4.15229 5.22315 15.766 17.4696
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 1.211 Detected 1.167 Detected 1.189 0.048 GT Sens contig166 contig166 BHLH tran              AAACTCCcontig166 Solyc01g Solyc01g BHLH tran              GO:00056 GO:00056        contig166 Solyc01g BHLH tran               GO:00037 SL2.40ch AT1G0953PIF3, POC    PIF3 (PHY                chr1:307  429.171 292.579 521.983 504.728 913.299 805.382
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 1.232 Detected 0.978 Detected 1.105 0.022 GT Sens contig167 contig167 30S ribos                  TCGCGG contig167 Solyc12g Solyc12g 30S ribos                  GO:00058 GO:00058 contig167 Solyc12g035880.1.1 AT2G48160.1  EXPRESS                                                                    chr2:196  153.353 175.898 150.955 194.638 429.525 327.577
GT Sense Sense -0.656 Comprom 0.656 Detected 0.000 1.628 Detected 1.778 Detected 1.703 0.123 GT Sens contig168 contig168 Unknown   CTCGAGAcontig168 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig168 Solyc05g Unknown Protein (A  SL2.40ch AT5G09530.1  hydroxyp      chr5:296  4.81549 11.8144 6.40639 3.86887 25.9564 26.1845
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 0.881 Detected 1.473 Detected 1.177 0.074 GT Sens contig168 contig168 B3 domai                 GCATTGTcontig168 Solyc08g Solyc08g B3 domai                 GO:00037 GO:00037         contig168 Solyc08g B3 domai                  GO:00037 SL2.40ch AT3G0778OBE1  OBE1 (OB         chr3:248  20.9112 16.3564 31.2195 29.2266 37.9457 51.9741
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 2.173 Detected 1.937 Detected 2.055 0.004 GT Sens 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  141.039 146.728 169.55 167.707 722.525 557.569
GT Sense Sense -0.116 Comprom 0.116 Comprom 0.000 1.199 Detected 1.582 Detected 1.391 0.025 GT Sens contig169 contig169 Desiccatio       CAAGGAAcontig169 Solyc05g Solyc05g Desiccation-related protein PC     contig169 Solyc05g Desiccation-related      SL2.40ch AT1G47980.1  unknown   chr1:176  3.76694 4.37613 10.4042 4.7397 10.3842 12.3032
GT Sense Sense 0.466 Detected -0.466 Detected 0.000 1.473 Detected 2.120 Detected 1.796 0.087 GT Sens contig169 contig169 Genomic          GGATGAAcontig169 Solyc06g Solyc06g Genomic DNA chromosome 3       contig169 Solyc06g Genomic DNA chrom         SL2.40ch AT3G25130.1  unknown   chr3:915  64.2523 33.3099 99.9555 113.879 142.989 203.591
GT Sense Sense -0.284 Comprom 0.284 Comprom 0.000 3.638 Detected 2.506 Detected 3.072 0.040 GT Sens contig169 contig169 Os01g061                  AAGTTACcontig169 Solyc04g Solyc04g Os01g0611000 protein (Fragm                 contig169 Solyc04g Os01g0611000 prote                  SL2.40ch AT2G41800.1  FUNCTIO                                                                                          chr2:174  2.21102 3.24166 2.83309 4.75917 37.1246 15.3943
GT Sense Sense -0.465 Comprom 0.465 Detected 0.000 1.783 Detected 1.144 Detected 1.463 0.122 GT Sens contig171 contig171 Protein LS                  GAGCATGcontig171 Solyc03g Solyc03g Protein LSM14 homolog A-B (A                contig171 Solyc03g Protein LSM14 hom                  SL2.40ch AT5G2388EMB1265      CPSF100             chr5:805  8.27142 15.5876 14.6529 13.0486 43.5187 25.4052
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 0.911 Detected 1.141 Detected 1.026 0.016 GT Sens contig171 contig171 Unknown   GTCCAGTcontig171 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig171 Solyc11g GATA tran                 GO:00063 SL2.40ch AT5G51680.1  hydroxyp      chr5:209  28.488 25.8844 32.1546 32.3491 56.8703 60.6369
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 1.131 Detected 1.038 Detected 1.084 0.086 GT Sens contig171 contig171 Unknown   ATGGGAAcontig171 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig171 Solyc05g Unknown Protein (A  SL2.40ch AT4G2554MSH3, AT   MSH3 (Ar                    chr4:130  239.969 148.859 228.134 283.602 460.898 392.992
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 1.063 Detected 1.050 Detected 1.057 0.004 GT Sens contig173 contig173 Unknown   AATTTCT contig173 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig173 Solyc01g Unknown Protein (A  SL2.40ch AT4G26540.1  kinase  chr4:133  3105.32 2813.93 3364.94 3536 6879.39 6198.48
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.488 Detected 0.825 Detected 1.156 0.076 GT Sens contig174 contig174 MazG nuc                GAACTTT contig174 Solyc06g Solyc06g MazG nuc                GO:00474 GO:00474     contig174 Solyc06g MazG nuc                 GO:00002 SL2.40ch AT3G25400.1  FUNCTIO                                                                            chr3:921  46.7955 50.9571 115.251 73.2925 152.507 87.5686
GT Sense Sense -1.260 Comprom 1.260 Detected 0.000 2.987 Detected 3.208 Detected 3.097 0.134 GT Sens contig175 contig175 Helix-loop                 GATACAT contig175 Solyc10g Solyc10g Helix-loop                 GO:00056 GO:00056      contig175 Solyc10g Helix-loop                  GO:00037 SL2.40ch AT5G32470.1  FUNCTIO                                                                        chr5:120  2.41162 13.6682 2.49507 4.69009 50.686 53.6969
GT Sense Sense 0.460 Detected -0.460 Detected 0.000 1.320 Detected 1.311 Detected 1.316 0.104 GT Sens contig175 contig175 Polygalac              CTTGGAAcontig175 Solyc01g Solyc01g Polygalac              GO:00059 GO:00059   contig175 Solyc01g Polygalac               GO:00059 SL2.40ch AT1G56710.1  glycoside           chr1:212  193.744 101.226 237.112 387.028 389.412 351.87
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 1.169 Detected 1.333 Detected 1.251 0.007 GT Sens 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 285.821 255.991 288.209 268.716 677.162 690.09
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 1.536 Detected 1.609 Detected 1.573 0.007 GT Sens contig176 contig176 Genomic                   TGAACACcontig176 Solyc10g Solyc10g Genomic DNA chromosome 5                 contig176 Solyc03g Jp18 (AHRD V1 ***- Q            SL2.40ch AT1G2834AtRLP4  AtRLP4 (R        chr1:994  17.1687 14.2716 23.5917 22.1624 50.5551 48.3564
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 1.116 Detected 1.226 Detected 1.171 0.040 GT Sens contig176 contig176 GRAS fam                 AGCTAAGcontig176 Solyc07g Solyc07g GRAS fam                 GO:00037 GO:00037      contig176 Solyc07g GRAS fam                  GO:00037 SL2.40ch AT1G5558LAS, SCL   LAS (Late      chr1:207  193.589 138.402 234.823 193.354 395.244 387.593
GT Sense Sense -0.351 Comprom 0.351 Comprom 0.000 1.101 Detected 1.251 Detected 1.176 0.082 GT Sens contig176 contig176 NAC dom                  TCAGGAAcontig176 Solyc02g Solyc02g NAC dom                  GO:0045449 contig176 Solyc02g NAC dom                   GO:00454 SL2.40ch AT3G28830.1  unknown   chr3:108  4.03448 6.49141 4.73092 13.3724 12.2228 12.3304
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 1.704 Detected 2.127 Detected 1.916 0.014 GT Sens contig176 contig176 Knotted-li              TTGGAGTcontig176 Solyc06g Solyc06g Knotted-li              GO:00056 GO:00056 contig176 Solyc06g Knotted-li               GO:00056 SL2.40ch AT5G05550.2  transcrip    chr5:163  24.5493 21.4767 16.391 37.8162 83.3419 101.542
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 1.135 Detected 0.877 Detected 1.006 0.040 GT Sens contig177 contig177 Leucine r                    GATATTGcontig177 Solyc03g Solyc03g Leucine rich repeat containing                  contig177 Solyc03g Leucine rich repeat                   SL2.40ch AT5G5554TRN1, LO   TRN1 (TO    chr5:224  350.139 276.162 479.059 418.391 760.393 578.088
GT Sense Sense 0.473 Comprom -0.473 Comprom 0.000 1.054 Detected 2.258 Detected 1.656 0.163 GT Sens contig177 contig177 CBL-inter                 AAGAAAAcontig177 Solyc05g Solyc05g CBL-inter                 GO:00064 GO:00064  contig177 Solyc05g CBL-inter                  GO:00064 SL2.40ch AT1G01140.1 6.68625 3.43151 12.0196 5.85092 11.0788 23.1961
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 0.989 Detected 1.572 Detected 1.280 0.052 GT Sens contig179 contig179 Protein ki               GGGTAATcontig179 Solyc07g Solyc07g Protein ki               GO:00055 GO:00055    contig179 Solyc07g Protein ki                GO:00055 SL2.40ch AT3G4589RUS1  RUS1 (RO      chr3:168  432.804 382.259 695.11 617.77 898.833 1224.38
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 1.160 Detected 1.924 Detected 1.542 0.089 GT Sens contig179 contig179 Cytochro                 CGGTTCTcontig179 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig179 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G1308CYP71B2  CYP71B2                 chr1:445  117.403 75.5418 192.989 181.565 234.303 361.877
GT Sense Sense 0.250 Comprom -0.250 Comprom 0.000 1.446 Detected 1.940 Detected 1.693 0.041 GT Sens contig180 contig180 Unknown   TGCAAACcontig180 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig180 Solyc11g Unknown Protein (A  SL2.40ch AT5G67385.1  protein b      chr5:268  4.28309 2.99216 6.36252 9.34122 10.8637 13.906
GT Sense Sense 0.413 Detected -0.413 Detected 0.000 1.516 Detected 1.229 Detected 1.372 0.088 GT Sens contig181 contig181 Nitrate tra                 ACTCGGTcontig181 Solyc03g Solyc03g Nitrate tra                 GO:00800 GO:00800        contig181 Solyc03g Nitrate tra                  GO:00800 SL2.40ch AT5G62730.1  proton-de        chr5:251  221.602 123.575 222.963 270.823 527.019 392.738
GT Sense Sense 0.530 Detected -0.530 Comprom 0.000 2.969 Detected 2.992 Detected 2.981 0.030 GT Sens contig182 contig182 Unknown   GTGTATCcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  13.7979 6.54585 20.2776 15.1295 82.8899 76.5629
GT Sense Sense -0.502 Comprom 0.502 Comprom 0.000 2.216 Detected 0.956 Detected 1.586 0.188 GT Sens contig182 contig182 Auxin Effl               AGTGACAcontig182 Solyc01g Solyc01g Auxin Effl               GO:00096 GO:00096     contig182 Solyc01g Auxin Effl                GO:00096 SL2.40ch AT5G1653PIN5  PIN5 (PIN       chr5:540  4.92046 9.75249 17.5069 12.0209 35.8466 13.6033
GT Sense Sense -0.228 Detected 0.228 Detected 0.000 0.939 Detected 1.378 Detected 1.159 0.067 GT Sens 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  33.1997 45.0086 32.911 33.5188 82.5418 101.733
GT Sense Sense 0.650 Detected -0.650 Detected 0.000 1.213 Detected 1.043 Detected 1.128 0.228 GT Sens contig184 contig184 Transcrip              CTTGTGTcontig184 Solyc03g Solyc03g Transcrip              GO:00056 GO:00056      contig184 Solyc03g Transcrip               GO:00037 SL2.40ch AT1G7383BEE3  BEE3 (BR          chr1:277  67.4054 27.064 42.5542 22.8611 110.272 89.0774
GT Sense Sense 0.600 Detected -0.600 Detected 0.000 2.230 Detected 1.177 Detected 1.704 0.167 GT Sens 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  656.26 282.33 620.871 664.299 2249.38 985.235
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 2.748 Detected 2.217 Detected 2.483 0.013 GT Sens 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  21.6459 18.6245 65.7879 163.144 150.261 94.5068
GT Sense Sense 0.574 Detected -0.574 Detected 0.000 1.711 Detected 1.471 Detected 1.591 0.113 GT Sens contig189 contig189 Subtilisin                GTTGTGAcontig189 Solyc01g Solyc01g Subtilisin                GO:00065 GO:00065 contig189 Solyc01g Subtilisin                 GO:00065 SL2.40ch AT4G0023XSP1  XSP1 (xy            chr4:939  164.898 73.5245 220.108 168.661 401.42 309.022
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 1.453 Detected 1.506 Detected 1.479 0.005 GT Sens contig190 contig190 Cytochro                 ATGCTAAcontig190 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig190 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  3358.07 2865.64 2207.42 2427.67 9457.2 8920.49
GT Sense Sense -1.046 Comprom 1.046 Detected 0.000 2.035 Detected 1.106 Detected 1.570 0.304 GT Sens contig191 contig191 NIMIN2c p     TAAAATA contig191 Solyc03g Solyc03g NIMIN2c protein (AHRD V1 ***- Acontig191 Solyc03g NIMIN2c protein (AH    SL2.40ch AT2G3774ATZFP10,   ZFP10 (Z              chr2:158  3.78106 15.9418 12.0259 16.1534 35.4282 16.9193
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 1.363 Detected 1.215 Detected 1.289 0.032 GT Sens contig191 contig191 PVR3-like                  GCTGACTcontig191 Solyc01g Solyc01g PVR3-like                  GO:00082 GO:00082    contig191 Solyc01g PVR3-like                   GO:00082 SL2.40ch AT4G29380.1  protein k          chr4:144  72.7898 52.8486 135.421 80.8642 177.71 145.744
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.023 Detected 1.008 Detected 1.016 0.041 GT Sens 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  24.0767 17.7305 14.8965 25.3431 46.7727 42.0697
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 1.224 Detected 1.773 Detected 1.499 0.052 GT Sens contig191 contig191 Polyprote     ACCTTAAcontig191 Solyc07g Solyc07g Polyprotein (AHRD V1 ***- A5JS contig191 Solyc07g Polyprotein (AHRD V   SL2.40ch AT1G60200.1  splicing f            chr1:222  19.5394 14.103 36.1021 44.8124 43.1962 57.426
GT Sense Sense 0.471 Detected -0.471 Detected 0.000 1.097 Detected 1.314 Detected 1.206 0.130 GT Sens contig192 contig192 Leucine-r                  TACAAGAcontig192 Solyc02g Solyc02g Leucine-r                  GO:00055 GO:00055       contig192 Solyc02g LRR recep    GO:00046 SL2.40ch AT1G7140AtRLP12  AtRLP12        chr1:269  189.217 97.3752 312.836 321.916 323.414 341.781
GT Sense Sense -0.125 Comprom 0.125 Comprom 0.000 2.194 Detected 1.555 Detected 1.875 0.032 GT Sens contig192 contig192 Expansin           GATAATGcontig192 Solyc03g Solyc03g Expansin           GO:00051 GO:00051        contig192 Solyc03g Expansin            GO:00051 SL2.40ch AT5G3929ATEXP26       ATEXP26      chr5:157  4.20606 4.94407 7.45646 12.808 23.2463 13.563
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 1.426 Detected 1.656 Detected 1.541 0.007 GT Sens contig192 contig192 Genomic          ATGTTTT contig192 Solyc11g Solyc11g Genomic DNA chromosome 5       contig192 Solyc11g Genomic DNA chrom         SL2.40ch AT5G04830.2  unknown   chr5:140  41.765 37.5808 63.2205 53.11 118.57 126.374
GT Sense Sense 0.584 Detected -0.584 Detected 0.000 1.070 Detected 1.283 Detected 1.177 0.186 GT Sens contig192 contig192 Auxin-res               GGTACTTcontig192 Solyc10g Solyc10g Auxin-res               GO:00801 GO:00801    contig192 Solyc10g Auxin-res                GO:00801 SL2.40ch AT4G0340DFL2, GH   DFL2 (DW      chr4:149  1152.01 506.819 1198.78 1336.99 1786.8 1882.35
GT Sense Sense 0.499 Detected -0.499 Detected 0.000 1.805 Detected 1.300 Detected 1.552 0.109 GT Sens contig192 contig192 Homeobo               CATGTTGcontig192 Solyc07g Solyc07g Homeobo               GO:00063 GO:00063    contig192 Solyc07g Homeobo                GO:00056 SL2.40ch AT5G63640.1  VHS dom        chr5:254  68.2316 33.7899 153.941 99.7482 186.848 119.706
GT Sense Sense -0.302 Detected 0.302 Detected 0.000 1.789 Detected 0.821 Detected 1.305 0.149 GT Sens contig193 contig193 Unknown   GCTACAGcontig193 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig193 Solyc09g Unknown Protein (A  SL2.40ch AT2G23142.1  FUNCTIO                                                                 chr2:985  211.414 317.48 534.724 581.754 997.414 463.226
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 1.553 Detected 0.885 Detected 1.219 0.090 GT Sens contig195 contig195 Unknown   GCTGTTGcontig195 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig195 Solyc07g Unknown Protein (A  SL2.40ch AT4G17800.1  DNA-bind    chr4:989  461.351 342.615 764.653 910.476 1299.39 743.109
GT Sense Sense 0.114 Comprom -0.114 Comprom 0.000 1.307 Detected 1.251 Detected 1.279 0.008 GT Sens contig195 contig195 Phytosulf             GTGATGGcontig195 Solyc11g Solyc11g Phytosulf             GO:00055 GO:00055  contig195 Solyc11g Phytosulf              GO:00055 SL2.40ch AT5G6587ATPSK5  ATPSK5       chr5:263  7.69827 6.50012 17.6774 17.4457 19.4952 17.0487
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 0.986 Detected 1.086 Detected 1.036 0.041 GT Sens contig195 contig195 Phototrop               TGCAATGcontig195 Solyc11g Solyc11g Phototrop               GO:00055 GO:00055  contig195 Solyc11g Phototrop                GO:00055 SL2.40ch AT3G19850.1  phototro      chr3:689  203.164 149.969 295.806 363.265 384.998 375.258
GT Sense Sense -0.884 Detected 0.884 Detected 0.000 2.940 Detected 0.946 Detected 1.943 0.282 GT Sens contig197 contig197 Cysteine-                   GATTGGTcontig197 Solyc12g Solyc12g Cysteine-rich receptor-like pro                  contig197 Solyc12g Cysteine-rich recept                   SL2.40ch AT3G58310.1  receptor-     chr3:215  417.165 1405.45 948.565 1328 6545.78 1493.44
GT Sense Sense 0.501 Detected -0.501 Detected 0.000 1.250 Detected 2.207 Detected 1.728 0.130 GT Sens contig198 contig198 Receptor               ATGGGCTcontig198 Solyc00g Solyc00g Receptor               GO:00055 GO:00055        contig198 Solyc00g Receptor   GO:00046 SL2.40ch AT5G56040.2  leucine-r       chr5:226  33.9444 16.7649 54.3361 74.5102 63.1748 111.493
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 1.838 Detected 2.119 Detected 1.978 0.012 GT Sens contig198 contig198 D5-type c             AAATTGT contig198 Solyc04g Solyc04g D5-type cyclin (AHRD V1 *-*- A8          contig198 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  15.3299 12.016 15.8773 18.2865 54.0497 59.6721
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 1.244 Detected 0.822 Detected 1.033 0.055 GT Sens contig200 contig200 Pectinest             ATAGTTGcontig200 Solyc06g Solyc06g Pectinest             GO:00305 GO:00305  contig200 Solyc06g Pectinest              GO:00305 SL2.40ch AT3G29420.1 3410.18 2774.2 4252.81 20335.1 8115.97 5504.12
GT Sense Sense 0.300 Detected -0.300 Detected 0.000 1.445 Detected 1.382 Detected 1.413 0.043 GT Sens contig200 contig200 Ethylene-                    TTGGATTcontig200 Solyc03g Solyc03g Ethylene-                    GO:00063 GO:00063     contig200 Solyc03g Ethylene-                     GO:00036 SL2.40ch AT4G2375CRF2  CRF2 (CY           chr4:123  34.4983 22.5024 50.3116 614.518 84.481 73.5064
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 1.370 Detected 3.195 Detected 2.282 0.132 GT Sens contig200 contig200 Hypoxia i           TTATTCA contig200 Solyc06g Solyc06g Hypoxia induced protein conse         contig200 Solyc06g Hypoxia induced pro          SL2.40ch AT5G51350.1  leucine-r        chr5:208  23.0272 18.8482 16.0207 21.0147 59.9856 193.101
GT Sense Sense -0.230 Comprom 0.230 Comprom 0.000 2.378 Detected 1.879 Detected 2.128 0.024 GT Sens contig202 contig202 Unknown   ATTCACAcontig202 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig202 Solyc07g Unknown Protein (A  SL2.40ch AT5G571 ACA8, AT   ACA8 (AU              chr5:231  4.85941 6.6065 11.8252 23.8949 32.7929 21.0944
GT Sense Sense 0.567 Detected -0.567 Comprom 0.000 1.745 Detected 1.208 Detected 1.477 0.143 GT Sens contig202 contig202 Ammoniu              CATGGAGcontig202 Solyc04g Solyc04g Ammoniu              GO:00153 GO:00153        contig202 Solyc04g Ammoniu               GO:00153 SL2.40ch AT4G2870AMT1;4  AMT1;4 (               chr4:141  12.3161 5.5508 33.9898 20.2591 30.8687 19.3388
GT Sense Sense -0.484 Detected 0.484 Detected 0.000 4.506 Detected 2.888 Detected 3.697 0.059 GT Sens contig202 contig202 Glutathion                GGAATTGcontig202 Solyc10g Solyc10g Glutathione S-transferase-like               contig202 Solyc10g Glutathione S-transf                SL2.40ch AT2G2942ATGSTU7    ATGSTU7          chr2:126  48.9282 94.6034 444.868 781.341 1721.42 509.871
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 1.303 Detected 1.284 Detected 1.293 0.017 GT Sens contig203 contig203 Unknown   GATAATAcontig203 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig203 Solyc02g Unknown Protein (A  SL2.40ch AT1G6997CLE26  CLE26 (C         chr1:263  183.088 142.405 193.336 195.756 443.769 398.039
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 2.182 Detected 2.616 Detected 2.399 0.020 GT Sens contig204 contig204 Disease r             GACCACTcontig204 Solyc04g Solyc04g Disease r             GO:00055 GO:00055   contig204 Solyc04g009120.1.1 AT5G66070.2 292.765 200.777 322.772 234.98 1225.29 1505.04
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 0.875 Detected 1.130 Detected 1.003 0.019 GT Sens contig204 contig204 Pol polyp     GTTATTAcontig204 Solyc02g Solyc02g Pol polyprotein (AHRD V1 ***- P contig204 Solyc06g WRKY tra                GO:00055 SL2.40ch AT5G5425ATCNGC4      ATCNGC                   chr5:220  16.978 15.4727 26.2456 30.018 33.1108 35.9084
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 0.946 Detected 1.249 Detected 1.098 0.020 GT Sens contig205 contig205 UDP-gluc             GAGCTTGcontig205 Solyc12g Solyc12g UDP-gluc             GO:00081 GO:00081  contig205 Solyc12g UDP-gluc              GO:00081 SL2.40ch AT1G10400.1  UDP-glyc       chr1:341  38.2134 35.8088 78.712 51.303 79.3625 89.0442
GT Sense Sense 0.421 Detected -0.421 Detected 0.000 0.862 Detected 1.184 Detected 1.023 0.151 GT Sens contig206 contig206 UDP-gluc            CGAAACAcontig206 Solyc07g Solyc07g UDP-gluc            GO:00081 GO:00081  contig206 Solyc07g UDP-gluc             GO:00081 SL2.40ch AT4G14090.1  UDP-gluc      chr4:812  578.094 318.702 904.26 377.855 868.808 987.147
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 1.681 Detected 1.338 Detected 1.510 0.021 GT Sens contig208 contig208 Nitrate tra                 GGACTTCcontig208 Solyc01g Solyc01g Nitrate tra                 GO:00160 GO:00160   contig208 Solyc01g Nitrate tra                  GO:00429 SL2.40ch AT2G26690.1  nitrate tra    chr2:113  1140.46 926.238 2188.55 1916.85 3670.76 2631.2
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 1.290 Detected 1.020 Detected 1.155 0.077 GT Sens contig208 contig208 Gibberelli                 TAAACCGcontig208 Solyc06g Solyc06g Gibberelli                 GO:00164 GO:00164  contig208 Solyc06g Gibberelli                  GO:00164 SL2.40ch AT2G03500.1  myb fami     chr2:105  25.8386 16.5869 15.5955 55.5974 56.3754 42.5112
GT Sense Sense 0.665 Detected -0.665 Comprom 0.000 0.919 Detected 1.250 Detected 1.085 0.254 GT Sens contig209 contig209 Conserve                  GGGATATcontig209 Solyc01g Solyc01g Conserve                  GO:00160 GO:00160   contig209 Solyc01g Conserve                   GO:00160 SL2.40ch AT2G46890.1  oxidored          chr2:192  11.9201 4.68489 14.1451 5.93334 15.7397 18.0003
GT Sense Sense -0.600 Comprom 0.600 Comprom 0.000 1.544 Detected 2.059 Detected 1.802 0.110 GT Sens contig210 contig210 PWWP do             TGCCATTcontig210 Solyc01g Solyc01g PWWP domain-containing prot             contig210 Solyc01g PWWP domain-conta              SL2.40ch AT3G05430.1  PWWP do    chr3:156  2.16958 4.92627 2.00636 5.08239 10.6197 13.7919
GT Sense Sense 0.468 Detected -0.468 Comprom 0.000 1.145 Detected 1.236 Detected 1.191 0.127 GT Sens contig211 contig211 Aldose-1-             GCTCACTcontig211 Solyc02g Solyc02g Aldose-1-             GO:00059 GO:00059      contig211 Solyc02g Aldose-1-              GO:00055 SL2.40ch AT5G4973ATFRO6,   ATFRO6         chr5:202  12.7887 6.60842 18.8171 14.9342 22.6491 21.9301
GT Sense Sense 0.768 Detected -0.768 Detected 0.000 0.945 Detected 2.079 Detected 1.512 0.254 GT Sens contig214 contig214 Ring finge                CCCTAGTcontig214 Solyc11g Solyc11g Ring finge                GO:00082 GO:00082   contig214 Solyc11g Ring finge                 GO:00082 SL2.40ch AT3G10910.1  zinc finge        chr3:341  48.8618 16.6674 36.6001 72.125 61.1789 122.111
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 1.054 Detected 1.335 Detected 1.195 0.042 GT Sens contig215 contig215 Unknown   AGGTACGcontig215 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig215 Solyc07g Unknown Protein (A  SL2.40ch AT5G43880.1  unknown   chr5:176  294.709 217.394 666.352 768.944 585.487 646.675
GT Sense Sense 0.567 Detected -0.567 Detected 0.000 1.072 Detected 1.341 Detected 1.207 0.174 GT Sens contig215 contig215 Testis-sp                 CTCTTTAcontig215 Solyc02g Solyc02g Testis-sp                 GO:00056 GO:00056 contig215 Solyc02g Testis-sp                  GO:00056 SL2.40ch AT5G25590.1  INVOLVE                                                                               chr5:890  360.793 162.503 480.083 356.994 567.094 620.891
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 1.886 Detected 2.155 Detected 2.021 0.005 GT Sens contig215 contig215 WUSCHEL               TGCATGAcontig215 Solyc02g Solyc02g WUSCHEL               GO:00063 GO:00063    contig215 Solyc02g WUSCHEL                GO:00063 SL2.40ch AT2G1795WUS, PGA    WUS (WU             chr2:780  143.219 149.625 187.697 125.052 602.661 660.145
GT Sense Sense 0.525 Detected -0.525 Detected 0.000 1.195 Detected 0.880 Detected 1.037 0.199 GT Sens contig215 contig215 Os03g085                  CCAGATGcontig215 Solyc02g Solyc02g Os03g0859900 protein (Fragm                 contig215 Solyc02g Os03g0859900 prote                  SL2.40ch AT4G37080.1  unknown   chr4:174  90.0246 42.9606 98.9263 102.286 158.577 115.868
GT Sense Sense 0.047 Comprom -0.047 Comprom 0.000 2.548 Detected 4.383 Detected 3.466 0.064 GT Sens contig216 contig216 BHLH tran              ATCAGAAcontig216 Solyc04g Solyc04g BHLH tran              GO:0045449 contig216 Solyc04g BHLH tran               GO:00056 SL2.40ch AT3G13437.1  unknown   chr3:437  2.37205 2.19823 2.39676 2.48797 14.8756 48.2329
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 1.231 Detected 0.814 Detected 1.023 0.050 GT Sens contig216 contig216 Leucine-r                   CCAAATCcontig216 Solyc07g Solyc07g Leucine-r                   GO:00055 GO:00055       contig216 Solyc07g LRR recep    GO:00046 SL2.40ch AT5G54350.1  FUNCTIO                                                             chr5:220  154.252 130.197 205.431 453.234 370.463 252.26
GT Sense Sense -0.479 Comprom 0.479 Comprom 0.000 1.975 Detected 1.979 Detected 1.977 0.054 GT Sens contig217 contig217 Resistanc               TTTATGGcontig217 Solyc05g Solyc05g Resistanc               GO:00458 GO:00458     contig217 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT5G1138DXPS3  DXPS3 (1        chr5:363  2.7681 5.31364 13.7732 15.9615 16.7908 15.3105
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 1.362 Detected 0.944 Detected 1.153 0.080 GT Sens contig218 contig218 Homeobo                GCAGCAAcontig218 Solyc04g Solyc04g Homeobo                GO:00063 GO:00063    contig218 Solyc04g Homeobo                 GO:00056 SL2.40ch AT1G2696AtHB23  AtHB23 (A            chr1:935  8314.77 5590.79 12739.1 12941.1 19515.1 13281
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.123 Detected 0.966 Detected 1.045 0.007 GT Sens contig220 contig220 Unknown   TCTTGGAcontig220 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig220 Solyc12g Unknown Protein (A  SL2.40ch AT3G2004ATHXK4,   ATHXK4;        chr3:699  127.916 133.434 114.657 151.203 316.926 258.411
GT Sense Sense 0.579 Detected -0.579 Comprom 0.000 2.497 Detected 1.267 Detected 1.882 0.156 GT Sens contig220 contig220 Unknown   AGCTTCTcontig220 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig220 Solyc10g Unknown Protein (A  SL2.40ch AT1G0520ATGLR3.4     ATGLR3.       chr1:150  14.6847 6.50692 27.8233 27.0274 61.4525 23.8248
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 1.130 Detected 1.309 Detected 1.220 0.006 GT Sens contig221 contig221 Unknown   ATTAGAT contig221 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig221 Solyc11g Unknown            GO:00056 SL2.40ch AT4G18870.1  heat shoc       chr4:103  102.561 105.187 114.785 104.796 253.221 260.619
GT Sense Sense 0.575 Detected -0.575 Detected 0.000 2.386 Detected 1.375 Detected 1.881 0.133 GT Sens contig222 contig222 Inorganic              CTACTGGcontig222 Solyc09g Solyc09g Inorganic              GO:00053 GO:00053       contig222 Solyc09g Inorganic               GO:00053 SL2.40ch AT3G54700.1  carbohyd          chr3:202  39.2931 17.5058 52.6152 27.7501 152.693 68.8904
GT Sense Sense -0.078 Comprom 0.078 Comprom 0.000 1.871 Detected 2.114 Detected 1.993 0.005 GT Sens 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 4.40455 4.85074 7.44955 5.14648 18.8266 20.265
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 1.337 Detected 1.076 Detected 1.207 0.012 GT Sens contig223 contig223 Unknown   GAATTCCcontig223 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig223 Solyc08g Unknown Protein (A  SL2.40ch AT5G22310.1  unknown   chr5:738  436.229 419.68 568.823 459.775 1204.13 913.374
GT Sense Sense -0.009 Comprom 0.009 Comprom 0.000 1.752 Detected 2.192 Detected 1.972 0.012 GT Sens contig224 contig224 GRF zinc                GCTCAAGcontig224 Solyc03g Solyc03g GRF zinc                GO:00082 GO:00082   contig224 Solyc03g GRF zinc                 GO:00082 SL2.40ch AT5G40340.1  PWWP do    chr5:161  3.11649 3.11838 14.2838 17.1012 11.6912 14.4237
GT Sense Sense 0.384 Detected -0.384 Detected 0.000 1.223 Detected 1.135 Detected 1.179 0.093 GT Sens contig224 contig224 Ring H2 fi                AATCATGcontig224 Solyc04g Solyc04g Ring H2 fi                GO:00082 GO:00082   contig224 Solyc04g Ring H2 fi                 GO:00082 SL2.40ch AT5G10380.1 63.7877 37.0315 84.2389 44.9443 126.368 108.09
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 1.151 Detected 1.617 Detected 1.384 0.063 GT Sens contig224 contig224 VQ motif-c             TTTTATT contig224 Solyc03g Solyc03g VQ motif-containing protein (A            contig224 Solyc03g VQ motif-containing             SL2.40ch AT5G09876.1  unknown   chr5:307  999.668 671.506 1184.51 960.328 2026.6 2545.17
GT Sense Sense 0.821 Detected -0.821 Detected 0.000 1.203 Detected 1.707 Detected 1.455 0.232 GT Sens contig224 contig224 Ycf2 (AHR    CAAAAAC contig224 Solyc03g Solyc03g Ycf2 (AHRD V1 *-*- A6Y9X1 HA contig224 Solyc03g058220.1.1 AT5G53930.1 91.3765 28.9568 116.456 150.248 131.926 170.012
GT Sense Sense 1.067 Comprom -1.067 Comprom 0.000 1.860 Detected 1.866 Detected 1.863 0.223 GT Sens contig225 contig225 O-methylt               GCAATGGcontig225 Solyc12g Solyc12g O-methylt               GO:00469 GO:00469   contig225 Solyc12g O-methylt                GO:00081 SL2.40ch AT4G35160.1  O-methyl      chr4:167  10.1831 2.29443 4.92482 25.6095 19.5389 17.8396
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 0.829 Detected 1.256 Detected 1.042 0.051 GT Sens contig225 contig225 Protein A     AATTCCAcontig225 Solyc12g Solyc12g Protein ABIL1 (AHRD V1 *--- B6 contig225 Solyc12g Protein ABIL1 (AHRD   SL2.40ch AT5G523 COR78, L     LTI78 (LO    chr5:212  26.9977 22.5209 56.9983 43.1627 48.7906 59.6106
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 1.170 Detected 1.212 Detected 1.191 0.007 GT Sens contig227 contig227 Hydroxyc               TAAAAAG contig227 Solyc07g Solyc07g Hydroxyc               GO:00167 GO:00167         contig227 Solyc07g Hydroxyc                GO:00167 SL2.40ch AT5G484 ATGLR1.3    ATGLR1.       chr5:196  376.301 325.279 496.791 131.986 876.856 820.739
GT Sense Sense -1.571 Comprom 1.571 Detected 0.000 0.831 Detected 3.107 Detected 1.969 0.417 GT Sens contig229 contig229 Lysine/his                GGCTTTTcontig229 Solyc12g Solyc12g Lysine/histidine transporter (A               contig229 Solyc12g Lysine/histidine tran                SL2.40ch AT1G2440LHT2, AAT   LHT2 (LY                    chr1:865  2.33106 20.3401 13.1716 3.23559 13.6392 60.0497
GT Sense Sense -0.646 Comprom 0.646 Comprom 0.000 0.873 Detected 1.315 Detected 1.094 0.250 GT Sens contig230 contig230 Polyprote      GGACAATcontig230 Solyc01g Solyc01g Polyprotein-like related (AHRD   contig230 Solyc01g Polyprotein-like rela     SL2.40ch AT4G34310.1  unknown   chr4:164  3.50306 8.47512 13.2771 17.0304 11.1155 13.7249
GT Sense Sense 0.772 Detected -0.772 Detected 0.000 1.221 Detected 0.843 Detected 1.032 0.324 GT Sens contig231 contig231 Unknown              TCCCACAcontig231 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3             contig231 Solyc02g Unknown Protein (A              SL2.40ch AT4G18630.1  unknown   chr4:102  77.3156 26.2046 97.4595 67.8619 116.854 81.7302
GT Sense Sense -0.873 Comprom 0.873 Detected 0.000 1.236 Detected 1.302 Detected 1.269 0.283 GT Sens 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  3.35659 11.1271 4.63376 4.17696 16.0336 15.2542
GT Sense Sense 0.483 Detected -0.483 Detected 0.000 1.445 Detected 1.502 Detected 1.474 0.093 GT Sens contig232 contig232 Unknown   CCATTCAcontig232 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig232 Solyc11g Unknown Protein (A  SL2.40ch AT1G27660.1  ethylene-     chr1:962  420.319 212.604 987.128 695.552 906.545 857.138
GT Sense Sense 0.043 Comprom -0.043 Comprom 0.000 1.422 Detected 1.036 Detected 1.229 0.025 GT Sens contig232 contig232 MazG nuc                  AACTGGAcontig232 Solyc09g Solyc09g MazG nuc                  GO:00474 GO:00474     contig232 Solyc09g MazG nuc                   GO:00002 SL2.40ch AT3G25400.1  FUNCTIO                                                                            chr3:921  6.89554 6.42649 4.41467 4.27019 19.8641 13.8208

4h_AZ_Control 4h_AZ_TAPG + TPRP vs. 4h_AZ_Control 



GT Sense Sense -0.445 Comprom 0.445 Comprom 0.000 2.171 Detected 2.211 Detected 2.191 0.039 GT Sens 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  2.3405 4.28795 4.06594 5.10335 15.8903 14.8468
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 1.263 Detected 1.277 Detected 1.270 0.005 GT Sens 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  296.253 330.676 392.232 346.485 836.756 767.707
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 1.296 Detected 1.600 Detected 1.448 0.017 GT Sens contig234 contig234 Unknown   CTTTGCCcontig234 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig234 Solyc11g Unknown Protein (A  SL2.40ch AT1G65570.1  polygalac       chr1:243  23.5223 19.7132 35.8062 32.8655 58.8996 66.0786
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 1.115 Detected 0.962 Detected 1.039 0.147 GT Sens contig235 contig235 Ethylene                    ATCGTTCcontig235 Solyc04g Solyc04g Ethylene                    GO:00063 GO:00063    contig235 Solyc04g Ethylene                     GO:00036 SL2.40ch AT5G6475ABR1  ABR1 (AB         chr5:258  21.7888 39.7882 51.8747 342.946 71.0384 58.0636
GT Sense Sense 0.111 Comprom -0.111 Comprom 0.000 1.082 Detected 1.214 Detected 1.148 0.012 GT Sens contig235 contig235 G2/M pha                 GTGGCC contig235 Solyc12g Solyc12g G2/M pha                 GO:00082 GO:00082   contig235 Solyc12g G2/M pha                  GO:00082 SL2.40ch AT5G4679MSP2  MSP2 (m     chr5:189  8.12787 6.89234 15.7435 13.1599 17.65 17.573
GT Sense Sense 0.502 Detected -0.502 Detected 0.000 1.137 Detected 0.920 Detected 1.028 0.183 GT Sens contig236 contig236 Unknown   ACGTAAGcontig236 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig236 Solyc06g Unknown Protein (A  SL2.40ch AT4G09860.1  unknown   chr4:619  29.1693 14.3802 34.7585 50.0202 50.1646 39.224
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 0.843 Detected 1.480 Detected 1.161 0.131 GT Sens contig236 contig236 Myb-relat                CCTCAGCcontig236 Solyc10g Solyc10g Myb-relat                GO:00037 GO:00037        contig236 Solyc10g Myb-relat                 GO:00037 SL2.40ch AT1G6623MYB20, A   MYB20 (m           chr1:246  86.1794 52.9463 191.682 373.472 134.904 190.715
GT Sense Sense 0.858 Detected -0.858 Comprom 0.000 1.600 Detected 1.110 Detected 1.355 0.268 GT Sens contig237 contig237 Proline-ric                 TTATTCA contig237 Solyc10g Solyc10g Proline-rich protein (AHRD V1 *              contig237 Solyc10g Proline-rich protein                SL2.40ch AT5G0429KTF1  KTF1 (KO         chr5:119  16.567 4.98567 28.0159 10.5449 30.6892 19.864
GT Sense Sense -0.690 Comprom 0.690 Comprom 0.000 1.963 Detected 2.505 Detected 2.234 0.095 GT Sens contig237 contig237 Zinc finge                 AGTATCCcontig237 Solyc12g Solyc12g Zinc finge                 GO:00056 GO:00056 contig237 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT4G39070.1  zinc finge       chr4:182  2.92232 7.52098 6.03887 6.29967 20.3589 26.9353
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 1.061 Detected 1.011 Detected 1.036 0.004 GT Sens 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  157.5 170.213 453.538 451.448 380.378 334.12
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 0.852 Detected 1.351 Detected 1.101 0.100 GT Sens contig238 contig238 Invertase             GCTAGTAcontig238 Solyc12g Solyc12g Invertase             GO:00469 GO:00469    contig238 Solyc12g Invertase              GO:00469 SL2.40ch AT1G25320.1  leucine-r        chr1:887  190.659 127.167 256.32 288.449 313.025 402.078
GT Sense Sense 0.077 Comprom -0.077 Comprom 0.000 1.608 Detected 1.811 Detected 1.710 0.006 GT Sens contig238 contig238 CW-type Z                  GGGAAATcontig238 Solyc12g Solyc12g CW-type Z                  GO:00082 GO:00082   contig238 Solyc12g CW-type Z                   GO:00082 SL2.40ch AT2G15640.1  F-box fam    chr2:681  3.66837 3.25765 2.80756 3.53463 11.7354 12.2822
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 1.232 Detected 1.013 Detected 1.123 0.043 GT Sens contig239 contig239 Cc-nbs-lr              CAATTCT contig239 Solyc04g Solyc04g Cc-nbs-lr              GO:00069 GO:00069  contig239 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G63020.1  disease r       chr5:252  83.6884 61.4792 100.49 108.782 187.707 146.552
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 1.218 Detected 1.286 Detected 1.252 0.017 GT Sens contig240 contig240 Xenotrop                 ATTAGAAcontig240 Solyc05g Solyc05g Xenotrop                 GO:00055 GO:00055       contig240 Solyc05g Xenotrop                  GO:00055 SL2.40ch AT1G68740.1  EXS fami        chr1:258  54.4296 67.3918 56.3408 60.1432 156.894 149.494
GT Sense Sense 0.432 Detected -0.432 Detected 0.000 1.055 Detected 1.111 Detected 1.083 0.129 GT Sens contig241 contig241 Unknown   ACCAAGTcontig241 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig241 Solyc04g Unknown Protein (A  SL2.40ch AT3G28770.1  unknown   chr3:107  39.434 21.4294 76.4547 61.9229 67.2451 63.5916
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 1.967 Detected 1.022 Detected 1.495 0.117 GT Sens contig241 contig241 Cytochro                 ACCTGACcontig241 Solyc07g Solyc07g Cytochrome B561-related prot                contig241 Solyc07g Cytochrome B561-re                 SL2.40ch AT5G17970.1  disease r       chr5:594  42.4027 27.4534 41.9776 82.4044 148.584 70.1564
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.070 Detected 1.086 Detected 1.078 0.025 GT Sens 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  680.507 527.564 825.09 727.947 1401.41 1287.89
GT Sense Sense -0.030 Comprom 0.030 Comprom 0.000 1.435 Detected 1.264 Detected 1.350 0.005 GT Sens contig242 contig242 Sensitivity                 CCTTAAGcontig242 Solyc11g Solyc11g Sensitivity to red light reduced              contig242 Solyc11g Sensitivity to red lig                SL2.40ch AT5G5428ATM2, AT    ATM2 (AR       chr5:220  5.38843 5.55611 10.6975 13.1458 16.4795 13.3039
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 1.060 Detected 1.206 Detected 1.133 0.056 GT Sens contig242 contig242 NPR1-like             CTCTTCGcontig242 Solyc04g Solyc04g NPR1-like             GO:00055 GO:00055  contig242 Solyc04g NPR1-like              GO:00055 SL2.40ch AT2G4137BOP2  BOP2 (BL       chr2:172  140.739 95.7039 187.657 188.25 269.564 271.092
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.152 Detected 1.027 Detected 1.089 0.010 GT Sens contig242 contig242 Glucan sy                 TTAGCTT contig242 Solyc07g Solyc07g Glucan sy                 GO:00160 GO:00160     contig242 Solyc07g Glucan sy                  GO:00167 SL2.40ch AT3G1457ATGSL04     ATGSL04           chr3:489  1096.06 954.033 1718.45 1900.85 2529.95 2109.2
GT Sense Sense 0.260 Comprom -0.260 Comprom 0.000 1.921 Detected 1.492 Detected 1.706 0.037 GT Sens contig243 contig243 Copper tr              TGTTTTCcontig243 Solyc06g Solyc06g Copper tr              GO:00150 GO:00150         contig243 Solyc06g Copper tr               GO:00150 SL2.40ch AT2G26975.1  copper tr    chr2:115  5.77055 3.98105 12.945 7.6341 20.2085 13.6524
GT Sense Sense 0.575 Detected -0.575 Comprom 0.000 0.808 Detected 1.324 Detected 1.066 0.233 GT Sens contig243 contig243 Unknown   GGAATTAcontig243 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig243 Solyc01g Unknown Protein (A  SL2.40ch AT2G15042.1  protein b   chr2:651  13.506 6.0176 20.4187 15.214 17.5822 22.8551
GT Sense Sense 0.061 Comprom -0.061 Comprom 0.000 1.785 Detected 1.826 Detected 1.805 0.001 GT Sens 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  6.83162 6.20433 17.2005 21.5385 24.9858 23.3706
GT Sense Sense 0.191 Comprom -0.191 Comprom 0.000 2.066 Detected 2.524 Detected 2.295 0.016 GT Sens contig244 contig244 Os03g016                   ATGGTACcontig244 Solyc10g Solyc10g Os03g0169000 protein (Fragm                  contig244 Solyc10g Os03g0169000 prote                   SL2.40ch AT4G0054ATMYB3R     ATMYB3            chr4:235  2.63422 1.99888 10.548 5.50152 10.6994 13.3654
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.251 Detected 1.652 Detected 1.452 0.019 GT Sens 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  11.756 11.7765 28.7774 31.3527 31.1961 37.43
GT Sense Sense -0.235 Comprom 0.235 Comprom 0.000 1.457 Detected 1.656 Detected 1.556 0.026 GT Sens 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  3.70111 5.06601 7.23822 3.47622 13.2349 13.8182
GT Sense Sense 0.597 Detected -0.597 Detected 0.000 1.527 Detected 1.351 Detected 1.439 0.140 GT Sens contig248 contig248 Expresse                  ATGGGTAcontig248 Solyc06g Solyc06g Expressed protein (Fragment)                contig248 Solyc06g Expressed protein (                 SL2.40ch AT5G5155EXL3  EXL3 (EX     chr5:209  492.865 213.011 613.481 269.44 1040.06 836.575
GT Sense Sense 0.296 Detected -0.296 Detected 0.000 0.987 Detected 1.153 Detected 1.070 0.074 GT Sens contig250 contig250 Unknown   GAAGTATcontig250 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig250 Solyc07g Unknown Protein (A  SL2.40ch AT2G42975.1  unknown   chr2:178  249.32 163.434 418.337 444.088 445.713 454.376
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 1.180 Detected 1.275 Detected 1.228 0.002 GT Sens contig251 contig251 Movemen               GGATGCGcontig251 Solyc09g Solyc09g Movemen               GO:00068 GO:00068 contig251 Solyc09g015550.1.1 AT5G60430.2  antiporte     chr5:243  178.366 178.455 207.745 188.97 450.357 437.193
GT Sense Sense 0.411 Detected -0.411 Detected 0.000 0.919 Detected 1.513 Detected 1.216 0.139 GT Sens contig252 contig252 Mitochon                  AAGGTGTcontig252 Solyc04g Solyc04g Mitochondrial transcription ter                 contig252 Solyc04g Mitochondrial transc                  SL2.40ch AT5G22690.1  disease r       chr5:754  48.0792 26.8744 73.5699 56.5558 75.7072 103.834
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 1.417 Detected 1.491 Detected 1.454 0.029 GT Sens contig253 contig253 NHL1 (Fra             TGGGTTTcontig253 Solyc03g Solyc03g NHL1 (Fragment) (AHRD V1 **--          contig253 Solyc03g NHL1 (Fragment) (AH             SL2.40ch AT1G03060.1  WD-40 re       chr1:712  68.3141 47.6337 103.022 128.694 169.592 162.281
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 0.925 Detected 1.260 Detected 1.093 0.023 GT Sens contig253 contig253 Ulp1 prote           TCTGCTAcontig253 Solyc07g Solyc07g Ulp1 protease family C-termina         contig253 Solyc07g Ulp1 protease family         SL2.40ch AT1G49530.1 14.4687 14.3907 18.4938 19.4067 30.5228 34.9919
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 1.249 Detected 0.949 Detected 1.099 0.023 GT Sens contig254 contig254 Diacylglyc                 ATTGTTCcontig254 Solyc01g Solyc01g Diacylglycerol O-acyltransfera                 contig254 Solyc01g Diacylglycerol O-acy                 SL2.40ch AT5G12420.1  unknown   chr5:402  57.1921 50.7693 64.8322 164.098 142.612 105.318
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 1.071 Detected 1.266 Detected 1.168 0.009 GT Sens 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  461.796 426.044 495.161 465.098 1037.65 1079.81
GT Sense Sense 0.512 Comprom -0.512 Comprom 0.000 1.152 Detected 1.245 Detected 1.198 0.145 GT Sens contig254 contig254 Glucosylt            ATTTATT contig254 Solyc01g Solyc01g Glucosylt            GO:00102 GO:00102     contig254 Solyc01g Glucosylt             GO:00102 SL2.40ch AT1G67270.1  FUNCTIO                                                                        chr1:251  7.47987 3.63524 3.76575 6.23173 12.902 12.5102
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 1.608 Detected 1.803 Detected 1.705 0.049 GT Sens contig255 contig255 Metal ion                 AGCACTTcontig255 Solyc02g Solyc02g Metal ion                 GO:00468 GO:00468       contig255 Solyc02g Metal ion                  GO:00468 SL2.40ch AT1G3126ZIP10  ZIP10 (ZIN             chr1:111  218.496 127.851 207.953 341.046 567.245 590.605
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 1.023 Detected 1.126 Detected 1.074 0.002 GT Sens 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  23.5679 23.0427 37.6549 46.1169 52.739 51.4888
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 0.901 Detected 1.117 Detected 1.009 0.014 GT Sens contig256 contig256 Kinesin-li               TTGTCAAcontig256 Solyc07g Solyc07g Kinesin-li               GO:00070 GO:00070     contig256 Solyc07g Kinesin-li                GO:00085 SL2.40ch AT4G0519ATK5  ATK5 (AR        chr4:267  2806.42 2968.91 4622.49 5072.42 6002.8 6338.26
GT Sense Sense 0.092 Comprom -0.092 Comprom 0.000 4.288 Detected 4.179 Detected 4.234 0.001 GT Sens 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  2.2459 1.95417 39.0966 48.1157 45.5781 38.426
GT Sense Sense 0.385 Detected -0.385 Detected 0.000 0.855 Detected 1.349 Detected 1.102 0.137 GT Sens contig258 contig258 ABC trans                  CTCGAAGcontig258 Solyc11g Solyc11g ABC trans                  GO:00168 GO:00168  contig258 Solyc11g ABC trans                   GO:00160 SL2.40ch AT2G28070.1  ABC tran     chr2:119  282.102 163.639 410.987 396.247 432.794 554.311
GT Sense Sense 0.172 Comprom -0.172 Comprom 0.000 2.131 Detected 2.533 Detected 2.332 0.013 GT Sens contig259 contig259 Ribosoma                 CGTTTTT contig259 Solyc08g Solyc08g Ribosomal protein-like (AHRD V               contig259 Solyc08g Ribosomal protein-li                 SL2.40ch AT3G31402.1  FUNCTIO                       chr3:127  2.78105 2.1669 4.99012 5.99215 11.979 14.3824
GT Sense Sense 1.296 Detected -1.296 Comprom 0.000 1.094 Detected 1.107 Detected 1.101 0.485 GT Sens contig259 contig259 ATP-bind                   GAACTAT contig259 Solyc06g Solyc06g ATP-bind                   GO:00171 GO:00171         contig259 Solyc06g ATP-bind                    GO:00426 SL2.40ch AT5G6173ATATH11    ATATH11            chr5:248  14.9887 2.45686 14.7935 20.0368 14.4298 13.2362
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 1.843 Detected 1.217 Detected 1.530 0.049 GT Sens 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  1044.14 829.202 882.46 1149.43 3717.19 2189.92
GT Sense Sense 0.749 Detected -0.749 Detected 0.000 1.628 Detected 1.497 Detected 1.562 0.173 GT Sens contig260 contig260 Pectinest             CAGAAGGcontig260 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig260 Solyc01g Pectinest              GO:00056 SL2.40ch AT3G05610.1  pectinest     chr3:162  105.142 36.7986 108.956 52.0079 214.131 177.732
GT Sense Sense -0.445 Comprom 0.445 Comprom 0.000 1.254 Detected 1.716 Detected 1.485 0.097 GT Sens contig260 contig260 Calmodul             ATGAAAAcontig260 Solyc04g Solyc04g Calmodul             GO:00082 GO:00082    contig260 Solyc04g Calmodul              GO:00082 SL2.40ch AT5G14770.1  pentatric      chr5:477  3.22728 5.90934 12.3614 13.311 11.5985 14.5226
GT Sense Sense -0.484 Comprom 0.484 Comprom 0.000 1.478 Detected 1.732 Detected 1.605 0.085 GT Sens contig261 contig261 Transpos      GGAGTCCcontig261 Solyc05g Solyc05g Transposon protein-like (AHRD   contig261 Solyc05g Transposon protein     SL2.40ch AT2G27200.1  GTP-bind     chr2:116  2.31232 4.47211 6.59601 9.28738 9.97718 10.8181
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 1.097 Detected 0.998 Detected 1.048 0.003 GT Sens contig262 contig262 UPF0497                    TGCAAACcontig262 Solyc03g Solyc03g UPF0497 membrane protein 14                  contig262 Solyc03g UPF0497 membrane                    SL2.40ch AT1G703 SPDS2  SPDS2 (s       chr1:264  56.628 58.0748 101.221 104.664 136.659 115.993
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 0.892 Detected 1.386 Detected 1.139 0.056 GT Sens contig262 contig262 Myrosina               GAAACTT contig262 Solyc03g Solyc03g Myrosinase-binding protein 2 (             contig262 Solyc03g Myrosinase-binding               SL2.40ch AT5G5317FTSH11  FTSH11 (         chr5:215  769.619 632.496 1394.01 2005.24 1441.58 1845.94
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 1.328 Detected 1.071 Detected 1.200 0.013 GT Sens 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  17.4363 18.5166 35.5396 40.3499 50.2437 38.2276
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.588 Detected 1.159 Detected 1.373 0.029 GT Sens contig264 contig264 Genomic          TCTACTAcontig264 Solyc05g Solyc05g Genomic DNA chromosome 5 T       contig264 Solyc05g Genomic DNA chrom         SL2.40ch AT1G0614EMB1444  EMB1444     chr1:186  61.4056 70.1846 105.732 125.685 219.734 148.433
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 1.418 Detected 1.017 Detected 1.218 0.026 GT Sens contig264 contig264 Mannan e                CCTTCAAcontig264 Solyc02g Solyc02g Mannan e                GO:00059 GO:00059   contig264 Solyc02g Mannan e                 GO:00059 SL2.40ch AT5G66460.1  (1-4)-beta     chr5:265  1000.23 1015.91 2075.64 1825.1 3000.17 2065.22
GT Sense Sense 0.127 Comprom -0.127 Comprom 0.000 1.265 Detected 1.538 Detected 1.402 0.017 GT Sens contig265 contig265 Unknown   CGTGGAAcontig265 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig265 Solyc03g Unknown Protein (A  SL2.40ch AT3G11385.1  DC1 dom    chr3:356  5.35752 4.44346 6.339 6.31214 13.0627 14.3415
GT Sense Sense 0.284 Comprom -0.284 Comprom 0.000 1.641 Detected 2.221 Detected 1.931 0.042 GT Sens contig265 contig265 Pollen-sp                    AGGAAGAcontig265 Solyc03g Solyc03g Pollen-sp                    GO:00050 GO:00050     contig265 Solyc03g Pollen-sp                     GO:00050 SL2.40ch AT1G5224ATROPGE    ROPGEF            chr1:194  3.51371 2.34207 2.55717 6.18834 9.96296 13.5433
GT Sense Sense 0.772 Detected -0.772 Comprom 0.000 2.625 Detected 2.686 Detected 2.655 0.075 GT Sens contig266 contig266 Reverse t                  ATATGAAcontig266 Solyc06g Solyc06g Reverse t                  GO:00062 GO:00062   contig266 Solyc03g013430.1.1 AT1G10370.1 11.7277 3.97786 12.4979 12.973 46.9113 44.4966
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.334 Detected 1.471 Detected 1.402 0.006 GT Sens contig268 contig268 Major alle                  TACCTAAcontig268 Solyc09g Solyc09g Major alle                  GO:00096 GO:00096    contig268 Solyc09g Major alle                   GO:00096 SL2.40ch AT1G0692ATOFP4,   OFP4 (AR        chr1:212  72.8345 63.9989 84.4305 123.802 191.688 191.603
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 1.129 Detected 1.613 Detected 1.371 0.045 GT Sens contig268 contig268 Ankyrin re             CGTTGAAcontig268 Solyc10g Solyc10g Ankyrin re             GO:00051 GO:00051   contig268 Solyc10g Ankyrin re              GO:00051 SL2.40ch AT4G11670.1  FUNCTIO                                                                                    chr4:704  17.4746 13.5135 25.0402 22.8113 37.435 47.5809
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 1.109 Detected 1.018 Detected 1.064 0.086 GT Sens contig268 contig268 TIR-NBS-L               ATCCAAAcontig268 Solyc07g Solyc07g TIR-NBS-L               GO:00069 GO:00069     contig268 Solyc07g Nbs-lrr, re  GO:00302 SL2.40ch AT4G2085TPP2  TPP2 (TR      chr4:111  210.367 328.604 351.194 478.069 631.57 539.116
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 1.036 Detected 0.973 Detected 1.005 0.006 GT Sens contig269 contig269 U-box dom                GATTTGTcontig269 Solyc01g Solyc01g U-box dom                GO:00054 GO:00054   contig269 Solyc01g U-box dom                 GO:00048 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  14.0918 12.6156 13.8004 13.6071 30.4544 26.5065
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 1.209 Detected 1.260 Detected 1.235 0.007 GT Sens contig269 contig269 Receptor-                AAGGAAGcontig269 Solyc02g Solyc02g Receptor-                GO:00064 GO:00064  contig269 Solyc02g Receptor-                 GO:00064 SL2.40ch AT5G38240.1  serine/th      chr5:152  648.998 735.924 993.294 1701.84 1779.85 1676.08
GT Sense Sense 0.598 Detected -0.598 Detected 0.000 1.398 Detected 1.078 Detected 1.238 0.184 GT Sens contig269 contig269 Unknown   AAGGATAcontig269 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig269 Solyc12g Unknown Protein (A  SL2.40ch AT4G33800.1  unknown   chr4:162  81.7569 35.2636 78.2691 48.136 157.592 114.789
GT Sense Sense 0.481 Detected -0.481 Detected 0.000 1.412 Detected 1.809 Detected 1.610 0.090 GT Sens contig270 contig270 BURP dom             GGATACTcontig270 Solyc01g Solyc01g BURP dom             GO:00457 GO:00457   contig270 Solyc01g BURP dom              GO:00457 SL2.40ch AT1G49320.1  BURP do    chr1:182  465.181 236.077 678.451 648.947 982.115 1175.47
GT Sense Sense -0.845 Comprom 0.845 Comprom 0.000 1.369 Detected 2.504 Detected 1.937 0.197 GT Sens contig272 contig272 Unknown   GTGCTAAcontig272 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig272 Solyc12g Unknown Protein (A  SL2.40ch AT3G128 PIE1, SRC    PIE1 (PHO                chr3:406  2.56105 8.16734 15.2932 9.04864 13.1608 26.261
GT Sense Sense -0.435 Comprom 0.435 Comprom 0.000 1.897 Detected 2.092 Detected 1.995 0.047 GT Sens contig272 contig272 Unknown   CATCTTT contig272 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig272 Solyc02g Unknown Protein (A  SL2.40ch AT5G38040.1  UDP-gluc      chr5:151  2.62145 4.73823 5.34634 4.96163 14.6213 15.2149
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 0.912 Detected 1.111 Detected 1.012 0.011 GT Sens contig273 contig273 Unknown   AGCTTTCcontig273 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig273 Solyc11g Unknown Protein (A  SL2.40ch AT5G08570.1  pyruvate    chr5:277  22.3971 23.5634 35.8974 69.4194 48.1376 50.2518
GT Sense Sense 0.540 Comprom -0.540 Comprom 0.000 1.439 Detected 1.509 Detected 1.474 0.113 GT Sens contig273 contig273 Unknown              CATTCCCcontig273 Solyc11g Solyc11g Unknown Protein (AHRD V1)%3             contig273 Solyc11g Unknown Protein (A              SL2.40ch AT5G45240.1  transmem    chr5:183  6.53785 3.05632 9.02787 11.1593 13.497 12.8851
GT Sense Sense 0.438 Comprom -0.438 Comprom 0.000 0.890 Detected 1.413 Detected 1.152 0.153 GT Sens contig274 contig274 Galactosy              TATCCCAcontig274 Solyc08g Solyc08g Galactosy              GO:00160 GO:00160     contig274 Solyc08g080930.1.1 AT4G11876.1 7.51157 4.04469 11.0574 21.747 11.3796 14.8569
GT Sense Sense 0.537 Detected -0.537 Detected 0.000 1.329 Detected 1.645 Detected 1.487 0.117 GT Sens contig275 contig275 Xylogluca               CTCCTTCcontig275 Solyc11g Solyc11g Xylogluca               GO:00059 GO:00059   contig275 Solyc11g Xylogluca                GO:00059 SL2.40ch AT2G36870.1  xylogluca             chr2:154  1097.42 515.042 2098.27 5114.41 2103.67 2380.89
GT Sense Sense -0.950 Detected 0.950 Detected 0.000 1.356 Detected 1.135 Detected 1.245 0.323 GT Sens contig276 contig276 Unknown   AGAATAT contig276 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig276 Solyc05g Unknown Protein (A  SL2.40ch AT4G38340.1  RWP-RK    chr4:179  19.2759 71.1563 54.055 72.972 105.573 82.3247
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 0.848 Detected 1.184 Detected 1.016 0.027 GT Sens contig276 contig276 Unknown   GTCTCGCcontig276 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig276 Solyc12g Unknown Protein (A  SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  16.6769 17.2596 33.3867 38.8196 34.0081 39.0151
GT Sense Sense -0.765 Detected 0.765 Detected 0.000 2.036 Detected 1.364 Detected 1.700 0.179 GT Sens contig276 contig276 Fatty acyl               GCATTCGcontig276 Solyc11g Solyc11g Fatty acyl               GO:00081 GO:00081  contig276 Solyc11g Fatty acyl                GO:00081 SL2.40ch AT5G2250FAR1  FAR1 (FA                  chr5:747  58.5298 167.156 169.908 400.733 451.772 257.821
GT Sense Sense 0.413 Detected -0.413 Detected 0.000 1.261 Detected 1.144 Detected 1.202 0.102 GT Sens contig278 contig278 Prenyltra                  CAAAAAA contig278 Solyc04g Solyc04g Prenyltra                  GO:00082 GO:00082   contig278 Solyc04g Prenyltra                   GO:00082 SL2.40ch AT1G213 ATEXT3,   ATEXT3         chr1:745  19.6301 10.9398 17.0919 24.5968 39.1018 32.7923
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 2.251 Detected 1.858 Detected 2.055 0.015 GT Sens contig280 contig280 MLO-like              CTCACCAcontig280 Solyc11g Solyc11g MLO-like              GO:00160 GO:00160   contig280 Solyc11g MLO-like               GO:00160 SL2.40ch AT1G6156MLO6, AT   MLO6 (M         chr1:227  27.8815 34.2973 74.5524 101.396 163.948 113.524
GT Sense Sense 0.017 Comprom -0.017 Comprom 0.000 0.984 Detected 1.289 Detected 1.136 0.018 GT Sens contig280 contig280 Lipase (F              ACTAGCTcontig280 Solyc09g Solyc09g Lipase (F              GO:00089 GO:00089      contig280 Solyc09g Lipase (F               GO:00477 SL2.40ch AT3G45020.1  50S ribos    chr3:164  6.47334 6.24656 10.7759 17.7752 14.0057 15.7277
GT Sense Sense -0.549 Comprom 0.549 Comprom 0.000 2.152 Detected 2.373 Detected 2.263 0.056 GT Sens contig282 contig282 Leucine-r                  GATGATGcontig282 Solyc10g Solyc10g Leucine-r                  GO:00055 GO:00055  contig282 Solyc10g LRR recep    GO:00055 SL2.40ch AT2G4280AtRLP29  AtRLP29        chr2:178  2.80656 5.93584 8.37993 12.4369 20.2044 21.4106
GT Sense Sense -0.479 Detected 0.479 Detected 0.000 1.426 Detected 1.515 Detected 1.470 0.092 GT Sens contig282 contig282 High affin                 CAAATCCcontig282 Solyc04g Solyc04g High affin                 GO:00153 GO:00153      contig282 Solyc04g High affin                  GO:00153 SL2.40ch AT5G1018AST68, SU   AST68; s     chr5:319  11.5345 22.1399 24.7874 33.0216 47.8148 46.2423
GT Sense Sense 0.335 Detected -0.335 Detected 0.000 0.911 Detected 1.176 Detected 1.044 0.101 GT Sens contig283 contig283 UDP flavo              TGTGTACcontig283 Solyc07g Solyc07g UDP flavo              GO:00800 GO:00800    contig283 Solyc01g LRR recep    GO:00046 SL2.40ch AT4G2445GWD3, PW    PWD (PH         chr4:126  7938.12 4933.21 8702.29 7878.92 13108.1 14317.2
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 1.378 Detected 1.734 Detected 1.556 0.050 GT Sens contig283 contig283 Nucleoso                   AAACTTT contig283 Solyc12g Solyc12g Nucleoso                   GO:00056 GO:00056 contig283 Solyc12g Nucleoso                    GO:00056 SL2.40ch AT4G36190.1  serine-ty    chr4:171  11.4346 17.5277 2.446 6.27238 40.9749 47.6664
GT Sense Sense 0.620 Comprom -0.620 Comprom 0.000 2.324 Detected 1.676 Detected 2.000 0.104 GT Sens 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  9.9139 4.14971 12.1909 3.73008 35.7657 20.7469
GT Sense Sense 0.285 Detected -0.285 Detected 0.000 1.192 Detected 0.860 Detected 1.026 0.090 GT Sens contig284 contig284 LOB dom                 GGTTTTTcontig284 Solyc03g Solyc03g LOB domain protein 1 (AHRD V              contig284 Solyc03g LOB domain protein                SL2.40ch AT5G6309LOB  LOB (LAT     chr5:253  685.763 456.563 725.702 808.254 1423.37 1028.54
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 2.296 Detected 1.905 Detected 2.101 0.009 GT Sens 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  35.6179 38.2009 475.198 639.599 201.773 139.847
GT Sense Sense 0.059 Comprom -0.059 Comprom 0.000 1.807 Detected 2.244 Detected 2.025 0.012 GT Sens contig285 contig285 Unknown             TGAAATAcontig285 Solyc02g Solyc02g Unknown             GO:00160 GO:00160   contig285 Solyc03g SPFH domain/band                 SL2.40ch AT5G22550.2  unknown   chr5:748  2.8985 2.63945 4.09114 4.28618 10.7775 13.2644
GT Sense Sense 0.254 Comprom -0.254 Comprom 0.000 1.731 Detected 2.196 Detected 1.963 0.029 GT Sens contig285 contig285 BZIP trans                GCACATTcontig285 Solyc02g Solyc02g BZIP trans                GO:00055 GO:00055       contig285 Solyc02g BZIP trans                 GO:00055 SL2.40ch AT2G3627ABI5, GIA   ABI5 (AB            chr2:152  4.9639 3.45288 9.47301 10.7403 15.3009 19.2054
GT Sense Sense 0.216 Detected -0.216 Detected 0.000 1.139 Detected 0.946 Detected 1.042 0.048 GT Sens contig285 contig285 Alpha-dio               CAAACAAcontig285 Solyc03g Solyc03g Alpha-dio               GO:00551 GO:00551                  contig285 Solyc03g Alpha-dio                GO:00167 SL2.40ch AT1G73680.1  pathogen     chr1:277  3293.97 2414.11 3344.12 4764.06 6915.88 5498.49
GT Sense Sense -0.301 Comprom 0.301 Comprom 0.000 1.122 Detected 1.303 Detected 1.213 0.061 GT Sens contig288 contig288 LRR recep                  TTGTCTAcontig288 Solyc02g Solyc02g LRR recep                  GO:00055 GO:00055        contig288 Solyc02g Receptor   GO:00055 SL2.40ch AT4G2849RLK5, HA   HAE (HAE            chr4:140  3.65113 5.4823 14.7436 11.6343 10.8454 11.1792
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 0.836 Detected 1.270 Detected 1.053 0.095 GT Sens contig289 contig289 Prolyl 3-h                GCTGCAGcontig289 Solyc01g Solyc01g Prolyl 3-h                GO:00551 GO:00551  contig289 Solyc01g Prolyl 3-h                 GO:00551 SL2.40ch AT1G68080.3  iron ion b                               chr1:255  260.647 176.27 363.454 403.992 426.078 523.391
GT Sense Sense -0.363 Comprom 0.363 Comprom 0.000 1.309 Detected 1.547 Detected 1.428 0.065 GT Sens contig289 contig289 Unknown   GGAAAGAcontig289 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig289 Solyc02g Unknown Protein (A  SL2.40ch AT5G65600.1  legume le          chr5:262  3.10477 5.07604 12.7224 14.7457 10.9542 11.7434
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 1.919 Detected 1.954 Detected 1.936 0.008 GT Sens contig290 contig290 Unknown   CATTTAC contig290 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig290 Solyc01g Transport protein pa       SL2.40ch AT5G4390MYA2, AT     MYA2 (AR              chr5:176  41.1506 32.225 54.2904 48.3508 153.379 142.823
GT Sense Sense -0.004 Comprom 0.004 Comprom 0.000 1.019 Detected 1.730 Detected 1.375 0.061 GT Sens contig290 contig290 Unknown   TATCCTAcontig290 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig290 Solyc05g Unknown Protein (A  SL2.40ch AT4G3443CHB3, AT   CHB3; DN          chr4:164  5.09578 5.06744 1.99482 3.6798 11.4696 17.0719
GT Sense Sense -0.004 Comprom 0.004 Comprom 0.000 1.265 Detected 1.479 Detected 1.372 0.006 GT Sens contig290 contig290 Peptidogl                 GTTCTTGcontig290 Solyc10g Solyc10g Peptidogl                 GO:00169 GO:00169     contig290 Solyc10g Peptidogl                  GO:00169 SL2.40ch AT3G52790.1  peptidog      chr3:195  4.71763 4.68687 19.1969 13.4728 12.5848 13.2679
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 1.708 Detected 1.653 Detected 1.681 0.007 GT Sens contig292 contig292 Receptor-               TTTTCTGcontig292 Solyc03g Solyc03g Receptor-               GO:00055 GO:00055  contig292 Solyc03g Receptor   GO:00016 SL2.40ch AT5G48740.1  leucine-r           chr5:197  33.239 27.1025 61.1255 123.798 109.237 95.5968
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 1.233 Detected 1.549 Detected 1.391 0.042 GT Sens contig292 contig292 Leucine-r                  GAAGAGGcontig292 Solyc04g Solyc04g Leucine-r                  GO:00055 GO:00055       contig292 Solyc04g LRR recep    GO:00046 SL2.40ch AT1G6538CLV2, AtR   CLV2 (cla          chr1:242  134.32 94.1757 252.702 247.644 294.4 333.154
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 1.742 Detected 1.190 Detected 1.466 0.036 GT Sens contig292 contig292 Os12g058                  GACATGAcontig292 Solyc03g Solyc03g Os12g0581300 protein (Fragm                 contig292 Solyc03g Os12g0581300 prote                  SL2.40ch AT5G05840.1  unknown   chr5:175  176.416 157.069 284.93 439.31 620.242 384.567
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 1.761 Detected 1.700 Detected 1.730 0.001 GT Sens contig293 contig293 Potassium                  ATAAAGGcontig293 Solyc08g Solyc08g Potassium                  GO:00305 GO:00305       contig293 Solyc08g Potassium                   GO:00052 SL2.40ch AT1G58390.1  disease r       chr1:216  71.4686 74.1198 99.1385 91.3059 274.703 239.381
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 1.256 Detected 0.913 Detected 1.085 0.026 GT Sens contig293 contig293 Heavy me                   TACCCACcontig293 Solyc03g Solyc03g Heavy me                   GO:00300 GO:00300   contig293 Solyc03g Heavy me                    GO:00300 SL2.40ch AT5G50740.3  metal ion   chr5:206  194.796 181.446 262.004 282.009 500.073 358.428
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.363 Detected 1.314 Detected 1.339 0.027 GT Sens contig293 contig293 AT5g4758     GCACAGAcontig293 Solyc08g Solyc08g AT5g47580/MNJ7 17 (AHRD V1  contig293 Solyc08g AT5g47580/MNJ7 1     SL2.40ch AT5G5028EMB1006  EMB1006     chr5:204  37.2215 27.0758 40.9122 47.9533 90.9337 79.9236
GT Sense Sense 0.314 Comprom -0.314 Comprom 0.000 1.778 Detected 1.785 Detected 1.782 0.030 GT Sens contig294 contig294 Nucleored                    TTATACGcontig294 Solyc05g Solyc05g Nucleored                    GO:00047 GO:00047    contig294 Solyc05g Nucleored                     GO:00047 SL2.40ch AT5G1966ATSBT6.1     S1P (SITE       chr5:664  4.85491 3.1078 3.97702 5.82434 14.8393 13.557
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.360 Detected 1.535 Detected 1.448 0.009 GT Sens contig294 contig294 Genomic                     TACATCT contig294 Solyc07g Solyc07g Genomic                     GO:00036 GO:00036  contig294 Solyc07g Genomic                      GO:00036 SL2.40ch AT5G54930.1  AT hook    chr5:223  1711.19 1468.32 5828.69 6200.42 4532.34 4650.73
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.070 Detected 1.611 Detected 1.341 0.042 GT Sens contig294 contig294 B3 domai                AAGAGACcontig294 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig294 Solyc02g B3 domai                 GO:00063 SL2.40ch AT3G61280.2  FUNCTIO                                                                       chr3:226  93.0902 81.8572 137.311 113.626 204.146 269.914
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 1.188 Detected 1.094 Detected 1.141 0.072 GT Sens contig294 contig294 Myosin he                  GCTATGAcontig294 Solyc06g Solyc06g Myosin heavy chain-like (AHRD                contig294 Solyc06g Myosin heavy chain                  SL2.40ch AT2G40480.1  unknown   chr2:169  108.66 68.8485 150.862 229.375 219.417 186.873
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 2.729 Detected 2.192 Detected 2.460 0.012 GT Sens 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  15.8237 15.4374 48.3092 45.7927 115.367 72.3078
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 0.859 Detected 1.177 Detected 1.018 0.060 GT Sens contig295 contig295 Unknown   TTGAATGcontig295 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig295 Solyc01g Unknown Protein (A  SL2.40ch AT3G61840.1  unknown   chr3:228  828.503 613.674 1243.18 1484.01 1440.27 1632.04
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 1.366 Detected 1.784 Detected 1.575 0.032 GT Sens contig295 contig295 Rhamnog              CTCTTTCcontig295 Solyc04g Solyc04g Rhamnog              GO:00302 GO:00302   contig295 Solyc04g Rhamnog               GO:00168 SL2.40ch AT4G24430.1  lyase  chr4:126  497.077 373.702 876.258 862.658 1237.34 1502.97
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 0.943 Detected 1.075 Detected 1.009 0.007 GT Sens contig295 contig295 Unknown   ACTAGAGcontig295 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig295 Solyc00g Unknown Protein (A  SL2.40ch AT1G12000.1  pyrophos           chr1:405  14.4696 15.4387 18.9707 20.5068 31.991 31.8707
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 1.054 Detected 1.505 Detected 1.279 0.038 GT Sens contig296 contig296 HAT famil         TGAAATGcontig296 Solyc04g Solyc04g HAT family dimerisation domai       contig296 Solyc04g HAT family dimerisa        SL2.40ch AT1G60420.1  DC1 dom    chr1:222  16.1759 18.9402 26.3373 16.0828 40.462 50.3102
GT Sense Sense -0.130 Comprom 0.130 Comprom 0.000 1.052 Detected 1.932 Detected 1.492 0.083 GT Sens contig297 contig297 Unknown   AATAGCT contig297 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig297 Solyc01g Unknown Protein (A  SL2.40ch AT1G76810.1  eukaryot             chr1:288  5.02185 5.94796 2.77296 3.38266 12.6217 21.1136
GT Sense Sense 1.240 Detected -1.240 Comprom 0.000 0.901 Detected 1.268 Detected 1.085 0.478 GT Sens contig297 contig297 Transcrip        GATCAACcontig297 Solyc02g Solyc02g Transcription factor bZIP98 (Fr     contig297 Solyc02g Transcription factor      SL2.40ch AT3G4750CDF3  CDF3 (CY              chr3:175  15.7016 2.7805 15.3475 7.6309 13.7386 16.1144
GT Sense Sense -0.263 Comprom 0.263 Comprom 0.000 2.043 Detected 2.143 Detected 2.093 0.016 GT Sens 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  2.38511 3.39694 3.53931 3.79826 13.0654 12.728
GT Sense Sense 0.266 Comprom -0.266 Comprom 0.000 1.687 Detected 1.954 Detected 1.821 0.026 GT Sens contig297 contig297 Unknown   AATCTGCcontig297 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig297 Solyc09g Unknown Protein (A  SL2.40ch AT3G09410.1  pectinace     chr3:289  7.18495 4.91528 8.2528 17.2474 21.3112 23.3172
GT Sense Sense 0.394 Comprom -0.394 Comprom 0.000 1.237 Detected 1.239 Detected 1.238 0.088 GT Sens contig297 contig297 Replicatio                ACATAGCcontig297 Solyc02g Solyc02g Replication protein A1 (AHRD V             contig297 Solyc02g Replication protein A               SL2.40ch AT5G43540.1  zinc finge       chr5:174  8.03622 4.59881 14.5394 11.6122 15.9583 14.5272
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 1.522 Detected 1.631 Detected 1.577 0.002 GT Sens contig300 contig300 Unknown   GGAGTAGcontig300 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig300 Solyc12g Unknown Protein (A  SL2.40ch AT4G08450.1  disease r       chr4:536  95.2838 87.4297 110.737 109.084 291.907 286.296
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 1.363 Detected 1.748 Detected 1.556 0.044 GT Sens 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  28.2295 19.0565 25.3254 30.3137 66.4439 78.8846
GT Sense Sense -0.071 Comprom 0.071 Comprom 0.000 1.389 Detected 1.927 Detected 1.658 0.027 GT Sens contig300 contig300 Unknown   TTAAGTAcontig300 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig300 Solyc08g Unknown Protein (A  SL2.40ch AT1G3244PKp3  PKp3 (pla        chr1:117  3.63383 3.96383 14.1005 13.9883 11.0682 14.6137
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 1.738 Detected 1.066 Detected 1.402 0.058 GT Sens contig300 contig300 Mutator-li                CTCTTAAcontig300 Solyc01g Solyc01g Mutator-like transposase (AHR               contig300 Solyc06g Unknown                GO:00160 SL2.40ch AT2G2698CIPK3  CIPK3 (C            chr2:115  413.198 352.287 634.798 420.3 1417.73 808.602
GT Sense Sense 0.010 Comprom -0.010 Comprom 0.000 0.964 Detected 1.097 Detected 1.030 0.004 GT Sens contig300 contig300 cDNA clon                   CACTCGCcontig300 Solyc10g Solyc10g cDNA clon                   GO:00082 GO:00082   contig300 Solyc12g Mutator-like transpo                SL2.40ch #N/A #N/A #N/A #N/A 6.92394 6.75491 13.2806 14.6934 14.8565 14.8121
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 0.996 Detected 1.109 Detected 1.053 0.012 GT Sens contig300 contig300 Chalcone               CCGTTTGcontig300 Solyc05g Solyc05g Chalcone               GO:00423 GO:00423      contig300 Solyc05g Chalcone                GO:00423 SL2.40ch AT2G42270.1  U5 small      chr2:176  89.1394 101.041 75.3509 82.7137 210.758 207.312
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 1.716 Detected 1.618 Detected 1.667 0.006 GT Sens contig300 contig300 Unknown   GTATTTT contig300 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig300 Solyc10g036650.1.1 AT4G31100.1  wall-asso     chr4:151  231.072 269.213 270.903 325.281 912.527 775.25
GT Sense Sense -0.481 Comprom 0.481 Comprom 0.000 1.296 Detected 1.246 Detected 1.271 0.119 GT Sens contig301 contig301 O-methylt              TCATGAT contig301 Solyc12g Solyc12g O-methylt              GO:00081 GO:00081  contig301 Solyc12g O-methylt               GO:00081 SL2.40ch AT4G10090.1  unknown   chr4:630  3.89379 7.49801 12.6511 13.2238 14.78 12.975
GT Sense Sense 0.438 Detected -0.438 Detected 0.000 1.396 Detected 1.802 Detected 1.599 0.080 GT Sens contig302 contig302 Subtilisin               GAAGACTcontig302 Solyc04g Solyc04g Subtilisin               GO:00042 GO:00042   contig302 Solyc04g Subtilisin                GO:00042 SL2.40ch AT1G20150.1  subtilase    chr1:698  462.383 248.959 620.655 930.216 994.247 1198.09
GT Sense Sense 0.598 Comprom -0.598 Comprom 0.000 1.030 Detected 2.093 Detected 1.562 0.190 GT Sens contig302 contig302 Unknown   GTTGCCAcontig302 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig302 Solyc09g Unknown Protein (A  SL2.40ch AT3G22900.1 7.75164 3.34654 2.82125 4.25078 11.5821 22.0067
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.294 Detected 1.551 Detected 1.422 0.008 GT Sens contig303 contig303 Ve resista        GATCATCcontig303 Solyc12g Solyc12g Ve resistance gene-like protein     contig303 Solyc12g Ve resistance gene-       SL2.40ch AT5G130 EMB3011  EMB3011              chr5:412  17.2818 17.4886 54.3795 54.9754 47.4676 51.5619
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.583 Detected 1.155 Detected 1.369 0.047 GT Sens contig303 contig303 BZip trans                CTGAAAAcontig303 Solyc02g Solyc02g BZip trans                GO:00063 GO:00063        contig303 Solyc02g BZip trans                 GO:00469 SL2.40ch AT4G0495ATALN  ATALN (A      chr4:252  62.8063 45.7005 167.008 145.663 178.752 120.768
GT Sense Sense 0.539 Detected -0.539 Comprom 0.000 1.076 Detected 1.525 Detected 1.301 0.156 GT Sens contig303 contig303 Short-cha                TTCTGGAcontig303 Solyc11g Solyc11g Short-cha                GO:00081 GO:00081  contig303 Solyc11g Short-cha                 GO:00081 SL2.40ch AT1G17830.1  unknown   chr1:613  17.1814 8.0503 12.8926 16.6683 27.6194 34.2661
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 1.259 Detected 1.127 Detected 1.193 0.019 GT Sens contig303 contig303 Aquapori               GTTTTAGcontig303 Solyc01g Solyc01g Aquapori               GO:00160 GO:00160 contig303 Solyc01g Aquapori                GO:00160 SL2.40ch AT2G13720.1 16.5162 13.2338 17.1121 26.6654 39.4063 32.6966
GT Sense Sense -0.660 Comprom 0.660 Comprom 0.000 1.825 Detected 1.699 Detected 1.762 0.117 GT Sens contig304 contig304 Unknown   GATTTAT contig304 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig304 Solyc03g Unknown Protein (A  SL2.40ch AT4G1878CESA8, IR     IRX1 (IRR           chr4:103  2.32837 5.74627 7.95754 3.86402 14.4292 12.0269
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 2.313 Detected 1.452 Detected 1.883 0.049 GT Sens contig305 contig305 Cathepsin                        AAGAATT contig305 Solyc02g Solyc02g Cathepsin                        GO:00041 GO:00041   contig305 Solyc02g Cathepsin                         GO:00041 SL2.40ch AT3G49340.1  cysteine    chr3:182  54.3319 58.3824 87.8302 86.5706 311.777 155.992
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 2.746 Detected 1.999 Detected 2.373 0.033 GT Sens contig305 contig305 Hydroxyp      TAATCAGcontig305 Solyc12g Solyc12g Hydroxyproline-rich glycoprot     contig305 Solyc12g Hydroxyproline-rich     SL2.40ch AT2G26110.1  unknown   chr2:111  31.8704 22.8517 68.8407 46.6963 201.694 109.23
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 1.166 Detected 0.908 Detected 1.037 0.033 GT Sens contig306 contig306 Unknown   AAGGGTAcontig306 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig306 Solyc06g TO54-2 (Fragment) (    SL2.40ch AT3G48185.1  unknown   chr3:177  128.802 104.248 139.643 118.438 289.567 220.175
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 0.913 Detected 1.164 Detected 1.039 0.038 GT Sens contig306 contig306 Myrosina               ACAGAGCcontig306 Solyc09g Solyc09g Myrosina               GO:0005529 contig306 Solyc09g Myrosina                GO:00055 SL2.40ch AT5G545 GH3.6, DF   DFL1 (DW          chr5:221  937.105 734.977 1109.49 1726.35 1740.32 1883.19
GT Sense Sense 0.290 Comprom -0.290 Comprom 0.000 1.981 Detected 2.420 Detected 2.201 0.026 GT Sens contig306 contig306 Ulp1 prote           TTGAGAAcontig306 Solyc03g Solyc03g Ulp1 protease family C-termina         contig306 Solyc08g Ulp1 pept               GO:00065 SL2.40ch AT3G26140.1  glycosyl          chr3:955  2.88301 1.90778 7.74859 10.5545 10.3126 12.7104
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 1.139 Detected 1.239 Detected 1.189 0.020 GT Sens contig307 contig307 Unknown   ACGGACTcontig307 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig307 Solyc09g Unknown Protein (A  SL2.40ch AT5G55570.1  unknown   chr5:225  61.1254 48.3075 92.6654 88.2972 133.256 129.814
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 1.285 Detected 0.815 Detected 1.050 0.063 GT Sens contig307 contig307 DNA-3-me               TGCACATcontig307 Solyc10g Solyc10g DNA-3-me               GO:00062 GO:00062  contig307 Solyc10g DNA-3-me                GO:00062 SL2.40ch AT5G44680.1  methylad      chr5:180  304.667 245.128 256.836 334.805 741.46 486.848
GT Sense Sense 0.468 Detected -0.468 Detected 0.000 1.134 Detected 1.063 Detected 1.099 0.144 GT Sens contig307 contig307 Metal ion                TATGCTGcontig307 Solyc04g Solyc04g Metal ion                GO:00300 GO:00300    contig307 Solyc04g Metal ion                 GO:00055 SL2.40ch AT1G29000.1  heavy-me     chr1:101  1524.98 788.326 924.207 1175.06 2680.45 2319.9
GT Sense Sense -0.392 Comprom 0.392 Detected 0.000 0.933 Detected 1.352 Detected 1.142 0.124 GT Sens contig309 contig309 Anthocya                TTCTCAAcontig309 Solyc08g Solyc08g Anthocya                GO:00167 GO:00167                            contig309 Solyc08g Anthocya                 GO:00167 SL2.40ch AT4G2288LDOX, TD     LDOX (LE      chr4:120  8.52863 14.5186 14.1929 14.2521 23.6557 28.7536
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 1.165 Detected 0.982 Detected 1.073 0.008 GT Sens contig309 contig309 Unknown   TTCAACAcontig309 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig309 Solyc12g Unknown Protein (A  SL2.40ch AT5G08695.1  nucleic a       chr5:282  13.1332 13.4054 15.0416 42.0166 33.1372 26.5277
GT Sense Sense -1.105 Comprom 1.105 Detected 0.000 1.798 Detected 1.108 Detected 1.453 0.336 GT Sens contig310 contig310 Bromodo             TTGATAT contig310 Solyc09g Solyc09g Bromodomain protein (AHRD V           contig310 Solyc09g Bromodomain prote             SL2.40ch AT4G31330.1  unknown   chr4:152  2.59046 11.847 7.29443 5.42492 21.4516 12.0915
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 1.157 Detected 1.341 Detected 1.249 0.051 GT Sens 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  28.0289 18.8318 26.762 19.2255 57.0635 58.9399
GT Sense Sense 0.677 Detected -0.677 Comprom 0.000 1.250 Detected 1.662 Detected 1.456 0.176 GT Sens contig311 contig311 LINE-type              GCCAGAAcontig311 Solyc06g Solyc06g LINE-type retrotransposon LIb            contig311 Solyc10g Cold shock protein-     SL2.40ch AT5G62600.1  transport   chr5:251  20.618 7.96895 31.1104 34.1094 33.9443 41.0757
GT Sense Sense 0.397 Detected -0.397 Detected 0.000 1.040 Detected 1.353 Detected 1.196 0.107 GT Sens contig312 contig312 Plant-spe                     TCAGTGAcontig312 Solyc09g Solyc09g Plant-specific domain TIGR015                    contig312 Solyc09g Plant-specific doma                     SL2.40ch AT5G5548SVL1  SVL1 (SH         chr5:224  35.3234 20.1389 32.1391 36.8363 61.0816 68.9715
GT Sense Sense -0.831 Detected 0.831 Detected 0.000 1.106 Detected 0.971 Detected 1.038 0.339 GT Sens contig312 contig312 MPF2-like              GAGGGC contig312 Solyc04g Solyc04g MPF2-like              GO:00056 GO:00056      contig312 Solyc04g MPF2-like               GO:00037 SL2.40ch AT3G09980.1  unknown   chr3:306  26.8453 84.0222 46.5179 37.7639 113.824 94.2658
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 1.035 Detected 1.132 Detected 1.084 0.005 GT Sens contig313 contig313 Unannota TGTTTTCTTTAGTTGAGAGTTATTCGTGGAATGATAAATGATTAAGAGG contig313 Solyc03g082340.1.1 AT2G2835ARF10  ARF10 (A           chr2:121  31.6298 28.9416 90.7573 106.352 69.0484 67.1369
GT Sense Sense -0.312 Comprom 0.312 Comprom 0.000 1.374 Detected 1.270 Detected 1.322 0.053 GT Sens contig313 contig313 Unannota TGAAGAAATATAAGTGAAGCATGAACTACTATTTGATTGGTTAAATTCTGcontig313 Solyc03g Genomic DNA chrom         SL2.40ch AT5G23400.1  disease r         chr5:788  4.0464 6.16757 4.38461 11.7783 14.4237 12.1961
GT Sense Sense 0.478 Comprom -0.478 Comprom 0.000 1.175 Detected 1.728 Detected 1.452 0.119 GT Sens contig313 contig313 Unannota TAATGAAATTTGTTTAGAGGAAAATTCAACAAGTTATGATGATGTTAGAGcontig313 Solyc11g Unknown Protein (A  SL2.40ch AT3G24190.1  ABC1 fam    chr3:874  6.42559 3.27458 14.2864 12.4615 11.5388 15.3897
GT Sense Sense 0.338 Detected -0.338 Detected 0.000 1.681 Detected 1.131 Detected 1.406 0.084 GT Sens contig313 contig313 Unannota CCGTTTTCAACTTGCTCGGAGATGAAGTGTTATTGTAATCTTTCTTTTT contig313 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  1518.11 939.196 2589.98 1713.8 4263.22 2647.14
GT Sense Sense -0.016 Comprom 0.016 Comprom 0.000 2.724 Detected 2.733 Detected 2.728 0.000 GT Sens contig314 contig314 Unannota TTGTACACAAAACAATTCCTCGCACACCTGATTTCTCTGTCTTATGTTCCcontig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  2.31624 2.34026 6.7708 16.9783 17.1264 15.6682
GT Sense Sense -0.648 Comprom 0.648 Detected 0.000 1.404 Detected 0.893 Detected 1.149 0.241 GT Sens contig314 contig314 Unannota GGTCTCGACTTCACTGTTTTTATGATCCGATATTACAAGGTATCTTATA contig314 Solyc12g Nuclear tr                     GO:00056 SL2.40ch AT4G2863ATM1, AT   ATM1 (AB                chr4:141  5.27789 12.8139 4.05303 7.06685 24.2363 15.4645
GT Sense Sense 0.091 Comprom -0.091 Comprom 0.000 1.635 Detected 1.103 Detected 1.369 0.040 GT Sens contig315 contig315 Unannota GCAGAGGAAACAAGTGCTTTAACAGATACAGACGTTGAATAAGAATATA contig315 Solyc02g Unknown Protein (A  SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  5.49699 4.79111 7.9643 10.0168 17.7575 11.1586
GT Sense Sense 0.453 Detected -0.453 Detected 0.000 1.633 Detected 1.741 Detected 1.687 0.066 GT Sens contig315 contig315 Transcrip                  CAAAAAT contig315 Solyc09g Solyc09g Transcrip                  GO:00056 GO:00056 contig315 Solyc09g Transcrip                   GO:00056 SL2.40ch AT5G01310.1  basic hel      chr5:125  1670.33 881.793 2170.31 1827.34 4191.53 4107.13
GT Sense Sense 0.157 Comprom -0.157 Comprom 0.000 0.891 Detected 1.408 Detected 1.150 0.063 GT Sens contig316 contig316 Unannota ATCTTCAAATAGTTATCTGGTAGAGTTAGACTATCTATAGGGCGTGACC contig316 Solyc10g NADH-qui                   GO:00551 SL2.40ch ATCG011 NDHH  Encodes                      chrC:122  6.01047 4.77961 15.668 14.2519 11.0706 14.3999
GT Sense Sense 0.183 Comprom -0.183 Comprom 0.000 0.930 Detected 1.188 Detected 1.059 0.042 GT Sens contig317 contig317 Unannota TATATGCCCTTTCTCCACACGTGCAAAATTTAGAGAACAAACAAGCCCA contig317 Solyc03g Leucine-r                   GO:00055 SL2.40ch AT1G15740.1  leucine-r      chr1:541  6.35949 4.88173 4.8233 6.07096 11.8229 12.8541
GT Sense Sense -0.020 Comprom 0.020 Comprom 0.000 0.959 Detected 1.112 Detected 1.036 0.006 GT Sens contig317 contig317 Unannota GATACTATTGGATTCAAGATGTGTTGGATTCTAGGTTGCTTGAACTTAC contig317 Solyc06g Gag-Pol polyprotein    SL2.40ch AT4G12740.1  adenine-      chr4:749  6.3153 6.42094 8.65716 10.9007 13.7881 13.9363
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 1.578 Detected 1.480 Detected 1.529 0.015 GT Sens 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  36.3638 46.125 167.619 89.4132 136.156 115.692
GT Sense Sense 0.503 Detected -0.503 Detected 0.000 0.833 Detected 1.210 Detected 1.021 0.198 GT Sens contig318 contig318 Unannota CGCTTCACCGACGAATGGACTATTCCGTTTTGGCCGCCGGACAACTCC contig318 Solyc11g Sister chr                   GO:00054 SL2.40ch AT3G43520.1 43.0266 21.1812 38.6103 52.0821 59.8939 70.7019
GT Sense Sense -0.427 Comprom 0.427 Comprom 0.000 1.433 Detected 1.269 Detected 1.351 0.090 GT Sens contig319 contig319 Unannota GAGGATGTGTCCTTTTCCTTTGCCTTTGAGTTAAAATATGCAGTTGTAT contig319 Solyc05g Myosin XI-K (AHRD V   SL2.40ch AT3G01100.2 3.93775 7.03184 3.40999 6.08374 15.8282 12.8356
GT Sense Sense -0.103 Comprom 0.103 Comprom 0.000 1.096 Detected 1.373 Detected 1.234 0.019 GT Sens contig319 contig319 Unannota GAGGTAAGAATAAGATTTATATACATTTCATGACCTGCTTATGAAATCATcontig319 Solyc10g Linalool s                GO:00340 SL2.40ch AT5G38850.1  disease r       chr5:155  6.06665 6.91575 11.2614 6.50812 15.4152 16.98
GT Sense Sense -0.021 Comprom 0.021 Comprom 0.000 0.930 Detected 1.071 Detected 1.001 0.005 GT Sens contig319 contig319 Unannota CAGATAAAAGAAATGGGCCAGAAAAAACCATGCTTATATCAATCTAACACcontig319 Solyc11g Zinc finge                   GO:00082 SL2.40ch AT1G21620.1 8.65789 8.81065 12.6663 14.3514 18.5381 18.5742
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.022 Detected 1.619 Detected 1.321 0.047 GT Sens contig320 contig320 Unannota GTTCCCACATCGGTGCTCAATATATACTACTCCCAAAATATACTCAACTCcontig320 Solyc09g Genomic DNA chrom         SL2.40ch AT5G59600.1  pentatric      chr5:240  13.8275 13.6067 27.3237 27.8914 31.028 42.6658
GT Sense Sense -0.063 Comprom 0.063 Comprom 0.000 1.736 Detected 2.127 Detected 1.931 0.011 GT Sens contig320 contig320 Unannota CGATTTAACTTTCAAATAACAAAGCATCCCATGTTTGGTTGAGATATTCAcontig320 Solyc06g Alcohol d                   GO:00081 SL2.40ch AT1G21590.1  protein k     chr1:756  2.64741 2.85712 1.97031 3.14903 10.2043 12.1598
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 0.823 Detected 1.204 Detected 1.013 0.071 GT Sens contig321 contig321 Unannota CGCTGCAAACATTCAATCAATTCTCTATAAGCAATGAGAAGTCGAAATTCcontig321 Solyc12g Auxin res               GO:00056 SL2.40ch AT4G2908PAP2, IAA   PAP2 (PH       chr4:143  4367.3 3216.79 5456.63 7890 7382.55 8740.58
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 1.032 Detected 1.076 Detected 1.054 0.014 GT Sens contig321 contig321 Unannota GGTATAAAGATGATATGTGTTACTAAGGTGATTCTAATATAGTTGGTGT contig321 Solyc03g Unknown Protein (A  SL2.40ch AT1G74200.1 35.2208 41.438 33.9506 47.1235 87.0331 81.5292
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 1.186 Detected 1.120 Detected 1.153 0.007 GT Sens contig321 contig321 Unannota TACAGTGTCCTTTCTGTTGTTGGGGAAAAATCGAAGATTTCACATGGTA contig321 Solyc01g065760.1.1 AT4G10540.1  subtilase    chr4:651  50.125 43.7931 54.1205 67.2901 118.701 103.132
GT Sense Sense -0.524 Comprom 0.524 Comprom 0.000 1.094 Detected 1.813 Detected 1.454 0.150 GT Sens contig322 contig322 Unannota CGGTTTTATCTTAAAATCTCAAGAGGTGATAAGAGTATTGAGGAGTGTT contig322 Solyc02g RNA polym                         GO:00037 SL2.40ch AT4G00270.1  DNA-bind     chr4:117  5.25355 10.7393 5.8868 19.35 17.8521 26.7288
GT Sense Sense 0.342 Comprom -0.342 Comprom 0.000 2.515 Detected 2.619 Detected 2.567 0.018 GT Sens 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  7.98674 4.91317 21.0755 20.3535 39.8805 38.9498
GT Sense Sense -0.881 Comprom 0.881 Detected 0.000 1.129 Detected 0.911 Detected 1.020 0.369 GT Sens contig324 contig324 Unannota ACTCAGATAGTCCAGAGAAAAAACAGTTCAAAGCATTCCCACAAGCACA contig324 Solyc01g081350.1.1 AT4G17970.1  unknown   chr4:997  3.2412 10.8644 7.50709 16.8584 14.4558 11.2932
GT Sense Sense 0.233 Comprom -0.233 Comprom 0.000 1.173 Detected 1.815 Detected 1.494 0.064 GT Sens contig324 contig324 Unannota CATCCCTCGTCGTTGAAACATACGATGTGGAACTATATCACATAATAAA contig324 Solyc02g La related protein-lik                SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  5.74712 4.11567 12.1923 9.13503 12.2137 17.3267
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 1.225 Detected 1.524 Detected 1.374 0.041 GT Sens contig325 contig325 Unannota GAAATTTGATACTCTCTATAGTATAGGAGTACTGTTTTGATGTAGAACA contig325 Solyc12g Germacre                 GO:00168 SL2.40ch AT5G16300.3  FUNCTIO                                                                chr5:533  15.5721 10.9421 40.3484 40.8375 33.9897 37.9982
GT Sense Sense -0.260 Comprom 0.260 Comprom 0.000 1.165 Detected 1.611 Detected 1.388 0.056 GT Sens contig325 contig325 Mediator           TACAAAA contig325 Solyc03g Solyc03g Mediator of RNA polymerase II       contig325 Solyc06g Mediator           GO:00164 SL2.40ch AT1G63290.1  ribulose-          chr1:234  4.91478 6.96273 7.20762 9.38681 14.6084 18.0904
GT Sense Sense -0.049 Comprom 0.049 Comprom 0.000 1.779 Detected 2.991 Detected 2.385 0.059 GT Sens contig325 contig325 Unannota ATCCGAACCTAAAACCTCATGATCTTCAGTTCAACACACTTAATTTCCCAcontig325 Solyc10g DNA-direc                       GO:00038 SL2.40ch AT5G59470.1 3.11423 3.29419 2.09801 6.33498 12.2397 25.7819
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 1.522 Detected 0.920 Detected 1.221 0.071 GT Sens contig325 contig325 Unannota GTTGCTTGCGAGGAAAAGATATCCAAACAAAAGCTATTGATGTCTCTTT contig325 Solyc07g Unknown Protein (A  SL2.40ch AT1G13940.1 58.3053 45.6334 79.4306 132.887 164.953 98.8468
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 1.215 Detected 1.160 Detected 1.188 0.002 GT Sens contig326 contig326 Unannota CGAAACAATATGAACTAGTTAGATGACCTCTTGTGAAAAGATTAATGTTTcontig326 Solyc09g BHLH tran               GO:00037 SL2.40ch AT4G30980.1  basic hel      chr4:150  30.1931 27.7486 33.8381 46.8466 74.817 65.5065
GT Sense Sense -0.248 Comprom 0.248 Comprom 0.000 0.908 Detected 1.202 Detected 1.055 0.067 GT Sens contig327 contig327 Beta-gluc               ACCTCTGcontig327 Solyc01g Solyc01g Beta-gluc               GO:00059 GO:00059     contig327 Solyc01g Beta-gluc                GO:00043 SL2.40ch AT4G2782BGLU9  BGLU9 (B             chr4:138  4.18077 5.82781 4.28337 2.088 10.3143 11.496
GT Sense Sense 0.861 Comprom -0.861 Comprom 0.000 1.573 Detected 2.971 Detected 2.272 0.177 GT Sens contig327 contig327 Unannota GTGGTTCTACACTTAGTCAAATCTCCCTGATCTTCTCCTTTAGCCTTGA contig327 Solyc05g Protease                  GO:00082 SL2.40ch AT5G50830.2  unknown   chr5:206  6.94453 2.08048 5.24799 4.81652 12.5984 30.1781
GT Sense Sense 0.414 Detected -0.414 Detected 0.000 0.843 Detected 1.309 Detected 1.076 0.152 GT Sens contig328 contig328 Unannota GTCGACCCCTACTTGTTTGTAGTAGTTGTTTGTTGTCTTCTATAATTAG contig328 Solyc09g UNC93-lik                    GO:00154 SL2.40ch AT5G4480CHR4  CHR4 (CH                         chr5:180  4277.83 2382.46 4267.66 4377.81 6379.55 8008.51
GT Sense Sense 0.334 Detected -0.334 Comprom 0.000 0.885 Detected 1.261 Detected 1.073 0.107 GT Sens contig329 contig329 Unannota GGTGGAAAATAAGAGAAAGAACTGTACATCATCTGAAATCTTCTTGTAC contig329 Solyc09g Unknown           GO:00055 SL2.40ch AT1G15040.2  glutamine   chr1:518  11.7726 7.32275 18.5017 13.1988 19.0983 22.5243
GT Sense Sense -0.164 Comprom 0.164 Comprom 0.000 1.201 Detected 1.748 Detected 1.475 0.044 GT Sens contig330 contig330 Unannota CATTCATCTCTAACAACGACGGAAGATGACCTATGTGTTTCTGAACAAT contig330 Solyc12g Ulp1 protease family                     SL2.40ch AT4G10500.1  oxidored       chr4:649  3.89061 4.83117 14.2937 12.6876 11.1027 14.7417
GT Sense Sense 0.875 Detected -0.875 Comprom 0.000 1.285 Detected 1.208 Detected 1.246 0.291 GT Sens contig331 contig331 Unannota GTCACATTAATGAAGTGGTCCAATCTAGTTTCAGCTATACTGATGAGTG contig331 Solyc02g067500.2.1 AT1G06420.1 14.4337 4.24109 10.1756 8.33647 21.236 18.2965
GT Sense Sense 0.766 Comprom -0.766 Comprom 0.000 1.635 Detected 1.574 Detected 1.605 0.172 GT Sens contig332 contig332 Unannota TCCTTGTAGCTTCTTGATTTGAGCATAGTTGAATGGCCCATTACATGCA contig332 Solyc11g HhH-GPD               GO:00062 SL2.40ch AT1G50080.1 9.00271 3.07562 12.2383 10.1056 18.1994 15.8649
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 1.848 Detected 2.353 Detected 2.100 0.020 GT Sens contig332 contig332 Peptide tr                 TTAGCAGcontig332 Solyc03g Solyc03g Peptide tr                 GO:00160 GO:00160   contig332 Solyc03g Peptide tr                  GO:00429 SL2.40ch AT3G47960.1  proton-de        chr3:176  2789.3 2210.46 9925.38 7350.85 9956.15 12839.8
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 0.867 Detected 1.504 Detected 1.186 0.068 GT Sens contig333 contig333 Unannota TTTTCTTCCCCTTTTCAGCCTACGTGGCATTAGCTTGAAAGAAAAAGTC contig333 Solyc12g Unknown Protein (A  SL2.40ch AT3G60300.1  RWD dom    chr3:222  29.8828 26.7049 36.4272 53.05 57.3906 81.1359
GT Sense Sense 0.274 Comprom -0.274 Comprom 0.000 1.340 Detected 0.885 Detected 1.113 0.089 GT Sens contig333 contig333 Unannota TCACCCCATACAAAGTTGATCACCAAATATAGTACTACCATTAGGTTGC contig333 Solyc03g Alpha-dio                GO:00167 SL2.40ch ATCG004 ATPB  chloropla          chrC:526  8.98206 6.07322 6.69584 13.2614 20.8279 13.8134
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 1.162 Detected 1.387 Detected 1.275 0.017 GT Sens contig333 contig333 Unannota CTTGTAAAAAGGATTTATATGTCATATCAAATATACTGTTAATTAATTAC contig333 Solyc11g Unknown Protein (A  SL2.40ch AT4G14105.1 26.9426 22.3648 22.439 32.8382 61.1779 65.0035
GT Sense Sense -0.209 Comprom 0.209 Comprom 0.000 1.558 Detected 1.734 Detected 1.646 0.018 GT Sens contig334 contig334 Unannota TAAAAAGAAGATAAAACAAATAAAAATCAAGGGATCAGCCAACAAATCTCcontig334 Solyc04g 60S ribos                 GO:00037 SL2.40ch AT2G39390.1  60S ribos      chr2:164  3.58295 4.73083 10.9843 10.7703 13.4986 13.8652
GT Sense Sense 0.462 Comprom -0.462 Comprom 0.000 1.246 Detected 1.750 Detected 1.498 0.104 GT Sens contig335 contig335 Unannota CTAGCATCGAAACTACATTTGATAGGATTCTACCAACAATTCTACAACTTcontig335 Solyc06g Acyl-CoA                  GO:00162 SL2.40ch AT1G2696AtHB23  AtHB23 (A            chr1:935  5.66442 2.95181 3.90257 13.0763 10.798 13.928
GT Sense Sense 0.505 Comprom -0.505 Comprom 0.000 0.836 Detected 1.608 Detected 1.222 0.194 GT Sens contig335 contig335 Unannota TTGAGCCTTTATTGAATTTGTTAACCAAGGGAACCTATGTGTCTTTATA contig335 Solyc12g Unknown Protein (A  SL2.40ch ATCG005 PSBE  PSII cyto                                               chrC:640  7.24916 3.55965 12.5593 12.6083 10.1024 15.6772
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 0.991 Detected 1.173 Detected 1.082 0.017 GT Sens contig335 contig335 Unannota CGCTACTGAAATAAGGGTGTTTTTAGTCTTTGTCTATGGCATATTTAGT contig335 Solyc07g Unknown Protein (A  SL2.40ch AT5G61940.1  ubiquitin    chr5:248  62.798 53.1885 69.0269 76.215 127.973 131.924
GT Sense Sense 0.339 Comprom -0.339 Comprom 0.000 0.807 Detected 1.411 Detected 1.109 0.135 GT Sens contig335 contig335 Unknown             ACTATGCcontig335 Solyc01g Solyc01g Unknown             GO:00036 GO:00036  contig335 Solyc01g Unknown              GO:00036 SL2.40ch AT1G68910.2  unknown   chr1:259  6.75864 4.17458 9.34531 13.6109 10.3501 14.2996
GT Sense Sense 0.077 Comprom -0.077 Comprom 0.000 1.039 Detected 1.343 Detected 1.191 0.020 GT Sens contig336 contig336 Unannota GACACAAACTCAAAACTCCTGAAGGACATGAAGTCAGAGAAGCTAAATA contig336 Solyc09g Chloroplast lumen c        SL2.40ch AT5G56140.1  KH doma    chr5:227  5.88614 5.23068 7.10822 11.2577 12.701 14.2503
GT Sense Sense 0.017 Comprom -0.017 Comprom 0.000 1.104 Detected 1.743 Detected 1.423 0.047 GT Sens contig337 contig337 Unannota CCATGGTTAGATAAGTGCAACTCTCTCTCCAATAGATCAGGGTTAAAAT contig337 Solyc01g Signal pe                  GO:00082 SL2.40ch AT1G01650.2  aspartic-     chr1:233  4.49313 4.33995 12.2683 2.30815 10.5708 14.9611
GT Sense Sense 0.267 Comprom -0.267 Comprom 0.000 0.855 Detected 1.490 Detected 1.173 0.106 GT Sens contig338 contig338 Unannota CCAATTGGGGTTTGAAGAGAAGGGTAAAAGTGGGATTTTGATTAGAATTcontig338 Solyc06g TOM2B (AHRD V1 **  SL2.40ch AT5G60530.1  late embr        chr5:243  6.94879 4.74501 9.50728 3.47451 11.5696 16.3298
GT Sense Sense 0.361 Detected -0.361 Detected 0.000 1.151 Detected 1.169 Detected 1.160 0.085 GT Sens contig338 contig338 Unannota GCATGTTGATTGTGAGAAATTGATAAGAGTGCATTGCTTATGTTATTAG contig338 Solyc11g F-box family protein             SL2.40ch AT1G31180.1 231.176 138.631 309.366 326.047 442.704 407.447
GT Sense Sense 0.374 Comprom -0.374 Comprom 0.000 1.215 Detected 1.677 Detected 1.446 0.081 GT Sens contig338 contig338 Unannota TGTAACGTGTAAATAGTTCTTTACCAATTTTAATCCTTTGGGAATGTCG contig338 Solyc03g Hydrolase                  GO:00046 SL2.40ch AT4G11900.1  S-locus le       chr4:715  10.3844 6.11633 11.9873 7.35544 20.6015 25.792
GT Sense Sense -0.500 Comprom 0.500 Comprom 0.000 1.499 Detected 1.321 Detected 1.410 0.109 GT Sens contig340 contig340 Unannota TCGTGATCATAATTTTAATAGAGTACTCCATAATACCTAAATTATTTACT contig340 Solyc06g Light-dependent sho                   SL2.40ch AT5G2032DCL4, AT   DCL4 (DI            chr5:685  3.76859 7.45594 10.4383 6.92544 16.6888 13.4061
GT Sense Sense 0.447 Detected -0.447 Detected 0.000 1.512 Detected 1.066 Detected 1.289 0.123 GT Sens contig340 contig340 Unannota CTATATTGGATTTTGTTTACGTCTTTGTACGCGTACACATAGTTATTTG contig340 Solyc01g Blue copp              GO:00090 SL2.40ch AT2G0285ARPN  ARPN (PL         chr2:826  242.986 129.209 377.819 372.44 562.735 375.526
GT Sense Sense 0.387 Detected -0.387 Detected 0.000 1.169 Detected 1.114 Detected 1.141 0.099 GT Sens contig340 contig340 Unannota CCTACAAACTTTCTATCATGTGTCACCTATGTTGGTGTACTAGTACTAC contig340 Solyc01g Blue copp              GO:00090 SL2.40ch AT2G0285ARPN  ARPN (PL         chr2:826  5864.17 3392.44 9247.19 7792.03 11172.7 9771.14
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 0.827 Detected 1.528 Detected 1.177 0.193 GT Sens contig341 contig341 Unannota GCGAATACAGTACTCAGAAAGCTTGATGTATATGTACATATATGTATGA contig341 Solyc08g Peptide tr                   GO:00800 SL2.40ch AT5G22490.1 3295.36 1632.84 4798.25 3368.49 4581.53 6772.93
GT Sense Sense 0.257 Detected -0.257 Comprom 0.000 1.044 Detected 1.306 Detected 1.175 0.055 GT Sens contig341 contig341 Unannota TCTATACAGAAATGATTTTGTCAATTCAAATTGTATTATGTTACGGTGAAcontig341 Solyc08g Peptide tr                   GO:00800 SL2.40ch AT5G22490.1 11.361 7.86805 31.0555 15.1644 21.7047 23.67
GT Sense Sense 0.393 Comprom -0.393 Comprom 0.000 1.852 Detected 1.662 Detected 1.757 0.049 GT Sens contig341 contig341 Unannota ATCTTTTTAGGGGAAGGATCTGGGACAACGAGCTTAACCACAAAGAGCTcontig341 Solyc01g066790.1.1 AT3G45800.1 5.21685 2.99157 37.7671 55.6007 15.8823 12.6582
GT Sense Sense -0.291 Comprom 0.291 Comprom 0.000 1.772 Detected 2.224 Detected 1.998 0.032 GT Sens contig342 contig342 Unannota TTTTCTTAGCAATAATTGAAGTTTTGTGAACAGAAATCACAAGAAGATTTcontig342 Solyc11g Glycosyltransferase                  SL2.40ch AT1G36675.1 4.46413 6.60909 8.4583 18.6605 20.6573 25.689
GT Sense Sense 0.273 Detected -0.273 Detected 0.000 1.005 Detected 1.508 Detected 1.256 0.077 GT Sens contig342 contig342 Unannota CCATTGTTGAAAGAGAGGGTGGAATTTGTAAGTCAAGAAACAGGTTACT contig342 Solyc10g Plant-specific doma                     SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  49.367 33.4281 61.6537 77.6925 90.7861 116.972
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 1.812 Detected 1.310 Detected 1.561 0.025 GT Sens contig343 contig343 Unannota TATATCTTACCTTGTAATACTAAAATATCTTTTTATTGAAAACCAGATCT contig343 Solyc09g Unknown Protein (A  SL2.40ch AT2G21050.1  amino ac     chr2:903  15.3132 15.4384 25.9337 19.7967 60.1083 38.5929
GT Sense Sense 0.247 Comprom -0.247 Comprom 0.000 0.952 Detected 1.109 Detected 1.031 0.058 GT Sens contig343 contig343 Unannota TGTCAGGTGCCGCACGAGTCTTTAGTAAGACTCTAAGTACGTGACACTTcontig343 Solyc11g F-box protein PP2-B     SL2.40ch AT5G1480P5CR, AT     P5CR (PY        chr5:478  7.56211 5.31029 9.50715 10.2713 13.6511 13.8424
GT Sense Sense -0.216 Comprom 0.216 Comprom 0.000 1.322 Detected 1.217 Detected 1.270 0.029 GT Sens contig345 contig345 Unannota GTTGTTTGCTGTTTTCGTTTTATTAACAGACTGATAGTTGTAGGATCTG contig345 Solyc11g ABC trans                   GO:00160 SL2.40ch AT5G14930.3 5.34918 7.13603 15.8028 13.8281 17.2007 14.5456
GT Sense Sense 0.666 Detected -0.666 Comprom 0.000 0.894 Detected 1.360 Detected 1.127 0.251 GT Sens contig345 contig345 Unannota GTGAAAGTAGCTTTGTGTTGGACAAATTCTTCTTTGTTACTTTTGGGAG contig345 Solyc07g Auxin res                 GO:00469 SL2.40ch AT1G30280.1  heat shoc     chr1:106  16.3317 6.41034 20.1244 19.3479 21.1758 26.5974
GT Sense Sense 0.276 Detected -0.276 Comprom 0.000 1.062 Detected 1.722 Detected 1.392 0.084 GT Sens contig345 contig345 Unannota AGTATTCCTCATAGTTCATCATCAAGGTATTACCATCAACCCATAACTCAcontig345 Solyc06g CTP synt                GO:00038 SL2.40ch AT1G73200.1  phospho    chr1:275  13.9367 9.40299 21.5459 25.881 26.6137 38.2257
GT Sense Sense -0.437 Detected 0.437 Detected 0.000 1.896 Detected 1.032 Detected 1.464 0.140 GT Sens contig347 contig347 Unannota ATGTTAATATATAAAATAGGTCACATATATATCTCTATTGTGCTTTAGAT contig347 Solyc01g Pectinest              GO:00305 SL2.40ch AT5G39820.1 59.7757 108.381 307.354 82.9038 333.58 166.593
GT Sense Sense 0.179 Comprom -0.179 Comprom 0.000 1.091 Detected 1.361 Detected 1.226 0.032 GT Sens contig347 contig347 Unannota GCTGTGCATTTCTGCTGTTTTTCAACCTGTACACCTGTTTAAAAGGAAT contig347 Solyc03g RNA-bind               GO:00056 SL2.40ch AT5G01780.1  oxidored   chr5:302  7.10111 5.4738 8.5841 15.7935 14.791 16.2181
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 1.121 Detected 0.951 Detected 1.036 0.085 GT Sens contig347 contig347 Unannota GGTGATTGTGCATGATCACTTCCGTTTTTAGAATTTGATTATCCACAGA contig347 Solyc01g Unknown Protein (A  SL2.40ch AT5G6593ZWI, PKCB    ZWI (ZWIC        chr5:263  121.654 78.0803 134.682 139.371 236.134 190.792
GT Sense Sense 0.342 Detected -0.342 Detected 0.000 1.048 Detected 1.598 Detected 1.323 0.095 GT Sens contig351 contig351 Unannota GTAGCTAATGTTGATTTCCAGAATGTGTTAGGTGGTGTGAATAATCCAA contig351 Solyc10g Elicitor-responsive p                 SL2.40ch AT1G7006SNL4  SNL4 (SIN    chr1:263  125.316 77.1632 134.557 159.961 226.459 301.487
GT Sense Sense 0.235 Comprom -0.235 Comprom 0.000 1.128 Detected 1.666 Detected 1.397 0.060 GT Sens contig353 contig353 Unannota GGCCAAAACTTCTAAGCTTACTGGGCAATCCCATTGTAAGAAACAAGAA contig353 Solyc03g Unknown Protein (A          SL2.40ch AT1G171 UBP15  UBP15 (U       chr1:584  5.65013 4.03334 15.4547 12.707 11.619 15.3382
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.032 Detected 1.110 Detected 1.071 0.001 GT Sens contig353 contig353 Unannota CCTTTTTTATTCCTAAAAAATAGCAGATGAAATAGAAGTGAAATAGACGGcontig353 Solyc09g Photosystem I asse       SL2.40ch ATCG003 YCF3  Encodes                                                  chrC:425  29.1774 28.6681 47.8775 51.1698 65.8879 63.1917
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 1.007 Detected 1.085 Detected 1.046 0.048 GT Sens contig353 contig353 Unannota ATAATTTGTATATATTCAATGAATTTCTTGATGAAAATACTGGTTTAGAT contig353 Solyc07g Xylogluca                GO:00167 SL2.40ch AT2G2712POL2B, T   TIL2 (TIL                    chr2:115  211.067 150.915 293.559 243.656 399.535 383.416
GT Sense Sense 0.216 Comprom -0.216 Comprom 0.000 1.082 Detected 1.035 Detected 1.058 0.040 GT Sens contig354 contig354 Unannota CTTTCTCCCAACTCTCAACACAATGATGACTGGCTTCTTCTGGCCACTA contig354 Solyc09g Kinase fa                GO:00064 SL2.40ch AT4G28150.2  unknown   chr4:139  6.34421 4.65147 11.7471 9.28035 12.8057 11.2708
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 1.318 Detected 1.724 Detected 1.521 0.023 GT Sens contig356 contig356 Unannota ACTAGCGTGCCTTAGCTTATTTGACTAGCTTTTAAGGGTCGAAAATTTA contig356 Solyc01g065830.1.1 AT3G58060.1  cation eff           chr3:214  16.0676 13.5119 24.8077 30.3049 40.9104 49.2798
GT Sense Sense -0.381 Comprom 0.381 Comprom 0.000 1.184 Detected 0.889 Detected 1.036 0.126 GT Sens contig356 contig356 Unannota CCGGGTCGGTGAACGAAAGACTTTCTTCTAATCTCTATTGTTTAATTGT contig356 Solyc09g Ulp1 protease family         SL2.40ch AT5G16110.1  unknown   chr5:526  5.07812 8.50925 7.38792 5.56633 16.6357 12.321
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 1.379 Detected 0.912 Detected 1.146 0.068 GT Sens contig357 contig357 Unannota GGTCTCATTTTGAGGAATGTAAATACAATGTGCTGTCATAAATAGCATT contig357 Solyc11g Pectate lyase family               SL2.40ch AT2G4780ATMRP4,   ATMRP4                   chr2:195  91.8285 67.746 91.5093 158.86 228.486 150.294
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 1.175 Detected 1.009 Detected 1.092 0.070 GT Sens contig357 contig357 Unannota TAGCTTTTTAGTGACACTTTTGTACTGAAATAAAATGGTTGTACTTCTATcontig357 Solyc03g Unknown Protein (A  SL2.40ch ATMG005 MATR  hypothet    chrM:144  26756.8 17589.3 44844.2 32071.5 54545.8 44195.7
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 1.292 Detected 1.014 Detected 1.153 0.088 GT Sens contig357 contig357 Unannota GTCTATTTCCCTACTTGTTGAATCTTGTGTTGATGCCAACTAGTTTGAG contig357 Solyc03g Unknown Protein (A  SL2.40ch ATMG005 MATR  hypothet    chrM:144  36641.5 22609.7 54415 37499.6 78503.4 58854.1
GT Sense Sense 0.446 Detected -0.446 Detected 0.000 1.025 Detected 0.998 Detected 1.011 0.152 GT Sens contig357 contig357 Unannota ACCCTTTTTCTGAATTTTCTGTAAAACGGGATGTTCTGTGTACCGAACT contig357 Solyc12g Unknown                GO:00160 SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  81.203 43.2762 135.546 116.67 134.31 119.836
GT Sense Sense 0.395 Comprom -0.395 Comprom 0.000 1.296 Detected 4.413 Detected 2.855 0.218 GT Sens contig358 contig358 Unannota CAGACAGAAATAACCTTTCAGAAGCAGTTTCAAACTCATCCTCTTCACC contig358 Solyc12g RING fing                  GO:00082 SL2.40ch AT5G55360.1  long-cha           chr5:224  5.63059 3.21718 2.72485 2.33721 11.6382 91.8119
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 1.121 Detected 1.153 Detected 1.137 0.002 GT Sens contig360 contig360 Unannota CGGAAGAGAAATCAAACCTAAAATCGATTGAACAGCAACAAAAATCAAAAcontig360 Solyc08g Opaque 2                GO:00469 SL2.40ch AT1G49890.1  unknown   chr1:184  229.351 243.314 248.897 221.082 572.177 531.771
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 1.507 Detected 1.583 Detected 1.545 0.011 GT Sens contig361 contig361 Unannota AGCTTAAGCAAACTACTGCAAGAATTGAGGAGTGTCGGGTCAAGGCACTcontig361 Solyc10g Transcrip               GO:00056 SL2.40ch AT4G16670.1  phospho    chr4:938  76.3875 60.3217 51.7693 45.6141 214.878 205.911
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 1.571 Detected 1.308 Detected 1.440 0.019 GT Sens contig362 contig362 Unannota GTTTTCCTACTCCATCAACTGGTGGCGGCGCCTTTGGTGGTCTGCCTA contig362 Solyc09g Phenylala               GO:00043 SL2.40ch AT3G01100.2 611.914 745.444 1369.44 1960.47 2234.95 1693.33
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.680 Detected 1.463 Detected 1.572 0.005 GT Sens contig362 contig362 Unannota CACTACTCCTTGAAATGTAACTTCATACACACGACTCTCAACTATCCGTAcontig362 Solyc09g Phenylala               GO:00043 SL2.40ch AT3G01100.2 777.119 810.557 1756.75 2316.98 2832.37 2215.92
GT Sense Sense 0.419 Detected -0.419 Detected 0.000 0.891 Detected 1.477 Detected 1.184 0.146 GT Sens contig362 contig362 Unannota CTATGAGGTTTCAGTACTCTTTTGAGGTTAAACTCTACATTTGAGCCAA contig362 Solyc12g ADP/ATP                GO:00055 SL2.40ch AT5G44820.1  unknown   chr5:180  35.1202 19.4241 64.2074 48.7243 53.9561 73.6131
GT Sense Sense 0.043 Comprom -0.043 Comprom 0.000 1.594 Detected 2.365 Detected 1.980 0.036 GT Sens contig362 contig362 Unannota CGAAACACAAGATATCAGACCCTTCTGACCATTGATCACGCTTATGTGG contig362 Solyc08g Calmodul                 GO:00055 SL2.40ch AT5G60400.3 6.07649 5.65683 15.3731 22.7783 19.7169 30.5809
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 0.833 Detected 1.565 Detected 1.199 0.096 GT Sens contig365 contig365 Phytoene             AGATTCCcontig365 Solyc03g Solyc03g Phytoene             GO:00090 GO:00090      contig365 Solyc03g Phytoene  GO:00469 SL2.40ch AT5G1723PSY  phytoene        chr5:565  1356.4 1072.25 2392.19 2448.61 2391.99 3613.04
GT Sense Sense -0.206 Comprom 0.206 Comprom 0.000 0.933 Detected 1.104 Detected 1.018 0.045 GT Sens contig365 contig365 Unannota CAGGAGGTTTTATTGAAACCCTTGACCTGCATAGAACAACTGGCTTATA contig365 Solyc01g Armadillo                 GO:00054 SL2.40ch ATCG005 PETA  Encodes                         chrC:616  5.37945 7.07461 6.83216 7.73417 13.1187 13.424
GT Sense Sense -0.401 Comprom 0.401 Comprom 0.000 1.761 Detected 4.108 Detected 2.935 0.142 GT Sens contig366 contig366 Unannota GCCAAAACGACTACTTTCTCGTTTTCTCAAAGCGTTTTAATATGTCACG contig366 Solyc04g Unknown Protein (A  SL2.40ch AT5G26770.3  unknown   chr5:940  2.83042 4.87964 13.8351 13.8944 14.0278 64.9017
GT Sense Sense 0.065 Comprom -0.065 Comprom 0.000 1.420 Detected 3.023 Detected 2.222 0.110 GT Sens contig366 contig366 Unannota CTCAGGATGATGTAAGATAACAAAGGATTCAACCGAAATTGGATAACAT contig366 Solyc09g Pentatricopeptide re               SL2.40ch ATCG010 NDHD  Represen                            chrC:115  3.65851 3.30648 5.17079 5.03855 10.364 28.6283
GT Sense Sense -0.570 Comprom 0.570 Comprom 0.000 2.073 Detected 1.854 Detected 1.963 0.077 GT Sens contig366 contig366 Unannota GAGTGACAGAGTTCTTACAGATCCTACAAAGTATCAGAGACTTGTAGGCcontig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 2.92992 6.38538 17.3258 16.8162 20.2693 15.8284
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 1.189 Detected 0.813 Detected 1.001 0.085 GT Sens contig366 contig366 Unannota CAAATTAGGTTGGAGGAGAGTATTGAAAAAGTGCTTTGTAAGAGTCTGT contig366 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G54950.1 561.211 782.229 1124.51 1050.9 1682.66 1178.15
GT Sense Sense 0.119 Comprom -0.119 Comprom 0.000 1.405 Detected 1.820 Detected 1.613 0.021 GT Sens contig367 contig367 Unannota TAAGTTGATTTATAGTACGACTCTCCAAGGACAAACCAAGGTCCCTTGA contig367 Solyc10g 2-oxoglut                  GO:00164 SL2.40ch AT3G58560.1  endonuc     chr3:216  3.72167 3.12031 3.84806 7.40841 10.0526 12.1806
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 1.205 Detected 1.266 Detected 1.235 0.068 GT Sens contig368 contig368 Unannota GGAGCTCTTTCTTTTTTACTAATATGCATATGCGAATGCAACTTTTCTG contig368 Solyc06g BHLH tran               GO:00037 SL2.40ch AT1G03070.1  glutamate   chr1:730  181.198 111.87 227.447 250.083 365.473 346.628
GT Sense Sense 0.297 Detected -0.297 Detected 0.000 1.256 Detected 1.303 Detected 1.280 0.050 GT Sens contig368 contig368 Unannota AACTAGTGTGTTTGGCTGCTTCATGGATGTTTCTGGTGTTAATAGAGTAcontig368 Solyc06g BHLH tran               GO:00037 SL2.40ch AT1G03070.1  glutamate   chr1:730  447.033 292.939 521.762 586.099 962.471 904.093
GT Sense Sense 0.992 Detected -0.992 Comprom 0.000 1.061 Detected 1.185 Detected 1.123 0.376 GT Sens contig369 contig369 Unannota ACACTTCACGAGTTCAAGCATTGTGGATCATAGGCCTCGAAGATACTAC contig369 Solyc02g Leaf senescence pr                  SL2.40ch AT2G0280APK2B  APK2B (P              chr2:796  14.3233 3.58121 12.3409 12.3351 16.6449 16.4899
GT Sense Sense 0.127 Comprom -0.127 Comprom 0.000 1.640 Detected 1.224 Detected 1.432 0.028 GT Sens contig370 contig370 Unannota TCTCTAAGAGGGCTTTTGCAAACACTATATGTCATACAAAATCCTTCAG contig370 Solyc02g Mannan e                 GO:00059 SL2.40ch AT5G55820.1  unknown   chr5:225  11.981 9.93316 14.7486 15.0621 37.86 25.7983
GT Sense Sense 0.437 Comprom -0.437 Comprom 0.000 0.983 Detected 1.276 Detected 1.129 0.134 GT Sens contig371 contig371 Unannota GCTGTAGATTGATCCTGTTTTCTGTGCCTAATTAGTTAGGTTGTTTGTT contig371 Solyc12g DUF599 family prote                 SL2.40ch AT5G53770.1  nucleotid     chr5:218  6.46969 3.48833 4.84032 9.36505 10.46 11.6442
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 1.026 Detected 1.233 Detected 1.130 0.058 GT Sens contig371 contig371 Unannota TCATATTCTTGGACATGGGAGGGGCAATTTCGGACGGTCTTCACTATTTcontig371 Solyc12g Class III homeodom               SL2.40ch AT3G5532PGP20  PGP20 (P           chr3:205  64.8114 44.3537 95.435 88.8605 121.555 127.638
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 1.152 Detected 1.367 Detected 1.260 0.062 GT Sens contig371 contig371 Unannota AGCTTCAGCATTGAGGGGATCAACTAAATCATTTCTTTCAGATATATGT contig371 Solyc12g Class III homeodom               SL2.40ch AT3G5532PGP20  PGP20 (P           chr3:205  66.1517 42.5464 93.6907 96.1869 131.335 138.513
GT Sense Sense -0.303 Comprom 0.303 Comprom 0.000 2.197 Detected 2.441 Detected 2.319 0.019 GT Sens contig371 contig371 Unannota GGTATCATTGCATCTTTGAGACTTCACACTCGTATTGATGCAATAAAAA contig371 Solyc09g031670.1.1 AT4G35270.1  RWP-RK    chr4:167  2.23202 3.35755 2.01558 5.32097 13.9823 15.0537
GT Sense Sense 0.491 Comprom -0.491 Comprom 0.000 1.132 Detected 1.330 Detected 1.231 0.133 GT Sens contig373 contig373 Unannota GAAAACGATGTGGGAATGCCTCACAATTCAGAACTCTTAATGGATAAGG contig373 Solyc09g055220.1.1 AT1G72840.1 6.85836 3.43158 9.21544 11.6553 11.8389 12.3477
GT Sense Sense 0.156 Comprom -0.156 Comprom 0.000 1.781 Detected 1.748 Detected 1.764 0.008 GT Sens contig373 contig373 Unannota ATTCGTACGAATTCTCAACGGATTCAGAACCAAGGCCATCCGATTATGA contig373 Solyc09g055220.1.1 AT1G72840.1 4.02223 3.20184 7.2214 5.66431 13.731 12.2008
GT Sense Sense -0.383 Comprom 0.383 Comprom 0.000 1.344 Detected 1.897 Detected 1.620 0.076 GT Sens contig373 contig373 Unannota ATCACTTTCTTCATCACTACTACTCTCATGGGTCATATTTCTTTGTTGACcontig373 Solyc08g Fatty acid                 GO:00099 SL2.40ch AT1G04200.1  unknown   chr1:110  3.28479 5.52572 12.0698 11.4824 12.0424 16.0614
GT Sense Sense -0.026 Comprom 0.026 Comprom 0.000 1.083 Detected 1.578 Detected 1.331 0.033 GT Sens contig374 contig374 Unannota AATACCCAGAGCGTGGAAGAGCTATATTTACAAAAAGATAATGCAAAAT contig374 Solyc02g chaperon              GO:00426 SL2.40ch AT4G163 LDL3  LDL3 (LS        chr4:921  5.21038 5.34254 11.495 6.32914 12.4518 15.9481
GT Sense Sense 0.588 Detected -0.588 Detected 0.000 1.367 Detected 1.459 Detected 1.413 0.139 GT Sens contig374 contig374 Unannota TTTCATGAGTGTTTGATTGAATTGATCAAAGTTTAAGTCTATCGGTTTATcontig374 Solyc08g Exostosin              GO:00038 SL2.40ch AT2G42000.1 42.2405 18.491 24.201 35.5903 80.269 77.8031



GT Sense Sense -0.181 Detected 0.181 Detected 0.000 0.821 Detected 1.190 Detected 1.005 0.060 GT Sens contig375 contig375 Unannota CTCATTCACGATAGAGAACAAAATTATTCTCTATCCTTTTCTTCATCCACcontig375 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G01810.1  protein tr    chr4:776  21.7445 27.6372 40.9511 78.3959 48.2352 56.6144
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 1.047 Detected 1.222 Detected 1.134 0.007 GT Sens contig376 contig376 Unannota TAGACTTTAATATTTTGCTTTACAAACCAGAAAAAAGATTGAGAAAAGGGcontig376 Solyc12g RPM1 interacting pr                  SL2.40ch AT5G55660.1  LOCATE                                                                 chr5:225  92.186 86.164 112.425 94.4206 205.103 210.447
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 1.112 Detected 1.263 Detected 1.187 0.014 GT Sens contig376 contig376 Unannota ATTACAAAATAAGGAAAAAGGAAAATGTACAAATTTACCTGTGATATTTGcontig376 Solyc12g Histone-ly               GO:00056 SL2.40ch AT5G61390.1  exonucle     chr5:246  16.0388 18.7421 26.0335 24.6141 41.7284 42.1185
GT Sense Sense -0.417 Comprom 0.417 Detected 0.000 0.982 Detected 1.713 Detected 1.347 0.136 GT Sens contig377 contig377 Unannota GCTCTACCCATGTAATGTATGAAATTGCCAAAAAGTAGTAAAAGAGGGT contig377 Solyc09g Unknown Protein (A  SL2.40ch AT3G06920.1  pentatric      chr3:218  5.71389 10.0765 14.4056 4.3232 16.6889 25.179
GT Sense Sense 0.120 Comprom -0.120 Comprom 0.000 1.777 Detected 2.327 Detected 2.052 0.021 GT Sens contig377 contig377 Unannota CGATTAGATTCCTTAGCAAGTGGCTTTTGTTACTGAAGGATATGCAAAA contig377 Solyc12g Cell divisi                   GO:00065 SL2.40ch AT4G39760.1 2.88829 2.41625 3.77709 4.43486 10.0822 13.4162
GT Sense Sense -0.075 Comprom 0.075 Detected 0.000 1.452 Detected 1.238 Detected 1.345 0.009 GT Sens contig377 contig377 Gelsolin (            GGAGCTTcontig377 Solyc00g Solyc00g Gelsolin (            GO:00037 GO:00037  contig377 Solyc10g Gelsolin (             GO:00070 SL2.40ch AT5G1940SMG7  SMG7  chr5:654  8.92212 9.78076 14.3106 13.1673 28.4543 22.301
GT Sense Sense -0.158 Comprom 0.158 Comprom 0.000 1.959 Detected 1.564 Detected 1.762 0.020 GT Sens contig378 contig378 Unannota CTGGAGTGTATGCAAACTAAGCTGAACATGTATATTCAAATGATTCTGA contig378 Solyc06g NAC dom                   GO:00037 SL2.40ch AT1G1358LAG13  LAG13 (L       chr1:464  5.63175 6.93508 22.8931 21.5531 27.0641 18.7137
GT Sense Sense 1.064 Detected -1.064 Comprom 0.000 1.080 Detected 1.275 Detected 1.177 0.385 GT Sens contig378 contig378 Unannota CAAAACAGTCTTCAAAGGCTTACCTTTTCCAGACAGTTTCATTTGTCCA contig378 Solyc09g Receptor like protein              SL2.40ch AT3G45275.1 17.1995 3.88832 5.49431 11.4648 19.2558 20.0302
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 1.035 Detected 1.537 Detected 1.286 0.070 GT Sens contig378 contig378 Unannota CTCAAAGGAGAAAAATTATAGATCCATGAAATTAATTCTGCTTAATTATA contig378 Solyc06g Baculovir                   GO:00082 SL2.40ch AT5G1093CIPK5, Sn   CIPK5 (C               chr5:344  77.7542 53.7727 133.619 124.238 147.536 190.027
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 1.114 Detected 1.071 Detected 1.093 0.005 GT Sens contig379 contig379 Unannota TTAAGAAATTGCCTGCTGAAAGTAGCTGATGTAACTGAAGTTTATGATG contig379 Solyc02g COL domain class tr      SL2.40ch AT4G38960.2  zinc finge       chr4:181  71.4048 63.796 118.695 163.433 162.724 143.595
GT Sense Sense 0.396 Detected -0.396 Detected 0.000 1.302 Detected 1.319 Detected 1.310 0.081 GT Sens contig379 contig379 Unannota TATGATCAAACATCTAAACAAGTTACAAGTCTTGGATTTGATTTTGTTGAcontig379 Solyc06g F-box family protein               SL2.40ch AT2G42220.1  rhodanes     chr2:175  41.3818 23.6126 73.11 74.5883 85.8106 78.9572
GT Sense Sense 0.860 Comprom -0.860 Comprom 0.000 0.865 Detected 1.645 Detected 1.255 0.315 GT Sens contig380 contig380 Unannota GCATCTGCTGGATGCTTTGTTTACCAATTCACCACTTATTTCATCAAAAGcontig380 Solyc10g Unknown            GO:00160 SL2.40ch AT1G17130.2  cell cycle    chr1:585  10.5409 3.1645 10.7637 9.57036 11.7194 18.2843
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 1.038 Detected 1.323 Detected 1.181 0.017 GT Sens contig382 contig382 Unannota TAGATTTTATCGTCCTGGATCAGACATTTCGGACTGTCTCATTCTCTTG contig382 Solyc11g Interferon                   GO:00055 SL2.40ch AT5G19680.1  leucine-r      chr5:664  67.4955 60.6674 79.9375 66.4023 146.368 162.062
GT Sense Sense -0.532 Comprom 0.532 Comprom 0.000 1.397 Detected 1.830 Detected 1.613 0.107 GT Sens contig382 contig382 Unannota CGAGAAAAGGGAAAATTGTAACCATGTTAAGCTTGAGTTTTTTGCAATT contig382 Solyc12g Chitinase                  GO:00059 SL2.40ch AT1G63450.1  catalytic  chr1:235  3.18753 6.59005 10.6023 2.52502 13.4443 16.4955
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 1.133 Detected 1.463 Detected 1.298 0.049 GT Sens contig384 contig384 Unannota ATGATGAGAAAAAGAATCTATGAACTTTTTTGATTGGGGATGAAAATTTTcontig384 Solyc11g Unknown Protein (A  SL2.40ch AT3G29075.1  glycine-r    chr3:110  63.5478 44.5129 89.4204 85.2469 129.915 148.437
GT Sense Sense 1.070 Detected -1.070 Comprom 0.000 1.482 Detected 1.253 Detected 1.367 0.332 GT Sens contig384 contig384 Unannota CTACTCTTGAATCATGTTATCTTGATTTCCTGGAATCCAAGTGATGGTC contig384 Solyc01g UDP-galac                GO:00054 SL2.40ch AT1G0860ATRX, CH   ATRX; AT            chr1:272  13.9957 3.13911 17.3272 17.1242 20.6148 15.9955
GT Sense Sense 0.631 Detected -0.631 Comprom 0.000 1.480 Detected 1.381 Detected 1.431 0.152 GT Sens contig384 contig384 Unannota CCTTCACCATTTGCATTAGCTGAACCTCAAACTTGTGAAGATCTTTGCA contig384 Solyc01g UDP-galac                GO:00054 SL2.40ch AT1G0860ATRX, CH   ATRX; AT            chr1:272  17.3784 7.16711 33.3957 27.2848 34.6688 29.4322
GT Sense Sense -0.169 Comprom 0.169 Comprom 0.000 1.130 Detected 1.009 Detected 1.070 0.027 GT Sens contig384 contig384 Unannota ACAAACCAGGCAAATTTTTAATTACCATTGGAGATACACGGCAGGCTAA contig384 Solyc11g Sulfotrans              GO:00081 SL2.40ch AT3G52670.1 5.09475 6.36811 3.10952 7.71215 13.8839 11.607
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 1.228 Detected 1.369 Detected 1.298 0.015 GT Sens contig385 contig385 Unannota GATACGATATTTGGAGTTGTAAATTGTCAAAAAGTTTTTGTTGATAAATAcontig385 Solyc09g Non-specific lipid-tra                    SL2.40ch AT4G33320.1 49.7128 40.1084 75.4154 72.6088 116.519 116.739
GT Sense Sense -0.491 Comprom 0.491 Comprom 0.000 1.685 Detected 1.629 Detected 1.657 0.078 GT Sens contig388 contig388 Unannota CTGTCTTGATTCCCACTTAGTCACCATTACACAGAAAAACAATACTTATAcontig388 Solyc09g F-box family protein             SL2.40ch AT1G66840.1 3.75442 7.3339 17.2145 17.3541 18.7855 16.4372
GT Sense Sense 1.307 Detected -1.307 Comprom 0.000 1.805 Detected 1.765 Detected 1.785 0.305 GT Sens contig388 contig388 Unannota ATATGAACTTTTGGCAACTTCAGCTTCTAGTTTTGATTGTGAATCACCA contig388 Solyc05g Iojap-like protein (AH             SL2.40ch AT3G5414ATPTR1,   PTR1 (PE          chr3:200  12.383 1.99944 11.7761 12.1687 19.3691 17.1173
GT Sense Sense 0.346 Detected -0.346 Detected 0.000 1.641 Detected 1.596 Detected 1.619 0.043 GT Sens contig388 contig388 Unannota CAATTTTTTATATACTTTTTTGTTTTTACAGTGTTAAACAATGACTGTTA contig388 Solyc03g Cyclin B2             GO:00047 SL2.40ch AT5G35940.1  jacalin le     chr5:140  21.7081 13.2921 27.0714 25.577 59.0203 51.9925
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 1.575 Detected 1.543 Detected 1.559 0.010 GT Sens contig388 contig388 Unannota TAAAATACTTTCTAATTCATATATTTTTATGAAAAATAACTGCCTTAACATcontig388 Solyc08g Alpha glu                 GO:00045 SL2.40ch AT5G11550.1  binding  chr5:370  64.3226 50.9894 86.5173 79.1615 190.01 169.006
GT Sense Sense 0.038 Comprom -0.038 Comprom 0.000 0.970 Detected 1.084 Detected 1.027 0.004 GT Sens contig388 contig388 Unannota ACCAATTGCATGACCTCACCTAAAATAAATTATATTCTTTTCCAAACATG contig388 Solyc03g Nucleoso                   GO:00423 SL2.40ch AT3G45020.1  50S ribos    chr3:164  7.06473 6.62648 3.49651 9.55467 14.9307 14.6851
GT Sense Sense -0.205 Comprom 0.205 Comprom 0.000 1.582 Detected 1.825 Detected 1.703 0.019 GT Sens contig389 contig389 Unannota TCTGCAAGTTCTTCATCTCTGGTGGTGAGTCGTAAGTTTCTATACCTTC contig389 Solyc12g Signal pe                  GO:00160 SL2.40ch AT1G56290.1  CwfJ-like    chr1:210  4.66838 6.13246 8.43591 13.1025 17.8349 19.1986
GT Sense Sense -0.093 Comprom 0.093 Comprom 0.000 1.984 Detected 1.683 Detected 1.833 0.009 GT Sens contig389 contig389 Unannota CTGAGTTGTTGTTGATCAATTGGGGAATTTTCTTGGGACAAGTTCAAGAcontig389 Solyc12g Calcium-d                  GO:00064 SL2.40ch AT4G17600.1 3.94121 4.43338 25.6129 13.4291 18.4113 13.5889
GT Sense Sense -0.626 Comprom 0.626 Detected 0.000 2.126 Detected 0.941 Detected 1.534 0.217 GT Sens contig389 contig389 Unannota GACTTTGCCTTACCGAAACAACTTATGCAACTTCAACCATCATCCTTGC contig389 Solyc09g PG1 protein (AHRD V   SL2.40ch AT4G12940.1 5.00322 11.7805 11.6494 11.7721 37.3336 14.9215
GT Sense Sense -0.050 Comprom 0.050 Comprom 0.000 1.138 Detected 1.280 Detected 1.209 0.005 GT Sens contig390 contig390 Unannota CAACAGCTTACAATAAGGAAGAAAATATTATAGCCCATCACACTTTTGAAcontig390 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT3G4682TOPP5  TOPP5; p     chr3:172  5.04485 5.34284 9.57348 14.7358 12.7231 12.7667
GT Sense Sense 0.077 Comprom -0.077 Comprom 0.000 1.438 Detected 1.768 Detected 1.603 0.013 GT Sens contig390 contig390 Unannota CTCTGGGAAAATAAGTGGGTTTCCTACTTATTCTCTTGTGTTCGGTATG contig390 Solyc06g Pentatricopeptide re               SL2.40ch AT3G04980.1  DNAJ hea       chr3:137  4.17744 3.71163 5.64692 7.03689 11.8781 13.5738
GT Sense Sense 0.189 Comprom -0.189 Comprom 0.000 2.623 Detected 2.480 Detected 2.551 0.006 GT Sens contig392 contig392 Unannota TAATATAGTACTTACTATACATATAATTAAATACTTTTGAATTATGGTGT contig392 Solyc10g Allene ox               GO:00198 SL2.40ch AT4G01640.1 3.88617 2.95671 11.4193 6.73013 23.2543 19.1422
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 1.802 Detected 1.009 Detected 1.405 0.079 GT Sens contig392 contig392 Unannota CAGGGGTTTATCATGCATGTGGTATCATGTACTGTCTCTTCTTCTTTAA contig392 Solyc01g Unknown Protein (A  SL2.40ch AT5G42880.1  unknown   chr5:171  94.1393 76.5795 134.994 90.9347 329.661 173.034
GT Sense Sense 0.020 Comprom -0.020 Comprom 0.000 2.314 Detected 2.340 Detected 2.327 0.000 GT Sens contig392 contig392 Unannota GAACTTGTATCCAGATGTAGACATAGCATAATTTCATCTCTTTTTCATTCcontig392 Solyc03g Os04g034       GO:00428 SL2.40ch AT1G77890.2  unknown   chr1:292  2.43496 2.34219 13.8447 13.5654 13.2237 12.2413
GT Sense Sense -0.166 Detected 0.166 Detected 0.000 1.560 Detected 2.216 Detected 1.888 0.036 GT Sens 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  23.1037 28.735 48.2998 57.2151 84.6026 121.17
GT Sense Sense 0.831 Comprom -0.831 Comprom 0.000 0.858 Detected 1.336 Detected 1.097 0.332 GT Sens contig394 contig394 Unannota TTTAGGCACGACGGAAAATCGAAATGAGCTTGGAGTAGGATGCCTATTGcontig394 Solyc11g UDP-galac                GO:00160 SL2.40ch AT5G5234ATEXO70   ATEXO70           chr5:212  10.6071 3.31457 8.25107 6.10435 11.9667 15.1546
GT Sense Sense -0.038 Comprom 0.038 Comprom 0.000 0.887 Detected 1.500 Detected 1.194 0.061 GT Sens contig395 contig395 Unannota CATCGAAAAGAGATTCAACATCTATTGCTTTGTTATTACGATATCCGACAcontig395 Solyc04g HAT dimerisation do                  SL2.40ch AT4G19045.1  protein b   chr4:104  5.32587 5.55191 7.20722 10.3182 11.2014 15.5713
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 1.176 Detected 1.174 Detected 1.175 0.002 GT Sens contig397 contig397 Unannota CTTGGTAACGATTATTCCACCTTGTGATAACGATAACCTATTCCAGTAC contig397 Solyc07g Squamos                  GO:00037 SL2.40ch AT2G3846ATIREG1  ATIREG1      chr2:161  34.0239 31.3697 38.888 30.22 82.2161 74.6546
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 1.446 Detected 1.635 Detected 1.541 0.050 GT Sens contig397 contig397 Unannota CTGCCAAGATTAATAACCAAACAAAACAGGGCTATTTATGCTTCTGACA contig397 Solyc07g Squamos                  GO:00037 SL2.40ch AT2G3846ATIREG1  ATIREG1      chr2:161  28.7877 17.6546 38.1794 40.413 68.4288 70.9085
GT Sense Sense 0.350 Comprom -0.350 Comprom 0.000 1.274 Detected 1.225 Detected 1.249 0.071 GT Sens contig397 contig397 Unannota TGATAACAATGAAAAGCCTTTTACCTTCTCAAAAGAATGGGAAACACCTGcontig397 Solyc07g Genomic DNA chrom         SL2.40ch AT5G115 MYB3R-4  MYB3R-4             chr5:368  11.4853 6.98524 18.7002 17.4746 24.1251 21.1931
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 4.007 Detected 4.120 Detected 4.064 0.000 GT Sens contig397 contig397 Unknown   GGGACATcontig397 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig397 Solyc04g Unknown Protein (A  SL2.40ch AT1G53040.2  unknown   chr1:197  15.6282 16.3744 221.866 233.764 286.391 281.664
GT Sense Sense 0.003 Comprom -0.003 Comprom 0.000 0.904 Detected 1.173 Detected 1.038 0.016 GT Sens contig398 contig398 Unannota CTGGTGGAGCTTAGTTCCTTGCCTAATTACTAATTTGCTTCTATTTAAT contig398 Solyc01g Splicing f                   GO:00036 SL2.40ch AT1G10320.1  U2 snRNP    chr1:338  6.1289 6.03804 9.21479 11.0017 12.6783 13.8825
GT Sense Sense 0.483 Comprom -0.483 Comprom 0.000 0.922 Detected 1.163 Detected 1.043 0.171 GT Sens contig400 contig400 Unannota GTATAGCGTATATTGCCAAAAGGCATACAATCATTGAGCTATTTTTCAC contig400 Solyc02g Unknown Protein (A  SL2.40ch AT1G67120.1  ATP bind            chr1:250  9.38124 4.74801 9.08905 12.7308 14.0856 15.1344
GT Sense Sense 0.291 Comprom -0.291 Comprom 0.000 1.765 Detected 1.436 Detected 1.601 0.041 GT Sens contig403 contig403 Unannota TATTGGTTAGCTACACATATCACTATGCTTCCACACCCAACCTATCAACGcontig403 Solyc10g Peroxidas               GO:00551 SL2.40ch AT1G28135.1 6.18714 4.08525 5.07801 3.52921 19.0353 13.7758
GT Sense Sense -0.091 Comprom 0.091 Comprom 0.000 2.551 Detected 2.862 Detected 2.707 0.004 GT Sens contig403 contig403 Unannota ATTATAATTGGATTATTAATTGAGTGAGGTTTAGTTAGGTAATGAGTGG contig403 Solyc12g Potassium             GO:00160 SL2.40ch AT1G72990.2 2.56761 2.88044 11.9757 9.20645 17.746 20.0226
GT Sense Sense 0.620 Comprom -0.620 Comprom 0.000 1.864 Detected 1.970 Detected 1.917 0.091 GT Sens contig403 contig403 Unknown   GAGAAAGcontig403 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig403 Solyc11g Unknown Protein (A  SL2.40ch AT5G22090.1  unknown   chr5:731  5.74568 2.40403 4.59133 12.4555 15.0666 14.7433
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 1.065 Detected 1.634 Detected 1.349 0.046 GT Sens contig403 contig403 Unannota GGTTCGGTCCTCCGGTAACTGTTACGTCACTTTCAACCTGCTCATGGATcontig403 Solyc11g Hypothetical chlorop              SL2.40ch AT3G0992PIP5K9  PIP5K9 (P               chr3:304  191.682 215.084 196.184 182.01 472.968 637.862
GT Sense Sense -0.608 Comprom 0.608 Comprom 0.000 1.463 Detected 1.215 Detected 1.339 0.164 GT Sens contig403 contig403 Unannota CCCAAAGGGTTTTAGAACTTTAGTTTTTGCCAAAGCAAATCCAGTAGTT contig403 Solyc08g Aquapori               GO:00152 SL2.40ch AT4G1038NIP5;1, NL    NIP5;1; a         chr4:643  5.18218 11.9038 6.50101 11.7361 24.1068 18.4625
GT Sense Sense 0.609 Detected -0.609 Comprom 0.000 0.846 Detected 1.247 Detected 1.047 0.244 GT Sens contig404 contig404 Unannota GCAGTAAGTAAAGCAGAAATGGATGTGAAACAATTACTGAAGGGTTGTGcontig404 Solyc12g Serine/threonine-pro                    SL2.40ch AT5G49665.1  zinc finge        chr5:201  13.0837 5.56406 11.9902 14.282 17.0834 20.5007
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 1.153 Detected 1.706 Detected 1.429 0.046 GT Sens contig404 contig404 Unannota GCCCCAATTAAATTTAGGTTGAGCCGCTTATTTAGTAGGATACTTTCAA contig404 Solyc12g One-helix protein (A    SL2.40ch ATCG001 RPOC2  RNA poly     chrC:159  27.587 21.8749 49.7166 64.9387 60.8386 81.1374
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 0.927 Detected 1.161 Detected 1.044 0.014 GT Sens contig405 contig405 Unannota CCATTCTACTTGTGTTGGCTTCCATTGTTTTCCCCAAAAAATATAGTTATcontig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G5625HAP8  HAP8 (HA    chr5:227  44.1681 41.4319 68.843 96.5463 90.606 96.8454
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 1.770 Detected 1.416 Detected 1.593 0.022 GT Sens contig405 contig405 Unannota CATTGTTGTGTTCCGCATTTGTTGCCTTTATTACCGCAAATATTATTTCTcontig405 Solyc08g Peroxisome biogene       SL2.40ch AT5G09580.1 24.9524 19.6938 42.6122 65.02 84.2064 59.8779
GT Sense Sense 0.496 Detected -0.496 Comprom 0.000 1.465 Detected 1.050 Detected 1.257 0.144 GT Sens contig405 contig405 Unannota TGTAGTGAGGTGGAAAAATCAAAAGAGTGGTATTTCTTTTGAATGTGTA contig405 Solyc08g Peroxisome biogene       SL2.40ch AT5G09580.1 12.4169 6.17026 15.0298 22.5852 26.9048 18.3463
GT Sense Sense 0.465 Comprom -0.465 Comprom 0.000 1.386 Detected 1.534 Detected 1.460 0.090 GT Sens contig405 contig405 Unannota CCACTAGTAACGATACATTCAAATGTCCACGTTCAATAAAGTAACAAGG contig405 Solyc00g Cytochrome P450 lik     SL2.40ch AT3G52700.1  unknown   chr3:195  6.5357 3.38919 7.0776 17.3999 13.7008 13.7943
GT Sense Sense 0.452 Comprom -0.452 Comprom 0.000 1.322 Detected 1.909 Detected 1.615 0.096 GT Sens contig405 contig405 Unannota CCCCTTTTTGATGTTGGATTTTATTTGTAATGGGCCTAAGACCTTGTCC contig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G09310.1  unknown   chr5:288  6.96329 3.67734 4.35821 11.7997 14.0861 19.2447
GT Sense Sense 0.164 Comprom -0.164 Comprom 0.000 1.025 Detected 1.320 Detected 1.172 0.034 GT Sens contig405 contig405 Unannota CGAGAAGGAATATGAAATTGTGGCATTGTAACTCTCATGAAGTTTTTAA contig405 Solyc07g HAT famil                  GO:00469 SL2.40ch AT5G39850.1  40S ribos      chr5:159  6.4956 5.11586 11.8774 8.22783 13.0614 14.5716
GT Sense Sense -1.031 Comprom 1.031 Detected 0.000 1.465 Detected 2.384 Detected 1.925 0.230 GT Sens contig405 contig405 Unannota GAGTCTTCCTCTTTTCGTTGGACTTCCAACTCAAAGCAATCTATTGATA contig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  2.57215 10.6151 14.2122 15.5547 16.0683 27.6109
GT Sense Sense 0.535 Comprom -0.535 Comprom 0.000 1.406 Detected 0.907 Detected 1.157 0.189 GT Sens contig405 contig405 Unannota TGAGTGAATCAGTAAATGAGAGGAGGGTCTTGTTTTAATGGCAAAGAGGcontig405 Solyc01g Nucleolar                 GO:00055 SL2.40ch AT1G79630.3  protein p          chr1:299  9.03551 4.25745 11.3321 12.1082 18.302 11.778
GT Sense Sense 0.339 Detected -0.339 Detected 0.000 0.943 Detected 1.065 Detected 1.004 0.100 GT Sens contig406 contig406 Unannota GAATCGCTTGTTGGTCGAGTTTTGATATTTGTGCTCAATAGGTCTCAAA contig406 Solyc02g DNA poly                   GO:00038 SL2.40ch AT4G01890.1  glycoside           chr4:816  29.4368 18.1961 61.7353 54.8497 49.5603 49.0386
GT Sense Sense 0.065 Comprom -0.065 Comprom 0.000 0.959 Detected 1.450 Detected 1.205 0.042 GT Sens contig406 contig406 Unannota CAGCAAAACAGGGATATCTAACCAGCTTTGAAAGCGCCAACTTCCGACGcontig406 Solyc10g Calmodul                GO:00055 SL2.40ch AT4G00960.1  protein k     chr4:414  10.6711 9.64637 15.0101 14.8686 21.9652 28.0674
GT Sense Sense -0.357 Comprom 0.357 Comprom 0.000 2.178 Detected 2.173 Detected 2.175 0.026 GT Sens contig406 contig406 Acetyltran              GAGGCTAcontig406 Solyc03g Solyc03g Acetyltran              GO:00081 GO:00081  contig406 Solyc03g Acetyltran               GO:00081 SL2.40ch AT3G5792SPL15  SPL15 (S            chr3:214  2.53435 4.10727 9.24722 6.66123 16.2606 14.7263
GT Sense Sense 0.156 Comprom -0.156 Comprom 0.000 2.071 Detected 2.529 Detected 2.300 0.014 GT Sens contig406 contig406 Unannota TGGAGGTATTAAGAATGAAATAAAGTGATGGACAACCAATGCTAATGGA contig406 Solyc05g LOB domain protein                SL2.40ch AT1G16420.1 2.71918 2.16689 3.25802 84.1065 11.3613 14.1843
GT Sense Sense -0.210 Comprom 0.210 Comprom 0.000 1.136 Detected 2.111 Detected 1.624 0.092 GT Sens contig406 contig406 Unannota CATAATAACAACACAAAAGGCAACAAGCAAGCAAATATGCTACACATGCTcontig406 Solyc09g Unknown Protein (A  SL2.40ch AT5G51150.1  unknown   chr5:207  3.81884 5.04938 4.06801 3.36882 10.751 19.2006
GT Sense Sense 0.953 Detected -0.953 Comprom 0.000 1.880 Detected 3.444 Detected 2.662 0.163 GT Sens contig407 contig407 Unannota GCATAAGTGCATACTAGTGTCAAGCGAGTATATAATCATCAAAACTTATAcontig407 Solyc05g Unknown Protein (A  SL2.40ch AT4G26050.1 11.7402 3.09705 3.90458 3.36784 24.7229 66.4424
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.581 Detected 2.001 Detected 1.791 0.016 GT Sens contig407 contig407 Unannota CTCTTTGAAACCTATGTAATCTATGTAACTCCTATTGTAACCTATGAAACcontig407 Solyc11g Os03g0859900 prote                  SL2.40ch AT3G48400.1  DC1 dom    chr3:179  13.9131 12.1016 31.0712 37.8324 43.2367 52.5859
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 1.521 Detected 1.086 Detected 1.303 0.029 GT Sens contig408 contig408 Unannota GCAGTATGGTTGATTCACATATATTTGGGCTTTTTGTGTTCTTGAAATT contig408 Solyc02g ABC transporter C fa                 SL2.40ch ATMG00610.1 23.0965 25.0276 33.3348 27.0173 76.8356 51.6667
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 1.485 Detected 1.651 Detected 1.568 0.048 GT Sens contig409 contig409 Unannota TGTACTAAATTTTATACATTAATGCTACCAAACATAATACTAGTTAGAAT contig409 Solyc08g Glycosyl                  GO:00167 SL2.40ch AT5G43570.1  serine-ty     chr5:175  40.7675 24.9938 71.1315 44.7857 99.5015 101.502
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 1.286 Detected 1.182 Detected 1.234 0.004 GT Sens contig41 contig41 F-box fam              TGAATGGcontig41 Solyc11g Solyc11g F-box family protein (AHRD V1           contig41 Solyc11g F-box family protein             SL2.40ch AT5G2096AAO1, AO     AAO1 (AR          chr5:711  12.0882 12.9346 17.1344 20.5986 33.9481 28.7272
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 0.990 Detected 1.501 Detected 1.245 0.051 GT Sens contig410 contig410 Unannota GAGAGAGGGACAGGAGGAGTTGCTGGCTGTTGCTCTCGCTGGAAAAAAcontig410 Solyc04g Unknown Protein (A  SL2.40ch AT1G32160.1  unknown   chr1:115  58.523 70.6474 117.406 110.323 142.216 184.271
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 0.996 Detected 1.040 Detected 1.018 0.001 GT Sens contig410 contig410 Unannota CTACAAAGGAATTAATTCTTCTCAACAAGGAGAAGCTACTGACTTTTTATcontig410 Solyc03g 3-oxoacy               GO:00081 SL2.40ch AT5G23360.1  GRAM do       chr5:786  23.3217 22.3544 38.132 34.1517 50.7004 47.5211
GT Sense Sense 0.516 Detected -0.516 Detected 0.000 1.240 Detected 1.401 Detected 1.320 0.127 GT Sens contig411 contig411 Genomic          ATTGGTTcontig411 Solyc08g Solyc08g Genomic DNA chromosome 5 T       contig411 Solyc08g Genomic DNA chrom         SL2.40ch AT5G14260.2  SET dom    chr5:460  1490.64 720.931 1483.51 989.843 2726.17 2772.5
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 1.264 Detected 1.340 Detected 1.302 0.053 GT Sens contig411 contig411 Unannota GCTTTATTGCTTTGACACCATGTAGAATTCTCACAAACATGTGATGAAT contig411 Solyc05g Organic a                  GO:00085 SL2.40ch AT2G15420.1 24.0773 15.4646 30.2411 21.1242 51.6116 49.4577
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 1.283 Detected 1.248 Detected 1.266 0.014 GT Sens contig411 contig411 Unannota CTGTTCCATCAGCTTCCTTCAACAAGGTTTAGTGACAACATTAAAGATA contig411 Solyc05g Organic a                  GO:00085 SL2.40ch AT2G15420.1 110.625 89.079 139.581 108.438 269.117 238.679
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 1.344 Detected 1.524 Detected 1.434 0.036 GT Sens contig411 contig411 LOB dom                 TTACAGGcontig411 Solyc01g Solyc01g LOB dom                 GO:00055 GO:00055   contig411 Solyc01g LOB dom                  GO:00055 SL2.40ch AT3G43930.2  FUNCTIO                                                                 chr3:157  383.245 262.183 739.332 487.323 896.099 923.005
GT Sense Sense 0.141 Comprom -0.141 Comprom 0.000 1.384 Detected 1.627 Detected 1.506 0.015 GT Sens contig411 contig411 Unannota CGCCATTAAAGTGACCATTACTTCGTGTTTTCTTGTGGGATTTTATAGG contig411 Solyc04g Acid phos             GO:00047 SL2.40ch AT3G23410.1  alcohol o   chr3:838  4.50349 3.65961 7.42803 4.37536 11.8006 12.6953
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 1.537 Detected 1.617 Detected 1.577 0.023 GT Sens contig411 contig411 Unannota TTCAAGTAGGGTACCTTGATAGGCATTCATGGGTTCCGGTCAATGAAGTcontig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  835.904 591.261 749.335 859.217 2271.5 2183.69
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.469 Detected 1.491 Detected 1.480 0.020 GT Sens contig411 contig411 Unannota GCGATGCCACTATCTAAATTATGGAGTTGCTTTTAGTTAAAGACTTCTA contig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  745.626 549.269 723.536 737.202 1973.19 1821.4
GT Sense Sense -0.306 Comprom 0.306 Comprom 0.000 1.226 Detected 1.739 Detected 1.482 0.066 GT Sens contig413 contig413 Unannota CCACGAATCTTCAAGATAGTTTCTTTCCCTTTCGCAAAGTTTCGGAATG contig413 Solyc12g Malonyl CoA anthoc      SL2.40ch AT1G07050.1  CONSTA    chr1:216  6.14315 9.28821 15.9872 17.7609 19.6803 25.5256
GT Sense Sense 0.329 Comprom -0.329 Comprom 0.000 2.231 Detected 1.480 Detected 1.856 0.065 GT Sens contig413 contig413 Unannota ACTAGCGGTAGGTGATCCTAGCTTTATGTTGTCCATATATCAAAGTTCC contig413 Solyc11g F-box family protein             SL2.40ch AT3G58520.2  ubiquitin   chr3:216  5.62596 3.52636 11.4371 9.52162 23.2924 12.5809
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 0.888 Detected 1.440 Detected 1.164 0.062 GT Sens contig413 contig413 Unannota TACAACCCACACGATGTCTACAGACCTCTAAGAGTATAGTAGTGAAACT contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  22.4965 18.5431 34.8484 31.402 42.107 56.0899
GT Sense Sense -0.213 Comprom 0.213 Comprom 0.000 2.300 Detected 2.201 Detected 2.251 0.009 GT Sens contig414 contig414 Unannota TTTAAGAAGATTTCTTCTTCTTTATTTCTGAAAAATCTGTAATTAATTAA contig414 Solyc01g Glutamine                 GO:00038 SL2.40ch AT3G01970.1 3.2327 4.29343 3.29248 2.27304 20.4351 17.3483
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 0.954 Detected 1.247 Detected 1.100 0.019 GT Sens contig414 contig414 Unannota GCATCAAAAGTGGAGAGTCCGCGCAACTAAGGCTTACACTACTTGGTCTcontig414 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G48375.1 43.8091 46.1662 43.8593 40.9611 97.0185 108.048
GT Sense Sense 0.442 Comprom -0.442 Comprom 0.000 1.155 Detected 1.570 Detected 1.363 0.108 GT Sens contig414 contig414 Unannota CTTAGGCATAGAAAACAGGTACGCTTTTATGTCCAGCTTATCCATTATA contig414 Solyc01g Os01g0107900 prote      SL2.40ch AT5G45200.1  disease r       chr5:182  7.45854 3.99609 10.9252 15.8924 13.5423 16.416
GT Sense Sense -0.826 Comprom 0.826 Detected 0.000 1.275 Detected 1.465 Detected 1.370 0.241 GT Sens contig415 contig415 Unannota TGGTTGGAAGTGAGAGATGCTTACCATCTGAGCAATTCCTTCTCGGACTcontig415 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT1G33530.1 5.6836 17.6682 13.2358 18.3949 27.0078 28.0042
GT Sense Sense -0.123 Comprom 0.123 Comprom 0.000 1.486 Detected 1.532 Detected 1.509 0.007 GT Sens contig415 contig415 Unannota GAGGAAAGCTTCAACCCATAAAAATAAAGGTAGATTAGCATGAAGTAGT contig415 Solyc10g006110.2.1 AT5G44410.1  FAD-bind     chr5:178  3.52156 4.12735 4.43409 4.78405 11.892 11.1619
GT Sense Sense 0.038 Comprom -0.038 Comprom 0.000 1.654 Detected 1.794 Detected 1.724 0.002 GT Sens contig415 contig415 Unannota CGCGTTCCCTGAAAAACAGAAAAATCAACATACACACTTACGAAACTAG contig415 Solyc11g Leucine-rich repeat       SL2.40ch AT5G44320.1  eukaryot                 chr5:178  3.40959 3.19905 4.11935 10.7071 11.577 11.5937
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 1.065 Detected 1.025 Detected 1.045 0.001 GT Sens contig416 contig416 Unannota GAGTTTGTTGGTGAGCCTCCTTGCTTTCTAAAGACCCATTTTATTTTGT contig416 Solyc06g Transmem                   GO:00055 SL2.40ch AT4G31250.1  leucine-r        chr4:151  358.941 338.346 721.016 608.583 811.775 718.057
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 1.292 Detected 1.057 Detected 1.175 0.011 GT Sens contig416 contig416 Unannota TCCTGCCACCATCATTACAGGTTACAGCGTTGTATTCTGGCATGAAATG contig416 Solyc02g Alliinase (              GO:00168 SL2.40ch AT3G63180.2 85.4059 80.9284 176.5 178.659 226.788 175.182
GT Sense Sense 0.266 Comprom -0.266 Comprom 0.000 1.132 Detected 1.247 Detected 1.190 0.049 GT Sens contig416 contig416 Unannota TTTGGAATCATCAAGTGGATTGTGATTTCATTGTTCCTACGTCAAGACA contig416 Solyc04g Fgenesh protein 60                 SL2.40ch AT3G20310.1 10.7211 7.32868 15.7685 15.2405 21.6416 21.3057
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 0.855 Detected 1.280 Detected 1.067 0.102 GT Sens contig417 contig417 Unannota GTGCATCTTGTCCATGATGGTGGTTTCAGCATTATCAAAAGCGAAAAGCcontig417 Solyc10g Adenosin                 GO:00040 SL2.40ch AT5G63750.1 22.5925 14.6814 25.9653 33.7242 36.681 44.7734
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 1.727 Detected 1.813 Detected 1.770 0.001 GT Sens contig418 contig418 Unannota TGGAGTTCTGGAAACCTCTTTGAGCTCTGGCCATTCTTCTGTATTTGCT contig418 Solyc07g HAT family dimerisa        SL2.40ch AT3G44440.1 11.4178 11.5757 17.4934 18.606 42.3925 40.8993
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.802 Detected 0.943 Detected 1.372 0.093 GT Sens contig418 contig418 Unannota ATGTCAGCGGCAGACGGGTGAGTAACGCGTGGGAACGTACCTTTTGGT contig418 Solyc01g Conserved protein (    SL2.40ch AT2G23700.1 50.3672 41.3131 94.3956 51.6948 177.13 88.7908
GT Sense Sense 0.133 Comprom -0.133 Comprom 0.000 1.235 Detected 1.817 Detected 1.526 0.041 GT Sens contig418 contig418 Unannota AATCTTAGTGATTCCAACAAACTTTGCAGAAACATGAAGTTACCAAGTTTcontig418 Solyc04g011970.1.1 AT4G37190.2  INVOLVE                                                              chr4:175  5.77483 4.74736 15.2589 15.9095 13.7254 18.6776
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 0.837 Detected 1.215 Detected 1.026 0.039 GT Sens contig420 contig420 Unannota TAGTTAAAATGTCACCCATAGTTTAATTATAGATTAAGTGGTGATGCAG contig420 Solyc06g YLP motif containing     SL2.40ch AT5G62760.1 22.2472 24.9666 24.7433 23.981 46.8991 55.3826
GT Sense Sense 0.755 Detected -0.755 Comprom 0.000 1.076 Detected 1.250 Detected 1.163 0.265 GT Sens contig420 contig420 Unannota AAATAGCCTGAGGCCGGATCGTGAACGAACGTATTGATCTTAGCTTGACcontig420 Solyc12g Unknown Protein (A  SL2.40ch AT5G67520.1  adenylyls     chr5:269  20.8823 7.25062 31.8594 33.1808 28.8998 29.6213
GT Sense Sense 0.007 Comprom -0.007 Comprom 0.000 1.284 Detected 1.533 Detected 1.409 0.008 GT Sens contig420 contig420 Unannota GCCACAGCCTATGATGCCTCAAATCCATTATCTTAAATCTTACTCATGG contig420 Solyc04g DNA mism                      GO:00321 SL2.40ch AT5G63390.1 3.81263 3.7345 4.72438 6.34424 10.2367 11.0558
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 1.130 Detected 1.047 Detected 1.088 0.066 GT Sens contig421 contig421 Unannota CGATCGATAAAAATCTAGCTTGGATGCTCTGGTACACTTTTTCAATCTA contig421 Solyc10g024390.1.1 AT5G47170.1 828.244 546.544 917.187 1796.07 1639.69 1407.54
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.042 Detected 0.976 Detected 1.009 0.001 GT Sens contig421 contig421 Unannota CGATGGATAAAATGTCTGCTCTTGCTTCTATCTCCTTTGATTTACCTTA contig421 Solyc07g Cytochro  GO:00198 SL2.40ch AT1G60360.1 14.8161 14.3434 20.8879 18.4476 33.4351 29.0265
GT Sense Sense -0.406 Comprom 0.406 Detected 0.000 1.541 Detected 1.121 Detected 1.331 0.100 GT Sens contig421 contig421 Unannota CTCTTGATCTTCTTGGTATAGTGACAATTTTTGTCCCTTGATGATTCTC contig421 Solyc09g Mitochon                    GO:00065 SL2.40ch AT4G33800.1  unknown   chr4:162  11.0065 19.1074 20.5193 51.7889 46.9824 31.9408
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 1.323 Detected 0.887 Detected 1.105 0.048 GT Sens contig421 contig421 Unannota CCTATGTTCATCGAAAGGTTCATTATGAGACAGTTTTGATATTTGTCTT contig421 Solyc04g Glucosylt             GO:00800 SL2.40ch AT5G4963AAP6  AAP6 (AM                    chr5:201  73.632 61.0172 150.897 200.412 186.702 125.543
GT Sense Sense -0.403 Comprom 0.403 Comprom 0.000 0.865 Detected 1.309 Detected 1.087 0.142 GT Sens contig424 contig424 Unannota ATTCCAGACTTGCTGGGTAAAGTTACAGTGCAAGAAAAGGTGATTGTTT contig424 Solyc12g Late embryogenesis       SL2.40ch AT1G1746TRFL3  TRFL3 (T         chr1:599  4.0241 6.95637 7.18812 7.41135 10.7346 13.2715
GT Sense Sense -0.298 Comprom 0.298 Comprom 0.000 1.986 Detected 1.592 Detected 1.789 0.038 GT Sens contig425 contig425 Unannota CGTGTAGTGAGAAGTTTTCTGGAGTTTTTGAGCTGATTTTGTTGAATTGcontig425 Solyc03g Os11g0198100 prote                  SL2.40ch AT5G53020.1  unknown   chr5:214  3.52167 5.26344 6.6427 5.19264 18.9961 13.1431
GT Sense Sense 0.489 Detected -0.489 Detected 0.000 1.193 Detected 1.011 Detected 1.102 0.157 GT Sens contig429 contig429 Uncharac                    TCTTGGAcontig429 Solyc06g Solyc06g Uncharac                    GO:00165 GO:00165     contig429 Solyc06g Uncharac                     GO:00165 SL2.40ch AT2G2723LHW  LHW (LO          chr2:116  78.7631 39.5276 99.8661 76.0524 142.105 113.864
GT Sense Sense -0.302 Detected 0.302 Detected 0.000 1.192 Detected 1.489 Detected 1.341 0.058 GT Sens contig430 contig430 Gibberelli               TTGGCCCcontig430 Solyc06g Solyc06g Gibberellin-regulated protein (A              contig430 Solyc06g Gibberellin-regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  70.5998 106.059 108.095 217.878 220.123 245.976
GT Sense Sense 0.458 Detected -0.458 Detected 0.000 1.122 Detected 1.044 Detected 1.083 0.143 GT Sens contig431 contig431 N. tabacu     GACTATGCTTAGAACAAAGAAGAAAGAACAAGTCTTCAACAGTGTTTTC contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4864.94 2547.44 6493.28 10327.3 8530.76 7351.68
GT Sense Sense 0.881 Comprom -0.881 Comprom 0.000 1.399 Detected 1.358 Detected 1.378 0.258 GT Sens contig431 contig431 N.tabacum   AACAATTATAGTGTCTTTTATTCATTCATGAGTATTTCCGATACATATGGcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 8.47648 2.46974 4.06409 12.0261 13.4376 11.872
GT Sense Sense -0.104 Comprom 0.104 Comprom 0.000 0.931 Detected 1.555 Detected 1.243 0.063 GT Sens contig431 contig431 Tobacco         CCCGTAGTTAGTAGCAATTTTGGACTTAAAATTACGCCAAAATTACACAAcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5.17676 5.91145 5.69594 5.57553 11.7429 16.4525
GT Sense Sense -0.651 Detected 0.651 Detected 0.000 1.437 Detected 0.943 Detected 1.190 0.229 GT Sens contig432 contig432 Nicotia ta            ACCTTAAATGCTAAACCTAAGTGGTTACAGCTACTAGTGTGTGTTTTCT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4608.7 11230.8 11250.5 12020.3 21689.6 14007.1
GT Sense Sense -1.146 Comprom 1.146 Detected 0.000 1.645 Detected 2.315 Detected 1.980 0.239 GT Sens contig433 contig433 Nicotia ta            TCACATCGCCAAGTGTAAAAGGGGGCTTCGAAGATGGAACTCTTTGGAGcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2.57994 12.485 9.05916 6.32 19.7686 28.5966
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 1.407 Detected 1.281 Detected 1.344 0.005 GT Sens contig433 contig433 Nicotia ta      AAAGAAAAGAAAACTAATGAAGTTGTCGGATTTTAGCTAGTATTTTTATAcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 39.462 35.1549 37.4142 46.0112 109.996 91.6553
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 1.162 Detected 1.222 Detected 1.192 0.025 GT Sens contig434 contig434 NTU64926        AGATGTAAAAATATGAAAAAGTTTGAAGATAAAGATACACCATTATGCTCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 101.805 77.1658 130.441 128.777 220.929 209.346
GT Sense Sense 0.383 Comprom -0.383 Comprom 0.000 1.680 Detected 1.544 Detected 1.612 0.054 GT Sens contig434 contig434 Nicotia ta      GCAGTTTTAAAGACAAAAGGTAGTCAACAATGCATAACAGTTTTCTTATGcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 6.2197 3.61675 4.23528 5.35994 16.9277 14.0041
GT Sense Sense 0.337 Detected -0.337 Detected 0.000 1.026 Detected 0.989 Detected 1.008 0.096 GT Sens contig434 contig434 NTU91564       GACTACGAGGTGCAGGAAGAGAACTGAAGAAACACAGTACATTTTATTA contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3658.92 2268.29 4463.94 3977.01 6535.29 5788.94
GT Sense Sense 0.782 Detected -0.782 Detected 0.000 1.051 Detected 1.350 Detected 1.200 0.271 GT Sens contig439 contig439 Microsph              AGGGAAAcontig439 Solyc02g Solyc02g Microspherule protein 1 (AHRD           contig439 Solyc02g Microspherule prote              SL2.40ch AT1G05910.1  cell divis        chr1:179  846.817 283.174 935.719 978.675 1130.3 1263.4
GT Sense Sense 0.091 Comprom -0.091 Comprom 0.000 2.414 Detected 2.655 Detected 2.534 0.004 GT Sens contig445 contig445 Unknown   CTCAGCTcontig445 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig445 Solyc09g Unknown Protein (A  SL2.40ch AT4G32375.1 2.3348 2.03584 2.12328 2.59803 12.9395 13.9032
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 1.106 Detected 0.997 Detected 1.052 0.003 GT Sens contig446 contig446 Fatty acyl               TTTGTGGcontig446 Solyc09g Solyc09g Fatty acyl               GO:00800 GO:00800     contig446 Solyc09g Fatty acyl                GO:00800 SL2.40ch AT1G65810.1  tRNA-spli      chr1:244  235.955 231.595 324.673 314.241 560.397 472.483
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 1.076 Detected 1.844 Detected 1.460 0.065 GT Sens contig452 contig452 Formin 3            GAAAGCAcontig452 Solyc08g Solyc08g Formin 3            GO:00300 GO:00300   contig452 Solyc08g Formin 3             GO:00300 SL2.40ch AT3G2550AFH1, FH1     AFH1 (FO              chr3:925  17.0428 15.0035 20.4698 54.032 37.5422 58.1075
GT Sense Sense -0.616 Comprom 0.616 Detected 0.000 1.024 Detected 1.231 Detected 1.127 0.213 GT Sens contig453 contig453 Peptide tr                 GGTAGG contig453 Solyc06g Solyc06g Peptide tr                 GO:00800 GO:00800        contig453 Solyc06g Peptide tr                  GO:00800 SL2.40ch AT5G11570.1  proton-de        chr5:371  4.96788 11.5317 14.3264 11.447 17.1385 17.9858
GT Sense Sense -0.275 Comprom 0.275 Comprom 0.000 1.273 Detected 1.287 Detected 1.280 0.043 GT Sens 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  3.67576 5.31946 2.87043 7.12562 11.8983 10.9239
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 2.384 Detected 1.561 Detected 1.973 0.047 GT Sens contig466 contig466 UPF0497                    TTTGGTAcontig466 Solyc01g Solyc01g UPF0497                    GO:00055 GO:00055  contig466 Solyc01g UPF0497                     GO:00055 SL2.40ch AT4G31490.1  coatome             chr4:152  41.7863 51.465 91.7315 173.943 269.651 138.512
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 0.953 Detected 1.355 Detected 1.154 0.057 GT Sens contig469 contig469 Amino ac                AATGGTAcontig469 Solyc06g Solyc06g Amino acid transporter (AHRD              contig469 Solyc06g Amino acid transpor                SL2.40ch AT3G28960.1 23.2671 17.2852 16.4949 11.4629 43.2416 51.945
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 0.907 Detected 1.177 Detected 1.042 0.028 GT Sens contig474 contig474 Zinc finge                    GCTTCAAcontig474 Solyc05g Solyc05g Zinc finge                    GO:00037 GO:00037        contig474 Solyc05g Zinc finge                     GO:00165 SL2.40ch AT5G3976AtHB23  AtHB23 (A            chr5:159  20.761 24.1378 4.9529 6.482 46.7628 51.238
GT Sense Sense 0.426 Detected -0.426 Detected 0.000 1.130 Detected 1.044 Detected 1.087 0.126 GT Sens contig479 contig479 Blue copp             GCAAAAGcontig479 Solyc01g Solyc01g Blue copp             GO:00090 GO:00090   contig479 Solyc01g Blue copp              GO:00090 SL2.40ch AT2G0285ARPN  ARPN (PL         chr2:826  3836.86 2102.21 4953.49 4445.11 6922.82 5928.14
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 1.108 Detected 1.779 Detected 1.443 0.054 GT Sens contig482 contig482 Unknown   TCACCAAcontig482 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig482 Solyc09g Unknown Protein (A  SL2.40ch AT5G27870.1  pectinest     chr5:987  15.5653 13.4519 26.7307 46.3012 34.7423 50.2624
GT Sense Sense -0.474 Comprom 0.474 Detected 0.000 1.645 Detected 1.770 Detected 1.707 0.070 GT Sens contig492 contig492 Unknown             CCGGATGcontig492 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3            contig492 Solyc04g Unknown Protein (A             SL2.40ch AT1G10455.1 7.82724 14.926 14.7264 15.4103 37.6523 37.3126
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 0.959 Detected 1.052 Detected 1.006 0.002 GT Sens contig496 contig496 Unknown            GAATAGAcontig496 Solyc10g Solyc10g Unknown            GO:00160 GO:00160 contig496 Solyc09g072740.1.1 AT5G38620.1  MADS-bo     chr5:154  790.348 795.294 986.176 979.828 1716.11 1664.8
GT Sense Sense 0.445 Detected -0.445 Detected 0.000 1.207 Detected 1.290 Detected 1.249 0.108 GT Sens contig499 contig499 Transcrip              GTTCCAAcontig499 Solyc12g Solyc12g Transcrip              GO:00056 GO:00056      contig499 Solyc12g Transcrip               GO:00037 SL2.40ch AT5G48560.1  basic hel      chr5:196  207.967 110.898 374.016 202.17 390.534 376.005
GT Sense Sense -0.053 Comprom 0.053 Comprom 0.000 1.353 Detected 1.068 Detected 1.210 0.015 GT Sens contig51 contig51 Unknown   CAATTAA contig51 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig51 Solyc08g Unknown Protein (A  SL2.40ch AT1G02670.1  DNA repa     chr1:576  5.53602 5.88928 13.9977 12.3555 16.24 12.1185
GT Sense Sense 0.741 Detected -0.741 Detected 0.000 0.948 Detected 1.111 Detected 1.029 0.301 GT Sens contig510 contig510 ABC trans                  GAGCAAGcontig510 Solyc09g Solyc09g ABC trans                  GO:00168 GO:00168    contig510 Solyc09g ABC trans                   GO:00085 SL2.40ch AT2G37360.1  ABC tran     chr2:156  84.3591 29.8661 86.3074 78.7746 107.846 109.764
GT Sense Sense 0.239 Detected -0.239 Detected 0.000 2.002 Detected 2.961 Detected 2.481 0.044 GT Sens contig514 contig514 Cationic o                   TAACGCTcontig514 Solyc00g Solyc00g Cationic o                   GO:00055 GO:00055  contig514 Solyc02g Unknown Protein (A  SL2.40ch AT1G1886WRKY61,   WRKY61;    chr1:650  15.8213 11.2228 13.5371 19.7521 59.4395 105.017
GT Sense Sense 0.581 Detected -0.581 Detected 0.000 1.851 Detected 2.316 Detected 2.083 0.080 GT Sens contig516 contig516 Pectinest             GGGTTACcontig516 Solyc05g Solyc05g Pectinest             GO:00305 GO:00305  contig516 Solyc05g Pectinest              GO:00056 SL2.40ch AT2G26440.1  pectinest     chr2:112  172.81 76.3726 336.079 722.391 461.424 579.324
GT Sense Sense -0.081 Comprom 0.081 Comprom 0.000 1.295 Detected 1.163 Detected 1.229 0.007 GT Sens contig52 contig52 Unknown   CTCCTTAcontig52 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig52 Solyc09g Unknown Protein (A  SL2.40ch AT5G24840.1  tRNA (gua   chr5:853  6.965 7.70713 10.8338 13.781 20.016 16.6106
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 1.829 Detected 1.255 Detected 1.542 0.036 GT Sens contig549 contig549 Unknown               AAGTGACcontig549 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3              contig549 Solyc03g Unknown Protein (A               SL2.40ch AT4G33810.1  glycosyl      chr4:162  21.1543 23.829 25.8777 50.682 88.846 54.2703
GT Sense Sense 0.431 Detected -0.431 Comprom 0.000 1.526 Detected 0.844 Detected 1.185 0.164 GT Sens contig557 contig557 Phosphat              AAAGGAGcontig557 Solyc07g Solyc07g Phosphat              GO:00038 GO:00038   contig557 Solyc07g Phosphat               GO:00038 SL2.40ch AT4G29530.1  2,3-diketo     chr4:144  16.5493 8.99714 45.8241 41.0724 39.1449 22.1817
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 1.524 Detected 0.810 Detected 1.167 0.085 GT Sens contig557 contig557 Unknown   CGTTGGAcontig557 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig557 Solyc03g Unknown Protein (A  SL2.40ch AT5G5502ATMYB12    MYB120           chr5:223  192.619 171.396 253.38 283.818 581.902 322.539
GT Sense Sense 0.593 Detected -0.593 Detected 0.000 1.149 Detected 1.351 Detected 1.250 0.173 GT Sens contig566 contig566 Subtilisin               GAACGAAcontig566 Solyc04g Solyc04g Subtilisin               GO:00042 GO:00042   contig566 Solyc04g Subtilisin                GO:00042 SL2.40ch AT5G5175ATSBT1.3    ATSBT1.             chr5:210  3257.45 1416.06 4325.08 3178.88 5306.13 5547.84
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 1.436 Detected 1.180 Detected 1.308 0.015 GT Sens contig599 contig599 Unknown   AAGAAAGcontig599 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig599 Solyc02g Unknown Protein (A  SL2.40ch AT4G3689IRX14  IRX14 (irr           chr4:173  1801.04 1542.85 3382.62 2837.77 5024.74 3824.84
GT Sense Sense 0.566 Detected -0.566 Detected 0.000 1.519 Detected 1.688 Detected 1.604 0.107 GT Sens contig610 contig610 Ferredox     ATTAAGCcontig610 Solyc01g Solyc01g Ferredoxin-like (AHRD V1 ***- Q contig610 Solyc01g Ferredoxin-like (AHR    SL2.40ch AT1G02180.1  ferredoxi   chr1:413  89.8095 40.5386 171.106 154.54 192.603 196.881
GT Sense Sense -0.115 Comprom 0.115 Comprom 0.000 1.385 Detected 1.636 Detected 1.510 0.012 GT Sens contig641 contig641 Cation/H(+               ATTAGGTcontig641 Solyc05g Solyc05g Cation/H(+               GO:00153 GO:00153     contig641 Solyc05g Cation/H(+                GO:00153 SL2.40ch AT4G2370ATCHX17    ATCHX17          chr4:123  5.24653 6.07987 9.11684 26.4845 16.4316 17.7663
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 1.703 Detected 2.208 Detected 1.956 0.036 GT Sens contig644 contig644 Os12g058                  CCACAAGcontig644 Solyc02g Solyc02g Os12g0581300 protein (Fragm                 contig644 Solyc02g Os12g0581300 prote                  SL2.40ch AT5G66740.1  unknown   chr5:266  28.5316 19.0142 71.3001 55.429 84.4734 108.951
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.857 Detected 1.911 Detected 1.884 0.001 GT Sens contig655 contig655 Leaf sene                  AACTTAT contig655 Solyc02g Solyc02g Leaf senescence protein-like (A                 contig655 Solyc02g Leaf senescence pr                  SL2.40ch AT3G28150.1  unknown   chr3:104  30.6354 28.794 59.0083 44.7404 119.852 113.099
GT Sense Sense 0.426 Detected -0.426 Detected 0.000 2.537 Detected 1.987 Detected 2.262 0.047 GT Sens 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  125.938 69.0138 261.846 53.6744 602.696 374.099
GT Sense Sense 0.466 Comprom -0.466 Comprom 0.000 2.125 Detected 1.049 Detected 1.587 0.155 GT Sens contig675 contig675 Centrome             ACGCTCGcontig675 Solyc05g Solyc05g Centrome             GO:00081 GO:00081  contig675 Solyc05g Centrome              GO:00081 SL2.40ch AT2G39300.1  unknown   chr2:164  7.65736 3.96865 11.8893 14.7536 26.7723 11.5506
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 1.087 Detected 1.515 Detected 1.301 0.028 GT Sens contig679 contig679 Exostosin             GCTAAGAcontig679 Solyc08g Solyc08g Exostosin             GO:00038 GO:00038  contig679 Solyc08g Exostosin              GO:00038 SL2.40ch AT5G25820.1  exostosin    chr5:899  17.4336 15.8857 22.0217 38.8912 39.3831 48.1471
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 1.039 Detected 1.223 Detected 1.131 0.008 GT Sens contig682 contig682 3-methyl-2                GGAGAAGcontig682 Solyc06g Solyc06g 3-methyl-2                GO:00081 GO:00081     contig682 Solyc06g 3-methyl-2                 GO:00038 SL2.40ch AT5G09300.2  2-oxoisov                  chr5:288  181.174 169.436 276.707 502.457 400.918 414.109
GT Sense Sense -0.580 Comprom 0.580 Comprom 0.000 1.607 Detected 1.521 Detected 1.564 0.115 GT Sens contig690 contig690 Peroxidas              AACACAGcontig690 Solyc01g Solyc01g Peroxidas              GO:00055 GO:00055   contig690 Solyc01g Peroxidas               GO:00055 SL2.40ch AT3G49960.1  peroxida    chr3:185  3.01212 6.6515 8.25218 2.15078 15.1822 13.0087
GT Sense Sense 0.565 Detected -0.565 Detected 0.000 0.933 Detected 1.322 Detected 1.127 0.200 GT Sens contig702 contig702 Unknown   GAAAACT contig702 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig702 Solyc02g Unknown Protein (A  SL2.40ch AT4G38340.1  RWP-RK    chr4:179  280.387 126.615 276.861 218.076 400.517 476.963
GT Sense Sense 1.288 Detected -1.288 Comprom 0.000 2.014 Detected 3.607 Detected 2.811 0.205 GT Sens contig703 contig703 Beta-1 3-g               ATTGAGAcontig703 Solyc02g Solyc02g Beta-1 3-g               GO:00059 GO:00059     contig703 Solyc02g Beta-1 3-g                GO:00055 SL2.40ch AT4G29360.1  glycosyl      chr4:144  15.2156 2.52292 27.2871 8.43688 27.8753 76.4405
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 1.210 Detected 0.960 Detected 1.085 0.013 GT Sens contig706 contig706 Zinc finge               ATAATGT contig706 Solyc10g Solyc10g Zinc finge               GO:00056 GO:00056 contig706 Solyc10g Zinc finge                GO:00056 SL2.40ch AT5G0665GIS2  GIS2 (GL               chr5:204  21.7272 22.0896 36.4295 39.6486 56.4461 43.1579
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 2.536 Detected 3.380 Detected 2.958 0.029 GT Sens 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  98.5267 147.181 318.454 201.372 777.6 1268.87
GT Sense Sense -0.686 Comprom 0.686 Detected 0.000 1.252 Detected 1.095 Detected 1.174 0.231 GT Sens contig724 contig724 Transcrip                CCCTGTAcontig724 Solyc11g Solyc11g Transcrip                GO:00056 GO:00056 contig724 Solyc02g 60S ribos                 GO:00037 SL2.40ch AT3G52700.1  unknown   chr3:195  5.13693 13.1493 6.33652 6.7419 21.7992 17.7765
GT Sense Sense -0.026 Comprom 0.026 Comprom 0.000 2.133 Detected 2.026 Detected 2.079 0.001 GT Sens contig735 contig735 Unknown   GACTTAT contig735 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig735 Solyc04g Trehalose               GO:00081 SL2.40ch #N/A #N/A #N/A #N/A 4.4309 4.53989 3.48933 3.62614 21.9108 18.4925
GT Sense Sense -0.064 Comprom 0.064 Comprom 0.000 1.245 Detected 1.384 Detected 1.315 0.005 GT Sens contig735 contig735 Zinc finge                 TTGCTAAcontig735 Solyc02g Solyc02g Zinc finge                 GO:00056 GO:00056 contig735 Solyc02g Zinc finge                  GO:00056 SL2.40ch AT4G38960.1  zinc finge       chr4:181  3.81165 4.1206 8.19584 17.1309 10.4605 10.4746
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 1.413 Detected 0.989 Detected 1.201 0.037 GT Sens contig738 contig738 High affin                 AATCCTGcontig738 Solyc04g Solyc04g High affin                 GO:00153 GO:00153      contig738 Solyc04g High affin                  GO:00153 SL2.40ch AT1G7800SULTR1;2    SULTR1;         chr1:293  78.3805 89.5039 172.192 200.232 248.481 168.331
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 1.408 Detected 0.897 Detected 1.152 0.068 GT Sens contig765 contig765 BES1/BZR                 TAATGCCcontig765 Solyc07g Solyc07g BES1/BZR                 GO:00305 GO:00305   contig765 Solyc07g BES1/BZR                  GO:00305 SL2.40ch AT1G78700.1  brassino      chr1:295  601.917 457.714 976.05 601.832 1551.12 989.33
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 0.859 Detected 1.209 Detected 1.034 0.048 GT Sens contig767 contig767 Os12g023       TCATTTC contig767 Solyc03g Solyc03g Os12g0236050 protein (Fragm     contig767 Solyc03g Os12g0236050 prote      SL2.40ch AT5G43230.1  unknown   chr5:173  77.9819 62.0493 117.569 92.4071 140.53 162.827
GT Sense Sense 0.558 Detected -0.558 Detected 0.000 1.671 Detected 1.974 Detected 1.822 0.088 GT Sens contig781 contig781 Pectinest             CTCTGATcontig781 Solyc11g Solyc11g Pectinest             GO:00305 GO:00305  contig781 Solyc11g Pectinest              GO:00305 SL2.40ch AT5G62360.1  invertase       chr5:250  419.995 191.472 1002.81 1321.83 1005.78 1127.77
GT Sense Sense 0.572 Detected -0.572 Detected 0.000 2.065 Detected 1.588 Detected 1.827 0.098 GT Sens contig790 contig790 Carboxyl-                  CCGATGAcontig790 Solyc07g Solyc07g Carboxyl-                  GO:00055 GO:00055  contig790 Solyc07g Carboxyl-                   GO:00055 SL2.40ch AT4G23882.1 36.7006 16.4246 183.555 65.4045 114.449 74.7255
GT Sense Sense -0.443 Comprom 0.443 Detected 0.000 2.029 Detected 1.610 Detected 1.819 0.066 GT Sens contig796 contig796 Unknown   TGAAGCTcontig796 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig796 Solyc07g026990.1.1 AT5G24280.1  EXPRESS                                                            chr5:825  10.1853 18.6179 12.2864 17.0904 62.5954 42.5545
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 1.409 Detected 1.046 Detected 1.228 0.021 GT Sens contig805 contig805 Peroxidas              CGAAGAGcontig805 Solyc02g Solyc02g Peroxidas              GO:00551 GO:00551   contig805 Solyc02g Peroxidas               GO:00046 SL2.40ch AT1G05250.1  peroxida    chr1:152  255.085 255.261 700.407 249.055 754.616 533.58
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 2.399 Detected 1.330 Detected 1.865 0.093 GT Sens contig805 contig805 Gag-pol p      GAATTAGcontig805 Solyc03g Solyc03g Gag-pol polyprotein (Fragmen     contig805 Solyc03g Gag-pol polyprotein     SL2.40ch AT1G76370.1 11.1882 16.7824 63.8551 67.0086 80.5158 34.8779
GT Sense Sense 0.349 Detected -0.349 Detected 0.000 1.036 Detected 1.001 Detected 1.019 0.100 GT Sens contig806 contig806 Squamos                 CCACTGCcontig806 Solyc07g Solyc07g Squamos                 GO:00056 GO:00056      contig806 Solyc07g Squamos                  GO:00037 SL2.40ch AT5G50570.2  squamos      chr5:205  6245.53 3808.15 8088.5 6583.15 11134.4 9885.11
GT Sense Sense 0.381 Detected -0.381 Detected 0.000 1.145 Detected 1.334 Detected 1.239 0.087 GT Sens contig808 contig808 Receptor-                CAAGAGGcontig808 Solyc07g Solyc07g Receptor-                GO:00046 GO:00046         contig808 Solyc07g Receptor   GO:00046 SL2.40ch AT5G51350.1  leucine-r        chr5:208  775.423 452.197 1159.14 1107.93 1458.02 1510.91
GT Sense Sense 0.071 Comprom -0.071 Comprom 0.000 1.321 Detected 1.072 Detected 1.197 0.014 GT Sens contig814 contig814 Unknown   CGTTAAT contig814 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig814 Solyc07g Unknown Protein (A  SL2.40ch AT1G1374AFP2  AFP2 (AB       chr1:471  7.15035 6.40593 8.04099 7.7533 18.8309 14.4088
GT Sense Sense -0.567 Comprom 0.567 Detected 0.000 2.458 Detected 2.335 Detected 2.396 0.052 GT Sens contig815 contig815 Ring finge                GTGAGAAcontig815 Solyc04g Solyc04g Ring finge                GO:00082 GO:00082   contig815 Solyc04g Protein ph                   GO:00055 SL2.40ch AT2G18938.1 4.72313 10.2511 13.5931 9.55751 42.5723 35.548
GT Sense Sense 0.280 Detected -0.280 Detected 0.000 0.867 Detected 1.189 Detected 1.028 0.086 GT Sens contig815 contig815 Phototrop               GCCGTATcontig815 Solyc02g Solyc02g Phototrop               GO:00094 GO:00094    contig815 Solyc02g Phototrop                GO:00055 SL2.40ch AT5G67385.1  protein b      chr5:268  4222.35 2832.11 4008.63 5580.05 7024.93 7983.13
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 1.159 Detected 1.087 Detected 1.123 0.062 GT Sens contig817 contig817 Ras-relate              CTTCTGGcontig817 Solyc01g Solyc01g Ras-relate              GO:00055 GO:00055   contig817 Solyc01g Ras-relate               GO:00039 SL2.40ch AT5G4796SMG1, AT   ATRABA4     chr5:194  366.811 241.815 449.074 343.337 740.785 640.402
GT Sense Sense -0.005 Comprom 0.005 Comprom 0.000 1.532 Detected 1.523 Detected 1.528 0.000 GT Sens contig821 contig821 Unknown   TAGGAAGcontig821 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig821 Solyc01g Unknown Protein (A  SL2.40ch AT5G60390.3  elongatio       chr5:242  4.54041 4.52271 3.80681 10.7673 14.5925 13.1885
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 0.960 Detected 1.088 Detected 1.024 0.006 GT Sens contig835 contig835 Telomere               TTTCCAAcontig835 Solyc11g Solyc11g Telomere               GO:00036 GO:00036  contig835 Solyc11g Telomere                GO:00036 SL2.40ch AT5G0378TRFL10  TRFL10 (      chr5:999  110.008 102.224 158.46 135.85 229.73 228.279
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 1.945 Detected 1.351 Detected 1.648 0.032 GT Sens contig835 contig835 Unknown   GAATATGcontig835 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig835 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  375.574 402.728 1038.19 1059.14 1667.18 1004.36
GT Sense Sense 0.684 Comprom -0.684 Comprom 0.000 1.905 Detected 2.325 Detected 2.115 0.098 GT Sens contig850 contig850 Plant-spe                    GTGGAG contig850 Solyc10g Solyc10g Plant-specific domain TIGR015                   contig850 Solyc10g Plant-specific doma                    SL2.40ch AT5G02580.1  unknown   chr5:579  10.5654 4.04845 12.0712 19.1473 27.282 33.1838
GT Sense Sense -0.284 Comprom 0.284 Comprom 0.000 2.252 Detected 2.837 Detected 2.544 0.025 GT Sens contig851 contig851 Unknown   CCAAATAcontig851 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig851 Solyc04g Unknown Protein (A  SL2.40ch AT2G4335ATGPX3  ATGPX3       chr2:180  3.45852 5.06894 20.5637 27.4244 22.2064 30.2794
GT Sense Sense 0.417 Detected -0.417 Detected 0.000 0.867 Detected 1.232 Detected 1.050 0.148 GT Sens contig852 contig852 IQ-domain              GGCTTCTcontig852 Solyc01g Solyc01g IQ-domain              GO:00055 GO:00055  contig852 Solyc01g IQ-domain               GO:00055 SL2.40ch AT5G6207IQD23  IQD23 (IQ      chr5:249  4859.59 2693.84 5916.19 5019.64 7349.63 8606.2
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 1.359 Detected 1.122 Detected 1.241 0.022 GT Sens contig853 contig853 Zinc finge               GCATCTGcontig853 Solyc03g Solyc03g Zinc finge               GO:00056 GO:00056 contig853 Solyc03g Zinc finge                GO:00056 SL2.40ch AT3G5767NTT  NTT (NO             chr3:213  102.138 82.5553 165.188 230.214 262.407 202.306
GT Sense Sense 0.182 Comprom -0.182 Comprom 0.000 1.517 Detected 0.913 Detected 1.215 0.075 GT Sens contig866 contig866 B3 domai                ATGTGATcontig866 Solyc08g Solyc08g B3 domai                GO:00063 GO:00063    contig866 Solyc08g B3 domai                 GO:00063 SL2.40ch AT4G31690.1  transcrip       chr4:153  8.17103 6.27625 12.4862 8.33453 22.8304 13.6508
GT Sense Sense -0.327 Detected 0.327 Detected 0.000 2.499 Detected 2.059 Detected 2.279 0.029 GT Sens contig901 contig901 Hydrolase                  TGTACAGcontig901 Solyc08g Solyc08g Hydrolase alpha/beta fold fami                 contig901 Solyc08g Hydrolase alpha/bet                   SL2.40ch AT4G24140.1  hydrolas       chr4:125  22.2237 34.5894 67.492 86.292 174.584 116.995
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 1.562 Detected 1.367 Detected 1.464 0.020 GT Sens contig908 contig908 Zinc ion b      AATATCGcontig908 Solyc04g Solyc04g Zinc ion binding protein (AHRD   contig908 Solyc04g Zinc ion binding pro     SL2.40ch AT5G44005.1  unknown   chr5:177  343.39 262.588 381.332 362.784 987.263 784.218
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 0.997 Detected 1.345 Detected 1.171 0.095 GT Sens contig910 contig910 Unknown   ACTTTCAcontig910 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig910 Solyc08g Pectinace                GO:00040 SL2.40ch AT1G26976.1 62.3345 99.8844 80.2902 95.8031 175.447 202.985
GT Sense Sense -0.613 Comprom 0.613 Comprom 0.000 2.012 Detected 2.638 Detected 2.325 0.078 GT Sens contig911 contig911 EPIDERM         TAAGAAT contig911 Solyc02g Solyc02g EPIDERMAL PATTERNING FAC       contig911 Solyc02g EPIDERMAL PATTE        SL2.40ch AT5G47720.5  acetyl-Co         chr5:193  2.29733 5.31442 15.7665 2.21261 15.6944 22.0224
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 1.271 Detected 1.446 Detected 1.359 0.055 GT Sens contig914 contig914 Dirigent-li                  TTCTGTT contig914 Solyc02g Solyc02g Dirigent-like protein 1 (AHRD V               contig914 Solyc02g Dirigent-like protein                 SL2.40ch AT3G10810.1  zinc finge        chr3:338  1643.65 1039.03 3821.72 2156.03 3513.57 3604.73
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 1.368 Detected 1.157 Detected 1.263 0.032 GT Sens contig915 contig915 LINE-type                      GGAGTTCcontig915 Solyc11g Solyc11g LINE-type                      GO:00036 GO:00036   contig915 Solyc03g046510.1.1 AT5G48510.1 37.2289 27.5823 79.0377 49.3473 92.1203 72.3458
GT Sense Sense 0.313 Comprom -0.313 Comprom 0.000 2.978 Detected 3.116 Detected 3.047 0.011 GT Sens contig938 contig938 Unknown   GTAATGTcontig938 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig938 Solyc07g Unknown Protein (A  SL2.40ch AT5G38600.1  proline-ri             chr5:154  3.97617 2.54645 2.2089 4.09238 27.9302 27.9375
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 0.887 Detected 1.335 Detected 1.111 0.038 GT Sens contig951 contig951 Kelch rep                 GCAGGG contig951 Solyc03g Solyc03g Kelch repeat-containing F-box                contig951 Solyc03g Kelch repeat-contain                  SL2.40ch AT1G15670.1  kelch rep      chr1:539  160.922 160.648 160.154 189.873 331.152 410.554
GT Sense Sense -1.257 Comprom 1.257 Detected 0.000 1.523 Detected 1.612 Detected 1.567 0.339 GT Sens contig957 contig957 Unknown   TAAAAGCcontig957 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig957 Solyc06g Unknown Protein (A  SL2.40ch AT2G1743ATMLO7,   MLO7 (M         chr2:756  3.01043 17.0038 15.0288 35.0138 22.8927 22.1426
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 1.046 Detected 1.066 Detected 1.056 0.005 GT Sens contig975 contig975 B3 domai                GGAGGA contig975 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig975 Solyc02g026080.1.1 AT3G44440.1 365.947 400.492 322.011 339.134 880.079 811.26
GT Sense Sense 0.381 Detected -0.381 Detected 0.000 1.444 Detected 1.899 Detected 1.672 0.064 GT Sens contig978 contig978 Hydroxyc               GTGAGCCcontig978 Solyc07g Solyc07g Hydroxyc               GO:00167 GO:00167          contig978 Solyc07g Hydroxyc                GO:00167 SL2.40ch AT1G03055.2  unknown   chr1:710  250.201 145.832 414.158 272.505 578.988 721.084
GT Sense Sense -0.133 Comprom 0.133 Comprom 0.000 0.982 Detected 1.197 Detected 1.090 0.024 GT Sens contig982 contig982 Unknown   TTGACAGcontig982 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig982 Solyc11g Unknown Protein (A  SL2.40ch AT3G4678PTAC16  PTAC16 (         chr3:172  4.96815 5.90783 6.13788 5.04685 11.9205 12.579
GT Sense Sense 0.397 Detected -0.397 Detected 0.000 1.056 Detected 1.357 Detected 1.206 0.105 GT Sens contig987 contig987 Chromos           CTCACCAcontig987 Solyc05g Solyc05g Chromosome 21 open reading       contig987 Solyc05g Chromosome 21 op         SL2.40ch AT5G16420.1  pentatric      chr5:536  43.7792 24.9727 52.5528 48.4038 76.538 85.7311
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 0.903 Detected 1.110 Detected 1.007 0.012 GT Sens contig988 contig988 Unknown   TGCTGATcontig988 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig988 Solyc02g Unknown Protein (A  SL2.40ch AT5G37430.1  unknown   chr5:148  46.2796 48.3885 43.2723 50.1658 98.536 103.446
GT Sense Sense 0.370 Detected -0.370 Detected 0.000 2.258 Detected 1.343 Detected 1.801 0.092 GT Sens contig991 contig991 Unknown   GTTGAAAcontig991 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig991 Solyc01g Unknown Protein (A  SL2.40ch AT2G15020.1  unknown   chr2:649  40.2194 23.8221 81.0381 49.3976 164.95 79.4949
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 1.075 Detected 1.110 Detected 1.093 0.001 GT Sens contig999 contig999 Peptide m                  TTGGAGAcontig999 Solyc02g Solyc02g Peptide m                  GO:00081 GO:00081     contig999 Solyc02g Peptide m                   GO:00081 SL2.40ch AT4G35380.1  guanine      chr4:168  6428.86 6193.01 7027.78 7388.85 14808.3 13788.4
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 1.812 Detected 1.833 Detected 1.822 0.001 GT Sens HM004520HM004520ZmARF5 ACAATCATGGTCCATGTTGTGCGAAGTGTTGCCTGTGGTGGTTGTTGTGAAGAACTGAAT 709.512 746.932 878.453 897.309 2846.25 2626.33
GT Sense Sense -0.081 Comprom 0.081 Comprom 0.000 0.982 Detected 1.200 Detected 1.091 0.015 GT Sens contig101 contig101 Protein FA                    AGATAAAcontig101 Solyc02g Solyc02g Protein FAR1-RELATED SEQU                contig101 Solyc02g092170.1.1 AT5G1896FRS12  FRS12 (F        chr5:633  8.44597 9.34815 16.8131 14.1953 19.5473 20.6657
GT Sense Sense -0.164 Comprom 0.164 Comprom 0.000 1.327 Detected 1.514 Detected 1.420 0.017 GT Sens contig103 contig103 Auxin-ind                     GTGATTCcontig103 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig103 Solyc11g Auxin-induced SAUR                 SL2.40ch AT1G80610.1  unknown   chr1:303  3.46299 4.29899 26.0123 25.2663 10.777 11.155
GT Sense Sense 0.407 Detected -0.407 Detected 0.000 1.650 Detected 1.329 Detected 1.489 0.077 GT Sens contig104 contig104 Unknown      TACGATGcontig104 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig104 Solyc08g Unknown Protein (A  SL2.40ch AT5G14610.1  ATP bind             chr5:471  92.0866 51.7627 88.5143 80.5034 241.24 175.658
GT Sense Sense -0.336 Detected 0.336 Detected 0.000 1.802 Detected 1.758 Detected 1.780 0.034 GT Sens contig104 contig104 MYB tran                   ATGTCAT contig104 Solyc08g Solyc08g MYB tran                GO:0045449 contig104 Solyc04g SMP-30/Gluconolac                SL2.40ch AT5G44690.1  unknown   chr5:180  322.81 508.608 674.634 517.138 1573.27 1387.98
GT Sense Sense 0.358 Comprom -0.358 Comprom 0.000 2.572 Detected 2.797 Detected 2.684 0.019 GT Sens contig106 contig106 Sulfotrans                 TTACAGAcontig106 Solyc04g Solyc04g Sulfotrans              GO:00081 GO:00081  contig106 Solyc04g Sulfotrans               GO:00081 SL2.40ch AT1G59680.1 8.08574 4.86407 11.6536 12.2887 41.5299 44.1135
GT Sense Sense 0.346 Detected -0.346 Comprom 0.000 1.621 Detected 1.419 Detected 1.520 0.052 GT Sens contig107 contig107 Glutaredo                 AATGAGAcontig107 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig107 Solyc04g Glutaredo               GO:00087 SL2.40ch AT3G21460.1  electron      chr3:755  12.8199 7.84322 12.3109 28.9134 34.3617 27.1497
GT Sense Sense 0.287 Comprom -0.287 Comprom 0.000 1.550 Detected 2.088 Detected 1.819 0.044 GT Sens contig108 contig108 Unknown      GAATCAT contig108 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig108 Solyc09g014920.1.1 ATCG011 YCF1.2  hypothet    chrC:123  10.9912 7.29671 27.0014 37.6676 29.2041 38.5442
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 1.466 Detected 1.382 Detected 1.424 0.013 GT Sens contig109 contig109 Nodulin-li                     TTTTGTGcontig109 Solyc01g Solyc01g Nodulin-li                  GO:00160 GO:00160 contig109 Solyc01g Nodulin-li                   GO:00160 SL2.40ch AT1G44800.1  nodulin M     chr1:169  36.5691 45.1867 182.034 161.974 125.088 107.273
GT Sense Sense 0.477 Detected -0.477 Detected 0.000 1.523 Detected 1.584 Detected 1.554 0.083 GT Sens 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  56.6436 28.9038 56.2866 55.1933 129.511 122.823
GT Sense Sense -0.527 Detected 0.527 Detected 0.000 1.737 Detected 2.099 Detected 1.918 0.075 GT Sens contig113 contig113 Omega-6                     ATTATAT contig113 Solyc12g Solyc12g Omega-6                  GO:00423 GO:00423      contig113 Solyc12g Omega-6                   GO:00423 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  107.392 220.313 595.52 599.756 570.88 667.274
GT Sense Sense 0.694 Comprom -0.694 Comprom 0.000 1.879 Detected 2.058 Detected 1.968 0.107 GT Sens contig114 contig114 Glutaredo                 CCTTAAT contig114 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig114 Solyc04g Glutaredo               GO:00087 SL2.40ch AT3G21460.1  electron      chr3:755  5.25239 1.98289 4.54701 15.2432 13.2165 13.6044
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 1.100 Detected 0.915 Detected 1.008 0.024 GT Sens 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  135.491 160.35 132.024 96.1931 351.943 281.416
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 1.815 Detected 2.047 Detected 1.931 0.012 GT Sens contig120 contig120 Cytochro                    GTGATTTcontig120 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig120 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G19640.1  proton-de        chr5:663  45.9233 35.2138 63.7243 52.8878 157.597 168.259
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 2.135 Detected 1.513 Detected 1.824 0.028 GT Sens 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  53.4728 53.3009 578.514 817.952 261.125 154.296
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 3.025 Detected 2.672 Detected 2.848 0.027 GT Sens contig127 contig127 Major alle                     TCTTATT contig127 Solyc09g Solyc09g Major alle                  GO:00096 GO:00096    contig127 Solyc09g Major alle                   GO:00096 SL2.40ch AT5G4343ETFBETA  ETFBETA     chr5:174  15.6819 28.4957 85.6927 97.3252 191.641 136.354
GT Sense Sense -0.540 Detected 0.540 Detected 0.000 1.267 Detected 1.237 Detected 1.252 0.147 GT Sens contig128 contig128 Tir-nbs-lr                   TATTGGTcontig128 Solyc00g Solyc00g Tir-nbs-lr                GO:00312 GO:00312   contig128 Solyc00g294230.1.1 AT2G2715AAO3  AAO3 (Ab             chr2:116  23.4015 48.9335 40.9904 37.1916 90.6809 80.7281
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 2.366 Detected 2.520 Detected 2.443 0.001 GT Sens contig129 contig129 Unknown      GTGAAACcontig129 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig129 Solyc08g061470.1.1 AT3G45040.1  phospha      chr3:164  533.182 502.105 901.549 1030.2 2969.61 3005.6
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 1.784 Detected 0.826 Detected 1.305 0.119 GT Sens contig132 contig132 LRR recep                     TGAATGCcontig132 Solyc04g Solyc04g LRR recep                  GO:00046 GO:00046       contig132 Solyc04g014200.1.1 AT4G2087FAH2, AT   FAH2 (FA          chr4:111  30.5924 36.1983 36.8698 94.1268 127.655 59.729
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 1.313 Detected 1.310 Detected 1.311 0.006 GT Sens 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 912.292 785.206 1787.68 1330.56 2342.26 2124.31
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 1.102 Detected 1.087 Detected 1.094 0.003 GT Sens contig138 contig138 Ulp1 prote              ACAGAACcontig138 Solyc11g Solyc11g Ulp1 protease family C-termina         contig138 Solyc11g Ulp1 protease family         SL2.40ch AT4G02650.1  epsin N-t           chr4:115  23.2251 25.0182 46.7667 35.3489 57.6136 51.8454
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.382 Detected 1.153 Detected 1.267 0.009 GT Sens contig140 contig140 Methyl jas         GGCCCAAcontig140 Solyc03g Solyc03g Methyl jasmonate esterase (AH    contig140 Solyc03g Methyl jas      GO:00800 SL2.40ch AT4G32350.1  unknown   chr4:156  37.6568 35.4359 49.2493 41.0349 106.032 82.2345
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 1.524 Detected 0.980 Detected 1.252 0.048 GT Sens contig140 contig140 Unknown      AATGATGcontig140 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig140 Solyc09g Unknown Protein (A  SL2.40ch AT2G25270.1  unknown   chr2:107  13.4433 11.7962 25.4122 33.4888 40.3299 25.1474
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 2.457 Detected 1.492 Detected 1.974 0.063 GT Sens contig141 contig141 Hydrolase           GCAAAAGcontig141 Solyc01g Solyc01g Hydrolase alpha/beta fold fami      contig141 Solyc01g Hydrolase alpha/bet        SL2.40ch AT2G3563MOR1, GE   MOR1 (M       chr2:149  33.7447 25.5967 60.3675 20.1329 179.734 83.6709
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 0.922 Detected 1.504 Detected 1.213 0.081 GT Sens contig141 contig141 Sulfotrans                 GAGGTG contig141 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig141 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G45070.1  sulfotran     chr3:164  2989.66 2166.03 4500.7 3543.17 5368.22 7307.62
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 1.205 Detected 1.080 Detected 1.142 0.036 GT Sens contig144 contig144 Naringeni                    GGTATTTcontig144 Solyc04g Solyc04g Naringeni                 GO:00164 GO:00164  contig144 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT3G52140.1  tetratrico      chr3:193  112.223 82.38 186.644 176.477 246.855 205.732
GT Sense Sense -0.895 Comprom 0.895 Comprom 0.000 1.798 Detected 1.956 Detected 1.877 0.172 GT Sens contig146 contig146 Cytochro                    CAATAAGcontig146 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig146 Solyc04g Cytochro  GO:00198 SL2.40ch AT3G148 MSL5  MSL5 (M        chr3:497  2.98259 10.1935 24.823 19.0526 21.356 21.6534
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 1.640 Detected 1.845 Detected 1.743 0.028 GT Sens contig149 contig149 MuDR fam           GAAGTAAcontig149 Solyc08g Solyc08g MuDR family transposase cont      contig149 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT2G46360.1  unknown   chr2:190  11.5885 16.9046 36.1076 37.1017 48.5942 50.8999
GT Sense Sense 0.059 Comprom -0.059 Comprom 0.000 1.853 Detected 1.326 Detected 1.589 0.028 GT Sens contig154 contig154 Mutator-li                   GTTACAGcontig154 Solyc11g Solyc11g Mutator-li                GO:00082 GO:00082   contig154 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT5G0240PLL2  PLL2; ca      chr5:513  5.31688 4.84519 13.3827 11.687 20.4177 12.8795
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 0.966 Detected 1.317 Detected 1.141 0.049 GT Sens contig154 contig154 Reverse t         AACTCAAcontig154 Solyc05g Solyc05g Reverse transcriptase (Fragme     contig154 Solyc10g Pol polyp                 GO:00036 SL2.40ch AT5G50330.2  LOCATE                                                                     chr5:204  38.377 29.0328 60.9038 63.9903 72.6004 84.1831
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 1.106 Detected 1.305 Detected 1.205 0.010 GT Sens contig156 contig156 Mutator-li                    TAGGGCTcontig156 Solyc10g Solyc10g Mutator-like transposase (AHR               contig156 Solyc10g Mutator-like transpo                SL2.40ch AT1G78950.1  beta-amy     chr1:296  45.3174 40.9356 100.062 116.907 103.257 107.71
GT Sense Sense 0.197 Detected -0.197 Detected 0.000 1.163 Detected 1.560 Detected 1.361 0.040 GT Sens contig159 contig159 Unknown      TCTTAAGcontig159 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig159 Solyc03g Threonine endopep     SL2.40ch AT5G10160.1  beta-hyd     chr5:318  89.1374 67.0648 99.9761 99.0509 192.797 230.78
GT Sense Sense 0.451 Comprom -0.451 Comprom 0.000 2.193 Detected 2.290 Detected 2.242 0.039 GT Sens contig160 contig160 Glutaredo                 CTTAATGcontig160 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig160 Solyc04g Glutaredo               GO:00087 SL2.40ch AT1G03020.1  glutaredo     chr1:698  9.77127 5.17195 17.0592 28.274 36.206 35.2093
GT Sense Sense -0.424 Detected 0.424 Detected 0.000 1.189 Detected 1.267 Detected 1.228 0.102 GT Sens contig160 contig160 Unknown      AAAGCAAcontig160 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig160 Solyc11g Unknown Protein (A  SL2.40ch AT5G02350.1 19.1298 34.0259 24.9712 30.9597 64.8009 62.1615
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 1.482 Detected 1.599 Detected 1.541 0.002 GT Sens contig164 contig164 Transcrip            TCAGATCcontig164 Solyc06g Solyc06g Transcription factor homolog      contig164 Solyc07g Nascent p                   GO:00510 SL2.40ch AT5G25500.1  unknown   chr5:888  250.093 252.054 266.57 294.967 781.203 769.967
GT Sense Sense 0.116 Comprom -0.116 Comprom 0.000 0.923 Detected 1.164 Detected 1.043 0.025 GT Sens contig165 contig165 Unknown      GAGACCAcontig165 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig165 Solyc05g026100.1.1 AT4G17210.1  myosin h    chr4:965  10.4952 8.83083 11.9358 39.6355 20.3225 21.8333
GT Sense Sense 0.196 Comprom -0.196 Comprom 0.000 1.132 Detected 1.088 Detected 1.110 0.030 GT Sens contig171 contig171 B3 domai                   AACTTGT contig171 Solyc00g Solyc00g B3 domai                GO:00063 GO:00063    contig171 Solyc00g B3 domai                 GO:00063 SL2.40ch AT1G20350.1 7.81701 5.88905 10.2137 19.2255 16.5599 14.5998
GT Sense Sense 0.199 Comprom -0.199 Comprom 0.000 2.477 Detected 3.047 Detected 2.762 0.015 GT Sens contig173 contig173 Glutaredo                 TTTACGAcontig173 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig173 Solyc04g Glutaredo               GO:00087 SL2.40ch AT2G0175ATMAP70   ATMAP70        chr2:328  3.1534 2.36692 9.00349 11.6045 16.9392 22.8571
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 1.118 Detected 1.384 Detected 1.251 0.012 GT Sens 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  133.614 123.695 151.287 160.884 310.825 339.784
GT Sense Sense -0.117 Comprom 0.117 Comprom 0.000 3.654 Detected 3.172 Detected 3.413 0.006 GT Sens contig176 contig176 Unknown      TTTGATT contig176 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig176 Solyc08g015910.1.1 AT3G47150.1  F-box fam    chr3:173  3.58819 4.17411 114.254 131.911 54.2515 35.3233
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 1.094 Detected 0.956 Detected 1.025 0.063 GT Sens contig181 contig181 Aldehyde                 TGTGGCCcontig181 Solyc11g Solyc11g Aldehyde              GO:00506 GO:00506    contig181 Solyc11g Aldehyde               GO:00090 SL2.40ch AT1G0458AAO4, AT    AAO4 (AR          chr1:125  133.111 91.4597 133.491 163.659 262.299 216.759
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 1.606 Detected 1.809 Detected 1.707 0.034 GT Sens 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  22.7677 34.3638 63.388 78.8484 94.8285 99.2074
GT Sense Sense 0.210 Detected -0.210 Detected 0.000 2.884 Detected 2.681 Detected 2.783 0.007 GT Sens contig187 contig187 Unknown      TAAAAAA contig187 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig187 Solyc03g Unknown Protein (A  SL2.40ch ATMG005 MATR  hypothet    chrM:144  80.336 59.3786 171.539 102.489 567.769 448.498
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 2.243 Detected 1.564 Detected 1.904 0.060 GT Sens contig189 contig189 Unknown                TGAATCGcontig189 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3           contig189 Solyc01g Unknown Protein (A            SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  18.2639 11.0676 29.3746 32.2855 74.9795 42.5495
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 1.329 Detected 1.563 Detected 1.446 0.030 GT Sens contig19 contig19 Unknown             ATAGGATcontig19 Solyc07g Solyc07g Unknown          GO:0045449 contig19 Solyc10g045250.1.1 AT3G02900.1  unknown   chr3:645  42.3159 30.418 32.0326 35.4125 100.377 107.327
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 0.897 Detected 1.124 Detected 1.011 0.012 GT Sens contig192 contig192 Unknown      GGTGGT contig192 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig192 Solyc10g Unknown Protein (A  SL2.40ch AT4G0308BSL1  kelch rep       chr4:135  805.583 781.503 797.557 733.366 1646.01 1750.65
GT Sense Sense 0.425 Detected -0.425 Detected 0.000 2.732 Detected 2.217 Detected 2.475 0.038 GT Sens 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  214.999 117.988 510.165 125.775 1178.85 749.721
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 0.941 Detected 1.379 Detected 1.160 0.062 GT Sens contig195 contig195 Unknown                      TAAATTG contig195 Solyc12g Solyc12g Unknown                   GO:00551 GO:00551  contig195 Solyc12g Unknown                    GO:00160 SL2.40ch AT2G21420.1  zinc finge    chr2:916  360.082 265.769 507.982 522.567 661.609 814.583
GT Sense Sense 0.512 Detected -0.512 Detected 0.000 0.869 Detected 1.399 Detected 1.134 0.188 GT Sens contig198 contig198 Lipase (F                 TGTGAACcontig198 Solyc12g Solyc12g Lipase (F              GO:00066 GO:00066   contig198 Solyc12g Lipase (F               GO:00066 SL2.40ch AT2G31100.1  triacylgly    chr2:132  1857.43 903.223 1177.89 838.794 2634.91 3457.22
GT Sense Sense 0.388 Detected -0.388 Comprom 0.000 1.582 Detected 1.402 Detected 1.492 0.064 GT Sens contig198 contig198 Unknown      ATCAAGT contig198 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig198 Solyc03g Unknown Protein (A  SL2.40ch AT3G05470.1  formin ho          chr3:157  13.5334 7.81211 23.3827 25.0029 34.2806 27.5143
GT Sense Sense -0.577 Comprom 0.577 Comprom 0.000 3.660 Detected 2.130 Detected 2.895 0.094 GT Sens 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  2.54319 5.59481 9.49302 14.7009 53.1086 16.7198
GT Sense Sense -0.924 Comprom 0.924 Detected 0.000 1.484 Detected 1.389 Detected 1.437 0.261 GT Sens 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  6.49974 23.1347 6.36725 2.97048 38.1981 32.5201
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 1.111 Detected 1.132 Detected 1.122 0.033 GT Sens contig203 contig203 Unknown      ATCGGATcontig203 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig203 Solyc06g Unknown Protein (A  SL2.40ch AT5G46520.1 14.2946 10.5811 10.2284 21.3717 29.584 27.2944
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.599 Detected 1.156 Detected 1.378 0.030 GT Sens contig205 contig205 Ovate pro                     CATTATC contig205 Solyc02g Solyc02g Ovate protein (AHRD V1 **-- Q8              contig205 Solyc02g Ovate protein (AHRD                SL2.40ch AT5G16290.2  acetolact       chr5:533  1223.7 1050.93 1915.19 1975.17 3825.88 2558.61
GT Sense Sense 0.772 Detected -0.772 Detected 0.000 1.738 Detected 1.801 Detected 1.769 0.149 GT Sens contig206 contig206 Glutaredo                 GTTGATTcontig206 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454   contig206 Solyc04g Glutaredo               GO:00454 SL2.40ch AT2G32415.1  3'-5' exon      chr2:137  69.1426 23.4371 57.7139 49.9202 149.502 142.037



GT Sense Sense 0.081 Detected -0.081 Detected 0.000 2.894 Detected 1.743 Detected 2.319 0.058 GT Sens contig209 contig209 1-aminocy          GACTACTcontig209 Solyc09g Solyc09g 1-aminocyclopropane-1-carbo       contig209 Solyc09g 1-aminocyclopropan       SL2.40ch AT3G49030.1  F-box fam    chr3:181  34.0391 30.0735 183.571 123.801 264.935 108.41
GT Sense Sense 1.048 Comprom -1.048 Comprom 0.000 2.828 Detected 2.722 Detected 2.775 0.118 GT Sens contig209 contig209 Glutaredo                 ATTGATGcontig209 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig209 Solyc04g Glutaredo               GO:00087 SL2.40ch AT2G0175ATMAP70   ATMAP70        chr2:328  8.30577 1.91978 12.2235 10.0674 31.5813 26.6707
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 1.501 Detected 1.274 Detected 1.388 0.014 GT Sens 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  539.238 631.194 1091.4 1329.04 1838.52 1428.9
GT Sense Sense -0.019 Comprom 0.019 Comprom 0.000 1.082 Detected 1.210 Detected 1.146 0.003 GT Sens contig211 contig211 Ulp1 prote              GAAAAAAcontig211 Solyc06g Solyc06g Ulp1 protease family C-termina         contig211 Solyc06g065080.1.1 AT2G40070.2  FUNCTIO                                                                     chr2:167  5.6578 5.74154 5.99729 14.1296 13.4331 13.349
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 1.231 Detected 0.956 Detected 1.093 0.028 GT Sens 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  28.293 23.4408 90.5009 64.0026 67.3251 50.5652
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 1.482 Detected 1.639 Detected 1.561 0.003 GT Sens 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  40.2935 42.4642 85.6762 50.8549 128.685 130.435
GT Sense Sense -0.142 Comprom 0.142 Comprom 0.000 1.146 Detected 1.945 Detected 1.545 0.068 GT Sens contig213 contig213 Set protei                  ACAACAAcontig213 Solyc12g Solyc12g Set protei               GO:00056 GO:00056 contig213 Solyc12g Set protei                GO:00056 SL2.40ch AT5G37720.2  RNA and      chr5:149  4.60393 5.5435 2.40112 2.27162 12.4511 19.691
GT Sense Sense 0.449 Comprom -0.449 Comprom 0.000 1.847 Detected 2.097 Detected 1.972 0.052 GT Sens contig214 contig214 Glutaredo                 CCTTAAT contig214 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig214 Solyc04g Glutaredo               GO:00087 SL2.40ch AT4G2295AGL19, G   AGL19 (A      chr4:120  8.30901 4.40785 12.4551 23.2877 24.2473 26.2117
GT Sense Sense -0.129 Comprom 0.129 Comprom 0.000 1.273 Detected 1.615 Detected 1.444 0.021 GT Sens contig216 contig216 Unknown      TTCACTCcontig216 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig216 Solyc05g Unknown Protein (A  SL2.40ch AT2G3290ATZW10  ATZW10  chr2:139  3.9391 4.65846 6.2711 10.3099 11.5268 13.2893
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 1.035 Detected 1.457 Detected 1.246 0.043 GT Sens contig219 contig219 UDP-gluc               GGATTCAcontig219 Solyc04g Solyc04g UDP-gluc            GO:00081 GO:00081   contig219 Solyc04g UDP-gluc             GO:00081 SL2.40ch AT5G2280EMB1030  EMB1030                       chr5:761  465.626 368.126 905.849 957.998 944.69 1150.73
GT Sense Sense 0.137 Comprom -0.137 Comprom 0.000 2.327 Detected 2.203 Detected 2.265 0.004 GT Sens 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  7.73783 6.32869 11.481 11.8467 39.1141 32.6119
GT Sense Sense 0.133 Comprom -0.133 Comprom 0.000 1.329 Detected 1.050 Detected 1.189 0.025 GT Sens contig221 contig221 Unknown      GAAAATCcontig221 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig221 Solyc07g041670.1.1 AT1G69550.1 9.52522 7.83209 17.5374 18.574 24.1726 18.1002
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 0.817 Detected 1.292 Detected 1.054 0.081 GT Sens contig221 contig221 Response                     CTGCTTGcontig221 Solyc10g Solyc10g Response                  GO:00063 GO:00063    contig221 Solyc10g Response                   GO:00063 SL2.40ch AT3G5704ARR9, AT   ARR9 (RE          chr3:211  179.979 132.189 250.398 300.271 302.584 382.266
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 1.515 Detected 1.490 Detected 1.502 0.025 GT Sens contig223 contig223 Transcrip                   AGGAGAAcontig223 Solyc03g Solyc03g Transcrip                GO:0045449 contig223 Solyc11g Cellular n                   GO:00082 SL2.40ch AT4G37250.1  leucine-r           chr4:175  93.879 66.4059 115.846 97.2266 251.326 224.467
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 1.229 Detected 1.705 Detected 1.467 0.075 GT Sens contig224 contig224 Unknown      AGAAGAAcontig224 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig224 Solyc12g Unknown Protein (A  SL2.40ch AT5G5092CLPC, AT      CLPC1; A        chr5:207  575.565 347.935 1287.69 1450.46 1167.9 1477.27
GT Sense Sense -0.174 Comprom 0.174 Comprom 0.000 1.624 Detected 2.110 Detected 1.867 0.025 GT Sens contig225 contig225 Serine/thr                        AATATTT contig225 Solyc09g Solyc09g Serine/threonine-protein phos                    contig225 Solyc09g Serine/threonine-pro                     SL2.40ch AT2G2738ATEPR1  ATEPR1;       chr2:117  2.70599 3.40422 10.8237 7.08074 10.4214 13.2681
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 0.944 Detected 1.223 Detected 1.083 0.045 GT Sens contig225 contig225 Sulfotrans                 TGGAGG contig225 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig225 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT5G49260.1  unknown   chr5:199  39.2289 29.6586 15.9657 29.0126 73.1087 80.5866
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 1.464 Detected 1.279 Detected 1.371 0.045 GT Sens contig227 contig227 Transcrip                   GTTGCTCcontig227 Solyc06g Solyc06g Transcrip                GO:00056 GO:00056 contig227 Solyc06g Transcrip                 GO:00056 SL2.40ch AT4G1188AGL14  AGL14 (a         chr4:714  70.9851 104.28 137.019 128.729 264.308 211.401
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 1.677 Detected 1.158 Detected 1.418 0.046 GT Sens contig228 contig228 Defensin-                 CCAAGCCcontig228 Solyc07g Solyc07g Defensin-              GO:00069 GO:00069  contig228 Solyc07g Defensin-               GO:00069 SL2.40ch AT5G6169ATATH15    ATATH15            chr5:247  176.926 136.598 94.6953 237.616 553.734 351.332
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 1.910 Detected 1.418 Detected 1.664 0.031 GT Sens contig228 contig228 Unknown      GAGATCGcontig228 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig228 Solyc07g Unknown Protein (A  SL2.40ch AT3G19520.2 36.107 45.2823 49.4117 37.3116 169.297 109.371
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 2.343 Detected 1.498 Detected 1.921 0.054 GT Sens contig230 contig230 1-aminocy                    TCAGTTGcontig230 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164  contig230 Solyc09g 1-aminocy                  GO:00164 SL2.40ch AT3G61400.1  2-oxoglu     chr3:227  71.7731 54.2361 389.706 332.22 352.545 178.464
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 1.304 Detected 1.331 Detected 1.317 0.018 GT Sens contig231 contig231 DNA-3-me                  ATATGTT contig231 Solyc10g Solyc10g DNA-3-me               GO:00062 GO:00062  contig231 Solyc10g DNA-3-me                GO:00062 SL2.40ch AT1G43650.1  integral m        chr1:164  1025.47 792.507 836.376 1355.59 2478.83 2296.16
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 1.411 Detected 1.773 Detected 1.592 0.022 GT Sens contig231 contig231 Unknown      CCAAAGCcontig231 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig231 Solyc07g Hypersen                 GO:00338 SL2.40ch AT5G2025DIN10  DIN10 (DA         chr5:683  568.556 452.24 459.115 366.867 1501.78 1754.9
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 1.416 Detected 0.808 Detected 1.112 0.098 GT Sens contig232 contig232 Cytochro                    CTTTGTAcontig232 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198   contig232 Solyc07g Cytochro  GO:00198 SL2.40ch AT4G395 CYP96A1   CYP96A1               chr4:183  56.1051 75.417 81.8068 103.939 193.372 115.314
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.248 Detected 1.348 Detected 1.298 0.004 GT Sens contig233 contig233 Endonucl        CTTAGAT contig233 Solyc07g Solyc07g Endonuclease/exonuclease/ph     contig233 Solyc07g Endonuclease/exon     SL2.40ch AT5G6184GUT1  GUT1; ca     chr5:248  1760.4 1587.41 2462.64 2595.91 4423.4 4307.36
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 1.322 Detected 1.047 Detected 1.184 0.092 GT Sens contig234 contig234 N-hydroxy                TTTGGGGcontig234 Solyc01g Solyc01g N-hydroxy             GO:00167 GO:00167         contig234 Solyc01g N-hydroxy              GO:00167 SL2.40ch AT3G141 FLU  FLU (FLU       chr3:467  415.159 248.602 424.861 387.867 894.422 671.871
GT Sense Sense -0.288 Comprom 0.288 Comprom 0.000 2.253 Detected 2.403 Detected 2.328 0.016 GT Sens 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  5.40123 7.96163 8.19156 14.9144 34.8129 35.1128
GT Sense Sense 0.297 Detected -0.297 Detected 0.000 1.718 Detected 2.017 Detected 1.867 0.030 GT Sens contig236 contig236 Unknown      AGAAGAAcontig236 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig236 Solyc03g Iron-sulfu                        GO:00081 SL2.40ch AT1G01240.3 180.357 118.099 158.791 154.427 534.557 597.852
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 1.103 Detected 1.054 Detected 1.079 0.019 GT Sens contig238 contig238 Unknown      GCTGATAcontig238 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig238 Solyc07g032130.1.1 AT1G33560.1 20.7029 16.6453 9.04656 14.7186 44.4219 39.0318
GT Sense Sense 0.287 Detected -0.287 Detected 0.000 1.380 Detected 1.059 Detected 1.219 0.066 GT Sens contig239 contig239 Chromod                 GAAGTGAcontig239 Solyc07g Solyc07g Chromod              GO:00082 GO:00082      contig239 Solyc09g UDP-gluc                GO:00800 SL2.40ch AT3G52700.1  unknown   chr3:195  195.244 129.702 86.9961 67.6952 461.399 335.578
GT Sense Sense 0.617 Comprom -0.617 Comprom 0.000 1.132 Detected 1.436 Detected 1.284 0.181 GT Sens contig239 contig239 Pol polyp        TATCACT contig239 Solyc09g Solyc09g Pol polyprotein (AHRD V1 ***- Qcontig239 Solyc09g Pol polyprotein (AHR    SL2.40ch AT5G48470.1  unknown   chr5:196  8.89405 3.73832 10.9636 17.7812 14.0755 15.7953
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.067 Detected 1.071 Detected 1.069 0.030 GT Sens contig240 contig240 Proteinas                    TATTCAA contig240 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig240 Solyc03g Proteinas                  GO:00048 SL2.40ch AT5G65920.1  U-box do    chr5:263  6031.52 4581.29 7048.32 5924.83 12262.8 11178.9
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 2.308 Detected 2.079 Detected 2.194 0.003 GT Sens contig246 contig246 Unknown      GACTTGTcontig246 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig246 Solyc05g024230.1.1 AT4G3443CHB3, AT   CHB3; DN          chr4:164  331.601 303.019 256.539 275.934 1748.52 1355.97
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 1.447 Detected 0.933 Detected 1.190 0.122 GT Sens contig248 contig248 Gibberelli                   TCAATGT contig248 Solyc11g Solyc11g Gibberelli                GO:00055 GO:00055  contig248 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT3G0288GASA5  GASA5 (G      chr3:638  751.297 438.782 972.017 707.283 1743.43 1109.74
GT Sense Sense 0.334 Detected -0.334 Comprom 0.000 1.405 Detected 1.850 Detected 1.628 0.056 GT Sens contig250 contig250 Unknown      GCTCTTGcontig250 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig250 Solyc04g Unknown Protein (A  SL2.40ch AT3G03970.2  binding  chr3:102  14.0567 8.74892 12.3143 22.3869 32.703 40.4805
GT Sense Sense 0.440 Detected -0.440 Detected 0.000 1.134 Detected 1.898 Detected 1.516 0.121 GT Sens contig251 contig251 Defensin                TGGCTACcontig251 Solyc07g Solyc07g Defensin             GO:00304 GO:00304    contig251 Solyc07g Defensin              GO:00304 SL2.40ch AT2G0212PDF2.1, L   PDF2.1; p    chr2:538  1052.48 565.534 1159.2 2486.31 1885.32 2911.09
GT Sense Sense -0.043 Comprom 0.043 Comprom 0.000 1.199 Detected 1.524 Detected 1.362 0.015 GT Sens 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  10.367 10.8822 20.6089 29.9337 27.1649 30.9367
GT Sense Sense -0.402 Comprom 0.402 Comprom 0.000 2.462 Detected 2.301 Detected 2.381 0.028 GT Sens contig252 contig252 Cytochro                    TGCCATCcontig252 Solyc07g Solyc07g Cytochro                 GO:00200 GO:00200  contig252 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G146 CYP72A7  CYP72A7               chr3:491  2.46916 4.26256 5.68072 2.31962 19.9066 16.1827
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 0.861 Detected 1.221 Detected 1.041 0.030 GT Sens 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  145.263 150.412 157.282 168.206 299.036 348.971
GT Sense Sense -0.320 Comprom 0.320 Detected 0.000 1.117 Detected 1.299 Detected 1.208 0.068 GT Sens contig253 contig253 Amino ac                    TGGTATTcontig253 Solyc05g Solyc05g Amino acid transporter (AHRD              contig253 Solyc05g Amino ac                 GO:00151 SL2.40ch AT5G14470.1 9.89088 15.2377 15.0393 8.51358 29.6631 30.5788
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 2.086 Detected 2.105 Detected 2.095 0.014 GT Sens contig253 contig253 Monooxy                  CACAGGGcontig253 Solyc06g Solyc06g Monooxy               GO:00044 GO:00044   contig253 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G39610.1  unknown   chr4:183  42.9359 30.168 46.222 37.8223 170.199 156.723
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 1.371 Detected 1.234 Detected 1.303 0.004 GT Sens 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  92.699 86.6252 104.204 106.067 258.216 213.378
GT Sense Sense -0.131 Comprom 0.131 Comprom 0.000 1.418 Detected 1.445 Detected 1.432 0.008 GT Sens 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  5.71737 6.7738 11.2876 14.2191 18.5207 17.1545
GT Sense Sense 0.757 Detected -0.757 Comprom 0.000 1.014 Detected 1.400 Detected 1.207 0.262 GT Sens contig264 contig264 Serine/thr                        ATGACTGcontig264 Solyc08g Solyc08g Serine/threonine-protein phos                    contig264 Solyc10g Serine/threonine-pro                     SL2.40ch AT2G3293ZFN2  ZFN2 (ZIN             chr2:139  11.7728 4.07696 16.9381 15.7729 15.5871 18.5063
GT Sense Sense 0.686 Comprom -0.686 Comprom 0.000 2.511 Detected 2.178 Detected 2.344 0.080 GT Sens contig271 contig271 Unknown      GTTAACT contig271 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig271 Solyc08g F-box fam               GO:00048 SL2.40ch AT1G72660.3  developm       chr1:273  6.96027 2.65923 83.1674 112.075 27.3125 19.7041
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 1.168 Detected 1.250 Detected 1.209 0.059 GT Sens contig272 contig272 Mutator-li                    ATTATGGcontig272 Solyc06g Solyc06g Mutator-like transposase (AHR               contig272 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT5G0240PLL2  PLL2; ca      chr5:513  22.845 14.833 40.8974 39.9979 46.0619 44.3261
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 2.143 Detected 2.232 Detected 2.188 0.001 GT Sens 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  42.5403 40.8778 62.848 57.7463 205.143 198.394
GT Sense Sense -0.383 Detected 0.383 Detected 0.000 1.215 Detected 1.253 Detected 1.234 0.085 GT Sens contig278 contig278 Unknown      GGAAGG contig278 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig278 Solyc10g Unknown Protein (A  SL2.40ch AT2G2560SPIK, AKT   SPIK (Sh                 chr2:108  13.854 23.295 35.1529 32.724 46.4554 43.3494
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.460 Detected 1.770 Detected 1.615 0.020 GT Sens contig278 contig278 Cellulose                 CTTTTGGcontig278 Solyc05g Solyc05g Cellulose              GO:00167 GO:00167   contig278 Solyc10g Cytochro  GO:00198 SL2.40ch AT2G43310.1 161.8 203.425 219.014 155.772 555.848 626.5
GT Sense Sense -0.310 Detected 0.310 Detected 0.000 1.040 Detected 1.227 Detected 1.133 0.073 GT Sens 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  24.0506 36.555 39.9861 49.7551 67.9076 70.2479
GT Sense Sense -0.415 Detected 0.415 Detected 0.000 1.102 Detected 0.931 Detected 1.016 0.138 GT Sens contig280 contig280 Cytochro                    TAGTCCAcontig280 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig280 Solyc09g Cytochro  GO:00198 SL2.40ch AT3G2629CYP71B2   CYP71B2               chr3:963  33.8277 59.4291 70.0989 79.9007 107.198 86.5345
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 2.069 Detected 2.344 Detected 2.207 0.007 GT Sens 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  1684.57 1404.29 2575.45 2551.91 7187.82 7907.81
GT Sense Sense -0.346 Comprom 0.346 Comprom 0.000 2.257 Detected 1.949 Detected 2.103 0.031 GT Sens contig282 contig282 Ulp1 prote              AAGTCGTcontig282 Solyc12g Solyc12g Ulp1 protease family C-termina         contig282 Solyc12g Ulp1 protease family         SL2.40ch AT3G119 UBP13  UBP13 (U         chr3:376  2.21996 3.54645 2.66034 9.16855 14.9349 10.9676
GT Sense Sense -0.101 Comprom 0.101 Comprom 0.000 1.270 Detected 1.232 Detected 1.251 0.007 GT Sens 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  4.97481 5.65501 5.88856 7.10309 14.2501 12.6165
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 2.127 Detected 2.042 Detected 2.084 0.000 GT Sens contig284 contig284 Unknown      GCTGAGTcontig284 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig284 Solyc12g Unknown Protein (A  SL2.40ch AT5G5714ATPAP28    PAP28 (P           chr5:231  283.719 281.689 315.864 455.493 1375.08 1178.59
GT Sense Sense -0.665 Comprom 0.665 Detected 0.000 1.683 Detected 1.292 Detected 1.488 0.165 GT Sens contig285 contig285 Mutator-li                  TAATAGAcontig285 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig285 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G4993emb1441  emb1441            chr5:203  6.29471 15.6457 18.5978 25.6487 35.4872 24.6058
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 1.397 Detected 1.630 Detected 1.514 0.024 GT Sens contig285 contig285 Hcr2-p4.1                 CAGAGTTcontig285 Solyc01g Solyc01g Hcr2-p4.1 (AHRD V1 ***- Q4G2V           contig285 Solyc01g Hcr2-p4.1 (AHRD V1            SL2.40ch AT4G22230.1 281.543 208.977 520.814 691.795 711.432 760.117
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 1.196 Detected 0.835 Detected 1.015 0.064 GT Sens contig287 contig287 MuDR fam           GAGTTTTcontig287 Solyc06g Solyc06g MuDR family transposase cont      contig287 Solyc12g Unknown              GO:00160 SL2.40ch AT5G46470.1  disease r       chr5:188  3155.26 2365.43 3712.85 2807.22 6969.79 4934.42
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 1.572 Detected 1.112 Detected 1.342 0.032 GT Sens contig288 contig288 Unknown      AAAGACCcontig288 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig288 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  1101.47 1224.87 2745.87 3019.99 3846.57 2542.67
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 0.980 Detected 1.420 Detected 1.200 0.038 GT Sens contig291 contig291 Mutator-li                    GTCTTGGcontig291 Solyc12g Solyc12g Mutator-like transposase (AHR               contig291 Solyc12g Mutator-like transpo                SL2.40ch AT4G1388AtRLP48  AtRLP48        chr4:802  33.4535 37.9131 54.1923 59.0378 78.2155 96.4671
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 1.351 Detected 1.232 Detected 1.292 0.002 GT Sens 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  60.5038 61.7331 57.347 69.3058 173.609 145.372
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.151 Detected 1.150 Detected 1.151 0.000 GT Sens contig296 contig296 Ulp1 prote              GAAAGGTcontig296 Solyc05g Solyc05g Ulp1 protease family C-termina         contig296 Solyc05g Ulp1 protease family         SL2.40ch AT1G63430.1  leucine-r        chr1:235  133.205 133.533 255.553 207.519 329.86 299.684
GT Sense Sense 0.181 Detected -0.181 Comprom 0.000 1.079 Detected 1.015 Detected 1.047 0.029 GT Sens contig299 contig299 Mutator-li                    TCAACAGcontig299 Solyc09g Solyc09g Mutator-like transposase-like (               contig299 Solyc09g Mutator-like transpo                SL2.40ch AT2G3324XID, ATXI   XID; moto     chr2:140  12.705 9.77842 25.5497 12.017 26.2167 22.805
GT Sense Sense 0.117 Comprom -0.117 Comprom 0.000 0.976 Detected 2.066 Detected 1.521 0.112 GT Sens contig300 contig300 Pol polyp                   TTTTAGAcontig300 Solyc12g Solyc12g Pol polyp                GO:00062 GO:00062   contig300 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G40450.2  unknown   chr5:161  6.35431 5.34302 6.89762 12.3845 12.7609 24.6962
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 1.994 Detected 1.986 Detected 1.990 0.022 GT Sens contig300 contig300 Cytochro                    CGTTGATcontig300 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig300 Solyc12g Cytochro  GO:00198 SL2.40ch AT2G2516CYP82F1  CYP82F1               chr2:107  70.5752 105.397 200.596 107.492 382.602 345.934
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 1.049 Detected 1.160 Detected 1.104 0.010 GT Sens contig301 contig301 Unknown      AGTGAAAcontig301 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig301 Solyc01g Unknown Protein (A  SL2.40ch AT5G28740.1  transcrip      chr5:107  153.517 173.615 249.829 264.535 376.089 369.336
GT Sense Sense -0.001 Comprom 0.001 Comprom 0.000 1.136 Detected 1.324 Detected 1.230 0.006 GT Sens contig303 contig303 MuDR fam           TGAAATAcontig303 Solyc02g Solyc02g MuDR family transposase cont      contig303 Solyc08g MuDR family transpo       SL2.40ch AT5G62170.1  unknown   chr5:249  9.68944 9.5883 16.9125 32.7594 23.59 24.4256
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 1.345 Detected 0.824 Detected 1.084 0.057 GT Sens contig303 contig303 Ovate pro        TTTTCCT contig303 Solyc02g Solyc02g Ovate protein (AHRD V1 ***- Q8 contig303 Solyc02g Ovate protein (AHRD   SL2.40ch AT5G07820.1  FUNCTIO                                                                           chr5:249  496.231 444.164 649.244 633.181 1327.8 841.197
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 0.835 Detected 1.370 Detected 1.102 0.117 GT Sens contig306 contig306 Cytochro                      GGAAAATcontig306 Solyc04g Solyc04g Cytochro                   GO:00160 GO:00160 contig306 Solyc07g Unknown Protein (A  SL2.40ch AT5G5376MLO11, A   MLO11 (M         chr5:218  160.392 102.445 283.291 285.77 254.658 335.417
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 1.306 Detected 1.776 Detected 1.541 0.070 GT Sens contig306 contig306 Unknown      AAGAATGcontig306 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig306 Solyc07g Unknown Protein (A  SL2.40ch AT1G2683CUL3A, A     ATCUL3           chr1:929  606.62 364.523 1403.5 1320.79 1295.14 1630.73
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 1.563 Detected 1.657 Detected 1.610 0.005 GT Sens contig316 contig316 DNA-direc                     AGCTCCTcontig316 Solyc10g Solyc10g DNA-direc                  GO:0006350 contig316 Solyc10g DNA-direc                   GO:00063 SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  40.1441 45.769 50.223 59.5724 141.088 136.834
GT Sense Sense -0.300 Comprom 0.300 Detected 0.000 1.289 Detected 1.332 Detected 1.311 0.049 GT Sens contig324 contig324 MuDR fam           CCATTTCcontig324 Solyc01g Solyc01g MuDR family transposase cont      contig324 Solyc12g Mutator-li                GO:00082 SL2.40ch AT4G1555IAGLU  IAGLU (IN         chr4:887  9.92739 14.8837 18.9942 29.9607 33.0864 30.9884
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 0.944 Detected 1.219 Detected 1.082 0.016 GT Sens contig346 contig346 Proline-ric                       TAGCCCAcontig346 Solyc08g Solyc08g Proline-ric                    GO:00082 GO:00082   contig346 Solyc08g Proline-ric                     GO:00082 SL2.40ch AT4G12530.1  protease         chr4:742  134.341 129.231 134.045 289.279 282.258 310.622
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 1.517 Detected 1.652 Detected 1.585 0.018 GT Sens 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  20.7355 15.4686 54.4879 27.8688 57.0873 56.9883
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 0.936 Detected 1.189 Detected 1.062 0.014 GT Sens contig381 contig381 Unannota    TTTTGCCTGGAGTGGAACAAAGCTTGAGATGACACACCAAATCCAATCT contig381 Solyc11g Cell divisi                  GO:00064 SL2.40ch AT3G4875CDKA;1, C       CDC2 (CE               chr3:180  362.005 366.991 490.191 593.504 776.418 841.142
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 1.711 Detected 1.628 Detected 1.670 0.002 GT Sens contig386 contig386 Unknown      ATCGTTAcontig386 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig386 Solyc06g009810.2.1 AT1G5084POLGAM   POLGAM            chr1:188  65.6683 69.7019 92.1901 113.743 246.627 211.775
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 1.428 Detected 1.673 Detected 1.551 0.029 GT Sens contig387 contig387 Terminal                     AATTGTT contig387 Solyc01g Solyc01g Terminal ear1-like 2 protein (A               contig387 Solyc12g Unknown Protein (A            SL2.40ch AT1G53200.2 1218.48 861.99 1396.86 1398.55 3072.18 3307.7
GT Sense Sense 0.195 Comprom -0.195 Comprom 0.000 1.291 Detected 2.194 Detected 1.743 0.071 GT Sens contig389 contig389 Receptor                  TTTCGTAcontig389 Solyc06g Solyc06g Receptor               GO:00046 GO:00046         contig389 Solyc06g Receptor   GO:00428 SL2.40ch AT5G0718ERL2  ERL2 (ER     chr5:222  6.36549 4.80167 13.1975 4.33864 15.0684 25.6127
GT Sense Sense 0.506 Comprom -0.506 Comprom 0.000 1.106 Detected 1.654 Detected 1.380 0.139 GT Sens contig410 contig410 Unknown      TGGTTTTcontig410 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig410 Solyc09g Unknown Protein (A  SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  10.6341 5.21045 7.2754 10.0884 17.8444 23.7134
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 1.229 Detected 1.199 Detected 1.214 0.000 GT Sens contig411 contig411 Unannota    AATAGATGTTGAATATTGATAGTTATTGAATTGGTTTTTATTAATGAGTT contig411 Solyc03g Polyprote               GO:00065 SL2.40ch AT3G24530.1  AAA-type          chr3:894  68.4156 66.8035 96.0982 92.9278 176.508 157.092
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 1.053 Detected 1.519 Detected 1.286 0.036 GT Sens contig413 contig413 Unannota    GAAGAACCGAAGTCAAGCAACTACTTCTCCAATGCCTTTCCTTTTCTTA contig413 Solyc02g014100.1.1 AT4G24880.1  unknown   chr4:128  36.8377 32.1523 67.6241 93.8636 79.5162 99.8441
GT Sense Sense 0.115 Comprom -0.115 Comprom 0.000 4.283 Detected 3.570 Detected 3.927 0.009 GT Sens contig419 contig419 Unannota    CTCACCATTCAAATTTGTACATCATCGAATGGGAAATCTCTATCTTCTAAcontig419 Solyc03g Polyprote               GO:00065 SL2.40ch AT5G64667.1 2.19591 1.85026 9.53782 6.57113 43.7108 24.236
GT Sense Sense -1.373 Detected 1.373 Detected 0.000 2.441 Detected 0.930 Detected 1.685 0.395 GT Sens contig423 contig423 Fatty acid        CCAAGTTcontig423 Solyc12g Solyc12g Fatty acid desaturase (AHRD V   contig423 Solyc12g100240.1.1 AT3G1212FAD2  FAD2 (FA             chr3:386  189.764 1258.01 642.236 668.381 2954.42 942.232
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.048 Detected 1.051 Detected 1.050 0.008 GT Sens 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  28.4149 24.7401 35.3514 43.9237 61.0413 55.6386
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 1.015 Detected 1.160 Detected 1.088 0.046 GT Sens contig430 contig430 Cross hyb  ACCTCAATAGTTTTCGCGGAGAACCAGCTATTTCCCGGCTTGATTGGCCcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 74.6817 101.762 74.8893 81.033 196.248 197.265
GT Sense Sense -0.752 Detected 0.752 Detected 0.000 1.376 Detected 1.096 Detected 1.236 0.248 GT Sens contig434 contig434 Nicotia ta               ACTAGTACTCGTACTTGCCTTCACTCTAACTTTTGCATGGCCTTTATAC contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 396.575 1112.69 1165.18 1167.55 1920.04 1437.96
GT Sense Sense 0.835 Comprom -0.835 Comprom 0.000 2.660 Detected 2.787 Detected 2.724 0.083 GT Sens contig462 contig462 Glutaredo                 CAAACCCcontig462 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454   contig462 Solyc04g Glutaredo               GO:00454 SL2.40ch ATMG009 NAD3  NADH de     chrM:260  6.41881 1.99411 12.1083 14.9454 25.1809 25.0035
GT Sense Sense 0.402 Comprom -0.402 Comprom 0.000 1.368 Detected 1.425 Detected 1.396 0.074 GT Sens contig486 contig486 Unknown      GCGGAAGcontig486 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig486 Solyc09g Unknown Protein (A            SL2.40ch AT5G4227VAR1, FTS   VAR1 (VA        chr5:169  5.48332 3.10632 6.65895 2.40762 11.8601 11.2184
GT Sense Sense -0.215 Comprom 0.215 Comprom 0.000 1.776 Detected 1.295 Detected 1.536 0.042 GT Sens contig499 contig499 Unknown      TCAAATGcontig499 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig499 Solyc12g Unknown Protein (A  SL2.40ch AT1G35330.1 4.51624 6.0189 10.6349 5.09654 19.8918 12.9505
GT Sense Sense 0.425 Comprom -0.425 Comprom 0.000 1.306 Detected 2.071 Detected 1.688 0.098 GT Sens contig532 contig532 Mutator-li                  TTTTATG contig532 Solyc04g Solyc04g Mutator-li               GO:00082 GO:00082   contig532 Solyc07g Mutator-li                GO:00082 SL2.40ch AT4G29420.1  F-box fam    chr4:144  7.8776 4.31887 15.9774 17.9955 16.0635 24.8069
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 1.385 Detected 1.570 Detected 1.477 0.022 GT Sens 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  1831.28 1362.69 1502.16 1156.68 4593.68 4749.16
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 2.225 Detected 2.174 Detected 2.199 0.001 GT Sens contig582 contig582 Helicase-l                      CAATGGTcontig582 Solyc01g Solyc01g Helicase-like protein (AHRD V1               contig582 Solyc01g Helicase-like protein                 SL2.40ch AT3G20700.1 347.819 307.357 584.182 595.719 1702.42 1493.45
GT Sense Sense 0.071 Comprom -0.071 Comprom 0.000 2.617 Detected 2.415 Detected 2.516 0.002 GT Sens contig606 contig606 Receptor                    TTGTCACcontig606 Solyc09g Solyc09g Receptor                 GO:00055 GO:00055    contig606 Solyc09g Receptor                  GO:00055 SL2.40ch AT2G39360.1  protein k     chr2:164  2.18103 1.95327 2.03515 17.7265 14.0981 11.1458
GT Sense Sense 0.842 Comprom -0.842 Comprom 0.000 1.082 Detected 1.607 Detected 1.344 0.267 GT Sens 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  12.0779 3.71356 9.2689 14.6218 15.7862 20.6512
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 1.019 Detected 1.150 Detected 1.084 0.042 GT Sens contig623 contig623 Chromod                   CTTGATAcontig623 Solyc10g Solyc10g Chromod                GO:00055 GO:00055    contig623 Solyc05g Chromod                 GO:00055 SL2.40ch AT1G05120.1  SNF2 dom             chr1:147  162.753 118.615 204.86 189.282 313.48 312.202
GT Sense Sense 0.295 Detected -0.295 Detected 0.000 0.919 Detected 1.403 Detected 1.161 0.093 GT Sens contig702 contig702 Sulfotrans                 TGTTCTT contig702 Solyc09g Solyc09g Sulfotrans              GO:00081 GO:00081    contig702 Solyc09g Sulfotrans               GO:00801 SL2.40ch AT5G0592DHS  DHS (DEO    chr5:177  93.1256 61.1361 99.0834 56.5809 158.946 202.015
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 2.180 Detected 1.827 Detected 2.003 0.019 GT Sens contig705 contig705 Unknown      ACAAAAA contig705 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig705 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  206.332 275.715 239.366 564.981 1204.05 856.507
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 0.991 Detected 1.256 Detected 1.124 0.036 GT Sens contig742 contig742 Mutator-li                    TGCTTTAcontig742 Solyc04g Solyc04g Mutator-like transposase (AHR               contig742 Solyc12g Mutator-like transpo                SL2.40ch AT5G6314ATPAP29    ATPAP29             chr5:253  45.0232 56.5849 76.4398 105.515 111.763 122.079
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 0.982 Detected 1.083 Detected 1.033 0.003 GT Sens contig754 contig754 Mutator-li                    CTTGCATcontig754 Solyc04g Solyc04g Mutator-like transposase (AHR               contig754 Solyc12g Mutator-like transpo                SL2.40ch AT5G6314ATPAP29    ATPAP29             chr5:253  49.324 50.0943 77.2538 90.9196 109.337 106.635
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 1.231 Detected 1.304 Detected 1.268 0.009 GT Sens contig787 contig787 Argonaut                     CATCTTGcontig787 Solyc06g Solyc06g Argonaut                  GO:00036 GO:00036    contig787 Solyc06g Argonaut                   GO:00198 SL2.40ch AT2G2704AGO4, OC   AGO4 (AR       chr2:115  1213.95 1026.43 1215.01 1208.42 2918.93 2790.67
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 1.129 Detected 1.045 Detected 1.087 0.022 GT Sens contig799 contig799 Hydroxyc                  TTTCCAAcontig799 Solyc07g Solyc07g Hydroxyc               GO:00167 GO:00167          contig799 Solyc07g Hydroxyc                GO:00167 SL2.40ch AT5G484 ATGLR1.3    ATGLR1.       chr5:196  975.557 772.472 1343.25 452.169 2114.07 1813.66
GT Sense Sense 0.155 Comprom -0.155 Comprom 0.000 1.086 Detected 1.191 Detected 1.139 0.020 GT Sens contig807 contig807 Leucine-r                      TCAACAAcontig807 Solyc06g Solyc06g Leucine-r                   GO:00163 GO:00163    contig807 Solyc06g LRR recep    GO:00163 SL2.40ch AT2G3685ATGSL08      GSL8 (GL           chr2:154  12.1394 9.67565 12.0953 35.528 25.623 25.0545
GT Sense Sense 0.342 Comprom -0.342 Comprom 0.000 1.111 Detected 1.030 Detected 1.071 0.090 GT Sens contig815 contig815 CONSTAN                 TGGAATGcontig815 Solyc02g Solyc02g CONSTAN              GO:00037 GO:00037        contig815 Solyc02g Tomato C  GO:00037 SL2.40ch AT5G1585COL1, AT   COL1 (co         chr5:517  9.94452 6.1158 13.1032 15.1903 18.764 16.1202
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 0.990 Detected 1.033 Detected 1.012 0.042 GT Sens contig844 contig844 B3 domai                   GTGCTTTcontig844 Solyc08g Solyc08g B3 domai                GO:00063 GO:00063    contig844 Solyc08g B3 domai                 GO:00063 SL2.40ch AT3G1899VRN1, RE   VRN1 (RE        chr3:654  14.9404 19.8143 16.2927 13.3661 38.0518 35.6537
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 1.288 Detected 1.403 Detected 1.346 0.005 GT Sens contig890 contig890 Ribose-ph                  AAAGCTCcontig890 Solyc07g Solyc07g Ribose-ph               GO:00091 GO:00091     contig890 Solyc07g Ribose-ph                GO:00428 SL2.40ch AT2G42910.1  ribose-ph           chr2:178  290.535 257.065 502.535 440.978 743.453 731.491
GT Sense Sense 0.352 Detected -0.352 Detected 0.000 1.354 Detected 1.293 Detected 1.324 0.064 GT Sens contig895 contig895 Polygalac                  ATTAAGT contig895 Solyc00g Solyc00g Polygalac               GO:00059 GO:00059   contig895 Solyc01g Polygalac               GO:00059 SL2.40ch AT1G56710.1  glycoside           chr1:212  80.1879 48.6957 110.175 123.414 177.936 155.071
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 0.990 Detected 1.062 Detected 1.026 0.060 GT Sens 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  16.7185 23.6961 30.6606 42.6563 44.0432 42.0682
GT Sense Sense -0.003 Comprom 0.003 Comprom 0.000 1.334 Detected 1.132 Detected 1.233 0.007 GT Sens contig904 contig904 Ulp1 prote              AAATCGCcontig904 Solyc00g Solyc00g Ulp1 protease family C-termina         contig904 Solyc00g Ulp1 protease family         SL2.40ch AT4G2554MSH3, AT   MSH3 (Ar                    chr4:130  7.80981 7.75677 15.5829 9.73921 21.8462 17.2741
GT Sense Sense -0.773 Comprom 0.773 Comprom 0.000 2.615 Detected 2.115 Detected 2.365 0.101 GT Sens 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  2.70077 7.79868 21.62 18.6497 31.3074 20.1297
GT Sense Sense -0.384 Comprom 0.384 Comprom 0.000 1.582 Detected 1.581 Detected 1.581 0.054 GT Sens contig949 contig949 Unknown      GAAAATGcontig949 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig949 Solyc02g Auxin-repressed pro              SL2.40ch AT5G44578.1  unknown   chr5:179  4.43671 7.47382 8.25519 7.56204 19.1959 17.4385
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 0.973 Detected 1.299 Detected 1.136 0.021 GT Sens contig956 contig956 Subtilisin                            TACCAAGcontig956 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig956 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT5G6736ARA12  ARA12; s    chr5:268  646.196 674.143 1079.64 1014.48 1442.42 1644.76
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 1.606 Detected 1.574 Detected 1.590 0.001 GT Sens contig993 contig993 Unknown      TATTAGAcontig993 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig993 Solyc04g 30S ribos                    GO:00055 SL2.40ch AT3G4604RPS15AD  RPS15AD          chr3:169  1119.18 1031.09 1284.44 1379.85 3640.81 3238.88



ProbeNamOrientatio Fold 4h Flag 4h 3Fold 4h Flag 4h 4Geomean  Fold 4h Flag 4h 3Fold 4h Flag 4h 4Geomean   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 4h 40 AZ
A 96 P00 Sense -0.581 Detected 0.581 Detected 0.000 -0.959 Detected -2.190 Detected -1.574 0.204 A 96 P00 BI933507 BI933507 EST55339              GGGTGTCATTGAGGAGTTCCTCAAAGTGATTTACGCTCTATTTCAGATCTCGACTTCACT 3451.59 7639.93 1837.6 1446.8 2941.95 1139.62
A 96 P01 Sense 0.281 Detected -0.281 Detected 0.000 -1.533 Detected -1.543 Detected -1.538 0.032 A 96 P01 AW738222AW738222EST33964                AGCAGGCTATGTGGCGTCATGGTTTCAGATTAAGGAAGTTGAAGGTAATAATTCCACTGA 3023.4 2024.03 471.773 1268.74 951.996 859.399
A 96 P01 Sense 0.052 Detected -0.052 Detected 0.000 -0.837 Detected -1.412 Detected -1.125 0.061 A 96 P01 XET2 NM 00124Solanum       AACGTTTCCCTCAAGGGTTCCCTCATGAATGCACTCTAAATTAATAAGTTATTGTGTTAA 1924.71 1770.8 3943.12 2034.88 1150.83 702.175
A 96 P01 Sense -0.931 Detected 0.931 Detected 0.000 -1.579 Detected -1.679 Detected -1.629 0.223 A 96 P01 XTH9 NM 00124Solanum       ATTCTAAGAGGTTTCCTCAAGGCTTTTCTGCTGAATGCAAGAGTTCAAGATTTTAATGAA 2394.28 8598.53 1693.91 1409.65 1691.64 1434.25
A 96 P02 Sense 0.293 Detected -0.293 Detected 0.000 -2.174 Detected -2.265 Detected -2.219 0.017 A 96 P02 BI929281 BI929281 EST54917                  GTTCCAGTTGATATGGTTGTAAATGCAACAATGGCTGCTATTGCCAAACATGGAAACTTG 121.297 79.9258 67.6091 70.8429 24.3022 20.747
A 96 P02 Sense -0.484 Detected 0.484 Detected 0.000 -1.158 Detected -1.513 Detected -1.336 0.122 A 96 P02 AK320809 AK320809 Solanum        TACGATGGATCTTGATCTGATTGAAGCTGCGATTCGAGATCCTAGCTTTGAAATATGTTA 3018.15 5837.63 2613.77 3567.59 2095.08 1488.73
A 96 P02 Sense -0.214 Detected 0.214 Detected 0.000 -0.986 Detected -1.335 Detected -1.160 0.052 A 96 P02 AK323033 AK323033 Solanum        CTCTGTGGTCAACAACTAGTTCAAAGTCAAAGGCAAAGGCTAGCAATTCTAGCTCTCATA 843.753 1122.46 492.274 453.663 547.136 390.687
A 96 P03 Sense -0.503 Detected 0.503 Detected 0.000 -0.914 Detected -1.091 Detected -1.002 0.189 A 96 P03 AK319220 AK319220 Solanum        ATAGTCGAGCTCCACGAAGTCATGGCGAGTAAAACAAAGATTTACTTCGCCATGGAGTTC 603.807 1198.69 414.919 411.307 502.708 404.464
A 96 P03 Sense -0.563 Detected 0.563 Detected 0.000 -1.058 Detected -0.986 Detected -1.022 0.212 A 96 P03 LOC54398NM 00124Solanum     GGGACATTACTAATAGCACTGCTTCTTCACTCACTAGTGAGATTTAAAAAGACATATTTG 23666.5 51038.3 22732.5 47251.8 18596 17767.5
A 96 P03 Sense -0.494 Detected 0.494 Detected 0.000 -1.256 Detected -0.957 Detected -1.106 0.166 A 96 P03 GO375493GO375493ctsc6p20             TCATAAAACTTGTGCTTCTGTTGGCCTTTCGTATGCATCTTTCTCAATGGCCCTTGGAAG 2979.39 5845.51 1863.32 2692.27 1945.56 2177.15
A 96 P03 Sense -0.359 Detected 0.359 Detected 0.000 -1.361 Detected -1.349 Detected -1.355 0.064 A 96 P03 BM41269 BM41269 EST58701              AAGTCATGGCAGCTCATGGATGCAAAAAGCTTGTGTTTTCATCGTCAGCTACTGTTTATG 4259.41 6925.32 3066.12 2376.78 2355.52 2158.56
A 96 P04 Sense -0.162 Detected 0.162 Detected 0.000 -1.046 Detected -1.117 Detected -1.081 0.023 A 96 P04 AK323341 AK323341 Solanum        ATATTCCTTACAGTTTCAATCATTCAGTCCCTGTAGCTGTAATTGGTACCGGCTTGTCTA 1661.96 2056.39 1061.92 988.037 997.395 862.953
A 96 P04 Sense -0.238 Detected 0.238 Detected 0.000 -1.056 Detected -1.092 Detected -1.074 0.046 A 96 P04 AK329308 AK329308 Solanum        AAACCCAGTGGATCCAAGTCTCAACAAGACGTATGCAGCCCAATTAGAAACAATGTGTCC 8125.82 11175.6 6720.45 5795.05 5104.46 4525.07
A 96 P04 Sense -0.278 Detected 0.278 Detected 0.000 -1.301 Detected -1.346 Detected -1.324 0.042 A 96 P04 BI932208 BI932208 EST55209                  CTTTCCTTAGACGACTTCGTGTTACCTCAGTACAGGGAAGTAGGGGTTATATTATGGCGT 3349.74 4869.32 2294.06 3605.49 1824.95 1608.02
A 96 P04 Sense 0.102 Detected -0.102 Detected 0.000 -1.315 Detected -1.672 Detected -1.493 0.018 A 96 P04 GT167409GT167409M82T7el           GATACAACAGGGAGATTGTTCAAGTATGATATAGCAACGAAACAAGTCACGTTATTACTA 283.041 243.063 108.926 178.774 117.426 83.3289
A 96 P04 Sense -0.178 Detected 0.178 Detected 0.000 -1.000 Detected -1.094 Detected -1.047 0.029 A 96 P04 AK323277 AK323277 Solanum        TCAGTAAAACCTATCTCAGTTGCTCTTAAATCTCGATCTGACAATTCTAAAATATCCTCG 342.904 433.695 242.819 189.462 214.775 182.947
A 96 P04 Sense 0.431 Detected -0.431 Detected 0.000 -1.247 Comprom -1.644 Comprom -1.445 0.093 A 96 P04 AK324639 AK324639 Solanum        CTCATACTGCCAGCAGAAGAAGAAAAAGCACCTTACAGGCGTAGTTCTCATGGTTTGATA 26.5191 14.4202 7.66913 12.9163 9.17631 6.33472
A 96 P06 Sense -0.307 Detected 0.307 Detected 0.000 -1.810 Detected -1.347 Detected -1.578 0.055 A 96 P06 AK326974 AK326974 Solanum        ATTGAGCTTTCTGCTATTTCTATTGCTCAATCAGTCATTGGAACCTTCTCTTTCGGGTTC 241.258 365.026 92.0032 133.498 94.2454 118.149
A 96 P06 Sense -0.098 Detected 0.098 Detected 0.000 -1.628 Detected -1.121 Detected -1.374 0.037 A 96 P06 BM40986 BM40986 EST58418              TTGTCGATAGCTTTGAAGGGATCAGTGTACGAGAGGCGAAGACAGAATCCTTCATTGTCA 757.905 857.875 450.132 342.222 290.56 375.394
A 96 P07 Sense 0.029 Detected -0.029 Detected 0.000 -1.478 Detected -1.325 Comprom -1.401 0.003 A 96 P07 ES894924 ES894924 LET084 2  TCACAATTGTAGCATGCGGTGCACTTAGCACTCCTTCATTACTCAAGAGAAGTGGTTTAA 34.5895 32.8686 17.6238 23.7201 13.4848 13.6254
A 96 P07 Sense 0.137 Detected -0.137 Detected 0.000 -0.850 Detected -1.388 Detected -1.119 0.066 A 96 P07 AK323086 AK323086 Solanum        AGATAAGAAGTCGTGGGTCCCAAACATTGAGGGATGTCATTTTGAAGAGTTCAGACGAAG 3968.77 3243.89 1266.49 1110.55 2216.66 1387.68
A 96 P07 Sense -0.116 Detected 0.116 Detected 0.000 -0.866 Detected -1.221 Detected -1.043 0.039 A 96 P07 AW035384AW035384EST28112            CTACTATTTTGCTTGGAAATATTGCCGGTTACCTCAATGAGGGGACAAGGAAAAGGGTTC 77.0506 89.4028 54.4879 29.7045 50.7101 36.0544
A 96 P08 Sense -0.393 Detected 0.393 Detected 0.000 -0.924 Detected -1.590 Detected -1.257 0.135 A 96 P08 AW621399AW621399Unknown ACACGAGAAATTTGAGCTTGAAGAACAAAAAATGAAACCAGTGCTCATTTCTGTGAAAGC 250.383 426.719 267.571 416.334 191.807 109.893
A 96 P08 Sense 0.157 Detected -0.157 Detected 0.000 -3.141 Detected -2.303 Detected -2.722 0.026 A 96 P08 BG129155BG129155EST47480    AAATAGTTTCAAAGTCAATCTTCTCATTCTGGCTAAATCGAGATCCCACGTCTAGGATGG 373.038 296.777 98.5109 92.5121 42.0176 68.2872
A 96 P08 Sense 0.003 Detected -0.003 Detected 0.000 -1.230 Detected -0.969 Detected -1.099 0.014 A 96 P08 BP881476 BP881476 BP881476             ATAATCTGTACACTCCTCTTCCACGAGTACTGTAGGCAAAGGTTTGAACCATTGTTCAAG 96.5553 95.0889 56.9888 47.2988 45.5039 49.5585
A 96 P08 Sense 0.338 Detected -0.338 Detected 0.000 -1.684 Detected -1.973 Detected -1.828 0.038 A 96 P08 ES895067 ES895067 LET086 2  CATCAATAGTCGTAACCGTTTAGAAGATCTCTCACCTTTAGAAGAAGTTGTGGAGCACTT 59.136 36.5939 13.1809 31.0733 16.1251 11.9987
A 96 P08 Sense 0.086 Detected -0.086 Detected 0.000 -1.005 Detected -1.009 Detected -1.007 0.007 A 96 P08 LOC77830AK320794 Solanum        TATGTTTAGCATTCGGCGGTGTAGCCAATGTTGATAAAGGACAAGCTGTGAAGGATGCTG 163.423 143.332 85.0005 107.139 84.9306 77.0138
A 96 P08 Sense 0.396 Detected -0.396 Detected 0.000 -1.348 Detected -1.200 Detected -1.274 0.087 A 96 P08 TA36002 TA36002 Rep: Path              CCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAAATTATGAA 307.31 175.583 255.255 41.7164 101.631 102.359
A 96 P08 Sense -0.720 Detected 0.720 Detected 0.000 -1.417 Detected -1.160 Detected -1.288 0.220 A 96 P08 LOC54398NM 00124Solanum     CATTTATCCTTATTTTAGCTATTCTGGCAATCCAGGACAGATTTCACTTCCGTATGCTCT 4295.92 11522.9 3318.69 6422.73 2934.82 3188.02
A 96 P09 Sense -0.574 Detected 0.574 Detected 0.000 -2.053 Detected -1.482 Detected -1.768 0.110 A 96 P09 TA37599 TA37599 Rep: Chro              GCTTACAAATACGTGTCACAATTTCACGTAGCCAACATGGCTACTGGGTCCAACACTAAA 2141.35 4691.66 1544.49 2312.31 850.534 1148.46
A 96 P09 Sense 0.354 Detected -0.354 Detected 0.000 -4.746 Comprom -1.015 Detected -2.880 0.269 A 96 P09 TA38012 TA38012 Rep: oxid       GTGCCATTATCTAAATGGTGATGTGTCTCTTTGTAATTTTGTGTGAGAGTGTGTTTGAAA 63.8914 38.6746 48.1283 60.9678 2.0638 24.9059
A 96 P10 Sense -0.120 Detected 0.120 Detected 0.000 -1.202 Detected -1.550 Detected -1.376 0.023 A 96 P10 AK323341 AK323341 Solanum        TAAAACAGCATTCGCCTTAGCTTTAGCCTATGGATCAGGAGATAGCAAGGGCGAATCCAT 1615.5 1885.72 902.83 986.637 844.987 603.653
A 96 P10 Sense -0.586 Detected 0.586 Detected 0.000 -0.838 Detected -1.592 Comprom -1.215 0.223 A 96 P10 DB679671DB679671DB679671              TTCAAGTTAAGGGTAGTAGATATTTGCTTCACAAGTTTCCCCTGCTGTCAAAGTGTTCAA 12.9124 28.7471 8.14023 3.9924 12.0071 6.46973
A 96 P10 Sense -0.563 Detected 0.563 Detected 0.000 -1.590 Detected -1.079 Detected -1.335 0.164 A 96 P10 AK325759 AK325759 Solanum        AGAGGCAAGAAAATGATGATAAAGGAGTTTTGTGTAACAAGTGCAGGCCAAGCAATAGGG 181.939 392.557 111.327 175.752 98.8396 128.088
A 96 P11 Sense -0.312 Detected 0.312 Detected 0.000 -1.395 Detected -1.481 Detected -1.438 0.045 A 96 P11 TA54371 TA54371 Rep: UDP         GTTAAGGAAATTGCTGGTGAATATGGCTCTAATCTCTCTTTTCACAAGGTTGATCTACGT 1863.52 2838.76 1100.29 909.192 974.29 834.277
A 96 P11 Sense 0.177 Detected -0.177 Detected 0.000 -1.301 Detected -1.353 Detected -1.327 0.018 A 96 P11 TA54838 TA54838 Rep: Chro              TTATCGGAAACAATTCAACAGGTCTTTGTAAAGGGTGGCTGTCCAGCGATTGTGGATCTG 86.3754 66.8078 47.3074 51.3446 34.3244 30.1108
A 96 P14 Sense -0.603 Detected 0.603 Detected 0.000 -1.600 Detected -1.236 Detected -1.418 0.153 A 96 P14 AADC1A NM 00124Solanum         GGATTCAGAAACAATCAACACATCAGTAAATGGAGAGATGGATTATTCAGATTTAAGAGC 135.073 307.946 48.9885 85.8865 74.9282 87.6439
A 96 P14 Sense -0.224 Detected 0.224 Detected 0.000 -1.006 Detected -1.010 Detected -1.008 0.046 A 96 P14 AW033463AW033463Unknown CCTACTTTCAATTTGGATCAACTCAATACAATGTTTGCCTCTCATGGTTTAAATCACGCT 4636.14 6253.85 3529.84 3095.86 2985.65 2706.22
A 96 P14 Sense 0.081 Detected -0.081 Detected 0.000 -1.089 Detected -1.250 Detected -1.170 0.009 A 96 P14 AW033697AW033697Rep: Chro              GCGCGAAATGACTTAGATGTACCTTCTCTACCTATTATTCAGGTGGCATTGGCCACAACA 101.721 89.9079 96.6611 114.306 50.0601 40.7136
A 96 P15 Sense -0.096 Detected 0.096 Detected 0.000 -0.942 Detected -1.141 Detected -1.041 0.017 A 96 P15 AW223765AW223765Unknown AACCCTAAATCAATCAGGGGGCAGATCATTGACCAATGCAAGCAGTCTAAAGCTTGCAAG 468.439 529.214 299.684 200.684 288.72 228.561
A 96 P16 Sense -0.535 Detected 0.535 Detected 0.000 -1.301 Detected -1.002 Detected -1.151 0.174 A 96 P16 BT014006 BT014006 Lycopers       TTTAGTGGGGATTCTGAATATAGTGACACTTTTGCTGTCGATCCCAATTATAGGAGGAGG 957.576 1987.37 535.661 568.809 623.511 697.478
A 96 P16 Sense -0.926 Detected 0.926 Detected 0.000 -1.111 Detected -1.545 Detected -1.328 0.298 A 96 P16 LOC54382NM 00124Solanum       TGGGAGACTTATGAAGCTGATATGTCGATAGATTTGACGAAACACCATGCGCCTGTAACG 495.88 1770.75 303.484 340.172 483.308 325.012
A 96 P16 Sense -0.249 Detected 0.249 Detected 0.000 -0.966 Detected -1.229 Detected -1.097 0.060 A 96 P16 AK323033 AK323033 Solanum        TTATTCTTCAAAGGACTCTAGTATGGATATGAGAAGCTTGCACAGTTTACCGCGTGGTAT 691.995 966.115 373.449 395.722 466.063 353.278
A 96 P17 Sense -0.437 Detected 0.437 Detected 0.000 -0.981 Detected -1.482 Detected -1.231 0.134 A 96 P17 BE353794 BE353794 Unknown AACATCATTCAGTGCAAACTTTACCGACCTGGATCCGTGGGATTTGTCTCAAATCTGGTG 720.936 1306.13 547.085 506.974 547.676 351.711
A 96 P17 Sense -0.437 Detected 0.437 Detected 0.000 -0.898 Detected -1.338 Detected -1.118 0.150 A 96 P17 TA36292 TA36292 Rep: NAD          GAAGTCATGGCTGAATTTCCTTCAGCCAAGCCTTCAATCGGTGTTTTCTTTGCTTCTGTT 665.125 1205.88 498.702 490.857 535.153 358.664
A 96 P17 Sense -0.134 Detected 0.134 Detected 0.000 -0.964 Detected -1.142 Detected -1.053 0.023 A 96 P17 Aiv-1 NM 00124Solanum     ACTTGCCTTTTGCCATGGCTCCTGATCAATGGTATGATATTAACGGAGTATGGACAGGGT 88.3196 105.163 72.2782 75.6824 55.0189 44.2196
A 96 P17 Sense -1.080 Detected 1.080 Detected 0.000 -1.524 Detected -2.012 Detected -1.768 0.251 A 96 P17 TA36940 TA36940 Rep: Nitra            TACACTTGATCACCCAGAGAAGCCAACAAAGTATGGCAAGTACTGGTGTTGGTGCTTTTG 23.6901 104.72 23.2504 25.0905 19.289 12.5015
A 96 P17 Sense -0.272 Detected 0.272 Detected 0.000 -0.899 Detected -1.137 Detected -1.018 0.075 A 96 P17 AK323033 AK323033 Solanum        CTCTACTATGGATATGAGAAGCTAGCACAGCTTACCGCGTGGTATTATCCAAGCAAGATC 386.419 556.848 233.869 208.837 276.973 213.535
A 96 P17 Sense -0.731 Detected 0.731 Detected 0.000 -1.005 Detected -1.763 Detected -1.384 0.235 A 96 P17 PDH BT012735 Lycopers       GGTTAAAAGCCATGCTTGATTATGGAGTGGAACATGCCACCGATTATGAATCTTGTGAAC 41.7879 113.774 27.6722 64.198 38.2589 20.5627
A 96 P18 Sense 0.201 Detected -0.201 Detected 0.000 -1.111 Detected -0.909 Detected -1.010 0.046 A 96 P18 BF096575 BF096575 Rep: Chro              TATGTTGGGTGATTCTCCCTTTTTTACATCTGTCCCTTCTGGGAGAGTTGGTTTTGGACC 35.7321 26.7498 29.1372 24.6717 15.9399 16.6643
A 96 P18 Sense 0.349 Detected -0.349 Detected 0.000 -1.072 Detected -1.097 Detected -1.084 0.090 A 96 P18 ES892904 ES892904 LET055F8  GCAGCAGGAGCAGTTGAAGTGGGAACATATCGAAGCGATGGACAGAAAATCAAATGTAAA 271.549 165.376 163.431 204.151 112.274 100.31
A 96 P18 Sense -0.652 Detected 0.652 Detected 0.000 -0.817 Detected -2.243 Detected -1.530 0.254 A 96 P18 BI933507 BI933507 EST55339              TCAACAAAGTTGGTTGTAAAGCCTGATATGTTGTTTGGCAAGCGTGGACAGAGTGGACCA 689.55 1683.74 384.149 309.113 681.085 230.469
A 96 P19 Sense -0.927 Detected 0.927 Detected 0.000 -1.652 Detected -1.713 Detected -1.682 0.211 A 96 P19 BI211145 BI211145 Rep: Xylo            GTTTCCCCAAGGCTTTTCTGCTGAATGCAAGAGTTCAAGATTTTAATGAATCAAATAAGT 1798.93 6429.1 1306.75 1087.74 1205.47 1050.5
A 96 P20 Sense -0.263 Detected 0.263 Detected 0.000 -1.191 Detected -1.419 Detected -1.305 0.045 A 96 P20 BI923022 BI923022 Unknown ATGTTAGATTGTCTTCAGCTGCTGCATTTCCACATTGGATCTCAGATCCCTTTCAACGGA 11703.5 16649.7 7922.01 6211.29 6809.64 5286.68
A 96 P20 Sense -0.580 Detected 0.580 Detected 0.000 -1.156 Detected -0.945 Detected -1.050 0.217 A 96 P20 BI923180 BI923180 Rep: Arom              ATTTGAACAGATGATTAGTTTCAAGAAGCAATTGGAAGTGTCACAATTTCTGGACACAAG 81.2879 179.561 31.8378 53.8301 60.3833 63.5477
A 96 P20 Sense -0.384 Detected 0.384 Detected 0.000 -1.203 Detected -1.563 Detected -1.383 0.083 A 96 P20 adc1 NM 00124Solanum      TCATTTTGGATCCACTTCTGGACAGAAAGGCAAGTTTGGGCTTACAACAACTCAGATCCT 5057.09 8512.18 2903.43 2216.78 3173.89 2247.45
A 96 P20 Sense -0.483 Detected 0.483 Detected 0.000 -1.366 Detected -0.913 Detected -1.140 0.166 A 96 P20 GO375493GO375493ctsc6p20             GCTATTGTAGGATTCCTGTTTGGTTCAGTTACATGGCTGAAAAACCTGGTGATTGGGGAT 6026.96 11635 3543.31 6088.36 3617.33 4502.33
A 96 P20 Sense -0.578 Detected 0.578 Detected 0.000 -0.965 Detected -1.776 Detected -1.370 0.192 A 96 P20 BT013817 BT013817 Lycopers       GATAACATTATTCAGTGCAAGCTTTACAGGGCCTGGATCTGTGGGATTTGTCTCCAAATC 263.552 580.977 190.908 185.381 223.238 115.7
A 96 P21 Sense -0.291 Detected 0.291 Detected 0.000 -0.962 Detected -1.063 Detected -1.012 0.076 A 96 P21 Aiv-1 NM 00124Solanum     ACTGATGATTATGTGCAAGTGCAAAATCATGCGTACCCCGCCAACTTATCTGATCCTCTC 81.3915 120.416 74.767 86.7036 56.6149 47.9784
A 96 P21 Sense -0.435 Detected 0.435 Detected 0.000 -1.718 Detected -1.199 Detected -1.459 0.102 A 96 P21 BP901343 BP901343 Unknown GAATTCCGAATTCAAGTCCACTATTTCTGCTAACCCTCTTCAAAATACTCTCTCTCTTAA 24.7147 44.6255 14.51 13.952 11.2389 14.6424
A 96 P21 Sense -0.249 Detected 0.249 Detected 0.000 -1.347 Detected -2.115 Detected -1.731 0.063 A 96 P21 BP902191 BP902191 Unknown CGTTCATCTCACGACACCTTCCGATTCAATCGATAAGCGTTTCAGGCAATTTTATACTCC 105.188 146.778 55.1257 58.2776 54.3856 29.0322
A 96 P22 Sense 0.375 Detected -0.375 Detected 0.000 -1.304 Detected -1.172 Detected -1.238 0.083 A 96 P22 P4 NM 00124Solanum       GAATAATTCCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAA 250.852 147.438 192.165 36.6288 86.7654 86.3851
A 96 P22 Sense -0.286 Detected 0.286 Detected 0.000 -1.021 Detected -1.457 Detected -1.239 0.075 A 96 P22 DB689894DB689894Unknown GAGAATATTGATTCAGCATCCGCTGATATGCAAGCTAACAATCAGGCTCGTGCTGTAGAA 234.981 345.135 198.064 212 156.286 105.048
A 96 P23 Sense -0.242 Detected 0.242 Detected 0.000 -1.065 Detected -1.233 Detected -1.149 0.046 A 96 P23 Aiv-1 NM 00124Solanum     TCATGATGCTTTATACCGGTGACACTGATGATTATGTGCAAGTGCAAAATCTTGCGTACC 118.08 163.31 97.1838 107.082 73.9445 59.8027
A 96 P23 Sense -0.395 Detected 0.395 Detected 0.000 -1.461 Detected -1.576 Detected -1.518 0.063 A 96 P23 BT013589 BT013589 Lycopers       TAAAAAGTTGCTAAATGACAACCCTTTTCTTCTTAATGAACGTAACCCTGTTATGGTGCA 74.8523 127.919 55.8517 53.1686 39.5851 33.2397
A 96 P23 Sense -0.386 Detected 0.386 Detected 0.000 -1.025 Detected -1.545 Detected -1.285 0.110 A 96 P23 BT013589 BT013589 Lycopers       GATGAACTAGAAAGCGAATTATCTAAAATAGTGGGGCTAGATGAACTTAAACTGCAACTC 115.187 194.556 78.0079 49.0009 81.9507 51.9297
A 96 P24 Sense -0.630 Detected 0.630 Detected 0.000 -1.142 Detected -1.345 Detected -1.243 0.191 A 96 P24 PDH BT012735 Lycopers       ACGGACCGTTACTAATCTATCGGATTCTGGGTTAAAAGCCATGCTTGATTATGGGGTGGA 108.382 256.58 55.6392 117.691 84.179 66.4545
A 96 P24 Sense -0.480 Detected 0.480 Detected 0.000 -1.380 Detected -1.677 Detected -1.529 0.093 A 96 P24 TA42313 TA42313 Rep: Chro              TGCTTGTCAAGAAGCTCCAGACATGTTACCCTGTGTTGTTTCTCACAAATGGAGGTACCT 2356.96 4535.25 1094.18 2070.96 1398.78 1034.85
A 96 P24 Sense -0.736 Detected 0.736 Detected 0.000 -1.609 Detected -1.246 Detected -1.427 0.201 A 96 P24 LOC54398NM 00124Solanum     TTCTGGTAATCCAGGACAGATTTCACTTCCGTATGCTCTTTTTACAGCACCTAATGTAGT 7968.94 21865 6187.84 12031.5 4819.65 5636.48
A 96 P25 Sense -0.307 Detected 0.307 Detected 0.000 -2.269 Detected -2.348 Detected -2.309 0.017 A 96 P25 TC224610 TC224610 Rep: Chro              GAATGATGCTGAGCTTTTTTGGAGGGCTTCATTTGTTCCTCAAATGAAAAAATTGCCTTT 281.155 425.178 121.721 125.632 79.8929 68.7523
A 96 P25 Sense -0.072 Detected 0.072 Detected 0.000 -2.143 Detected -4.164 Comprom -3.153 0.090 A 96 P25 ES896973 ES896973 LET111 2  CCGTTACCAGAGCTTCATCCCCTCAGATATAAGGATTTACCATTTTATGTCGTCAATAAT 37.2055 40.6657 15.7009 23.7162 9.81026 2.19653
A 96 P25 Sense 0.031 Detected -0.031 Detected 0.000 -1.342 Comprom -2.804 Comprom -2.073 0.105 A 96 P25 TCP4 NM 00124Solanum        GTTTCAACAACCATCTCATGAAGAGTTCTCTGATGTCCGTGCTCAATGGTTGAACGCGAA 15.8305 14.9838 6.03389 18.7546 6.76818 2.23236
A 96 P26 Sense 0.277 Detected -0.277 Detected 0.000 -1.385 Detected -2.091 Detected -1.738 0.061 A 96 P26 ES896769 ES896769 LET108 2  GGAGGACTTCCAGGAATCGGAGAACTTCCAAAAATAGGAACACTTCCTAAAATCGGAGGA 491.026 330.833 294.049 271.244 171.896 95.8123
A 96 P26 Sense -0.311 Detected 0.311 Detected 0.000 -0.869 Detected -1.243 Detected -1.056 0.101 A 96 P26 TA53431 TA53431 Rep: Prot           GAAGATGACACTGTTTTATTGAATGACGAAAGATGCAACAGTGGCAGCCCTTCAACATCT 2258.71 3436.27 1996.31 2260.16 1698.9 1191.29
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.649 Comprom -1.285 Comprom -1.467 0.021 GT Sens AT2G3105AT2G3105cupredox   CTGGACCCGTCCGACCACCAAGCTCTTTTTCGTCTGO:0005507|GO:0009055|GO:0031225 27.8125 23.4506 13.493 14.0171 9.06884 10.6106
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -1.301 Comprom -1.562 Comprom -1.431 0.016 GT Sens contig101 contig101 CASTOR    ATTAGAAcontig101 Solyc03g Solyc03g CASTOR (AHRD V1 ***- D6C5X5 contig101 Solyc03g CASTOR (AHRD V1 *  SL2.40ch AT5G1373SIG4, SIG   SIG4 (SIG               chr5:442  13.7792 11.3986 7.09712 7.60352 5.66639 4.29614
GT Sense Sense -0.702 Detected 0.702 Detected 0.000 -2.147 Detected -1.785 Detected -1.966 0.113 GT Sens contig101 contig101 Ethylene-                    TGGCAAGcontig101 Solyc08g Solyc08g Ethylene-                    GO:00165 GO:00165      contig101 Solyc08g Ethylene-                     GO:00165 SL2.40ch AT5G5199CBF4, DR   CBF4 (C-            chr5:211  1409.83 3690.5 617.049 1293.42 573.538 670.104
GT Sense Sense -1.719 Detected 1.719 Detected 0.000 -1.787 Detected -2.755 Detected -2.271 0.331 GT Sens contig102 contig102 Unknown   GATTTAAcontig102 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig102 Solyc08g Unknown Protein (A  SL2.40ch AT4G2535SHB1  SHB1 (SH      chr4:129  25.2885 271.037 27.2304 51.5706 26.7156 12.4139
GT Sense Sense -0.676 Detected 0.676 Detected 0.000 -1.045 Detected -1.162 Detected -1.103 0.245 GT Sens contig103 contig103 Receptor-                 GTAGATTcontig103 Solyc06g Solyc06g Receptor-                 GO:00055 GO:00055    contig103 Solyc06g Receptor-                  GO:00055 SL2.40ch AT4G08875.1  Encodes       chr4:567  407.759 1028.72 312.38 384.162 349.62 293.017
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 -1.397 Detected -2.071 Comprom -1.734 0.050 GT Sens contig103 contig103 Aromatic               CACAAAAcontig103 Solyc03g Solyc03g Aromatic               GO:00197 GO:00197      contig103 Solyc03g Aromatic                GO:00040 SL2.40ch AT2G20340.1  tyrosine    chr2:877  30.5329 22.1142 17.1222 25.6256 10.987 6.26316
GT Sense Sense 0.204 Detected -0.204 Detected 0.000 -1.194 Detected -0.879 Detected -1.036 0.057 GT Sens 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  83.5198 62.2706 47.2408 50.145 35.113 39.7123
GT Sense Sense -0.710 Detected 0.710 Detected 0.000 -1.972 Detected -2.339 Detected -2.155 0.099 GT Sens contig104 contig104 Zinc finge                  TTTAGAAcontig104 Solyc09g Solyc09g Zinc finger and SCAN domain c               contig104 Solyc09g Zinc finger and SCA                 SL2.40ch AT2G38250.1  DNA-bind    chr2:160  167.168 442.069 51.8622 162.99 77.1978 54.3958
GT Sense Sense -0.293 Detected 0.293 Detected 0.000 -1.152 Detected -1.276 Detected -1.214 0.056 GT Sens contig105 contig105 Cell numb                  CAATTGAcontig105 Solyc06g Solyc06g Cell number regulator 10 (AHR                contig105 Solyc06g Cell number regulat                  SL2.40ch AT1G52200.1  unknown   chr1:194  705.262 1046.36 500.601 459.416 430.441 359.17
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 -1.698 Detected -1.898 Detected -1.798 0.041 GT Sens contig106 contig106 Cytochro                 CCTCCTTcontig106 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig106 Solyc10g cytochrom  GO:00198 SL2.40ch AT3G2629CYP71B2   CYP71B2               chr3:963  498.216 298.019 116.997 247.169 132.271 104.689
GT Sense Sense -0.549 Detected 0.549 Detected 0.000 -2.657 Detected -2.335 Detected -2.496 0.049 GT Sens contig106 contig106 Unknown   GCAGCAGcontig106 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig106 Solyc09g Unknown Protein (A  SL2.40ch AT5G27690.1  heavy-me     chr5:980  3274.49 6926.94 1416.79 2717.71 841.043 955.53
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -2.125 Detected -1.842 Detected -1.983 0.017 GT Sens 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  253.729 185.782 70.5735 146.833 55.4364 61.3305
GT Sense Sense -0.749 Detected 0.749 Detected 0.000 -0.996 Detected -2.025 Detected -1.511 0.238 GT Sens contig107 contig107 Beta-1 3-g                ATGCAACcontig107 Solyc08g Solyc08g Beta-1 3-g                GO:00485 GO:00485  contig107 Solyc08g Beta-1 3-g                 GO:00485 SL2.40ch AT1G77810.2  galactosy     chr1:292  2570.95 7179.58 1543.03 2288.7 2398.91 1068.79
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -1.114 Detected -1.379 Detected -1.247 0.029 GT Sens 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  69.9548 54.4477 22.5671 53.8887 31.7584 24.0177
GT Sense Sense -0.700 Detected 0.700 Detected 0.000 -2.319 Detected -1.186 Detected -1.753 0.191 GT Sens contig107 contig107 Inositol ox                GGCTTCAcontig107 Solyc06g Solyc06g Inositol ox                GO:00501 GO:00501   contig107 Solyc06g Inositol ox                 GO:00501 SL2.40ch AT5G5664MIOX5  MIOX5; in       chr5:229  281.123 733.47 230.008 610.273 101.326 202.049
GT Sense Sense -0.512 Detected 0.512 Detected 0.000 -1.232 Detected -0.995 Detected -1.113 0.168 GT Sens contig107 contig107 Fatty acid                CAGTTGCcontig107 Solyc06g Solyc06g Fatty acid                GO:00099 GO:00099     contig107 Solyc06g Fatty acid                 GO:00099 SL2.40ch AT2G2664KCS11  KCS11 (3               chr2:113  891.918 1793.49 699.783 1009.06 599.689 642.628
GT Sense Sense -1.536 Detected 1.536 Detected 0.000 -1.173 Detected -1.881 Detected -1.527 0.435 GT Sens contig108 contig108 FAD-bind                 ACATATT contig108 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig108 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT5G44360.1  FAD-bind     chr5:178  64.771 538.228 26.0895 36.7485 92.1968 51.3381
GT Sense Sense -0.337 Detected 0.337 Detected 0.000 -1.485 Detected -1.431 Detected -1.458 0.050 GT Sens contig108 contig108 Laccase-2               TTCTGTGcontig108 Solyc08g Solyc08g Laccase-2               GO:00551 GO:00551  contig108 Solyc08g Laccase-2                GO:00551 SL2.40ch AT4G1242SKU5  SKU5; co       chr4:734  629.926 993.155 437.913 362.761 314.749 296.981
GT Sense Sense -0.422 Detected 0.422 Detected 0.000 -1.119 Detected -1.268 Detected -1.193 0.108 GT Sens contig109 contig109 BCL-2-ass                  TTCAGTAcontig109 Solyc01g Solyc01g BCL-2-ass                  GO:00069 GO:00069  contig109 Solyc01g BCL-2-ass                   GO:00069 SL2.40ch AT5G41180.1  leucine-r       chr5:164  169.463 300.553 196.606 108.243 115.739 94.9038
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 -1.980 Detected -1.428 Detected -1.704 0.038 GT Sens contig109 contig109 UPF0497                   GAGTTGAcontig109 Solyc06g Solyc06g UPF0497 membrane protein 17                 contig109 Solyc06g UPF0497 membrane                   SL2.40ch AT3G19020.1  leucine-r          chr3:655  13786.9 10314.5 6794.71 7611.7 3367.28 4486.99
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -1.293 Detected -2.463 Detected -1.878 0.106 GT Sens contig109 contig109 Transcrip              GGGTAG contig109 Solyc06g Solyc06g Transcrip              GO:00056 GO:00056 contig109 Solyc06g Transcrip               GO:00056 SL2.40ch AT1G2626CIB5  CIB5 (CR          chr1:908  431.664 665.958 168.875 77.126 243.715 98.4595
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.201 Detected -1.651 Detected -1.426 0.031 GT Sens 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  41.6889 49.0025 27.9621 53.0413 21.8891 14.5697
GT Sense Sense -0.323 Detected 0.323 Detected 0.000 -1.872 Detected -1.424 Detected -1.648 0.053 GT Sens contig111 contig111 Unknown   TCGGAGTcontig111 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig111 Solyc03g Unknown Protein (A  SL2.40ch AT1G24405.1  unknown   chr1:865  72.3147 111.942 46.4443 81.9178 27.3667 33.9593
GT Sense Sense -0.464 Detected 0.464 Detected 0.000 -1.163 Detected -1.358 Detected -1.261 0.117 GT Sens contig112 contig112 Glycerop                TGTAAGCcontig112 Solyc02g Solyc02g Glycerop                GO:00066 GO:00066   contig112 Solyc02g Glycerop                 GO:00066 SL2.40ch AT5G41080.2  glycerop       chr5:164  6275.19 11811.1 3409.08 6636.64 4281.41 3399.53
GT Sense Sense -0.898 Detected 0.898 Detected 0.000 -1.618 Detected -1.781 Detected -1.699 0.200 GT Sens contig113 contig113 F-box fam              CCGAGG contig113 Solyc10g Solyc10g F-box family protein (AHRD V1           contig113 Solyc10g F-box family protein             SL2.40ch AT4G21510.1  F-box fam    chr4:114  1513.81 5198.72 1038.35 1429.2 1018.19 826.27
GT Sense Sense -0.394 Detected 0.394 Detected 0.000 -1.619 Detected -1.766 Detected -1.692 0.052 GT Sens contig114 contig114 ATP-bind               GCTCATGcontig114 Solyc03g Solyc03g ATP-bind               GO:00168 GO:00168  contig114 Solyc03g ATP-bind                GO:00168 SL2.40ch AT3G4773ATATH1,   ATATH1;           chr3:175  481.8 821.987 211.51 289.301 228.241 187.325
GT Sense Sense 0.613 Detected -0.613 Detected 0.000 -2.924 Comprom -1.557 Comprom -2.240 0.135 GT Sens contig114 contig114 Cytochro                 GGAAAGAcontig114 Solyc03g Solyc03g Cytochro                 GO:00551 GO:00551  contig114 Solyc02g Cytochro  GO:00198 SL2.40ch AT3G4827CYP71A2   CYP71A2               chr3:178  27.7773 11.7441 10.8921 5.09132 2.65119 6.21434
GT Sense Sense -0.360 Detected 0.360 Detected 0.000 -1.024 Detected -1.170 Detected -1.097 0.096 GT Sens contig114 contig114 Transcrip                 CTAAAAC contig114 Solyc02g Solyc02g Transcription factor (AHRD V1              contig114 Solyc02g Transcription factor                SL2.40ch AT5G05830.1  zinc finge        chr5:175  198.454 323.227 169.719 196.653 138.668 113.933
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.337 Comprom -1.271 Comprom -1.304 0.010 GT Sens contig115 contig115 Unknown   TATGATCcontig115 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig115 Solyc02g Unknown Protein (A  SL2.40ch AT3G60440.1 17.8063 14.7944 6.47405 4.00005 7.15522 6.80806
GT Sense Sense -1.428 Detected 1.428 Detected 0.000 -2.580 Detected -2.156 Detected -2.368 0.243 GT Sens contig117 contig117 Predicted        ATTGATGcontig117 Solyc04g Solyc04g Predicted by genscan and gen     contig117 Solyc04g Predicted by gensca       SL2.40ch AT1G15010.1  unknown   chr1:517  29.3023 209.806 12.8015 45.3971 14.6081 17.8058
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -1.133 Detected -1.347 Detected -1.240 0.012 GT Sens contig118 contig118 Alpha-glu               TAAGGAAcontig118 Solyc04g Solyc04g Alpha-glu               GO:00059 GO:00059    contig118 Solyc04g Alpha-glu                GO:00045 SL2.40ch AT1G6856ATXYL1, X   XYL1 (AL            chr1:257  48.853 54.2865 38.6273 39.8513 26.1461 20.4897
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -1.838 Detected -1.167 Detected -1.502 0.050 GT Sens contig118 contig118 Chloroph             ATCCCTGcontig118 Solyc09g Solyc09g Chloroph             GO:00477 GO:00477  contig118 Solyc09g Chloroph              GO:00477 SL2.40ch AT5G1033EMB2196      HPA1 (HIS        chr5:324  124.095 140.325 46.2291 72.911 41.1138 59.4966
GT Sense Sense 0.581 Detected -0.581 Detected 0.000 -1.833 Detected -1.171 Detected -1.502 0.154 GT Sens contig119 contig119 Nodulin-li      TGGTGATcontig119 Solyc05g Solyc05g Nodulin-like protein (AHRD V1  contig119 Solyc05g Nodulin-like protein    SL2.40ch AT5G61950.1  ubiquitin    chr5:248  63.8811 28.2395 40.8142 34.4109 13.2787 19.0963
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.424 Comprom -2.371 Comprom -1.897 0.057 GT Sens contig119 contig119 S-locus F                CGAAGTTcontig119 Solyc01g Solyc01g S-locus F-box-like protein a (Fr              contig119 Solyc01g S-locus F-box-like p                SL2.40ch AT1G7525ATRL6  ATRL6 (A       chr1:282  14.8333 14.2814 2.15999 3.83849 6.04008 2.84959
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 -1.286 Detected -0.917 Detected -1.101 0.106 GT Sens contig119 contig119 Decarbox               ATAAACC contig119 Solyc07g Solyc07g Decarbox               GO:00301 GO:00301   contig119 Solyc07g Decarbox                GO:00038 SL2.40ch AT1G05270.1  TraB fam    chr1:153  50.3226 30.8819 18.0551 25.0579 18.01 21.1411
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 -0.957 Detected -1.128 Detected -1.043 0.028 GT Sens contig120 contig120 Cytochro                 TATCTCCcontig120 Solyc12g Solyc12g Cytochro                 GO:00200 GO:00200  contig120 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G3737CYP81D8  CYP81D8               chr4:175  287.744 228.753 185.008 197.22 147.21 118.817
GT Sense Sense 0.453 Detected -0.453 Detected 0.000 -1.390 Detected -1.323 Comprom -1.356 0.096 GT Sens contig120 contig120 Myb famil                  GTGGCACcontig120 Solyc06g Solyc06g Myb famil                  GO:00036 GO:00036  contig120 Solyc06g Myb famil                   GO:00036 SL2.40ch AT5G56840.1  DNA-bind     chr5:229  35.8435 18.9178 14.8585 3.06136 11.0695 10.536
GT Sense Sense -0.899 Detected 0.899 Detected 0.000 -2.172 Detected -2.800 Comprom -2.486 0.121 GT Sens contig121 contig121 PHD finge                CAATAGGcontig121 Solyc03g Solyc03g PHD finge                GO:00037 GO:00037        contig121 Solyc03g PHD finge                 GO:00037 SL2.40ch AT2G01810.1  PHD finge     chr2:347  32.1062 110.396 33.7339 30.5604 14.7142 8.65413
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 -1.463 Detected -1.710 Detected -1.586 0.076 GT Sens contig121 contig121 Unknown   TTTAAAA contig121 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig121 Solyc01g Unknown Protein (A  SL2.40ch AT5G27395.2  P-P-bond      chr5:967  3136.65 5763.03 2517.86 2516.27 1717.28 1315.99
GT Sense Sense 1.128 Detected -1.128 Detected 0.000 -0.916 Detected -1.847 Comprom -1.382 0.375 GT Sens contig122 contig122 Unknown            AGCATTT contig122 Solyc04g Solyc04g Unknown            GO:00082 GO:00082   contig122 Solyc04g Unknown             GO:00082 SL2.40ch AT2G38690.1 57.3022 11.8608 6.51924 7.70991 15.3869 7.3365
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 -1.044 Detected -1.256 Detected -1.150 0.080 GT Sens contig123 contig123 Baculovir                  GCTCATCcontig123 Solyc08g Solyc08g Baculovir                  GO:00055 GO:00055    contig123 Solyc08g Baculovir                   GO:00055 SL2.40ch AT1G52900.1  disease r       chr1:197  236.109 147.794 219.407 167.016 100.895 79.1841
GT Sense Sense -0.663 Detected 0.663 Detected 0.000 -1.666 Detected -2.117 Detected -1.891 0.114 GT Sens contig123 contig123 Alcohol d              GGCTAAAcontig123 Solyc10g Solyc10g Alcohol d              GO:00081 GO:00081  contig123 Solyc10g Alcohol d               GO:00081 SL2.40ch AT3G51680.1  short-cha       chr3:191  211.647 524.766 107.828 1309.13 116.983 77.794
GT Sense Sense -0.645 Detected 0.645 Detected 0.000 -1.162 Detected -1.145 Detected -1.154 0.215 GT Sens contig123 contig123 Pathogen       ATCCTAAcontig123 Solyc04g Solyc04g Pathogenesis-related protein-l      contig123 Solyc04g Pathogenesis-relate       SL2.40ch AT5G42830.1  transfera     chr5:171  917.251 2216.4 969.461 1278.94 709.496 652.794
GT Sense Sense -1.161 Detected 1.161 Detected 0.000 -0.808 Detected -2.862 Detected -1.835 0.358 GT Sens contig123 contig123 Pectinace             GGTTGG contig123 Solyc08g Solyc08g Pectinace             GO:00040 GO:00040  contig123 Solyc08g Pectinace              GO:00040 SL2.40ch AT4G19420.1  pectinace     chr4:105  192.099 949.649 599.339 143.576 271.76 59.4916
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -1.098 Detected -1.378 Detected -1.238 0.024 GT Sens contig124 contig124 Xylogluca               GTCTTTT contig124 Solyc09g Solyc09g Xylogluca               GO:00059 GO:00059        contig124 Solyc09g Xylogluca                GO:00167 SL2.40ch AT4G1413XTR7  XTR7 (XY                  chr4:813  1937.06 2312.64 852.927 999.756 1101.33 824.449
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 -1.030 Detected -2.201 Detected -1.616 0.129 GT Sens contig125 contig125 Unknown   GTACTGAcontig125 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig125 Solyc02g Unknown Protein (A  SL2.40ch AT4G3860KAK, UPL   KAK (KAK     chr4:180  937.731 1350.55 882.418 486.318 613.595 247.818
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 -1.602 Detected -2.399 Detected -2.000 0.050 GT Sens contig125 contig125 Strictosid                GGGGTG contig125 Solyc03g Solyc03g Strictosid                GO:00040 GO:00040   contig125 Solyc03g Strictosid                 GO:00040 SL2.40ch AT5G02150.2  binding  chr5:424  95.2795 67.3679 32.3105 28.8009 29.3959 15.3785
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -4.271 Detected -4.760 Detected -4.515 0.003 GT Sens contig125 contig125 MKIAA093                  TCTGCTAcontig125 Solyc04g Solyc04g MKIAA0930 protein (Fragment)                contig125 Solyc04g MKIAA0930 protein                 SL2.40ch AT1G5952CW7  CW7  chr1:218  943.823 839.617 912.534 844.717 51.364 33.2687
GT Sense Sense -1.339 Detected 1.339 Detected 0.000 -2.734 Detected -4.671 Detected -3.703 0.154 GT Sens contig125 contig125 Lipoxyge             CTCCTCAcontig125 Solyc08g Solyc08g Lipoxyge             GO:00161 GO:00161   contig125 Solyc08g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  293.437 1856.69 97.5489 90.1593 123.58 29.3283
GT Sense Sense -0.410 Detected 0.410 Detected 0.000 -1.318 Detected -1.049 Detected -1.183 0.111 GT Sens contig126 contig126 Ankyrin re               GGGAGT contig126 Solyc06g Solyc06g Ankyrin re               GO:00082 GO:00082     contig126 Solyc06g Ankyrin re                GO:00039 SL2.40ch AT2G28840.2  ankyrin r     chr2:123  997.127 1739.43 676.366 1053.6 588.496 644.244
GT Sense Sense -0.362 Detected 0.362 Detected 0.000 -1.198 Detected -1.109 Detected -1.153 0.087 GT Sens contig126 contig126 Avr9/Cf-9        TTGGACAcontig126 Solyc11g Solyc11g Avr9/Cf-9 rapidly elicited prote      contig126 Solyc11g Avr9/Cf-9 rapidly elic       SL2.40ch AT5G07400.1  forkhead         chr5:234  2956.09 4827.92 2501.36 3058.39 1834.34 1772.86
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -0.976 Detected -1.380 Comprom -1.178 0.037 GT Sens contig127 contig127 Exocyst c                  CAAAACAcontig127 Solyc07g Solyc07g Exocyst complex component 1                contig127 Solyc07g Exocyst complex co                  SL2.40ch AT1G47550.1  unknown   chr1:174  20.4981 17.295 13.9788 19.8293 10.6617 7.32383
GT Sense Sense -0.810 Detected 0.810 Detected 0.000 -1.439 Detected -1.194 Detected -1.317 0.249 GT Sens contig127 contig127 Unknown   TTCATTC contig127 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig127 Solyc05g Unknown Protein (A  SL2.40ch AT4G25030.2  unknown   chr4:128  25.1793 76.5112 17.9469 21.1243 18.0308 19.4185
GT Sense Sense -0.589 Detected 0.589 Detected 0.000 -1.532 Detected -1.176 Detected -1.354 0.159 GT Sens contig127 contig127 Os07g065                 AACATAC contig127 Solyc04g Solyc04g Os07g0656700 protein (Fragm                contig127 Solyc04g Os07g0656700 prote                 SL2.40ch AT5G5718CIA2  CIA2 (CH        chr5:231  1897.19 4244.53 1423 1299.16 1092.7 1271.18
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.185 Detected -1.083 Detected -1.134 0.018 GT Sens contig128 contig128 RNA-depe                   ATTAAGGcontig128 Solyc06g Solyc06g RNA-dependent RNA polymera                  contig128 Solyc06g RNA-dependent RNA                  SL2.40ch AT5G5554TRN1, LO   TRN1 (TO    chr5:224  93.6842 75.8376 55.0433 50.5476 41.2995 40.2729
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 -0.857 Detected -1.307 Detected -1.082 0.086 GT Sens contig131 contig131 Lysine-sp                TTTTCTT contig131 Solyc05g Solyc05g Lysine-sp                GO:00164 GO:00164  contig131 Solyc12g Pistil exte                      GO:00096 SL2.40ch AT1G23720.1  proline-ri      chr1:838  279.902 393.879 319.25 306.979 204.149 135.884
GT Sense Sense -0.526 Detected 0.526 Detected 0.000 -2.048 Detected -2.094 Detected -2.071 0.059 GT Sens contig133 contig133 Unknown   GAACCGAcontig133 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig133 Solyc01g Unknown Protein (A  SL2.40ch AT5G1669ORC3, AT   ORC3 (OR         chr5:547  797.026 1633.09 509.326 569.424 307.177 270.482
GT Sense Sense -0.888 Detected 0.888 Detected 0.000 -1.767 Detected -1.465 Detected -1.616 0.215 GT Sens contig133 contig133 Heavy me                   AATCAAGcontig133 Solyc10g Solyc10g Heavy me                   GO:00300 GO:00300   contig133 Solyc10g Heavy me                    GO:00300 SL2.40ch AT4G1338MEE56  MEE56 (m          chr4:778  4220.52 14295.6 2637.64 3677.07 2541.77 2849.23
GT Sense Sense -0.639 Detected 0.639 Detected 0.000 -2.711 Detected -3.626 Comprom -3.168 0.056 GT Sens contig133 contig133 Laccase 1              TGGGTATcontig133 Solyc04g Solyc04g Laccase 1              GO:00551 GO:00551  contig133 Solyc04g Laccase 1               GO:00055 SL2.40ch AT4G39830.1  L-ascorb     chr4:184  70.0623 167.908 28.5983 25.7061 18.4511 8.89388
GT Sense Sense -1.309 Detected 1.309 Detected 0.000 -2.900 Detected -2.980 Detected -2.940 0.154 GT Sens contig135 contig135 Zinc-finge               TCAACAAcontig135 Solyc12g Solyc12g Zinc-finge               GO:00056 GO:00056 contig135 Solyc12g Zinc-finge                GO:00056 SL2.40ch AT4G35280.1  zinc finge       chr4:167  245.556 1489.56 309.215 512.686 90.2138 77.6336
GT Sense Sense -0.501 Detected 0.501 Detected 0.000 -1.453 Detected -1.732 Detected -1.593 0.092 GT Sens contig136 contig136 UPF0497                   GGAGACAcontig136 Solyc03g Solyc03g UPF0497 membrane protein 17                 contig136 Solyc03g UPF0497 membrane                   SL2.40ch AT5G41750.2  disease r       chr5:166  1154.31 2286.73 689.429 655.452 661.041 495.042
GT Sense Sense -0.694 Detected 0.694 Detected 0.000 -1.317 Detected -1.265 Detected -1.291 0.204 GT Sens contig136 contig136 Alternativ              TGATTAT contig136 Solyc08g Solyc08g Alternativ              GO:00099 GO:00099    contig136 Solyc08g Alternativ               GO:00099 SL2.40ch AT3G2762AOX1C  AOX1C; a    chr3:102  578.368 1497.06 540.094 840.959 415.966 391.902
GT Sense Sense -0.405 Detected 0.405 Detected 0.000 -0.852 Detected -1.665 Detected -1.259 0.160 GT Sens contig136 contig136 BZIP trans                GCTACAGcontig136 Solyc02g Solyc02g BZIP trans                GO:00037 GO:00037             contig136 Solyc02g BZIP trans                 GO:00435 SL2.40ch AT2G1816ATBZIP2,   ATBZIP2              chr2:789  53.7489 93.1836 55.5941 47.9663 43.6538 22.5989
GT Sense Sense -1.241 Detected 1.241 Detected 0.000 -3.493 Comprom -3.611 Comprom -3.552 0.104 GT Sens contig137 contig137 Adenylyl-               GATACAAcontig137 Solyc02g Solyc02g Adenylyl-               GO:00040 GO:00040    contig137 Solyc02g Adenylyl-                GO:00040 SL2.40ch AT4G3994AKN2  AKN2 (AP              chr4:185  22.9923 127.021 4.08204 6.05839 5.34404 4.47863
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.421 Detected -2.379 Detected -1.900 0.063 GT Sens contig137 contig137 Asparagin                TATTACA contig137 Solyc06g Solyc06g Asparagin                GO:00040 GO:00040        contig137 Solyc06g Asparagin                 GO:00040 SL2.40ch AT3G4734ASN1, DIN    ASN1 (GL         chr3:174  36075.9 29278.3 9993.56 31151.9 13515.5 6323.73
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -0.911 Detected -1.353 Detected -1.132 0.041 GT Sens 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  3475.07 3054.57 2589.61 4356.29 1929.77 1291.29
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -1.169 Detected -1.010 Detected -1.090 0.061 GT Sens contig141 contig141 Unknown   TCTCGGAcontig141 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig141 Solyc05g Unknown Protein (A  SL2.40ch AT3G55690.1 84.2397 121.01 65.8069 63.9409 50.0045 50.7462
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -0.826 Comprom -1.481 Comprom -1.154 0.072 GT Sens contig141 contig141 Unknown   TTGCCTGcontig141 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig141 Solyc07g Unknown Protein (A  SL2.40ch AT5G01360.2  EXPRESS                                                                       chr5:148  16.3309 15.689 6.68784 11.5521 10.0564 5.80447
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.580 Detected -1.217 Detected -1.399 0.022 GT Sens contig141 contig141 Polygalac               TCTGAAAcontig141 Solyc06g Solyc06g Polygalac               GO:00059 GO:00059   contig141 Solyc06g Polygalac                GO:00059 SL2.40ch AT3G59850.1  polygalac       chr3:221  442.457 376.113 227.389 235.277 151.949 177.655
GT Sense Sense -0.979 Detected 0.979 Detected 0.000 -2.436 Comprom -1.315 Detected -1.876 0.238 GT Sens contig141 contig141 RPW8.2 (A            GAACTTCcontig141 Solyc02g Solyc02g RPW8.2 (AHRD V1 **-- C4P0N9          contig141 Solyc02g RPW8.2 (AHRD V1 **           SL2.40ch AT5G27247.1  unknown   chr5:960  18.3468 70.5188 7.0559 11.5291 7.40095 14.6336
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -1.396 Comprom -1.736 Comprom -1.566 0.018 GT Sens contig142 contig142 ACT dom        ATGGTATcontig142 Solyc12g Solyc12g ACT domain containing protein     contig142 Solyc12g ACT domain contain       SL2.40ch AT3G20360.1  meprin a           chr3:709  16.0009 13.3267 18.2457 15.4897 6.17883 4.4368
GT Sense Sense -0.490 Detected 0.490 Detected 0.000 -1.067 Detected -0.990 Detected -1.028 0.171 GT Sens contig142 contig142 Glycosylt                  ATCTCTT contig142 Solyc04g Solyc04g Glycosylt                  GO:00167 GO:00167         contig142 Solyc04g Glycosylt                   GO:00167 SL2.40ch AT3G5076GATL2  GATL2 (G               chr3:188  287.723 560.682 165.379 269.244 213.498 204.795
GT Sense Sense -1.372 Detected 1.372 Detected 0.000 -3.786 Comprom -2.236 Comprom -3.011 0.196 GT Sens contig143 contig143 U-box dom               GATGGTAcontig143 Solyc01g Solyc01g U-box dom               GO:00001 GO:00001   contig143 Solyc01g U-box dom                GO:00054 SL2.40ch AT3G0716ATGSL10    ATGSL10       chr3:226  12.9308 85.6211 18.4168 24.8259 2.6865 7.15111
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.526 Detected -1.152 Detected -1.339 0.028 GT Sens contig143 contig143 Aspartic p              ACAATCAcontig143 Solyc03g Solyc03g Aspartic p              GO:00065 GO:00065   contig143 Solyc03g Aspartic p               GO:00041 SL2.40ch AT1G21810.1  FUNCTIO                                                                               chr1:765  407.351 335.354 228.585 290.042 142.961 168.362
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 -0.853 Detected -1.941 Comprom -1.397 0.157 GT Sens contig144 contig144 Alpha-hum                CTTGTTGcontig144 Solyc07g Solyc07g Alpha-hum                GO:00800 GO:00800      contig144 Solyc07g Alpha-hum                 GO:00800 SL2.40ch AT3G15380.1  choline tr   chr3:519  41.5558 26.3322 24.3542 15.99 20.3894 8.72182
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -1.173 Detected -1.600 Detected -1.387 0.061 GT Sens contig145 contig145 LINE-type              TAAAGAAcontig145 Solyc07g Solyc07g LINE-type retrotransposon LIb            contig145 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 912.102 1344.63 725.358 530.629 547.108 369.744
GT Sense Sense -1.133 Detected 1.133 Detected 0.000 -1.906 Detected -0.803 Detected -1.355 0.395 GT Sens contig145 contig145 Polygalac                        GAGGAAAcontig145 Solyc04g Solyc04g Polygalac                        GO:00059 GO:00059    contig145 Solyc04g Polygalac                         GO:00046 SL2.40ch AT3G0797QRT2  QRT2 (QU     chr3:254  90.2123 429.039 49.7083 53.0728 58.4588 114.123
GT Sense Sense -0.634 Detected 0.634 Detected 0.000 -1.406 Detected -1.545 Detected -1.476 0.147 GT Sens contig145 contig145 Os03g016                   TTAAGGCcontig145 Solyc09g Solyc09g Os03g0169000 protein (Fragm                  contig145 Solyc09g Os03g0169000 prote                   SL2.40ch AT3G54100.1  unknown   chr3:200  746.703 1778.99 478.426 530.983 484.23 399.978
GT Sense Sense -0.337 Detected 0.337 Detected 0.000 -1.222 Detected -0.912 Detected -1.067 0.103 GT Sens contig147 contig147 Calcium-t                 ATCGAAT contig147 Solyc02g Solyc02g Calcium-t                 GO:00160 GO:00160 contig147 Solyc02g Calcium-t                  GO:00160 SL2.40ch AT4G3764ACA2  ACA2 (CA             chr4:176  10409.6 16429.8 6676.83 6628.06 6244.27 7034.19
GT Sense Sense -0.575 Detected 0.575 Detected 0.000 -0.924 Detected -1.401 Detected -1.163 0.203 GT Sens contig147 contig147 Hydroxym                          TCTTGAGcontig147 Solyc08g Solyc08g Hydroxym                          GO:00044 GO:00044    contig147 Solyc08g Hydroxym                               GO:00044 SL2.40ch AT4G1182MVA1  MVA1; ac      chr4:710  1731.12 3796.18 999.136 1697.78 1504.43 982.654
GT Sense Sense -0.774 Detected 0.774 Detected 0.000 -2.222 Detected -1.697 Detected -1.960 0.139 GT Sens 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  113.266 327.575 69.5954 131.755 45.985 60.139
GT Sense Sense -0.722 Detected 0.722 Detected 0.000 -2.235 Comprom -2.340 Comprom -2.287 0.087 GT Sens contig148 contig148 Matrix me                  CAGTTCAcontig148 Solyc10g Solyc10g Matrix me                  GO:00065 GO:00065 contig148 Solyc10g Matrix me                   GO:00065 SL2.40ch AT4G40050.1  signal tra   chr4:185  12.5181 33.6916 12.4333 14.2978 4.85878 4.10796
GT Sense Sense -1.048 Detected 1.048 Detected 0.000 -2.469 Detected -4.266 Detected -3.368 0.135 GT Sens contig148 contig148 1-aminocy                CAGTGGCcontig148 Solyc09g Solyc09g 1-aminocy                GO:00166 GO:00166                              contig148 Solyc09g 1-aminocy                 GO:00167 SL2.40ch AT2G36690.1  oxidored       chr2:153  561.352 2372.69 308.351 389.898 232.156 60.7206
GT Sense Sense -0.781 Detected 0.781 Detected 0.000 -1.950 Detected -1.620 Detected -1.785 0.155 GT Sens contig149 contig149 Mitogen-a                 AGAAGAAcontig149 Solyc06g Solyc06g Mitogen-a                 GO:00169 |GO:00064  contig149 Solyc06g Mitogen-a                  GO:00169 SL2.40ch AT3G4564ATMPK3,   ATMPK3                chr3:167  1128.79 3293.36 667.829 908.461 555.819 635.101
GT Sense Sense -0.934 Detected 0.934 Detected 0.000 -0.841 Detected -1.639 Detected -1.240 0.347 GT Sens 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  938.409 3388.34 1223.65 1692.11 1109.02 579.809
GT Sense Sense -1.094 Detected 1.094 Detected 0.000 -2.334 Comprom -1.302 Detected -1.818 0.272 GT Sens contig149 contig149 Unknown   CATACAT contig149 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig149 Solyc10g Unknown Protein (A  SL2.40ch AT5G06610.1  unknown   chr5:202  15.0538 67.836 15.8452 21.7545 7.05844 13.12
GT Sense Sense -0.507 Detected 0.507 Detected 0.000 -1.678 Detected -2.491 Detected -2.085 0.085 GT Sens contig150 contig150 S-locus-s                CTCGGTTcontig150 Solyc07g Solyc07g S-locus-s                GO:0005529 contig150 Solyc07g S-locus-s                 GO:00055 SL2.40ch AT1G54220.2  dihydroli     chr1:202  1790.32 3575.06 1043.94 1964.48 880.385 455.577
GT Sense Sense -0.655 Detected 0.655 Detected 0.000 -1.775 Detected -1.497 Detected -1.636 0.135 GT Sens contig150 contig150 Cys2/His2                GGATACCcontig150 Solyc06g Solyc06g Cys2/His2                GO:00037 GO:00037      contig150 Solyc06g Cys2/His2                 GO:00037 SL2.40ch AT1G5139NFU5, AT   NFU5; AT       chr1:190  748.28 1834.83 443.99 665.894 381.347 420.163
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.736 Detected -2.121 Detected -1.928 0.012 GT Sens contig150 contig150 Receptor-                TTTGTGTcontig150 Solyc10g Solyc10g Receptor-                GO:00064 GO:00064  contig150 Solyc02g ATP-depe                    GO:00080 SL2.40ch AT4G13940.3 564.399 486.06 77.4887 177.681 175.168 121.872
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -1.066 Detected -1.043 Detected -1.054 0.012 GT Sens contig151 contig151 Transcrip               AAGACAT contig151 Solyc02g Solyc02g Transcrip               GO:00055 GO:00055   contig151 Solyc02g Transcrip                GO:00055 SL2.40ch AT4G0445WRKY42,   WRKY42;    chr4:221  3003.01 3480.53 2333.5 3335.62 1719.9 1588.99
GT Sense Sense -0.781 Detected 0.781 Detected 0.000 -1.378 Detected -1.681 Detected -1.530 0.195 GT Sens contig151 contig151 cDNA clon         GCCAAAAcontig151 Solyc03g Solyc03g cDNA clone J100026I16 full ins      contig151 Solyc03g cDNA clone J100026        SL2.40ch AT5G17350.1  unknown   chr5:571  187.157 546.433 129.986 132.496 137.071 100.942
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -1.113 Detected -1.886 Detected -1.500 0.061 GT Sens contig152 contig152 CER1 (AH             AGGTTATcontig152 Solyc01g Solyc01g CER1 (AH             GO:00057 GO:00057    contig152 Solyc01g CER1 (AH              GO:00099 SL2.40ch AT1G02190.1  CER1 pro    chr1:415  56.1067 52.8228 43.1106 52.8111 28.027 14.9089
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -2.803 Comprom -1.748 Comprom -2.275 0.071 GT Sens contig152 contig152 Beta-gluc               ATCAAAT contig152 Solyc01g Solyc01g Beta-gluc               GO:00059 GO:00059    contig152 Solyc01g Beta-gluc                GO:00088 SL2.40ch AT4G16260.1  catalytic/         chr4:920  12.7887 20.9842 3.1715 2.65202 2.61412 4.93864
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.450 Detected -0.836 Detected -1.143 0.071 GT Sens contig153 contig153 Poly(A) po               TAAAAAA contig153 Solyc12g Solyc12g Poly(A) po               GO:00056 GO:00056 contig153 Solyc12g Poly(A) po                GO:00056 SL2.40ch AT3G06560.1  polynucle      chr3:204  33.7644 38.0263 28.9019 26.2302 14.6064 20.3215
GT Sense Sense -0.574 Detected 0.574 Detected 0.000 -1.208 Detected -1.311 Detected -1.260 0.161 GT Sens contig153 contig153 Zinc finge                ATACTTGcontig153 Solyc05g Solyc05g Zinc finge                GO:00082 GO:00082   contig153 Solyc05g Zinc finge                 GO:00082 SL2.40ch AT3G5598SZF1, ATS   SZF1 (SA        chr3:207  1183.81 2595.19 795.815 736.383 844.909 715.226
GT Sense Sense -0.218 Detected 0.218 Detected 0.000 -1.068 Detected -1.101 Detected -1.085 0.038 GT Sens contig154 contig154 Xenotrop                 ACTCTTT contig154 Solyc05g Solyc05g Xenotrop                 GO:00049 GO:00049      contig154 Solyc05g Xenotrop                  GO:00049 SL2.40ch AT3G29060.1  LOCATE                                                                                  chr3:110  97.6092 130.639 90.9391 109.083 59.9706 53.3062
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.586 Comprom -2.331 Comprom -1.958 0.034 GT Sens contig154 contig154 Polygalac               AACTTAT contig154 Solyc09g Solyc09g Polygalac               GO:00055 GO:00055         contig154 Solyc09g Polygalac                GO:00048 SL2.40ch AT3G1214FLR1, FLO   FLR1; en       chr3:387  18.64 19.0554 3.71644 12.9582 6.9932 3.79257
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -1.287 Detected -0.966 Detected -1.127 0.023 GT Sens contig155 contig155 Cathepsin                TACTCCAcontig155 Solyc02g Solyc02g Cathepsin                GO:00041 GO:00041   contig155 Solyc02g Cathepsin                 GO:00041 SL2.40ch AT1G29080.1  peptidase      chr1:101  258.702 234.353 167.215 104.861 112.361 127.607
GT Sense Sense -0.514 Detected 0.514 Detected 0.000 -1.123 Detected -1.015 Detected -1.069 0.174 GT Sens contig155 contig155 Leucine-r                  CACCACCcontig155 Solyc10g Solyc10g Leucine-r                  GO:00055 GO:00055       contig155 Solyc10g LRR recep    GO:00046 SL2.40ch AT2G14890.1 32.963 66.454 24.4515 25.785 23.9248 23.4495
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.114 Detected -1.093 Detected -1.103 0.034 GT Sens 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  67.7487 50.1257 57.0504 30.5463 29.9933 27.6654
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 -1.645 Detected -1.410 Detected -1.527 0.068 GT Sens 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  47.1886 81.7299 22.4736 45.3986 22.1165 23.6621
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.981 Comprom -1.773 Comprom -1.877 0.003 GT Sens contig155 contig155 Anthocya       GTTTTGCcontig155 Solyc02g Solyc02g Anthocyanidin 3-O-glucosyltra      contig155 Solyc02g Anthocyanidin 3-O-g      SL2.40ch AT5G66320.2  zinc finge       chr5:264  14.4073 13.8642 11.0864 11.6447 3.98717 4.18691
GT Sense Sense -0.589 Detected 0.589 Detected 0.000 -1.250 Detected -0.923 Detected -1.087 0.217 GT Sens contig157 contig157 Ethylene                    TTGAATT contig157 Solyc05g Solyc05g Ethylene                    GO:00037 GO:00037       contig157 Solyc05g Ethylene                     GO:00037 SL2.40ch AT4G1750ATERF-1  ATERF-1               chr4:975  749.416 1676.8 490.371 726.224 524.904 598.45
GT Sense Sense 1.140 Detected -1.140 Detected 0.000 -1.207 Detected -1.184 Detected -1.196 0.404 GT Sens contig157 contig157 Unknown   CGCCCAAcontig157 Solyc01g Solyc01g Unknown Protein (AHRD V1);O contig157 Solyc01g Unknown   GO:00063 SL2.40ch AT5G43830.1 82239.8 16743.7 18300.7 19132.1 17904.8 16531.8
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 -0.949 Detected -1.784 Detected -1.367 0.107 GT Sens contig158 contig158 Glyoxalas                CAAAAAA contig158 Solyc01g Solyc01g Glyoxalas                GO:00044 GO:00044   contig158 Solyc01g Glyoxalas                 GO:00044 SL2.40ch AT1G2355SRO2  SRO2 (SI         chr1:835  111.014 154.815 47.6479 88.1817 75.6376 38.5292
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.235 Detected -0.877 Detected -1.056 0.029 GT Sens contig158 contig158 Unknown   TGGAGG contig158 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig158 Solyc02g Unknown Protein (A  SL2.40ch AT2G10440.1  unknown   chr2:401  39.7529 41.3467 44.3352 42.2947 19.1887 22.3433
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 -1.070 Detected -1.067 Detected -1.069 0.018 GT Sens contig159 contig159 Inorganic              AGGAAGTcontig159 Solyc09g Solyc09g Inorganic              GO:00044 GO:00044   contig159 Solyc09g Inorganic               GO:00044 SL2.40ch AT1G0105AtPPa1  AtPPa1 (A        chr1:313  16081.6 19407.9 11477.8 14134.8 9369.03 8538.57
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 -1.395 Detected -0.921 Detected -1.158 0.039 GT Sens contig159 contig159 MLO-like              GATGAGAcontig159 Solyc02g Solyc02g MLO-like              GO:00160 GO:00160   contig159 Solyc02g MLO-like               GO:00160 SL2.40ch AT1G1100MLO4, AT   MLO4 (M         chr1:367  32.17 31.7666 39.4789 40.7342 13.5377 17.098
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.519 Detected -2.216 Detected -1.868 0.039 GT Sens contig159 contig159 1-aminocy                 CTCCAAAcontig159 Solyc11g Solyc11g 1-aminocy                 GO:00164 GO:00164  contig159 Solyc11g 1-aminocy                  GO:00164 SL2.40ch AT2G36690.1  oxidored       chr2:153  697.986 556.574 106.669 189.269 242.198 135.793
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 -1.489 Comprom -1.107 Comprom -1.298 0.091 GT Sens contig159 contig159 Unknown   ACATGTCcontig159 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig159 Solyc01g Unknown Protein (A  SL2.40ch AT4G24200.1  LOCATE                                                                       chr4:125  17.7793 10.4323 7.42166 4.25075 5.40541 6.40157
GT Sense Sense -0.882 Detected 0.882 Detected 0.000 -1.893 Detected -2.100 Detected -1.997 0.153 GT Sens contig162 contig162 Avr9/Cf-9        ACTATTGcontig162 Solyc03g Solyc03g Avr9/Cf-9 rapidly elicited prote      contig162 Solyc03g Avr9/Cf-9 rapidly elic       SL2.40ch AT5G05230.1  ubiquitin    chr5:155  4084.31 13710 2300.56 2787.68 2243.24 1767.5
GT Sense Sense -0.363 Detected 0.363 Detected 0.000 -1.567 Detected -1.303 Detected -1.435 0.065 GT Sens contig163 contig163 Exostosin             AGTGCCAcontig163 Solyc11g Solyc11g Exostosin             GO:00312 GO:00312     contig163 Solyc11g Exostosin              GO:00312 SL2.40ch AT5G04500.1  glycosylt      chr5:128  81.0484 132.603 45.4558 45.2925 38.9702 42.5244
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -2.188 Comprom -0.902 Detected -1.545 0.138 GT Sens contig164 contig164 MYB tran               AACAACAcontig164 Solyc08g Solyc08g MYB tran               GO:0045449 contig164 Solyc08g MYB tran                GO:00036 SL2.40ch AT1G6623MYB20, A   MYB20 (m           chr1:246  25.9338 26.4653 23.0634 40.3174 6.40153 14.1959
GT Sense Sense 2.809 Detected -2.809 Detected 0.000 -3.838 Detected -1.103 Detected -2.471 0.512 GT Sens contig164 contig164 Cysteine-                 GTCAACTcontig164 Solyc12g Solyc12g Cysteine-rich protein (AHRD V1              contig164 Solyc12g Cysteine-rich protei                 SL2.40ch AT1G7928NUA  NUA (NUC     chr1:298  1226.42 24.6905 12.0738 2.30643 13.5512 82.0226
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.411 Detected -1.562 Detected -1.486 0.010 GT Sens contig165 contig165 Xanthoxin             CCAAAACcontig165 Solyc12g Solyc12g Xanthoxin             GO:00081 GO:00081    contig165 Solyc12g Xanthoxin              GO:00103 SL2.40ch AT3G23750.1  leucine-r           chr3:855  188.995 155.563 107.857 153.58 71.8261 58.8019
GT Sense Sense -0.745 Detected 0.745 Detected 0.000 -1.386 Detected -1.573 Comprom -1.479 0.188 GT Sens contig165 contig165 BURP dom             CGTATAT contig165 Solyc02g Solyc02g BURP dom             GO:00457 GO:00457   contig165 Solyc02g BURP dom              GO:00457 SL2.40ch AT5G6675DDM1, CH        CHR1 (CH       chr5:266  16.0269 44.5281 14.1561 29.4453 11.3819 9.09297
GT Sense Sense -0.534 Detected 0.534 Detected 0.000 -1.290 Detected -1.111 Detected -1.201 0.157 GT Sens contig167 contig167 GRAS fam                 GAGACAAcontig167 Solyc11g Solyc11g GRAS family transcription facto                contig167 Solyc11g GRAS family transcr                 SL2.40ch AT3G2789NQR  NQR (NAD      chr3:103  26.3423 54.5663 39.8199 54.3496 17.2654 17.7686
GT Sense Sense -0.521 Detected 0.521 Detected 0.000 -1.965 Detected -1.527 Detected -1.746 0.091 GT Sens contig167 contig167 Heavy-me                 ACTGCACcontig167 Solyc10g Solyc10g Heavy-me                 GO:00300 GO:00300   contig167 Solyc10g Heavy-me                  GO:00300 SL2.40ch AT5G50740.3  metal ion   chr5:206  470.572 957.326 235.112 364.127 191.418 235.734
GT Sense Sense -0.635 Detected 0.635 Detected 0.000 -1.061 Detected -1.044 Detected -1.053 0.239 GT Sens contig168 contig168 Cold shoc               TCAGAAAcontig168 Solyc03g Solyc03g Cold shoc               GO:00036 GO:00036        contig168 Solyc03g Cold shoc                GO:00037 SL2.40ch AT5G22560.1  unknown   chr5:749  15.5432 37.0744 3.89714 12.8617 12.8151 11.7848
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 -1.408 Detected -1.803 Detected -1.605 0.029 GT Sens contig168 contig168 ADP-ribos                    TAGTAAAcontig168 Solyc10g Solyc10g ADP-ribos                    GO:00323 GO:00323     contig168 Solyc10g ADP-ribos                     GO:00323 SL2.40ch AT2G3755ASP1  AGD7; AR           chr2:157  1177.89 1525.69 1094.51 1078.74 562.751 389.059
GT Sense Sense 0.244 Detected -0.244 Detected 0.000 -1.231 Comprom -1.234 Comprom -1.233 0.037 GT Sens contig169 contig169 Dof zinc f                CAACAAT contig169 Solyc02g Solyc02g Dof zinc f                GO:0045449 contig169 Solyc02g Dof zinc f                 GO:00454 SL2.40ch AT4G21040.1  Dof-type      chr4:112  16.4882 11.6301 12.1992 9.62813 6.56827 5.95945
GT Sense Sense 0.513 Detected -0.513 Detected 0.000 -1.275 Detected -0.814 Detected -1.044 0.204 GT Sens 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  891.516 433.062 354.239 497.944 285.936 357.94
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 -1.415 Detected -0.998 Detected -1.206 0.134 GT Sens contig172 contig172 Plant-spe                     AGGATAAcontig172 Solyc06g Solyc06g Plant-specific domain TIGR016                    contig172 Solyc06g Plant-specific doma                     SL2.40ch AT4G36230.1  unknown   chr4:171  153.519 281.965 109.248 135.775 86.9247 105.49
GT Sense Sense -0.345 Detected 0.345 Detected 0.000 -1.218 Detected -1.181 Detected -1.200 0.074 GT Sens contig172 contig172 Integrin-li                  CCACAACcontig172 Solyc06g Solyc06g Integrin-li                  GO:00082 GO:00082       contig172 Solyc06g Integrin-li                   GO:00047 SL2.40ch AT2G30020.1  protein p        chr2:128  3753.26 5989.7 2899.3 2939.61 2269.61 2117.2
GT Sense Sense -0.692 Detected 0.692 Detected 0.000 -2.079 Detected -0.959 Detected -1.519 0.230 GT Sens contig172 contig172 Transmem                    AGTAAGTcontig172 Solyc07g Solyc07g Transmem                    GO:00165 GO:00165   contig172 Solyc07g Transmem                     GO:00165 SL2.40ch AT5G5693emb1789  emb1789            chr5:230  671.483 1732.28 796.501 1272.79 284.23 561.773
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 -1.159 Detected -1.010 Detected -1.084 0.072 GT Sens contig172 contig172 Unknown   GAAATTCcontig172 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig172 Solyc10g Unknown Protein (A  SL2.40ch AT5G48820.1 4632.28 6923.54 2972.98 4235.28 2824.68 2846.84
GT Sense Sense -0.438 Detected 0.438 Detected 0.000 -1.055 Detected -1.420 Detected -1.237 0.121 GT Sens contig172 contig172 Os03g016                   CAGATTCcontig172 Solyc01g Solyc01g Os03g0169000 protein (Fragm                  contig172 Solyc01g Os03g0169000 prote                   SL2.40ch AT1G76270.1  unknown   chr1:286  60.0468 108.93 39.9016 37.3823 43.3535 30.6051
GT Sense Sense -0.238 Detected 0.238 Detected 0.000 -0.856 Detected -1.497 Detected -1.177 0.098 GT Sens contig172 contig172 26S prote                  AAACGGGcontig172 Solyc03g Solyc03g 26S prote                  GO:00055 GO:00055  contig172 Solyc03g 26S prote                   GO:00055 SL2.40ch AT2G46620.1  AAA-type     chr2:191  2897.98 3984.62 2064.28 2113.21 2090.76 1218.74
GT Sense Sense -0.290 Detected 0.290 Detected 0.000 -1.016 Detected -1.228 Detected -1.122 0.068 GT Sens contig173 contig173 WRKY tra               GATCAGTcontig173 Solyc08g Solyc08g WRKY tra               GO:00055 GO:00055  contig173 Solyc08g WRKY tra                GO:00055 SL2.40ch AT2G2457WRKY17,   WRKY17;       chr2:104  6034.01 8915.74 3793.06 3959.88 4038.13 3170.46
GT Sense Sense -0.391 Detected 0.391 Detected 0.000 -1.793 Detected -1.664 Detected -1.728 0.049 GT Sens contig173 contig173 U-box dom               GGCCACAcontig173 Solyc11g Solyc11g U-box dom               GO:00001 GO:00001   contig173 Solyc11g U-box dom                GO:00054 SL2.40ch AT1G6616ATCMPG    U-box do    chr1:246  335.741 570.83 192.792 348.774 140.688 139.911
GT Sense Sense -0.949 Detected 0.949 Detected 0.000 -2.203 Comprom -3.117 Comprom -2.660 0.127 GT Sens contig173 contig173 Long cell       CGATGATcontig173 Solyc01g Solyc01g Long cell-linked locus protein    contig173 Solyc01g Long cell-linked locu      SL2.40ch AT5G38700.1  unknown   chr5:154  12.7089 46.8194 4.85848 13.8775 5.8985 2.84621
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.238 Detected -1.504 Detected -1.371 0.022 GT Sens contig174 contig174 Blue copp             GCACCTTcontig174 Solyc02g Solyc02g Blue copp             GO:00090 GO:00090   contig174 Solyc02g Blue copp              GO:00090 SL2.40ch AT4G12880.1  plastocya     chr4:754  52.2424 41.4682 14.0301 20.7553 21.9717 16.6196
GT Sense Sense -0.393 Detected 0.393 Detected 0.000 -0.971 Detected -1.032 Detected -1.001 0.126 GT Sens contig174 contig174 SRC2 hom                AAGAATAcontig174 Solyc01g Solyc01g SRC2 homolog (Fragment) (AH               contig174 Solyc01g SRC2 homolog (Frag                SL2.40ch AT3G16510.1  C2 doma    chr3:561  25484.8 43458.7 18822.5 19254.5 18912.3 16480.4
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.517 Detected -1.248 Detected -1.383 0.012 GT Sens contig174 contig174 Unknown   TAAAGAAcontig174 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig174 Solyc02g Unknown Protein (A  SL2.40ch AT5G535 ATOPT9,   ATOPT9         chr5:217  416.151 450.951 243.492 295.5 168.535 184.651
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -4.019 Comprom -4.130 Comprom -4.074 0.001 GT Sens contig174 contig174 UDP-gluc            GGACTATcontig174 Solyc09g Solyc09g UDP-gluc            GO:00800 GO:00800    contig174 Solyc09g UDP-gluc             GO:00800 SL2.40ch AT1G0725UGT71C4  UGT71C4             chr1:222  46.8065 41.2503 2.04449 2.15047 3.01936 2.54122
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.941 Comprom -1.397 Comprom -1.669 0.030 GT Sens contig174 contig174 Peroxidas               ACTTAGAcontig174 Solyc02g Solyc02g Peroxidas               GO:00055 GO:00055    contig174 Solyc02g Peroxidas                GO:00046 SL2.40ch AT4G25980.1  cationic p    chr4:131  18.3087 21.3367 11.9703 9.22163 5.73273 7.59641
GT Sense Sense -0.787 Detected 0.787 Detected 0.000 -1.809 Detected -2.271 Detected -2.040 0.131 GT Sens contig175 contig175 Tyrosine-                   CCAGACCcontig175 Solyc01g Solyc01g Tyrosine-                   GO:00047 GO:00047     contig175 Solyc01g Tyrosine-                    GO:00047 SL2.40ch AT4G38470.1  protein k     chr4:179  202.158 594.78 66.3976 220.794 110.234 72.745
GT Sense Sense -0.602 Detected 0.602 Detected 0.000 -1.676 Detected -1.696 Detected -1.686 0.107 GT Sens contig175 contig175 Kinase fa               AGGAAGAcontig175 Solyc02g Solyc02g Kinase fa               GO:00064 GO:00064  contig175 Solyc02g Kinase fa                GO:00064 SL2.40ch AT2G17530.1  protein k     chr2:762  48.9467 111.447 26.1292 20.7558 25.7403 23.0837
GT Sense Sense -0.659 Detected 0.659 Detected 0.000 -1.107 Detected -1.932 Comprom -1.520 0.190 GT Sens 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  16.6454 41.0261 26.4469 11.7912 13.511 6.9334
GT Sense Sense -1.320 Detected 1.320 Detected 0.000 -4.097 Comprom -5.180 Comprom -4.638 0.083 GT Sens contig175 contig175 Unknown   TCTGGTGcontig175 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig175 Solyc04g Unknown Protein (A  SL2.40ch AT2G30730.1  serine/th      chr2:130  32.9855 203.145 5.79458 12.0295 5.32808 2.28627
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.045 Comprom -1.260 Comprom -1.153 0.038 GT Sens contig176 contig176 Unknown   TTGTTGTcontig176 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig176 Solyc01g Unknown            GO:00160 SL2.40ch AT3G52700.1  unknown   chr3:195  16.7407 12.4609 6.40704 8.49795 7.79664 6.10394
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -0.881 Detected -1.218 Detected -1.050 0.061 GT Sens contig176 contig176 Chaperon                 TCAAAAGcontig176 Solyc03g Solyc03g Chaperon                 GO:00310 GO:00310    contig176 Solyc03g Chaperon                  GO:00064 SL2.40ch AT5G37380.5  DNAJ hea       chr5:148  165.103 219.525 122.578 121.474 115.109 82.8307
GT Sense Sense -0.855 Detected 0.855 Detected 0.000 -0.834 Detected -1.629 Detected -1.232 0.322 GT Sens 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  72.7876 235.522 63.0993 88.3979 81.7729 42.8475
GT Sense Sense -0.658 Detected 0.658 Detected 0.000 -1.267 Detected -1.068 Detected -1.167 0.221 GT Sens contig177 contig177 Calmodul              CTGTGTGcontig177 Solyc02g Solyc02g Calmodul              GO:00055 GO:00055   contig177 Solyc02g Calmodul               GO:00055 SL2.40ch AT3G29000.1  calcium-b       chr3:110  5359.03 13182.2 4534.78 4701.43 3889.04 4060.1
GT Sense Sense -1.038 Detected 1.038 Detected 0.000 -1.035 Detected -1.911 Comprom -1.473 0.321 GT Sens contig177 contig177 ATFP4 (A    ATTTGAT contig177 Solyc12g Solyc12g ATFP4 (AHRD V1 *-*- B6UDP3 contig177 Solyc12g ATFP4 (AHRD V1 *-*- SL2.40ch AT3G28770.1  unknown   chr3:107  12.6575 52.7663 3.98557 24.4168 14.0485 6.95651
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -1.308 Detected -1.014 Detected -1.161 0.024 GT Sens contig177 contig177 Fatty acid                TTTATCC contig177 Solyc02g Solyc02g Fatty acid                GO:00099 GO:00099    contig177 Solyc02g Fatty acid                 GO:00099 SL2.40ch AT1G6853CUT1, PO      KCS6 (3-              chr1:257  124.396 105.462 61.2045 68.533 51.5269 57.407
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -0.844 Detected -1.402 Detected -1.123 0.086 GT Sens contig178 contig178 Unknown   GATTGAAcontig178 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig178 Solyc02g Unknown Protein (A  SL2.40ch AT2G27140.1  heat shoc     chr2:115  180.047 239.637 125.133 125.104 128.848 79.5512
GT Sense Sense -0.467 Detected 0.467 Detected 0.000 -0.883 Detected -1.124 Detected -1.003 0.173 GT Sens contig180 contig180 GRAM-co              TAAACCCcontig180 Solyc08g Solyc08g GRAM-containing/ABA-respon               contig180 Solyc08g GRAM-containing/AB               SL2.40ch AT5G13200.1  GRAM do       chr5:420  2347.91 4433.79 1364.68 2042.69 1948.76 1498.9
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 -1.360 Detected -1.034 Detected -1.197 0.080 GT Sens contig180 contig180 Os06g020                   AGAAAAGcontig180 Solyc07g Solyc07g Os06g0207500 protein (Fragm                  contig180 Solyc07g Os06g0207500 prote                   SL2.40ch AT2G42570.1  unknown   chr2:177  828.77 1279.95 528.103 573.316 447.025 509.16
GT Sense Sense -0.422 Detected 0.422 Detected 0.000 -0.904 Detected -1.108 Detected -1.006 0.146 GT Sens contig180 contig180 C2 domai                TACTCTAcontig180 Solyc04g Solyc04g C2 domain-containing protein               contig180 Solyc04g C2 domain-containin                 SL2.40ch AT1G03370.1  protein b       chr1:827  250.372 444.185 193.701 233.166 198.415 156.591
GT Sense Sense -0.428 Detected 0.428 Detected 0.000 -1.798 Detected -1.584 Detected -1.691 0.062 GT Sens contig180 contig180 RING fing                 TATGTAAcontig180 Solyc12g Solyc12g RING fing                 GO:00082 GO:00082   contig180 Solyc12g RING fing                  GO:00082 SL2.40ch AT3G1672ATL2  ATL2; pr        chr3:569  243.057 435.032 140.252 218.265 104.121 109.82
GT Sense Sense -0.960 Detected 0.960 Detected 0.000 -3.041 Detected -2.728 Detected -2.885 0.097 GT Sens contig180 contig180 Pectinest             TACCGAGcontig180 Solyc03g Solyc03g Pectinest             GO:00305 GO:00305  contig180 Solyc03g Pectinest              GO:00305 SL2.40ch AT1G32090.1  early-res         chr1:115  252.988 946.618 115.64 93.2453 66.2164 74.7676
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -0.885 Detected -1.801 Detected -1.343 0.099 GT Sens contig181 contig181 Non-spec                     AGCCTTGcontig181 Solyc08g Solyc08g Non-spec                     GO:00068 GO:00068   contig181 Solyc08g Non-spec                      GO:00055 SL2.40ch AT5G41980.1  unknown   chr5:167  321.378 319.799 205.493 398.585 193.368 93.1279
GT Sense Sense -1.237 Detected 1.237 Detected 0.000 -0.922 Detected -1.844 Detected -1.383 0.405 GT Sens contig181 contig181 DUF803 d                  TTCTTTA contig181 Solyc01g Solyc01g DUF803 domain membrane pro                 contig181 Solyc01g DUF803 domain mem                  SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  305.622 1679.07 230.276 439.424 421.194 202.091
GT Sense Sense -0.832 Detected 0.832 Detected 0.000 -1.798 Detected -1.573 Detected -1.685 0.183 GT Sens contig181 contig181 Calcium-t                CCAACTCcontig181 Solyc02g Solyc02g Calcium-t                GO:00160 GO:00160 contig181 Solyc02g Calcium-t                 GO:00160 SL2.40ch AT5G0447SIM  SIM (SIAM       chr5:126  47.1786 147.897 21.2544 40.2424 26.7599 28.4237
GT Sense Sense 0.416 Detected -0.416 Detected 0.000 -1.512 Detected -1.834 Detected -1.673 0.064 GT Sens contig182 contig182 Kunitz-typ                 CGACTATcontig182 Solyc03g Solyc03g Kunitz-typ                 GO:00048 GO:00048   contig182 Solyc03g Kunitz-typ                  GO:00048 SL2.40ch AT2G45120.1  zinc finge       chr2:186  1921.52 1066.64 456.331 451.095 559.077 406.468
GT Sense Sense -1.057 Detected 1.057 Detected 0.000 -2.498 Detected -2.606 Detected -2.552 0.137 GT Sens contig183 contig183 Glycosylt                 CAACGGCcontig183 Solyc12g Solyc12g Glycosyltransferase-like prote                 contig183 Solyc12g Glycosyltransferase                  SL2.40ch AT5G31412.1  protein d   chr5:115  376.214 1609.13 286.31 513.212 153.374 129.366
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -1.037 Detected -1.554 Detected -1.296 0.060 GT Sens contig183 contig183 Homeodo     GGAGATTcontig183 Solyc01g Solyc01g Homeodomain-like (AHRD V1 *  contig183 Solyc01g Homeodo     GO:00037 SL2.40ch AT1G76870.1  FUNCTIO                                                                    chr1:288  338.883 446.729 293.459 377.338 211.119 134.122
GT Sense Sense -0.390 Detected 0.390 Detected 0.000 -1.692 Detected -2.429 Detected -2.060 0.062 GT Sens contig184 contig184 C2 domai                GGTGCAGcontig184 Solyc06g Solyc06g C2 domain-containing protein               contig184 Solyc06g C2 domain-containin                 SL2.40ch AT1G11510.1  DNA-bind     chr1:387  8712.87 14792.1 4600.02 4207.04 3914.48 2134.68
GT Sense Sense -0.716 Detected 0.716 Detected 0.000 -2.973 Detected -2.869 Detected -2.921 0.055 GT Sens contig185 contig185 Xylogluca               GCTAAGGcontig185 Solyc07g Solyc07g Xylogluca               GO:00059 GO:00059        contig185 Solyc07g Xylogluca                GO:00167 SL2.40ch AT4G3027MERI5B, M    MERI5B (           chr4:148  1676.48 4474.64 326.056 497.942 388.402 379.649
GT Sense Sense 0.276 Detected -0.276 Detected 0.000 -1.880 Comprom -1.251 Comprom -1.565 0.065 GT Sens contig185 contig185 Cytochro              TTTCAAT contig185 Solyc02g Solyc02g Cytochro              GO:00200 GO:00200  contig185 Solyc02g Cytochro  GO:00198 SL2.40ch AT4G32950.1 20.6779 13.9514 10.3258 7.44424 5.14086 7.22712
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.120 Comprom -1.419 Comprom -1.269 0.022 GT Sens contig185 contig185 Serine/thr               TAACAGAcontig185 Solyc02g Solyc02g Serine/thr               GO:00055 GO:00055      contig185 Solyc02g Serine/thr                GO:00055 SL2.40ch AT1G12244.1 15.3396 12.8026 20.3976 4.55821 7.18168 5.30572
GT Sense Sense -0.476 Detected 0.476 Detected 0.000 -0.990 Detected -1.090 Detected -1.040 0.162 GT Sens contig185 contig185 Glycosylt              TGATCCTcontig185 Solyc10g Solyc10g Glycosylt              GO:00167 GO:00167     contig185 Solyc10g Glycosylt               GO:00167 SL2.40ch AT2G41640.1  transfera      chr2:173  3068.71 5869.24 2844.82 3363.42 2379.83 2018.23
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -1.133 Detected -0.950 Detected -1.042 0.038 GT Sens contig186 contig186 Receptor-      ATCTTCGcontig186 Solyc09g Solyc09g Receptor-like kinase (AHRD V1  contig186 Solyc09g Receptor-like kinase    SL2.40ch AT3G5155FER  FER (FER      chr3:191  32.9431 42.2793 33.3214 23.1316 18.9474 19.5568
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.900 Comprom -1.452 Comprom -1.676 0.021 GT Sens contig187 contig187 Protein E       TTAACTT contig187 Solyc01g Solyc01g Protein EFR3 homolog B (AHR    contig187 Solyc01g Protein EFR3 homol      SL2.40ch AT1G05960.2  binding  chr1:180  13.443 11.5394 2.85158 2.5973 3.71708 4.6081
GT Sense Sense -1.004 Detected 1.004 Detected 0.000 -2.117 Detected -2.520 Detected -2.318 0.152 GT Sens contig188 contig188 Os03g016                   TACATAGcontig188 Solyc10g Solyc10g Os03g0169000 protein (Fragm                  contig188 Solyc10g Os03g0169000 prote                   SL2.40ch AT3G07900.1  unknown   chr3:252  837.117 3328.11 489.157 627.498 428.55 294.622
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 -2.046 Detected -1.959 Detected -2.003 0.003 GT Sens contig188 contig188 Laccase (             TTGCATAcontig188 Solyc11g Solyc11g Laccase (             GO:00055 GO:00055  contig188 Solyc11g Laccase (              GO:00055 SL2.40ch AT5G21105.2  L-ascorb         chr5:717  4185.4 4725.74 1988.24 1469.29 1199.2 1157.79
GT Sense Sense -0.528 Detected 0.528 Detected 0.000 -0.892 Detected -1.391 Detected -1.142 0.190 GT Sens contig188 contig188 Unknown   AAATATG contig188 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig188 Solyc02g Unknown Protein (A  SL2.40ch AT4G20930.1  3-hydrox     chr4:111  32.059 65.9214 28.881 24.9417 27.5839 17.7497
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GT Sense Sense -0.427 Detected 0.427 Detected 0.000 -1.277 Detected -1.958 Detected -1.617 0.098 GT Sens contig188 contig188 Peroxidas              GTTGTATcontig188 Solyc02g Solyc02g Peroxidas              GO:00055 GO:00055    contig188 Solyc02g Peroxidas               GO:00046 SL2.40ch AT5G67400.1  peroxida       chr5:268  2974.13 5317.07 2397.02 2535 1827.98 1036.05
GT Sense Sense -0.323 Detected 0.323 Detected 0.000 -1.193 Detected -1.193 Detected -1.193 0.066 GT Sens contig189 contig189 Sphingos               TCCGTATcontig189 Solyc05g Solyc05g Sphingos               GO:00001 GO:00001    contig189 Solyc05g Sphingos                GO:00001 SL2.40ch AT1G6964SBH1  SBH1 (SP         chr1:261  5331.92 8252.92 3688.84 4740.81 3230.6 2937.7
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.563 Detected -1.721 Detected -1.642 0.006 GT Sens contig189 contig189 Adiponec              AGATTTCcontig189 Solyc07g Solyc07g Adiponec              GO:00048 GO:00048      contig189 Solyc07g Adiponec               GO:00048 SL2.40ch AT4G3085HHP2  HHP2 (HE      chr4:150  325.084 366.282 169.379 141.194 130.075 105.997
GT Sense Sense -0.442 Detected 0.442 Detected 0.000 -1.480 Detected -1.012 Detected -1.246 0.130 GT Sens contig189 contig189 Beta-1 4-x     CTTTCCCcontig189 Solyc01g Solyc01g Beta-1 4-xylosidase (AHRD V1  contig189 Solyc01g Beta-1 4-xylosidase    SL2.40ch AT3G02820.1  zinc knuc      chr3:611  6806.84 12419.2 5541.21 8414.01 3671.36 4617.1
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.554 Detected -0.976 Detected -1.265 0.053 GT Sens contig189 contig189 Pentatrico                    GAAGAGTcontig189 Solyc03g Solyc03g Pentatricopeptide (PPR) repea                   contig189 Solyc03g Pentatricopeptide (P                    SL2.40ch AT3G02650.1  pentatric      chr3:566  1051.85 1172.68 890.728 648.851 421.208 571.772
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 -1.317 Comprom -1.686 Comprom -1.502 0.041 GT Sens contig190 contig190 cDNA clon                    GAGCTTAcontig190 Solyc02g Solyc02g cDNA clon                    GO:00058 GO:00058 contig190 Solyc02g cDNA clon                     GO:00058 SL2.40ch AT5G39785.2  structura      chr5:159  14.9607 21.0757 11.3387 12.359 7.93801 5.58592
GT Sense Sense -1.101 Detected 1.101 Detected 0.000 -4.878 Comprom -4.600 Comprom -4.739 0.051 GT Sens contig191 contig191 Kelch-like                TTGATGGcontig191 Solyc10g Solyc10g Kelch-like protein (AHRD V1 ***              contig191 Solyc10g Kelch-like protein (A                SL2.40ch AT5G23890.1  LOCATE                                                                         chr5:805  24.1077 109.633 2.07026 2.07769 1.94742 2.1459
GT Sense Sense -1.631 Detected 1.631 Detected 0.000 -1.654 Detected -1.538 Detected -1.596 0.431 GT Sens contig191 contig191 Unknown   CAAAGACcontig191 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig191 Solyc02g Unknown Protein (A  SL2.40ch AT5G4399SUVR2, S   SUVR2; h       chr5:176  12.4956 118.484 8.67854 7.40399 13.6176 13.419
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -0.872 Detected -1.997 Comprom -1.435 0.133 GT Sens contig192 contig192 2-oxoglut                ACTACACcontig192 Solyc06g Solyc06g 2-oxoglut                GO:00164 GO:00164  contig192 Solyc06g 2-oxoglut                 GO:00164 SL2.40ch AT1G52820.1  2-oxoglu     chr1:196  26.1745 20.8869 9.05453 9.55599 14.2297 5.92881
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 -0.965 Comprom -1.460 Comprom -1.213 0.070 GT Sens contig192 contig192 Heat stres                  GAAAAAAcontig192 Solyc10g Solyc10g Heat stres                  GO:00056 GO:00056  contig192 Solyc10g Heat stres                   GO:00036 SL2.40ch AT2G4169AT-HSFB3    AT-HSFB        chr2:173  14.7026 10.5364 10.4053 8.10096 7.09921 4.58076
GT Sense Sense -0.359 Detected 0.359 Detected 0.000 -1.145 Detected -1.025 Detected -1.085 0.096 GT Sens contig193 contig193 RING fing                AAATGACcontig193 Solyc05g Solyc05g RING fing                GO:00055 GO:00055      contig193 Solyc05g RING fing                 GO:00055 SL2.40ch AT4G0233ATPMEPC   ATPMEP    chr4:103  2381.36 3870.5 2083.85 2277.75 1529.38 1510.37
GT Sense Sense -0.638 Detected 0.638 Detected 0.000 -0.954 Detected -1.481 Detected -1.218 0.220 GT Sens contig193 contig193 CHP-rich              GCGGGA contig193 Solyc01g Solyc01g CHP-rich              GO:00200 GO:00200   contig193 Solyc01g CHP-rich               GO:00199 SL2.40ch AT5G6430ATGCH, G     ATGCH; 3       chr5:257  2276.85 5454.43 1463.29 2283.05 2025.26 1278.22
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -0.823 Detected -1.221 Comprom -1.022 0.038 GT Sens contig194 contig194 Bifunction                 GGAGAG contig194 Solyc12g Solyc12g Bifunction                 GO:00442 GO:00442   contig194 Solyc12g Bifunction                  GO:00442 SL2.40ch AT3G6283UXS2, AT   AUD1; UD       chr3:232  25.6502 23.7105 17.2815 19.8115 15.5259 10.7112
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -0.872 Detected -1.336 Detected -1.104 0.087 GT Sens contig194 contig194 UDP-galac               AGACTAGcontig194 Solyc05g Solyc05g UDP-galac               GO:00054 GO:00054     contig194 Solyc05g UDP-galac                GO:00054 SL2.40ch AT1G1436ATUTR3,   UTR3 (UD          chr1:491  3202.3 4547.06 2817.88 2034.55 2321.93 1530.19
GT Sense Sense -1.146 Detected 1.146 Detected 0.000 -2.985 Detected -3.450 Detected -3.218 0.111 GT Sens contig194 contig194 Glycosylt               ACAATTT contig194 Solyc02g Solyc02g Glycosylt               GO:00167 GO:00167         contig194 Solyc02g Glycosylt                GO:00167 SL2.40ch AT3G2834GATL10  GATL10 (          chr3:105  208.24 1008.23 86.9894 147.608 64.4485 42.4426
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -2.408 Detected -1.869 Detected -2.138 0.026 GT Sens 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  117.887 85.3373 60.1563 97.5956 21.0451 27.8073
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.881 Detected -2.167 Detected -2.024 0.005 GT Sens contig194 contig194 Pectinest             CATGGCCcontig194 Solyc09g Solyc09g Pectinest             GO:00305 GO:00305  contig194 Solyc09g Pectinest              GO:00056 SL2.40ch AT1G02810.1  pectinest     chr1:618  483.316 490.856 349.836 294.358 147.315 109.793
GT Sense Sense -0.462 Detected 0.462 Detected 0.000 -1.709 Detected -1.310 Detected -1.510 0.095 GT Sens contig194 contig194 1-aminocy                 TTAGACAcontig194 Solyc08g Solyc08g 1-aminocy                 GO:00168 GO:00168       contig194 Solyc08g 1-aminocy                  GO:00428 SL2.40ch AT4G1128ACS6  ACS6 (1-A         chr4:686  623.777 1170.05 422.123 375.133 291.037 348.833
GT Sense Sense -1.712 Detected 1.712 Detected 0.000 -2.687 Detected -3.379 Detected -3.033 0.225 GT Sens contig195 contig195 Proline de             CAAGTGAcontig195 Solyc02g Solyc02g Proline de             GO:00046 GO:00046     contig195 Solyc02g Proline de              GO:00055 SL2.40ch AT5G38710.1  proline o          chr5:155  92.2548 979.525 38.0524 136.346 51.9721 29.2578
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.592 Detected -1.187 Detected -1.389 0.042 GT Sens contig195 contig195 Os01g078                  GGAGAG contig195 Solyc03g Solyc03g Os01g078                  GO:00055 GO:00055    contig195 Solyc03g Os01g078                   GO:00055 SL2.40ch AT1G61740.1  unknown   chr1:227  193.22 142.046 99.1378 104.129 61.2076 73.6785
GT Sense Sense -0.513 Detected 0.513 Detected 0.000 -2.324 Comprom -2.549 Comprom -2.437 0.043 GT Sens contig195 contig195 Zinc finge        ATCTTTA contig195 Solyc09g Solyc09g Zinc finger MYM-type protein 1    contig195 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  11.8485 23.8428 7.59172 7.5433 3.73722 2.90853
GT Sense Sense -0.496 Detected 0.496 Detected 0.000 -1.282 Detected -1.329 Detected -1.305 0.119 GT Sens contig195 contig195 Hydroxyp               GAGATGTcontig195 Solyc06g Solyc06g Hydroxyproline-rich glycoprot               contig195 Solyc06g Hydroxyproline-rich               SL2.40ch AT2G35230.1  VQ motif-    chr2:148  75.3483 148.225 42.371 45.2176 48.4025 42.5996
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -2.270 Detected -2.118 Detected -2.194 0.002 GT Sens 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  5958.67 6464.12 2284.09 4844.22 1432.65 1447.25
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 -2.939 Comprom -2.574 Comprom -2.757 0.012 GT Sens contig198 contig198 Cyclin B (            AAACACT contig198 Solyc12g Solyc12g Cyclin B (            GO:00056 GO:00056       contig198 Solyc12g Cyclin B (             GO:00047 SL2.40ch AT1G763 CYCB2;4  CYCB2;4        chr1:286  67.8521 47.6874 15.2491 13.2263 8.25853 9.67258
GT Sense Sense -1.009 Detected 1.009 Detected 0.000 -2.608 Detected -3.832 Detected -3.220 0.112 GT Sens contig198 contig198 PAR-1c pr            GCAAAACcontig198 Solyc10g Solyc10g PAR-1c protein (AHRD V1 ***- Q         contig198 Solyc10g PAR-1c protein (AHR            SL2.40ch AT5G52390.1  photoass     chr5:212  1096.5 4389.92 287.02 496.565 400.914 155.958
GT Sense Sense -1.217 Detected 1.217 Detected 0.000 -3.412 Detected -3.102 Detected -3.257 0.117 GT Sens contig200 contig200 Os03g073                   AGCATGAcontig200 Solyc05g Solyc05g Os03g073                   GO:00055 GO:00055  contig200 Solyc05g Os03g073                    GO:00055 SL2.40ch AT3G27290.1  F-box fam    chr3:100  492.875 2631.95 220.016 432.763 119.178 134.33
GT Sense Sense -0.789 Detected 0.789 Detected 0.000 -1.757 Detected -1.936 Detected -1.846 0.146 GT Sens contig202 contig202 Gibberelli                CTCCTCCcontig202 Solyc01g Solyc01g Gibberelli                GO:00455 GO:00455      contig202 Solyc01g Gibberelli                 GO:00040 SL2.40ch AT3G0338DegP7  DegP7 (D             chr3:799  186.515 550.762 119.546 214.044 105.635 84.7982
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -0.947 Detected -2.308 Detected -1.627 0.139 GT Sens contig202 contig202 RING fing                ATTTACGcontig202 Solyc03g Solyc03g RING fing                GO:00082 GO:00082   contig202 Solyc03g RING fing                 GO:00082 SL2.40ch AT2G3802VCL1, MA    VCL1 (VA    chr2:159  120.676 113.436 106.97 56.6435 67.5826 23.9266
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 -1.555 Detected -1.440 Detected -1.498 0.067 GT Sens contig203 contig203 1-aminocy                   CAACCCAcontig203 Solyc08g Solyc08g 1-aminocy                   GO:00301 GO:00301   contig203 Solyc08g 1-aminocy                    GO:00090 SL2.40ch AT5G2836ACS3  ACS3 (1-A                 chr5:103  60.7307 105.148 35.5428 30.4415 30.2799 29.8098
GT Sense Sense -1.094 Detected 1.094 Detected 0.000 -0.871 Detected -2.208 Detected -1.539 0.353 GT Sens contig204 contig204 Unknown   GTCTGGTcontig204 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig204 Solyc03g Unknown Protein (A  SL2.40ch AT3G51290.1  proline-ri     chr3:190  113.92 513.299 87.3398 100.978 147.237 53.0035
GT Sense Sense -0.760 Detected 0.760 Detected 0.000 -2.076 Comprom -1.328 Detected -1.702 0.182 GT Sens contig204 contig204 Ethylene-                    TTATTCC contig204 Solyc08g Solyc08g Ethylene-                    GO:00037 GO:00037         contig204 Solyc08g Ethylene-                     GO:00037 SL2.40ch AT4G1750ATERF-1  ATERF-1               chr4:975  20.2632 57.4853 14.3011 15.091 9.01408 13.7599
GT Sense Sense -0.519 Detected 0.519 Detected 0.000 -2.084 Comprom -1.284 Comprom -1.684 0.124 GT Sens contig205 contig205 ATP-bind         GAAAGGAcontig205 Solyc03g Solyc03g ATP-binding cassette (ABC) tra      contig205 Solyc03g ATP-bind         GO:00426 SL2.40ch AT5G6173ATATH11    ATATH11            chr5:248  13.5287 27.4726 3.6912 3.39755 5.06309 8.01669
GT Sense Sense -0.648 Detected 0.648 Detected 0.000 -1.542 Detected -1.409 Detected -1.476 0.152 GT Sens contig206 contig206 Serine/thr                GCAGAAGcontig206 Solyc04g Solyc04g Serine/thr                GO:00191 GO:00191        contig206 Solyc04g Serine/thr                 GO:00191 SL2.40ch AT4G2139B120  B120; AT            chr4:113  1536.84 3729.69 1156.78 1140.87 915.431 912.504
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 -2.461 Detected -3.285 Detected -2.873 0.034 GT Sens contig207 contig207 Ribosoma                TGAGAAGcontig207 Solyc11g Solyc11g Ribosoma                GO:00058 GO:00058 contig207 Solyc01g Ribosoma                 GO:00037 SL2.40ch AT3G611 ARS27A  ARS27A (          chr3:226  292.359 177.158 16.7318 40.8823 46.0391 23.6317
GT Sense Sense -1.362 Detected 1.362 Detected 0.000 -3.054 Detected -2.137 Detected -2.596 0.213 GT Sens contig208 contig208 SRC2 pro               TATACGAcontig208 Solyc01g Solyc01g SRC2 pro               GO:00055 GO:00055   contig208 Solyc01g SRC2 pro                GO:00055 SL2.40ch AT3G29180.1  unknown   chr3:111  671.183 4385.8 285.673 507.373 230.12 394.815
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.303 Detected -2.355 Comprom -1.829 0.074 GT Sens contig209 contig209 Unknown   TATTTAT contig209 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig209 Solyc03g Unknown Protein (A  SL2.40ch AT5G41140.1  unknown   chr5:164  22.1508 23.2312 33.1446 29.1675 10.2365 4.48788
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 -1.054 Detected -1.139 Comprom -1.097 0.025 GT Sens contig210 contig210 Unknown   AGCACCAcontig210 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig210 Solyc01g CHY zinc                  GO:00051 SL2.40ch AT3G1949ATNHD1,   ATNHD1;      chr3:675  18.9246 23.7927 15.1028 14.7153 11.3798 9.75293
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 -1.146 Comprom -1.717 Comprom -1.431 0.067 GT Sens contig211 contig211 Pentatrico               ATTCTAA contig211 Solyc03g Solyc03g Pentatricopeptide repeat-conta               contig211 Solyc03g Pentatricopeptide re               SL2.40ch AT4G02750.1  pentatric      chr4:122  12.6435 18.0855 11.0698 7.50583 7.61223 4.65644
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 -1.253 Detected -1.121 Detected -1.187 0.101 GT Sens contig211 contig211 Tyrosine                   AGATGTAcontig211 Solyc04g Solyc04g Tyrosine                   GO:00055 GO:00055    contig211 Solyc04g Tyrosine                    GO:00055 SL2.40ch AT1G05000.1  tyrosine       chr1:142  4295.27 7431.01 3789.18 4410.93 2639.35 2630.06
GT Sense Sense -0.251 Detected 0.251 Detected 0.000 -0.848 Detected -1.432 Detected -1.140 0.098 GT Sens contig212 contig212 ATP synth                    TTGGAATcontig212 Solyc04g Solyc04g ATP synth                    GO:00164 GO:00164    contig212 Solyc04g ATP synth                     GO:00164 SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  2936.39 4109.59 2574.4 1890.76 2148.81 1303.09
GT Sense Sense -0.314 Detected 0.314 Detected 0.000 -0.992 Detected -1.109 Detected -1.051 0.082 GT Sens contig212 contig212 Dehydrat                    CAGAAGTcontig212 Solyc08g Solyc08g Dehydration-responsive family                   contig212 Solyc08g Dehydration-respon                     SL2.40ch AT4G1912ERD3  ERD3 (ea      chr4:104  148.76 227.435 91.4059 165.655 103.005 86.3169
GT Sense Sense -0.854 Detected 0.854 Detected 0.000 -1.317 Detected -1.566 Detected -1.441 0.237 GT Sens contig212 contig212 Os07g017       TTGGTTGcontig212 Solyc12g Solyc12g Os07g0175100 protein (Fragm     contig212 Solyc12g Os07g017       GO:00160 SL2.40ch AT5G12010.1  unknown   chr5:387  356.999 1153.61 233.301 495.697 286.957 219.39
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.197 Comprom -1.823 Comprom -1.510 0.041 GT Sens contig213 contig213 MLO-like              AATTATA contig213 Solyc03g Solyc03g MLO-like              GO:00160 GO:00160   contig213 Solyc03g MLO-like               GO:00160 SL2.40ch AT1G6156MLO6, AT   MLO6 (M         chr1:227  15.7028 14.9208 6.22527 7.48113 7.4373 4.37924
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 -3.034 Detected -2.786 Detected -2.910 0.016 GT Sens contig214 contig214 Proteinas                 TGAAGGAcontig214 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig214 Solyc03g Proteinas                  GO:00048 SL2.40ch AT5G67385.1  protein b      chr5:268  6076.93 9824 3823.51 5569.22 1050.54 1133.93
GT Sense Sense -0.531 Detected 0.531 Detected 0.000 -1.054 Detected -1.180 Detected -1.117 0.172 GT Sens contig214 contig214 SRC2-like               CCCGCG contig214 Solyc01g Solyc01g SRC2-like               GO:00055 GO:00055  contig214 Solyc01g SRC2-like                GO:00055 SL2.40ch AT5G49700.1  DNA-bind    chr5:201  22.1132 45.6253 21.658 27.3673 17.0393 14.1975
GT Sense Sense -1.231 Detected 1.231 Detected 0.000 -1.589 Detected -1.538 Detected -1.564 0.332 GT Sens contig214 contig214 Inositol he                AAAGAAT contig214 Solyc03g Solyc03g Inositol he                GO:00008 GO:00008     contig214 Solyc03g Inositol he                 GO:00084 SL2.40ch AT5G0737IPK2a, AT   IPK2a (IN              chr5:233  80.8756 440.245 59.4558 113.014 69.8344 65.783
GT Sense Sense -0.535 Detected 0.535 Detected 0.000 -1.450 Detected -2.192 Detected -1.821 0.107 GT Sens contig215 contig215 Harpin-ind               AATTATT contig215 Solyc02g Solyc02g Harpin-induced protein-like (Fr              contig215 Solyc02g Harpin-induced prot               SL2.40ch AT4G2672PPX1, PP   PPX1 (PR         chr4:134  554.57 1150.57 233.374 484.792 325.605 177.041
GT Sense Sense -0.464 Detected 0.464 Detected 0.000 -1.335 Detected -0.914 Detected -1.125 0.158 GT Sens contig216 contig216 Senescen              GTCAAAT contig216 Solyc07g Solyc07g Senescen              GO:00160 GO:00160   contig216 Solyc07g Senescen               GO:00160 SL2.40ch AT4G2805TET7  TET7 (TE   chr4:139  38977.1 73282.8 23215.3 25829.6 23594.9 28710
GT Sense Sense -1.353 Detected 1.353 Detected 0.000 -0.951 Detected -2.817 Detected -1.884 0.370 GT Sens contig216 contig216 Kunitz-typ                    CTGCTATcontig216 Solyc03g Solyc03g Kunitz-typ                    GO:00048 GO:00048        contig216 Solyc03g Kunitz-typ                     GO:00048 SL2.40ch AT1G17860.1  trypsin a           chr1:614  322.114 2078.02 193.164 1012.21 471.221 117.582
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -1.674 Detected -1.233 Detected -1.454 0.036 GT Sens contig216 contig216 Porin/volt                 TTGGGTGcontig216 Solyc03g Solyc03g Porin/volt                 GO:00057 GO:00057      contig216 Solyc03g Porin/volt                  GO:00083 SL2.40ch AT1G51350.1  armadillo      chr1:190  2571.56 1995.83 1311.04 1501.48 790.464 975.917
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 -1.662 Detected -2.475 Comprom -2.069 0.043 GT Sens contig216 contig216 3-oxoacy                 TCATCAGcontig216 Solyc08g Solyc08g 3-oxoacy                 GO:00081 GO:00081       contig216 Solyc08g 3-oxoacy                  GO:00081 SL2.40ch AT1G6264KAS III  KAS III (3                  chr1:231  44.94 34.8336 14.3663 32.0846 13.9261 7.20384
GT Sense Sense -1.219 Detected 1.219 Detected 0.000 -1.217 Detected -1.653 Detected -1.435 0.366 GT Sens contig216 contig216 Citrate tra                AAACTTGcontig216 Solyc03g Solyc03g Citrate tra                GO:00160 GO:00160   contig216 Solyc03g Citrate tra                 GO:00160 SL2.40ch AT1G02260.1  transmem     chr1:440  42.9365 229.907 53.1071 55.2496 47.6034 31.9964
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -2.523 Detected -1.958 Detected -2.241 0.020 GT Sens 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  1540.95 1239.35 596.348 592.533 267.783 359.994
GT Sense Sense -1.032 Detected 1.032 Detected 0.000 -2.388 Detected -2.973 Detected -2.680 0.130 GT Sens contig217 contig217 Ethylene                    TTGGAAGcontig217 Solyc08g Solyc08g Ethylene                    GO:00037 GO:00037         contig217 Solyc08g Ethylene                     GO:00037 SL2.40ch AT5G4722ATERF2, A    ERF2 (ET               chr5:191  576.281 2383.77 175.914 281.608 249.452 151.168
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 -0.920 Detected -1.093 Detected -1.006 0.042 GT Sens contig218 contig218 Genomic          ATACAAC contig218 Solyc03g Solyc03g Genomic DNA chromosome 5       contig218 Solyc03g Genomic DNA chrom         SL2.40ch AT5G50090.2 578.227 748.969 392.405 511.731 387.417 312.428
GT Sense Sense -0.061 Detected 0.061 Detected 0.000 -1.296 Comprom -1.339 Comprom -1.318 0.002 GT Sens contig219 contig219 Cell divisi                 CCAAGGTcontig219 Solyc07g Solyc07g Cell divisi                 GO:00055 GO:00055   contig219 Solyc07g Cell divisi                  GO:00055 SL2.40ch #N/A #N/A #N/A #N/A 13.3515 14.3619 4.2112 4.42728 6.28145 5.54079
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 -1.833 Detected -1.592 Detected -1.713 0.028 GT Sens contig219 contig219 Laccase-2               CAATATC contig219 Solyc02g Solyc02g Laccase-2               GO:00551 GO:00551  contig219 Solyc02g Laccase-2                GO:00551 SL2.40ch AT5G6692sks17  sks17 (SK          chr5:267  3558.31 5099.43 2089.62 2276.72 1331.9 1430.16
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 -1.144 Detected -1.046 Detected -1.095 0.101 GT Sens contig220 contig220 Calmodul               AGATCCTcontig220 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055   contig220 Solyc03g Calmodul                GO:00055 SL2.40ch AT1G18210.2  calcium-b     chr1:626  62756.2 104178 49484.7 60325.8 40752.3 39638.4
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -0.896 Detected -1.266 Detected -1.081 0.045 GT Sens contig220 contig220 1-aminocy                CTGACAAcontig220 Solyc02g Solyc02g 1-aminocy                GO:00164 GO:00164  contig220 Solyc02g 1-aminocy                 GO:00164 SL2.40ch AT1G77330.1  1-aminoc         chr1:290  5486.05 4406.23 4346.55 1915.56 2942.66 2070.49
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.417 Detected -2.079 Detected -1.748 0.039 GT Sens contig221 contig221 Lipid tran                    CTTAAGAcontig221 Solyc02g Solyc02g Lipid tran                    GO:00068 GO:00068  contig221 Solyc02g Lipid tran                     GO:00068 SL2.40ch AT1G1922ARF19, IA    ARF19 (A           chr1:662  376.718 309.076 191.918 800.021 142.31 81.7375
GT Sense Sense -0.668 Detected 0.668 Detected 0.000 -1.974 Detected -2.157 Detected -2.066 0.092 GT Sens contig221 contig221 Unknown   GTGATTTcontig221 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig221 Solyc08g Unknown Protein (A  SL2.40ch AT2G35290.1  unknown   chr2:148  1458.01 3640.12 909.004 694.731 653.022 522.96
GT Sense Sense -0.783 Detected 0.783 Detected 0.000 -1.358 Detected -1.396 Detected -1.377 0.221 GT Sens contig222 contig222 AN1-type                 TAACCCCcontig222 Solyc02g Solyc02g AN1-type                 GO:00055 GO:00055      contig222 Solyc02g Zinc finge                    GO:00036 SL2.40ch AT3G282 PMZ  PMZ; zinc    chr3:105  1551.9 4545.15 1198.9 1978.68 1154.09 1021.46
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 -2.320 Detected -2.309 Detected -2.314 0.003 GT Sens contig222 contig222 Gibberelli                CTTAGGTcontig222 Solyc10g Solyc10g Gibberelli                GO:00040 GO:00040   contig222 Solyc10g Gibberelli                 GO:00040 SL2.40ch AT1G47480.1  hydrolas   chr1:174  351.879 416.502 122.237 149.296 85.4154 78.1898
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.234 Detected -0.933 Detected -1.084 0.051 GT Sens contig222 contig222 Cytochro                  TTTACGGcontig222 Solyc02g Solyc02g Cytochro                  GO:00198 GO:00198      contig222 Solyc02g Cytochro  GO:00198 SL2.40ch AT5G0463CYP77A9  CYP77A9               chr5:133  4215.38 5545.43 3060.74 3289.12 2288.78 2563.67
GT Sense Sense -0.664 Detected 0.664 Detected 0.000 -1.215 Detected -1.233 Detected -1.224 0.207 GT Sens contig222 contig222 Calmodul       ATCTTAA contig222 Solyc01g Solyc01g Calmodulin binding protein (AH    contig222 Solyc01g Calmodul       GO:00055 SL2.40ch AT3G13600.1  calmodu     chr3:444  22.9715 57.0197 17.7416 41.7714 17.3622 15.5939
GT Sense Sense -0.603 Detected 0.603 Detected 0.000 -0.913 Detected -1.573 Detected -1.243 0.212 GT Sens contig224 contig224 Predicted        TACTTGAcontig224 Solyc02g Solyc02g Predicted by genscan and gen     contig224 Solyc02g Predicted by gensca       SL2.40ch AT2G2710SE  SE (SERR        chr2:115  2106.96 4807.93 1819.23 3438.24 1882.28 1083.25
GT Sense Sense 0.433 Detected -0.433 Detected 0.000 -0.983 Detected -1.123 Detected -1.053 0.139 GT Sens contig224 contig224 Cytochro                 CCAAGTGcontig224 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig224 Solyc01g Cytochro  GO:00198 SL2.40ch AT5G5726CYP71B1   CYP71B1               chr5:231  35.2878 19.1325 14.7819 28.8223 14.6429 12.0768
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -1.199 Comprom -1.253 Comprom -1.226 0.043 GT Sens contig224 contig224 Ethylene-                    CCCGCTAcontig224 Solyc10g Solyc10g Ethylene-                    GO:00063 GO:00063    contig224 Solyc10g Ethylene-                     GO:00036 SL2.40ch AT3G60860.1  guanine      chr3:224  13.249 18.7781 6.61913 10.3999 7.64921 6.70031
GT Sense Sense -0.672 Detected 0.672 Detected 0.000 -2.241 Detected -2.011 Detected -2.126 0.089 GT Sens contig225 contig225 cDNA clon         GGAGTTTcontig225 Solyc02g Solyc02g cDNA clone J100026I16 full ins      contig225 Solyc02g cDNA clone J100026        SL2.40ch AT5G01520.1  zinc finge        chr5:206  244.124 612.907 159.665 198.433 91.1464 97.1529
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -1.432 Detected -1.645 Detected -1.538 0.021 GT Sens 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  7861.26 5906.63 4422.29 4291.4 2812.29 2206.37
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.559 Detected -2.265 Detected -1.912 0.038 GT Sens contig226 contig226 Unknown           AGGACTTcontig226 Solyc09g Solyc09g Unknown           GO:00057 GO:00057 contig226 Solyc09g Unknown            GO:00057 SL2.40ch AT3G5546SCL30  SCL30; R           chr3:205  322.216 255.979 195.663 172.904 108.535 60.5114
GT Sense Sense -0.454 Detected 0.454 Detected 0.000 -1.293 Detected -0.973 Detected -1.133 0.143 GT Sens contig226 contig226 Nitric oxid                  TTAGGAAcontig226 Solyc11g Solyc11g Nitric oxide reductase FlRd-NA                 contig226 Solyc11g Nitric oxide reductas                  SL2.40ch AT5G22140.1  pyridine      chr5:734  173.168 321.15 110.564 189.766 107.147 121.631
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.591 Comprom -2.503 Comprom -2.047 0.053 GT Sens contig227 contig227 Unknown   CCTTTGAcontig227 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig227 Solyc08g Unknown Protein (A  SL2.40ch AT5G57580.1  calmodu    chr5:233  19.0739 24.189 2.10697 11.7361 7.94018 3.83543
GT Sense Sense -0.403 Detected 0.403 Detected 0.000 -0.807 Detected -1.751 Detected -1.279 0.176 GT Sens contig228 contig228 Pectinest               TTGGTTAcontig228 Solyc04g Solyc04g Pectinest               GO:00305 GO:00305   contig228 Solyc04g Pectinest                GO:00305 SL2.40ch AT2G216 PE11, ATP   pectinest     chr2:924  1439.87 2488.89 1235.72 1247.98 1205.25 569.511
GT Sense Sense -1.865 Detected 1.865 Detected 0.000 -1.848 Detected -1.756 Detected -1.802 0.436 GT Sens contig228 contig228 PHD-finge        TTGAGTTcontig228 Solyc03g Solyc03g PHD-finger family protein expr     contig228 Solyc03g PHD-finger family pr      SL2.40ch AT5G0990EMB2107     EMB2107     chr5:308  11.806 154.815 2.07227 6.71494 13.2266 12.8125
GT Sense Sense -0.386 Detected 0.386 Detected 0.000 -1.008 Detected -1.713 Detected -1.360 0.121 GT Sens contig228 contig228 Glycine-ri                   CGTCGG contig228 Solyc01g Solyc01g Glycine-ri                   GO:00082 GO:00082     contig228 Solyc01g Glycine-ri                    GO:00082 SL2.40ch AT2G2166ATGRP7,   CCR2 (CO                   chr2:926  2240.4 3781.69 1762.2 1075.44 1612.11 898.877
GT Sense Sense -0.284 Detected 0.284 Detected 0.000 -1.267 Detected -1.135 Detected -1.201 0.054 GT Sens contig229 contig229 Phosphat       TCATTGAcontig229 Solyc09g Solyc09g Phosphatidylcholine:ceramide      contig229 Solyc09g Phosphat       GO:00451 SL2.40ch AT2G37940.1  FUNCTIO                                                                   chr2:158  3222.79 4725.98 2146.59 2252.18 1806.07 1799.12
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -2.013 Detected -0.989 Detected -1.501 0.106 GT Sens contig229 contig229 Unknown   CATAGCAcontig229 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig229 Solyc07g Unknown Protein (A  SL2.40ch AT5G40451.1  unknown   chr5:161  49.0117 39.6443 36.8696 51.9546 12.1633 22.4914
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -0.959 Detected -1.665 Detected -1.312 0.065 GT Sens contig230 contig230 LOB dom                 ATTAGCGcontig230 Solyc02g Solyc02g LOB domain family protein (AH               contig230 Solyc02g LOB domain family p                SL2.40ch AT5G6687ASL1, LB   ASL1  chr5:267  551.778 548.592 451.262 156.293 315.226 175.685
GT Sense Sense -0.477 Detected 0.477 Detected 0.000 -1.117 Detected -1.131 Detected -1.124 0.142 GT Sens contig230 contig230 Calmodul              ACTAACT contig230 Solyc11g Solyc11g Calmodul              GO:00055 GO:00055   contig230 Solyc11g Calmodul               GO:00055 SL2.40ch AT1G76640.1  calmodu     chr1:287  486.419 931.087 275.083 302.175 345.545 311.035
GT Sense Sense -0.592 Detected 0.592 Detected 0.000 -3.030 Detected -2.483 Detected -2.757 0.052 GT Sens contig232 contig232 Mutant re         AAGAGTCcontig232 Solyc08g Solyc08g Mutant required to maintain re      contig232 Solyc08g061390.1.1 #N/A #N/A #N/A #N/A 589.599 1324.15 160.297 333.973 120.495 159.969
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -1.188 Detected -1.136 Detected -1.162 0.050 GT Sens contig233 contig233 Unknown   AGGCAAGcontig233 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig233 Solyc02g Unknown Protein (A  SL2.40ch AT5G5513CNX5, SIR   CNX5 (CO             chr5:223  289.325 415.734 273.163 337.155 169.561 159.777
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.367 Comprom -0.935 Comprom -1.151 0.035 GT Sens contig233 contig233 Dirigent-li                 TGACATAcontig233 Solyc10g Solyc10g Dirigent-like protein (AHRD V1              contig233 Solyc10g Dirigent-like protein                SL2.40ch AT5G64710.2  unknown   chr5:258  12.4605 11.4749 6.38573 14.9978 5.16455 6.33031
GT Sense Sense -0.619 Detected 0.619 Detected 0.000 -1.734 Detected -1.468 Detected -1.601 0.127 GT Sens contig234 contig234 UDP-D-glu               TACATAGcontig234 Solyc05g Solyc05g UDP-D-glu               GO:00059 GO:00059       contig234 Solyc05g UDP-D-glu                GO:00503 SL2.40ch AT4G001 GAE3  GAE3 (UD        chr4:387  30.163 70.3824 25.2779 39.2733 15.4312 16.8587
GT Sense Sense -0.584 Detected 0.584 Detected 0.000 -1.672 Detected -1.569 Detected -1.620 0.110 GT Sens 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  428.897 953.046 297.633 418.395 223.5 218.216
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 -0.869 Detected -1.266 Detected -1.068 0.076 GT Sens contig236 contig236 Chitinase                    AGTAGTAcontig236 Solyc01g Solyc01g Chitinase                    GO:00055 GO:00055   contig236 Solyc01g Chitinase                     GO:00055 SL2.40ch AT5G441 ATPOP1,    POP1; tra   chr5:177  3591.9 4960.46 2967.52 3296.72 2573.46 1777.2
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -0.869 Detected -1.171 Detected -1.020 0.021 GT Sens 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  1678.38 1667.51 1042.22 1038.55 1019.86 752.267
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.289 Detected -0.802 Detected -1.045 0.068 GT Sens 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  222.146 177.39 157.483 168.158 90.4976 115.247
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 -0.964 Detected -1.434 Detected -1.199 0.074 GT Sens 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  447.597 311.35 182.264 319.52 213.175 139.864
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -2.238 Detected -3.366 Detected -2.802 0.043 GT Sens contig240 contig240 Mutator-li               TGTATCT contig240 Solyc04g Solyc04g Mutator-li               GO:00082 GO:00082   contig240 Solyc11g F-box family protein    SL2.40ch AT2G18938.1 609.642 455.082 74.2302 174.21 124.332 51.7132
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.085 Detected -1.329 Detected -1.207 0.016 GT Sens contig241 contig241 Unknown   CTGTTGGcontig241 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig241 Solyc10g Unknown Protein (A  SL2.40ch AT4G33230.1  pectinest     chr4:160  387.598 336.481 283.336 276.866 189.566 145.497
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 -1.014 Detected -1.249 Detected -1.132 0.034 GT Sens 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  1204.32 928.827 878.2 1374.31 583.219 450.503
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -1.800 Comprom -1.634 Comprom -1.717 0.015 GT Sens 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  17.279 12.9789 12.3718 11.1844 4.78928 4.88611
GT Sense Sense -0.385 Detected 0.385 Detected 0.000 -1.843 Comprom -2.594 Comprom -2.219 0.054 GT Sens contig242 contig242 Unknown   AGTAGTTcontig242 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig242 Solyc08g Unknown Protein (A  SL2.40ch AT5G50740.3  metal ion   chr5:206  19.6109 33.0689 37.9551 17.4521 7.90293 4.27113
GT Sense Sense -0.602 Detected 0.602 Detected 0.000 -2.455 Detected -2.228 Detected -2.341 0.062 GT Sens contig243 contig243 Beta-ocim              GGAACTCcontig243 Solyc05g Solyc05g Beta-ocim              GO:00505 GO:00505      contig243 Solyc06g Sister chromatid co        SL2.40ch #N/A #N/A #N/A #N/A 3544.11 8073.9 1820.6 3388.57 1086.73 1155.83
GT Sense Sense -1.358 Detected 1.358 Detected 0.000 -3.571 Detected -3.221 Detected -3.396 0.131 GT Sens contig244 contig244 Calmodul      AAGTTAAcontig244 Solyc07g Solyc07g Calmodulin-binding protein (AH    contig244 Solyc07g Calmodul      GO:00055 SL2.40ch AT2G26190.1  calmodu     chr2:111  112.536 731.152 18.6578 50.7846 26.8729 31.1555
GT Sense Sense -0.950 Detected 0.950 Detected 0.000 -1.448 Detected -1.330 Detected -1.389 0.282 GT Sens contig244 contig244 WRKY tra               AGAAAGGcontig244 Solyc04g Solyc04g WRKY tra               GO:0045449 contig244 Solyc04g WRKY tra                GO:00454 SL2.40ch AT5G648 WRKY51,   WRKY51;    chr5:259  25.1642 92.8093 28.7788 39.9434 19.7246 19.461
GT Sense Sense -0.654 Detected 0.654 Detected 0.000 -1.197 Detected -1.207 Detected -1.202 0.207 GT Sens contig244 contig244 CM0216.2                  GTATCAAcontig244 Solyc04g Solyc04g CM0216.210.nc protein (AHRD                contig244 Solyc04g CM0216.210.nc prot                  SL2.40ch AT1G76240.1  unknown   chr1:286  70.9495 173.611 72.3196 80.4573 53.911 48.6831
GT Sense Sense -0.325 Detected 0.325 Detected 0.000 -3.434 Comprom -3.067 Comprom -3.251 0.013 GT Sens contig245 contig245 Transmem                  CCATATAcontig245 Solyc05g Solyc05g Transmem                  GO:00048 GO:00048       contig245 Solyc05g Transmem                   GO:00055 SL2.40ch AT2G24170.1  endomem      chr2:102  16.2274 25.1792 18.2573 4.41054 2.08275 2.44152
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -1.151 Detected -1.143 Detected -1.147 0.043 GT Sens contig245 contig245 Xylogluca                 CAGTCCGcontig245 Solyc08g Solyc08g Xylogluca                 GO:00059 GO:00059          contig245 Solyc08g Xylogluca                  GO:00167 SL2.40ch AT1G3217XTR4, XT   XTR4 (XY                  chr1:115  80.4273 111.864 47.0999 61.9881 47.5546 43.4881
GT Sense Sense -0.727 Detected 0.727 Detected 0.000 -3.708 Detected -3.316 Detected -3.512 0.043 GT Sens contig245 contig245 Long cell       AAGAGCTcontig245 Solyc01g Solyc01g Long cell-linked locus protein    contig245 Solyc01g Long cell-linked locu      SL2.40ch AT4G16790.1  hydroxyp      chr4:945  83.866 227.251 33.7208 82.9412 11.7644 14.035
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 -0.956 Detected -1.629 Detected -1.293 0.118 GT Sens 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  778.097 470.213 846.824 1074.72 347.281 197.964
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -1.343 Detected -1.049 Detected -1.196 0.033 GT Sens contig246 contig246 Os01g078                  CTGGCCAcontig246 Solyc02g Solyc02g Os01g078                  GO:00160 GO:00160   contig246 Solyc02g Os01g078                   GO:00160 SL2.40ch AT2G25737.1  unknown   chr2:109  2390.49 1872.69 1226.7 1721.82 928.934 1035.14
GT Sense Sense -0.896 Detected 0.896 Detected 0.000 -2.011 Comprom -2.135 Comprom -2.073 0.147 GT Sens contig246 contig246 Unknown   GTTCACGcontig246 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig246 Solyc04g Unknown Protein (A  SL2.40ch AT4G02810.1  unknown   chr4:125  14.9849 51.2902 3.88516 17.182 7.6592 6.38801
GT Sense Sense -1.821 Detected 1.821 Detected 0.000 -1.780 Detected -4.624 Comprom -3.202 0.300 GT Sens contig247 contig247 Cytochro                 CAAGCAGcontig247 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig247 Solyc04g cytochrom  GO:00198 SL2.40ch AT4G1535CYP705A   CYP705A               chr4:876  20.6623 255.011 5.43229 8.07949 23.5384 2.98089
GT Sense Sense -2.246 Detected 2.246 Detected 0.000 -1.880 Detected -4.016 Comprom -2.948 0.358 GT Sens contig247 contig247 MYB tran               TTTGGTTcontig247 Solyc05g Solyc05g MYB tran               GO:00037 GO:00037       contig247 Solyc05g MYB tran                GO:00037 SL2.40ch AT3G243 MYB305,   MYB305           chr3:881  37.0376 823.564 35.3803 420.544 52.853 10.9259
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 -1.805 Detected -1.712 Detected -1.758 0.030 GT Sens contig247 contig247 WRKY tra              AACCAGCcontig247 Solyc08g Solyc08g WRKY tra              GO:00037 GO:00037       contig247 Solyc08g WRKY tra               GO:00037 SL2.40ch AT5G241 WRKY30,   WRKY30;    chr5:815  4476.51 6778.68 1658.16 2016.41 1755.9 1702.51
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 -0.958 Detected -1.686 Comprom -1.322 0.073 GT Sens 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  19.5639 22.2416 17.2277 6.13735 11.9573 6.56234
GT Sense Sense -0.550 Detected 0.550 Detected 0.000 -0.918 Detected -1.759 Comprom -1.339 0.193 GT Sens contig249 contig249 Unknown   TATTTTT contig249 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig249 Solyc00g Unknown Protein (A  SL2.40ch AT1G1483ADL1C, A    ADL1C (A          chr1:510  11.7834 24.9807 8.59808 5.70423 10.11 5.13043
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -2.238 Detected -2.471 Detected -2.355 0.013 GT Sens contig249 contig249 Os03g073                   CCAGAGGcontig249 Solyc06g Solyc06g Os03g0731050 protein (Fragm                  contig249 Solyc06g Os03g0731050 prote                   SL2.40ch AT1G51770.2  unknown   chr1:192  1828.25 2532.97 984.105 1056.81 507.885 392.868
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -2.263 Comprom -0.805 Detected -1.534 0.174 GT Sens contig250 contig250 BHLH tran              CTTTACT contig250 Solyc04g Solyc04g BHLH tran              GO:00037 GO:00037      contig250 Solyc04g BHLH tran               GO:00037 SL2.40ch AT1G22490.1  basic hel      chr1:793  26.954 22.5206 9.29837 17.2278 5.7177 14.2795
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -1.589 Detected -3.259 Comprom -2.424 0.102 GT Sens contig251 contig251 Unknown   CAGACATcontig251 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig251 Solyc02g Unknown Protein (A  SL2.40ch AT2G04235.1  unknown   chr2:144  43.6019 49.3184 29.9085 51.2264 17.1687 4.90301
GT Sense Sense -0.432 Detected 0.432 Detected 0.000 -1.588 Detected -1.432 Detected -1.510 0.075 GT Sens contig251 contig251 Heat stres                   CACAACAcontig251 Solyc07g Solyc07g Heat stres                   GO:00056 GO:00056  contig251 Solyc07g Heat stres                    GO:00036 SL2.40ch AT3G0299ATHSFA1    ATHSFA1        chr3:673  570.625 1027.32 337.991 468.341 283.619 287.223
GT Sense Sense -0.407 Detected 0.407 Detected 0.000 -0.975 Detected -1.242 Detected -1.108 0.122 GT Sens contig252 contig252 2 3-bispho                CTTTACAcontig252 Solyc04g Solyc04g 2 3-bispho                GO:00060 GO:00060      contig252 Solyc04g 2 3-bispho                 GO:00465 SL2.40ch AT1G22170.1  phospho      chr1:782  911.261 1583.26 594.646 1028.45 680.777 514.12
GT Sense Sense 0.308 Detected -0.308 Detected 0.000 -1.713 Detected -1.661 Detected -1.687 0.032 GT Sens 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  358.374 231.189 169.739 316.881 97.8102 92.1318
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.923 Detected -1.282 Detected -1.603 0.038 GT Sens contig252 contig252 Lipoxyge             CCACTGCcontig252 Solyc01g Solyc01g Lipoxyge             GO:00161 GO:00161   contig252 Solyc01g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  305.76 300.762 160.637 194.211 89.0377 126.26
GT Sense Sense -0.943 Detected 0.943 Detected 0.000 -1.084 Detected -1.376 Detected -1.230 0.326 GT Sens contig252 contig252 Glycosylt              CAAAGGCcontig252 Solyc05g Solyc05g Glycosylt              GO:00065 GO:00065 contig252 Solyc05g Glycosylt               GO:00167 SL2.40ch AT3G57880.1  C2 doma    chr3:214  23.4886 85.7933 15.2415 48.5854 23.5759 17.5152
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -1.227 Comprom -1.572 Comprom -1.400 0.015 GT Sens contig253 contig253 Unknown           TAAAAAA contig253 Solyc11g Solyc11g Unknown           GO:00096 GO:00096    contig253 Solyc11g Unknown            GO:00096 SL2.40ch AT1G28290.2 12.97 12.5341 3.68919 5.72868 6.06627 4.34043
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -0.894 Detected -2.368 Detected -1.631 0.158 GT Sens contig253 contig253 LOB dom                 TGGTTTCcontig253 Solyc06g Solyc06g LOB dom                 GO:00055 GO:00055   contig253 Solyc06g LOB dom                  GO:00055 SL2.40ch AT2G4047LBD15  LBD15 (L      chr2:169  535.601 537.144 393.12 203.059 321.555 105.191
GT Sense Sense -0.818 Detected 0.818 Detected 0.000 -1.368 Detected -1.646 Detected -1.507 0.211 GT Sens contig253 contig253 Hydrolase        GAAAGCTcontig253 Solyc05g Solyc05g Hydrolase alpha/beta fold fami      contig253 Solyc05g Hydrolase alpha/bet        SL2.40ch AT3G0487ZDS, PDE   ZDS (ZET      chr3:134  257.097 789.924 223.438 272.436 194.486 145.767
GT Sense Sense -0.570 Detected 0.570 Detected 0.000 -0.806 Detected -1.415 Detected -1.110 0.228 GT Sens contig254 contig254 NAC dom                  CAGAGTTcontig254 Solyc03g Solyc03g NAC dom                  GO:00037 GO:00037      contig254 Solyc03g NAC dom                   GO:00037 SL2.40ch AT5G396 ATNAC2,     ATNAC6              chr5:158  490.47 1069.13 375.418 359.659 461.363 274.977
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.049 Detected -1.474 Detected -1.261 0.033 GT Sens contig255 contig255 Isocitrate             TATGATAcontig255 Solyc07g Solyc07g Isocitrate             GO:00044 GO:00044        contig255 Solyc07g Isocitrate              GO:00464 SL2.40ch AT3G2172ICL  ICL (ISOC       chr3:765  46111.5 52258.4 45844.4 66063.2 26430 17893
GT Sense Sense -1.356 Detected 1.356 Detected 0.000 -1.419 Detected -1.920 Comprom -1.670 0.350 GT Sens contig255 contig255 Fucosyltr              TACAAGCcontig255 Solyc06g Solyc06g Fucosyltr              GO:00048 GO:00048     contig255 Solyc06g Fucosyltr               GO:00084 SL2.40ch AT1G1410FUT8  FUT8 (FU      chr1:482  13.148 85.1978 11.3063 14.647 13.9354 8.95538
GT Sense Sense -0.639 Detected 0.639 Detected 0.000 -2.015 Detected -1.623 Detected -1.819 0.113 GT Sens contig256 contig256 SRC2 hom                ATATCCAcontig256 Solyc01g Solyc01g SRC2 hom                GO:00055 GO:00055  contig256 Solyc01g SRC2 hom                 GO:00055 SL2.40ch AT5G45660.1  unknown   chr5:185  4138.33 9918.75 1488.95 2678.85 1765.59 2105.9
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.078 Detected -1.554 Comprom -1.316 0.050 GT Sens contig256 contig256 Decarbox                GAGAAACcontig256 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig256 Solyc08g Decarbox                 GO:00301 SL2.40ch AT5G0203LSN, PNY        RPL (REP            chr5:395  25.971 19.6718 21.0691 17.6874 11.9277 7.79422
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -1.832 Comprom -1.633 Comprom -1.732 0.010 GT Sens contig256 contig256 Unknown   TTGAAAAcontig256 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig256 Solyc04g Unknown Protein (A  SL2.40ch AT3G21410.1  F-box fam     chr3:753  17.2713 20.8195 7.90903 6.21151 5.93059 6.1915
GT Sense Sense -0.646 Detected 0.646 Detected 0.000 -1.613 Detected -1.645 Detected -1.629 0.128 GT Sens contig256 contig256 UDP-gluc              ATCCTTAcontig256 Solyc12g Solyc12g UDP-gluc              GO:00060 GO:00060   contig256 Solyc12g UDP-gluc               GO:00060 SL2.40ch AT4G1096UGE5  UGE5 (UD         chr4:671  370.23 895.867 209.579 630.241 209.65 186.379
GT Sense Sense -0.759 Detected 0.759 Detected 0.000 -1.520 Detected -2.241 Detected -1.881 0.154 GT Sens contig257 contig257 Cellulose              CAGGACAcontig257 Solyc03g Solyc03g Cellulose              GO:00167 GO:00167   contig257 Solyc03g Cellulose               GO:00167 SL2.40ch AT3G0305CSLD3, K    CSLD3 (C           chr3:687  584.444 1653.94 475.526 340.783 381.681 210.541
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.698 Comprom -1.139 Detected -1.419 0.046 GT Sens contig258 contig258 Glycosylt                  TATTGCAcontig258 Solyc02g Solyc02g Glycosylt                  GO:00167 GO:00167         contig258 Solyc02g Glycosylt                   GO:00167 SL2.40ch AT3G5076GATL2  GATL2 (G               chr3:188  32.2674 26.1894 13.359 20.1459 9.97942 13.3609
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.383 Detected -1.305 Detected -1.344 0.011 GT Sens contig259 contig259 LOB dom                 AGTAACAcontig259 Solyc06g Solyc06g LOB dom                 GO:00055 GO:00055  contig259 Solyc06g LOB dom                  GO:00055 SL2.40ch AT2G4047LBD15  LBD15 (L      chr2:169  248.261 203.515 136.052 178.665 95.998 92.0784
GT Sense Sense -0.843 Detected 0.843 Detected 0.000 -0.831 Detected -1.568 Detected -1.199 0.322 GT Sens contig259 contig259 Monooxy              ATTACGCcontig259 Solyc08g Solyc08g Monooxy              GO:00164 GO:00164  contig259 Solyc08g Monooxy               GO:00081 SL2.40ch AT5G35680.2  eukaryot              chr5:138  6583.84 20935.6 7349.65 8370.9 7351.52 4009.68
GT Sense Sense -0.731 Detected 0.731 Detected 0.000 -1.057 Detected -1.444 Detected -1.251 0.240 GT Sens contig259 contig259 Os06g022                  AATATAG contig259 Solyc04g Solyc04g Os06g0220000 protein (Fragm                 contig259 Solyc04g Os06g0220000 prote                  SL2.40ch AT5G6426EXL2  EXL2 (EX     chr5:257  248.132 676.013 285.971 247.684 219.173 152.379
GT Sense Sense -0.638 Detected 0.638 Detected 0.000 -1.224 Detected -1.356 Detected -1.290 0.182 GT Sens contig260 contig260 Glycerol-3                  AAGGGG contig260 Solyc12g Solyc12g Glycerol-3                  GO:00550 GO:00550  contig260 Solyc12g Glycerol-3                   GO:00550 SL2.40ch AT2G13100.3  glycerol-          chr2:539  832.477 1994.03 719.252 721.414 614.243 509.7
GT Sense Sense -0.939 Detected 0.939 Detected 0.000 -1.554 Detected -2.134 Detected -1.844 0.202 GT Sens contig260 contig260 Calmodul              TCGGATTcontig260 Solyc06g Solyc06g Calmodul              GO:00055 GO:00055   contig260 Solyc06g Calmodul               GO:00055 SL2.40ch AT1G76640.1  calmodu     chr1:287  762.731 2772.94 430.973 1481.24 551.53 335.544
GT Sense Sense -0.656 Detected 0.656 Detected 0.000 -1.327 Detected -1.298 Detected -1.312 0.183 GT Sens contig260 contig260 CCR4-NO                 CTCCCCGcontig260 Solyc06g Solyc06g CCR4-NO                 GO:00056 GO:00056  contig260 Solyc06g CCR4-NO                  GO:00001 SL2.40ch AT5G22250.1  CCR4-NO       chr5:736  8278.49 20307.7 5679.58 5800.22 5756.81 5338.39
GT Sense Sense -0.469 Detected 0.469 Detected 0.000 -1.218 Detected -1.116 Detected -1.167 0.132 GT Sens contig261 contig261 Membran         TGTGTGTcontig261 Solyc06g Solyc06g Membrane bound O-acyl trans      contig261 Solyc06g Membran         GO:00055 SL2.40ch AT1G34500.1  membran            chr1:126  372.057 705.016 304.331 313.039 245.277 239.317
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.932 Comprom -1.841 Comprom -1.887 0.004 GT Sens contig261 contig261 WUSCHEL              GTTTATCcontig261 Solyc02g Solyc02g WUSCHEL              GO:00063 GO:00063    contig261 Solyc02g WUSCHEL               GO:00063 SL2.40ch AT2G3535PLL1  PLL1 (PO         chr2:148  14.9702 12.797 3.91448 6.13632 4.03831 3.91097
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.647 Comprom -1.103 Comprom -1.375 0.037 GT Sens contig262 contig262 F1L3.5 (A    ACATCCCcontig262 Solyc12g Solyc12g F1L3.5 (AHRD V1 **-- Q9LNR9 Acontig262 Solyc12g F1L3.5 (AHRD V1 **-- SL2.40ch AT5G55600.2  agenet do          chr5:225  12.0654 12.4067 10.5252 6.95463 4.35029 5.76725
GT Sense Sense -0.691 Detected 0.691 Detected 0.000 -1.903 Detected -2.213 Detected -2.058 0.101 GT Sens contig262 contig262 Ethylene                    TCATCAAcontig262 Solyc09g Solyc09g Ethylene                    GO:00063 GO:00063    contig262 Solyc09g Ethylene                     GO:00036 SL2.40ch AT3G23220.1  DNA bind      chr3:828  274.771 707.542 221.593 159.631 131.322 96.2803
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 -1.254 Detected -1.910 Detected -1.582 0.041 GT Sens contig263 contig263 Non-spec                     CTCAACT contig263 Solyc09g Solyc09g Non-spec                     GO:00068 GO:00068  contig263 Solyc09g Non-spec                      GO:00068 SL2.40ch AT5G41020.1  myb fami     chr5:164  687.296 649.624 694.853 3893.43 312.04 179.999
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.432 Detected -1.058 Detected -1.245 0.027 GT Sens contig263 contig263 Alcohol a             GTTGAGTcontig263 Solyc11g Solyc11g Alcohol a             GO:00167 GO:00167         contig263 Solyc11g Alcohol a              GO:00167 SL2.40ch AT1G77830.1  zinc finge        chr1:292  35.332 30.6715 18.2855 18.025 13.5888 16.0131
GT Sense Sense -0.378 Detected 0.378 Detected 0.000 -1.037 Detected -1.393 Detected -1.215 0.100 GT Sens contig264 contig264 Methyl bin                ATACTTGcontig264 Solyc11g Solyc11g Methyl bin                GO:00036 GO:00036  contig264 Solyc11g Methyl bin                 GO:00056 SL2.40ch AT4G38520.2  protein p          chr4:180  176.44 294.384 101.825 183.689 123.669 87.8432
GT Sense Sense 1.531 Detected -1.531 Detected 0.000 -3.714 Comprom -2.799 Comprom -3.256 0.178 GT Sens contig265 contig265 MADS bo                CTGTCAAcontig265 Solyc08g Solyc08g MADS bo                GO:00056 GO:00056  contig265 Solyc08g MADS bo                 GO:00036 SL2.40ch AT1G263 CAL, CAL    CAL (CAU        chr1:910  117.49 13.9156 2.58833 5.39915 3.43263 5.88316
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -1.443 Comprom -1.983 Comprom -1.713 0.024 GT Sens contig265 contig265 Unknown   GGTTTCAcontig265 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig265 Solyc04g Unknown Protein (A  SL2.40ch AT5G27890.1  FUNCTIO                                                           chr5:990  12.7501 12.7257 3.62713 6.98934 5.21599 3.26268
GT Sense Sense -0.482 Detected 0.482 Detected 0.000 -1.570 Detected -1.039 Detected -1.304 0.141 GT Sens contig266 contig266 Arf-GAP w                       TATTGCAcontig266 Solyc03g Solyc03g Arf-GAP w                       GO:00323 GO:00323     contig266 Solyc03g Arf-GAP w                        GO:00323 SL2.40ch AT5G543 AGD5  AGD5 (AR              chr5:220  110.755 213.635 56.1058 139.252 57.7051 75.8134
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 -1.038 Detected -0.977 Detected -1.007 0.043 GT Sens contig266 contig266 Undecapr              GCAATTAcontig266 Solyc06g Solyc06g Undecapr              GO:00455 GO:00455             contig266 Solyc06g Undecapr               GO:00455 SL2.40ch AT5G58770.1  dehydrod          chr5:237  131.751 96.6875 107.765 151.383 61.2343 58.0609
GT Sense Sense -0.728 Detected 0.728 Detected 0.000 -1.368 Detected -1.015 Detected -1.192 0.253 GT Sens contig266 contig266 Unknown   TATCATC contig266 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig266 Solyc01g Unknown Protein (A  SL2.40ch AT5G66740.1  unknown   chr5:266  129.245 350.474 131.276 149.028 91.8247 106.589
GT Sense Sense -0.561 Detected 0.561 Detected 0.000 -1.956 Detected -1.442 Detected -1.699 0.110 GT Sens contig266 contig266 Plastid-ta       GTTGCTAcontig266 Solyc04g Solyc04g Plastid-targeted protein 3 (AHR    contig266 Solyc04g Plastid-targeted pro      SL2.40ch AT3G53040.1  late embr          chr3:196  1262.91 2718.28 804.171 491.168 531.866 690.203
GT Sense Sense -0.341 Detected 0.341 Detected 0.000 -0.981 Detected -1.082 Detected -1.032 0.096 GT Sens contig266 contig266 Unknown   TTCATCAcontig266 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig266 Solyc02g Unknown Protein (A  SL2.40ch AT5G60820.1  zinc finge        chr5:244  1438.27 2281.93 1094.27 1365.84 1021.98 866.413
GT Sense Sense -0.524 Detected 0.524 Detected 0.000 -1.154 Detected -1.578 Detected -1.366 0.137 GT Sens contig266 contig266 Reductas               TTTTGAT contig266 Solyc03g Solyc03g Reductas               GO:00551 GO:00551  contig266 Solyc03g Reductas                GO:00551 SL2.40ch AT5G1406CARAB-A   CARAB-A         chr5:453  11864.3 24238.2 7455.25 12642.4 8485.59 5750.15
GT Sense Sense 0.520 Detected -0.520 Detected 0.000 -1.407 Detected -1.154 Detected -1.281 0.139 GT Sens 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  394.762 189.732 195.282 66.681 114.909 124.537
GT Sense Sense -0.684 Detected 0.684 Detected 0.000 -1.690 Detected -2.639 Detected -2.164 0.121 GT Sens contig267 contig267 CHP-rich              GTCCAAGcontig267 Solyc02g Solyc02g CHP-rich              GO:00082 GO:00082   contig267 Solyc02g CHP-rich               GO:00230 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  434.856 1109.3 156.722 530.902 239.749 112.908
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.036 Detected -1.050 Detected -1.043 0.000 GT Sens contig267 contig267 Unknown   AACGTCGcontig267 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig267 Solyc04g Unknown Protein (A  SL2.40ch AT1G19740.1  ATP-depe        chr1:682  31.9144 31.0407 19.1115 14.9908 17.1002 15.3896
GT Sense Sense 0.373 Detected -0.373 Detected 0.000 -1.961 Detected -1.518 Detected -1.740 0.057 GT Sens 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  51.9237 30.6044 31.978 28.1393 11.3997 14.0889
GT Sense Sense 0.392 Detected -0.392 Detected 0.000 -1.017 Detected -1.139 Detected -1.078 0.113 GT Sens contig268 contig268 Fatty acyl               AGATTGGcontig268 Solyc06g Solyc06g Fatty acyl               GO:00800 GO:00800     contig268 Solyc06g Fatty acyl                GO:00800 SL2.40ch AT3G4456FAR8  FAR8 (FA                  chr3:161  309.512 177.757 129.92 176.161 129.107 107.856
GT Sense Sense -0.359 Detected 0.359 Detected 0.000 -0.997 Detected -1.109 Detected -1.053 0.101 GT Sens contig269 contig269 Kunitz try               GTTACAT contig269 Solyc03g Solyc03g Kunitz try               GO:00048 GO:00048   contig269 Solyc03g Kunitz try                GO:00048 SL2.40ch AT1G73260.1  trypsin a           chr1:275  11000.1 17894.1 9606.38 12904.9 7826.36 6584.81
GT Sense Sense -1.116 Detected 1.116 Detected 0.000 -1.824 Detected -2.325 Detected -2.074 0.211 GT Sens contig269 contig269 Ethylene-                    TTGAGATcontig269 Solyc08g Solyc08g Ethylene-                    GO:00037 GO:00037           contig269 Solyc08g Ethylene-                     GO:00165 SL2.40ch AT4G1750ATERF-1  ATERF-1               chr4:975  723.518 3360.79 659.448 597.312 490.547 315.055
GT Sense Sense -0.507 Detected 0.507 Detected 0.000 -1.460 Detected -0.874 Detected -1.167 0.184 GT Sens contig269 contig269 Unknown   CTAAGAAcontig269 Solyc08g Solyc08g Unknown Protein (AHRD V1);O contig269 Solyc08g Unknown   GO:00055 SL2.40ch AT1G12330.1  unknown   chr1:419  4714.95 9410.47 3861.43 5952.27 2696.81 3680.53
GT Sense Sense -0.473 Detected 0.473 Detected 0.000 -1.065 Detected -1.265 Detected -1.165 0.138 GT Sens contig269 contig269 Nucleoba                GAGCTTTcontig269 Solyc10g Solyc10g Nucleoba                GO:00160 GO:00160    contig269 Solyc10g Nucleoba                 GO:00152 SL2.40ch AT1G1054ATNAT8,   xanthine/      chr1:347  27.8677 53.0904 32.698 12.8976 20.4764 16.2059
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.179 Comprom -2.262 Comprom -1.721 0.100 GT Sens contig270 contig270 Glyoxal o              GAACCAAcontig270 Solyc07g Solyc07g Glyoxal oxidase (AHRD V1 ***-           contig270 Solyc07g Glyoxal oxidase (AH              SL2.40ch AT5G61470.1  zinc finge       chr5:247  18.5435 13.252 9.91472 12.3338 7.7089 3.30906
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.360 Detected -1.989 Detected -1.675 0.040 GT Sens 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  707.629 855.329 439.056 275.962 337.566 198.364
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -1.328 Comprom -0.968 Comprom -1.148 0.030 GT Sens contig270 contig270 Abscisic a               TCCACTCcontig270 Solyc09g Solyc09g Abscisic a               GO:00428 GO:00428   contig270 Solyc09g Abscisic a                GO:00428 SL2.40ch AT2G38310.1  unknown   chr2:160  16.5643 14.3593 14.2494 7.46093 6.84246 7.98272
GT Sense Sense -1.468 Detected 1.468 Detected 0.000 -1.725 Detected -2.150 Comprom -1.938 0.321 GT Sens contig271 contig271 Unknown   ATTAATC contig271 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig271 Solyc09g Unknown Protein (A  SL2.40ch AT3G29320.1  glucan p    chr3:112  11.2963 85.4799 19.6773 6.29383 10.4656 7.08712
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 -1.529 Detected -1.029 Detected -1.279 0.077 GT Sens contig271 contig271 Unknown   GTACTTGcontig271 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig271 Solyc09g Unknown Protein (A  SL2.40ch AT5G23380.1  unknown   chr5:786  44.3046 29.5359 32.8797 62.5348 13.9633 17.9459
GT Sense Sense -0.685 Detected 0.685 Detected 0.000 -0.820 Detected -1.313 Detected -1.066 0.281 GT Sens contig272 contig272 Cell divisi                 GATGGCTcontig272 Solyc02g Solyc02g Cell divisi                 GO:00055 GO:00055     contig272 Solyc02g Cell divisi                  GO:00426 SL2.40ch AT3G5093BCS1  BCS1 (CY            chr3:189  206.351 527.342 157.709 327.787 208.169 134.414
GT Sense Sense -0.805 Detected 0.805 Detected 0.000 -1.673 Detected -1.426 Detected -1.550 0.197 GT Sens contig272 contig272 WRKY tra              TCGATGCcontig272 Solyc05g Solyc05g WRKY tra              GO:00037 GO:00037       contig272 Solyc05g WRKY tra               GO:00055 SL2.40ch AT5G1308WRKY75,   WRKY75;    chr5:414  2407.02 7261.21 2380.92 2863.61 1459.86 1575.29
GT Sense Sense -0.633 Detected 0.633 Detected 0.000 -1.485 Detected -1.742 Detected -1.613 0.130 GT Sens contig272 contig272 MRNA clo                 AAAGTTT contig272 Solyc10g Solyc10g MRNA clone RAFL21-79-C21 (A                contig272 Solyc10g MRNA clone RAFL21                 SL2.40ch AT5G41390.2  FUNCTIO                                                                chr5:165  92.6668 220.225 84.1991 93.3127 56.8445 43.2515
GT Sense Sense -0.575 Detected 0.575 Detected 0.000 -1.276 Detected -1.233 Detected -1.255 0.161 GT Sens contig273 contig273 Unknown   CACTCGAcontig273 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig273 Solyc01g Unknown Protein (A  SL2.40ch AT5G40645.1  nitrate-re      chr5:162  40.5623 88.987 32.3646 33.3031 27.6261 25.8772
GT Sense Sense 0.463 Detected -0.463 Detected 0.000 -1.528 Detected -0.885 Detected -1.207 0.166 GT Sens 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  37.3 19.4031 20.2414 31.8266 10.386 14.7499
GT Sense Sense -0.499 Detected 0.499 Detected 0.000 -1.042 Detected -1.383 Detected -1.213 0.148 GT Sens contig273 contig273 4-coumar                 ATGTGTTcontig273 Solyc06g Solyc06g 4-coumar                 GO:00081 GO:00081    contig273 Solyc06g 4-coumar                  GO:00162 SL2.40ch AT3G48990.1  AMP-dep        chr3:181  3982.71 7865.64 2959.1 3389.78 3026.35 2173.01
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 -1.790 Detected -1.395 Detected -1.592 0.019 GT Sens contig274 contig274 Unknown   CTAAGAT contig274 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig274 Solyc08g Unknown Protein (A  SL2.40ch AT1G0739AtRLP1  protein b   chr1:226  306.518 352.541 287.314 379.352 105.891 126.53
GT Sense Sense -0.345 Detected 0.345 Detected 0.000 -1.244 Detected -0.830 Detected -1.037 0.123 GT Sens contig274 contig274 Calmodul             CAAAAAC contig274 Solyc02g Solyc02g Calmodul             GO:00055 GO:00055   contig274 Solyc02g Calmodul              GO:00055 SL2.40ch AT5G3777TCH2, CM   TCH2 (TO       chr5:149  2280.29 3634.94 1497.38 1887.11 1353.96 1639.93
GT Sense Sense -0.752 Detected 0.752 Detected 0.000 -2.662 Detected -3.770 Detected -3.216 0.075 GT Sens contig274 contig274 Myb-like D                     CTTCACCcontig274 Solyc12g Solyc12g Myb-like D                     GO:0045449 contig274 Solyc12g Myb-like D                      GO:00454 SL2.40ch AT4G04580.1  myb fami     chr4:229  231.69 649.996 163.233 127.46 68.2893 28.791
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -2.111 Comprom -1.845 Comprom -1.978 0.005 GT Sens 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  12.6718 11.8476 3.38243 10.531 3.1579 3.45228
GT Sense Sense 0.427 Detected -0.427 Detected 0.000 -1.489 Detected -1.726 Detected -1.607 0.068 GT Sens contig275 contig275 1-aminocy                 AAGGAAGcontig275 Solyc02g Solyc02g 1-aminocy                 GO:00512 GO:00512   contig275 Solyc02g 1-aminocy                  GO:00512 SL2.40ch AT4G25310.1  oxidored       chr4:129  261.679 143.073 129.465 283.674 76.7877 59.2344
GT Sense Sense -0.922 Detected 0.922 Detected 0.000 -2.310 Detected -1.725 Detected -2.017 0.172 GT Sens contig275 contig275 Unknown   TTCAAGGcontig275 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig275 Solyc06g Unknown Protein (A  SL2.40ch AT1G6872AGP19, A   AGP19 (A    chr1:258  76.3289 271.017 18.4725 81.953 32.3077 44.0441
GT Sense Sense -0.258 Detected 0.258 Detected 0.000 -1.209 Detected -0.991 Detected -1.100 0.059 GT Sens contig276 contig276 Patatin-lik              AAGAAGCcontig276 Solyc02g Solyc02g Patatin-lik              GO:00066 GO:00066    contig276 Solyc02g Patatin-lik               GO:00046 SL2.40ch AT2G2656PLP2, PLA    PLA2A (P        chr2:112  28235.5 39925.4 18293.8 21656 16172.5 17101.6
GT Sense Sense -0.468 Detected 0.468 Detected 0.000 -1.201 Detected -1.594 Detected -1.398 0.111 GT Sens contig277 contig277 Cytokinin                  ATCATAT contig277 Solyc01g Solyc01g Cytokinin riboside 5%26apos%                  contig277 Solyc01g Cytokinin riboside 5                  SL2.40ch AT5G03270.1  unknown   chr5:781  200.08 378.628 191.074 217.489 133.353 92.2881
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 -1.836 Detected -1.995 Detected -1.916 0.015 GT Sens 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  281.645 204.644 190.282 308.814 74.8943 60.967
GT Sense Sense -1.284 Detected 1.284 Detected 0.000 -2.123 Detected -1.438 Detected -1.780 0.312 GT Sens contig277 contig277 Sigma fac               TTAATAG contig277 Solyc01g Solyc01g Sigma factor binding protein 1            contig277 Solyc01g Sigma factor binding              SL2.40ch AT4G10480.2  nascent p            chr4:647  208.553 1222.48 148.573 177.973 129.14 188.666
GT Sense Sense -0.957 Detected 0.957 Detected 0.000 -1.878 Detected -2.053 Detected -1.965 0.177 GT Sens contig278 contig278 Xylogluca               AATAAAC contig278 Solyc12g Solyc12g Xylogluca               GO:00059 GO:00059   contig278 Solyc12g Xylogluca                GO:00059 SL2.40ch AT1G653 ATXTH17    XTH17 (X                  chr1:242  1332.86 4963.09 787.24 736.356 779.264 627.611
GT Sense Sense -0.416 Detected 0.416 Detected 0.000 -1.393 Detected -0.924 Detected -1.158 0.136 GT Sens contig278 contig278 Avr9/Cf-9        CGCGGA contig278 Solyc08g Solyc08g Avr9/Cf-9 rapidly elicited prote      contig278 Solyc08g Avr9/Cf-9 rapidly elic       SL2.40ch AT4G1789UBP20  UBP20 (U         chr4:993  1035.29 1821.2 569.476 820.964 582.44 732.948
GT Sense Sense -0.492 Detected 0.492 Detected 0.000 -1.005 Detected -1.201 Detected -1.103 0.159 GT Sens contig278 contig278 Cellulose          CTGACTGcontig278 Solyc02g Solyc02g Cellulose synthase-like C1-2 g        contig278 Solyc02g Cellulose          GO:00167 SL2.40ch AT3G2818ATCSLC0      ATCSLC0            chr3:105  2708.92 5300.17 2489.48 2469.07 2102.85 1668.76
GT Sense Sense -0.350 Detected 0.350 Detected 0.000 -1.321 Detected -1.429 Detected -1.375 0.060 GT Sens contig279 contig279 Arabinoga     CTGCACCcontig279 Solyc02g Solyc02g Arabinogalactan (AHRD V1 *-*- contig279 Solyc02g Arabinogalactan (AH    SL2.40ch AT4G25620.1  hydroxyp      chr4:130  5237.4 8408.3 3123.77 3929.65 2958.37 2495.75
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.313 Comprom -1.487 Comprom -1.400 0.013 GT Sens contig280 contig280 Unknown   ACCTCCTcontig280 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig280 Solyc05g Unknown Protein (A  SL2.40ch AT2G3293ZFN2  ZFN2 (ZIN             chr2:139  12.837 15.3957 6.63228 5.06706 6.29951 5.07806
GT Sense Sense 0.364 Detected -0.364 Detected 0.000 -1.026 Detected -1.085 Detected -1.056 0.102 GT Sens 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  195.027 116.364 81.07 138.395 82.3877 71.8764
GT Sense Sense -1.115 Detected 1.115 Detected 0.000 -1.367 Detected -2.840 Detected -2.103 0.256 GT Sens contig280 contig280 Unknown   TACGGCGcontig280 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig280 Solyc08g Unknown Protein (A  SL2.40ch AT5G5224MSBP1, A    MSBP1 (m         chr5:212  1028.84 4769.98 750.528 406.823 956.354 313.313
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.787 Detected -1.621 Detected -1.704 0.005 GT Sens contig281 contig281 (R)-limone                CCTTATT contig281 Solyc01g Solyc01g (R)-limone                GO:00168 GO:00168  contig281 Solyc01g (R)-limone                 GO:00168 SL2.40ch AT3G25810.1  myrcene/     chr3:943  129.529 113.706 71.9919 93.5817 39.177 39.9568
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 -1.865 Detected -1.694 Detected -1.780 0.049 GT Sens 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  128.581 72.7811 27.6423 34.7976 29.5681 30.2699
GT Sense Sense -0.577 Detected 0.577 Detected 0.000 -1.161 Detected -1.485 Detected -1.323 0.158 GT Sens contig282 contig282 Heat shoc                CTATGAT contig282 Solyc01g Solyc01g Heat shoc                GO:00055 GO:00055  contig282 Solyc01g Heat shoc                 GO:00055 SL2.40ch AT5G2854BIP1  BIP1; AT    chr5:105  21.6625 47.6896 15.8982 10.137 16.0077 11.6275
GT Sense Sense -0.705 Detected 0.705 Detected 0.000 -2.189 Detected -1.725 Detected -1.957 0.119 GT Sens contig283 contig283 Ribosoma              TCATAGCcontig283 Solyc09g Solyc09g Ribosoma              GO:00081 GO:00081    contig283 Solyc09g Ribosoma               GO:00089 SL2.40ch AT2G32020.1  GCN5-rel       chr2:136  640.567 1682.32 314.332 612.022 253.562 317.999
GT Sense Sense -1.896 Detected 1.896 Detected 0.000 -1.608 Detected -2.676 Comprom -2.142 0.390 GT Sens contig284 contig284 Unknown   TTGCTTGcontig284 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig284 Solyc07g Unknown Protein (A  SL2.40ch AT4G35470.1  leucine-r      chr4:168  13.379 183.097 7.40327 9.16505 18.0829 7.84182
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 -2.346 Comprom -2.298 Comprom -2.322 0.025 GT Sens contig285 contig285 Ce-LEA (A    AACCAAAcontig285 Solyc03g Solyc03g Ce-LEA (AHRD V1 ***- O16527 contig285 Solyc03g Ce-LEA (A    GO:00055 SL2.40ch AT3G16580.1 19.7788 11.6129 5.91262 5.96077 3.31982 3.11932
GT Sense Sense -0.383 Detected 0.383 Detected 0.000 -1.944 Detected -2.251 Detected -2.098 0.037 GT Sens contig285 contig285 Respirato                 CATTTCGcontig285 Solyc08g Solyc08g Respirato                 GO:00055 GO:00055     contig285 Solyc08g Respirato                  GO:00161 SL2.40ch AT1G6406ATRBOH      ATRBOH            chr1:237  178.081 299.308 73.18 76.3327 66.8053 49.1117
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 -2.220 Comprom -1.367 Comprom -1.793 0.065 GT Sens contig285 contig285 Pectinest             GATGAAAcontig285 Solyc08g Solyc08g Pectinest             GO:00305 GO:00305   contig285 Solyc08g Pectinest              GO:00305 SL2.40ch AT5G47500.1  pectinest     chr5:192  23.4937 17.0806 18.8525 9.10621 4.78981 7.86129
GT Sense Sense -0.433 Detected 0.433 Detected 0.000 -3.397 Comprom -1.930 Comprom -2.663 0.089 GT Sens contig286 contig286 Acetyl xyl                    AGATGCTcontig286 Solyc12g Solyc12g Acetyl xylan esterase A (AHRD                 contig286 Solyc12g Acetyl xylan esteras                    SL2.40ch AT3G4773ATATH1,   ATATH1;           chr3:175  16.0238 28.8553 25.0508 13.2509 2.2738 5.71344
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -1.245 Detected -1.115 Detected -1.180 0.031 GT Sens contig286 contig286 Receptor                 CTGATAGcontig286 Solyc09g Solyc09g Receptor                 GO:00163 GO:00163  contig286 Solyc09g Receptor                  GO:00163 SL2.40ch AT5G59260.1  lectin pro     chr5:239  502.881 659.809 415.737 384.786 270.719 269.214
GT Sense Sense -0.501 Detected 0.501 Detected 0.000 -1.587 Detected -1.370 Detected -1.478 0.102 GT Sens contig286 contig286 Aspartic p               TTTCCAGcontig286 Solyc07g Solyc07g Aspartic p               GO:00065 GO:00065  contig286 Solyc07g Aspartic p                GO:00036 SL2.40ch AT2G42980.1  aspartyl     chr2:178  683.422 1352.49 481.038 602.184 356.37 376.696
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.180 Comprom -1.323 Comprom -1.251 0.012 GT Sens contig286 contig286 Homeodo                TCTTTCAcontig286 Solyc07g Solyc07g Homeodo                GO:00037 GO:00037        contig286 Solyc11g Homeobo                   GO:00435 SL2.40ch AT3G08530.1  clathrin h     chr3:258  15.9358 13.4127 5.70456 6.60332 7.18761 5.91599
GT Sense Sense -0.551 Detected 0.551 Detected 0.000 -0.941 Detected -1.348 Detected -1.144 0.191 GT Sens contig286 contig286 Pectinest             TACCCGAcontig286 Solyc03g Solyc03g Pectinest             GO:00305 GO:00305  contig286 Solyc03g Pectinest              GO:00305 SL2.40ch AT5G49110.2  unknown   chr5:199  1274.46 2704.11 852.368 719.777 1077.27 738.532
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.662 Detected -1.009 Detected -1.335 0.061 GT Sens contig287 contig287 Lipoxyge             CTCCAGAcontig287 Solyc01g Solyc01g Lipoxyge             GO:00161 GO:00161    contig287 Solyc01g Lipoxyge              GO:00055 SL2.40ch AT3G4514LOX2, AT   LOX2 (LIP     chr3:165  863.61 999.356 228.553 403.263 326.977 467.437
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -0.907 Detected -1.571 Comprom -1.239 0.076 GT Sens contig287 contig287 Sodium/h                 GGAATTGcontig287 Solyc04g Solyc04g Sodium/h                 GO:00160 GO:00160   contig287 Solyc04g Sodium/h                  GO:00160 SL2.40ch AT2G0198SOS1, AT    SOS1 (SA        chr2:457  19.5513 23.6709 14.7987 10.0324 12.7748 7.33299
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -1.238 Detected -0.884 Detected -1.061 0.067 GT Sens contig288 contig288 Sodium/c                  TTACTAT contig288 Solyc09g Solyc09g Sodium/c                  GO:00054 GO:00054     contig288 Solyc09g Sodium/c                   GO:00054 SL2.40ch AT5G1786CAX7  CAX7 (ca         chr5:590  2275.4 1639.5 1397.97 1531.39 911.89 1059.67
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -1.073 Detected -1.245 Detected -1.159 0.008 GT Sens contig289 contig289 Gibberelli                AATGCTAcontig289 Solyc01g Solyc01g Gibberelli                GO:00055 GO:00055  contig289 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT4G096 GASA2  GASA2 (G      chr4:607  2144.25 2312.99 1489.75 1978.75 1178.97 951
GT Sense Sense -2.060 Detected 2.060 Detected 0.000 -2.088 Detected -3.071 Detected -2.579 0.347 GT Sens contig289 contig289 Geranylge               CTACTTGcontig289 Solyc07g Solyc07g Geranylge               GO:00082 GO:00082    contig289 Solyc07g Geranylge                GO:00043 SL2.40ch AT2G36710.1  pectinest     chr2:153  30.7921 528.982 22.565 63.2352 33.4421 15.3775
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 -1.676 Detected -1.727 Detected -1.701 0.041 GT Sens contig290 contig290 Kunitz try               ATTATGGcontig290 Solyc03g Solyc03g Kunitz try               GO:00048 GO:00048   contig290 Solyc03g Kunitz try                GO:00048 SL2.40ch AT5G1732HDG9  HDG9 (HO              chr5:570  2038.24 1234.76 312.847 839.584 553.071 485.126
GT Sense Sense -1.368 Detected 1.368 Detected 0.000 -1.264 Detected -1.826 Detected -1.545 0.384 GT Sens contig291 contig291 Unknown   TCATTGAcontig291 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig291 Solyc05g Unknown Protein (A  SL2.40ch AT2G05360.1  FUNCTIO                                                           chr2:195  35.5713 234.128 40.1611 54.3694 42.3252 26.0625
GT Sense Sense -0.480 Detected 0.480 Detected 0.000 -0.808 Detected -2.439 Comprom -1.623 0.228 GT Sens contig291 contig291 Serine/thr                CCAAGATcontig291 Solyc02g Solyc02g Serine/thr                GO:00191 GO:00191         contig291 Solyc02g Serine/thr                 GO:00191 SL2.40ch AT1G11330.1  S-locus le       chr1:381  25.5215 49.0947 10.8761 7.6144 22.5219 6.60788
GT Sense Sense -0.977 Detected 0.977 Detected 0.000 -1.082 Detected -2.089 Detected -1.585 0.286 GT Sens contig291 contig291 Trehalose             ATGGGATcontig291 Solyc06g Solyc06g Trehalose             GO:00048 GO:00048    contig291 Solyc06g Trehalose              GO:00048 SL2.40ch AT4G12430.1  trehalose     chr4:736  96.7962 370.801 80.4164 148.691 99.6665 45.0935
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 -1.641 Comprom -1.397 Comprom -1.519 0.029 GT Sens contig292 contig292 MADS-bo                 ATGTTGTcontig292 Solyc03g Solyc03g MADS-bo                 GO:00056 GO:00056 contig292 Solyc03g MADS-bo                  GO:00056 SL2.40ch AT2G4566AGL20, SO   AGL20 (A      chr2:188  12.1269 16.5526 11.5913 8.54679 5.06104 5.44764
GT Sense Sense -0.258 Detected 0.258 Detected 0.000 -0.886 Detected -1.331 Detected -1.108 0.083 GT Sens contig292 contig292 Receptor-               AAGCAAT contig292 Solyc09g Solyc09g Receptor-               GO:00064 GO:00064  contig292 Solyc09g Receptor-                GO:00064 SL2.40ch AT2G3280AP4.3A  AP4.3A; A             chr2:139  27.3319 38.6269 20.9102 24.5199 19.5867 13.0762
GT Sense Sense -0.413 Detected 0.413 Detected 0.000 -0.931 Detected -1.520 Detected -1.226 0.137 GT Sens contig292 contig292 Matrix me                  AACCCGAcontig292 Solyc04g Solyc04g Matrix me                  GO:00042 GO:00042   contig292 Solyc04g Matrix me                   GO:00042 SL2.40ch AT1G59970.1  matrixin f    chr1:220  6477.68 11356.8 6081.64 6530.4 5009.39 3028.16
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 -0.939 Detected -1.116 Detected -1.027 0.012 GT Sens contig292 contig292 Dihydrofla             CCTTACT contig292 Solyc10g Solyc10g Dihydrofla             GO:00040 GO:00040     contig292 Solyc10g Dihydrofla              GO:00040 SL2.40ch AT5G46910.1  transcrip        chr5:190  56.9644 51.1695 47.4993 56.8363 31.3682 25.2155
GT Sense Sense -0.446 Detected 0.446 Detected 0.000 -1.538 Detected -1.547 Detected -1.542 0.074 GT Sens contig292 contig292 Calmodul      AACAAGT contig292 Solyc12g Solyc12g Calmodulin-binding protein (AH    contig292 Solyc12g Calmodulin-binding     SL2.40ch AT2G26190.1  calmodu     chr2:111  493.024 904.347 456.008 756.112 256.107 231.351
GT Sense Sense -0.445 Detected 0.445 Detected 0.000 -1.171 Detected -1.055 Detected -1.113 0.131 GT Sens contig293 contig293 Receptor-               AACAGGTcontig293 Solyc11g Solyc11g Receptor-               GO:00055 GO:00055  contig293 Solyc11g LRR recep    GO:00055 SL2.40ch AT5G05030.1  unknown   chr5:148  198.147 362.795 148.214 261.841 132.598 130.676
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -1.440 Detected -1.661 Detected -1.550 0.035 GT Sens 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  2484.26 1672.05 1145.62 2564.06 836.842 652.362
GT Sense Sense -0.910 Detected 0.910 Detected 0.000 -1.809 Detected -2.230 Detected -2.020 0.163 GT Sens contig293 contig293 Vesicular                   TCTAATT contig293 Solyc09g Solyc09g Vesicular                   GO:00053 GO:00053      contig293 Solyc09g Vesicular                    GO:00053 SL2.40ch AT2G3806PHT4;2  PHT4;2 (P                  chr2:159  85.5294 298.391 51.1595 86.8522 50.7657 34.4669
GT Sense Sense -0.570 Detected 0.570 Detected 0.000 -0.948 Detected -1.981 Detected -1.465 0.197 GT Sens contig294 contig294 Cold shoc               GGGCTAAcontig294 Solyc01g Solyc01g Cold shoc               GO:00036 GO:00036         contig294 Solyc01g Cold shoc                GO:00037 SL2.40ch AT5G5847TAF15b  TAF15b (                 chr5:236  2564.67 5585.27 1874.97 1147.66 2185.34 970.458
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -1.238 Detected -0.944 Detected -1.091 0.091 GT Sens contig294 contig294 Ankyrin re              GTTGTTGcontig294 Solyc08g Solyc08g Ankyrin re              GO:00305 GO:00305  contig294 Solyc08g Ankyrin re               GO:00305 SL2.40ch AT1G05640.1  ankyrin r     chr1:168  1790.57 2761.33 1175.28 1369.06 1050.04 1169.78
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.690 Comprom -2.742 Comprom -2.216 0.060 GT Sens contig294 contig294 Inositol ox                ACAACACcontig294 Solyc11g Solyc11g Inositol ox                GO:00057 GO:00057 contig294 Solyc11g Inositol ox                 GO:00057 SL2.40ch AT4G2626MIOX4  MIOX4; in    chr4:132  19.0442 14.0925 14.3354 20.7639 5.65641 2.47933
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 -1.131 Detected -0.972 Detected -1.051 0.067 GT Sens 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  857.593 579.005 482.988 779.127 358.447 363.76
GT Sense Sense -0.409 Detected 0.409 Detected 0.000 -1.023 Detected -1.172 Detected -1.098 0.118 GT Sens contig296 contig296 Transcrip                    TGTTCTCcontig296 Solyc09g Solyc09g Transcriptional activator TenA                  contig296 Solyc09g Transcriptional activ                    SL2.40ch AT5G32470.1  FUNCTIO                                                                        chr5:120  149.095 259.747 120.118 164.845 107.82 88.4052
GT Sense Sense -0.492 Detected 0.492 Detected 0.000 -1.940 Detected -2.821 Detected -2.380 0.069 GT Sens contig296 contig296 Glutaredo              GAAAATGcontig296 Solyc10g Solyc10g Glutaredo              GO:00454 GO:00454    contig296 Solyc10g Glutaredo               GO:00055 SL2.40ch AT1G03850.2  glutaredo     chr1:977  308.525 603.26 213.196 344.431 125.258 61.8295
GT Sense Sense -0.779 Detected 0.779 Detected 0.000 -1.215 Detected -1.213 Detected -1.214 0.259 GT Sens contig296 contig296 Receptor-               AATAGGGcontig296 Solyc03g Solyc03g Receptor-               GO:00064 GO:00064  contig296 Solyc03g Receptor-                GO:00064 SL2.40ch AT1G17910.1  wall-asso     chr1:615  476.905 1387.6 456.157 661.077 390.347 355.326
GT Sense Sense 0.450 Detected -0.450 Detected 0.000 -1.119 Detected -1.580 Detected -1.349 0.116 GT Sens contig297 contig297 Ras-relate                  AAATACGcontig297 Solyc06g Solyc06g Ras-relate                  GO:00039 GO:00039  contig297 Solyc06g Ras-relate                   GO:00039 SL2.40ch AT3G536 ATRAB8  ATRAB8;    chr3:198  78.5131 41.6174 22.2054 17.5767 29.3134 19.3636
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -1.297 Detected -0.953 Detected -1.125 0.029 GT Sens contig297 contig297 Unknown   ACGGCTGcontig297 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig297 Solyc06g048800.1.1 AT1G3249EMB2733    ESP3 (EN                  chr1:117  343.224 297.623 150.67 188 144.881 167.117
GT Sense Sense -1.291 Detected 1.291 Detected 0.000 -3.269 Detected -2.585 Detected -2.927 0.160 GT Sens contig297 contig297 Calmodul              CTTTCTAcontig297 Solyc02g Solyc02g Calmodul              GO:00055 GO:00055   contig297 Solyc02g Calmodul               GO:00055 SL2.40ch AT3G59120.1  DC1 dom    chr3:218  396.749 2349.04 146.043 335.97 111.554 162.849
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.074 Detected -1.218 Detected -1.146 0.011 GT Sens contig297 contig297 Small nuc                CTAAAGAcontig297 Solyc12g Solyc12g Small nuc                GO:00055 GO:00055    contig297 Solyc12g Small nuc                 GO:00055 SL2.40ch AT1G65180.1  DC1 dom    chr1:242  65.0178 55.925 81.6599 167.629 31.9053 26.2522
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -0.976 Detected -1.253 Detected -1.115 0.062 GT Sens contig299 contig299 Unknown           CTTCCACcontig299 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3          contig299 Solyc09g Unknown Protein (A           SL2.40ch AT4G0542DDB1A  DDB1A (D            chr4:274  1218.41 842.777 693.432 1021.79 573.586 430.315
GT Sense Sense -0.356 Detected 0.356 Detected 0.000 -1.430 Detected -1.012 Detected -1.221 0.098 GT Sens contig299 contig299 Cell numb                  CTGTTTGcontig299 Solyc01g Solyc01g Cell number regulator 10 (AHR                contig299 Solyc01g Cell number regulat                  SL2.40ch AT3G18470.1  unknown   chr3:633  38680.3 62650.4 35845.7 48781.3 20342.6 24712.4
GT Sense Sense -0.982 Detected 0.982 Detected 0.000 -1.387 Detected -1.683 Detected -1.535 0.262 GT Sens contig299 contig299 Unknown   GAGTCCTcontig299 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig299 Solyc10g Unknown Protein (A  SL2.40ch AT5G5407AT-HSFA9    AT-HSFA        chr5:219  60.3488 232.744 51.0466 59.8589 50.4705 37.3726
GT Sense Sense -0.332 Detected 0.332 Detected 0.000 -1.178 Detected -1.326 Detected -1.252 0.067 GT Sens contig299 contig299 Mitochon                AGCTAGCcontig299 Solyc11g Solyc11g Mitochon                GO:00160 GO:00160 contig299 Solyc11g Mitochon                 GO:00160 SL2.40ch AT4G2457DIC2  mitochon       chr4:126  6973.03 10923.9 4557.23 6503.69 4297.02 3524.6
GT Sense Sense -2.165 Detected 2.165 Detected 0.000 -4.559 Comprom -5.473 Comprom -5.016 0.152 GT Sens contig300 contig300 ABC trans       TGATATT contig300 Solyc03g Solyc03g ABC transporter family protein    contig300 Solyc03g ABC transporter fam      SL2.40ch AT5G19130.2  GPI trans          chr5:641  24.5373 488.162 4.61902 16.7543 5.17113 2.49541
GT Sense Sense -0.346 Detected 0.346 Detected 0.000 -1.191 Detected -1.131 Detected -1.161 0.079 GT Sens contig300 contig300 Os03g081                  AGTATACcontig300 Solyc10g Solyc10g Os03g0816700 protein (Fragm                 contig300 Solyc10g Os03g0816700 prote                  SL2.40ch AT3G12020.1  kinesin m    chr3:382  6037.99 9645.42 3353.76 5805.07 3722.42 3527.29
GT Sense Sense 0.304 Detected -0.304 Detected 0.000 -1.842 Detected -1.165 Detected -1.504 0.081 GT Sens 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  396.557 257.051 132.071 69.1103 99.1645 144.117
GT Sense Sense -0.858 Detected 0.858 Detected 0.000 -0.855 Detected -1.598 Comprom -1.226 0.320 GT Sens 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  12.8209 41.6473 9.58836 13.7337 14.2297 7.7278
GT Sense Sense -0.394 Detected 0.394 Detected 0.000 -0.987 Detected -1.743 Detected -1.365 0.130 GT Sens contig301 contig301 Unknown   AATGGGAcontig301 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig301 Solyc07g Unknown Protein (A  SL2.40ch AT3G50180.1  unknown   chr3:186  131.862 225.191 182.573 666.075 96.8032 52.1128
GT Sense Sense -0.988 Detected 0.988 Detected 0.000 -2.097 Detected -2.158 Detected -2.127 0.164 GT Sens contig302 contig302 Prephena                AAAGTTGcontig302 Solyc09g Solyc09g Prephena                GO:00081 GO:00081  contig302 Solyc09g Prephena                 GO:00081 SL2.40ch AT5G34930.1  arogenat    chr5:132  1094.7 4258.83 495.231 878.567 562.153 489.835
GT Sense Sense -1.375 Detected 1.375 Detected 0.000 -1.005 Detected -3.250 Detected -2.128 0.353 GT Sens contig302 contig302 U-box dom                GGGGGA contig302 Solyc06g Solyc06g U-box dom                GO:00054 GO:00054   contig302 Solyc06g U-box dom                 GO:00048 SL2.40ch AT2G40860.1  protein k             chr2:170  226.352 1504.49 118.28 206.741 323.768 62.0954
GT Sense Sense -0.524 Detected 0.524 Detected 0.000 -1.240 Detected -1.651 Detected -1.445 0.124 GT Sens contig302 contig302 Germacre              TGAGAGAcontig302 Solyc12g Solyc12g Germacre              GO:00081 GO:00081  contig302 Solyc12g019240.1.1 AT1G68795.1 140.712 287.561 94.1571 156.174 94.8477 64.8657
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.803 Detected -1.638 Detected -1.721 0.005 GT Sens contig302 contig302 Unknown   TTGTTAT contig302 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig302 Solyc04g Unknown Protein (A  SL2.40ch AT5G49770.1  leucine-r        chr5:202  41.5361 36.3418 25.2062 23.5156 12.3998 12.6375
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 -1.286 Detected -1.371 Detected -1.328 0.050 GT Sens contig302 contig302 UDP-gluc              GGACGG contig302 Solyc08g Solyc08g UDP-gluc              GO:00039 GO:00039       contig302 Solyc08g UDP-gluc               GO:00039 SL2.40ch AT4G1096UGE5  UGE5 (UD         chr4:671  3430.66 5174.79 2306.07 1865.85 1924.44 1649.79
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 -1.373 Detected -1.539 Detected -1.456 0.035 GT Sens contig303 contig303 Ring H2 fi                GAAGATAcontig303 Solyc06g Solyc06g Ring H2 fi                GO:00082 GO:00082   contig303 Solyc06g Ring H2 fi                 GO:00082 SL2.40ch AT3G1672ATL2  ATL2; pr        chr3:569  713.775 1023.98 508.908 541.005 367.633 297.953
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.530 Detected -1.131 Detected -1.331 0.027 GT Sens contig303 contig303 ATP bind                 CGTACCTcontig303 Solyc08g Solyc08g ATP bind                 GO:00055 GO:00055      contig303 Solyc08g ATP bind                  GO:00055 SL2.40ch AT5G26150.1  protein k     chr5:913  2406.38 2731.15 1271.82 1239.47 988.462 1185



GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.510 Detected -1.688 Detected -1.599 0.003 GT Sens contig303 contig303 Unknown              GGCAGTGcontig303 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig303 Solyc06g Unknown Protein (A              SL2.40ch AT5G61520.2  hexose tr    chr5:247  163.218 155.201 110.401 148.621 62.2539 50.0126
GT Sense Sense -0.999 Detected 0.999 Detected 0.000 -2.641 Detected -2.096 Detected -2.369 0.149 GT Sens contig304 contig304 WRKY-like              TTCAAGT contig304 Solyc09g Solyc09g WRKY-like              GO:00037 GO:00037       contig304 Solyc09g WRKY-like               GO:00055 SL2.40ch AT5G5627WRKY2, A   WRKY2; t    chr5:227  1021.06 4030.16 475.286 916.667 362.07 480.297
GT Sense Sense 0.516 Detected -0.516 Detected 0.000 -1.274 Detected -0.878 Detected -1.076 0.191 GT Sens contig305 contig305 Tropinon                TTCAGGAcontig305 Solyc06g Solyc06g Tropinon                GO:00081 GO:00081  contig305 Solyc06g Tropinon                 GO:00081 SL2.40ch AT2G29310.1  tropinone        chr2:125  5040.44 2435.78 1318.11 1529.85 1613.23 1929.94
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 -0.861 Detected -1.280 Detected -1.071 0.056 GT Sens contig305 contig305 F-box fam              TCCATTCcontig305 Solyc03g Solyc03g F-box family protein (AHRD V1           contig305 Solyc03g F-box family protein             SL2.40ch AT5G10080.1  aspartyl     chr5:315  89.208 110.647 43.6457 50.0768 60.9148 41.4122
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.114 Detected -1.086 Detected -1.100 0.002 GT Sens 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  233.679 217.03 139.516 150.251 115.884 107.373
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -1.846 Detected -1.709 Detected -1.777 0.022 GT Sens contig307 contig307 Undecapr              GCTTACAcontig307 Solyc08g Solyc08g Undecapr              GO:00455 GO:00455             contig307 Solyc08g Undecapr               GO:00455 SL2.40ch AT5G58770.1  dehydrod          chr5:237  3249.84 2245.45 1351.15 3081.78 837.15 836.682
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 -0.957 Detected -1.159 Detected -1.058 0.097 GT Sens contig307 contig307 Alpha alp                 TCTTCAAcontig307 Solyc02g Solyc02g Alpha alp                 GO:00038 GO:00038       contig307 Solyc02g Alpha alp                  GO:00038 SL2.40ch AT1G064 ATTPS7,    ATTPS7;           chr1:195  942.558 1493.79 795.465 775.747 680.684 537.889
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.935 Comprom -3.287 Comprom -2.611 0.066 GT Sens contig308 contig308 ATP-bind                   GAAAAACcontig308 Solyc06g Solyc06g ATP-bind                   GO:00171 GO:00171  contig308 Solyc03g ATP-bind                GO:00168 SL2.40ch AT3G4773ATATH1,   ATATH1;           chr3:175  19.493 25.6243 2.25831 8.57431 6.51161 2.31869
GT Sense Sense -0.544 Detected 0.544 Detected 0.000 -1.242 Detected -1.255 Detected -1.249 0.149 GT Sens contig308 contig308 Bzip trans                 ATGTGAGcontig308 Solyc01g Solyc01g Bzip transcription factor-like (A                contig308 Solyc01g Bzip transcription fa                 SL2.40ch AT4G35240.1  unknown   chr4:167  168.719 354.771 150.739 172.849 115.217 103.767
GT Sense Sense -0.506 Detected 0.506 Detected 0.000 -1.224 Detected -1.356 Detected -1.290 0.127 GT Sens contig309 contig309 Lysine-sp                AACAAGAcontig309 Solyc08g Solyc08g Lysine-sp                GO:00056 GO:00056 contig309 Solyc08g Lysine-sp                 GO:00056 SL2.40ch AT5G46910.1  transcrip        chr5:190  934.829 1863.39 628.238 806.582 629.47 522.168
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -1.156 Detected -1.726 Detected -1.441 0.057 GT Sens contig309 contig309 Tumor-re      CAAATCAcontig309 Solyc10g Solyc10g Tumor-related protein (AHRD V   contig309 Solyc10g Tumor-related prote     SL2.40ch AT5G5232CYP96A4  CYP96A4               chr5:212  718.714 525.374 402.823 745.498 307.013 188.101
GT Sense Sense -0.496 Detected 0.496 Detected 0.000 -1.390 Detected -1.364 Detected -1.377 0.109 GT Sens contig310 contig310 Receptor-      GTCGAGTcontig310 Solyc03g Solyc03g Receptor-like kinase (AHRD V1  contig310 Solyc03g Receptor-like kinase    SL2.40ch AT3G28980.1  unknown   chr3:109  2760.09 5424.67 1943.82 2868.49 1644.03 1522.04
GT Sense Sense -0.469 Detected 0.469 Detected 0.000 -0.919 Detected -1.993 Detected -1.456 0.178 GT Sens contig311 contig311 Cinnamyl                GGCATCAcontig311 Solyc11g Solyc11g Cinnamyl                GO:00081 GO:00081    contig311 Solyc11g Cinnamyl                 GO:00455 SL2.40ch AT4G3933ATCAD9,   CAD9 (CI             chr4:182  57.1851 108.282 19.9774 115.33 46.362 20.0181
GT Sense Sense -0.685 Detected 0.685 Detected 0.000 -1.268 Detected -1.319 Detected -1.293 0.200 GT Sens contig311 contig311 Unknown   AGCTCAAcontig311 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig311 Solyc03g Unknown Protein (A  SL2.40ch AT5G38990.1  protein k     chr5:156  164.76 420.896 108.066 185.983 121.801 106.876
GT Sense Sense -1.311 Detected 1.311 Detected 0.000 -2.130 Detected -2.475 Detected -2.302 0.224 GT Sens contig311 contig311 Unknown              TTTATAA contig311 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig311 Solyc12g Unknown Protein (A              SL2.40ch AT3G29075.1  glycine-r    chr3:110  149.754 911.13 60.1135 112.85 94.0013 67.2599
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.134 Detected -0.992 Detected -1.063 0.022 GT Sens contig312 contig312 Unknown   GGAAATTcontig312 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig312 Solyc12g Unknown Protein (A  SL2.40ch AT3G15200.1  pentatric      chr3:511  23.6666 28.4806 29.7707 46.6305 13.1768 13.2135
GT Sense Sense -0.825 Detected 0.825 Detected 0.000 -1.077 Detected -1.183 Detected -1.130 0.305 GT Sens contig312 contig312 Kunitz-typ                  ATTTGTT contig312 Solyc03g Solyc03g Kunitz-typ                  GO:00048 GO:00048        contig312 Solyc03g Kunitz-typ                   GO:00048 SL2.40ch AT5G4403CESA4, IR    CESA4 (C           chr5:177  103.838 322.283 72.029 133.256 96.5522 81.6
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.301 Comprom -1.194 Comprom -1.248 0.008 GT Sens contig313 contig313 Unannota TATTAAAGCCTCAACCAGCCTAGATGAATTTGACTCTCTCATAATTGGC contig313 Solyc08g042090.1.1 AT1G7800SULTR1;2    SULTR1;         chr1:293  11.9145 13.5043 6.49667 6.52189 5.73307 5.61241
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 -1.330 Detected -1.292 Detected -1.311 0.055 GT Sens contig314 contig314 Unannota TACATGCACTTACTAAACAATGAAAGCTGTAATCTGGAATATGTTTCTTCcontig314 Solyc06g Calcineur                   GO:00055 SL2.40ch AT4G29103.1 28.3284 43.5921 20.8136 20.8698 15.5628 14.526
GT Sense Sense 0.388 Detected -0.388 Detected 0.000 -3.351 Comprom -3.283 Comprom -3.317 0.014 GT Sens contig314 contig314 Unannota CTTGCACCAAAAACCCTAAAGAAAAAGGAACAAAAATGGTTTAGGTAGT contig314 Solyc06g Transmem                   GO:00055 SL2.40ch AT3G1535UBC25, P   UBC25 (U         chr3:518  32.3899 18.7004 2.6811 12.5953 2.68659 2.55979
GT Sense Sense 1.234 Detected -1.234 Detected 0.000 -2.787 Comprom -2.581 Comprom -2.684 0.163 GT Sens contig314 contig314 Unannota CTGTGAATCCATCACTCCCTTGCAAATTAATCAATTCAAGTAAATTTCAGcontig314 Solyc06g Brain protein 44-like                SL2.40ch AT3G50010.1 58.1648 10.3906 11.0132 4.38165 3.96676 4.15992
GT Sense Sense -0.604 Detected 0.604 Detected 0.000 -2.140 Detected -1.753 Detected -1.947 0.092 GT Sens contig315 contig315 Unannota AGATGGATGAACATCTACAGCCATAGTTGGATCCACTACTGATTTATAG contig315 Solyc03g Long-cha                 GO:00044 SL2.40ch AT5G0847PEX1  PEX1 (pe                chr5:273  69.6846 159.178 29.3922 54.116 26.6081 31.6271
GT Sense Sense -0.617 Detected 0.617 Detected 0.000 -1.964 Detected -1.473 Detected -1.718 0.123 GT Sens contig315 contig315 Unannota GATTGTTGCCAGCCTTGTTTCGTGTTATTCTCATTGTATGGCTGACTTA contig315 Solyc03g Long-cha                 GO:00044 SL2.40ch AT5G0847PEX1  PEX1 (pe                chr5:273  101.555 236.244 47.6594 65.0321 44.2151 56.4954
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 -1.044 Detected -1.559 Detected -1.302 0.041 GT Sens contig315 contig315 Unannota GGATGACATATAAAATGGACGGAGGGAGTAACATCTGGTTTTCCTTATT contig315 Solyc03g Hydrolase alpha/bet                  SL2.40ch AT5G20610.1  unknown   chr5:696  46.5177 51.79 17.7369 27.7996 26.5114 16.86
GT Sense Sense -0.523 Detected 0.523 Detected 0.000 -1.042 Detected -1.227 Detected -1.135 0.166 GT Sens contig316 contig316 Unannota ATGAGCCAATGACTCATGTGGGACACATTTAGATAGTTAGACTCATTTA contig316 Solyc02g079680.1.1 AT5G41100.2  FUNCTIO                                                                      chr5:164  24.1546 49.3017 23.7196 15.1234 18.662 14.9228
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.061 Detected -1.223 Detected -1.142 0.007 GT Sens contig316 contig316 Unannota CTTGATCTATGTCTTGATCTCTGACATCTAAGAGGTGATTTGTCGGGTT contig316 Solyc10g MYB tran              GO:00036 SL2.40ch AT2G0768ATMRP11  ATMRP1          chr2:351  49.5021 46.0077 17.8623 17.479 25.4785 20.6949
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -0.951 Detected -2.070 Comprom -1.511 0.115 GT Sens contig317 contig317 Unannota CTCTGCCTAGTTTCCTTTTGGAAGTTTTTAGTTTTACCAGAATGCATCG contig317 Solyc06g 60S ribos                 GO:00058 SL2.40ch AT3G14600.1 39.2058 41.7441 13.8073 14.6969 23.2985 9.75328
GT Sense Sense 0.231 Detected -0.231 Detected 0.000 -2.011 Comprom -0.952 Comprom -1.481 0.124 GT Sens contig317 contig317 Unannota AATAAAATAGGGAGAAAAGGAGAAGCAGATCTAGTGGACTTCAATTATC contig317 Solyc03g CCA-addi                GO:00063 SL2.40ch AT5G5916TOPP2, P   TOPP2; p     chr5:238  14.8821 10.6819 11.7142 4.89779 3.48387 6.60053
GT Sense Sense -0.652 Detected 0.652 Detected 0.000 -1.037 Detected -1.033 Detected -1.035 0.253 GT Sens contig317 contig317 Unannota GCCATGGCCTCTGCTTCAATTTGCATATTCTCTTCTCTGCTTCTTTTCA contig317 Solyc11g Zinc finge                 GO:00056 SL2.40ch AT5G5982RHL41, ZA   RHL41 (R                chr5:241  18.3317 44.7389 14.4527 25.3441 15.5448 14.1661
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -0.888 Detected -1.562 Detected -1.225 0.072 GT Sens contig317 contig317 Unannota GTTATTGCATGGAACTTCACCATTTCCACCAACATATTGACATGCATAC contig317 Solyc04g Receptor                   GO:00036 SL2.40ch AT2G01900.1  endonuc     chr2:406  73.6774 81.8362 67.1564 60.998 46.7195 26.6324
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 -0.801 Comprom -2.451 Comprom -1.626 0.195 GT Sens contig317 contig317 Unannota GCTCCATTTGGACTCTACATATGTTTTCAATTTGTAGCATTGTTAAGTATcontig317 Solyc02g Peptidyl-t                 GO:00055 SL2.40ch AT1G6750ATREV3  ATREV3             chr1:252  13.492 10.2386 3.37176 5.27227 7.51159 2.17639
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -1.389 Detected -1.131 Detected -1.260 0.038 GT Sens contig317 contig317 Unannota CATAGGAAACTGTAATCTACCCCTACTCCACTGATATTTTCATTTGCTTAcontig317 Solyc01g Bzip transcription fa                 SL2.40ch AT4G32680.1 755.784 1009.8 428.716 724.418 371.425 403.84
GT Sense Sense 0.434 Detected -0.434 Detected 0.000 -1.190 Comprom -1.713 Comprom -1.452 0.103 GT Sens contig317 contig317 Unannota AGCCCCACATATGCTTGGACTCATGCACCTTAAAACAATTTGCTCAGAA contig317 Solyc10g Cell differ                 GO:00428 SL2.40ch AT5G38830.1  tRNA syn        chr5:155  21.8586 11.8351 9.73612 13.743 7.85165 4.96549
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -1.037 Detected -1.344 Detected -1.190 0.028 GT Sens contig318 contig318 Unannota AAGCCAGGGCTGATTGTTTACATTCTCCTTAATTTGTGTCTTCTTCAAA contig318 Solyc06g Reticulon            GO:00057 SL2.40ch AT5G21030.1  PAZ dom        chr5:713  66.2947 78.8582 49.8397 55.3318 39.2533 28.8363
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.190 Detected -1.439 Detected -1.314 0.009 GT Sens contig318 contig318 Unannota TACCTAAGGAGAGTCTCACACAATTGCTACGTATGCGTGCATGAAGCCAcontig318 Solyc09g Lipase-lik      GO:00082 SL2.40ch AT2G39410.2 50.2192 48.4384 27.8524 23.7519 24.0814 18.4206
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -1.094 Detected -2.097 Comprom -1.595 0.088 GT Sens contig318 contig318 Unannota TTCTTGTGCACAATAGAATTGTGAAAGCTCGTGGCACAGATCCAACTTA contig318 Solyc09g Lipase-lik      GO:00082 SL2.40ch AT2G39410.2 25.9174 28.2453 15.1975 15.0135 14.1154 6.40472
GT Sense Sense 0.350 Detected -0.350 Detected 0.000 -3.342 Comprom -2.452 Comprom -2.897 0.036 GT Sens contig319 contig319 Unannota TAAATAATTGAATACTTCAACCCTCGTACGCTCAACCTTGCCACATGAAGcontig319 Solyc07g Glucose-6               GO:00151 SL2.40ch AT3G27240.1  cytochro     chr3:100  24.0463 14.6435 2.0692 3.7682 2.06136 3.47242
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.902 Comprom -1.623 Comprom -1.762 0.010 GT Sens contig319 contig319 Unannota CAGGAAATGTTTGGCACCCCAATAACCCCCACAGAAGTTCGGTGACAGGcontig319 Solyc11g Vacuolar                 GO:00055 SL2.40ch AT2G2760SKD1, VP   SKD1 (SU              chr2:117  15.3531 13.0228 6.31714 19.8083 4.21487 4.64831
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -0.861 Detected -1.238 Detected -1.049 0.125 GT Sens contig319 contig319 Unannota CCACTGAATCCTTGTGGTGTAATTGACTCTAACGAAGTTTTCTTTTTCT contig319 Solyc06g Transmem                   GO:00055 SL2.40ch AT2G46440.1 19.2109 31.4881 14.6707 12.1717 15.0861 10.5558
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -3.118 Comprom -1.494 Comprom -2.306 0.115 GT Sens contig320 contig320 Unannota GAACTACCCTTTTCGTGATGATACACATATACTCCGTCTTTTGATATTTTcontig320 Solyc02g ATP-depe                     GO:00064 SL2.40ch AT3G52170.1  DNA bind   chr3:193  13.4921 19.4686 3.3344 3.5561 2.07904 5.82477
GT Sense Sense -0.955 Detected 0.955 Detected 0.000 -1.311 Detected -1.130 Detected -1.221 0.331 GT Sens contig320 contig320 Unannota AATGATGGTTTGATCTCTAAATCAAGACCTTACATGAAAGGTAGATTAG contig320 Solyc02g Dof zinc f                 GO:00454 SL2.40ch AT2G43371.1  unknown   chr2:180  11.7048 43.502 12.9557 12.6419 10.1263 10.4355
GT Sense Sense -0.848 Detected 0.848 Detected 0.000 -1.209 Detected -1.246 Detected -1.228 0.285 GT Sens contig320 contig320 Unannota CAGCTGTAGGATTTGCAGCTTTGACATTGATTGGACACTCTTATGATGAcontig320 Solyc03g Protein tr                   GO:00054 SL2.40ch AT1G1189SEC22, AT   SEC22; t   chr1:401  243.8 780.563 260.792 231.738 210.167 186.175
GT Sense Sense -1.277 Detected 1.277 Detected 0.000 -1.118 Detected -1.230 Detected -1.174 0.455 GT Sens contig320 contig320 Unannota GAGTAAAAAACAAGGATGATTGAAGAGGCCCCAAATTAGGGGTTTTGGGcontig320 Solyc11g Unknown Protein (A  SL2.40ch AT5G5038ATEXO70   ATEXO70           chr5:205  58.1036 337.37 68.9511 65.4862 71.8573 60.4302
GT Sense Sense 0.704 Detected -0.704 Detected 0.000 -3.312 Comprom -2.608 Comprom -2.960 0.064 GT Sens contig321 contig321 Unannota GGAATGTTGACGTTACTCCACAAATACAATCCAAATCTAATATCCTTGTTcontig321 Solyc06g Auxin-regulated pro                 SL2.40ch AT3G0349PEX19-1  PEX19-1    chr3:830  39.4289 14.6878 3.42825 2.78681 2.69827 3.99722
GT Sense Sense 0.827 Detected -0.827 Detected 0.000 -2.124 Comprom -2.062 Comprom -2.093 0.127 GT Sens contig321 contig321 Unannota TTTGCGACCTTAACTGTGTTAACTCAATTATCTAAATCAAAGGGTGAGA contig321 Solyc05g COP1-interacting pr      SL2.40ch AT3G21350.2  RNA poly      chr3:751  39.7498 12.4885 22.3978 29.5909 5.69385 5.40371
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -5.565 Comprom -5.084 Comprom -5.325 0.002 GT Sens contig322 contig322 Unannota ATGCTCCATTTGCTACTTACCATAGACACAACTATGATCACCTCCGTTC contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  120.527 114.505 2.3677 4.78742 2.76311 3.50654
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -4.197 Comprom -3.903 Comprom -4.050 0.003 GT Sens contig322 contig322 Unannota CATTTACCTAGAAGATTAGAAGCAACTTTCGAAATCTTCAGGAAATCTG contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  29.6325 36.0208 2.16153 2.65218 1.98453 2.2108
GT Sense Sense 1.289 Detected -1.289 Detected 0.000 -1.699 Detected -3.076 Comprom -2.388 0.244 GT Sens contig322 contig322 Unannota TGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGTTCTCTGGACcontig322 Solyc01g Conserved protein (    SL2.40ch AT3G114 ATPP2CA     PP2CA (A             chr3:358  71.0354 11.7598 7.88764 7.79697 9.91358 3.4693
GT Sense Sense 0.662 Detected -0.662 Detected 0.000 -1.428 Detected -1.515 Detected -1.471 0.157 GT Sens contig322 contig322 Unannota ATATAAAAAGATTTCTTGTCATCCAACCATGTGGGACTCATCACCATACAcontig322 Solyc08g Kinase pf                GO:00055 SL2.40ch AT4G27570.1 79.84 31.5183 19.1818 18.0213 20.767 17.7763
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -1.420 Detected -1.440 Comprom -1.430 0.014 GT Sens contig322 contig322 Unannota GGTATTGTATAGGATACCGTAGTTTGTAAAGCAATTGGTTGTGTATTCA contig322 Solyc01g Uncharacterized MF                    SL2.40ch AT2G44280.2  FUNCTIO                                                                    chr2:183  29.0156 36.2116 16.2388 15.9199 13.4912 12.0936
GT Sense Sense -0.397 Detected 0.397 Detected 0.000 -0.932 Comprom -1.698 Comprom -1.315 0.140 GT Sens contig323 contig323 Unannota AAGTTCGAGCCATGGAAACAACTACTAATGCTTACATTAGAGCAAACTA contig323 Solyc12g Aldehyde               GO:00551 SL2.40ch AT5G27110.1  pentatric      chr5:953  11.6806 20.0155 14.4697 7.70795 8.92637 4.77149
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.196 Detected -0.886 Detected -1.041 0.022 GT Sens contig323 contig323 Unannota GGGGGTCCCTTACTCAAATTACTCTATAATTAACATTTCAAACTGGCCA contig323 Solyc01g Lysine/his                 GO:00151 SL2.40ch AT5G49340.1  unknown   chr5:200  44.5355 42.5078 31.9093 45.5252 21.1489 23.8325
GT Sense Sense -0.709 Detected 0.709 Detected 0.000 -1.108 Detected -1.287 Detected -1.197 0.236 GT Sens contig323 contig323 Unannota GCACCAAGTATTACTTAAGGGTTACTTTGGGGTAAGAGAGTTAAGGTAAcontig323 Solyc08g Unknown Protein (A  SL2.40ch AT4G107 SPT16  SPT16 (g      chr4:660  96.54 254.894 64.7755 138.504 81.0481 65.1015
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.988 Detected -2.007 Detected -1.998 0.000 GT Sens contig323 contig323 Unannota ATTTCAAAGCTCAAAACCCGTGACCCTGGTTAAAAGTAAGAACCTTTAA contig323 Solyc04g Inter-alph                     GO:00048 SL2.40ch AT4G07666.1  unknown   chr4:445  198.375 188.893 28.5149 41.217 54.3444 48.7474
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -0.888 Detected -2.085 Comprom -1.487 0.133 GT Sens contig323 contig323 Unannota GCATTGGTTGTTTGTACATCAACCCGTTTATTATCATCTCTGTCCAATT contig323 Solyc04g RNA bind                GO:00037 SL2.40ch AT1G66260.1  RNA and      chr1:246  19.253 16.896 11.4987 12.2964 10.8507 4.30275
GT Sense Sense -0.666 Detected 0.666 Detected 0.000 -0.934 Detected -1.206 Detected -1.070 0.256 GT Sens contig324 contig324 Unannota CTTTAGGCTTGTCATATGATCTCCTCAATGGACTTGTAATTGATTGTTG contig324 Solyc05g Alpha am                     GO:00045 SL2.40ch AT1G6983ATAMY3,   AMY3 (AL     chr1:262  18.3951 45.7879 28.9358 20.0498 16.9173 12.7335
GT Sense Sense -1.147 Detected 1.147 Detected 0.000 -1.046 Detected -1.548 Detected -1.297 0.385 GT Sens contig324 contig324 Pathogen       CCTAATGcontig324 Solyc04g Solyc04g Pathogenesis-related protein-l      contig324 Solyc04g Pathogenesis-relate       SL2.40ch AT3G52690.1  FUNCTIO                                                                      chr3:195  3513.82 17047.1 3767.57 5548.92 4175.06 2680.24
GT Sense Sense -0.317 Detected 0.317 Detected 0.000 -1.188 Detected -1.190 Detected -1.189 0.064 GT Sens contig324 contig324 Unannota CGAACAAGGAACGACTCCACCACCACGCGTTCGACTCAAACAACATTTA contig324 Solyc04g Unknown Protein (A  SL2.40ch AT2G35840.2  sucrose-     chr2:150  80.9888 124.277 73.8171 69.634 49.0574 44.5211
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -0.877 Detected -1.193 Detected -1.035 0.037 GT Sens contig324 contig324 Unannota TTTGGAAAACCCTTCCTTACTCTATCAGTAAGCTGTGTTGTACCTCCTT contig324 Solyc01g Calreticul                GO:00055 SL2.40ch AT1G5634CRT1  CRT1 (CA           chr1:210  357.856 424.687 256.034 300.718 236.452 172.587
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.446 Detected -1.052 Detected -1.249 0.049 GT Sens contig324 contig324 Unannota TCACATGTGCTTTCAAAGCCTGATAAGAATCGGTTTAGACAAGATATGC contig324 Solyc08g Transmembrane pro                  SL2.40ch AT2G42430.1 101.635 134.501 90.445 86.9598 47.8074 57.0734
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 -1.930 Comprom -1.118 Comprom -1.524 0.128 GT Sens contig325 contig325 Unannota AGAAAATGATGAAACTTGTGATCGTAAACCCCGACAAGCATCTTATTTC contig325 Solyc12g CUE domain contain      SL2.40ch AT4G14605.1  FUNCTIO                                                                              chr4:837  21.2402 11.2719 11.1584 11.5833 4.52348 7.21968
GT Sense Sense -0.707 Detected 0.707 Detected 0.000 -1.178 Detected -1.236 Detected -1.207 0.230 GT Sens contig325 contig325 Unannota TGCTGAGCATTAAGTGTGGTGATGCTTTGCAATCAAACAAGATATTTCA contig325 Solyc12g Nuclear transport fa        SL2.40ch AT3G59410.1  protein k     chr3:219  85.0488 224.005 94.9132 147.347 67.9325 59.3393
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -0.880 Detected -2.484 Detected -1.682 0.181 GT Sens contig325 contig325 Unannota AGTTGTTGGTTATGAATGGAACCCAAATAACAATAATGTTACTTGTAACGcontig325 Solyc02g Unknown Protein (A  SL2.40ch AT2G40460.1  proton-de        chr2:168  579.966 788.157 520.671 312.009 409.185 122.359
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 -1.007 Detected -2.060 Detected -1.534 0.125 GT Sens contig325 contig325 Unannota GGAACATATTTATTGGATTCATGGTGGTGACAAGTTGTTTAGAAACAAA contig325 Solyc02g Unknown Protein (A  SL2.40ch AT2G40460.1  proton-de        chr2:168  1771.05 2606.01 1698.83 1095.52 1190.3 521.501
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -1.242 Comprom -2.743 Comprom -1.993 0.117 GT Sens contig325 contig325 Unannota AATTTAGATCCTTCACTAACATTAGTTATTTTGAAACAGCTGATTCACCAcontig325 Solyc09g Non-spec                      GO:00068 SL2.40ch AT1G03103.1 14.5043 14.1733 10.8848 14.0162 6.75142 2.16766
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.014 Detected -0.989 Detected -1.002 0.067 GT Sens contig325 contig325 Unannota CTCAAAGAAGTTTCCATGATAATCTCACATAGGATACATTTGTATTGTTGcontig325 Solyc06g Unknown Protein (A  SL2.40ch AT1G12380.1  unknown   chr1:421  23.6725 34.1936 16.1207 22.6557 15.6857 14.5158
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.224 Detected -2.302 Detected -1.763 0.083 GT Sens contig326 contig326 Unannota CACGACAGACCTGTTACTCCCTTAAACCCTAAATTCTTGTTGTTATGCT contig326 Solyc03g U3 small n                 GO:00055 SL2.40ch AT1G75860.1  unknown   chr1:284  364.042 340.161 51.6293 102.729 167.818 72.2667
GT Sense Sense -0.700 Detected 0.700 Detected 0.000 -0.940 Detected -1.127 Detected -1.034 0.281 GT Sens contig327 contig327 Unannota AGTTAAATATAGATACAGTGATACAGGACAAGAGCATTATGATTCAGCA contig327 Solyc04g Binding p               GO:00081 SL2.40ch AT5G23710.1 480.336 1253.5 409.027 463.961 450.387 359.611
GT Sense Sense -0.915 Detected 0.915 Detected 0.000 -2.236 Detected -2.198 Detected -2.217 0.136 GT Sens contig327 contig327 Unannota ACTTCAATTGCCCCATCATTTTTTCTATTGTTGGTGGCCTGGGGGTTTGcontig327 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  2206.87 7752.11 1033.17 2369.48 977.914 912.62
GT Sense Sense -0.874 Detected 0.874 Detected 0.000 -2.005 Detected -1.975 Detected -1.990 0.151 GT Sens contig327 contig327 Unannota TATATATTGTAGCCTCCAGTAAGAATAAGATGATGTTGGATCTTTGAGG contig327 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  733.171 2435.18 345.343 756.694 370.859 344.079
GT Sense Sense -0.334 Detected 0.334 Detected 0.000 -1.196 Detected -0.921 Detected -1.058 0.099 GT Sens contig328 contig328 Unannota GCCTTTGCCAGAACTGTCTTCATGTAAACTACGGCTGGACTAGTTTGTT contig328 Solyc04g Transpor                       GO:00052 SL2.40ch AT5G1049MSL2  MSL2 (M      chr5:330  64.9741 102.049 49.9531 42.5457 39.5917 43.5326
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 -0.806 Detected -2.217 Comprom -1.511 0.193 GT Sens contig328 contig328 Unannota TAGGAGGAATGAACAAATTCAATGGCGATATCATCACTACACGTTCTTG contig328 Solyc11g Unknown Protein (A             SL2.40ch AT5G43570.1  serine-ty     chr5:175  25.857 16.0463 7.3483 14.1044 12.9735 4.43653
GT Sense Sense -0.880 Detected 0.880 Detected 0.000 -0.988 Detected -1.059 Detected -1.024 0.365 GT Sens contig329 contig329 1-aminocy                GAAATGAcontig329 Solyc07g Solyc07g 1-aminocy                GO:00455 GO:00455      contig329 Solyc07g 1-aminocy                 GO:00455 SL2.40ch AT1G050 EFE, ACO    EFE (ETH      chr1:143  10015.4 33541.9 14449.4 21076.4 10288.3 8905.89
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.190 Comprom -0.894 Comprom -1.042 0.031 GT Sens contig330 contig330 Unannota CTGGAAAGACTGGAATACCTTTGCCCGCAGGGCAACTCACATCACATCAcontig330 Solyc05g Eukaryoti                      GO:00037 SL2.40ch AT5G59670.1  leucine-r       chr5:240  11.3736 9.61276 3.49199 3.33441 5.10427 5.69705
GT Sense Sense -0.508 Detected 0.508 Detected 0.000 -1.572 Detected -1.224 Detected -1.398 0.121 GT Sens contig330 contig330 Unannota CCCCTTAGATTGTTGCATAGGACTGTAACTTTAAGTATTTTCTTGAGTC contig330 Solyc05g U3 small n                       GO:00305 SL2.40ch AT4G13266.1  unknown   chr4:770  163.053 326.081 113.46 178.149 86.3911 99.9618
GT Sense Sense -0.469 Detected 0.469 Detected 0.000 -1.533 Detected -1.468 Detected -1.501 0.086 GT Sens contig330 contig330 Unannota AGTTTGTGCTTGACATACACTTGTGGGGAAAATATGATCAAACATTGAA contig330 Solyc05g U3 small n                       GO:00305 SL2.40ch AT4G13266.1  unknown   chr4:770  205.009 388.557 141.748 206.974 108.607 103.261
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 -1.250 Detected -2.746 Comprom -1.998 0.125 GT Sens contig331 contig331 Unannota CCATATCACATTAGATCCGTGACAGAAAAACCCTAAAGCTTACAAGAAG contig331 Solyc12g019900.1.1 AT5G16550.1  unknown   chr5:540  36.5565 26.3176 6.78655 11.7151 14.5243 4.6827
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.922 Comprom -1.466 Comprom -1.694 0.018 GT Sens contig331 contig331 Unannota TCAGAGAGGCCCAGTGGCAATTTCTTCAAGGGACCATAGTTCATGGCTGcontig331 Solyc01g Acyl-CoA                GO:00066 SL2.40ch AT4G00520.3  acyl-CoA     chr4:227  14.3952 13.7455 4.95338 7.14973 4.13288 5.15589
GT Sense Sense -0.376 Detected 0.376 Detected 0.000 -4.217 Comprom -3.776 Comprom -3.997 0.012 GT Sens contig331 contig331 Unannota TTTAATTAATAGGCTATCAATTTCACCAGAAAGGTGGCACACGAGGGGGcontig331 Solyc12g Nucleosid                  GO:00062 SL2.40ch AT4G36080.1  FAT dom           chr4:170  48.4876 80.785 3.03384 18.6639 3.74696 4.6253
GT Sense Sense -0.349 Detected 0.349 Detected 0.000 -1.127 Detected -1.090 Detected -1.108 0.087 GT Sens contig332 contig332 Unannota GATCAGGTGTCGGTAGATAACTATTTGTTGTGGTTCCAGCAGAATTTCT contig332 Solyc09g Cyclin de                  GO:00303 SL2.40ch AT2G44340.1  VQ motif-    chr2:183  84.629 135.692 72.1849 93.5673 54.6288 50.9817
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -2.238 Detected -2.379 Detected -2.309 0.003 GT Sens contig333 contig333 Unannota AGCCCAATAGAAAATCCAAACCCCAAACCCAGCAGATAATATTACTGTTAcontig333 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G1618CRS1, AT   CRS1 (AR               chr5:527  323.715 366.939 44.5355 89.4646 81.3554 67.0578
GT Sense Sense -0.904 Detected 0.904 Detected 0.000 -2.286 Comprom -2.464 Comprom -2.375 0.120 GT Sens contig333 contig333 Unannota GGTTCTTTTTGGATAAGAGGTGTTACACTGGGTATAGCCACAAGCTCCCcontig333 Solyc08g Transpos                    GO:00036 SL2.40ch AT3G47850.1 12.9626 44.8887 7.27312 11.5656 5.50847 4.42612
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -2.040 Detected -3.073 Detected -2.556 0.040 GT Sens contig333 contig333 Unannota TGATTAGTTCTAAAGCACTGACTTTCTACCTAAACCCCAGGAGGACTCT contig333 Solyc12g F-box family protein             SL2.40ch AT1G6300NRS/ER, U   NRS/ER (          chr1:233  195.005 166.194 10.9373 39.7151 48.7456 21.6625
GT Sense Sense -0.617 Detected 0.617 Detected 0.000 -1.238 Detected -1.530 Detected -1.384 0.161 GT Sens contig334 contig334 Unannota GAGCAGCGTTAATGGACTATTACTGGTTAGTTGTTATTGACAATCATTT contig334 Solyc03g Long-cha                 GO:00044 SL2.40ch AT3G48990.1  AMP-dep        chr3:181  22.7588 52.939 11.8167 20.7869 16.3881 12.1682
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.550 Comprom -1.055 Comprom -1.302 0.036 GT Sens contig335 contig335 Unannota ATGTCCAAAATAAGATAATTCAGGTCTGCTCCTCATGGGGAAAAAAGGA contig335 Solyc01g Nuclear tr                     GO:00037 SL2.40ch AT3G209 NF-YA9  NF-YA9 (N            chr3:732  15.9275 14.568 7.65368 7.36226 5.79308 7.42458
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -1.550 Comprom -3.136 Comprom -2.343 0.100 GT Sens contig335 contig335 Cysteine-                   ATGCAAGcontig335 Solyc02g Solyc02g Cysteine-rich receptor-like pro                  contig335 Solyc02g Cysteine-rich recept                   SL2.40ch AT1G49610.1  F-box fam    chr1:183  16.8832 19.8982 4.18894 5.95493 6.9706 2.11047
GT Sense Sense -0.485 Detected 0.485 Detected 0.000 -1.426 Detected -1.398 Detected -1.412 0.101 GT Sens contig336 contig336 Unannota TAATTAAGGGCGATGCAAGCCAAGTTTGATGGCAACTAGAACCACACAT contig336 Solyc06g 4-coumar                  GO:00162 SL2.40ch AT3G48990.1  AMP-dep        chr3:181  40.9803 79.3632 34.4103 45.8818 23.6324 21.9166
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.059 Comprom -1.637 Comprom -1.348 0.043 GT Sens contig336 contig336 Unannota GATGTTTCACTTCTCGAACAAGGACATTCAATGGTCAGAAAATGCAGGA contig336 Solyc11g Ribosoma                       GO:00311 SL2.40ch AT2G18190.1  AAA-type     chr2:791  12.6824 12.4214 2.21048 5.53808 6.70859 4.08489
GT Sense Sense -0.558 Detected 0.558 Detected 0.000 -1.904 Detected -1.893 Detected -1.899 0.077 GT Sens contig336 contig336 Unannota ATTTTCGGCTTGTTTATAGATTACTGAGGAGTTGATCTTTTGGACTACA contig336 Solyc01g056700.1.1 AT1G61460.1  S-locus p     chr1:226  82.1397 175.978 60.5579 59.0649 35.7778 32.7665
GT Sense Sense -0.425 Detected 0.425 Detected 0.000 -1.812 Detected -1.975 Detected -1.894 0.049 GT Sens contig336 contig336 Unannota GACTCTAGTTAACTGGAATTACTGGCAATTGTTTTGTTTACTTGTGAAG contig336 Solyc01g056700.1.1 AT1G61460.1  S-locus p     chr1:226  77.1821 137.607 57.0482 59.8833 32.6789 26.5337
GT Sense Sense -0.325 Detected 0.325 Detected 0.000 -1.362 Detected -1.182 Detected -1.272 0.063 GT Sens contig336 contig336 Unannota AACGGGATCCTTGGGATAACTGGTAAAGTTGTTAACATTGAACCAGGAAcontig336 Solyc10g L-lactate d                 GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  121.312 188.079 103.026 121.828 65.4428 67.391
GT Sense Sense -0.296 Detected 0.296 Detected 0.000 -1.042 Detected -1.052 Detected -1.047 0.072 GT Sens contig336 contig336 Unannota GCACCTGTCATCTCACTCTTTATAATTTCTCCTCACATTATTGAGTTCAAcontig336 Solyc10g L-lactate d                 GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  214.271 319.421 207.386 293.309 141.509 127.789
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -1.147 Detected -1.386 Detected -1.266 0.031 GT Sens contig336 contig336 Unannota GGGTCCATGTTGTATACATAGACAGACATGCATAGTTCCTAAACCCTAG contig336 Solyc01g Unknown Protein (A  SL2.40ch AT1G67120.1  ATP bind            chr1:250  575.883 434.837 167.196 262.738 251.75 193.908
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 -1.188 Detected -1.305 Detected -1.246 0.002 GT Sens contig337 contig337 Unannota CTTGGTTTTTCTTCCAAAATGAGACCGATTTGCAAGAGAATTTAGTTAC contig337 Solyc06g Dehydration-respon        SL2.40ch AT1G75490.1  DNA bind      chr1:283  60.1826 59.9617 36.4114 37.6844 29.3663 24.6203
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 -0.999 Detected -1.085 Detected -1.042 0.025 GT Sens contig338 contig338 Unannota CCTGTTATCCTTATTTGTACTTTCTCATGCACCAGCTATACCTTAACATAcontig338 Solyc01g Unknown Protein (A  SL2.40ch AT4G3546ATNTRB,    NTRB (NA        chr4:168  186.295 230.676 130.718 128.419 115.518 98.9127
GT Sense Sense 0.309 Detected -0.309 Detected 0.000 -1.418 Comprom -1.506 Comprom -1.462 0.043 GT Sens contig339 contig339 Unannota GACCAATATTTTCTTGCTGATCAAGGTTTTGTCTATATAAAATTAAAGAGcontig339 Solyc11g Lipase (A               GO:00066 SL2.40ch AT1G23180.1  armadillo      chr1:821  24.7681 15.9604 8.28817 9.89843 8.28649 7.08934
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -1.407 Detected -1.983 Comprom -1.695 0.068 GT Sens contig339 contig339 Unannota GGGGTTTCATCTTCTTCTTTAAATTCCTAAAGACTGACTAGAGAGAATT contig339 Solyc11g Lipase (A               GO:00066 SL2.40ch AT1G23180.1  armadillo      chr1:821  23.4409 38.4313 10.0517 6.48752 12.6013 7.68548
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 -0.846 Detected -1.304 Detected -1.075 0.084 GT Sens contig340 contig340 Unannota TATTCTGGGCTAGTGTCATTATGAATTGCTTTGAAGTCATCTATCCCCC contig340 Solyc04g051630.1.1 AT4G20700.1 133.173 183.616 116.719 82.2984 96.9142 64.1224
GT Sense Sense 0.437 Detected -0.437 Detected 0.000 -1.042 Detected -1.979 Comprom -1.510 0.143 GT Sens contig340 contig340 Unannota ACTGTTGGTCGAGAGAAAGAAAGAAGACGACAAGGAAAAGCCTGCACTTcontig340 Solyc06g Unknown Protein (A  SL2.40ch AT5G4480CHR4  CHR4 (CH                         chr5:180  41.6263 22.444 16.2671 9.24097 16.5362 7.84881
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 -1.944 Comprom -2.562 Comprom -2.253 0.031 GT Sens contig340 contig340 Unannota CATTAATGTTTTCATTCTAGAGCCTGACTCAACCCTAAATCCTCTTCAAGcontig340 Solyc04g Transposase family               SL2.40ch AT5G1513WRKY72,   WRKY72;    chr5:490  40.3175 27.5117 5.51912 15.3506 9.64073 5.71091
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 -2.641 Comprom -1.244 Comprom -1.943 0.118 GT Sens contig341 contig341 Unannota CATTCATCTTCTTGAAAAAGGGTGTCCAAATCTTGGATTTTCTTAAGCC contig341 Solyc07g Processiv                GO:00352 SL2.40ch AT3G432 TES, ATN    TES (TET     chr3:151  17.2047 12.5299 6.56925 12.125 2.62132 6.27631
GT Sense Sense -0.472 Detected 0.472 Detected 0.000 -2.132 Detected -2.270 Detected -2.201 0.044 GT Sens contig343 contig343 Unannota TGTCCCTTCCCTTGGAAATGAGGTAATCGATGAATTGAACATCGACAAA contig343 Solyc05g Lysine ketoglutarate                    SL2.40ch AT3G27470.2 246.566 469.182 169.354 210.931 86.4465 71.3799
GT Sense Sense -0.535 Detected 0.535 Detected 0.000 -1.855 Detected -2.421 Detected -2.138 0.072 GT Sens contig343 contig343 Unannota GGTAAGCAATTCTCTGTTACATTTATCACATTACGTGTTCAAACAAAACTcontig343 Solyc05g Lysine ketoglutarate                    SL2.40ch AT3G27470.2 72.8623 151.227 51.7814 55.9128 32.3126 19.8499
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 -0.953 Detected -1.077 Detected -1.015 0.016 GT Sens contig343 contig343 Unannota CTAGATGTCGCGCACATGTTCCTGCATCTGTAAAAGATGTACATGCTAT contig343 Solyc05g Ubiquitin-                  GO:00048 SL2.40ch AT5G01030.2  unknown   chr5:106  159.051 184.816 114.697 117.527 98.6207 82.2899
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 -0.916 Detected -1.328 Detected -1.122 0.044 GT Sens contig343 contig343 Unannota CCACCAAAGAAAAATACTATACCACACTACATGTTGCATGTTGGAAGAA contig343 Solyc05g Dual spec                    GO:00163 SL2.40ch AT1G7123CSN5B, C    CSN5B (C      chr1:268  216.553 256.419 144.131 250.629 139.092 95.0387
GT Sense Sense -0.621 Detected 0.621 Detected 0.000 -0.972 Detected -2.536 Comprom -1.754 0.221 GT Sens contig343 contig343 Unannota CGAAGGTAGAGATAAAATCTGATATACATAATTCTTCTCGGACTTCACT contig343 Solyc05g Dual spec                    GO:00163 SL2.40ch AT1G7123CSN5B, C    CSN5B (C      chr1:268  44.0023 102.888 25.8772 77.6508 38.2067 11.7458
GT Sense Sense 0.954 Detected -0.954 Detected 0.000 -0.830 Detected -1.619 Comprom -1.225 0.357 GT Sens contig344 contig344 Unannota CGCAATAGTTCACTCGTGCTGAAACTTGAATGTAAACCTCTTGCTTCTT contig344 Solyc08g Pleckstrin homology                  SL2.40ch AT3G44440.1 41.8618 11.0313 5.54438 7.63542 13.459 7.08225
GT Sense Sense 1.278 Detected -1.278 Detected 0.000 -3.402 Comprom -3.579 Comprom -3.490 0.112 GT Sens contig345 contig345 Unannota CTTGCACAAACATTCTCTATGCTACTTCTTCCATAATCTTCCAAAAATTC contig345 Solyc07g Unknown Protein (A  SL2.40ch AT2G36420.1  unknown   chr2:152  109.505 18.4069 2.04023 2.07457 4.73176 3.80485
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.282 Comprom -1.596 Comprom -1.439 0.012 GT Sens contig345 contig345 Unannota CAGAAGGGGAAAGGACTACTTTCGAATTTCAAAAACCAAACCCTTACCA contig345 Solyc04g Unknown Protein (A  SL2.40ch AT4G14490.1  forkhead         chr4:833  13.2789 12.9041 6.64088 6.27024 5.99487 4.3853
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -1.789 Detected -2.322 Comprom -2.055 0.035 GT Sens contig346 contig346 Aromatic                    TGACTCAcontig346 Solyc03g Solyc03g Aromatic                    GO:00197 GO:00197    contig346 Solyc03g Aromatic                     GO:00301 SL2.40ch AT5G5869ATPLC5,   phospho       chr5:237  54.0433 35.6316 29.1901 49.066 14.1392 8.88796
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 -1.067 Comprom -1.507 Comprom -1.287 0.073 GT Sens contig346 contig346 Unannota AATCTTTACAGGGTCAACAATGAAATCCCTGCAACAACAACAACAAAAGCcontig346 Solyc12g Unknown                GO:00160 SL2.40ch AT5G4577AtRLP55  AtRLP55        chr5:185  17.6707 11.6238 4.38688 14.6059 7.62085 5.10603
GT Sense Sense -0.778 Detected 0.778 Detected 0.000 -0.961 Detected -1.941 Comprom -1.451 0.255 GT Sens contig347 contig347 Unannota TCAGTATGAGCTTCGTATAATTTCTACACACCGGTCTTTCAGAGTCTCA contig347 Solyc02g Ferredox               GO:00039 SL2.40ch AT3G52700.1  unknown   chr3:195  14.1444 41.0932 18.9232 16.9825 13.794 6.3562
GT Sense Sense -0.237 Detected 0.237 Detected 0.000 -1.222 Detected -0.855 Detected -1.039 0.074 GT Sens contig347 contig347 Unannota CTACCCCGGTGTCCTTTGAACTTCTTTGTATTTCATTTTGATAAAATCACcontig347 Solyc12g 60S ribos                 GO:00058 SL2.40ch AT3G52700.1  unknown   chr3:195  20.8038 28.5804 10.1353 12.6745 11.6401 13.6444
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.359 Detected -1.405 Detected -1.382 0.013 GT Sens contig348 contig348 Unannota ACATAGAGTATTATGCTTTTCCGGACATTGCTAGTTTGTCACTGATTCA contig348 Solyc01g Mitochon                 GO:00152 SL2.40ch AT1G80500.1  FUNCTIO                                                                              chr1:302  63.0736 77.5403 37.2977 36.3126 30.369 26.7438
GT Sense Sense -0.466 Detected 0.466 Detected 0.000 -0.810 Detected -1.351 Detected -1.081 0.183 GT Sens contig348 contig348 Unannota TGCACAACTTGTGTTGGAGTTGTCTATTTTGTAAGGGTATTGAATCCTC contig348 Solyc01g cDNA clone J023121                    SL2.40ch AT2G14835.2  zinc finge        chr2:636  28.5981 53.9478 30.1795 19.0072 24.9474 15.5911
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 -1.895 Comprom -1.034 Comprom -1.464 0.081 GT Sens contig349 contig349 Unannota ATATGTAATTTTACCATGTAACAACATGTTCTCTGTTTTGTTGTCCAAAGcontig349 Solyc09g Sulfate tra               GO:00151 SL2.40ch AT3G52700.1  unknown   chr3:195  11.1719 12.8472 6.03451 8.28011 3.5887 5.92233
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -1.086 Comprom -2.295 Comprom -1.690 0.118 GT Sens contig349 contig349 Unannota CTGATTAAAAGAGGCAGCTAATATGTTTTAAAAGGCTGTATTGCTCAAG contig349 Solyc09g ATP bind                  GO:00055 SL2.40ch AT3G25480.1  rhodanes     chr3:923  14.0516 18.4079 6.03171 6.68793 8.43983 3.31808
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -0.866 Detected -1.185 Detected -1.026 0.026 GT Sens contig350 contig350 Unannota TGAAAGAAACTTATCATGCAAGAGCCACACGACGTCTTTCAGATGAGTG contig350 Solyc07g Bromodo                GO:00046 SL2.40ch AT5G0414GLU1, GL     GLU1 (GL        chr5:113  51.9601 55.0903 34.9328 41.272 32.6954 23.8166
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.807 Comprom -1.087 Comprom -1.447 0.058 GT Sens contig350 contig350 Unannota GACAACTACAGCTTGTTTAAACTCCCAGTCTTACTTAAGCATGTACAATAcontig350 Solyc02g Aldehyde               GO:00040 SL2.40ch AT1G2380ALDH2B7    ALDH2B7         chr1:841  15.8525 16.8513 19.7455 14.2284 5.20279 7.79002
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -1.154 Detected -0.952 Detected -1.053 0.019 GT Sens contig350 contig350 Unannota AGCCAAAAAGTTTAAAGAGTGACACATGCATGCTCACTCTTGACCGTCC contig350 Solyc01g Cullin-ass                 GO:00170 SL2.40ch AT2G0256CAND1, A      CAND1 (C       chr2:690  41.5788 47.7168 26.9248 27.3224 22.2877 23.3169
GT Sense Sense -0.579 Detected 0.579 Detected 0.000 -1.243 Detected -1.963 Detected -1.603 0.143 GT Sens contig350 contig350 Unannota TATGCAAGGAAGATCCTGTGCATATATGCCTTCTTCTAACTGTCTCACC contig350 Solyc10g Ribonucle               GO:00063 SL2.40ch AT4G27300.1  S-locus p     chr4:136  27.9716 61.7098 24.1966 15.5109 19.5543 10.7877
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -0.867 Detected -1.323 Detected -1.095 0.115 GT Sens contig350 contig350 Unannota TGCGCTCAAACAATGATGAGTGAGATCCACTGCTCTGTGCTTATAGCTGcontig350 Solyc10g Ribonucle               GO:00063 SL2.40ch AT4G27300.1  S-locus p     chr4:136  44.1101 69.7787 47.1358 26.16 33.8677 22.4557
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -0.907 Detected -1.460 Comprom -1.183 0.054 GT Sens contig350 contig350 Unannota ACTGTATTTCAAGCCCCCACGTTTTCCCTGTTCTTATTGAGTCAAAATT contig350 Solyc12g Glucan en                   GO:00059 SL2.40ch AT5G1208MSL10  MSL10 (M           chr5:389  19.5702 21.3328 8.7689 11.5001 12.1393 7.5183
GT Sense Sense -0.696 Detected 0.696 Detected 0.000 -0.869 Detected -1.362 Detected -1.116 0.270 GT Sens contig350 contig350 Unknown   TCTAGAGcontig350 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig350 Solyc03g Unknown Protein (A  SL2.40ch AT5G29624.1  DC1 dom    chr5:112  736.848 1912.85 708.61 1052.11 723.754 467.646
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -0.979 Detected -1.238 Detected -1.109 0.014 GT Sens contig351 contig351 Unannota CCAATCCAAAAACCCTAACCCTTTTTCTATATATTCTCGTTTCTCCATCAcontig351 Solyc12g Peroxidas                GO:00551 SL2.40ch AT3G2767RST1  RST1 (RE    chr3:102  627.73 591.286 207.022 381.728 344.114 261.538
GT Sense Sense -0.434 Detected 0.434 Detected 0.000 -1.788 Comprom -1.505 Comprom -1.647 0.069 GT Sens contig351 contig351 Unannota CTAAACCCCATTTCTCTATATGGTATCATAGAAAGTCATTATCAACCCCCcontig351 Solyc12g027570.1.1 AT3G28560.1 11.1158 20.0649 2.4072 4.01598 4.81683 5.32626
GT Sense Sense -0.713 Detected 0.713 Detected 0.000 -1.083 Detected -1.665 Detected -1.374 0.216 GT Sens contig353 contig353 Unannota GTGGAATTACTCGTTGTAGCTTTGGTCCTCTGAACTGTTCTTCTTAGGCcontig353 Solyc05g RNA bind                    GO:00036 SL2.40ch AT2G27840.2 26.4125 70.2089 15.7395 19.8165 22.6345 13.7451
GT Sense Sense -0.526 Detected 0.526 Detected 0.000 -1.057 Detected -1.788 Detected -1.423 0.156 GT Sens contig353 contig353 Unannota TTGCCCATGTTGTGAATGTGCTTCTGGTTGTTCTTTGTTTGTAACCAGGcontig353 Solyc05g RNA bind                    GO:00036 SL2.40ch AT2G27840.2 41.8185 85.7074 28.1973 26.2375 32.0403 17.5544
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 -1.788 Comprom -2.117 Comprom -1.953 0.033 GT Sens contig353 contig353 Unannota CTTATGGATTATTCAGTGTGAATTCCATTTCACCTTTAAATTATCATGTT contig353 Solyc08g cytochrom  GO:00198 SL2.40ch AT3G57050.3 20.1383 31.1112 6.12441 13.0003 8.07063 5.84218
GT Sense Sense -0.337 Detected 0.337 Detected 0.000 -1.798 Detected -1.558 Detected -1.678 0.043 GT Sens contig353 contig353 Unannota CAACATGGAGTATGCTTGTTCATCTCTTATCTTAAATCAGTAATTGTGATcontig353 Solyc08g cytochrom  GO:00198 SL2.40ch AT3G57050.3 63.7079 100.452 33.5713 22.8113 25.6192 27.5065
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.566 Comprom -2.259 Comprom -1.913 0.031 GT Sens contig354 contig354 Unannota GCTAACATGAATATAGTCGTCGTGTATCTGTTCTTTGTCAGTTATTTTC contig354 Solyc11g Vacuolar                 GO:00170 SL2.40ch AT2G2760SKD1, VP   SKD1 (SU              chr2:117  17.3895 16.9289 7.82827 5.01392 6.45176 3.62819
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 -1.236 Detected -1.301 Comprom -1.268 0.033 GT Sens contig354 contig354 Unannota TCGTAAGTTGCTCTGGTGGTTATTACAATATGATTAAAATTCTGGGAAG contig354 Solyc05g Protein re             GO:00036 SL2.40ch AT1G02440.1 17.1323 23.4357 13.6031 12.7087 9.47521 8.23501
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 -1.994 Comprom -1.541 Comprom -1.767 0.028 GT Sens contig354 contig354 Unannota ATTACACTCCTATATTAATATACTTCGGTAGGAACAGCCCCTGCAAGGC contig354 Solyc04g WD-40 repeat family               SL2.40ch AT5G623 IRE  IRE (INCO          chr5:250  15.1514 11.3288 3.93776 7.17025 3.6636 4.55986
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.621 Comprom -1.635 Comprom -1.628 0.003 GT Sens contig355 contig355 Unannota CTTGAAACGAGTTACCTGCATGTAACATGTTTCCATGTTTGCATTACTT contig355 Solyc05g F-box/LRR-repeat pr               SL2.40ch AT5G43400.1  unknown   chr5:174  13.3242 14.9304 8.3249 2.47563 5.10613 4.59873
GT Sense Sense -0.307 Detected 0.307 Detected 0.000 -1.253 Detected -0.969 Detected -1.111 0.081 GT Sens contig355 contig355 Unannota GTATAAGCTTCTCTGCCTTTTGTATACAACCTGTCTTGTAGGGGTTTCT contig355 Solyc09g F-box-like/WD repea                SL2.40ch AT5G49340.1  unknown   chr5:200  19.7964 29.9357 11.0246 11.068 11.3732 12.5928
GT Sense Sense -0.328 Detected 0.328 Detected 0.000 -0.966 Detected -1.342 Detected -1.154 0.093 GT Sens contig355 contig355 Unannota TCTCTGTTGTTGGCATTATATGGTGTGGTTTTTCTGCGCGAGTCTAATAcontig355 Solyc03g Calcium-b                     GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  494.638 770.726 430.949 457.82 352.045 246.656
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -2.380 Detected -3.087 Detected -2.733 0.018 GT Sens contig356 contig356 Unannota CGAGAGAAACCCTAATCCCAGAAACAAAAGCACACAATTGTTAGAAACA contig356 Solyc11g UDP-galac                GO:00550 SL2.40ch AT4G36280.1 142.253 119.847 13.2489 26.3341 27.9412 15.5549
GT Sense Sense -0.585 Detected 0.585 Detected 0.000 -1.191 Detected -1.134 Detected -1.162 0.186 GT Sens contig357 contig357 Unannota GCTCTGAACCATCAAAAATAAAAAGATACCCTCCTGAACATAATGGAGA contig357 Solyc08g Armadillo                 GO:00054 SL2.40ch AT5G54620.1 474.789 1056.14 606.262 801.529 345.44 326.752
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.272 Detected -1.148 Detected -1.210 0.031 GT Sens contig357 contig357 Unannota TGAATGAGAGATTAAAAACAACAAGAAGGTCTTGCAACCCCTCTCCCTT contig357 Solyc08g Armadillo                 GO:00054 SL2.40ch AT5G54620.1 1165.17 1541.22 1100.46 1514.36 618.177 612.277
GT Sense Sense -0.692 Detected 0.692 Detected 0.000 -1.291 Detected -1.183 Detected -1.237 0.217 GT Sens contig357 contig357 Unannota TATTCAACATAAGAAGGGAACAGCCTCGACTTTGACACTAGTGATGCAA contig357 Solyc11g Alcohol d                GO:00040 SL2.40ch AT3G1550ATNAC3,   ANAC055          chr3:523  989.65 2554.61 702.657 891.271 723.476 708.855
GT Sense Sense -0.635 Detected 0.635 Detected 0.000 -1.314 Detected -1.309 Detected -1.311 0.175 GT Sens contig357 contig357 Unannota CTCTGGAGAAGTATCGAGGAGCCATACGAAAAGGAGAAAAAAGGGGGG contig357 Solyc11g Alcohol d                GO:00040 SL2.40ch AT3G1550ATNAC3,   ANAC055          chr3:523  414.942 989.834 306.227 367 287.024 261.958
GT Sense Sense -0.411 Detected 0.411 Detected 0.000 -1.270 Detected -1.514 Detected -1.392 0.083 GT Sens contig358 contig358 Unknown   TGGTCATcontig358 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig358 Solyc08g Unknown Protein (A  SL2.40ch AT3G4370ATBPM6  ATBPM6         chr3:156  175.926 307.502 117.138 152.846 107.392 82.4657
GT Sense Sense -0.550 Detected 0.550 Detected 0.000 -0.898 Detected -1.240 Detected -1.069 0.204 GT Sens contig358 contig358 Unannota TCTCCAATTGGGGAGGTGCTAGTAGCTTTAGCTGAAAATGTAGTTTCTT contig358 Solyc09g Legumin                GO:00457 SL2.40ch AT3G0178TPLATE  TPLATE;   chr3:279  22.9222 48.5562 26.3691 42.266 19.9367 14.2986
GT Sense Sense 0.456 Detected -0.456 Detected 0.000 -0.983 Detected -1.558 Detected -1.270 0.142 GT Sens 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  4195.94 2205.01 1808.56 1514.79 1713.88 1046.03
GT Sense Sense -0.453 Detected 0.453 Detected 0.000 -1.133 Detected -1.488 Detected -1.311 0.115 GT Sens contig360 contig360 Unannota CTAGTTAATCGGTGACATAACTGCTGAACTAAGGATGATGATGTTTGTT contig360 Solyc05g Phosphat                   GO:00442 SL2.40ch AT3G42870.1  unknown   chr3:149  33.4549 61.99 38.2322 27.309 23.1254 16.4331
GT Sense Sense -0.458 Detected 0.458 Detected 0.000 -1.198 Detected -1.719 Detected -1.458 0.109 GT Sens contig360 contig360 Unannota AAGCTAGTGGTTTAGAAGTCTGGATGGAATAGCATACTCTTCTGACATT contig360 Solyc05g Phosphat                   GO:00442 SL2.40ch AT3G42870.1  unknown   chr3:149  45.9972 85.7826 46.1696 44.6355 30.4862 19.3245
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -0.997 Detected -1.011 Detected -1.004 0.044 GT Sens contig360 contig360 Unannota TGGAAGTATTTGGTTCACACCAGGCATTAGGTGGACATAGGGCAACTCAcontig360 Solyc06g Cys2/His2                 GO:00037 SL2.40ch AT1G02040.1  zinc finge       chr1:358  107.416 143.402 81.1948 125.874 69.2616 62.3307
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 -1.024 Detected -1.135 Detected -1.080 0.074 GT Sens contig360 contig360 Unannota GCAGAATTATCTTATTGAGCTTTGAATCCCATTGACAAGTGCAGGCAAT contig360 Solyc04g Choline k              GO:00041 SL2.40ch AT2G3286BGLU33  BGLU33             chr2:139  40.4077 60.9758 26.3791 32.5926 27.1831 22.8832
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.221 Comprom -1.702 Comprom -1.461 0.031 GT Sens contig361 contig361 Unannota AAAGCATTTGAGGTTCATCACAATGAATTTCTCAAACAGTTGTCAGTAC contig361 Solyc01g080980.1.1 AT3G231 AtRLP37  AtRLP37         chr3:822  13.4523 11.4814 10.7541 12.4935 5.93957 3.8661
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.088 Comprom -1.380 Comprom -1.234 0.026 GT Sens contig361 contig361 Unannota CTTTTTTGATTTTTCCTTTTTTTCTGCCTTTAGTTTATTTTTGGTCGCAGcontig361 Solyc07g Zinc finge                 GO:00056 SL2.40ch AT3G11580.2 13.7336 11.1523 4.11064 5.3902 6.48303 4.81406
GT Sense Sense -0.879 Detected 0.879 Detected 0.000 -1.663 Detected -1.471 Detected -1.567 0.218 GT Sens contig361 contig361 Unannota GGCTTCAGTCCATCTTGTACTGATTCTTGGAGTGCATTATTGTTTATAT contig361 Solyc10g Ubiquitin-                  GO:00048 SL2.40ch AT4G2796UBC9  UBC9 (UB        chr4:139  66.7919 223.276 44.6406 70.5285 42.9427 44.6129
GT Sense Sense -0.540 Detected 0.540 Detected 0.000 -1.230 Detected -1.138 Detected -1.184 0.161 GT Sens contig362 contig362 Unannota CAGATGAAACATGGTTTGTTTGTCTGAAATAGATAACTGAAGCCAGTTG contig362 Solyc01g COBRA-like protein              SL2.40ch AT3G5372ATCHX20    ATCHX20          chr3:199  196.503 410.919 206.15 191.966 134.959 130.753
GT Sense Sense -0.742 Detected 0.742 Detected 0.000 -1.812 Detected -1.864 Detected -1.838 0.132 GT Sens contig362 contig362 Unannota TGAAGGAATTGCATTTGACTCTTACCAGAATTCTACTTTTAAGTTTAGG contig362 Solyc01g COBRA-like protein              SL2.40ch AT3G5372ATCHX20    ATCHX20          chr3:199  44.5718 123.196 53.728 45.7569 23.5042 20.6137
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.187 Detected -0.836 Detected -1.011 0.029 GT Sens contig364 contig364 Unannota CTGTTTCTTTCGTATGTACTCTAGTCACAGATGGTATGTTGAGTCATTC contig364 Solyc08g UDP-gluc               GO:00039 SL2.40ch AT1G6318UGE3  UGE3 (UD         chr1:234  33.6709 32.2378 18.2639 24.4088 16.1203 18.6872
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 -0.965 Detected -1.258 Detected -1.112 0.140 GT Sens contig364 contig364 Unknown           AATCAGGcontig364 Solyc02g Solyc02g Unknown           GO:00036 GO:00036  contig364 Solyc02g Unknown            GO:00036 SL2.40ch AT5G26360.1  chaperon    chr5:925  210.965 385.686 113.963 174.165 162.729 120.762
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.565 Comprom -1.166 Comprom -1.366 0.021 GT Sens contig364 contig364 Unannota TTTGGCGTAACTAGTAAAATTGTTGCCATGTGACTTGATGGTCATGGGTcontig364 Solyc01g Expressed protein (     SL2.40ch AT5G6726CYCD3;2  CYCD3;2       chr5:268  13.5905 14.1462 10.2497 11.3377 5.21798 6.25571
GT Sense Sense -0.911 Detected 0.911 Detected 0.000 -0.812 Detected -1.314 Detected -1.063 0.378 GT Sens contig365 contig365 Unannota GGTTTGTTGCCTACTTGATCTTATTGCATGAGTAGTTTCCAGTCTCATA contig365 Solyc11g F2E2.8 (AHRD V1 ***  SL2.40ch AT1G15210.1 17.1213 59.8672 15.715 24.1819 20.3154 13.0349
GT Sense Sense -0.455 Detected 0.455 Detected 0.000 -1.554 Detected -1.539 Detected -1.547 0.077 GT Sens contig365 contig365 Prephena                CTATTCAcontig365 Solyc06g Solyc06g Prephena                GO:00065 GO:00065   contig365 Solyc06g Prephena                 GO:00081 SL2.40ch AT1G15710.1  prephena      chr1:540  800.147 1487.16 559.436 650.982 413.81 379.949
GT Sense Sense -0.383 Detected 0.383 Detected 0.000 -0.954 Detected -1.100 Detected -1.027 0.119 GT Sens contig365 contig365 Unannota TTTTTGAGTTGGAGGTCTATAGGCAACAACGTGAAGGTGGAGGTAACG contig365 Solyc09g Germin-lik                  GO:00501 SL2.40ch AT2G46150.1 129.619 217.858 119.16 152.159 96.6238 79.3845
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.824 Detected -2.320 Detected -2.072 0.014 GT Sens contig367 contig367 Unannota CCAAAGTAAAACCCTAACCCTCATTTCATCGATCACAACAAAGATTCAGCcontig367 Solyc09g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  592.788 574.52 64.4875 259.338 183.608 118.309
GT Sense Sense -0.454 Detected 0.454 Detected 0.000 -3.107 Comprom -3.270 Comprom -3.188 0.020 GT Sens contig367 contig367 Unannota AGTCGAAATCGAATCTCAGGTGTTGGTTCGGATTCTGAATCGATCGTCCcontig367 Solyc10g009250.1.1 AT1G79150.1  binding  chr1:297  23.5927 43.7748 5.41917 2.29504 4.1541 3.37304
GT Sense Sense -0.346 Detected 0.346 Detected 0.000 -2.744 Comprom -1.911 Detected -2.327 0.050 GT Sens contig367 contig367 Unannota TTTGAAAGTTGGGTATCAGGTTGCGCGTCAAGGTCATATTTCGATTTGAcontig367 Solyc10g009250.1.1 AT1G79150.1  binding  chr1:297  36.0591 57.6307 6.91348 8.98593 7.58059 12.2707
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.307 Detected -1.064 Detected -1.185 0.010 GT Sens contig367 contig367 Unannota GCACCAAATCTATGAAGATACATCGAAGGAACGATTCTTCAAACACGAA contig367 Solyc02g GDP-L-ga   GO:00055 SL2.40ch AT5G64030.1  dehydrat    chr5:256  183.994 180.114 192.441 232.818 81.9584 88.1533
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 -1.533 Detected -1.239 Detected -1.386 0.015 GT Sens contig367 contig367 Unannota GACCGTCAAGAGGAAAGATTCCACAAGCAAGAAACCTCATCAACATTAT contig367 Solyc02g GDP-L-ga   GO:00055 SL2.40ch AT5G64030.1  dehydrat    chr5:256  493.293 549.47 507.04 631.557 200.395 223.358
GT Sense Sense -0.506 Detected 0.506 Detected 0.000 -1.408 Detected -2.088 Comprom -1.748 0.103 GT Sens contig368 contig368 Unannota GAATAATTTATTTCACCTTCAATCATTGTTGAGCCACAATCAGTTGCAGTcontig368 Solyc11g At4g38160-like prote                 SL2.40ch AT1G11490.1 17.2899 34.4857 14.1323 11.5509 10.2487 5.81525
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.882 Detected -1.768 Detected -1.825 0.005 GT Sens contig369 contig369 Unannota CCAATTTTCCTTAATTTATCTTCTTTTTGAAACCCTAACCCTAAAAATCC contig369 Solyc12g Zinc finge                 GO:00082 SL2.40ch AT5G44280.2 693.463 584.169 143.095 268.509 192.365 189.24
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -1.415 Comprom -1.010 Comprom -1.213 0.075 GT Sens contig369 contig369 Unannota TTGATCTGTAGCCATTTTGGAGGACTTCTCCTATTGATATTACCAAGTG contig369 Solyc02g CTP synt                  GO:00038 SL2.40ch AT2G34890.1  CTP synt        chr2:147  11.5859 17.0746 11.2585 17.8256 5.87264 7.06903
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -0.946 Detected -1.882 Detected -1.414 0.105 GT Sens contig370 contig370 Unannota GAACTCTAAGAAATCTGAAAACAAGAATGAAGTACATGAAGCCCAATAC contig370 Solyc09g Unknown Protein (A  SL2.40ch AT5G63120.1  ethylene-         chr5:253  143.519 178.787 115.809 73.4823 92.6253 44.0055
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 -1.327 Detected -1.485 Detected -1.406 0.057 GT Sens contig371 contig371 Unannota GAGCTTTGTACTTGGCGTGTTCTGTCACATTTTAAATTCATGCGGCTTA contig371 Solyc05g Zinc finger CCCH do       SL2.40ch AT5G18420.3  unknown   chr5:610  59.6904 94.5517 45.5033 36.5904 33.3579 27.1716
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -3.219 Comprom -0.962 Detected -2.091 0.205 GT Sens contig375 contig375 Unannota TTAAAAGGAACAGCTGCAGTATTTTAGAGACCCAAAGAGTATCATCGCT contig375 Solyc06g X1 (Fragment) (AHRD               SL2.40ch AT5G20690.1  ATP bind        chr5:700  29.2571 27.3684 5.84562 3.42509 3.38465 14.7035
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -3.588 Comprom -3.407 Comprom -3.498 0.003 GT Sens contig375 contig375 Unannota CCCTCTTTTCTTACCATCTCTTTCTGGAAATGTAGCTTTCCGTACTCAC contig375 Solyc06g X1 (Fragment) (AHRD               SL2.40ch AT5G20690.1  ATP bind        chr5:700  46.8249 37.1014 4.67633 4.18672 3.8601 3.97784
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -1.072 Detected -1.221 Detected -1.147 0.011 GT Sens contig376 contig376 Unannota GAATTAGTGGTTATTTCATTTTAGCATCGCGCACTTCATATTTGTCATC contig376 Solyc11g Ubiquitin-               GO:00165 SL2.40ch AT3G13220.1  ABC tran     chr3:424  53.6092 46.4712 42.7985 30.6965 26.4423 21.6768
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 -1.080 Detected -1.256 Detected -1.168 0.027 GT Sens contig376 contig376 Unannota CTACTAACAAATTCATGGCCATATTTGGTTGATGAACAGACCATAGTTT contig376 Solyc02g Pentatrico                GO:00045 SL2.40ch ATMG000 RPL16  encodes                chrM:250  342.634 432.532 309.235 291.622 202.812 163.156
GT Sense Sense -0.467 Detected 0.467 Detected 0.000 -1.044 Detected -1.151 Detected -1.097 0.145 GT Sens contig376 contig376 Unannota GATACATGGGAATATGTTTTCCATGTGGAGTCGTTTTGGTACTCGAATCcontig376 Solyc01g Exocyst subunit Exo                    SL2.40ch AT4G01170.1  unknown   chr4:499  118.179 223.27 89.5036 109.945 87.7295 74.0725
GT Sense Sense -0.567 Detected 0.567 Detected 0.000 -1.534 Comprom -1.724 Comprom -1.629 0.105 GT Sens contig376 contig376 Unannota TAGTATTAAACGTACACACTTTAAAATTATTATCATCTAATTAATAAACG contig376 Solyc01g Exocyst subunit Exo                    SL2.40ch AT4G01170.1  unknown   chr4:499  13.6375 29.5946 6.4538 41.4967 7.72875 6.15868
GT Sense Sense -0.534 Detected 0.534 Detected 0.000 -1.129 Detected -1.224 Detected -1.176 0.160 GT Sens contig377 contig377 Unannota TGTCTTGGAATTTTAGCAACATCAACTCACTTCAATTAGGTTGGTTATTAcontig377 Solyc07g054590.1.1 AT3G0778OBE1  OBE1 (OB         chr3:248  462.572 959.287 283.021 472.576 339.304 288.717
GT Sense Sense -0.627 Detected 0.627 Detected 0.000 -1.819 Detected -1.989 Detected -1.904 0.095 GT Sens contig377 contig377 Unannota CCCACATTAGTTACCAAATGTACCTGTGGCTGTGAATCATAGTTAAAAT contig377 Solyc07g054590.1.1 AT3G0778OBE1  OBE1 (OB         chr3:248  420.767 992.479 207.769 429.615 203.953 164.784
GT Sense Sense -0.325 Detected 0.325 Detected 0.000 -0.915 Detected -1.322 Detected -1.118 0.100 GT Sens contig377 contig377 Unannota CAAAAAGAAAGGGATCACAACACCTTAGAGACTTCAGGCCCTCTACATA contig377 Solyc10g Genomic DNA chrom         SL2.40ch AT5G666 DAR7  DAR7 (DA        chr5:265  338.434 524.825 254.246 256.135 248.947 170.707
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -1.520 Detected -2.412 Detected -1.966 0.048 GT Sens contig378 contig378 Unannota TAAACCCTAACCACACCATTCAAATCCATATTATCGAACAGTTTCCGGTGcontig378 Solyc02g Cytochro  GO:00198 SL2.40ch AT5G64816.2  unknown   chr5:259  323.463 322.07 55.8954 126.744 125.335 61.3992
GT Sense Sense 0.810 Detected -0.810 Detected 0.000 -3.012 Comprom -3.137 Comprom -3.075 0.063 GT Sens contig378 contig378 Unannota GAGCCATAGAAGAGTAAAAATAGTGTTATCTGACAACTCGAACATGAAG contig378 Solyc01g Cytokinin                   GO:00191 SL2.40ch AT3G0774ADA2A, A      ADA2A (H               chr3:247  51.2691 16.4916 2.0661 3.53656 4.01433 3.34556
GT Sense Sense -1.194 Detected 1.194 Detected 0.000 -1.212 Detected -0.993 Detected -1.102 0.455 GT Sens contig379 contig379 Unannota TGAATGTGGCTGTTGAGTTAGGTCTTGTGTTGTTTTCATCATTCTATGC contig379 Solyc10g IFA binding protein (                SL2.40ch AT5G06560.1  unknown   chr5:200  12.6521 65.45 11.5534 14.8153 13.8376 14.6373
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -1.506 Detected -3.899 Comprom -2.702 0.154 GT Sens contig379 contig379 Unannota CCAAACCAACTCCCCCGATAAGCCTAAACCTTCACAACACCGCCAGCCC contig379 Solyc05g018580.1.1 AT5G49120.1  senescen    chr5:199  157.7 127.132 21.1797 24.3583 55.5279 9.60863
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.280 Comprom -0.979 Comprom -1.130 0.032 GT Sens contig379 contig379 Unannota TGAACAATTTCACCAATTCCTTCTTCCATTTGCTCGTCTAGCCCATCTG contig379 Solyc10g Transmem                   GO:00160 SL2.40ch AT4G10780.1  disease r       chr4:663  18.608 15.0749 13.275 10.0556 7.67892 8.60313
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -1.009 Detected -1.190 Detected -1.099 0.059 GT Sens contig380 contig380 Unannota ACGAACTCATCGTTGAAATTCTGAGAAAACTTCCTGCTAAGTCTCTAAT contig380 Solyc11g Metal ion                 GO:00300 SL2.40ch AT2G29770.1 35.4958 50.5947 23.2409 23.0075 23.4571 18.8028
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -0.901 Detected -1.170 Detected -1.036 0.023 GT Sens contig381 contig381 Unannota TGATGTTCTATTAGACTATGTAAAGGGATATTTATATCATTCCGTGTTCTcontig381 Solyc03g Pentatrico                GO:00082 SL2.40ch ATCG009 RPS12C,   chloropla                           chrC:979  32.8364 36.6779 26.3895 12.8895 20.6938 15.6153
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 -0.939 Detected -1.362 Detected -1.150 0.112 GT Sens contig381 contig381 Unannota GAGTTATGTGCCTAATTCAGACTGAAATGCTTTTTGGGAATAAACATAA contig381 Solyc03g Pentatrico                GO:00082 SL2.40ch ATCG009 RPS12C,   chloropla                           chrC:979  71.4602 116.946 55.43 28.1865 53.1119 36.0188
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -2.864 Detected -2.727 Detected -2.795 0.007 GT Sens contig381 contig381 Unannota TAGCAGTGCCAATTCTCTTTAGGGTTCTACACCCATCTGAAATCTTATC contig381 Solyc06g Chromodomain heli        SL2.40ch ATMG01350.1 268.565 196.24 942.47 1089.87 35.1272 35.099
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -0.859 Detected -2.094 Comprom -1.476 0.143 GT Sens contig382 contig382 Unannota AACCCTAGAGGGAGGAAAAAGAAGAAACCCTAACAAAACCTTGACAAAT contig382 Solyc03g RNA-bind                    GO:00430 SL2.40ch AT4G182 ATPUP10  ATPUP10      chr4:100  15.9098 18.2688 5.06884 10.8575 10.4679 4.04357
GT Sense Sense 0.603 Detected -0.603 Detected 0.000 -1.477 Comprom -1.155 Comprom -1.316 0.170 GT Sens contig383 contig383 Unannota CATACTTGTTAAGATGATAATGTGAAGTGGAGGTGTAAATAAGAGAGAG contig383 Solyc12g Acetyl-co                  GO:00168 SL2.40ch AT5G50540.1  unknown   chr5:205  28.5206 12.2221 3.82399 7.40588 7.47203 8.48958
GT Sense Sense -0.522 Detected 0.522 Detected 0.000 -1.151 Detected -1.084 Detected -1.117 0.166 GT Sens contig383 contig383 Unannota GCTCCCTTTGGTTCACACATAATTCCGGCTCTGTTTAATCTCCTCACTG contig383 Solyc12g UDP-gluc               GO:00060 SL2.40ch AT5G64700.1  nodulin M     chr5:258  27.8 56.6872 18.3113 63.187 19.915 18.9567
GT Sense Sense -0.632 Detected 0.632 Detected 0.000 -1.827 Comprom -2.141 Comprom -1.984 0.093 GT Sens contig383 contig383 Unannota CCTGTCACTTTCTGCGAAAAGACTTTGCTAACAATGGAACAGACTAATT contig383 Solyc12g UDP-gluc               GO:00060 SL2.40ch AT5G64700.1  nodulin M     chr5:258  12.6713 30.091 3.48647 26.8065 6.13102 4.48181
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -1.197 Comprom -1.422 Comprom -1.309 0.009 GT Sens contig383 contig383 Unannota GCTCCTCTTAGGTCTCAACATGGGCTTAGTTTATACTATTTACAACTTT contig383 Solyc07g064000.1.1 AT5G1370ATPAO1,    ATPAO1            chr5:442  16.95 18.1523 4.84295 3.59863 8.52378 6.62615
GT Sense Sense -0.331 Detected 0.331 Detected 0.000 -1.555 Comprom -2.351 Comprom -1.953 0.064 GT Sens contig384 contig384 Unannota CCTCTTTCGATTATCAATGGAAACGTTCAACTTGAGCTAAATCAGGTTT contig384 Solyc07g Jasmonat                GO:00055 SL2.40ch AT1G06640.2 12.6474 19.7788 10.1893 9.40392 5.99418 3.13792
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 -1.917 Comprom -2.652 Comprom -2.285 0.025 GT Sens contig384 contig384 Unannota CTTCCTCTTCTGATTAGAGCATCAACAATCAATTAAAACTACTATCCACGcontig384 Solyc07g Jasmonat                GO:00055 SL2.40ch AT1G06640.2 20.6936 22.0993 12.7144 15.5762 6.3051 3.44519
GT Sense Sense -0.489 Detected 0.489 Detected 0.000 -0.958 Detected -2.741 Comprom -1.849 0.210 GT Sens contig384 contig384 Unannota AATTTCGTTAGTACTGTACTAATAGCACAAGTTCATGGTTCCAAGCATA contig384 Solyc11g Extradiol                        GO:00067 SL2.40ch AT3G07050.1  GTP-bind     chr3:222  16.0612 31.2597 13.514 17.5889 12.8453 3.39451
GT Sense Sense -0.426 Detected 0.426 Detected 0.000 -2.105 Detected -2.265 Detected -2.185 0.037 GT Sens contig385 contig385 Serine/thr                ACTTGAGcontig385 Solyc04g Solyc04g Serine/thr                GO:00191 GO:00191        contig385 Solyc04g Serine/thr                 GO:00191 SL2.40ch AT1G61610.1  S-locus le       chr1:227  1470.18 2625.18 778.526 907.629 508.455 413.798
GT Sense Sense -0.213 Detected 0.213 Detected 0.000 -1.089 Detected -1.170 Detected -1.129 0.035 GT Sens contig385 contig385 Unannota GCCTAATGGATAAGGCGTCGTTTGTGGTCTCCAATTTTTAGTAGTTTGT contig385 Solyc01g Methylcro                 GO:00044 SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  3579.19 4751.37 2047.81 3838.43 2158.87 1855.81
GT Sense Sense -0.651 Detected 0.651 Detected 0.000 -0.884 Detected -2.322 Comprom -1.603 0.240 GT Sens contig386 contig386 Unannota CAGACCTTACACAATCTGCACTGTTTTCCTTTTTACTTGTCATGCTTTCTcontig386 Solyc12g Serine/thr                 GO:00191 SL2.40ch AT2G17060.1 11.1353 27.1456 6.80945 5.59655 10.4902 3.52004
GT Sense Sense 0.715 Detected -0.715 Detected 0.000 -3.002 Comprom -0.814 Detected -1.908 0.282 GT Sens contig386 contig386 Unannota TCTTTCTCCAAGACCTCCATTAACAACCCCAAAACACCAAAACCAGCTTTcontig386 Solyc10g Homeobo                  GO:00056 SL2.40ch AT5G2764TIF3B1, E      TIF3B1 (T             chr5:978  40.691 14.9391 6.45069 5.40604 3.42673 14.1985
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.482 Comprom -2.149 Comprom -1.816 0.032 GT Sens contig386 contig386 Unannota CCTCTCACGTAATATTTGCCTGTTCAGGACTACTCTTATTTTGCACCTA contig386 Solyc02g Serine/thr                  GO:00199 SL2.40ch AT3G11070.1  outer me      chr3:346  16.7846 17.2068 17.2053 9.25917 6.77525 3.879
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -2.007 Detected -2.217 Detected -2.112 0.004 GT Sens contig387 contig387 Unannota AAACAAAAATGAACTGCCCTAAACCCCATGCTGGCTTTAACCATGCCAG contig387 Solyc12g 1-aminocyclopropan        SL2.40ch AT4G1335NIG  NIG (NSP          chr4:777  1041.97 924.747 214.577 491.208 272.044 213.817
GT Sense Sense 0.735 Detected -0.735 Detected 0.000 -0.819 Detected -2.188 Comprom -1.504 0.273 GT Sens contig387 contig387 Unannota GCTCTCCATCCGAACCCCAAAATTACCTCCTTCAATAAATATAGCTGAAAcontig387 Solyc03g S phase cyclin A-ass          SL2.40ch AT5G11730.1 28.8359 10.2838 6.12951 4.46158 10.8743 3.82493
GT Sense Sense 1.162 Detected -1.162 Detected 0.000 -2.160 Comprom -2.267 Comprom -2.214 0.197 GT Sens contig388 contig388 Unannota GGTTCATCACACGACATGAAATCTACACCTTCATAACAACATACTTATCAcontig388 Solyc01g Unknown Protein (A  SL2.40ch AT3G2838PGP17  PGP17 (P                   chr3:106  62.2325 12.2936 5.48645 9.00637 6.89197 5.81649
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 -1.147 Detected -0.915 Detected -1.031 0.088 GT Sens contig388 contig388 Unannota GTATCCTCAAACTGATTTCATGAAGCAGAGCCCACATTGTGAAGCTTTC contig388 Solyc02g Unknown Protein (A  SL2.40ch AT3G25670.1  leucine-r      chr3:934  79.3273 120.129 52.2345 42.6713 49.0832 52.4283
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 -2.932 Detected -4.179 Comprom -3.556 0.037 GT Sens contig391 contig391 Unannota ATAGGGTTTTCCAATATGCAACTCACACATCATACAATTAACCCAAAACCcontig391 Solyc05g Transcrip                   GO:00037 SL2.40ch AT5G45310.1  unknown   chr5:183  112.178 70.3073 4.98901 12.6469 12.961 4.9626
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -1.205 Detected -1.262 Detected -1.234 0.013 GT Sens contig391 contig391 Unannota CATTATCGCCCGCGTCTCAGTTTAGATCTCATGAGTAAACTATTCAGTC contig391 Solyc11g Ring finge                 GO:00082 SL2.40ch AT1G7396TAF2  TAF2 (TB         chr1:278  59.0711 70.9793 36.6501 35.5493 31.2911 27.3262
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 -2.378 Comprom -2.322 Comprom -2.350 0.017 GT Sens contig392 contig392 Unannota AATATCCGTTCCAAGGTCGGATATATGAGAATCTCTATAACTTTCTTCC contig392 Solyc06g Sodium-c                   GO:00160 SL2.40ch AT2G33270.1 16.1071 10.4095 2.87427 5.02442 2.77372 2.62109
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.063 Comprom -1.709 Comprom -1.386 0.065 GT Sens contig392 contig392 Uncharac                    AGGTTGAcontig392 Solyc03g Solyc03g Uncharac                    GO:00428 GO:00428     contig392 Solyc03g Uncharac                     GO:00428 SL2.40ch AT4G0182PGP3, MD   PGP3 (P-           chr4:780  14.934 11.4725 11.5081 4.78678 6.97642 4.05308
GT Sense Sense -0.748 Detected 0.748 Detected 0.000 -1.394 Detected -0.943 Detected -1.168 0.274 GT Sens contig394 contig394 Transcrip               TTGCTCCcontig394 Solyc12g Solyc12g Transcrip               GO:00037 GO:00037        contig394 Solyc12g Transcrip                GO:00165 SL2.40ch AT2G42170.1 15.0461 41.9711 13.0719 13.4149 10.6522 13.2374
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 -0.839 Detected -1.391 Detected -1.115 0.135 GT Sens contig394 contig394 Unannota GAACAATTAACCTTCAGGCAATGTCCACGGCATGTAGCTTATGAGTTGCcontig394 Solyc01g chaperon              GO:00442 SL2.40ch AT2G29580.1  zinc finge            chr2:126  129.465 211.884 107.365 84.7524 103.152 63.9503
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.152 Comprom -0.952 Comprom -1.052 0.010 GT Sens contig396 contig396 Unannota CTGGTTTTCTCGAGCTATTTAGAAGTAAATCGAAAGGACATATGACGAA contig396 Solyc09g Receptor-                GO:00046 SL2.40ch AT3G20350.1  unknown   chr3:709  18.6682 19.174 4.04727 4.33485 9.48461 9.90216
GT Sense Sense -0.757 Detected 0.757 Detected 0.000 -2.345 Detected -2.225 Detected -2.285 0.095 GT Sens contig396 contig396 Unknown   TACGTTAcontig396 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig396 Solyc04g Unknown Protein (A  SL2.40ch AT3G2668SNM1  SNM1 (SE       chr3:980  589.406 1664.04 320.624 944.847 217.063 214.452
GT Sense Sense -0.433 Detected 0.433 Detected 0.000 -1.330 Comprom -1.475 Comprom -1.403 0.086 GT Sens contig396 contig396 Unannota AAATCTTGTCAATCTTTTTCGTTTTCTCCAAACAACTCCCTTTTGCCTAT contig396 Solyc06g Unknown Protein (A  SL2.40ch AT2G45900.1 16.1309 29.0566 15.6569 9.0639 9.59278 7.88264
GT Sense Sense -0.397 Detected 0.397 Detected 0.000 -0.877 Detected -1.134 Detected -1.005 0.138 GT Sens contig396 contig396 Unannota GCCCTCATCATTTTCTTGTTCCAGTTTAATTTACAAATTCCATAGCCACAcontig396 Solyc05g Unknown Protein (A  SL2.40ch AT1G75388.1 843.937 1447.03 639.275 778.361 670.229 509.952
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 -0.984 Comprom -1.132 Comprom -1.058 0.005 GT Sens contig398 contig398 Unannota GGCTGTATTTAGCTGAGTCTATATTATTGAAATATAGCATGAGGTTGTG contig398 Solyc01g DNA helic                GO:00171 SL2.40ch AT3G1736POK1  POK1 (PH           chr3:593  12.9053 12.7372 8.30745 11.6067 7.21942 5.92122
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.128 Detected -1.381 Detected -1.255 0.010 GT Sens contig398 contig398 Unannota TCTTCATTGTTAACCTGTTCAGCTACTGCCTGTGGTGTCAAATATTTAG contig398 Solyc01g Zinc finge                   GO:00082 SL2.40ch AT4G10970.4 70.8214 72.209 47.4625 47.194 36.4291 27.7953
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.163 Detected -1.291 Detected -1.227 0.015 GT Sens contig398 contig398 Unannota CTTCTAAAAGCCTGCAAAACATATTCATTATCTATGTTGCTCGGAAGGT contig398 Solyc09g Methylcro                   GO:00044 SL2.40ch AT5G53620.3  unknown   chr5:217  61.0742 73.1963 40.623 52.371 33.2532 27.6657
GT Sense Sense -0.350 Detected 0.350 Detected 0.000 -1.349 Detected -1.171 Detected -1.260 0.073 GT Sens contig398 contig398 Unannota CTAGAGGTCATGTTCTTCACTACATAAATTTTAAGTTTCCGGGATATGG contig398 Solyc09g Methylcro                   GO:00044 SL2.40ch AT5G53620.3  unknown   chr5:217  89.1847 143.263 54.5128 69.8851 49.4114 50.8265
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -1.257 Detected -0.865 Detected -1.061 0.038 GT Sens contig398 contig398 Cytokinin                  CTCATTAcontig398 Solyc04g Solyc04g Cytokinin                  GO:00191 GO:00191      contig398 Solyc04g Cytokinin                   GO:00191 SL2.40ch AT1G7545CKX5, AT    CKX5 (CY       chr1:283  818.821 908.926 403.438 625.788 401.963 479.687
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 -1.306 Detected -1.072 Detected -1.189 0.029 GT Sens contig398 contig398 Glyoxalas                GTGATTCcontig398 Solyc03g Solyc03g Glyoxalas                GO:00044 GO:00044   contig398 Solyc03g Glyoxalas                 GO:00044 SL2.40ch AT1G80160.1  lactoylglu           chr1:301  10793.7 13567.5 7614.98 12532.1 5452.47 5826.43
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.666 Comprom -1.199 Comprom -1.432 0.030 GT Sens contig399 contig399 Unannota GGAAAATAGGGCTTTCTCTACATTCCCAAATCCCAAAAACCCCAAATCT contig399 Solyc05g010360.1.1 AT5G62360.1  invertase       chr5:250  15.7131 13.487 4.42498 11.4262 5.10967 6.42147
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 -1.064 Detected -2.013 Detected -1.538 0.094 GT Sens contig399 contig399 Unannota TCCTCAACCCTAAACTTTGTGATGAGGCTGTGATGATATTCTCCAGGAA contig399 Solyc12g Unknown Protein (A  SL2.40ch AT5G10290.1  leucine-r           chr5:323  175.519 135.644 35.013 54.7351 82.2202 38.7024
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -0.903 Detected -1.158 Detected -1.031 0.048 GT Sens contig399 contig399 Unannota GCTTTTTCATGACTCTGGTAGGGCATACATTTTCATTCTGACGATGTTC contig399 Solyc02g Receptor-                GO:00163 SL2.40ch AT4G1343IIL1  IIL1 (ISOP                 chr4:780  418.831 543.666 322.974 510.479 284.128 216.529
GT Sense Sense -0.557 Detected 0.557 Detected 0.000 -6.337 Comprom -6.437 Comprom -6.387 0.008 GT Sens contig399 contig399 Unannota CAAAAACACATTTGTTCTAGTGGGAATTGCTTGTGGCAATTTAGATGGA contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  123.686 264.659 3.33106 3.22504 2.49242 2.11352
GT Sense Sense -0.383 Detected 0.383 Detected 0.000 -5.697 Comprom -5.414 Comprom -5.555 0.005 GT Sens contig399 contig399 Unannota GGCAATTAAAAAGGCTACATAATACAATTCAAAGAGGTAGGTTTCTCAT contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  74.7476 125.664 2.96276 2.974 2.08093 2.30175
GT Sense Sense 0.961 Detected -0.961 Detected 0.000 -1.127 Detected -1.510 Comprom -1.319 0.311 GT Sens contig400 contig400 Unannota TGATGAATCGTTCGAGGTTTTCTCAAGATGATGTAAAGGAAATTTGTGC contig400 Solyc12g Serine pro               GO:00065 SL2.40ch AT4G17900.2 46.4325 12.1111 10.7315 11.8358 12.0898 8.43104
GT Sense Sense -0.267 Detected 0.267 Detected 0.000 -1.909 Detected -1.789 Detected -1.849 0.021 GT Sens contig400 contig400 Unannota GAATTTGGAGATTCAAACACATCATATGAAGTGGGCTGGTTATCATCTT contig400 Solyc11g Membrane bound O                   SL2.40ch AT3G58980.1 87.3733 125.052 43.0611 62.5004 31.0018 30.6294
GT Sense Sense -0.492 Detected 0.492 Detected 0.000 -1.312 Detected -2.103 Detected -1.708 0.114 GT Sens contig400 contig400 Unannota AGTCGAGACATCTTGAAGCGAGCTAGTCTTGTAAGTTGTAAGGTGCATCcontig400 Solyc11g Membrane bound O                   SL2.40ch AT3G58980.1 99.5673 194.823 71.8739 99.9775 62.4742 32.8136
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -1.219 Detected -0.804 Detected -1.012 0.087 GT Sens contig400 contig400 Unannota GTTTTCTCTCTAGAACAAGCAGAGCTCTCCTTCAATTTCAGCCCCGAAT contig400 Solyc01g Cullin-ass                 GO:00170 SL2.40ch AT5G49660.1  leucine-r        chr5:201  53.8652 74.5543 46.6268 66.0014 30.3164 36.742
GT Sense Sense -1.134 Detected 1.134 Detected 0.000 -3.816 Comprom -4.319 Comprom -4.068 0.073 GT Sens contig400 contig400 Unannota TTTGTACTAAGTTATATAAACAATGAAATAGATACTTTTTCTTCTTCTAA contig400 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT5G50540.1  unknown   chr5:205  24.1143 114.821 4.07562 7.82041 4.1605 2.66907
GT Sense Sense -1.021 Detected 1.021 Detected 0.000 -3.041 Comprom -3.889 Comprom -3.465 0.088 GT Sens contig400 contig400 Unannota TGGGCTAGTTTTATCCAAAAGTGAACAGCCCAAAGCCTAAAAAATAAGA contig400 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT5G50540.1  unknown   chr5:205  32.6153 132.772 8.78356 18.8022 8.90664 4.49858
GT Sense Sense -1.110 Detected 1.110 Detected 0.000 -1.294 Detected -1.548 Detected -1.421 0.331 GT Sens contig401 contig401 Unannota TAAACCCTGGACACCAGAGTTCAAATTCCAGCAGAGCCATCTATTCCTC contig401 Solyc11g Glutamyl-                  GO:00168 SL2.40ch AT4G04650.1 17.8689 82.2682 30.2539 24.7931 17.4135 13.2744
GT Sense Sense -1.122 Detected 1.122 Detected 0.000 -2.189 Comprom -2.123 Comprom -2.156 0.195 GT Sens contig401 contig401 Unannota AAGAGAAAAGTTGTAACTAGACTGCATCCAACAGTGGCCAAGTGGTCAAcontig401 Solyc11g Glutamyl-                  GO:00168 SL2.40ch AT4G04650.1 15.873 74.3263 29.6325 15.514 8.38802 7.98159
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.002 Detected -1.105 Detected -1.053 0.012 GT Sens contig401 contig401 Unannota CAGCGGAAACCCTAACACAGTAAGCCATACGTTTTCGTTCATCAAGGTC contig401 Solyc07g Argonaut                   GO:00351 SL2.40ch AT3G52700.1  unknown   chr3:195  33.8327 28.9062 13.9414 14.0916 17.3943 14.7208
GT Sense Sense -0.827 Detected 0.827 Detected 0.000 -1.431 Detected -1.877 Detected -1.654 0.193 GT Sens contig401 contig401 Unannota TAAGAGCAACATGTTCCTCACTGTTGTTGGCAGATTCAAAATCTACAGC contig401 Solyc12g Squamos                   GO:00056 SL2.40ch AT5G44410.1  FAD-bind     chr5:178  48.4136 150.587 93.3774 74.813 35.2782 23.5292
GT Sense Sense -0.736 Detected 0.736 Detected 0.000 -1.041 Detected -1.072 Detected -1.057 0.288 GT Sens contig401 contig401 Unannota CAAAAGTAGCAAGGTGAGGTGAGACATCAATGTTAGTCTGAGAATATTT contig401 Solyc12g Squamos                   GO:00056 SL2.40ch AT5G44410.1  FAD-bind     chr5:178  37.8506 103.877 65.8233 56.3902 33.9336 30.2008
GT Sense Sense 0.922 Detected -0.922 Detected 0.000 -2.304 Comprom -2.902 Comprom -2.603 0.115 GT Sens contig401 contig401 Unannota GATCACTCTACACTTAAGAAAGTTTTTGTGAGACTCCTTGCATTCCATA contig401 Solyc09g Glutathion                GO:00055 SL2.40ch AT4G36270.1  ATP bind   chr4:171  55.6211 15.3241 3.11064 3.97594 6.58566 3.95459
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.315 Detected -0.860 Detected -1.087 0.042 GT Sens contig402 contig402 Unannota GCATGGAAATCTAAACCTCTCCAGGTAGAACCAAGGTATAGCAGAAGTCcontig402 Solyc02g DNA mism                   GO:00055 SL2.40ch AT1G70700.1 105.437 110.106 55.3316 75.3841 48.2289 60.1046
GT Sense Sense 0.945 Detected -0.945 Detected 0.000 -1.175 Detected -2.508 Comprom -1.842 0.252 GT Sens contig402 contig402 Unannota TTCTTGCTGGAGGTAGAGCTACTGGATGGCCGATGGGCCCGCGAGGGTcontig402 Solyc09g Glucose t               GO:00055 SL2.40ch AT5G5256ATUSP  ATUSP (A               chr5:213  44.8042 11.9517 7.1506 10.9599 11.4107 4.11839
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 -0.954 Detected -1.263 Comprom -1.108 0.084 GT Sens contig402 contig402 Unannota GGGGGTTCTAATTGGTATGCTCTTTCAAATGCCAATACTAACTTTTAAT contig402 Solyc07g Tyrosine                    GO:00055 SL2.40ch AT5G16480.1  tyrosine       chr5:538  31.2669 20.2034 19.6441 15.17 14.4513 10.604
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -1.560 Comprom -0.856 Comprom -1.208 0.076 GT Sens contig402 contig402 Unannota GGGAAGGTGTGTAATATTTACTTATTATGTTGTAGCCTCAATTCCAAAG contig402 Solyc07g Tyrosine                    GO:00055 SL2.40ch AT5G16480.1  tyrosine       chr5:538  12.3977 11.6595 10.4904 6.16956 4.54096 6.7259
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -2.091 Comprom -2.527 Comprom -2.309 0.009 GT Sens contig402 contig402 Unannota CTAGTAAGTTCACTAAATCTGTGATGCCTGCATCATTAGCATTATGGCG contig402 Solyc10g F-box pro               GO:00302 SL2.40ch AT5G38435.1 13.0854 13.8065 4.65391 12.8951 3.51311 2.3618
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -2.207 Comprom -2.172 Comprom -2.189 0.002 GT Sens contig402 contig402 Unannota TCAAAACGACAAATTCCTGAAAACCTTTTTTCCTTGCTGGCCACAATTCCcontig402 Solyc10g F-box pro               GO:00302 SL2.40ch AT5G38435.1 16.0898 13.9379 6.60933 6.32945 3.6126 3.36514
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -0.991 Comprom -1.685 Comprom -1.338 0.067 GT Sens contig402 contig402 Unannota CATAGCAAATTTGGTAGTCCTTGCTGCCTGTGGTAATAAGGGTCTATGTcontig402 Solyc12g Lysophos                  GO:00084 SL2.40ch AT5G37710.1  lipase cla           chr5:149  12.9853 10.9493 4.43339 8.88598 6.68226 3.75495



GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.675 Comprom -1.662 Comprom -1.668 0.000 GT Sens contig403 contig403 Unannota AAGAGTTCATATGCGATGCAATTAAGGCTGACAAAATCAAACCCAACCC contig403 Solyc01g Auxin Effl                GO:00096 SL2.40ch AT5G0489RTM2  RTM2 (RE      chr5:142  13.8031 13.2569 4.05881 8.38207 4.71952 4.32702
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.407 Comprom -1.085 Comprom -1.246 0.017 GT Sens contig403 contig403 Unannota CAACAGTCTTCCTATAATGGAATATTGTGCATCACGATAAGTAGTTCAA contig403 Solyc11g Flowering                GO:00084 SL2.40ch AT5G50540.1  unknown   chr5:205  19.3749 18.5257 8.39756 11.9757 7.95909 9.0426
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -0.944 Comprom -1.359 Comprom -1.152 0.031 GT Sens contig404 contig404 Unannota TTAATTACCAGAACTTTCACTTCATTGCTGAAATTTCAATTACCCACCCT contig404 Solyc05g Major fac                     GO:00053 SL2.40ch AT5G37000.1  exostosin    chr5:146  13.1745 12.6153 7.92079 7.1892 7.46214 5.0882
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 -0.905 Comprom -1.648 Comprom -1.276 0.099 GT Sens contig404 contig404 Unannota GAGGGTTCATGCCAAAAGCTTTATTTGGTGTGGACTAAGTTCAATCTCAcontig404 Solyc01g Unknown Protein (A  SL2.40ch AT1G2732AHK3  AHK3 (AR            chr1:948  16.3106 11.7807 5.3416 3.67634 8.24582 4.47882
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 -1.036 Detected -1.055 Detected -1.046 0.159 GT Sens contig405 contig405 Diphosph                 GCTATGAcontig405 Solyc03g Solyc03g Diphosph                 GO:00084 GO:00084    contig405 Solyc03g Diphosph                  GO:00084 SL2.40ch AT1G7354atnudt21  atnudt21         chr1:276  634.064 1210.65 541.649 910.509 475.717 427.025
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.970 Detected -2.080 Detected -2.025 0.003 GT Sens contig406 contig406 Unannota AGAAGAAGAAACGGTAAAAGGGTCAAATCTTAAACCCTAAACCTTCCTT contig406 Solyc04g Homeodomain-conta        SL2.40ch AT4G17940.1  binding  chr4:996  1466.64 1287.45 301.008 657.659 390.722 329.004
GT Sense Sense -0.641 Detected 0.641 Detected 0.000 -0.806 Detected -1.327 Detected -1.066 0.263 GT Sens contig406 contig406 Unannota ACTCAATGAAATAGTCGAGGTATGTGGCTTGAACAGCAGAGGTATGTGGcontig406 Solyc03g Membran                  GO:00080 SL2.40ch AT5G2049XIK, ATXI    XIK; moto     chr5:692  30.6161 73.6257 22.9412 31.8137 30.2498 19.1653
GT Sense Sense -0.530 Detected 0.530 Detected 0.000 -1.130 Detected -1.126 Detected -1.128 0.167 GT Sens contig406 contig406 Unannota CCAGTACAAGAGAGGAAAGAATCAGTACTTAGTCAATCTGAAGTCTAAA contig406 Solyc03g Membran                  GO:00080 SL2.40ch AT5G2049XIK, ATXI    XIK; moto     chr5:692  18.628 38.4112 15.6976 15.8041 13.6131 12.4119
GT Sense Sense -0.300 Detected 0.300 Detected 0.000 -1.504 Comprom -0.984 Comprom -1.244 0.088 GT Sens contig406 contig406 Unannota AGTGAAATACACCTGACTTTTAAATGTGGTTTCGAACAATGATTGGATG contig406 Solyc02g ATP-depe                     GO:00064 SL2.40ch AT3G6003SPL12  SPL12 (s        chr3:221  15.1709 22.7209 15.2966 16.8158 7.29068 9.506
GT Sense Sense -0.531 Detected 0.531 Detected 0.000 -1.219 Detected -1.915 Detected -1.567 0.132 GT Sens contig406 contig406 Unannota ATCGAAAACAACCTCTCTACTACTATTTTCCTCAAGGCTTAGACTGCAC contig406 Solyc03g Os11g0198100 prote                  SL2.40ch AT5G43730.1  disease r       chr5:175  30.3306 62.6478 26.3497 24.3021 20.8514 11.7012
GT Sense Sense -0.510 Detected 0.510 Detected 0.000 -1.447 Detected -1.376 Detected -1.412 0.110 GT Sens contig408 contig408 Ankyrin re              GTGGCAGcontig408 Solyc02g Solyc02g Ankyrin re              GO:00055 GO:00055  contig408 Solyc02g Ankyrin re               GO:00055 SL2.40ch AT2G3938ATEXO70   ATEXO70           chr2:164  209.298 419.817 189.135 203.165 121.062 115.601
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.085 Comprom -0.982 Comprom -1.034 0.009 GT Sens contig408 contig408 Unannota TGTTGAGTCCTATATGTGTTGTCTATGCTCTAGATGGTAGGTCTGTGTGcontig408 Solyc06g Genomic DNA chrom                     SL2.40ch AT5G4390MYA2, AT     MYA2 (AR              chr5:176  16.2041 14.2603 10.491 15.581 7.97898 7.79318
GT Sense Sense -0.402 Detected 0.402 Detected 0.000 -2.046 Detected -1.688 Detected -1.867 0.051 GT Sens contig408 contig408 Unannota CTTCACTACTGGCAATCAAAAGGATTTGCCTAACTCAAGAAGTGCAACA contig408 Solyc10g GRAS family transcr                SL2.40ch AT2G27920.3 161.699 279.07 168.396 173.768 57.275 66.7542
GT Sense Sense -0.396 Detected 0.396 Detected 0.000 -1.997 Detected -1.565 Detected -1.781 0.059 GT Sens contig408 contig408 Unannota CAACAAACCTTCTTAGCTTTTGTATTAGATGAAGGAGAAGTAATAGACG contig408 Solyc10g GRAS family transcr                SL2.40ch AT2G27920.3 137.088 234.819 173.984 138.229 50.0571 61.4002
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -1.426 Comprom -1.024 Comprom -1.225 0.026 GT Sens contig408 contig408 Unannota GTCTTAAACATAGGGATATGCTCAGCATCGTAAGCACGGGGTTCAAATGcontig408 Solyc06g Transcrip                 GO:00037 SL2.40ch AT5G12410.1 13.5666 13.1092 7.23664 3.89549 5.52772 6.64171
GT Sense Sense 0.327 Detected -0.327 Detected 0.000 -1.007 Detected -1.073 Detected -1.040 0.087 GT Sens contig410 contig410 Unannota GCTACAGCCCGTAATGTGTAACTTGATCATCTTTATTGGAAATTTTAGA contig410 Solyc06g Peptidase                GO:00065 SL2.40ch AT2G29045.1 30.1798 18.9686 19.5016 20.7289 13.2569 11.514
GT Sense Sense -0.383 Detected 0.383 Detected 0.000 -1.241 Detected -1.528 Detected -1.385 0.077 GT Sens contig411 contig411 Unannota GATGTTCTCCGCTAACAAAAAATAGATAACAGTTCCTCGAGCAAAAACG contig411 Solyc02g mRNA 3&                GO:00055 SL2.40ch AT4G046 APR1, AP     APR1 (AP       chr4:232  209.481 352.376 124.472 162.504 127.977 95.3568
GT Sense Sense -0.310 Detected 0.310 Detected 0.000 -0.973 Detected -1.161 Detected -1.067 0.081 GT Sens contig412 contig412 NAC-dom                  GGATCTGcontig412 Solyc03g Solyc03g NAC-dom                  GO:00037 GO:00037      contig412 Solyc03g NAC-dom                   GO:00037 SL2.40ch AT4G0154ANAC068    NTM1 (NA          chr4:670  147.969 224.719 109.37 108.223 103.477 82.5888
GT Sense Sense 0.235 Detected -0.235 Detected 0.000 -1.002 Detected -1.797 Detected -1.400 0.094 GT Sens contig412 contig412 Unannota TAGCTCCAACCGTCAGTGTTGATTAGGACAGCTTTAGAGATCTTTGGAGcontig412 Solyc04g Organic a                  GO:00085 SL2.40ch AT4G37820.1  unknown   chr4:177  132.956 94.8434 64.5949 75.4927 62.4281 32.7068
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -0.887 Detected -2.056 Detected -1.471 0.148 GT Sens contig412 contig412 Unannota GCTGATGGTGTTTTAGTTTAGCCTATCTCCTTCTGTATATAACTTTTGG contig412 Solyc04g Organic a                  GO:00085 SL2.40ch AT4G37820.1  unknown   chr4:177  165.152 113.656 77.9047 94.7422 82.5122 33.363
GT Sense Sense 0.537 Detected -0.537 Detected 0.000 -1.629 Detected -0.947 Detected -1.288 0.180 GT Sens contig413 contig413 Unannota AGACATTGCTAGTATATTCGATTCTGTGTTCCATTATTCTAGCTTGTCT contig413 Solyc08g Unknown Protein (A  SL2.40ch AT1G10230.1 42.323 19.8667 13.6412 12.5073 10.4415 15.2313
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.991 Comprom -2.134 Comprom -2.062 0.003 GT Sens contig414 contig414 Unannota TCTTTGCAGCAAGCCATCAATAGAGGCTGCCAGCTTTGTTTACCTCTTT contig414 Solyc09g Ankyrin repeat dom               SL2.40ch AT3G6303MBD4  MBD4; D         chr3:232  14.8989 16.6709 5.64416 14.4106 4.41653 3.63456
GT Sense Sense -0.678 Detected 0.678 Detected 0.000 -1.536 Detected -0.866 Detected -1.201 0.253 GT Sens contig414 contig414 Unannota AATTAAAATTTGTGTTCAGTCAAATATCGTCTCGTGTTAATTATGATTTT contig414 Solyc01g Cell number regulat                  SL2.40ch AT5G47300.1  F-box fam    chr5:191  131.848 333.647 133.157 168.413 80.5701 116.507
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 -3.400 Comprom -3.311 Comprom -3.356 0.004 GT Sens contig414 contig414 Unannota TTTAGACTTTTTTCCGTAAAACATAATCCTATGAACCAGGTTCTTCAATCcontig414 Solyc12g ARGOS (AHRD V1 ***  SL2.40ch AT5G45530.1  unknown   chr5:184  19.9374 26.0076 2.17032 2.32974 2.40257 2.32256
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -1.326 Detected -1.249 Detected -1.287 0.013 GT Sens contig414 contig414 Unannota TATTTTCTGAAATTCGATGTCGGTTTCTTTCAGGAACTCAGCTGGTGCT contig414 Solyc05g Unknown Protein (A  SL2.40ch AT5G400 AATP1  AATP1 (A           chr5:160  90.4246 108.727 25.7324 49.5058 44.0536 42.2315
GT Sense Sense -0.642 Detected 0.642 Detected 0.000 -0.905 Detected -1.273 Detected -1.089 0.244 GT Sens contig414 contig414 Unannota TATAGATGCGTCATTAGGCCTTCGTTTAGAGGTGCAGCATGTTTGACATcontig414 Solyc07g Short-cha                 GO:00436 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  125.428 301.779 124.544 140.712 115.737 81.4844
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.779 Detected -0.932 Detected -1.356 0.100 GT Sens contig415 contig415 Unannota TACAGCTTCACACTGGCATCAGGCCGGTCATGTGCAGGATAGGTGGTA contig415 Solyc01g Lipoprotein (AHRD V   SL2.40ch AT5G20680.3  unknown   chr5:699  56.83 43.0707 21.5866 27.7866 16.0514 26.2523
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -0.997 Detected -1.013 Detected -1.005 0.001 GT Sens contig415 contig415 Unannota TTGAACTAGTTTTCAGGCTTGGGCTTGAGTTAGGTCTAAGGTCCATAGCcontig415 Solyc09g Beta-1-3-g                GO:00167 SL2.40ch AT5G130 EMB3011  EMB3011              chr5:412  93.1129 96.214 61.2484 40.6659 52.8071 47.4898
GT Sense Sense -1.090 Detected 1.090 Detected 0.000 -1.197 Detected -1.431 Detected -1.314 0.353 GT Sens contig415 contig415 Unannota CACCAGTGGACCATCTTGTTAATTGAATTCTGAATTGGTAGAGATGATT contig415 Solyc07g DENN domain conta               SL2.40ch AT1G32850.1 14.2306 63.7572 6.04271 7.52853 14.6322 11.3116
GT Sense Sense 0.895 Detected -0.895 Detected 0.000 -1.508 Comprom -1.048 Detected -1.278 0.301 GT Sens contig416 contig416 Unannota AAGGAGAAGGAGCGTCATGCCATTTCTAATCACCTCTTTCTAATATTTT contig416 Solyc06g TCP famil                 GO:00037 SL2.40ch AT1G4892ATNUC-L1    ATNUC-L         chr1:180  46.1799 13.2059 10.8279 5.55022 9.67173 12.0925
GT Sense Sense -1.463 Detected 1.463 Detected 0.000 -0.902 Detected -1.855 Detected -1.378 0.465 GT Sens contig416 contig416 Unannota AAGAATGAAATAAATCTTCCTTGTGAAAGAAAATGTTTGGCAATGTAACTcontig416 Solyc11g Peroxidas                GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  33.7965 253.815 15.5811 73.3709 55.219 25.9245
GT Sense Sense -0.368 Detected 0.368 Detected 0.000 -1.097 Detected -1.518 Detected -1.307 0.091 GT Sens contig416 contig416 Unannota CGTACATCGATATCCTACCTTCCCAATATCCAACTTGTGAAATTACACTGcontig416 Solyc08g Monooxy               GO:00081 SL2.40ch AT3G50910.1  unknown   chr3:189  73.9295 121.806 48.0503 40.9803 49.3987 33.5565
GT Sense Sense -0.370 Detected 0.370 Detected 0.000 -1.335 Detected -1.416 Detected -1.376 0.066 GT Sens contig416 contig416 Unannota CTACTTTCTAGTGGTGTTATACAAACCATGGTTTAAACGGTTGAGATTA contig416 Solyc08g Monooxy               GO:00081 SL2.40ch AT3G50910.1  unknown   chr3:189  43.3125 71.5101 23.4442 22.1686 24.5642 21.1167
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 -0.991 Comprom -1.647 Comprom -1.319 0.067 GT Sens contig417 contig417 Unannota AAAGATAATGGGCTCGCTTGAACTCATAGACAAGTGTGAGCTGAGGACAcontig417 Solyc03g Unknown Protein (A          SL2.40ch AT5G3955VIM3, ORT   VIM3 (VA                       chr5:158  11.0785 13.4959 10.5336 10.8358 6.85309 3.95228
GT Sense Sense 0.296 Detected -0.296 Detected 0.000 -2.035 Comprom -1.957 Comprom -1.996 0.022 GT Sens contig418 contig418 F-box dom               ACTATTT contig418 Solyc08g Solyc08g F-box domain containing prote              contig418 Solyc08g F-box domain conta               SL2.40ch AT4G1629SPH1  SPH1 (S-     chr4:921  24.8453 16.2984 17.6989 14.9717 5.46737 5.24601
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -2.013 Comprom -1.695 Comprom -1.854 0.007 GT Sens contig418 contig418 Unannota TCAACAACAACAACAACTACTTCAGTCCCAAACAAGATGGGTCGCTTAG contig418 Solyc09g Receptor   GO:00046 SL2.40ch AT1G6614ZFP4  ZFP4 (ZIN               chr1:246  18.7771 18.2357 7.26152 12.2873 5.10502 5.78603
GT Sense Sense -0.418 Detected 0.418 Detected 0.000 -1.377 Detected -1.497 Detected -1.437 0.076 GT Sens contig418 contig418 Unannota GGATCTCACAGGCCATAATGTTGAATGTGCTGTAGGATATATCAAATGT contig418 Solyc05g UDP-galac                GO:00054 SL2.40ch AT1G1436ATUTR3,   UTR3 (UD          chr1:491  77.4819 136.663 67.6239 64.3292 44.1354 36.9033
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 -1.566 Detected -1.763 Detected -1.665 0.028 GT Sens contig418 contig418 Unannota CTTGTGGATGAAAAATGCAGTTTTTCACTTGTATTCATCTGCATGGGAT contig418 Solyc05g UDP-galac                GO:00054 SL2.40ch AT1G1436ATUTR3,   UTR3 (UD          chr1:491  43.1753 61.9103 33.128 29.6713 19.4433 15.4253
GT Sense Sense -0.336 Detected 0.336 Detected 0.000 -0.928 Detected -1.542 Comprom -1.235 0.113 GT Sens contig419 contig419 Unannota CCCTAGTACCTAGGAGAGATGCATAAAAATTTCGTTCTAGTTTTGTTAG contig419 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  16.2478 25.5881 4.98349 12.8222 11.9368 7.08806
GT Sense Sense 1.253 Detected -1.253 Detected 0.000 -1.181 Detected -0.984 Detected -1.083 0.480 GT Sens contig419 contig419 Unannota AGGCAGTTAACTTGTGTTATATGGCACTAGGAAGAAGGGAAGACGAACAcontig419 Solyc09g Cysteine-                     GO:00300 SL2.40ch AT5G56200.1  zinc finge       chr5:227  55.862 9.71849 13.4273 20.6628 11.4432 11.9232
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -1.951 Comprom -1.447 Comprom -1.699 0.026 GT Sens contig420 contig420 Unannota CTCCTCTTGATCAATATTTTCTCCACGGAATACCTTGTAAAGTTTCCTCAcontig420 Solyc06g Histone-ly              GO:00056 SL2.40ch AT3G50130.1  unknown   chr3:185  17.4344 20.4581 12.8704 15.0165 5.44005 7.01398
GT Sense Sense -0.792 Detected 0.792 Detected 0.000 -0.849 Detected -1.840 Detected -1.345 0.287 GT Sens contig420 contig420 Unannota GGCGAGAGAGAGGAAAGGGATTGAAGAGAGGTGAATTGTATATTATAC contig420 Solyc04g Unknown Protein (A  SL2.40ch AT1G15280.2  glycine-r    chr1:525  356.247 1056.22 324.053 166.516 379.25 173.473
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.262 Comprom -1.656 Comprom -1.459 0.026 GT Sens contig420 contig420 Unannota CCTTGGATAGTGAGATCTGCGCTTTCTAAATTTCGCATTTTCATCATCT contig420 Solyc08g Unknown Protein (A  SL2.40ch AT5G6243CDF1  CDF1 (CY              chr5:250  19.3512 15.8642 3.71549 3.27849 8.13889 5.62805
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -1.251 Detected -0.995 Detected -1.123 0.015 GT Sens contig420 contig420 Unannota ATCTATATGTAGGTTCCACCGTTCCAGTGTTCAGGAAAGCTAGCACTTGcontig420 Solyc07g Nuclear p                 GO:00054 SL2.40ch AT5G5855EOL2  EOL2 (ET        chr5:236  89.5478 95.879 67.7841 83.4505 43.3632 47.0712
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -2.042 Comprom -1.355 Comprom -1.698 0.046 GT Sens contig420 contig420 Unannota CTTCCCAAAAAACACCAACAACAACATATCTCACAAATGGGGTGTGAAA contig420 Solyc04g Unknown Protein (A  SL2.40ch AT1G32690.1  unknown   chr1:118  18.8254 15.0621 4.62561 16.5236 4.55341 6.66624
GT Sense Sense -0.729 Detected 0.729 Detected 0.000 -1.767 Comprom -2.272 Comprom -2.019 0.120 GT Sens contig420 contig420 Unannota TTGATATTGCCATACTGCTGCTATAACTGGAAACGTGATTTCAGGCAAA contig420 Solyc10g Cytochro  GO:00083 SL2.40ch AT2G16535.1 14.5601 39.5518 8.15614 14.0822 7.85348 5.0298
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.657 Detected -1.084 Detected -1.371 0.055 GT Sens contig420 contig420 Calcium/p              GAAAGGGcontig420 Solyc06g Solyc06g Calcium/p              GO:00153 GO:00153     contig420 Solyc06g Calcium/p               GO:00153 SL2.40ch AT3G1332CAX2, atc   CAX2 (CA         chr3:431  2328.52 1812.66 1084.15 1086.25 725.511 981.111
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -0.980 Detected -3.154 Comprom -2.067 0.199 GT Sens contig421 contig421 Auxin res                TTGTTCAcontig421 Solyc08g Solyc08g Auxin res                GO:00063 GO:00063    contig421 Solyc08g Auxin res                 GO:00063 SL2.40ch AT4G0150NGA4  NGA4 (NG     chr4:639  33.002 28.9537 16.4091 25.1586 17.458 3.51597
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 -1.060 Detected -1.335 Detected -1.197 0.052 GT Sens contig421 contig421 Unannota AACTTACCACTACCAAGGGCAAGAAATGAACTTTCACCACCAAGAAGAT contig421 Solyc04g FRIGIDA (AHRD V1 *          SL2.40ch AT2G30280.1  unknown   chr2:129  54.3139 38.0654 29.6402 31.0629 24.2937 18.2532
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.119 Detected -1.529 Detected -1.324 0.028 GT Sens contig421 contig421 Unannota CGATGATCGATCATTTTCCGATTGCCCTAGTAGCTCAGAGACAACCTCAcontig421 Solyc04g FRIGIDA (AHRD V1 *          SL2.40ch AT2G30280.1  unknown   chr2:129  353.669 307.45 245.979 259.993 169.067 115.677
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -1.252 Comprom -1.949 Comprom -1.601 0.045 GT Sens contig422 contig422 Unannota TCTTTTGGCTAGCAGAGGAAGGGAAGGTTGGGAAATTCACAATCTTAAAcontig422 Solyc06g NAC dom                   GO:00454 SL2.40ch AT5G4654PGP7  PGP7 (P-           chr5:188  14.2613 13.1173 7.81222 12.782 6.39523 3.58625
GT Sense Sense 0.465 Detected -0.465 Detected 0.000 -2.950 Comprom -1.692 Comprom -2.321 0.097 GT Sens contig422 contig422 Unannota ACCCTTTTTTCTGAGCTTTCAACCTTCTTCCGAAAAAGGAAAGGGGGAA contig422 Solyc03g Unknown Protein (A  SL2.40ch AT4G38220.2  aminoacy        chr4:179  24.425 12.682 3.17784 12.9229 2.53591 5.51598
GT Sense Sense -0.715 Detected 0.715 Detected 0.000 -0.846 Detected -1.440 Detected -1.143 0.278 GT Sens contig422 contig422 Unannota CTCGATTAGCGACAGATCATCTATGGACAAACACATATGTTATGTGGCA contig422 Solyc08g Neurochondrin fami              SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  44.8436 119.38 21.3341 56.268 45.3368 27.2962
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.397 Comprom -1.018 Comprom -1.208 0.024 GT Sens contig422 contig422 Unannota CCTTCACATGTCCCAATCATCTCAATCTTGATTCCCCTAATATAAGATATcontig422 Solyc10g Chromod                 GO:00055 SL2.40ch AT2G39400.1 13.6213 13.535 12.1744 6.59887 5.74057 6.7883
GT Sense Sense 0.273 Detected -0.273 Detected 0.000 -2.095 Detected -0.989 Detected -1.542 0.130 GT Sens contig422 contig422 Unannota GTCCTTAACTGTGCCTACAGTCCAAATATTCGCAAGATCTAAAAATCTTCcontig422 Solyc07g Ubiquitin                GO:00048 SL2.40ch AT5G16110.1  unknown   chr5:526  75.8841 51.3931 47.7989 61.156 16.2809 31.8561
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -1.952 Comprom -1.608 Comprom -1.780 0.023 GT Sens contig423 contig423 Unannota ATTCTCCCAAGGAGTACTCTATATTGTTACTATTCCATGAGCAGAATCA contig423 Solyc03g Calmodul                GO:00055 SL2.40ch AT2G27030.3 13.8165 18.3818 5.05393 9.34851 4.58878 5.29142
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.703 Comprom -1.890 Comprom -1.796 0.003 GT Sens contig423 contig423 Unannota GAATGTCAACCTCCAATGATCTCAAACTCCACCTCTTGAAAAATCTTTCAcontig423 Solyc04g Protein di             GO:00454 SL2.40ch AT3G11450.1  DNAJ hea           chr3:360  13.1279 12.5624 4.39316 4.18115 4.39305 3.50915
GT Sense Sense -0.452 Detected 0.452 Detected 0.000 -1.227 Detected -1.176 Detected -1.201 0.118 GT Sens contig423 contig423 Unannota TTTTAATTATTTTGTTCTAATCTTCTATAACTTTTAATTCTTGCAGCTTC contig423 Solyc07g Chitinase               GO:00080 SL2.40ch AT5G35080.1  protein b   chr5:133  28.75 53.1963 29.8746 32.4173 18.6125 17.5214
GT Sense Sense -0.382 Detected 0.382 Detected 0.000 -0.947 Detected -1.666 Comprom -1.306 0.130 GT Sens contig423 contig423 Unannota GGATTAGGGTTAGGATTTGGTTGTCTACACTGTTCTTGATTGAATCTGT contig423 Solyc09g Fructose-                GO:00055 SL2.40ch AT3G45260.1  zinc finge       chr3:165  19.6715 33.0087 12.5044 9.20707 14.7215 8.12959
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.495 Detected -1.513 Detected -1.504 0.003 GT Sens contig424 contig424 Unannota ATCTGCTATTCACACTACCAAATGAAACAAACAAAAACTCTGTAAGAGGGcontig424 Solyc08g Phosphof                 GO:00060 SL2.40ch AT1G43020.2  unknown   chr1:161  69.2816 61.6562 31.2042 27.8296 25.8235 23.1798
GT Sense Sense 0.653 Detected -0.653 Detected 0.000 -1.260 Detected -1.100 Detected -1.180 0.215 GT Sens contig424 contig424 Unannota TTACTTTATTATGTTTTTCGAGTTTCCAGATTTCTAATAGAAAGTGCATAcontig424 Solyc01g Multiprote                    GO:00037 SL2.40ch AT3G2450MBF1C, A   MBF1C (M             chr3:891  39.826 15.9201 13.1115 9.852 11.712 11.8913
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.098 Detected -1.639 Comprom -1.369 0.037 GT Sens contig426 contig426 Unannota TGGTTGATGTTACACATCTCATGCAAAACATGCACAAGTAATAGAATAAGcontig426 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G50700.1  short-cha       chr5:206  19.735 19.1691 15.8913 17.2227 10.1172 6.32051
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 -0.986 Detected -1.464 Detected -1.225 0.134 GT Sens contig426 contig426 Unannota GTTGAGGAGCTGGTTCTCCCTTTCACAATGGGGAAATCTTTTATATATT contig426 Solyc01g080980.1.1 AT1G11060.1  unknown   chr1:368  53.1368 96.5858 49.8747 46.3569 40.2705 26.2937
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 -3.445 Comprom -2.081 Comprom -2.763 0.060 GT Sens contig426 contig426 Unannota TAAACATCAAGCTCAAACATGTGTCATTTGGTATGTTTGATCTGAGAAA contig426 Solyc01g080980.1.1 AT1G11060.1  unknown   chr1:368  20.5569 26.5104 12.475 1069.3 2.38722 5.58451
GT Sense Sense -0.186 Detected 0.186 Detected 0.000 -0.938 Detected -2.417 Comprom -1.677 0.159 GT Sens contig426 contig426 AT2G2037        CTTCCTCCAAGGTTCAATGAAGATATGCTTAAGGAATGTAGAACTCTTA contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 19.0913 24.4314 17.5495 13.897 12.5532 4.09527
GT Sense Sense -0.294 Detected 0.294 Detected 0.000 -1.564 Comprom -1.001 Comprom -1.283 0.088 GT Sens contig427 contig427 E3 ubiqui        ACAGAATTCTAATTCATTTTTGAGGTTCTGGAAATGGACGATGAGCTCA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 16.3718 24.3325 12.2843 18.0508 7.51627 10.0952
GT Sense Sense -0.632 Detected 0.632 Detected 0.000 -1.550 Detected -2.361 Detected -1.956 0.121 GT Sens contig428 contig428 AT5G454       ACTAATTTTTCCTTCTCAAGCCCCATTGGTTTGCCCATTCCAGTACGTG contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 70.1166 166.589 43.0231 49.9731 41.1006 21.2949
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.301 Detected -1.150 Detected -1.225 0.004 GT Sens contig428 contig428 Putative C         CACCCAGTCAGCTATCCCTTAATTTTTACTGAATTTTCATATCTATTGAT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 70.848 68.9795 39.2898 39.7426 31.6086 31.9038
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -0.912 Detected -1.345 Detected -1.129 0.055 GT Sens contig428 contig428 ATP synth        ATTTGCATTCACGCCTTTTGGAAAGAGCCGCTAAATTAAGTTCGAGTTT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 30617.2 38339.8 29787.8 25862 20276.7 13652
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -2.090 Detected -1.168 Detected -1.629 0.077 GT Sens contig428 contig428 Fatty acid       CAAACGAGAAACGAGTGGTACTATAGATATCGCGTGTTCTTCATGGATGcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 343.67 281.69 208.975 217.153 81.3787 140.154
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -0.809 Detected -1.686 Comprom -1.248 0.105 GT Sens contig428 contig428 Mitochon         AAGCAGATCTCAAGCAGCACCAAATTAGGCAACGTGAGAGCTCATCTCAcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 22.7926 21.7888 15.3696 21.7086 14.1634 7.00968
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -0.955 Detected -1.177 Detected -1.066 0.021 GT Sens contig429 contig429 Callose sy       GCATGAATTCTTTAACCATAGCAACAGGTTCTCAGTAGGATTGCTTTGG contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 44.391 51.3455 24.661 38.864 27.4367 21.3757
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.084 Detected -1.495 Comprom -1.289 0.029 GT Sens contig429 contig429 Receptor-       AATTCAGGCCTTCATAAGCTCCTCACAAATGATACCGTCTTTTCAGCGC contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 28.4491 24.8507 7.64306 3.91403 13.9732 9.55371
GT Sense Sense -0.333 Detected 0.333 Detected 0.000 -1.400 Detected -1.408 Detected -1.404 0.052 GT Sens contig429 contig429 Unknown CACCGTTAAGGTTAAGTGTGATGTAACGGTGAATACTTTAACGGCCAAAcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 481.043 754.82 278.229 327.022 254.328 229.966
GT Sense Sense -0.721 Detected 0.721 Detected 0.000 -2.783 Detected -3.143 Detected -2.963 0.058 GT Sens contig430 contig430 Unknown CCTTTGGAGGCCAATGGCAGATCTGTTAATTTTGAGGAAACTAGGTGCCcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3123.02 8387.79 829.65 1517.18 828.126 586.679
GT Sense Sense -0.534 Detected 0.534 Detected 0.000 -1.296 Detected -1.760 Detected -1.528 0.120 GT Sens contig430 contig430 Short-cha                CGGAAACcontig430 Solyc06g Solyc06g Short-cha                GO:00081 GO:00081  contig430 Solyc06g Short-cha                 GO:00081 SL2.40ch AT5G18210.1  short-cha       chr5:601  153.233 317.547 124.577 142.583 100.049 65.9191
GT Sense Sense -0.734 Detected 0.734 Detected 0.000 -1.267 Detected -1.506 Detected -1.386 0.203 GT Sens contig433 contig433 NTU62736         GTGTCGCCGCATCAGTTAAAATATCAAGGCATTATTTTTGAAATTTCCC contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2374.24 6495.36 2378.3 4018.28 1817.8 1399.72
GT Sense Sense -0.338 Detected 0.338 Detected 0.000 -1.204 Detected -1.524 Detected -1.364 0.068 GT Sens contig434 contig434 Nicotia ta      GTAAATTGATATCCTATTTTTACATTTAAGGCGCTATCGAGTGGAGGGA contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5188.51 8196.37 3238.58 4502.82 3153.65 2296.27
GT Sense Sense 0.381 Detected -0.381 Detected 0.000 -1.114 Detected -1.339 Comprom -1.227 0.091 GT Sens contig434 contig434 Nicotia ta             ACAAACCCTACAAAGTCTTAATTTTTCCAGTTTACTGAGCCAAGGCACA contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 26.9309 15.7007 12.9863 17.6438 10.5778 8.22982
GT Sense Sense -0.626 Detected 0.626 Detected 0.000 -1.470 Detected -1.626 Detected -1.548 0.133 GT Sens contig448 contig448 Receptor              TTAGAAT contig448 Solyc03g Solyc03g Receptor              GO:00055 GO:00055    contig448 Solyc03g Receptor   GO:00428 SL2.40ch AT1G74360.1  leucine-r        chr1:279  747.855 1760.16 487.353 914.417 461.2 376.251
GT Sense Sense -0.341 Detected 0.341 Detected 0.000 -0.876 Detected -1.206 Detected -1.041 0.111 GT Sens contig475 contig475 Matrix me                  ATTATAC contig475 Solyc04g Solyc04g Matrix me                  GO:00310 GO:00310   contig475 Solyc04g Matrix me                   GO:00042 SL2.40ch AT1G59970.1  matrixin f    chr1:220  5887.36 9341.64 5422.6 5307.97 4500.16 3254.66
GT Sense Sense -1.108 Detected 1.108 Detected 0.000 -2.099 Detected -2.208 Detected -2.153 0.192 GT Sens contig496 contig496 Ring H2 fi                AATGATGcontig496 Solyc03g Solyc03g Ring H2 fi                GO:00082 GO:00082   contig496 Solyc03g Ring H2 fi                 GO:00082 SL2.40ch AT1G53820.1  zinc finge        chr1:200  257.023 1180.75 240.769 326.643 143.225 120.722
GT Sense Sense 1.682 Detected -1.682 Detected 0.000 -1.852 Detected -1.660 Detected -1.756 0.407 GT Sens 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  314.364 30.1869 567.647 105.739 30.0593 31.203
GT Sense Sense -0.300 Detected 0.300 Detected 0.000 -1.251 Detected -1.317 Detected -1.284 0.051 GT Sens contig505 contig505 WRKY tra              TCGTATT contig505 Solyc10g Solyc10g WRKY tra              GO:0045449 contig505 Solyc10g WRKY tra               GO:00454 SL2.40ch AT5G4157WRKY24,   WRKY24;    chr5:166  971.559 1455.98 488.749 573.992 556.514 483.202
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -0.967 Detected -1.325 Detected -1.146 0.083 GT Sens contig511 contig511 Unknown              TAAAATC contig511 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3             contig511 Solyc01g Unknown Protein (A              SL2.40ch AT3G19680.1  unknown   chr3:684  320.774 483.258 214.568 147.861 224.298 159.105
GT Sense Sense -0.775 Detected 0.775 Detected 0.000 -2.360 Detected -2.234 Detected -2.297 0.098 GT Sens contig511 contig511 Harpin-ind               GAACAGAcontig511 Solyc01g Solyc01g Harpin-induced protein-like (Fr              contig511 Solyc01g Harpin-induced prot               SL2.40ch AT2G27080.2  harpin-in         chr2:115  2587.4 7488.78 1307.77 1445.13 955.187 947.024
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 -1.888 Detected -1.580 Detected -1.734 0.074 GT Sens contig518 contig518 Calmodul               ACTTTTGcontig518 Solyc12g Solyc12g Calmodulin-binding protein-lik               contig518 Solyc12g Calmodulin-binding               SL2.40ch AT1G73805.1  calmodu    chr1:277  390.708 746.588 179.453 279.79 162.533 182.876
GT Sense Sense 0.405 Detected -0.405 Detected 0.000 -1.908 Comprom -2.463 Comprom -2.186 0.047 GT Sens contig527 contig527 PAS (AHR           CCAAAACcontig527 Solyc07g Solyc07g PAS (AHR           GO:00071 GO:00071  contig527 Solyc07g PAS (AHR            GO:00071 SL2.40ch AT2G189 LKP2, AD   LKP2 (LO           chr2:819  34.7779 19.617 14.205 4.37792 7.75014 4.79479
GT Sense Sense -0.293 Detected 0.293 Detected 0.000 -1.171 Detected -0.962 Detected -1.066 0.075 GT Sens contig529 contig529 Unknown   GGAGTACcontig529 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig529 Solyc06g Unknown Protein (A  SL2.40ch AT5G06610.1  unknown   chr5:202  7335.21 10880.1 6177.73 7292.94 4419.08 4644.35
GT Sense Sense -0.843 Detected 0.843 Detected 0.000 -2.465 Detected -2.495 Detected -2.480 0.099 GT Sens contig534 contig534 Cell divisi                  CACTTTCcontig534 Solyc02g Solyc02g Cell divisi                  GO:00171 GO:00171   contig534 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  707.863 2250.27 241.531 502.336 254.504 226.675
GT Sense Sense -0.638 Detected 0.638 Detected 0.000 -2.652 Detected -2.585 Detected -2.618 0.055 GT Sens contig539 contig539 Auxin-res                 TAAAATA contig539 Solyc03g Solyc03g Auxin-responsive family prote                contig539 Solyc03g Auxin-responsive fa                 SL2.40ch AT2G21530.1  forkhead         chr2:921  1597.96 3825.09 699.383 1244.18 438.219 417.039
GT Sense Sense -1.268 Detected 1.268 Detected 0.000 -1.517 Detected -1.346 Detected -1.432 0.377 GT Sens contig543 contig543 Glycosyl                  CCGTGG contig543 Solyc08g Solyc08g Glycosyl                  GO:00167 GO:00167     contig543 Solyc08g Glycosyl                   GO:00167 SL2.40ch AT4G16600.1  transfera           chr4:935  194.032 1112.13 410.766 702.879 180.768 184.955
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.064 Detected -1.999 Detected -1.531 0.091 GT Sens contig551 contig551 Pectinest             AGTTAAT contig551 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig551 Solyc01g Pectinest              GO:00056 SL2.40ch AT2G47550.1  pectinest     chr2:195  2074.58 2591.61 1483.35 2663.29 1235.13 587.363
GT Sense Sense 0.371 Detected -0.371 Detected 0.000 -1.606 Detected -1.261 Detected -1.433 0.073 GT Sens contig566 contig566 F-box fam                AAATGAGcontig566 Solyc03g Solyc03g F-box family protein (AHRD V1             contig566 Solyc03g F-box family protein               SL2.40ch AT4G10540.1  subtilase    chr4:651  78.8924 46.6255 34.4452 39.9102 22.1834 25.6284
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 -1.649 Detected -1.645 Detected -1.647 0.033 GT Sens contig57 contig57 Pectinace             TAAACGCcontig57 Solyc12g Solyc12g Pectinace             GO:00040 GO:00040  contig57 Solyc12g Pectinace              GO:00040 SL2.40ch AT1G11170.2  unknown   chr1:374  519.361 336.141 53.8118 165.526 148.336 135.262
GT Sense Sense -0.514 Detected 0.514 Detected 0.000 -0.962 Detected -1.067 Detected -1.014 0.189 GT Sens contig572 contig572 Aspartic p               CCCGTCGcontig572 Solyc05g Solyc05g Aspartic p               GO:00065 GO:00065  contig572 Solyc05g Aspartic p                GO:00036 SL2.40ch AT2G42980.1  aspartyl     chr2:178  1398.27 2818.36 1255.41 1311.64 1135.25 959.649
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -2.599 Detected -2.864 Detected -2.731 0.002 GT Sens contig580 contig580 Defensin-              ATGAAGAcontig580 Solyc04g Solyc04g Defensin-              GO:00304 GO:00304    contig580 Solyc02g Molybden                   GO:00301 SL2.40ch AT5G66270.1 132.746 133.105 15.5101 29.246 24.4392 18.4879
GT Sense Sense -1.282 Detected 1.282 Detected 0.000 -2.155 Detected -2.115 Detected -2.135 0.238 GT Sens contig583 contig583 Syntaxin           CTGGAGAcontig583 Solyc01g Solyc01g Syntaxin           GO:00434 GO:00434  contig583 Solyc01g Syntaxin            GO:00434 SL2.40ch AT3G1182SYP121, A       SYP121 (          chr3:372  55.0465 321.882 46.071 77.368 33.2855 31.1158
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.068 Detected -1.855 Detected -1.462 0.066 GT Sens contig586 contig586 Carboxyl               TCAAGTT contig586 Solyc04g Solyc04g Carboxyl               GO:00081 GO:00081    contig586 Solyc04g Carboxyl                GO:00087 SL2.40ch AT5G04380.1  S-adenos      chr5:123  46.3509 44.9057 23.3362 23.2221 24.242 12.7648
GT Sense Sense -0.749 Detected 0.749 Detected 0.000 -1.123 Detected -1.238 Detected -1.181 0.257 GT Sens contig587 contig587 Endogluc                ATGATAAcontig587 Solyc07g Solyc07g Endogluc                GO:00059 GO:00059   contig587 Solyc07g Endogluc                 GO:00059 SL2.40ch AT2G3299AtGH9B8  AtGH9B8            chr2:140  27.1128 75.7074 40.267 130.584 23.1645 19.4419
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 -0.817 Detected -1.226 Detected -1.021 0.204 GT Sens contig589 contig589 Long-cha                CATTGAT contig589 Solyc03g Solyc03g Long-cha                GO:00081 GO:00081      contig589 Solyc03g Long-cha                 GO:00044 SL2.40ch AT3G48990.1  AMP-dep        chr3:181  6966.22 13939.8 3789.6 5857.93 6231.63 4265.32
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 -2.214 Comprom -1.326 Comprom -1.770 0.073 GT Sens contig602 contig602 Unknown   TCAAAAT contig602 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig602 Solyc06g Unknown Protein (A  SL2.40ch AT1G7009GATL9, L   LGT8 (GL                 chr1:264  15.4453 21.4132 8.79101 76.176 4.36675 7.34218
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.621 Detected -1.234 Detected -1.428 0.025 GT Sens contig602 contig602 Glyoxalas              AAGCTGCcontig602 Solyc02g Solyc02g Glyoxalas              GO:00044 GO:00044     contig602 Solyc02g Glyoxalas               GO:00044 SL2.40ch AT1G80160.2  lactoylglu           chr1:301  12216 10161.9 8008.63 8230.14 4034.81 4794.1
GT Sense Sense -0.432 Detected 0.432 Detected 0.000 -1.343 Detected -1.387 Detected -1.365 0.088 GT Sens contig608 contig608 AE family                ATACAGT contig608 Solyc01g Solyc01g AE family                GO:00054 GO:00054      contig608 Solyc01g AE family                 GO:00054 SL2.40ch AT3G62270.1  anion exc     chr3:230  2873.9 5172.74 2115.43 2042.11 1692.67 1492.55
GT Sense Sense -0.431 Detected 0.431 Detected 0.000 -1.364 Detected -1.812 Detected -1.588 0.082 GT Sens contig609 contig609 Calmodul              AAGTCAT contig609 Solyc06g Solyc06g Calmodul              GO:00055 GO:00055    contig609 Solyc06g Calmodul               GO:00055 SL2.40ch AT3G47480.1  calcium-b       chr3:174  266.706 479.561 95.0955 174.242 154.697 103.146
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -0.922 Detected -1.097 Detected -1.009 0.020 GT Sens contig610 contig610 Aromatic               GTGGGT contig610 Solyc07g Solyc07g Aromatic               GO:00065 |GO:00040   contig610 Solyc07g Aromatic                GO:00040 SL2.40ch AT2G20340.1  tyrosine    chr2:877  868.7 730.872 552.542 900.528 468.22 377.25
GT Sense Sense -0.744 Detected 0.744 Detected 0.000 -0.851 Detected -1.156 Detected -1.003 0.317 GT Sens contig614 contig614 C2 domai                ATGCTGGcontig614 Solyc02g Solyc02g C2 domain-containing protein               contig614 Solyc02g C2 domain-containin                 SL2.40ch AT1G26250.1  proline-ri     chr1:908  472.516 1309.82 654.986 663.097 485.772 357.47
GT Sense Sense -0.520 Detected 0.520 Detected 0.000 -2.376 Detected -1.620 Detected -1.998 0.090 GT Sens contig619 contig619 ST225 (AH    ATAAGTAcontig619 Solyc04g Solyc04g ST225 (AHRD V1 ***- B4YYB7 Tcontig619 Solyc04g ST225 (AH    GO:00055 SL2.40ch AT4G1614IMPA-2  IMPA-2 (I          chr4:913  1351.95 2749.36 905.86 1304.82 413.652 634.935
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 -0.813 Detected -1.249 Detected -1.031 0.089 GT Sens contig620 contig620 Exostosin             TTTTGCT contig620 Solyc08g Solyc08g Exostosin             GO:00160 GO:00160 contig620 Solyc08g Exostosin              GO:00160 SL2.40ch AT4G16745.1  exostosin    chr4:941  39.4162 54.9618 27.8794 25.8495 29.5121 19.8327
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -2.083 Comprom -1.048 Comprom -1.565 0.095 GT Sens 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  15.9454 16.903 13.0883 19.3402 4.31465 8.04106
GT Sense Sense -0.341 Detected 0.341 Detected 0.000 -1.267 Detected -1.478 Detected -1.373 0.062 GT Sens contig626 contig626 BTB/POZ              TTACTAGcontig626 Solyc04g Solyc04g BTB/POZ              GO:00055 GO:00055  contig626 Solyc04g BTB/POZ               GO:00055 SL2.40ch AT2G30600.4  BTB/POZ    chr2:130  517.803 821.593 342.111 304.822 301.892 236.991
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.087 Detected -0.948 Detected -1.018 0.069 GT Sens contig633 contig633 Necrotic s                   ATTGGCAcontig633 Solyc02g Solyc02g Necrotic spotted lesions 1 (Fra                 contig633 Solyc02g Necrotic spotted les                   SL2.40ch AT1G2969CAD1  CAD1 (co       chr1:103  2623.2 3790.42 2096.38 2775.09 1653.34 1654.56
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -1.693 Detected -1.412 Detected -1.552 0.008 GT Sens contig654 contig654 Centrin (A            GGATTTAcontig654 Solyc03g Solyc03g Centrin (A            GO:00055 GO:00055   contig654 Solyc03g Centrin (A             GO:00055 SL2.40ch AT5G65207.1  unknown   chr5:260  126.435 121.531 62.1268 70.8749 42.709 47.1695
GT Sense Sense -0.424 Detected 0.424 Detected 0.000 -0.810 Detected -1.469 Detected -1.140 0.168 GT Sens contig672 contig672 NADH deh                 CATCTCAcontig672 Solyc02g Solyc02g NADH deh                 GO:00081 GO:00081      contig672 Solyc02g NADH deh                  GO:00081 SL2.40ch AT4G2149NDB3  NDB3; NA    chr4:114  5759.29 10250.8 4790.74 4566.44 4881.2 2809.38
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -0.930 Detected -1.489 Detected -1.209 0.079 GT Sens contig681 contig681 ATP synth                    AGGTACCcontig681 Solyc10g Solyc10g ATP synth                    GO:00164 GO:00164    contig681 Solyc10g ATP synth                     GO:00164 SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  3031.78 4122.58 2996.81 2114.17 2066.99 1275.13
GT Sense Sense -0.494 Detected 0.494 Detected 0.000 -1.837 Detected -1.488 Detected -1.662 0.087 GT Sens contig689 contig689 Speckle-t                TCCTTTGcontig689 Solyc02g Solyc02g Speckle-t                GO:00056 GO:00056    contig689 Solyc02g Speckle-t                 GO:00305 SL2.40ch AT5G6748BT4  BT4 (BTB            chr5:269  307.284 602.686 252.414 356.908 134.191 155.374
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -1.238 Detected -0.920 Detected -1.079 0.078 GT Sens contig694 contig694 Cytochro                 ATATGTCcontig694 Solyc08g Solyc08g Cytochro                 GO:00198 GO:00198   contig694 Solyc08g Cytochro  GO:00198 SL2.40ch AT3G2622CYP71B3  CYP71B3               chr3:959  588.356 396.258 485.374 553.387 228.029 258.434
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -1.754 Detected -2.603 Detected -2.178 0.054 GT Sens contig697 contig697 UPA23 (A               AACTATC contig697 Solyc11g Solyc11g UPA23 (AHRD V1 ***- C8YZB5 C             contig697 Solyc11g UPA23 (AHRD V1 ***-             SL2.40ch AT5G55830.1  lectin pro     chr5:225  114.018 173.113 159.005 177.119 46.3993 23.4144
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -1.374 Detected -1.198 Detected -1.286 0.048 GT Sens contig698 contig698 Multidrug                  ATTTACT contig698 Solyc06g Solyc06g Multidrug                  GO:00160 GO:00160  contig698 Solyc06g Multidrug                   GO:00052 SL2.40ch AT4G25640.1  MATE eff     chr4:130  1041.35 1514.43 633.309 705.384 539.637 554.192
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.500 Detected -1.068 Detected -1.284 0.039 GT Sens contig699 contig699 Unknown   ACATCTT contig699 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig699 Solyc06g Unknown Protein (A  SL2.40ch AT1G35340.1  ATP-depe        chr1:129  29.1874 35.3025 10.3503 21.4328 12.6428 15.4965
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.455 Detected -1.178 Detected -1.316 0.015 GT Sens 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  1275.89 1119.97 750.873 825.09 485.698 534.915
GT Sense Sense -0.334 Detected 0.334 Detected 0.000 -1.133 Detected -1.388 Detected -1.261 0.072 GT Sens contig704 contig704 Glycosyl       TCCAAAGcontig704 Solyc06g Solyc06g Glycosyl transferase family 8 (    contig704 Solyc06g Glycosyl transferase      SL2.40ch AT1G64980.1  unknown   chr1:241  1570.12 2467.47 998.041 2439.4 999.362 761.426
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.738 Detected -1.103 Detected -1.420 0.050 GT Sens contig709 contig709 Cytochro                 ATTGGCAcontig709 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig709 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3732CYP81D5  CYP81D5               chr4:175  219.682 245.656 135.502 89.8624 77.581 109.496
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -2.229 Comprom -1.293 Detected -1.761 0.069 GT Sens contig712 contig712 Carbonic                AGAGCACcontig712 Solyc10g Solyc10g Carbonic                GO:00067 GO:00067   contig712 Solyc10g Carbonic                 GO:00067 SL2.40ch AT4G2099ATACA4,   ACA4 (AL           chr4:112  34.1154 27.589 13.0488 24.4297 7.28658 12.6771
GT Sense Sense -0.383 Detected 0.383 Detected 0.000 -0.959 Detected -1.398 Detected -1.178 0.116 GT Sens contig715 contig715 Monooxy               CACACCAcontig715 Solyc12g Solyc12g Monooxy               GO:00081 GO:00081  contig715 Solyc12g Monooxy                GO:00081 SL2.40ch AT5G05320.1  monooxy     chr5:157  1173.94 1972.32 633.262 967.092 872.009 584.621
GT Sense Sense -0.854 Detected 0.854 Detected 0.000 -1.201 Detected -1.549 Detected -1.375 0.255 GT Sens contig718 contig718 Alternativ              TCATCGTcontig718 Solyc08g Solyc08g Alternativ              GO:00099 GO:00099    contig718 Solyc08g Alternativ               GO:00099 SL2.40ch AT3G2237AOX1A, A   AOX1A (A       chr3:790  1375.14 4441.72 837.217 1096.88 1197.46 854.985
GT Sense Sense -0.410 Detected 0.410 Detected 0.000 -0.945 Detected -1.584 Detected -1.264 0.136 GT Sens contig721 contig721 Phosphoe               TCTGAAAcontig721 Solyc04g Solyc04g Phosphoe               GO:00428 GO:00428      contig721 Solyc04g Phosphoe                GO:00046 SL2.40ch AT4G3787PCK1, PE   PCK1 (PH                chr4:178  4344.1 7583.35 2063.6 3267.18 3321.38 1937.75
GT Sense Sense -0.615 Detected 0.615 Detected 0.000 -1.267 Detected -1.526 Detected -1.397 0.156 GT Sens contig723 contig723 Phosphol               ATCCTGTcontig723 Solyc08g Solyc08g Phosphol               GO:00055 GO:00055     contig723 Solyc08g Phosphol                GO:00055 SL2.40ch AT4G0024PLDBETA   PLDBETA     chr4:106  1829.98 4242.91 1562.71 2311.98 1289.06 979.54
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 -1.182 Detected -1.222 Detected -1.202 0.044 GT Sens contig724 contig724 WRKY tra              CTACAACcontig724 Solyc08g Solyc08g WRKY tra              GO:00037 GO:00037       contig724 Solyc08g WRKY tra               GO:00037 SL2.40ch AT4G238 WRKY53,   WRKY53;            chr4:123  1222.03 1729.9 652.476 980.793 713.697 630.925
GT Sense Sense -0.588 Detected 0.588 Detected 0.000 -1.376 Detected -1.427 Detected -1.401 0.140 GT Sens contig729 contig729 Calmodul               TCCAAAT contig729 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055  contig729 Solyc03g Calmodul                GO:00055 SL2.40ch AT1G73805.1  calmodu    chr1:277  288.965 645.775 148.486 171.96 185.388 162.649
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.641 Detected -1.324 Detected -1.482 0.012 GT Sens contig733 contig733 Glycosylt                     CAGGAGAcontig733 Solyc03g Solyc03g Glycosyltransferase CAZy fam                    contig733 Solyc03g Glycosyltransferase                     SL2.40ch AT1G63420.1 53.6699 51.1298 29.5972 34.8536 18.7068 21.1906
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 -1.010 Detected -1.052 Detected -1.031 0.036 GT Sens contig737 contig737 Receptor-                 TATTGGAcontig737 Solyc12g Solyc12g Receptor-                 GO:00064 GO:00064  contig737 Solyc12g Receptor-                  GO:00064 SL2.40ch AT1G33260.2  protein k     chr1:120  2819.53 3676.17 1841.37 1589.44 1780.23 1571.65
GT Sense Sense -0.414 Detected 0.414 Detected 0.000 -1.409 Detected -1.308 Detected -1.359 0.083 GT Sens 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  685.645 1203.24 64.1499 297.002 380.982 371.295
GT Sense Sense -0.485 Detected 0.485 Detected 0.000 -1.180 Detected -2.456 Detected -1.818 0.151 GT Sens 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  88.133 170.74 32.7239 199.959 60.2798 22.6303
GT Sense Sense 0.318 Detected -0.318 Detected 0.000 -1.160 Detected -1.041 Detected -1.100 0.076 GT Sens contig758 contig758 UDP-gluc            TTGGTTGcontig758 Solyc11g Solyc11g UDP-gluc            GO:00800 GO:00800    contig758 Solyc11g UDP-gluc             GO:00800 SL2.40ch AT5G49690.1  UDP-gluc      chr5:201  35.4826 22.5833 22.1362 18.2696 14.1118 13.9288
GT Sense Sense -0.290 Detected 0.290 Detected 0.000 -1.528 Detected -2.073 Detected -1.800 0.045 GT Sens contig770 contig770 Unknown   TTGATTGcontig770 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig770 Solyc10g Unknown Protein (A  SL2.40ch AT5G65207.1  unknown   chr5:260  15601.1 23040.6 10864.9 12364.8 7321.26 4563.1
GT Sense Sense -0.442 Detected 0.442 Detected 0.000 -1.067 Detected -1.110 Detected -1.089 0.133 GT Sens contig781 contig781 Prephena              ATCAGCTcontig781 Solyc06g Solyc06g Prephena              GO:00477 GO:00477     contig781 Solyc06g Prephena               GO:00477 SL2.40ch AT1G0825ADT6  ADT6 (ar         chr1:258  2596.43 4736.9 1798.32 1717.62 1864.46 1644.44
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 -2.586 Comprom -2.199 Comprom -2.393 0.020 GT Sens contig785 contig785 Unknown   TGATAACcontig785 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig785 Solyc02g Unknown Protein (A  SL2.40ch AT4G26170.1  unknown   chr4:132  14.2665 9.58499 2.09826 2.18334 2.16874 2.57824
GT Sense Sense 0.492 Detected -0.492 Detected 0.000 -1.215 Detected -1.432 Detected -1.324 0.119 GT Sens contig790 contig790 Acetyl xyl                    TTGATGCcontig790 Solyc12g Solyc12g Acetyl xylan esterase A (AHRD                 contig790 Solyc12g Acetyl xylan esteras                    SL2.40ch AT4G34215.2  hydrolas   chr4:163  68.7168 34.3555 52.1194 60.6394 23.3039 18.2308
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.027 Comprom -0.980 Comprom -1.003 0.003 GT Sens contig792 contig792 Cellulose               TGTTAAGcontig792 Solyc01g Solyc01g Cellulose               GO:00167 GO:00167   contig792 Solyc01g Cellulose                GO:00167 SL2.40ch AT5G6474CESA6, IX     CESA6 (C           chr5:258  11.6914 12.3396 10.46 8.26945 6.5626 6.16696
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -1.219 Detected -1.269 Detected -1.244 0.012 GT Sens 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  741.39 884.556 479.746 570.531 387.569 340.229
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -0.807 Detected -1.202 Detected -1.004 0.078 GT Sens contig807 contig807 Cellulose          TGTGGATcontig807 Solyc09g Solyc09g Cellulose synthase-like C1-2 g        contig807 Solyc09g Cellulose          GO:00517 SL2.40ch AT5G0376ATCSLA0       ATCSLA0         chr5:985  264.257 356.094 215.1 175.193 195.305 134.976
GT Sense Sense -0.634 Detected 0.634 Detected 0.000 -2.668 Detected -2.321 Detected -2.495 0.063 GT Sens contig818 contig818 Glutamine             ATGGGG contig818 Solyc02g Solyc02g Glutamine             GO:00065 GO:00065   contig818 Solyc02g Glutamine              GO:00065 SL2.40ch AT5G38200.1  hydrolas   chr5:152  482.173 1148.06 154.466 182.377 130.335 150.708
GT Sense Sense 0.479 Detected -0.479 Detected 0.000 -2.798 Comprom -2.943 Comprom -2.870 0.027 GT Sens contig820 contig820 ABC trans      AACAAAA contig820 Solyc00g Solyc00g ABC transporter-like protein (A    contig820 Solyc00g ABC transporter-like     SL2.40ch AT1G51460.1  ABC tran     chr1:190  24.7574 12.6032 2.09281 2.56121 2.82896 2.32612
GT Sense Sense -0.633 Detected 0.633 Detected 0.000 -1.074 Detected -1.134 Detected -1.104 0.224 GT Sens contig824 contig824 Polyprote      AATTTGAcontig824 Solyc03g Solyc03g Polyprotein (Fragment) (AHRD   contig824 Solyc03g Polyprotein (Fragme     SL2.40ch AT4G32790.1  exostosin    chr4:158  29.2828 69.6627 62.9874 47.9368 23.9003 20.8295
GT Sense Sense -0.462 Detected 0.462 Detected 0.000 -1.198 Detected -1.066 Detected -1.132 0.136 GT Sens contig825 contig825 Unknown   ATTTAGT contig825 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig825 Solyc02g Unknown Protein (A  SL2.40ch AT5G19980.1  integral m     chr5:674  1196.34 2244.32 945.536 952.21 795.368 792.31
GT Sense Sense -0.621 Detected 0.621 Detected 0.000 -1.181 Detected -0.851 Detected -1.016 0.255 GT Sens contig827 contig827 Seed mat       TCAAGAT contig827 Solyc03g Solyc03g Seed maturation protein PM41    contig827 Solyc03g Seed maturation pro      SL2.40ch AT3G11920.1  glutaredo   chr3:377  96.0914 224.796 78.7497 229.538 72.1958 82.4671
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 -1.897 Detected -1.987 Detected -1.942 0.016 GT Sens contig832 contig832 Receptor-                CCAGAGAcontig832 Solyc02g Solyc02g Receptor-                GO:00046 GO:00046    contig832 Solyc02g Receptor-                 GO:00046 SL2.40ch AT4G21230.1  protein k     chr4:113  140.483 194.306 76.7156 84.5947 49.4087 42.1862
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -0.820 Detected -1.473 Detected -1.147 0.119 GT Sens contig842 contig842 Ethylene                    CACTCCAcontig842 Solyc09g Solyc09g Ethylene                    GO:00037 GO:00037           contig842 Solyc09g Ethylene                     GO:00165 SL2.40ch AT3G2324ERF1, AT   ERF1 (ET             chr3:829  287.475 423.663 259.885 201.517 220.125 127.271
GT Sense Sense -0.473 Detected 0.473 Detected 0.000 -0.966 Detected -1.807 Detected -1.387 0.160 GT Sens contig844 contig844 Trehalose             TACAGAT contig844 Solyc03g Solyc03g Trehalose             GO:00048 GO:00048    contig844 Solyc03g Trehalose              GO:00048 SL2.40ch AT5G5146ATTPPA  ATTPPA;   chr5:209  135.645 258.301 112.281 89.7393 106.705 54.1631
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -1.437 Detected -1.458 Detected -1.447 0.036 GT Sens contig856 contig856 Elicitor-re                 AGCAGCAcontig856 Solyc10g Solyc10g Elicitor-responsive protein 3 (A               contig856 Solyc10g Elicitor-responsive p                 SL2.40ch AT1G34160.1  pentatric      chr1:124  2256.11 3295.11 1308.49 1500.67 1121.89 1004.69
GT Sense Sense -0.586 Detected 0.586 Detected 0.000 -2.489 Detected -2.022 Detected -2.256 0.070 GT Sens contig857 contig857 Auxin res                 AGTCTACcontig857 Solyc03g Solyc03g Auxin res                 GO:00055 GO:00055  contig857 Solyc03g Auxin res                  GO:00055 SL2.40ch AT3G10810.1  zinc finge        chr3:338  662.666 1476.49 350.13 636.772 196.228 246.543
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -1.190 Detected -1.020 Detected -1.105 0.061 GT Sens contig861 contig861 Calmodul               GACATGCcontig861 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055   contig861 Solyc03g Calmodul                GO:00055 SL2.40ch AT1G32250.1  calmodu    chr1:116  63.842 92.1232 39.633 53.4003 37.428 38.2794
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.133 Detected -1.353 Detected -1.243 0.010 GT Sens contig869 contig869 Trehalose             ATTCTTGcontig869 Solyc08g Solyc08g Trehalose             GO:00059 GO:00059   contig869 Solyc08g Trehalose              GO:00081 SL2.40ch AT4G12430.1  trehalose     chr4:736  1331.54 1438.78 454.416 633.131 702.774 548.631
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -1.019 Detected -1.070 Detected -1.044 0.070 GT Sens contig876 contig876 Heterogen                  TTTTACC contig876 Solyc11g Solyc11g Heterogen                  GO:00036 GO:00036   contig876 Solyc11g Heterogen                   GO:00036 SL2.40ch AT1G33470.2  RNA reco      chr1:121  207.517 307.071 128.555 130.06 138.71 121.755
GT Sense Sense -0.813 Detected 0.813 Detected 0.000 -1.096 Detected -1.607 Detected -1.352 0.254 GT Sens contig881 contig881 Beta-fruct               GTTTACCcontig881 Solyc03g Solyc03g Beta-fruct               GO:00059 GO:00059     contig881 Solyc03g Beta-fruct                GO:00045 SL2.40ch AT5G1192AtcwINV6  AtcwINV6           chr5:383  20.9508 63.9494 14.3691 16.602 19.0696 12.1648
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -0.927 Detected -1.581 Detected -1.254 0.065 GT Sens contig889 contig889 Xylogluca                        CATTGGAcontig889 Solyc07g Solyc07g Xylogluca                        GO:00480 GO:00480      contig889 Solyc07g Xylogluca                         GO:00167 SL2.40ch AT5G5755XTR3  XTR3 (XY             chr5:233  800.854 706.33 1346.41 727.233 440.574 254.573
GT Sense Sense -0.595 Detected 0.595 Detected 0.000 -1.121 Detected -1.280 Detected -1.201 0.184 GT Sens contig892 contig892 Proline de             TGCAACCcontig892 Solyc02g Solyc02g Proline de             GO:00046 GO:00046     contig892 Solyc02g Proline de              GO:00055 SL2.40ch AT3G3077ERD5, PR       ERD5 (EA         chr3:124  303.3 684.377 169.61 374.758 233.271 189.887
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -2.116 Comprom -1.770 Comprom -1.943 0.011 GT Sens contig897 contig897 Zinc finge                  TTATAGAcontig897 Solyc07g Solyc07g Zinc finge                  GO:00082 GO:00082   contig897 Solyc07g Zinc finge                   GO:00036 SL2.40ch AT3G51950.2  zinc finge            chr3:192  14.7688 17.114 4.40663 11.5344 4.0834 4.71992
GT Sense Sense 0.508 Detected -0.508 Detected 0.000 -1.523 Detected -1.039 Detected -1.281 0.151 GT Sens contig90 contig90 ABA-indu       AACCAGAcontig90 Solyc02g Solyc02g ABA-inducible protein-like prot     contig90 Solyc02g ABA-inducible prote      SL2.40ch AT5G38760.1  unknown   chr5:155  43.7663 21.3894 5.95237 16.6214 11.8582 15.0763
GT Sense Sense -0.646 Detected 0.646 Detected 0.000 -2.088 Detected -2.546 Detected -2.317 0.077 GT Sens contig906 contig906 U-box dom               CACAAGAcontig906 Solyc04g Solyc04g U-box dom               GO:00001 GO:00001   contig906 Solyc04g U-box dom                GO:00054 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  1835.19 4443.55 910.464 1023.51 747.918 495.03
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 -0.997 Detected -1.167 Detected -1.082 0.060 GT Sens contig917 contig917 Lysine de               AGGTATCcontig917 Solyc07g Solyc07g Lysine de               GO:00038 GO:00038    contig917 Solyc07g Lysine de                GO:00089 SL2.40ch AT4G31810.1  enoyl-Co      chr4:153  151.711 104.032 54.3294 68.1639 70.1036 56.6461
GT Sense Sense -0.454 Detected 0.454 Detected 0.000 -1.086 Detected -1.027 Detected -1.056 0.146 GT Sens contig918 contig918 Receptor-              GTGCTCTcontig918 Solyc11g Solyc11g Receptor-              GO:00055 GO:00055  contig918 Solyc11g LRR recep    GO:00046 SL2.40ch AT3G5324AtRLP45  AtRLP45        chr3:197  272.344 504.882 195.338 350.322 194.594 184.265
GT Sense Sense -0.370 Detected 0.370 Detected 0.000 -1.103 Detected -1.032 Detected -1.068 0.103 GT Sens contig918 contig918 Alkaline a               AGTGTGGcontig918 Solyc07g Solyc07g Alkaline a               GO:00065 GO:00065 contig918 Solyc07g Alkaline a                GO:00065 SL2.40ch AT5G2025DIN10  DIN10 (DA         chr5:683  3505.65 5789.27 2052.87 3738.89 2335.28 2229.8
GT Sense Sense -0.560 Detected 0.560 Detected 0.000 -1.212 Detected -1.942 Comprom -1.577 0.142 GT Sens contig925 contig925 Beta-1 3-g               TCCAATAcontig925 Solyc04g Solyc04g Beta-1 3-g               GO:00059 GO:00059    contig925 Solyc04g Beta-1 3-g                GO:00088 SL2.40ch AT3G49800.1  BSD dom    chr3:184  19.6595 42.2481 18.3316 12.6642 13.859 7.5962
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.457 Detected -1.661 Detected -2.059 0.036 GT Sens contig925 contig925 Delta-6 fa               ACACTTT contig925 Solyc05g Solyc05g Delta-6 fa               GO:00200 GO:00200     contig925 Solyc05g Delta-6 fa                GO:00422 SL2.40ch AT2G46210.1  delta-8 sp     chr2:189  146.911 133.46 67.6984 66.3242 28.4013 44.8374
GT Sense Sense -0.506 Detected 0.506 Detected 0.000 -1.192 Detected -1.337 Detected -1.265 0.132 GT Sens contig930 contig930 RNA-bind                 CATGCTGcontig930 Solyc04g Solyc04g RNA-bind                 GO:00036 GO:00036   contig930 Solyc04g RNA-bind                  GO:00036 SL2.40ch AT1G78260.2  RNA reco      chr1:294  101.512 202.288 87.1669 110.773 69.8296 57.4345
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -0.855 Detected -1.729 Detected -1.292 0.136 GT Sens contig937 contig937 Xylanase              CATTGTT contig937 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig937 Solyc01g Xylanase               GO:00065 SL2.40ch AT4G1198ATNUDT1    ATNUDX1                chr4:718  997.504 1503.79 568.065 1018.09 754.303 374.028
GT Sense Sense -0.347 Detected 0.347 Detected 0.000 -1.101 Detected -1.032 Detected -1.066 0.092 GT Sens contig946 contig946 Zinc-finge               TTGAACAcontig946 Solyc04g Solyc04g Zinc-finge               GO:00037 GO:00037        contig946 Solyc04g Zinc-finge                GO:00037 SL2.40ch AT5G6745AZF1  AZF1 (AR                    chr5:269  17579.2 28100.6 12994.3 19006.9 11538.5 11005.7
GT Sense Sense -0.953 Detected 0.953 Detected 0.000 -1.189 Detected -1.988 Detected -1.589 0.264 GT Sens contig954 contig954 Endo-beta                TTACTGAcontig954 Solyc02g Solyc02g Endo-beta                GO:00167 GO:00167          contig954 Solyc02g Endo-beta                 GO:00167 SL2.40ch AT5G15870.1  glycosyl      chr5:518  1361.91 5042.6 1266.4 976.258 1280.21 668.613
GT Sense Sense 0.660 Detected -0.660 Detected 0.000 -1.401 Comprom -1.006 Comprom -1.204 0.223 GT Sens contig963 contig963 Resistanc               TCGTCCCcontig963 Solyc05g Solyc05g Resistanc               GO:00055 GO:00055    contig963 Solyc05g Cc-nbs-lr        GO:00055 SL2.40ch AT4G21020.1  late embr          chr4:112  25.8906 10.2518 19.29 19.8356 6.86934 8.21241
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -1.725 Detected -1.426 Detected -1.575 0.018 GT Sens contig968 contig968 Flotillin 1             ATGTTGCcontig968 Solyc03g Solyc03g Flotillin 1 (AHRD V1 *-*- B3V5K3           contig968 Solyc03g Flotillin 1 (AHRD V1 *            SL2.40ch AT5G64870.1  FUNCTIO                                                                            chr5:259  6454.22 5186.6 3071.05 3651.74 1949.34 2180.67
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 -1.266 Detected -1.581 Detected -1.424 0.020 GT Sens contig974 contig974 Short inte                   GGCGGT contig974 Solyc03g Solyc03g Short internode related sequen                  contig974 Solyc03g Short internode rela                   SL2.40ch AT5G0855ILP1  ILP1 (inc        chr5:276  6867.68 8088.2 4920.87 3573.13 3450.73 2521.41
GT Sense Sense -1.225 Detected 1.225 Detected 0.000 -2.116 Detected -2.747 Detected -2.431 0.195 GT Sens contig982 contig982 1-aminocy                 CTTGATGcontig982 Solyc02g Solyc02g 1-aminocy                 GO:00455 GO:00455    contig982 Solyc02g 1-aminocy                  GO:00455 SL2.40ch AT1G1702SRG1, AT   SRG1 (SE                                    chr1:582  233.01 1259.21 221.03 459.98 139.208 81.6808
GT Sense Sense 0.341 Detected -0.341 Detected 0.000 -1.960 Detected -1.763 Detected -1.862 0.034 GT Sens 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  650.346 400.749 226.552 467.534 146.133 152.245
GT Sense Sense -0.523 Detected 0.523 Detected 0.000 -1.156 Detected -0.856 Detected -1.006 0.206 GT Sens contig996 contig996 Ring H2 fi                ATATGAAcontig996 Solyc03g Solyc03g Ring H2 fi                GO:00082 GO:00082     contig996 Solyc03g Ring H2 fi                 GO:00048 SL2.40ch AT3G0520ATL6  ATL6; pr        chr3:147  2259.73 4614.88 2140.28 2806.58 1614.13 1806.52
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.142 Detected -0.949 Detected -1.046 0.015 GT Sens L24012 L24012 TOMTRAL           TGTCTGGCCGAGTGCATGTGTAATACCATACCAGTTTCACCTGTGTGTCATTGGCTTCTG 35.661 39.767 22.4217 23.1477 18.9999 19.7511
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -1.584 Detected -2.609 Detected -2.096 0.063 GT Sens NM 00124NM 00124Solanum     CAAAGAGAAGATCAACCACAAGCCCCTAAACCTAGAATTAATATTGTATCTCTTAGGTCA 474.667 354.373 56.5947 132.885 152.41 68.083
GT Sense Sense -0.396 Detected 0.396 Detected 0.000 -0.933 Detected -1.225 Detected -1.079 0.125 GT Sens U60481 U60481 Actin GCAGGCAAGTCTTTGTTTCTTTAATCTTCTCTTGCATATACTTTTGCCATATTAAACTGC 43.9186 75.1383 31.0208 32.1951 33.4996 24.8723
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -0.935 Detected -1.325 Detected -1.130 0.095 GT Sens contig102 contig102 UDP-gluc             TTTTTGCcontig102 Solyc10g Solyc10g UDP-gluc             GO:00081 GO:00081  contig102 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT5G12890.1  UDP-gluc      chr5:406  98.6035 152.152 81.0867 130.048 71.327 49.5108
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.151 Detected -1.124 Detected -1.137 0.000 GT Sens contig103 contig103 Unknown   TAGAGGAcontig103 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig103 Solyc04g Unknown Protein (A  SL2.40ch AT2G3948PGP6  PGP6 (P-           chr2:164  160.037 162.542 119.999 147.416 80.9108 74.9103
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 -1.271 Detected -1.361 Detected -1.316 0.035 GT Sens contig105 contig105 Cell numb                  TGGACAAcontig105 Solyc06g Solyc06g Cell number regulator 10 (AHR                contig105 Solyc06g Cell number regulat                  SL2.40ch AT1G52200.1  unknown   chr1:194  519.506 723.986 358.735 338.484 283.019 241.698
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -1.276 Detected -1.511 Detected -1.393 0.047 GT Sens contig105 contig105 Cell numb                  AAGTGTGcontig105 Solyc06g Solyc06g Cell number regulator 10 (AHR                contig105 Solyc06g Cell number regulat                  SL2.40ch AT1G52200.1  unknown   chr1:194  435.389 644.365 307.196 269.753 243.624 188.203
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -1.190 Detected -1.205 Detected -1.198 0.017 GT Sens AW033252AW033252XET-BRI;   TATACAAAAATGCTGAATCAGTTGGTGTACCATTTCCAAAGAATCAGCCCATGAGGATTT 8757.07 10812.2 4582.85 6167.86 4749.62 4272.52
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.540 Detected -1.506 Detected -1.523 0.001 GT Sens contig100 contig100 Proteinas                    TCCATCT contig100 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig100 Solyc03g Proteinas                  GO:00048 SL2.40ch AT5G44680.1  methylad      chr5:180  671.217 711.393 381.577 457.551 264.705 246.265
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 -1.020 Detected -1.244 Detected -1.132 0.013 GT Sens contig100 contig100 Major fac                      GTTATCCcontig100 Solyc05g Solyc05g Major fac                   GO:00550 GO:00550    contig100 Solyc05g Major fac                    GO:00053 SL2.40ch AT1G43020.4  unknown   chr1:161  469.562 510.317 3166.76 234.762 268.745 209.24
GT Sense Sense -0.810 Detected 0.810 Detected 0.000 -3.423 Detected -3.633 Detected -3.528 0.050 GT Sens contig109 contig109 HIN1-like                  ATCCTACcontig109 Solyc10g Solyc10g HIN1-like protein (Fragment) (A             contig109 Solyc10g HIN1-like protein (Fr              SL2.40ch AT5G63900.1  PHD finge     chr5:255  162.12 492.675 22.8467 58.7644 29.3371 23.0615
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -1.040 Detected -1.611 Comprom -1.325 0.056 GT Sens contig109 contig109 UDP-gluc               TTTGAAGcontig109 Solyc10g Solyc10g UDP-gluc            GO:00081 GO:00081  contig109 Solyc10g UDP-gluc             GO:00081 SL2.40ch AT2G36970.1  UDP-gluc      chr2:155  33.2128 26.3094 11.6773 18.3693 16.0106 9.80025
GT Sense Sense -0.549 Detected 0.549 Detected 0.000 -0.868 Detected -1.702 Detected -1.285 0.203 GT Sens contig110 contig110 Chitinase                 TTTTTTC contig110 Solyc10g Solyc10g Chitinase              GO:00080 GO:00080  contig110 Solyc10g Chitinase               GO:00059 SL2.40ch AT5G08300.1  succinyl-                 chr5:266  258.045 546.273 207.791 259.866 229.04 116.843
GT Sense Sense -1.124 Detected 1.124 Detected 0.000 -0.846 Detected -2.898 Comprom -1.872 0.344 GT Sens contig110 contig110 Auxin-res                    ATTAACC contig110 Solyc01g Solyc01g Auxin-responsive GH3 produc               contig110 Solyc01g Auxin-responsive G                SL2.40ch AT2G1496GH3.1  GH3.1  chr2:645  23.3862 109.813 18.5494 32.5146 31.3962 6.88367
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.453 Detected -0.960 Detected -1.207 0.056 GT Sens contig112 contig112 Cortical c                       CTTAGCTcontig112 Solyc08g Solyc08g Cortical c                    GO:00082 GO:00082   contig112 Solyc08g Cortical c                     GO:00082 SL2.40ch AT2G45180.1  protease         chr2:186  2342.49 1838.41 1425.86 1854.82 844.037 1079.74
GT Sense Sense -0.418 Detected 0.418 Detected 0.000 -0.944 Detected -1.111 Detected -1.027 0.138 GT Sens contig113 contig113 Resistanc                  ATCCTTT contig113 Solyc05g Solyc05g Resistanc               GO:00069 GO:00069  contig113 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT5G47620.3  heteroge         chr5:193  87.8038 154.952 77.9389 102.168 67.5443 54.6873
GT Sense Sense -0.434 Detected 0.434 Detected 0.000 -0.819 Detected -1.538 Detected -1.179 0.172 GT Sens contig113 contig113 Leucine R                     AAATTTT contig113 Solyc12g Solyc12g Leucine R                  GO:00055 GO:00055  contig113 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G17620.2  glycine-r    chr4:982  1116.4 2014.34 1327.19 1228.67 946.766 522.712
GT Sense Sense -0.328 Detected 0.328 Detected 0.000 -1.007 Detected -1.435 Detected -1.221 0.089 GT Sens contig115 contig115 FAD bind            ACTCTCCcontig115 Solyc12g Solyc12g FAD binding domain containin       contig115 Solyc12g Monooxy                GO:00081 SL2.40ch AT3G0217LNG2  LNG2 (LO   chr3:396  4286.19 6674.48 2251.19 3413.16 2963.93 2003.05
GT Sense Sense -0.347 Detected 0.347 Detected 0.000 -1.103 Detected -1.655 Detected -1.379 0.090 GT Sens contig116 contig116 cDNA clon                       ATATTTA contig116 Solyc11g Solyc11g cDNA clon                    GO:00160 GO:00160   contig116 Solyc05g NPH3 domain conta                  SL2.40ch AT5G6387PP7, ATP   PP7 (SER        chr5:255  771.315 1232.95 551.157 413.534 505.79 313.513
GT Sense Sense -0.422 Detected 0.422 Detected 0.000 -1.703 Detected -1.878 Detected -1.790 0.053 GT Sens contig116 contig116 Phi-1 prot                     TCTTGCAcontig116 Solyc04g Solyc04g Phi-1 protein (Fragment) (AHRD               contig116 Solyc04g Phi-1 protein (Fragm                 SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  593.905 1054.12 446.898 369.495 270.693 217.999
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -0.970 Comprom -1.213 Comprom -1.091 0.012 GT Sens contig116 contig116 Unknown      AAATCCAcontig116 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig116 Solyc07g Unknown Protein (A  SL2.40ch AT2G18980.1  peroxida    chr2:823  12.404 12.2935 2.15165 13.461 7.01966 5.39474
GT Sense Sense -1.063 Detected 1.063 Detected 0.000 -1.496 Detected -2.513 Detected -2.004 0.231 GT Sens contig121 contig121 Decarbox                   CGAGAAAcontig121 Solyc08g Solyc08g Decarbox                GO:00301 GO:00301   contig121 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  64.4383 277.981 27.7758 66.243 52.8513 23.7416
GT Sense Sense -0.933 Detected 0.933 Detected 0.000 -1.882 Detected -0.971 Detected -1.426 0.303 GT Sens contig126 contig126 Patatin-lik                 CCTCAGTcontig126 Solyc04g Solyc04g Patatin-lik              GO:00162 GO:00162      contig126 Solyc04g Patatin-lik               GO:00457 SL2.40ch AT4G3705PLP4, PLA   PLP4 (PA       chr4:174  41.5457 149.697 31.6781 56.8176 23.8319 40.737
GT Sense Sense -0.794 Detected 0.794 Detected 0.000 -3.925 Detected -4.778 Detected -4.352 0.040 GT Sens contig127 contig127 Polygalac                           AATGCCAcontig127 Solyc02g Solyc02g Polygalac                        GO:00059 GO:00059   contig127 Solyc02g Polygalac                         GO:00059 SL2.40ch AT2G43870.1  polygalac       chr2:181  387.66 1152.04 107.522 275.28 48.9879 24.6654
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -1.675 Detected -1.826 Detected -1.751 0.002 GT Sens 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  38.1182 39.4944 60.5696 62.4897 13.5334 11.0765
GT Sense Sense -1.313 Detected 1.313 Detected 0.000 -2.936 Detected -3.080 Detected -3.008 0.149 GT Sens contig131 contig131 Glycosylt                    GGCTCAAcontig131 Solyc12g Solyc12g Glycosylt                 GO:00167 GO:00167     contig131 Solyc12g Glycosyltransferase                  SL2.40ch AT1G0842BSL2  kelch rep         chr1:264  45.6983 278.839 27.0991 54.9647 16.4224 13.513
GT Sense Sense -0.755 Detected 0.755 Detected 0.000 -1.835 Detected -1.877 Detected -1.856 0.133 GT Sens contig133 contig133 Glucosylt               TGATAAAcontig133 Solyc04g Solyc04g Glucosylt            GO:00800 GO:00800    contig133 Solyc04g Glucosylt             GO:00800 SL2.40ch AT3G4666UGT76E1   UGT76E1               chr3:171  1397.01 3934.76 1027.48 1534.2 731.635 646.346
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -2.323 Comprom -3.175 Comprom -2.749 0.024 GT Sens contig133 contig133 Cytochro                 GTACGATcontig133 Solyc06g Solyc06g Cytochro              GO:00200 GO:00200  contig133 Solyc06g Cytochro  GO:00198 SL2.40ch AT5G2222E2F1, E2F    E2F1; DN          chr5:736  20.8396 17.9309 6.88442 18.6109 4.30331 2.16692
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.571 Detected -1.726 Detected -1.649 0.002 GT Sens 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  98.5679 95.7698 53.0811 76.3619 36.412 29.7346
GT Sense Sense -0.574 Detected 0.574 Detected 0.000 -1.242 Detected -1.132 Detected -1.187 0.176 GT Sens contig139 contig139 Receptor                  AGAGGATcontig139 Solyc00g Solyc00g Receptor               GO:00046 GO:00046    contig139 Solyc00g Receptor                GO:00046 SL2.40ch AT1G53440.1  leucine-r           chr1:199  2214.27 4849.78 2146.61 1972.7 1543.26 1514.19
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.605 Comprom -0.919 Comprom -1.262 0.067 GT Sens contig139 contig139 Mutator-li                  GCCATAAcontig139 Solyc05g Solyc05g Mutator-li               GO:00082 GO:00082   contig139 Solyc05g Mutator-li                GO:00082 SL2.40ch AT5G2518CYP71B1   CYP71B1               chr5:869  13.8022 14.2635 3.74176 8.4605 5.13816 7.51487
GT Sense Sense -1.183 Detected 1.183 Detected 0.000 -1.937 Detected -1.529 Detected -1.733 0.286 GT Sens contig140 contig140 Cyclic nu                  CAGATCAcontig140 Solyc05g Solyc05g Cyclic nu               GO:00160 GO:00160   contig140 Solyc05g Cyclic nu                GO:00083 SL2.40ch AT1G0134ATCNGC1     ATCNGC                 chr1:132  91.531 466.209 62.5961 66.2918 60.063 72.494
GT Sense Sense -0.523 Detected 0.523 Detected 0.000 -2.699 Detected -3.718 Detected -3.208 0.048 GT Sens contig142 contig142 Laccase (              CAACTAT contig142 Solyc04g Solyc04g Laccase (           GO:00551 GO:00551  contig142 Solyc04g Laccase 1               GO:00055 SL2.40ch AT4G39830.1  L-ascorb     chr4:184  302.716 617.762 113.173 88.1287 74.1856 33.2727
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -0.804 Detected -1.310 Detected -1.057 0.060 GT Sens contig142 contig142 Pectinest                CTGATTCcontig142 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig142 Solyc02g Pectinest              GO:00056 SL2.40ch AT1G02810.1  pectinest     chr1:618  2033.21 1760.1 1197.35 1955.85 1207.11 772.417
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.418 Detected -1.320 Detected -1.369 0.024 GT Sens contig142 contig142 Plant vira                      GGAACTCcontig142 Solyc04g Solyc04g Plant viral-response family pro                 contig142 Solyc04g Plant viral-response                  SL2.40ch AT1G55230.1  unknown   chr1:206  108.694 80.4778 47.0363 54.5301 38.9785 37.9383
GT Sense Sense -0.476 Detected 0.476 Detected 0.000 -0.885 Detected -1.155 Detected -1.020 0.175 GT Sens contig142 contig142 Pathogen                     TGCTTTAcontig142 Solyc01g Solyc01g Pathogen                  GO:00055 GO:00055   contig142 Solyc01g Pathogen                   GO:00055 SL2.40ch AT1G5274HTA9  HTA9 (HIS        chr1:196  1480.55 2829.69 1170.87 1835.61 1234.58 930.9
GT Sense Sense -0.528 Detected 0.528 Detected 0.000 -1.083 Detected -1.020 Detected -1.052 0.185 GT Sens contig145 contig145 Serine/thr                   AGAGGATcontig145 Solyc04g Solyc04g Serine/thr                GO:00191 GO:00191        contig145 Solyc04g Serine/thr                 GO:00191 SL2.40ch AT1G53440.1  leucine-r           chr1:199  2470.74 5078.9 2429.97 2183.73 1862.2 1767.97
GT Sense Sense -0.384 Detected 0.384 Detected 0.000 -1.266 Detected -1.110 Detected -1.188 0.094 GT Sens contig147 contig147 Glycosylt                  GTATATCcontig147 Solyc02g Solyc02g Glycosylt               GO:00472 GO:00472       contig147 Solyc02g Glycosylt                GO:00472 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  427.626 719.68 294.633 255.883 256.899 260.18
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.096 Detected -0.908 Detected -1.002 0.025 GT Sens contig148 contig148 Ulp1 prote                         CCTAGACcontig148 Solyc01g Solyc01g Ulp1 prote                      GO:00065 GO:00065 contig148 Solyc01g Ulp1 prote                       GO:00065 SL2.40ch AT3G42870.1  unknown   chr3:149  764.821 629.34 771.389 635.806 361.579 374.401
GT Sense Sense -0.988 Detected 0.988 Detected 0.000 -1.214 Detected -2.235 Detected -1.725 0.261 GT Sens contig148 contig148 Decarbox                   GTGCAACcontig148 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig148 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  83.8497 326.193 33.8527 78.6921 79.4076 35.5597
GT Sense Sense 0.405 Detected -0.405 Detected 0.000 -1.159 Detected -2.535 Detected -1.847 0.147 GT Sens contig148 contig148 Proteinas                    TGGATTAcontig148 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig148 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G15830.1  binding  chr4:899  2845 1603.49 880.449 692.465 1065.13 373.106
GT Sense Sense -0.774 Detected 0.774 Detected 0.000 -1.591 Detected -1.242 Detected -1.417 0.216 GT Sens contig151 contig151 Beta-gluc                  CGTTAACcontig151 Solyc01g Solyc01g Beta-gluc               GO:00059 GO:00059   contig151 Solyc01g Beta-gluc                GO:00059 SL2.40ch AT3G5726BGL2, PR     BGL2 (BE           chr3:211  4581.11 13251.5 3542.55 7206.39 2879.46 3334.58
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.396 Detected -2.937 Comprom -2.167 0.107 GT Sens contig152 contig152 Nucleopo            TTGCTTGcontig152 Solyc02g Solyc02g Nucleoporin autopeptidase fam       contig152 Solyc02g Nucleoporin autope        SL2.40ch AT4G10695.1  unknown   chr4:659  27.7307 28.9174 21.4632 14.3076 11.9834 3.74292
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -1.190 Detected -1.425 Detected -1.308 0.062 GT Sens contig154 contig154 Unknown                  GTAGTCCcontig154 Solyc10g Solyc10g Unknown Protein (AHRD V1)%3             contig154 Solyc01g Unknown Protein (A              SL2.40ch AT3G19680.1  unknown   chr3:684  149.438 230.479 73.3699 70.1082 90.6054 69.9583
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.253 Detected -1.171 Detected -1.212 0.017 GT Sens contig157 contig157 Cytochro                    TCTATTT contig157 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198   contig157 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G1464CYP72A1   CYP72A1               chr3:491  5895.61 4705.76 1297.46 1525.64 2461.63 2369.1
GT Sense Sense -0.800 Detected 0.800 Detected 0.000 -1.073 Detected -1.219 Detected -1.146 0.290 GT Sens contig158 contig158 Caffeoyl-C                  TTAAGGTcontig158 Solyc02g Solyc02g Caffeoyl-C               GO:00424 GO:00424    contig158 Solyc02g Caffeoyl-C                GO:00424 SL2.40ch AT4G34050.1  caffeoyl-C     chr4:163  1341.39 4018.58 1298.59 2350.64 1228.92 1009.79
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 -1.008 Detected -1.506 Detected -1.257 0.075 GT Sens contig161 contig161 Unknown      CCTGTGAcontig161 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig161 Solyc02g067600.1.1 AT5G25590.1  INVOLVE                                                                               chr5:890  72.6582 104.242 36.5439 58.172 48.19 31.0153
GT Sense Sense -0.440 Detected 0.440 Detected 0.000 -1.153 Detected -0.905 Detected -1.029 0.153 GT Sens contig165 contig165 Unknown      ACGACCCcontig165 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig165 Solyc10g Ulp1 protease family                     SL2.40ch AT2G32360.1 23.7941 43.3164 19.4383 24.6965 16.0785 17.3538
GT Sense Sense -0.446 Detected 0.446 Detected 0.000 -1.538 Detected -2.796 Detected -2.167 0.107 GT Sens contig166 contig166 Histidine d        TAGCACCcontig166 Solyc08g Solyc08g Histidine decarboxylase (AHRD   contig166 Solyc08g Histidine decarboxy     SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  139.553 256.082 60.5019 105.604 72.4968 27.5637
GT Sense Sense 0.338 Detected -0.338 Detected 0.000 -1.361 Detected -1.834 Detected -1.597 0.061 GT Sens contig169 contig169 Sulfotrans                 GAAGAGCcontig169 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig169 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  559.902 346.526 306.291 429.68 191.034 125.066
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.702 Detected -1.428 Detected -1.565 0.009 GT Sens 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  64.8003 59.6929 37.0532 61.35 21.2888 23.4058
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -1.248 Detected -2.002 Detected -1.625 0.055 GT Sens contig175 contig175 Pectinest                AATGTTAcontig175 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig175 Solyc02g080200.2.1 AT1G02810.1  pectinest     chr1:618  214.324 177.127 74.583 139.277 91.3809 49.2342
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 -3.073 Comprom -2.751 Comprom -2.912 0.007 GT Sens contig177 contig177 Unknown      GGTTTTGcontig177 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig177 Solyc02g Unknown Protein (A  SL2.40ch AT3G11760.1  unknown   chr3:371  12.6998 16.3514 6.46507 4.27028 1.90735 2.1675
GT Sense Sense -0.841 Detected 0.841 Detected 0.000 -3.848 Detected -3.901 Detected -3.875 0.044 GT Sens contig181 contig181 Xylogluca                  TCTTCTT contig181 Solyc03g Solyc03g Xylogluca               GO:00059 GO:00059          contig181 Solyc03g Xylogluca                GO:00167 SL2.40ch AT4G258 XTR6, XT   XTR6 (XY                  chr4:131  2077.59 6591.86 573.182 697.564 286.163 250.796
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 -1.145 Detected -1.526 Detected -1.336 0.080 GT Sens contig183 contig183 Fumarate                  TCAAGGAcontig183 Solyc06g Solyc06g Fumarate               GO:00038 GO:00038  contig183 Solyc06g Fumarate                GO:00038 SL2.40ch AT2G475 FUM1  FUM1 (FU       chr2:194  332.588 537.512 231.089 219.173 212.935 148.634
GT Sense Sense -0.512 Detected 0.512 Detected 0.000 -1.684 Detected -2.028 Detected -1.856 0.075 GT Sens contig184 contig184 Phi-1 prot                     GAAGCTGcontig184 Solyc04g Solyc04g Phi-1 protein (Fragment) (AHRD               contig184 Solyc04g Phi-1 protein (Fragm                 SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  15145.9 30442.4 10978.6 11267.6 7440.96 5331.83
GT Sense Sense -0.532 Detected 0.532 Detected 0.000 -5.495 Detected -7.906 Detected -6.701 0.037 GT Sens contig185 contig185 Polygalac                           AAAGAGCcontig185 Solyc12g Solyc12g Polygalac                        GO:00059 GO:00059   contig185 Solyc12g Polygalac                         GO:00059 SL2.40ch AT5G14650.1  polygalac       chr5:472  8964.44 18528.1 4616.28 3014.18 318.285 54.3954
GT Sense Sense -0.472 Detected 0.472 Detected 0.000 -1.436 Detected -0.980 Detected -1.208 0.148 GT Sens contig186 contig186 Oxidored                     ATTAAGGcontig186 Solyc01g Solyc01g Oxidored                  GO:00081 GO:00081  contig186 Solyc01g Oxidored                   GO:00081 SL2.40ch AT5G16990.1  NADP-de     chr5:558  79.9942 152.154 155.63 253.586 45.416 56.6325
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -1.415 Detected -1.874 Detected -1.644 0.035 GT Sens contig188 contig188 Sulfotrans                 GAAGAGCcontig188 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig188 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  693.465 506.874 378.463 533.931 247.641 163.776
GT Sense Sense 0.476 Detected -0.476 Detected 0.000 -1.276 Comprom -1.460 Comprom -1.368 0.106 GT Sens contig189 contig189 Major late                   GTGTGATcontig189 Solyc05g Solyc05g Major late                GO:00096 GO:00096    contig189 Solyc05g Major late                 GO:00096 SL2.40ch AT1G7085MLP34  MLP34 (M     chr1:267  23.8976 12.2133 22.1308 25.4737 7.85947 6.28752
GT Sense Sense -0.576 Detected 0.576 Detected 0.000 -3.251 Detected -2.862 Detected -3.056 0.037 GT Sens contig189 contig189 Mutant re            CTCCAAAcontig189 Solyc08g Solyc08g Mutant required to maintain re      contig189 Solyc08g077640.1.1 AT4G38200.1  guanine      chr4:179  284.012 624.012 65.4629 116.411 49.2629 58.6252
GT Sense Sense -1.085 Detected 1.085 Detected 0.000 -1.085 Detected -1.965 Detected -1.525 0.323 GT Sens contig191 contig191 Alpha-dio                 GTATATGcontig191 Solyc02g Solyc02g Alpha-dio              GO:00161 GO:00161   contig191 Solyc02g Alpha-dio               GO:00161 SL2.40ch AT3G0142ALPHA-DO     DOX1; lip   chr3:159  25.0646 111.59 47.5833 28.4931 27.7724 13.7113
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 -1.402 Detected -1.976 Detected -1.689 0.085 GT Sens contig192 contig192 Os06g022                      GTGCTTCcontig192 Solyc04g Solyc04g Os06g0220000 protein (Fragm                 contig192 Solyc04g Os06g0220000 prote                  SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  482.463 881.542 257.513 284.088 274.841 167.823
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -0.918 Detected -1.236 Detected -1.077 0.054 GT Sens contig194 contig194 Unknown      CAAATGAcontig194 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig194 Solyc01g Unknown Protein (A  SL2.40ch AT1G20970.1  FUNCTIO                                                                      chr1:731  2568.6 1903.93 1730.25 2957.78 1303.56 950.691
GT Sense Sense -0.818 Detected 0.818 Detected 0.000 -3.694 Detected -5.803 Detected -4.749 0.071 GT Sens contig196 contig196 Polygalac                           TGTGACAcontig196 Solyc02g Solyc02g Polygalac                        GO:00059 GO:00059   contig196 Solyc02g Polygalac                         GO:00059 SL2.40ch AT3G59850.1  polygalac       chr3:221  487.362 1496.71 104.12 373.296 73.5072 15.4828
GT Sense Sense -0.498 Detected 0.498 Detected 0.000 -2.007 Comprom -2.402 Comprom -2.204 0.054 GT Sens contig196 contig196 Unknown      AGGTACAcontig196 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig196 Solyc11g Unknown Protein (A  SL2.40ch AT5G07630.1  lipid tran   chr5:241  17.3645 34.2613 14.2779 16.6437 6.75958 4.673
GT Sense Sense -0.485 Detected 0.485 Detected 0.000 -1.525 Detected -1.868 Detected -1.697 0.081 GT Sens contig197 contig197 Phi-1 prot                     TTACAAA contig197 Solyc04g Solyc04g Phi-1 protein (Fragment) (AHRD               contig197 Solyc04g Phi-1 protein (Fragm                 SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  15915.5 30828.5 11117.4 11906.5 8571.49 6142.07
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -2.230 Detected -3.085 Comprom -2.657 0.027 GT Sens 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  71.5623 82.5297 29.9837 34.8043 18.2502 9.16922



GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -0.826 Detected -1.249 Detected -1.037 0.041 GT Sens contig205 contig205 Unknown      CTCCTCAcontig205 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig205 Solyc00g075440.1.1 AT2G43150.1  proline-ri      chr2:179  111.414 118.481 133.37 142.333 72.2015 48.9422
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -1.345 Detected -1.707 Detected -1.526 0.035 GT Sens contig206 contig206 Leucine-r                     GATGACCcontig206 Solyc12g Solyc12g Leucine-r                  GO:00055 GO:00055       contig206 Solyc12g009690.1.1 AT1G25320.1  leucine-r        chr1:887  149.985 204.077 107.308 102.903 76.7156 54.2567
GT Sense Sense -0.417 Detected 0.417 Detected 0.000 -1.057 Detected -1.141 Detected -1.099 0.120 GT Sens contig206 contig206 Serine/thr                   TTATCCAcontig206 Solyc04g Solyc04g Serine/thr                GO:00191 GO:00191        contig206 Solyc04g Serine/thr                 GO:00191 SL2.40ch AT4G03230.1  ATP bind               chr4:141  45.9445 80.9989 54.261 55.291 32.663 27.9997
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.072 Comprom -1.337 Comprom -1.205 0.013 GT Sens contig209 contig209 Unknown      GCCAAACcontig209 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig209 Solyc12g Unknown             GO:00160 SL2.40ch AT5G14370.1  LOCATE                                                                chr5:463  13.6264 14.2027 11.1729 32.2002 7.36857 5.57611
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 -1.131 Detected -1.070 Detected -1.101 0.012 GT Sens contig210 contig210 Endochiti                   TTCTTTGcontig210 Solyc10g Solyc10g Endochiti                GO:00059 GO:00059    contig210 Solyc10g Endochiti                 GO:00088 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  34.4505 40.0334 18.1308 13.9064 18.8912 17.9031
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 -1.297 Detected -0.801 Detected -1.049 0.097 GT Sens contig210 contig210 Cortical c                       TTTTTCA contig210 Solyc08g Solyc08g Cortical c                    GO:00311 GO:00311   contig210 Solyc08g Cortical c                     GO:00082 SL2.40ch AT4G12490.1  protease         chr4:740  191.046 133.238 113.898 122.73 72.3344 92.6986
GT Sense Sense -0.539 Detected 0.539 Detected 0.000 -1.586 Detected -1.933 Detected -1.760 0.090 GT Sens contig210 contig210 Os06g022                      CACAGACcontig210 Solyc00g Solyc00g Os06g0220000 protein (Fragm                 contig210 Solyc00g206460.1.1 AT4G0895EXO  EXO (EXO   chr4:574  15972.1 33343 12126.6 13004.2 8561.72 6117.74
GT Sense Sense -0.384 Detected 0.384 Detected 0.000 -1.378 Detected -1.636 Detected -1.507 0.065 GT Sens contig213 contig213 Unknown      TACTCAAcontig213 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig213 Solyc12g Unknown Protein (A  SL2.40ch AT1G10390.2  nucleopo     chr1:340  761.64 1282.41 490.843 661.818 423.618 321.908
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.563 Detected -1.074 Detected -1.318 0.049 GT Sens contig214 contig214 Proline-ric                       CTTAGCTcontig214 Solyc08g Solyc08g Proline-ric                    GO:00082 GO:00082   contig214 Solyc08g078920.1.1 AT2G45180.1  protease         chr2:186  1683.45 1296.83 983.174 1306.24 557.108 710.596
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 -1.783 Comprom -1.138 Detected -1.460 0.059 GT Sens contig214 contig214 Unknown      ATGGGG contig214 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig214 Solyc01g Unknown Protein (A  SL2.40ch AT4G3510PIP3, PIP3     PIP3 (PLA         chr4:167  30.77 23.5023 16.3103 25.7987 8.70149 12.375
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -0.996 Detected -1.024 Detected -1.010 0.037 GT Sens contig214 contig214 Unknown                GCAGTTGcontig214 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3           contig214 Solyc03g Unknown Protein (A            SL2.40ch AT3G16010.1  pentatric      chr3:543  27.4702 35.7953 23.6917 12.1478 17.5064 15.6072
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.239 Detected -1.493 Detected -1.366 0.012 GT Sens contig214 contig214 Cortical c                       TAGTTTCcontig214 Solyc08g Solyc08g Cortical c                    GO:00082 GO:00082   contig214 Solyc08g Cortical c                     GO:00082 SL2.40ch AT2G45180.1  protease         chr2:186  871.932 764.666 256.103 443.645 385.169 293.644
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -2.148 Detected -2.297 Detected -2.222 0.001 GT Sens contig214 contig214 Cytochro                    CAAATGT contig214 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig214 Solyc09g Cytochro  GO:00198 SL2.40ch AT3G262 CYP71B2   CYP71B2               chr3:959  213.007 205.882 45.6097 50.4691 52.6285 43.1513
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -1.310 Detected -1.734 Comprom -1.522 0.038 GT Sens contig215 contig215 Unknown                  CCATCCTcontig215 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig215 Solyc08g Homology to unknow                  SL2.40ch AT2G25800.1  INVOLVE                                                                             chr2:110  28.878 38.5751 20.4727 19.6068 14.9948 10.1552
GT Sense Sense -0.344 Detected 0.344 Detected 0.000 -1.188 Detected -1.354 Detected -1.271 0.070 GT Sens contig215 contig215 Unknown      TACTCAAcontig215 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig215 Solyc12g Unknown Protein (A  SL2.40ch AT4G0137ATMPK4,   ATMPK4          chr4:567  636.596 1014.29 420.145 576.217 392.825 318.179
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -0.977 Detected -1.284 Detected -1.131 0.110 GT Sens contig215 contig215 UDP-gluc                  TATTCTGcontig215 Solyc02g Solyc02g UDP-gluc               GO:00039 GO:00039    contig215 Solyc02g UDP-gluc                GO:00039 SL2.40ch AT5G15490.1  UDP-gluc     chr5:502  7584.54 12703.7 4677.75 3602.43 5553.86 4081.07
GT Sense Sense -0.857 Detected 0.857 Detected 0.000 -4.179 Detected -4.078 Detected -4.129 0.041 GT Sens contig215 contig215 Xylogluca                           TCTTCTT contig215 Solyc03g Solyc03g Xylogluca                        GO:00167 GO:00167        contig215 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT4G258 XTR6, XT   XTR6 (XY                  chr4:131  3960.64 12848.5 1006.56 1242.49 438.556 427.575
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -0.973 Detected -1.619 Detected -1.296 0.104 GT Sens contig217 contig217 Sesquiter         AGATTACcontig217 Solyc07g Solyc07g Sesquiterpene synthase (AHRD   contig217 Solyc07g Sesquiterpene synth     SL2.40ch AT3G01160.1  unknown   chr3:546  44.2895 68.3061 37.6497 84.3883 31.2086 18.1324
GT Sense Sense -0.417 Detected 0.417 Detected 0.000 -1.392 Detected -1.002 Detected -1.197 0.121 GT Sens contig217 contig217 Unknown      GCTGAATcontig217 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig217 Solyc07g cDNA clone J013074                  SL2.40ch AT1G5975ARF1  ARF1 (AU           chr1:219  28.1428 49.5848 31.4875 43.7183 15.8518 18.8814
GT Sense Sense -0.871 Detected 0.871 Detected 0.000 -1.223 Detected -1.791 Detected -1.507 0.242 GT Sens contig217 contig217 Cytochro                    ATGGACAcontig217 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig217 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  125.42 415.029 74.0699 91.2861 108.836 66.7421
GT Sense Sense -0.860 Detected 0.860 Detected 0.000 -4.177 Detected -4.145 Detected -4.161 0.040 GT Sens contig218 contig218 Xylogluca                  TCTTCTT contig218 Solyc03g Solyc03g Xylogluca               GO:00059 GO:00059          contig218 Solyc03g Xylogluca                GO:00167 SL2.40ch AT4G258 XTR6, XT   XTR6 (XY                  chr4:131  3930 12806.5 981.101 1182.36 436.748 406.092
GT Sense Sense -0.606 Detected 0.606 Detected 0.000 -0.928 Detected -1.189 Detected -1.058 0.230 GT Sens contig220 contig220 Genomic                         GATGTTAcontig220 Solyc07g Solyc07g Genomic                      GO:00160 GO:00160 contig220 Solyc01g Serine inc                   GO:00160 SL2.40ch AT3G24460.1  TMS mem            chr3:888  139.802 320.338 149.003 165.853 123.863 93.99
GT Sense Sense -1.154 Detected 1.154 Detected 0.000 -1.992 Detected -2.721 Comprom -2.356 0.191 GT Sens contig222 contig222 FAD-bind                    GTCTACAcontig222 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig222 Solyc02g070160.1.1 AT5G44400.1  FAD-bind     chr5:178  24.2843 118.844 10.3547 10.8443 15.0443 8.24922
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -0.974 Comprom -1.361 Comprom -1.168 0.029 GT Sens contig227 contig227 Gibberelli                   CGGAAGAcontig227 Solyc06g Solyc06g Gibberelli                GO:00055 GO:00055  contig227 Solyc06g Gibberelli                 GO:00055 SL2.40ch AT1G28281.1 13.3439 14.2948 12.931 7.58609 7.82885 5.44361
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 -1.339 Detected -1.628 Detected -1.484 0.049 GT Sens contig228 contig228 S-adenos                 TCTGTGTcontig228 Solyc10g Solyc10g S-adenos              GO:00067 GO:00067   contig228 Solyc10g S-adenos               GO:00067 SL2.40ch AT2G3688MAT3  MAT3 (m       chr2:154  3044.84 4615.42 1590.47 2140.96 1649.95 1227.71
GT Sense Sense -0.354 Detected 0.354 Detected 0.000 -2.257 Detected -2.383 Detected -2.320 0.023 GT Sens contig228 contig228 Lysine ke                        TGCTCAAcontig228 Solyc05g Solyc05g Lysine ketoglutarate reductase                   contig228 Solyc05g Lysine ketoglutarate                    SL2.40ch AT1G13000.2  unknown   chr1:443  1588.29 2563.95 1059.99 1127.58 470.241 391.735
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.025 Detected -1.003 Detected -1.014 0.011 GT Sens contig229 contig229 Receptor-                   AATAAAT contig229 Solyc02g Solyc02g Receptor-                GO:00064 GO:00064  contig229 Solyc02g Receptor-                 GO:00064 SL2.40ch AT4G23240.1 108.52 124.23 88.872 80.2723 63.5659 58.6622
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 -1.345 Detected -1.791 Detected -1.568 0.029 GT Sens contig234 contig234 Decarbox                   ATTTCAT contig234 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig234 Solyc08g Decarbox                 GO:00301 SL2.40ch AT4G3320XI-I, ATXI-    XI-I; moto     chr4:160  819.502 649.602 341.324 693.696 319.928 213.534
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 -1.278 Detected -1.028 Detected -1.153 0.100 GT Sens contig239 contig239 Transpor          TTTACAT contig239 Solyc10g Solyc10g Transporter CorA family (AHRD   contig239 Solyc08g Zinc transport prote      SL2.40ch AT5G62630.1 105.211 174.621 75.4606 76.5982 62.2446 67.3119
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -0.885 Detected -1.361 Detected -1.123 0.071 GT Sens contig240 contig240 ATP synth                       TAGTAACcontig240 Solyc11g Solyc11g ATP synth                    GO:00452 GO:00452       contig240 Solyc11g ATP synth                     GO:00452 SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  9888.28 13012.5 9255.88 7897.03 6843.01 4471.42
GT Sense Sense -0.746 Detected 0.746 Detected 0.000 -1.680 Detected -1.410 Detected -1.545 0.179 GT Sens contig251 contig251 Unknown      CGACCCTcontig251 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig251 Solyc03g Unknown Protein (A  SL2.40ch AT5G47490.1  unknown   chr5:192  36.3126 101.026 33.6911 46.2516 21.0469 23.0774
GT Sense Sense -0.607 Detected 0.607 Detected 0.000 -1.452 Detected -1.165 Detected -1.308 0.171 GT Sens contig252 contig252 Histidine d                 CACTATGcontig252 Solyc05g Solyc05g Histidine d              GO:00301 GO:00301   contig252 Solyc08g Decarbox                 GO:00301 SL2.40ch AT5G28010.1 103.654 237.863 52.6454 89.4812 63.9148 70.9112
GT Sense Sense -0.753 Detected 0.753 Detected 0.000 -1.110 Detected -1.090 Detected -1.100 0.282 GT Sens contig254 contig254 Phloem le        AATCACT contig254 Solyc02g Solyc02g Phloem lectin (AHRD V1 --*- Q8 contig254 Solyc02g Phloem le     GO:00302 SL2.40ch AT1G11270.3 300.707 844.796 150.482 363.068 260.135 239.713
GT Sense Sense -0.868 Detected 0.868 Detected 0.000 -1.340 Detected -1.793 Detected -1.566 0.223 GT Sens contig255 contig255 Decarbox                   AGAAAAGcontig255 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig255 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  67.1864 221.41 31.409 60.1099 53.6607 35.6433
GT Sense Sense -0.550 Detected 0.550 Detected 0.000 -0.976 Detected -1.140 Detected -1.058 0.197 GT Sens contig256 contig256 Phosphat          AATGCAAcontig256 Solyc10g Solyc10g Phosphatidylcholine:ceramide      contig256 Solyc10g Phosphat       GO:00451 SL2.40ch AT3G54020.1  phospha       chr3:200  1765.47 3741.78 1199.9 1710.67 1454.76 1180.74
GT Sense Sense -1.951 Detected 1.951 Detected 0.000 -2.824 Comprom -4.542 Comprom -3.683 0.226 GT Sens contig257 contig257 Alpha-hum                   CACTCAT contig257 Solyc01g Solyc01g Alpha-hum                GO:00800 GO:00800      contig257 Solyc01g Alpha-hum                 GO:00800 SL2.40ch AT5G60700.1  glycosylt      chr5:244  12.8568 190.082 5.29307 11.0859 7.77638 2.14862
GT Sense Sense -0.665 Detected 0.665 Detected 0.000 -1.711 Detected -1.586 Detected -1.648 0.132 GT Sens contig257 contig257 Unknown      GAAAAGCcontig257 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig257 Solyc03g Unknown Protein (A  SL2.40ch AT3G0538ALY2, ATA   DNA bind          chr3:154  31.4297 78.0642 29.7675 37.3659 16.8551 16.7081
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 -1.053 Detected -1.535 Detected -1.294 0.066 GT Sens contig262 contig262 ATP synth           GTATATGcontig262 Solyc06g Solyc06g ATP synthase subunit alpha ch     contig262 Solyc06g ATP synthase subu       SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  10670.9 14965.2 10182.3 7478.89 6781.7 4415.11
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -3.263 Comprom -3.048 Comprom -3.156 0.002 GT Sens contig262 contig262 Cysteine-                       TGCTGCAcontig262 Solyc02g Solyc02g Cysteine-                    GO:00162 GO:00162     contig262 Solyc02g RLK, Rece          GO:00046 SL2.40ch AT4G11890.2 17.7996 15.6437 4.39816 5.19898 1.93534 2.04245
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -1.753 Detected -1.688 Detected -1.720 0.004 GT Sens contig264 contig264 Unknown      ATGAAAAcontig264 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig264 Solyc01g Unknown Protein (A  SL2.40ch AT1G73870.1 1053.12 1208.94 271.164 747.95 372.874 354.534
GT Sense Sense -1.047 Detected 1.047 Detected 0.000 -2.173 Detected -2.775 Detected -2.474 0.151 GT Sens contig268 contig268 Xylogluca                  GCAGATGcontig268 Solyc12g Solyc12g Xylogluca               GO:00059 GO:00059   contig268 Solyc12g Xylogluca                GO:00059 SL2.40ch AT3G23730.1  xylogluca             chr3:855  5617.22 23711.7 3337.58 5427.65 2850.57 1707.43
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 -1.156 Detected -1.943 Comprom -1.549 0.107 GT Sens contig268 contig268 Adaptin N            AAAGTGCcontig268 Solyc00g Solyc00g Adaptin N terminal region fami       contig268 Solyc11g AP-2 com                    GO:00301 SL2.40ch AT1G5952CW7  CW7  chr1:218  26.0923 44.2314 21.2998 17.5272 16.9817 8.94366
GT Sense Sense -0.433 Detected 0.433 Detected 0.000 -1.482 Detected -1.841 Detected -1.661 0.071 GT Sens contig268 contig268 Chitinase                AGCAAAT contig268 Solyc07g Solyc07g Chitinase             GO:00080 GO:00080  contig268 Solyc07g Chitinase              GO:00080 SL2.40ch AT4G01290.2  unknown   chr4:538  13037.9 23489.1 10252.7 11310.5 6975.71 4946.78
GT Sense Sense -0.409 Detected 0.409 Detected 0.000 -0.955 Detected -1.297 Detected -1.126 0.126 GT Sens contig270 contig270 Reductas                  CACTGAGcontig270 Solyc03g Solyc03g Reductas               GO:00452 GO:00452     contig270 Solyc12g Reductas                GO:00328 SL2.40ch AT1G59960.1  aldo/keto    chr1:220  13379.2 23307.5 9477.21 17809 10143.8 7274.9
GT Sense Sense -0.652 Detected 0.652 Detected 0.000 -0.825 Detected -1.286 Detected -1.055 0.267 GT Sens contig272 contig272 Unknown      CTGTGATcontig272 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig272 Solyc02g Unknown Protein (A  SL2.40ch AT1G18170.1  immunop          chr1:625  105.321 257.198 108.512 136.96 103.454 68.3471
GT Sense Sense -0.763 Detected 0.763 Detected 0.000 -1.550 Detected -1.011 Detected -1.281 0.255 GT Sens contig273 contig273 Histidine d                 GAGCAAAcontig273 Solyc07g Solyc07g Histidine d              GO:00301 GO:00301   contig273 Solyc08g Decarbox                 GO:00301 SL2.40ch #N/A #N/A #N/A #N/A 114.655 326.661 56.8354 90.269 73.6018 97.2199
GT Sense Sense 1.575 Detected -1.575 Detected 0.000 -1.497 Detected -1.072 Detected -1.285 0.504 GT Sens 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  357.058 39.7587 598.398 121.516 47.0156 57.3637
GT Sense Sense -0.369 Detected 0.369 Detected 0.000 -1.114 Detected -1.250 Detected -1.182 0.088 GT Sens contig275 contig275 Diacylglyc                  TAGCTTT contig275 Solyc07g Solyc07g Diacylglyc               GO:00072 GO:00072        contig275 Solyc07g Diacylglyc                GO:00041 SL2.40ch AT2G2090DGK5, AT   diacylgly     chr2:898  3023.83 4983.13 2068.34 2104.82 1996.87 1652.48
GT Sense Sense -0.845 Detected 0.845 Detected 0.000 -2.904 Detected -3.102 Detected -3.003 0.072 GT Sens contig277 contig277 FAD-bind                    CGCGGT contig277 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig277 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT4G20860.1  FAD-bind     chr4:111  134.178 427.918 85.1323 95.6278 35.6436 28.2549
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -0.830 Detected -1.196 Detected -1.013 0.099 GT Sens contig277 contig277 Fructose-                  AATGATAcontig277 Solyc09g Solyc09g Fructose-               GO:00060 GO:00060   contig277 Solyc09g Fructose-                GO:00055 SL2.40ch AT3G52930.1  fructose-     chr3:196  7903.35 11699.9 4688.27 4553.74 6023.91 4249.52
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -1.248 Detected -1.267 Detected -1.258 0.025 GT Sens contig278 contig278 UDP-gluc                  CATGCACcontig278 Solyc01g Solyc01g UDP-gluc               GO:00102 GO:00102     contig278 Solyc05g UDP-gluc                GO:00102 SL2.40ch AT1G01390.1  UDP-gluc      chr1:148  10289.3 13487.5 7952.67 7058.04 5522.15 4955.61
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 -1.151 Detected -1.330 Detected -1.241 0.048 GT Sens contig284 contig284 Kunitz try                  AATCAAGcontig284 Solyc03g Solyc03g Kunitz try               GO:00048 GO:00048   contig284 Solyc03g Kunitz try                GO:00048 SL2.40ch AT5G1732HDG9  HDG9 (HO              chr5:570  1171.51 799.886 307.219 549.664 485.554 389.729
GT Sense Sense 0.256 Detected -0.256 Detected 0.000 -2.168 Detected -1.686 Detected -1.927 0.032 GT Sens contig285 contig285 CTP synt        TGAAAGAcontig285 Solyc02g Solyc02g CTP synthase (AHRD V1 *-*- D7 contig285 Solyc02g CTP synthase (AHRD   SL2.40ch AT1G30820.1  CTP synt        chr1:109  898.713 623.258 196.894 350.533 185.504 235.541
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 -1.069 Detected -1.734 Detected -1.402 0.100 GT Sens contig295 contig295 Chitinase                TAAGTGTcontig295 Solyc10g Solyc10g Chitinase             GO:00080 GO:00080  contig295 Solyc10g017970.1.1 AT5G4637KCO2, AT    KCO2 (CA                 chr5:188  7397.31 11842.6 6526.98 7956.89 4968.92 2848.22
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -0.848 Detected -1.362 Detected -1.105 0.132 GT Sens contig295 contig295 (-)-germac                    GTTTACAcontig295 Solyc07g Solyc07g (-)-germac                 GO:00168 GO:00168  contig295 Solyc07g (-)-germac                  GO:00168 SL2.40ch AT5G05070.1  zinc ion b   chr5:149  179.342 294.183 139.292 264.498 142.135 90.4569
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 -1.312 Detected -0.975 Detected -1.143 0.151 GT Sens contig299 contig299 Calmodul                 CTCCTAAcontig299 Solyc11g Solyc11g Calmodul              GO:00055 GO:00055   contig299 Solyc11g071750.1.1 AT5G4238CML39, C   CML37 (C        chr5:169  400.682 765.164 158.036 343.967 248.315 285.288
GT Sense Sense -0.498 Detected 0.498 Detected 0.000 -1.461 Detected -2.094 Detected -1.778 0.095 GT Sens contig303 contig303 Os06g022                      CTCACTGcontig303 Solyc04g Solyc04g Os06g0220000 protein (Fragm                 contig303 Solyc04g Os06g0220000 prote                  SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  352.154 694.797 203.502 242.649 200.046 117.29
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.255 Detected -1.122 Detected -1.189 0.026 GT Sens contig305 contig305 Unknown              GAAAGCTcontig305 Solyc04g Solyc04g Unknown           GO:00096 GO:00096    contig305 Solyc04g Unknown            GO:00096 SL2.40ch AT1G23720.1  proline-ri      chr1:838  247.932 190.49 157.306 152.001 101.399 101.088
GT Sense Sense -0.790 Detected 0.790 Detected 0.000 -1.478 Detected -2.114 Detected -1.796 0.170 GT Sens contig307 contig307 Cytochro                    CTCCACTcontig307 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig307 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G50540.1  unknown   chr5:205  75.0352 221.868 39.7083 47.6281 51.5831 30.1682
GT Sense Sense -0.864 Detected 0.864 Detected 0.000 -4.918 Detected -5.509 Detected -5.213 0.029 GT Sens contig307 contig307 Polygalac                  TGACAGTcontig307 Solyc02g Solyc02g Polygalac               GO:00059 GO:00059   contig307 Solyc02g Polygalac                         GO:00059 SL2.40ch AT2G43870.1  polygalac       chr2:181  320.966 1051.85 67.376 245.485 21.4108 12.9208
GT Sense Sense 0.396 Detected -0.396 Detected 0.000 -1.352 Comprom -1.580 Comprom -1.466 0.071 GT Sens contig309 contig309 Phosphat                   GCATAACcontig309 Solyc10g Solyc10g Phosphatidylglycerol/phospha                contig309 Solyc10g Phosphatidylglycero                SL2.40ch #N/A #N/A #N/A #N/A 19.6944 11.2446 7.78286 3.85192 6.49319 5.03777
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.012 Detected -0.989 Detected -1.000 0.008 GT Sens contig323 contig323 Legumin-                 TCTCCCTcontig323 Solyc01g Solyc01g Legumin-              GO:00082 GO:00082       contig323 Solyc01g Legumin-               GO:00082 SL2.40ch AT3G54600.1  DJ-1 fam    chr3:202  737.639 644.21 593.909 855.679 380.726 351.726
GT Sense Sense -0.431 Detected 0.431 Detected 0.000 -0.806 Detected -1.763 Detected -1.284 0.184 GT Sens contig329 contig329 cDNA clon            ACATCACcontig329 Solyc02g Solyc02g cDNA clone J023049H21 full in      contig329 Solyc02g BZIP trans      GO:00055 SL2.40ch AT4G12700.1  unknown   chr4:748  116.641 209.542 115.245 31.4616 99.6108 46.6357
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 -1.402 Detected -0.844 Detected -1.123 0.097 GT Sens contig365 contig365 Unknown      AATACAA contig365 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig365 Solyc11g Unknown Protein (A  SL2.40ch AT4G09430.1  disease r       chr4:597  39.2943 55.3608 31.0119 32.0818 19.6494 26.3005
GT Sense Sense -1.062 Detected 1.062 Detected 0.000 -2.420 Detected -3.308 Detected -2.864 0.131 GT Sens contig368 contig368 Xylogluca                           AACGCTAcontig368 Solyc07g Solyc07g Xylogluca                        GO:00480 GO:00480      contig368 Solyc07g Xylogluca                         GO:00167 SL2.40ch AT3G23730.1  xylogluca             chr3:855  2860.7 12326.5 1586.01 2636.21 1235.43 606.926
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -0.878 Detected -1.125 Detected -1.002 0.017 GT Sens contig396 contig396 Alpha-hyd                  CAGACAAcontig396 Solyc07g Solyc07g Alpha-hyd               GO:00800 GO:00800       contig396 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT3G11130.1  clathrin h     chr3:348  119.634 125.597 68.6077 110.674 74.2925 56.8938
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -2.762 Detected -2.654 Detected -2.708 0.008 GT Sens 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  82.6864 58.9577 89.7559 87.2361 11.4664 11.2335
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 -0.829 Detected -1.259 Detected -1.044 0.081 GT Sens contig427 contig427 ECA1 gam            TAGTAGTAAGGTGGTGGAGGAGATGGTGAGGGTGGAGGAGGTGATTTAcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 800.629 1093.71 806.589 597.592 586.492 395.759
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.294 Comprom -1.952 Comprom -1.623 0.048 GT Sens contig446 contig446 Unknown      CCAAACT contig446 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig446 Solyc00g Unknown Protein (A  SL2.40ch AT5G39980.1  pentatric      chr5:160  12.5278 9.76326 7.04392 3.60644 5.02178 2.89461
GT Sense Sense -0.263 Detected 0.263 Detected 0.000 -0.978 Detected -1.708 Detected -1.343 0.096 GT Sens contig480 contig480 Sesquiter         CAGAGATcontig480 Solyc07g Solyc07g Sesquiterpene synthase (AHRD   contig480 Solyc07g Sesquiterpene synth     SL2.40ch AT3G28770.1  unknown   chr3:107  60.0404 85.4958 51.0905 79.7817 40.5005 22.2068
GT Sense Sense -0.671 Detected 0.671 Detected 0.000 -1.858 Detected -1.336 Detected -1.597 0.157 GT Sens contig489 contig489 Histidine d                 TAGGAACcontig489 Solyc07g Solyc07g Histidine d              GO:00197 GO:00197    contig489 Solyc08g Decarbox                 GO:00301 SL2.40ch AT5G25420.1  xanthine/      chr5:883  564.881 1416.6 246.529 433.424 274.913 358.85
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -1.094 Detected -1.667 Detected -1.380 0.051 GT Sens contig518 contig518 Xylogluca                  GTGGAAAcontig518 Solyc12g Solyc12g Xylogluca               GO:00059 GO:00059   contig518 Solyc12g Xylogluca                GO:00059 SL2.40ch AT3G23730.1  xylogluca             chr3:855  346.409 424.046 115.983 257.832 200.026 122.191
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -0.954 Detected -1.088 Detected -1.021 0.050 GT Sens contig591 contig591 AP-2 com                      CAAACTT contig591 Solyc11g Solyc11g AP-2 com                   GO:00301 GO:00301  contig591 Solyc11g AP-2 com                    GO:00301 SL2.40ch AT5G2277alpha-ADR  alpha-AD           chr5:757  395.481 535.468 315.745 302.013 264.485 219.124
GT Sense Sense -0.595 Detected 0.595 Detected 0.000 -1.275 Detected -0.995 Detected -1.135 0.204 GT Sens contig640 contig640 Unknown      TAAGCGCcontig640 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig640 Solyc07g Unknown Protein (A  SL2.40ch AT5G1742IRX3, CES     IRX3 (IRR       chr5:573  38.7648 87.389 37.7656 42.9198 26.7868 29.5709
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.034 Comprom -1.678 Comprom -1.356 0.065 GT Sens contig644 contig644 Unknown      TCTGCTGcontig644 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig644 Solyc05g Unknown Protein (A  SL2.40ch AT4G1709CT-BMY,    CT-BMY     chr4:960  21.2528 16.662 5.90889 11.6767 10.2346 5.9526
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.722 Detected -1.011 Detected -1.367 0.073 GT Sens contig657 contig657 Subtilisin                            ACATTTT contig657 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig657 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT5G58830.1  identical       chr5:237  3188.17 2515.52 1625.88 2511.52 955.755 1423.14
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 -2.279 Comprom -2.214 Comprom -2.247 0.017 GT Sens 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  23.7694 35.3763 10.4377 17.8858 6.65217 6.32644
GT Sense Sense 0.375 Detected -0.375 Detected 0.000 -0.936 Detected -1.953 Detected -1.444 0.150 GT Sens contig769 contig769 Proteinas                    TACTCAAcontig769 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig769 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G15830.1  binding  chr4:899  15131.2 8899.52 6563.6 5830.48 6755.91 3034.29
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 -2.356 Detected -2.195 Detected -2.275 0.014 GT Sens contig816 contig816 Auxin-ind                      TCTTCACcontig816 Solyc07g Solyc07g Auxin-induced protein-like (AH                 contig816 Solyc07g Auxin-induced prote                  SL2.40ch AT3G07730.1  unknown   chr3:246  49.1058 69.5534 8.43418 26.6495 12.7169 12.9258
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 -0.925 Detected -1.384 Detected -1.154 0.046 GT Sens contig816 contig816 Subtilisin                  AGTGTCTcontig816 Solyc01g Solyc01g Subtilisin               GO:00065 GO:00065 contig816 Solyc01g Subtilisin                GO:00065 SL2.40ch AT5G44530.1  subtilase    chr5:179  443.379 515.868 515.573 510.994 280.59 185.54
GT Sense Sense 0.488 Detected -0.488 Detected 0.000 -1.204 Detected -0.819 Detected -1.011 0.193 GT Sens 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  36.4324 18.3169 28.5438 44.906 12.492 14.8212
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -2.709 Detected -2.410 Detected -2.559 0.009 GT Sens contig843 contig843 Glutathion                  GGCGTATcontig843 Solyc01g Solyc01g Glutathione-S-transferase (AHR              contig843 Solyc01g Glutathione-S-transf               SL2.40ch AT3G4924emb1796  emb1796       chr3:182  5037.75 6463.37 1129.53 1187.95 972.021 1087.34
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 -1.529 Detected -2.289 Detected -1.909 0.053 GT Sens 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  53.6849 75.5377 37.0418 40.1116 24.5818 13.1955
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -1.338 Detected -1.585 Detected -1.462 0.020 GT Sens contig888 contig888 Pectinest                ATCATAA contig888 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig888 Solyc02g Pectinest              GO:00056 SL2.40ch AT1G02810.1  pectinest     chr1:618  2149.23 1678.45 1096.82 1891.27 836.824 640.789
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -0.920 Detected -1.672 Detected -1.296 0.075 GT Sens contig958 contig958 Aromatic                  ACCAAACcontig958 Solyc07g Solyc07g Aromatic               GO:00197 GO:00197      contig958 Solyc07g054860.1.1 AT2G20340.1  tyrosine    chr2:877  96.3453 92.8623 47.0697 72.5507 55.677 30.0459
GT Sense Sense -0.908 Detected 0.908 Detected 0.000 -5.202 Detected -5.296 Detected -5.249 0.029 GT Sens U23053 U23053 LEU23053           CAAGAGTTAGGAGTCCAAAATGTGACAGTTAAGACTGTGACTTTCAGTGGAACAACAAAT 308.206 1073.3 61.8603 271.509 17.4008 14.8214
GT Sense Sense -0.805 Detected 0.805 Detected 0.000 -4.356 Detected -4.992 Detected -4.674 0.033 GT Sens U23053 U23053 TAPG1; C   GCCAGAGGAAGAGTTTCTGGTTTACAAAAACCTACCAATTGCCTATTAAAAAGTTAGATA 423.297 1277.04 87.8408 304.214 39.9902 23.3835
GT Sense Sense -0.832 Detected 0.832 Detected 0.000 -4.368 Detected -5.287 Detected -4.828 0.037 GT Sens U70480 U70480 LEU70480            GCTGGAAACAACAAGAGTTGGGAGTCCAAAATGTGACAGTTAAGACTGTGACTTTTAGTG 446.282 1398.8 87.6813 367.343 42.6094 20.485
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -3.585 Detected -5.149 Detected -4.367 0.033 GT Sens U70481 U70481 LEU70481            CTGGAGGAAGAGCTTCTGGTTTTGAAGAACTTAGTAAATGCTTATAAATTATACAACAAA 63595.8 84911.7 55114.2 49292.9 6818.84 2097.41
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 -4.195 Detected -5.851 Detected -5.023 0.027 GT Sens U70481 U70481 TAPG4; C   AAGAGCAAGGAGTACAAAATGTGACAGTTAAGATGGTTAGCTTCACAAGTACTGAGAATG 46815.7 58856.6 34375.9 29312.8 3192.94 920.522



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
6201 GO:0008794 arsenate reductase (glutared  0.00 6 1.8518518 20 0.0577584

13089 GO:0030614 oxidoreductase activity, acting         0.00 6 1.8518518 20 0.0577584
13088 GO:0030613 oxidoreductase activity, acting      0.00 6 1.8518518 20 0.0577584
13086 GO:0030611 arsenate reductase activity 0.00 6 1.8518518 20 0.0577584
28364 GO:0065007 biological regulation 0.00 72 22.222221 4376 12.637537
25094 GO:0050789|GO:0050791 regulation of biological proces 0.00 71 21.91358 4315 12.461374
25098 GO:0050794|GO:0051244 regulation of cellular process 0.00 64 19.753086 3987 11.514136
11224 GO:0019222 regulation of metabolic proce 0.00 48 14.814815 3115 8.995871
5243 GO:0007218 neuropeptide signaling pathw 0.00 2 0.61728394 5 0.0144396

21058 GO:0045454|GO:0030503|G cell redox homeostasis 0.00 8 2.4691358 211 0.6093511
7074 GO:0009815 1-aminocyclopropane-1-carb   0.00 4 1.2345679 49 0.14150807
4530 GO:0006355|GO:0032583|G regulation of transcription, DN 0.00 40 12.345679 2591 7.4826

25544 GO:0051252 regulation of RNA metabolic 0.00 40 12.345679 2593 7.488376
13756 GO:0031326 regulation of cellular biosynth  0.00 40 12.345679 2605 7.523031
7141 GO:0009889 regulation of biosynthetic proc 0.00 40 12.345679 2605 7.523031

32213 GO:2000112 regulation of cellular macrom   0.00 40 12.345679 2605 7.523031
7772 GO:0010556 regulation of macromolecule  0.00 40 12.345679 2605 7.523031

31493 GO:0080118 brassinosteroid sulfotransfera  0.00 3 0.9259259 25 0.072197996
5702 GO:0008146 sulfotransferase activity 0.00 4 1.2345679 54 0.15594767

11695 GO:0019725 cellular homeostasis 0.00 8 2.4691358 234 0.67577326
7692 GO:0010468 regulation of gene expression 0.00 40 12.345679 2635 7.6096687

18925 GO:0042592 homeostatic process 0.00 8 2.4691358 238 0.68732494
19393 GO:0043086 negative regulation of catalyti  0.00 7 2.1604939 188 0.54292893
20342 GO:0044092 negative regulation of molecu  0.00 7 2.1604939 188 0.54292893
27228 GO:0060255 regulation of macromolecule  0.00 40 12.345679 2660 7.6818666
25468 GO:0051171 regulation of nitrogen compou   0.00 40 12.345679 2675 7.7251854
11221 GO:0019219 regulation of nucleobase, nuc       0.00 40 12.345679 2675 7.7251854
31465 GO:0080090 regulation of primary metabo  0.00 40 12.345679 2710 7.826263
28365 GO:0065008 regulation of biological quality 0.00 9 2.7777777 316 0.9125827
19255 GO:0042938 dipeptide transport 0.00 5 1.5432099 105 0.3032316
19253 GO:0042936 dipeptide transporter activity 0.00 5 1.5432099 105 0.3032316
8517 GO:0015103 inorganic anion transmembra   0.00 6 1.8518518 154 0.44473964
3464 GO:0004857 enzyme inhibitor activity 0.00 6 1.8518518 157 0.4534034

12946 GO:0030414 peptidase inhibitor activity 0.00 5 1.5432099 110 0.31767118
7690 GO:0010466 negative regulation of peptida  0.00 5 1.5432099 110 0.31767118

25636 GO:0051346 negative regulation of hydrola  0.00 5 1.5432099 110 0.31767118
9722 GO:0016641 oxidoreductase activity, acting         0.00 4 1.2345679 69 0.19926646

28100 GO:0061134 peptidase regulator activity 0.00 5 1.5432099 112 0.32344702
26711 GO:0052547 regulation of peptidase activit 0.00 5 1.5432099 112 0.32344702
13753 GO:0031323 regulation of cellular metabol  0.00 40 12.345679 2770 7.999538
9832 GO:0016782 transferase activity, transferri   0.01 4 1.2345679 74 0.21370606
8967 GO:0015698 inorganic anion transport 0.01 6 1.8518518 176 0.5082739

13082 GO:0030599 pectinesterase activity 0.01 6 1.8518518 178 0.5140497
3307 GO:0004675 transmembrane receptor pro    0.01 9 2.7777777 367 1.0598665

31431 GO:0080054 low affinity nitrate transmemb   0.01 3 0.9259259 45 0.1299564
12608 GO:0030001 metal ion transport 0.01 9 2.7777777 374 1.080082
4910 GO:0006811 ion transport 0.01 17 5.2469134 959 2.769515
219 GO:0000287 magnesium ion binding 0.01 2 0.61728394 16 0.046206716

9719 GO:0016638 oxidoreductase activity, acting      0.01 4 1.2345679 89 0.25702485
8608 GO:0015198 oligopeptide transporter activ 0.01 5 1.5432099 139 0.40142086
8607 GO:0015197|GO:0015637 peptide transporter activity 0.01 5 1.5432099 139 0.40142086
9099 GO:0015833 peptide transport 0.01 5 1.5432099 141 0.4071967
4944 GO:0006857 oligopeptide transport 0.01 5 1.5432099 141 0.4071967
2986 GO:0004252 serine-type endopeptidase ac 0.01 5 1.5432099 144 0.41586044
5792 GO:0008271 secondary active sulfate trans   0.01 2 0.61728394 18 0.051982556

22917 GO:0047429 nucleoside-triphosphate dipho  0.01 2 0.61728394 18 0.051982556
8736 GO:0015381 high affinity sulfate transmem   0.01 2 0.61728394 18 0.051982556
6023 GO:0008569 minus-end-directed microtubu   0.02 1 0.30864197 2 0.00577584
8526 GO:0015112 nitrate transmembrane transp  0.02 3 0.9259259 61 0.1761631
8975 GO:0015706|GO:0006872 nitrate transport 0.02 3 0.9259259 61 0.1761631
5213 GO:0007186 G-protein coupled receptor p   0.02 3 0.9259259 62 0.17905103
8530 GO:0015116 sulfate transmembrane trans  0.02 2 0.61728394 26 0.075085916
8494 GO:0015075 ion transmembrane transport  0.02 14 4.3209877 827 2.3883097

16603 GO:0034220 ion transmembrane transport 0.03 14 4.3209877 833 2.4056373
5793 GO:0008272|GO:0006870 sulfate transport 0.03 2 0.61728394 28 0.080861755
5981 GO:0008509 anion transmembrane transp  0.03 6 1.8518518 245 0.70754033
4917 GO:0006820|GO:0006822 anion transport 0.03 6 1.8518518 247 0.7133162

26845 GO:0052689 carboxylic ester hydrolase ac 0.03 10 3.0864198 538 1.5537009
9600 GO:0016491 oxidoreductase activity 0.03 24 7.4074073 1724 4.9787736
4528 GO:0006353 transcription termination, DNA 0.04 1 0.30864197 4 0.011551679
9351 GO:0016119 carotene metabolic process 0.04 1 0.30864197 4 0.011551679
9352 GO:0016120 carotene biosynthetic process 0.04 1 0.30864197 4 0.011551679
9819 GO:0016767 geranylgeranyl-diphosphate g  0.04 1 0.30864197 4 0.011551679

18575 GO:0042214 terpene metabolic process 0.04 1 0.30864197 4 0.011551679
21791 GO:0046246 terpene biosynthetic process 0.04 1 0.30864197 4 0.011551679
22408 GO:0046905 phytoene synthase activity 0.04 1 0.30864197 4 0.011551679
5196 GO:0007166 cell surface receptor linked si  0.04 3 0.9259259 78 0.22525774

25626 GO:0051336 regulation of hydrolase activit 0.04 5 1.5432099 196 0.5660323
3490 GO:0004888|GO:0004926 transmembrane receptor acti 0.04 10 3.0864198 571 1.6490022
8739 GO:0015385|GO:0015502 sodium:hydrogen antiporter a 0.04 2 0.61728394 36 0.10396511
4911 GO:0006812|GO:0006819|G cation transport 0.05 11 3.3950617 662 1.9118029

11202 GO:0019199 transmembrane receptor pro   0.05 9 2.7777777 504 1.4555116
22376 GO:0046873 metal ion transmembrane tra  0.05 5 1.5432099 213 0.6151269
5766 GO:0008236 serine-type peptidase activity 0.05 5 1.5432099 214 0.6180149
3476 GO:0004872|GO:0019041 receptor activity 0.05 11 3.3950617 672 1.9406822
5810 GO:0008290 F-actin capping protein comp 0.05 1 0.30864197 6 0.01732752
8505 GO:0015089 high affinity copper ion transm   0.05 1 0.30864197 6 0.01732752

14264 GO:0031849 olfactory receptor binding 0.05 1 0.30864197 6 0.01732752
2713 GO:0003863 3-methyl-2-oxobutanoate deh   0.05 1 0.30864197 6 0.01732752
5704 GO:0008150|GO:0000004|G biological_process 0.06 222 68.51852 22215 64.155136

10103 GO:0017171 serine hydrolase activity 0.06 5 1.5432099 220 0.63534236
4990 GO:0006915|GO:0008632 apoptosis 0.06 5 1.5432099 227 0.6555578
3021 GO:0004337 geranyltranstransferase activ 0.06 1 0.30864197 7 0.020215439

27063 GO:0060089 molecular transducer activity 0.07 12 3.7037036 787 2.2727928
3475 GO:0004871|GO:0005062|G signal transducer activity 0.07 12 3.7037036 787 2.2727928
5195 GO:0007165|GO:0023033 signal transduction 0.07 14 4.3209877 961 2.775291

12602 GO:0023052|GO:0023046 signaling 0.07 14 4.3209877 961 2.775291
25998 GO:0051716 cellular response to stimulus 0.07 16 4.9382715 1138 3.2864528
7843 GO:0010628 positive regulation of gene ex 0.07 1 0.30864197 8 0.023103358

21461 GO:0045893|GO:0043193|G positive regulation of transcrip  0.07 1 0.30864197 8 0.023103358
3022 GO:0004338 glucan exo-1,3-beta-glucosid  0.07 1 0.30864197 8 0.023103358
3402 GO:0004791 thioredoxin-disulfide reductas  0.07 1 0.30864197 8 0.023103358
5756 GO:0008219 cell death 0.07 5 1.5432099 239 0.69021285
8209 GO:0012501|GO:0016244 programmed cell death 0.07 5 1.5432099 239 0.69021285
9462 GO:0016265 death 0.07 5 1.5432099 239 0.69021285
3844 GO:0005451 monovalent cation:hydrogen  0.08 2 0.61728394 49 0.14150807

25195 GO:0050896|GO:0051869 response to stimulus 0.08 24 7.4074073 1881 5.432177
19342 GO:0043027 caspase inhibitor activity 0.08 1 0.30864197 9 0.025991278
19343 GO:0043028 caspase regulator activity 0.08 1 0.30864197 9 0.025991278
19458 GO:0043154|GO:0001719 negative regulation of caspas  0.08 1 0.30864197 9 0.025991278
19579 GO:0043281|GO:0043026 regulation of caspase activity 0.08 1 0.30864197 9 0.025991278
2975 GO:0004175|GO:0016809 endopeptidase activity 0.08 6 1.8518518 320 0.9241344

25095 GO:0050790 regulation of catalytic activity 0.08 8 2.4691358 480 1.3862015
12794 GO:0030234 enzyme regulator activity 0.09 7 2.1604939 403 1.1638317
28366 GO:0065009 regulation of molecular functi 0.09 8 2.4691358 484 1.3977532



8673 GO:0015291|GO:0015290|G secondary active transmemb   0.09 7 2.1604939 407 1.1753833
5678 GO:0008113|GO:0033742 peptide-methionine-(S)-S-oxi   0.09 1 0.30864197 10 0.0288792
9741 GO:0016668|GO:0016654 oxidoreductase activity, acting           0.09 1 0.30864197 10 0.0288792
983 GO:0001664 G-protein-coupled receptor b 0.09 1 0.30864197 10 0.0288792

12574 GO:0022892 substrate-specific transporter 0.10 19 5.8641977 1463 4.2250266
4909 GO:0006810|GO:0015457|G transport 0.10 28 8.641975 2315 6.6855345

25529 GO:0051234 establishment of localization 0.10 28 8.641975 2315 6.6855345
24966 GO:0050660 flavin adenine dinucleotide bi 0.10 3 0.9259259 118 0.34077454
25476 GO:0051179 localization 0.10 28 8.641975 2319 6.697086
4913 GO:0006814|GO:0006834|G sodium ion transport 0.10 2 0.61728394 58 0.16749935
8499 GO:0015081|GO:0022816 sodium ion transmembrane tr  0.10 2 0.61728394 58 0.16749935

18086 GO:0035725 sodium ion transmembrane tr 0.10 2 0.61728394 58 0.16749935
29800 GO:0071436 sodium ion export 0.10 2 0.61728394 58 0.16749935
4526 GO:0006351|GO:0006350|G transcription, DNA-dependen 0.10 20 6.1728396 1575 4.548474

15176 GO:0032774 RNA biosynthetic process 0.10 20 6.1728396 1575 4.548474
7526 GO:0010301|GO:0033710 xanthoxin dehydrogenase act 0.11 1 0.30864197 12 0.03465504
8748 GO:0015398 high affinity secondary active    0.11 1 0.30864197 12 0.03465504

21503 GO:0045935 positive regulation of nucleob        0.11 1 0.30864197 12 0.03465504
25470 GO:0051173 positive regulation of nitrogen   0.11 1 0.30864197 12 0.03465504
25546 GO:0051254 positive regulation of RNA me  0.11 1 0.30864197 12 0.03465504
2843 GO:0004034 aldose 1-epimerase activity 0.11 1 0.30864197 12 0.03465504
8149 GO:0010941 regulation of cell death 0.12 1 0.30864197 13 0.037542958

19298 GO:0042981 regulation of apoptosis 0.12 1 0.30864197 13 0.037542958
19381 GO:0043067|GO:0043070 regulation of programmed ce  0.12 1 0.30864197 13 0.037542958
22416 GO:0046915 transition metal ion transmem   0.12 2 0.61728394 64 0.18482687
4641 GO:0006508 proteolysis 0.12 13 4.012346 965 2.7868426

12516 GO:0022804 active transmembrane transp  0.12 11 3.3950617 787 2.2727928
31408 GO:0080031 methyl salicylate esterase act 0.12 1 0.30864197 14 0.040430877
12573 GO:0022891 substrate-specific transmemb   0.12 16 4.9382715 1241 3.5839086
3473 GO:0004867 serine-type endopeptidase in  0.13 2 0.61728394 66 0.1906027
7520 GO:0010294 abscisic acid glucosyltransfer  0.13 1 0.30864197 15 0.043318797
9340 GO:0016108 tetraterpenoid metabolic proc 0.13 1 0.30864197 15 0.043318797
9341 GO:0016109 tetraterpenoid biosynthetic pr 0.13 1 0.30864197 15 0.043318797
9348 GO:0016116 carotenoid metabolic process 0.13 1 0.30864197 15 0.043318797
9349 GO:0016117 carotenoid biosynthetic proce 0.13 1 0.30864197 15 0.043318797

26959 GO:0055114 oxidation-reduction process 0.13 29 8.950617 2490 7.1909204
4954 GO:0006869 lipid transport 0.13 4 1.2345679 208 0.6006873
8085 GO:0010876 lipid localization 0.13 4 1.2345679 208 0.6006873

32 GO:0000041 transition metal ion transport 0.13 2 0.61728394 68 0.19637854
5840 GO:0008324 cation transmembrane transp  0.13 8 2.4691358 538 1.5537009
3829 GO:0005381|GO:0005382|G iron ion transmembrane trans  0.14 1 0.30864197 16 0.046206716

17134 GO:0034755 iron ion transmembrane trans 0.14 1 0.30864197 16 0.046206716
22412 GO:0046910 pectinesterase inhibitor activit 0.14 1 0.30864197 16 0.046206716
31396 GO:0080019 fatty-acyl-CoA reductase (alc  0.14 1 0.30864197 16 0.046206716
2667 GO:0003777 microtubule motor activity 0.14 1 0.30864197 16 0.046206716
3742 GO:0005242 inward rectifier potassium cha  0.14 1 0.30864197 16 0.046206716
9740 GO:0016667 oxidoreductase activity, acting      0.15 2 0.61728394 72 0.20793022

18738 GO:0042389 omega-3 fatty acid desaturas  0.15 1 0.30864197 17 0.049094636
31498 GO:0080123 jasmonate-amino synthetase 0.15 1 0.30864197 17 0.049094636
5019 GO:0006952|GO:0002217|G defense response 0.15 4 1.2345679 221 0.63823026
7773 GO:0010557 positive regulation of macrom   0.16 1 0.30864197 18 0.051982556

12887 GO:0030332 cyclin binding 0.16 1 0.30864197 18 0.051982556
8810 GO:0015491 cation:cation antiporter activit 0.16 2 0.61728394 75 0.21659398

12547 GO:0022857|GO:0005386|G transmembrane transporter a 0.16 18 5.5555553 1483 4.282785
11776 GO:0019825 oxygen binding 0.16 6 1.8518518 389 1.1234008
5791 GO:0008270 zinc ion binding 0.17 22 6.7901235 1880 5.4292893
4921 GO:0006826|GO:0015681 iron ion transport 0.17 1 0.30864197 20 0.0577584
5991 GO:0008519 ammonium transmembrane t  0.17 1 0.30864197 20 0.0577584
8965 GO:0015696 ammonium transport 0.17 1 0.30864197 20 0.0577584
9707 GO:0016624 oxidoreductase activity, acting           0.17 1 0.30864197 20 0.0577584

30844 GO:0072488 ammonium transmembrane t 0.17 1 0.30864197 20 0.0577584
716 GO:0001071 nucleic acid binding transcript   0.18 17 5.2469134 1417 4.0921826

2643 GO:0003700|GO:0000130 sequence-specific DNA bindi    0.18 17 5.2469134 1417 4.0921826
3474 GO:0004869|GO:0004870 cysteine-type endopeptidase  0.18 1 0.30864197 21 0.060646318

17024 GO:0034645|GO:0034961 cellular macromolecule biosy  0.18 23 7.0987654 1999 5.7729516
6428 GO:0009059|GO:0043284 macromolecule biosynthetic p 0.18 23 7.0987654 2003 5.7845035

22415 GO:0046914 transition metal ion binding 0.19 29 8.950617 2599 7.5057034
3828 GO:0005375|GO:0005378|G copper ion transmembrane tr  0.19 1 0.30864197 22 0.06353424
4920 GO:0006825 copper ion transport 0.19 1 0.30864197 22 0.06353424
7143 GO:0009891 positive regulation of biosynth  0.19 1 0.30864197 22 0.06353424

13038 GO:0030551 cyclic nucleotide binding 0.19 1 0.30864197 22 0.06353424
13758 GO:0031328 positive regulation of cellular  0.19 1 0.30864197 22 0.06353424
17800 GO:0035434 copper ion transmembrane tr 0.19 1 0.30864197 22 0.06353424
3955 GO:0005634 nucleus 0.19 17 5.2469134 1433 4.138389
7527 GO:0010302 2-oxoglutarate-dependent dio  0.19 1 0.30864197 23 0.06642216

12572 GO:0022890|GO:0015082 inorganic cation transmembra   0.20 5 1.5432099 332 0.9587894
31407 GO:0080030 methyl indole-3-acetate ester  0.20 1 0.30864197 24 0.06931008
26931 GO:0055085 transmembrane transport 0.20 18 5.5555553 1548 4.4705
4476 GO:0006278 RNA-dependent DNA replica 0.20 3 0.9259259 166 0.4793947
3723 GO:0005215|GO:0005478 transporter activity 0.21 21 6.4814816 1844 5.325324

31895 GO:0090304 nucleic acid metabolic proces 0.21 26 8.024692 2340 6.7577324
19125 GO:0042802 identical protein binding 0.21 9 2.7777777 697 2.01288
18747 GO:0042398 cellular modified amino acid b  0.21 1 0.30864197 25 0.072197996
9308 GO:0016070 RNA metabolic process 0.21 21 6.4814816 1855 5.3570914
8516 GO:0015101 organic cation transmembran   0.22 1 0.30864197 26 0.075085916
8964 GO:0015695 organic cation transport 0.22 1 0.30864197 26 0.075085916
9744 GO:0016671 oxidoreductase activity, acting         0.22 1 0.30864197 26 0.075085916
8159 GO:0010951 negative regulation of endope  0.22 2 0.61728394 95 0.27435237

26712 GO:0052548 regulation of endopeptidase a 0.22 2 0.61728394 95 0.27435237
28101 GO:0061135 endopeptidase regulator activ 0.22 2 0.61728394 95 0.27435237
3472 GO:0004866 endopeptidase inhibitor activi 0.22 2 0.61728394 95 0.27435237
9346 GO:0016114 terpenoid biosynthetic proces 0.22 1 0.30864197 27 0.077973835
3631 GO:0005089 Rho guanyl-nucleotide excha   0.22 1 0.30864197 27 0.077973835
6940 GO:0009672 auxin:hydrogen symporter ac 0.23 1 0.30864197 28 0.080861755
7145 GO:0009893 positive regulation of metabo  0.23 1 0.30864197 28 0.080861755
7819 GO:0010604 positive regulation of macrom   0.23 1 0.30864197 28 0.080861755

13755 GO:0031325 positive regulation of cellular  0.23 1 0.30864197 28 0.080861755
8681 GO:0015299 solute:hydrogen antiporter ac 0.23 2 0.61728394 98 0.28301615

22375 GO:0046872 metal ion binding 0.23 32 9.876543 2985 8.6204405
19126 GO:0042803 protein homodimerization act 0.24 4 1.2345679 265 0.7652988
4704 GO:0006575 cellular modified amino acid m  0.24 1 0.30864197 29 0.083749674
4841 GO:0006721 terpenoid metabolic process 0.24 1 0.30864197 29 0.083749674

19470 GO:0043167 ion binding 0.24 32 9.876543 2997 8.655096
19472 GO:0043169 cation binding 0.24 32 9.876543 2997 8.655096
5916 GO:0008422|GO:0016983 beta-glucosidase activity 0.25 1 0.30864197 30 0.086637594
6216 GO:0008810 cellulase activity 0.25 1 0.30864197 30 0.086637594
2666 GO:0003774 motor activity 0.25 1 0.30864197 30 0.086637594
2870 GO:0004064 arylesterase activity 0.25 1 0.30864197 30 0.086637594
3518 GO:0004930|GO:0001622|G G-protein coupled receptor a 0.25 1 0.30864197 30 0.086637594

22049 GO:0046527 glucosyltransferase activity 0.25 4 1.2345679 270 0.77973837
11931 GO:0020037 heme binding 0.26 7 2.1604939 550 1.5883559
3785 GO:0005315|GO:0005317 inorganic phosphate transme   0.26 1 0.30864197 32 0.09241343
4481 GO:0006284 base-excision repair 0.26 1 0.30864197 32 0.09241343

12833 GO:0030275 LRR domain binding 0.26 1 0.30864197 32 0.09241343
23914 GO:0048522|GO:0051242 positive regulation of cellular 0.26 1 0.30864197 32 0.09241343
3717 GO:0005199 structural constituent of cell w 0.26 1 0.30864197 32 0.09241343

24968 GO:0050662 coenzyme binding 0.27 3 0.9259259 191 0.5515927
3749 GO:0005249 voltage-gated potassium cha  0.27 1 0.30864197 34 0.09818927
3872 GO:0005506 iron ion binding 0.28 7 2.1604939 563 1.6258988
6355 GO:0008970 phospholipase A1 activity 0.28 1 0.30864197 35 0.10107719

23199 GO:0047714 galactolipase activity 0.28 1 0.30864197 35 0.10107719
8680 GO:0015298 solute:cation antiporter activit 0.28 2 0.61728394 112 0.32344702



29918 GO:0071554 cell wall organization or bioge 0.28 2 0.61728394 112 0.32344702
9933 GO:0016903 oxidoreductase activity, acting        0.29 2 0.61728394 113 0.32633495

12626 GO:0030029 actin filament-based process 0.29 1 0.30864197 36 0.10396511
12633 GO:0030036 actin cytoskeleton organizatio 0.29 1 0.30864197 36 0.10396511
22478 GO:0046982 protein heterodimerization ac 0.29 2 0.61728394 114 0.32922286
3758 GO:0005267 potassium channel activity 0.29 1 0.30864197 37 0.10685303
5066 GO:0007010 cytoskeleton organization 0.30 1 0.30864197 38 0.10974095

12538 GO:0022843 voltage-gated cation channel 0.30 1 0.30864197 38 0.10974095
8584 GO:0015171|GO:0015359 amino acid transmembrane t  0.30 2 0.61728394 118 0.34077454
2521 GO:0003333 amino acid transmembrane t 0.30 2 0.61728394 118 0.34077454
7691 GO:0010467 gene expression 0.30 21 6.4814816 1974 5.7007537

23910 GO:0048518|GO:0043119 positive regulation of biologic  0.31 1 0.30864197 40 0.1155168
6884 GO:0009607 response to biotic stimulus 0.32 2 0.61728394 122 0.3523262
4951 GO:0006865|GO:0006866 amino acid transport 0.32 2 0.61728394 123 0.35521415

22409 GO:0046906 tetrapyrrole binding 0.33 7 2.1604939 596 1.7212002
8461 GO:0015020|GO:0003981 glucuronosyltransferase activ 0.33 1 0.30864197 42 0.121292636

13884 GO:0031461 cullin-RING ubiquitin ligase co 0.33 1 0.30864197 42 0.121292636
13656 GO:0031224 intrinsic to membrane 0.33 13 4.012346 1193 3.4452884
3761 GO:0005275|GO:0005279 amine transmembrane transp  0.33 2 0.61728394 126 0.3638779

17617 GO:0035251 UDP-glucosyltransferase acti 0.33 3 0.9259259 218 0.62956655
9186 GO:0015926 glucosidase activity 0.34 1 0.30864197 44 0.12706847
8666 GO:0015276 ligand-gated ion channel activ 0.35 1 0.30864197 45 0.1299564
9893 GO:0016857 racemase and epimerase act      0.35 1 0.30864197 45 0.1299564

12530 GO:0022834 ligand-gated channel activity 0.35 1 0.30864197 45 0.1299564
3630 GO:0005088 Ras guanyl-nucleotide excha   0.35 1 0.30864197 45 0.1299564
4460 GO:0006260|GO:0055133 DNA replication 0.35 3 0.9259259 224 0.64689404

22479 GO:0046983 protein dimerization activity 0.36 6 1.8518518 517 1.4930545
5732 GO:0008194 UDP-glycosyltransferase acti 0.36 4 1.2345679 322 0.9299102
9103 GO:0015837 amine transport 0.36 2 0.61728394 135 0.38986918

14591 GO:0032183 SUMO binding 0.36 1 0.30864197 48 0.13862015
28930 GO:0070566 adenylyltransferase activity 0.36 1 0.30864197 48 0.13862015
3801 GO:0005342 organic acid transmembrane  0.36 2 0.61728394 136 0.3927571

22444 GO:0046943 carboxylic acid transmembra   0.36 2 0.61728394 136 0.3927571
3756 GO:0005261|GO:0015281|G cation channel activity 0.37 1 0.30864197 49 0.14150807
6483 GO:0009116 nucleoside metabolic process 0.37 1 0.30864197 49 0.14150807

31421 GO:0080044 quercetin 7-O-glucosyltransfe  0.37 1 0.30864197 49 0.14150807
30066 GO:0071702 organic substance transport 0.38 6 1.8518518 529 1.5277096
5096 GO:0007047 cellular cell wall organization 0.38 1 0.30864197 50 0.14439599
6932 GO:0009664 plant-type cell wall organizatio 0.38 1 0.30864197 50 0.14439599
7166 GO:0009914 hormone transport 0.38 1 0.30864197 50 0.14439599

20857 GO:0045229 external encapsulating structu  0.38 1 0.30864197 50 0.14439599
27891 GO:0060918 auxin transport 0.38 1 0.30864197 50 0.14439599
30033 GO:0071669 plant-type cell wall organizatio   0.38 1 0.30864197 50 0.14439599
31536 GO:0080161 auxin transmembrane transpo  0.38 1 0.30864197 50 0.14439599
3877 GO:0005516 calmodulin binding 0.38 3 0.9259259 236 0.6815491
8908 GO:0015629 actin cytoskeleton 0.38 1 0.30864197 51 0.14728391
9975 GO:0016998 cell wall macromolecule cata  0.38 1 0.30864197 51 0.14728391
3293 GO:0004659 prenyltransferase activity 0.38 1 0.30864197 51 0.14728391
4915 GO:0006817 phosphate transport 0.39 1 0.30864197 52 0.15017183
8528 GO:0015114 phosphate transmembrane tr  0.39 1 0.30864197 52 0.15017183

17801 GO:0035435 phosphate transmembrane tr 0.39 1 0.30864197 52 0.15017183
20287 GO:0044036 cell wall macromolecule meta  0.39 1 0.30864197 52 0.15017183
28378 GO:0070011 peptidase activity, acting on L   0.39 6 1.8518518 537 1.550813
29246 GO:0070882 cellular cell wall organization  0.39 1 0.30864197 53 0.15305975
4478 GO:0006281 DNA repair 0.41 2 0.61728394 149 0.43030006
5037 GO:0006974|GO:0034984 response to DNA damage sti 0.41 2 0.61728394 149 0.43030006
3306 GO:0004674|GO:0004695|G protein serine/threonine kinas  0.41 11 3.3950617 1062 3.0669708
5715 GO:0008171 O-methyltransferase activity 0.42 1 0.30864197 57 0.16461143
9813 GO:0016759 cellulose synthase activity 0.42 1 0.30864197 57 0.16461143
8679 GO:0015297 antiporter activity 0.42 2 0.61728394 152 0.4389638
8682 GO:0015300 solute:solute antiporter activit 0.42 2 0.61728394 152 0.4389638
5819 GO:0008299|GO:0009241 isoprenoid biosynthetic proce 0.42 1 0.30864197 58 0.16749935
8028 GO:0010817 regulation of hormone levels 0.42 1 0.30864197 58 0.16749935

29919 GO:0071555 cell wall organization 0.42 1 0.30864197 58 0.16749935
6424 GO:0009055|GO:0009053|G electron carrier activity 0.42 2 0.61728394 154 0.44473964
9801 GO:0016747 transferase activity, transferri       0.42 5 1.5432099 456 1.3168914
2831 GO:0004022 alcohol dehydrogenase (NAD  0.43 1 0.30864197 59 0.17038727
9114 GO:0015849 organic acid transport 0.43 2 0.61728394 156 0.45051548

22443 GO:0046942 carboxylic acid transport 0.43 2 0.61728394 156 0.45051548
4840 GO:0006720|GO:0016096 isoprenoid metabolic process 0.43 1 0.30864197 60 0.17327519
4357 GO:0006139|GO:0055134 nucleobase, nucleoside, nucle      0.43 32 9.876543 3285 9.486816
5763 GO:0008233 peptidase activity 0.43 6 1.8518518 565 1.6316746
5809 GO:0008289 lipid binding 0.43 3 0.9259259 258 0.74508333
2818 GO:0004003 ATP-dependent DNA helicas  0.44 1 0.30864197 61 0.1761631
6018 GO:0008559|GO:0005226|G xenobiotic-transporting ATPa  0.44 1 0.30864197 62 0.17905103

19225 GO:0042908 xenobiotic transport 0.44 1 0.30864197 62 0.17905103
19227 GO:0042910 xenobiotic transporter activity 0.44 1 0.30864197 62 0.17905103
8496 GO:0015078 hydrogen ion transmembrane  0.44 2 0.61728394 160 0.4620672
9266 GO:0016020 membrane 0.46 36 11.111111 3741 10.803708
9267 GO:0016021 integral to membrane 0.46 11 3.3950617 1103 3.1853757
9422 GO:0016209 antioxidant activity 0.46 2 0.61728394 165 0.47650677
9765 GO:0016702 oxidoreductase activity, acting              0.46 1 0.30864197 66 0.1906027
9890 GO:0016854 racemase and epimerase act 0.46 1 0.30864197 66 0.1906027
2629 GO:0003678|GO:0003679 DNA helicase activity 0.47 1 0.30864197 67 0.19349062

21710 GO:0046148 pigment biosynthetic process 0.48 1 0.30864197 69 0.19926646
31420 GO:0080043 quercetin 3-O-glucosyltransfe  0.48 1 0.30864197 69 0.19926646
15949 GO:0033554 cellular response to stress 0.48 2 0.61728394 173 0.49961013
8943 GO:0015672 monovalent inorganic cation t 0.48 4 1.2345679 383 1.1060733
9768 GO:0016706 oxidoreductase activity, acting                         0.49 2 0.61728394 175 0.505386
4459 GO:0006259|GO:0055132 DNA metabolic process 0.49 5 1.5432099 493 1.4237444
9764 GO:0016701 oxidoreductase activity, acting        0.49 1 0.30864197 72 0.20793022

12528 GO:0022832 voltage-gated channel activity 0.49 1 0.30864197 72 0.20793022
15280 GO:0032879 regulation of localization 0.49 1 0.30864197 72 0.20793022
17141 GO:0034762 regulation of transmembrane 0.49 1 0.30864197 72 0.20793022
17144 GO:0034765 regulation of ion transmembr  0.49 1 0.30864197 72 0.20793022
19568 GO:0043269 regulation of ion transport 0.49 1 0.30864197 72 0.20793022
25348 GO:0051049 regulation of transport 0.49 1 0.30864197 72 0.20793022
3744 GO:0005244 voltage-gated ion channel act 0.49 1 0.30864197 72 0.20793022
9703 GO:0016620 oxidoreductase activity, acting             0.50 1 0.30864197 73 0.21081814

18786 GO:0042440 pigment metabolic process 0.50 1 0.30864197 73 0.21081814
9800 GO:0016746 transferase activity, transferri   0.50 5 1.5432099 498 1.438184

20499 GO:0044249 cellular biosynthetic process 0.50 25 7.716049 2635 7.6096687
3716 GO:0005198 structural molecule activity 0.50 4 1.2345679 393 1.1349525

25510 GO:0051213 dioxygenase activity 0.51 1 0.30864197 75 0.21659398
3627 GO:0005085|GO:0008433|G guanyl-nucleotide exchange f  0.51 1 0.30864197 75 0.21659398
5018 GO:0006950 response to stress 0.51 6 1.8518518 611 1.764519

15436 GO:0033036 macromolecule localization 0.51 4 1.2345679 397 1.1465042
5663 GO:0008094|GO:0004011 DNA-dependent ATPase act 0.51 1 0.30864197 76 0.2194819
4916 GO:0006818 hydrogen transport 0.52 3 0.9259259 292 0.84327257
9246 GO:0015992 proton transport 0.52 3 0.9259259 292 0.84327257
9811 GO:0016757|GO:0016932 transferase activity, transferri   0.53 7 2.1604939 729 2.1052935
6668 GO:0009314 response to radiation 0.53 1 0.30864197 81 0.23392151
6751 GO:0009416 response to light stimulus 0.53 1 0.30864197 81 0.23392151

19473 GO:0043170|GO:0043283 macromolecule metabolic pro 0.54 61 18.82716 6553 18.92454
3787 GO:0005319 lipid transporter activity 0.54 1 0.30864197 83 0.23969735
6427 GO:0009058 biosynthetic process 0.54 26 8.024692 2796 8.074624
4643 GO:0006511 ubiquitin-dependent protein c  0.55 1 0.30864197 84 0.24258527
4912 GO:0006813|GO:0015458 potassium ion transport 0.55 1 0.30864197 84 0.24258527

11864 GO:0019941 modification-dependent prote   0.55 1 0.30864197 84 0.24258527
19898 GO:0043632 modification-dependent macr   0.55 1 0.30864197 84 0.24258527
20507 GO:0044257 cellular protein catabolic proc 0.55 1 0.30864197 84 0.24258527
25887 GO:0051603 proteolysis involved in cellular   0.55 1 0.30864197 84 0.24258527



30168 GO:0071804 cellular potassium ion transpo 0.55 1 0.30864197 84 0.24258527
30169 GO:0071805 potassium ion transmembran  0.55 1 0.30864197 84 0.24258527
12734 GO:0030163 protein catabolic process 0.55 1 0.30864197 86 0.24836111
20515 GO:0044265|GO:0034962 cellular macromolecule catab  0.55 1 0.30864197 86 0.24836111
20624 GO:0044430 cytoskeletal part 0.56 1 0.30864197 88 0.25413695

119 GO:0000151 ubiquitin ligase complex 0.56 1 0.30864197 88 0.25413695
30069 GO:0071705 nitrogen compound transport 0.57 2 0.61728394 202 0.5833598
21331 GO:0045735 nutrient reservoir activity 0.57 1 0.30864197 89 0.25702485
14590 GO:0032182 small conjugating protein bind 0.57 1 0.30864197 90 0.2599128
2982 GO:0004197 cysteine-type endopeptidase 0.57 1 0.30864197 90 0.2599128
3644 GO:0005102 receptor binding 0.58 1 0.30864197 91 0.2628007

18956 GO:0042626 ATPase activity, coupled to tr    0.59 2 0.61728394 211 0.6093511
11712 GO:0019748 secondary metabolic process 0.59 1 0.30864197 95 0.27435237
9861 GO:0016820 hydrolase activity, acting on a       0.59 2 0.61728394 212 0.612239

23515 GO:0048037 cofactor binding 0.59 3 0.9259259 327 0.94434977
9767 GO:0016705 oxidoreductase activity, acting          0.60 3 0.9259259 329 0.95012563
8495 GO:0015077 monovalent inorganic cation t   0.60 2 0.61728394 214 0.6180149

17020 GO:0034641 cellular nitrogen compound m  0.63 33 10.185185 3678 10.621769
2668 GO:0003779 actin binding 0.63 1 0.30864197 105 0.3032316
6426 GO:0009057|GO:0043285 macromolecule catabolic pro 0.63 1 0.30864197 106 0.3061195

11833 GO:0019904 protein domain specific bindin 0.64 1 0.30864197 109 0.31478328
19758 GO:0043492 ATPase activity, coupled to m   0.65 2 0.61728394 235 0.67866117
3626 GO:0005083 small GTPase regulator activ 0.65 1 0.30864197 111 0.3205591
5070 GO:0007017 microtubule-based process 0.65 1 0.30864197 112 0.32344702
5071 GO:0007018 microtubule-based movemen 0.65 1 0.30864197 112 0.32344702
9730 GO:0016651 oxidoreductase activity, acting    0.65 1 0.30864197 112 0.32344702
4906 GO:0006807 nitrogen compound metabolic 0.66 33 10.185185 3725 10.757502

30204 GO:0071840 cellular component organizat   0.66 3 0.9259259 362 1.045427
20619 GO:0044425 membrane part 0.67 13 4.012346 1523 4.398302
9579 GO:0016462 pyrophosphatase activity 0.67 8 2.4691358 954 2.7550755
2660 GO:0003735|GO:0003736|G structural constituent of riboso 0.67 2 0.61728394 246 0.7104283
9859 GO:0016818 hydrolase activity, acting on a     0.67 8 2.4691358 956 2.7608514
9858 GO:0016817 hydrolase activity, acting on a  0.68 8 2.4691358 959 2.769515
4612 GO:0006468 protein phosphorylation 0.68 19 5.8641977 2205 6.367863
9795 GO:0016740 transferase activity 0.68 33 10.185185 3764 10.870131

12805 GO:0030246 carbohydrate binding 0.68 2 0.61728394 251 0.7248679
12532 GO:0022836 gated channel activity 0.68 1 0.30864197 122 0.3523262
3260 GO:0004620 phospholipase activity 0.69 1 0.30864197 123 0.35521415
9812 GO:0016758 transferase activity, transferri   0.69 4 1.2345679 501 1.4468478
4121 GO:0005856 cytoskeleton 0.69 1 0.30864197 126 0.3638779
8749 GO:0015399 primary active transmembran   0.70 2 0.61728394 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-driven tr   0.70 2 0.61728394 260 0.75085914
9285 GO:0016043 cellular component organizat 0.70 2 0.61728394 261 0.7537471
3304 GO:0004672|GO:0050222 protein kinase activity 0.71 11 3.3950617 1333 3.8495972
4215 GO:0005975 carbohydrate metabolic proce 0.71 8 2.4691358 990 2.8590407
4394 GO:0006184 GTP catabolic process 0.71 1 0.30864197 132 0.3812054

21605 GO:0046039 GTP metabolic process 0.71 1 0.30864197 132 0.3812054
2758 GO:0003924 GTPase activity 0.71 1 0.30864197 132 0.3812054
9754 GO:0016684 oxidoreductase activity, acting    0.72 1 0.30864197 135 0.38986918
3242 GO:0004601|GO:0016685|G peroxidase activity 0.72 1 0.30864197 135 0.38986918
4942 GO:0006855 drug transmembrane transpo 0.73 1 0.30864197 139 0.40142086
8642 GO:0015238|GO:0015239|G drug transmembrane transpo  0.73 1 0.30864197 139 0.40142086
9154 GO:0015893 drug transport 0.73 1 0.30864197 139 0.40142086

18832 GO:0042493|GO:0017035 response to drug 0.73 1 0.30864197 139 0.40142086
3724 GO:0005216 ion channel activity 0.73 1 0.30864197 140 0.40430877
6046 GO:0008610 lipid biosynthetic process 0.74 1 0.30864197 141 0.4071967
8676 GO:0015294 solute:cation symporter activi 0.74 1 0.30864197 141 0.4071967

13164 GO:0030695 GTPase regulator activity 0.74 1 0.30864197 142 0.4100846
30205 GO:0071841 cellular component organizat      0.75 2 0.61728394 285 0.8230572
9829 GO:0016779 nucleotidyltransferase activity 0.75 1 0.30864197 148 0.42741212
7229 GO:0009987|GO:0008151|G cellular process 0.75 94 29.012346 10601 30.614838
9488 GO:0016301 kinase activity 0.76 14 4.3209877 1740 5.0249805

20510 GO:0044260|GO:0034960 cellular macromolecule meta  0.76 48 14.814815 5577 16.105928
27562 GO:0060589 nucleoside-triphosphatase re  0.76 1 0.30864197 152 0.4389638
3888 GO:0005529 sugar binding 0.77 1 0.30864197 158 0.45629135

19831 GO:0043565 sequence-specific DNA bindi 0.78 1 0.30864197 159 0.45917925
5764 GO:0008234|GO:0004220 cysteine-type peptidase activ 0.78 1 0.30864197 163 0.47073093
5055 GO:0006996 organelle organization 0.79 1 0.30864197 164 0.47361887

19526 GO:0043227 membrane-bounded organell 0.79 17 5.2469134 2142 6.185924
19530 GO:0043231 intracellular membrane-bound  0.79 17 5.2469134 2142 6.185924
3200 GO:0004553|GO:0016800 hydrolase activity, hydrolyzing  0.79 2 0.61728394 312 0.90103096
6077 GO:0008652 cellular amino acid biosynthet  0.80 1 0.30864197 169 0.48805845
6899 GO:0009628 response to abiotic stimulus 0.80 1 0.30864197 170 0.49094638
9493 GO:0016310 phosphorylation 0.80 20 6.1728396 2504 7.2313514
3156 GO:0004497 monooxygenase activity 0.80 1 0.30864197 172 0.49672222
4605 GO:0006457|GO:0007022|G protein folding 0.80 1 0.30864197 173 0.49961013
8675 GO:0015293 symporter activity 0.80 1 0.30864197 173 0.49961013
4755 GO:0006629 lipid metabolic process 0.80 4 1.2345679 590 1.7038727
9823 GO:0016772 transferase activity, transferri   0.81 15 4.6296296 1932 5.579461

11522 GO:0019538|GO:0006411 protein metabolic process 0.81 34 10.493827 4134 11.938661
3904 GO:0005576 extracellular region 0.81 1 0.30864197 178 0.5140497
6663 GO:0009309 amine biosynthetic process 0.82 1 0.30864197 181 0.5227135

20488 GO:0044238 primary metabolic process 0.82 79 24.382715 9167 26.47356
5610 GO:0008026 ATP-dependent helicase acti 0.82 1 0.30864197 183 0.52848935

28401 GO:0070035 purine NTP-dependent helica  0.82 1 0.30864197 183 0.52848935
20505 GO:0044255 cellular lipid metabolic proces 0.82 1 0.30864197 184 0.53137726
9486 GO:0016298 lipase activity 0.83 1 0.30864197 185 0.53426516
9818 GO:0016765|GO:0016766 transferase activity, transferri        0.83 1 0.30864197 185 0.53426516
9824 GO:0016773 phosphotransferase activity, a    0.83 11 3.3950617 1493 4.311664
3068 GO:0004386 helicase activity 0.83 1 0.30864197 189 0.54581684

10058 GO:0017111 nucleoside-triphosphatase ac 0.83 6 1.8518518 878 2.5355935
30206 GO:0071842 cellular component organizat    0.84 1 0.30864197 193 0.5573685
2897 GO:0004091|GO:0004302|G carboxylesterase activity 0.84 1 0.30864197 194 0.5602564

20498 GO:0044248 cellular catabolic process 0.84 6 1.8518518 894 2.5818002
4405 GO:0006195 purine nucleotide catabolic pr 0.85 5 1.5432099 773 2.232362
6508 GO:0009143 nucleoside triphosphate catab  0.85 5 1.5432099 773 2.232362
6509 GO:0009144 purine nucleoside triphosphat   0.85 5 1.5432099 773 2.232362
6511 GO:0009146 purine nucleoside triphosphat   0.85 5 1.5432099 773 2.232362
6519 GO:0009154 purine ribonucleotide catabol  0.85 5 1.5432099 773 2.232362
6530 GO:0009166 nucleotide catabolic process 0.85 5 1.5432099 773 2.232362
6567 GO:0009203 ribonucleoside triphosphate c  0.85 5 1.5432099 773 2.232362
6569 GO:0009205 purine ribonucleoside triphosp   0.85 5 1.5432099 773 2.232362
6571 GO:0009207 purine ribonucleoside triphosp   0.85 5 1.5432099 773 2.232362
6624 GO:0009261 ribonucleotide catabolic proce 0.85 5 1.5432099 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, nucle      0.85 5 1.5432099 773 2.232362
17035 GO:0034656 nucleobase, nucleoside and n   0.85 5 1.5432099 773 2.232362
22209 GO:0046700 heterocycle catabolic process 0.85 5 1.5432099 773 2.232362
30879 GO:0072523 purine-containing compound  0.85 5 1.5432099 773 2.232362
4408 GO:0006200 ATP catabolic process 0.85 4 1.2345679 641 1.8511566
9918 GO:0016887|GO:0004002 ATPase activity 0.85 4 1.2345679 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.85 4 1.2345679 641 1.8511566
9837 GO:0016788 hydrolase activity, acting on e  0.85 11 3.3950617 1534 4.430069

20520 GO:0044270 cellular nitrogen compound c  0.85 5 1.5432099 777 2.2439137
2626 GO:0003674|GO:0005554 molecular_function 0.86 220 67.90124 24394 70.447914
9295 GO:0016053 organic acid biosynthetic proc 0.86 1 0.30864197 211 0.6093511

21922 GO:0046394 carboxylic acid biosynthetic p 0.86 1 0.30864197 211 0.6093511
6563 GO:0009199 ribonucleoside triphosphate m  0.86 5 1.5432099 790 2.2814567
6425 GO:0009056 catabolic process 0.86 7 2.1604939 1051 3.0352037
6515 GO:0009150 purine ribonucleotide metabo  0.86 5 1.5432099 791 2.2843447
6506 GO:0009141 nucleoside triphosphate meta  0.87 5 1.5432099 796 2.2987843
4558 GO:0006396|GO:0006394 RNA processing 0.87 1 0.30864197 219 0.63245445

12533 GO:0022838 substrate-specific channel ac 0.88 1 0.30864197 221 0.63823026



4373 GO:0006163 purine nucleotide metabolic p 0.88 5 1.5432099 810 2.339215
26932 GO:0055086 nucleobase, nucleoside and n   0.88 6 1.8518518 944 2.7261963
6622 GO:0009259|GO:0009121 ribonucleotide metabolic proc 0.88 5 1.5432099 812 2.344991

18953 GO:0042623 ATPase activity, coupled 0.88 3 0.9259259 537 1.550813
8660 GO:0015267|GO:0015249|G channel activity 0.88 1 0.30864197 226 0.6526699

12515 GO:0022803 passive transmembrane trans  0.88 1 0.30864197 226 0.6526699
9913 GO:0016881 acid-amino acid ligase activity 0.88 2 0.61728394 391 1.1291766
4109 GO:0005840|GO:0033279 ribosome 0.88 4 1.2345679 682 1.9695613

30877 GO:0072521 purine-containing compound  0.89 5 1.5432099 827 2.3883097
2628 GO:0003677 DNA binding 0.89 8 2.4691358 1224 3.534814
9845 GO:0016798 hydrolase activity, acting on g  0.89 2 0.61728394 401 1.1580559

11828 GO:0019899 enzyme binding 0.89 1 0.30864197 237 0.684437
5712 GO:0008168|GO:0004480 methyltransferase activity 0.90 1 0.30864197 244 0.7046524
3885 GO:0005525 GTP binding 0.90 1 0.30864197 245 0.70754033

11032 GO:0019001 guanyl nucleotide binding 0.90 1 0.30864197 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide binding 0.90 1 0.30864197 245 0.70754033
20532 GO:0044282 small molecule catabolic proc 0.90 5 1.5432099 854 2.4662836
5661 GO:0008092 cytoskeletal protein binding 0.90 1 0.30864197 249 0.719092
3876 GO:0005515|GO:0045308 protein binding 0.91 56 17.28395 6933 20.021948
9836 GO:0016787 hydrolase activity 0.91 28 8.641975 3723 10.751725
2674 GO:0003824 catalytic activity 0.91 90 27.777779 10750 31.045137

19525 GO:0043226 organelle 0.91 22 6.7901235 3013 8.701303
19528 GO:0043229 intracellular organelle 0.91 22 6.7901235 3013 8.701303
4609 GO:0006464 protein modification process 0.91 20 6.1728396 2781 8.031305
9796 GO:0016741 transferase activity, transferri   0.91 1 0.30864197 261 0.7537471

13018 GO:0030529 ribonucleoprotein complex 0.92 4 1.2345679 741 2.1399486
9699 GO:0016616 oxidoreductase activity, acting           0.92 1 0.30864197 266 0.7681867
5705 GO:0008152 metabolic process 0.92 151 46.60494 17432 50.34222
4897 GO:0006793 phosphorus metabolic proces 0.92 21 6.4814816 2925 8.4471655
4900 GO:0006796 phosphate metabolic process 0.92 21 6.4814816 2925 8.4471655
4649 GO:0006520|GO:0006519 cellular amino acid metabolic 0.93 1 0.30864197 277 0.7999538
3874 GO:0005509 calcium ion binding 0.93 1 0.30864197 279 0.8057296
9911 GO:0016879 ligase activity, forming carbon  0.93 2 0.61728394 456 1.3168914
4867 GO:0006753 nucleoside phosphate metab  0.93 5 1.5432099 914 2.6395588
6484 GO:0009117 nucleotide metabolic process 0.93 5 1.5432099 914 2.6395588

14667 GO:0032259 methylation 0.93 1 0.30864197 285 0.8230572
19527 GO:0043228 non-membrane-bounded org 0.93 5 1.5432099 923 2.66555
19531 GO:0043232 intracellular non-membrane-b  0.93 5 1.5432099 923 2.66555
3946 GO:0005623 cell 0.94 66 20.37037 8227 23.758917

20657 GO:0044464 cell part 0.94 66 20.37037 8227 23.758917
9697 GO:0016614 oxidoreductase activity, acting     0.94 1 0.30864197 293 0.84616053

20356 GO:0044106 cellular amine metabolic proc 0.94 1 0.30864197 303 0.8750397
19684 GO:0043412 macromolecule modification 0.94 20 6.1728396 2900 8.374968
9869 GO:0016829 lyase activity 0.94 2 0.61728394 488 1.4093049
9889 GO:0016853 isomerase activity 0.94 1 0.30864197 306 0.8837035
6662 GO:0009308 amine metabolic process 0.95 1 0.30864197 314 0.9068068
4849 GO:0006730|GO:0019753|G one-carbon metabolic proces 0.95 1 0.30864197 325 0.93857396
3449 GO:0004842|GO:0004840|G ubiquitin-protein ligase activity 0.95 1 0.30864197 326 0.94146186

18582 GO:0042221 response to chemical stimulu 0.95 1 0.30864197 328 0.94723773
9654 GO:0016567 protein ubiquitination 0.96 1 0.30864197 332 0.9587894

14854 GO:0032446 protein modification by small  0.96 1 0.30864197 332 0.9587894
29011 GO:0070647 protein modification by small    0.96 1 0.30864197 332 0.9587894
20517 GO:0044267 cellular protein metabolic pro 0.96 22 6.7901235 3225 9.313541
3903 GO:0005575|GO:0008372 cellular_component 0.96 67 20.679012 8515 24.590637

11747 GO:0019787|GO:0008639|G small conjugating protein liga  0.96 1 0.30864197 339 0.9790048
20533 GO:0044283 small molecule biosynthetic p 0.96 1 0.30864197 347 1.0021082
20521 GO:0044271 cellular nitrogen compound b  0.97 1 0.30864197 367 1.0598665
4320 GO:0006082 organic acid metabolic proce 0.97 1 0.30864197 369 1.0656425

11716 GO:0019752 carboxylic acid metabolic pro 0.97 1 0.30864197 369 1.0656425
19707 GO:0043436 oxoacid metabolic process 0.97 1 0.30864197 369 1.0656425
18541 GO:0042180 cellular ketone metabolic pro 0.97 1 0.30864197 375 1.0829699
9839 GO:0016791|GO:0016302 phosphatase activity 0.97 1 0.30864197 383 1.1060733
9906 GO:0016874 ligase activity 0.98 2 0.61728394 597 1.7240882

22007 GO:0046483 heterocycle metabolic proces 0.98 5 1.5432099 1094 3.1593843
9494 GO:0016311 dephosphorylation 0.98 1 0.30864197 425 1.227366

18912 GO:0042578 phosphoric ester hydrolase a 0.99 1 0.30864197 444 1.2822365
20487 GO:0044237 cellular metabolic process 0.99 59 18.209877 8185 23.637625
20618 GO:0044424 intracellular part 0.99 23 7.0987654 3853 11.127155
3945 GO:0005622 intracellular 0.99 30 9.259259 4751 13.720507

20531 GO:0044281 small molecule metabolic pro 0.99 8 2.4691358 1788 5.1636004
19533 GO:0043234 protein complex 1.00 2 0.61728394 848 2.448956
3863 GO:0005488 binding 1.00 106 32.71605 13903 40.15075

15392 GO:0032991 macromolecular complex 1.00 6 1.8518518 1616 4.666878
2627 GO:0003676 nucleic acid binding 1.00 11 3.3950617 2453 7.0840673

20640 GO:0044446 intracellular organelle part 1.00 1 0.30864197 710 2.0504231
20616 GO:0044422 organelle part 1.00 1 0.30864197 712 2.0561988

131 GO:0000166 nucleotide binding 1.00 3 0.9259259 1213 3.5030468
18000 GO:0035639 purine ribonucleoside triphosp  1.00 1 0.30864197 769 2.2208104
14959 GO:0032553 ribonucleotide binding 1.00 1 0.30864197 795 2.2958963
14961 GO:0032555 purine ribonucleotide binding 1.00 1 0.30864197 795 2.2958963
10033 GO:0017076 purine nucleotide binding 1.00 1 0.30864197 797 2.3016722
2653 GO:0003723 RNA binding 1.00 1 0.30864197 797 2.3016722

20638 GO:0044444 cytoplasmic part 1.00 4 1.2345679 1644 4.7477403
4027 GO:0005737 cytoplasm 1.00 4 1.2345679 2001 5.7787275



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
12946 GO:0030414 peptidase inhibitor activity 0.00 12 2.6200874 110 0.31767118

7690 GO:0010466 negative regulation of pep  0.00 12 2.6200874 110 0.31767118
25636 GO:0051346 negative regulation of hyd  0.00 12 2.6200874 110 0.31767118
26711 GO:0052547 regulation of peptidase ac 0.00 12 2.6200874 112 0.32344702
28100 GO:0061134 peptidase regulator activity 0.00 12 2.6200874 112 0.32344702
26712 GO:0052548 regulation of endopeptidas  0.00 11 2.4017467 95 0.27435237

3472 GO:0004866 endopeptidase inhibitor ac 0.00 11 2.4017467 95 0.27435237
28101 GO:0061135 endopeptidase regulator a 0.00 11 2.4017467 95 0.27435237

8159 GO:0010951 negative regulation of end  0.00 11 2.4017467 95 0.27435237
3464 GO:0004857 enzyme inhibitor activity 0.00 13 2.838428 157 0.4534034

25626 GO:0051336 regulation of hydrolase ac 0.00 14 3.0567687 196 0.5660323
9869 GO:0016829 lyase activity 0.00 22 4.8034935 488 1.4093049
4215 GO:0005975 carbohydrate metabolic pr 0.00 33 7.2052402 990 2.8590407

19393 GO:0043086 negative regulation of cata  0.00 13 2.838428 188 0.54292893
20342 GO:0044092 negative regulation of mol  0.00 13 2.838428 188 0.54292893

4320 GO:0006082 organic acid metabolic pro 0.00 17 3.7117903 369 1.0656425
11716 GO:0019752 carboxylic acid metabolic 0.00 17 3.7117903 369 1.0656425
19707 GO:0043436 oxoacid metabolic process 0.00 17 3.7117903 369 1.0656425
18541 GO:0042180 cellular ketone metabolic p 0.00 17 3.7117903 375 1.0829699

9816 GO:0016762 xyloglucan:xyloglucosyl tra  0.00 5 1.091703 27 0.077973835
3473 GO:0004867 serine-type endopeptidase  0.00 7 1.5283843 66 0.1906027
5704 GO:0008150|GO:0000004 biological_process 0.00 334 72.925766 22215 64.155136
9845 GO:0016798 hydrolase activity, acting o   0.00 16 3.4934497 401 1.1580559
5705 GO:0008152 metabolic process 0.00 270 58.951965 17432 50.34222

26845 GO:0052689 carboxylic ester hydrolase 0.00 19 4.148472 538 1.5537009
2674 GO:0003824 catalytic activity 0.00 179 39.08297 10750 31.045137
9812 GO:0016758 transferase activity, transf   0.00 18 3.930131 501 1.4468478
2864 GO:0004058|GO:0016400 aromatic-L-amino-acid dec  0.00 3 0.65502185 9 0.025991278
5636 GO:0008061 chitin binding 0.00 4 0.8733624 23 0.06642216

25095 GO:0050790 regulation of catalytic activ 0.00 17 3.7117903 480 1.3862015
28366 GO:0065009 regulation of molecular fun 0.00 17 3.7117903 484 1.3977532

9811 GO:0016757|GO:0016932 transferase activity, transf   0.00 22 4.8034935 729 2.1052935
3874 GO:0005509 calcium ion binding 0.00 12 2.6200874 279 0.8057296
9877 GO:0016838 carbon-oxygen lyase activ    0.00 6 1.3100437 77 0.22236982

13082 GO:0030599 pectinesterase activity 0.00 9 1.9650655 178 0.5140497
7557 GO:0010333 terpene synthase activity 0.00 5 1.091703 57 0.16461143
3291 GO:0004657 proline dehydrogenase ac 0.00 2 0.4366812 4 0.011551679

12794 GO:0030234 enzyme regulator activity 0.00 14 3.0567687 403 1.1638317
1169 GO:0001871 pattern binding 0.00 4 0.8733624 35 0.10107719

12806 GO:0030247 polysaccharide binding 0.00 4 0.8733624 35 0.10107719
9393 GO:0016165 lipoxygenase activity 0.00 4 0.8733624 36 0.10396511
4232 GO:0005992 trehalose biosynthetic proc 0.00 4 0.8733624 36 0.10396511
9870 GO:0016830 carbon-carbon lyase activ 0.00 8 1.7467248 161 0.4649551

17016 GO:0034637 cellular carbohydrate biosy  0.00 5 1.091703 63 0.18193895
4231 GO:0005991 trehalose metabolic proce 0.00 4 0.8733624 38 0.10974095
9293 GO:0016051|GO:0006093 carbohydrate biosynthetic 0.00 5 1.091703 64 0.18482687

20512 GO:0044262|GO:0006092 cellular carbohydrate meta  0.00 10 2.183406 248 0.7162041
26959 GO:0055114 oxidation-reduction proces 0.00 50 10.91703 2490 7.1909204

3124 GO:0004462 lactoylglutathione lyase ac 0.00 3 0.65502185 20 0.0577584
21880 GO:0046351 disaccharide biosynthetic 0.00 4 0.8733624 42 0.121292636

6666 GO:0009312 oligosaccharide biosynthe  0.00 4 0.8733624 42 0.121292636
9370 GO:0016138 glycoside biosynthetic pro 0.00 4 0.8733624 42 0.121292636
3129 GO:0004467 long-chain fatty acid-CoA  0.00 3 0.65502185 21 0.060646318
9764 GO:0016701 oxidoreductase activity, ac         0.00 5 1.091703 72 0.20793022
9600 GO:0016491 oxidoreductase activity 0.00 37 8.078603 1724 4.9787736

25510 GO:0051213 dioxygenase activity 0.00 5 1.091703 75 0.21659398
31394 GO:0080017 alpha-humulene synthase 0.00 3 0.65502185 25 0.072197996
31393 GO:0080016 (-)-E-beta-caryophyllene s  0.00 3 0.65502185 25 0.072197996

9871 GO:0016831 carboxy-lyase activity 0.00 6 1.3100437 115 0.3321108
7168 GO:0009916 alternative oxidase activity 0.00 2 0.4366812 8 0.023103358
3415 GO:0004805 trehalose-phosphatase ac 0.00 3 0.65502185 26 0.075085916
8919 GO:0015645 fatty acid ligase activity 0.01 3 0.65502185 27 0.077973835
9883 GO:0016846 carbon-sulfur lyase activity 0.01 4 0.8733624 56 0.16172351
4224 GO:0005984 disaccharide metabolic pro 0.01 4 0.8733624 56 0.16172351
9369 GO:0016137 glycoside metabolic proce 0.01 4 0.8733624 56 0.16172351
7558 GO:0010334 sesquiterpene synthase ac 0.01 3 0.65502185 29 0.083749674

12805 GO:0030246 carbohydrate binding 0.01 9 1.9650655 251 0.7248679
21331 GO:0045735 nutrient reservoir activity 0.01 5 1.091703 89 0.25702485
28643 GO:0070279 vitamin B6 binding 0.01 6 1.3100437 126 0.3638779
12741 GO:0030170 pyridoxal phosphate bindin 0.01 6 1.3100437 126 0.3638779

6665 GO:0009311 oligosaccharide metabolic 0.01 4 0.8733624 58 0.16749935
6464 GO:0009095 aromatic amino acid family    0.01 2 0.4366812 10 0.0288792

21148 GO:0045547 dehydrodolichyl diphospha   0.01 2 0.4366812 10 0.0288792
7222 GO:0009975 cyclase activity 0.01 3 0.65502185 31 0.08952551
4250 GO:0006012 galactose metabolic proce 0.01 2 0.4366812 11 0.03176712

11787 GO:0019842 vitamin binding 0.01 7 1.5283843 177 0.5111618
11206 GO:0019203 carbohydrate phosphatase 0.01 3 0.65502185 35 0.10107719
11311 GO:0019318 hexose metabolic process 0.01 5 1.091703 101 0.2916799

9765 GO:0016702 oxidoreductase activity, ac               0.01 4 0.8733624 66 0.1906027
23515 GO:0048037 cofactor binding 0.01 10 2.183406 327 0.94434977
11224 GO:0019222 regulation of metabolic pro 0.02 55 12.008734 3115 8.995871

9874 GO:0016835 carbon-oxygen lyase activ 0.02 7 1.5283843 202 0.5833598
31396 GO:0080019 fatty-acyl-CoA reductase (  0.02 2 0.4366812 16 0.046206716

9909 GO:0016877 ligase activity, forming car  0.02 4 0.8733624 78 0.22525774
9753 GO:0016682 oxidoreductase activity, ac           0.02 3 0.65502185 44 0.12706847
4954 GO:0006869 lipid transport 0.02 7 1.5283843 208 0.6006873
8085 GO:0010876 lipid localization 0.02 7 1.5283843 208 0.6006873
9837 GO:0016788 hydrolase activity, acting o   0.02 30 6.550218 1534 4.430069

28368 GO:0070001 aspartic-type peptidase ac 0.02 2 0.4366812 18 0.051982556
2981 GO:0004190 aspartic-type endopeptida  0.02 2 0.4366812 18 0.051982556
4236 GO:0005996 monosaccharide metabolic 0.03 5 1.091703 125 0.36099
4699 GO:0006570 tyrosine metabolic process 0.03 1 0.2183406 2 0.00577584
4700 GO:0006571 tyrosine biosynthetic proce 0.03 1 0.2183406 2 0.00577584

21946 GO:0046421 methylisocitrate lyase activ 0.03 1 0.2183406 2 0.00577584
192 GO:0000249 C-22 sterol desaturase act 0.03 1 0.2183406 2 0.00577584
532 GO:0000823 inositol trisphosphate 6-kin  0.03 1 0.2183406 2 0.00577584

3113 GO:0004451 isocitrate lyase activity 0.03 1 0.2183406 2 0.00577584
9725 GO:0016645 oxidoreductase activity, ac       0.03 3 0.65502185 49 0.14150807
8726 GO:0015368 calcium:cation antiporter a 0.03 2 0.4366812 20 0.0577584
3293 GO:0004659 prenyltransferase activity 0.03 3 0.65502185 51 0.14728391
3904 GO:0005576 extracellular region 0.03 6 1.3100437 178 0.5140497
9750 GO:0016679 oxidoreductase activity, ac        0.03 3 0.65502185 53 0.15305975
8489 GO:0015066 alpha-amylase inhibitor ac 0.03 2 0.4366812 22 0.06353424

24858 GO:0050551 myrcene synthase activity 0.03 2 0.4366812 22 0.06353424
5702 GO:0008146 sulfotransferase activity 0.03 3 0.65502185 54 0.15594767

22414 GO:0046912 transferase activity, transf          0.04 2 0.4366812 23 0.06642216
4319 GO:0006081 cellular aldehyde metaboli  0.04 1 0.2183406 3 0.00866376



4330 GO:0006097 glyoxylate cycle 0.04 1 0.2183406 3 0.00866376
13651 GO:0031219 levanase activity 0.04 1 0.2183406 3 0.00866376
22011 GO:0046487 glyoxylate metabolic proce 0.04 1 0.2183406 3 0.00866376

3134 GO:0004474 malate synthase activity 0.04 1 0.2183406 3 0.00866376
3252 GO:0004612 phosphoenolpyruvate carb   0.04 1 0.2183406 3 0.00866376
9779 GO:0016717 oxidoreductase activity, ac                       0.04 2 0.4366812 24 0.06931008

25094 GO:0050789|GO:0050791 regulation of biological pro 0.04 70 15.283843 4315 12.461374
4304 GO:0006066 alcohol metabolic process 0.04 5 1.091703 143 0.41297254

31493 GO:0080118 brassinosteroid sulfotransf  0.04 2 0.4366812 25 0.072197996
2897 GO:0004091|GO:0004302 carboxylesterase activity 0.04 6 1.3100437 194 0.5602564

17147 GO:0034768 (E)-beta-ocimene synthase 0.05 2 0.4366812 26 0.075085916
4328 GO:0006094 gluconeogenesis 0.05 1 0.2183406 4 0.011551679
5928 GO:0008440 inositol trisphosphate 3-kin  0.05 1 0.2183406 4 0.011551679
7157 GO:0009905 ent-copalyl diphosphate sy  0.05 1 0.2183406 4 0.011551679
9905 GO:0016872 intramolecular lyase activi 0.05 1 0.2183406 4 0.011551679

11312 GO:0019319 hexose biosynthetic proce 0.05 1 0.2183406 4 0.011551679
16391 GO:0034007 S-linalool synthase activity 0.05 1 0.2183406 4 0.011551679
22059 GO:0046538 2,3-bisphosphoglycerate-d    0.05 1 0.2183406 4 0.011551679
23251 GO:0047769 arogenate dehydratase ac 0.05 1 0.2183406 4 0.011551679
23923 GO:0048531 beta-1,3-galactosyltransfe  0.05 1 0.2183406 4 0.011551679
24433 GO:0050113 inositol oxygenase activity 0.05 1 0.2183406 4 0.011551679
26048 GO:0051766 inositol trisphosphate kina  0.05 1 0.2183406 4 0.011551679

2796 GO:0003978 UDP-glucose 4-epimerase 0.05 1 0.2183406 4 0.011551679
2829 GO:0004020 adenylylsulfate kinase act 0.05 1 0.2183406 4 0.011551679
2872 GO:0004066 asparagine synthase (glut  0.05 1 0.2183406 4 0.011551679
3093 GO:0004421 hydroxymethylglutaryl-CoA  0.05 1 0.2183406 4 0.011551679

28364 GO:0065007 biological regulation 0.05 70 15.283843 4376 12.637537
11829 GO:0019900 kinase binding 0.06 3 0.65502185 66 0.1906027

3888 GO:0005529 sugar binding 0.06 5 1.091703 158 0.45629135
6216 GO:0008810 cellulase activity 0.06 2 0.4366812 30 0.086637594
2870 GO:0004064 arylesterase activity 0.06 2 0.4366812 30 0.086637594

14422 GO:0032012 regulation of ARF protein s  0.06 2 0.4366812 31 0.08952551
14720 GO:0032312 regulation of ARF GTPase 0.06 2 0.4366812 31 0.08952551
20908 GO:0045290 D-arabinose 1-dehydrogen   0.06 1 0.2183406 5 0.0144396
23522 GO:0048046 apoplast 0.07 3 0.65502185 70 0.20215438
22049 GO:0046527 glucosyltransferase activit 0.07 7 1.5283843 270 0.77973837
24966 GO:0050660 flavin adenine dinucleotide 0.07 4 0.8733624 118 0.34077454

2985 GO:0004222 metalloendopeptidase act 0.07 2 0.4366812 34 0.09818927
9832 GO:0016782 transferase activity, transf   0.08 3 0.65502185 74 0.21370606

11776 GO:0019825 oxygen binding 0.08 9 1.9650655 389 1.1234008
2626 GO:0003674|GO:0005554 molecular_function 0.08 337 73.58079 24394 70.447914

20531 GO:0044281 small molecule metabolic 0.08 31 6.768559 1788 5.1636004
3845 GO:0005452 inorganic anion exchange  0.08 1 0.2183406 6 0.01732752
4657 GO:0006528 asparagine metabolic proc 0.08 1 0.2183406 6 0.01732752
4658 GO:0006529 asparagine biosynthetic pr 0.08 1 0.2183406 6 0.01732752
5966 GO:0008486 diphosphoinositol-polypho   0.08 1 0.2183406 6 0.01732752
6317 GO:0008923 lysine decarboxylase activ 0.08 1 0.2183406 6 0.01732752

11899 GO:0019992 diacylglycerol binding 0.08 1 0.2183406 6 0.01732752
13471 GO:0031012 extracellular matrix 0.08 1 0.2183406 6 0.01732752
19761 GO:0043495 protein anchor 0.08 1 0.2183406 6 0.01732752
21727 GO:0046165 alcohol biosynthetic proce 0.08 1 0.2183406 6 0.01732752
21893 GO:0046364 monosaccharide biosynthe  0.08 1 0.2183406 6 0.01732752
23230 GO:0047746 chlorophyllase activity 0.08 1 0.2183406 6 0.01732752

135 GO:0000170 sphingosine hydroxylase a 0.08 1 0.2183406 6 0.01732752
3259 GO:0004619 phosphoglycerate mutase 0.08 1 0.2183406 6 0.01732752

21146 GO:0045544 gibberellin 20-oxidase acti 0.08 2 0.4366812 35 0.10107719
9836 GO:0016787 hydrolase activity 0.08 59 12.882096 3723 10.751725
8501 GO:0015085 calcium ion transmembran   0.09 2 0.4366812 38 0.10974095

15189 GO:0032787 monocarboxylic acid meta  0.09 3 0.65502185 81 0.23392151
9486 GO:0016298 lipase activity 0.10 5 1.091703 185 0.53426516
4687 GO:0006558 L-phenylalanine metabolic 0.10 1 0.2183406 8 0.023103358
6378 GO:0008999 ribosomal-protein-alanine  0.10 1 0.2183406 8 0.023103358
6463 GO:0009094|GO:0019274 L-phenylalanine biosynthe  0.10 1 0.2183406 8 0.023103358
9680 GO:0016595 glutamate binding 0.10 1 0.2183406 8 0.023103358

18639 GO:0042284 sphingolipid delta-4 desatu  0.10 1 0.2183406 8 0.023103358
29068 GO:0070704 sterol desaturase activity 0.10 1 0.2183406 8 0.023103358

3098 GO:0004427 inorganic diphosphatase a 0.10 1 0.2183406 8 0.023103358
4246 GO:0006006 glucose metabolic process 0.11 3 0.65502185 87 0.25124902
5694 GO:0008137 NADH dehydrogenase (ub  0.11 2 0.4366812 43 0.124180555

119 GO:0000151 ubiquitin ligase complex 0.11 3 0.65502185 88 0.25413695
79 GO:0000103|GO:0019378 sulfate assimilation 0.11 1 0.2183406 9 0.025991278

3251 GO:0004611 phosphoenolpyruvate carb  0.11 1 0.2183406 9 0.025991278
4914 GO:0006816 calcium ion transport 0.11 2 0.4366812 44 0.12706847

28952 GO:0070588 calcium ion transmembran  0.11 2 0.4366812 44 0.12706847
2642 GO:0003697|GO:0003698 single-stranded DNA bindi 0.11 2 0.4366812 44 0.12706847

11931 GO:0020037 heme binding 0.12 11 2.4017467 550 1.5883559
9893 GO:0016857 racemase and epimerase      0.12 2 0.4366812 45 0.1299564

14726 GO:0032318 regulation of Ras GTPase 0.12 2 0.4366812 45 0.1299564
22096 GO:0046578 regulation of Ras protein s  0.12 2 0.4366812 45 0.1299564
24456 GO:0050136 NADH dehydrogenase (qu  0.12 2 0.4366812 45 0.1299564
25355 GO:0051056 regulation of small GTPas    0.12 2 0.4366812 45 0.1299564

4329 GO:0006096|GO:0019641 glycolysis 0.12 2 0.4366812 46 0.13284431
2636 GO:0003690 double-stranded DNA bind 0.12 2 0.4366812 46 0.13284431
3842 GO:0005432 calcium:sodium antiporter 0.12 1 0.2183406 10 0.0288792
3849 GO:0005459 UDP-galactose transmem   0.12 1 0.2183406 10 0.0288792
5911 GO:0008417 fucosyltransferase activity 0.12 1 0.2183406 10 0.0288792
7175 GO:0009924 octadecanal decarbonylas  0.12 1 0.2183406 10 0.0288792
8727 GO:0015369 calcium:hydrogen antiport  0.12 1 0.2183406 10 0.0288792
9054 GO:0015785 UDP-galactose transport 0.12 1 0.2183406 10 0.0288792

30135 GO:0071771 aldehyde decarbonylase a 0.12 1 0.2183406 10 0.0288792
30693 GO:0072334 UDP-galactose transmem  0.12 1 0.2183406 10 0.0288792

2797 GO:0003979 UDP-glucose 6-dehydroge  0.12 1 0.2183406 10 0.0288792
6442 GO:0009073|GO:0016089 aromatic amino acid family  0.13 2 0.4366812 47 0.13573223

21943 GO:0046417 chorismate metabolic proc 0.13 2 0.4366812 47 0.13573223
5809 GO:0008289 lipid binding 0.13 6 1.3100437 258 0.74508333
3872 GO:0005506 iron ion binding 0.13 11 2.4017467 563 1.6258988

716 GO:0001071 nucleic acid binding transc   0.13 24 5.240175 1417 4.0921826
2643 GO:0003700|GO:0000130 sequence-specific DNA bi    0.13 24 5.240175 1417 4.0921826

11152 GO:0019139|GO:0046420 cytokinin dehydrogenase a 0.14 1 0.2183406 11 0.03176712
24696 GO:0050378 UDP-glucuronate 4-epime  0.14 1 0.2183406 11 0.03176712

3490 GO:0004888|GO:0004926 transmembrane receptor a 0.14 11 2.4017467 571 1.6490022
5096 GO:0007047 cellular cell wall organizati 0.14 2 0.4366812 50 0.14439599
6932 GO:0009664 plant-type cell wall organiz 0.14 2 0.4366812 50 0.14439599

19914 GO:0043648 dicarboxylic acid metaboli  0.14 2 0.4366812 50 0.14439599
20857 GO:0045229 external encapsulating str  0.14 2 0.4366812 50 0.14439599
30033 GO:0071669 plant-type cell wall organiz   0.14 2 0.4366812 50 0.14439599

7173 GO:0009922 fatty acid elongase activity 0.15 2 0.4366812 51 0.14728391
7213 GO:0009966|GO:0035466 regulation of signal transd 0.15 2 0.4366812 51 0.14728391
9733 GO:0016655 oxidoreductase activity, ac           0.15 2 0.4366812 51 0.14728391

12601 GO:0023051 regulation of signaling 0.15 2 0.4366812 51 0.14728391
7526 GO:0010301|GO:0033710 xanthoxin dehydrogenase 0.15 1 0.2183406 12 0.03465504

20615 GO:0044421 extracellular region part 0.15 1 0.2183406 12 0.03465504



25436 GO:0051139 metal ion:hydrogen antipo  0.15 1 0.2183406 12 0.03465504
9767 GO:0016705 oxidoreductase activity, ac           0.15 7 1.5283843 329 0.95012563
9295 GO:0016053 organic acid biosynthetic p 0.15 5 1.091703 211 0.6093511

21922 GO:0046394 carboxylic acid biosynthet  0.15 5 1.091703 211 0.6093511
9795 GO:0016740 transferase activity 0.16 57 12.445415 3764 10.870131

29246 GO:0070882 cellular cell wall organizati   0.16 2 0.4366812 53 0.15305975
2778 GO:0003954 NADH dehydrogenase act 0.16 2 0.4366812 53 0.15305975

22375 GO:0046872 metal ion binding 0.16 46 10.043668 2985 8.6204405
6436 GO:0009067 aspartate family amino ac   0.16 1 0.2183406 13 0.037542958
8578 GO:0015165 pyrimidine nucleotide suga    0.16 1 0.2183406 13 0.037542958
9050 GO:0015781 pyrimidine nucleotide-suga  0.16 1 0.2183406 13 0.037542958
4649 GO:0006520|GO:0006519 cellular amino acid metabo  0.16 6 1.3100437 277 0.7999538

19470 GO:0043167 ion binding 0.16 46 10.043668 2997 8.655096
19472 GO:0043169 cation binding 0.16 46 10.043668 2997 8.655096
17617 GO:0035251 UDP-glucosyltransferase a 0.16 5 1.091703 218 0.62956655
30066 GO:0071702 organic substance transpo 0.17 10 2.183406 529 1.5277096

5767 GO:0008237 metallopeptidase activity 0.17 2 0.4366812 56 0.16172351
22409 GO:0046906 tetrapyrrole binding 0.17 11 2.4017467 596 1.7212002

4670 GO:0006541 glutamine metabolic proce 0.17 1 0.2183406 14 0.040430877
9399 GO:0016174 NAD(P)H oxidase activity 0.17 1 0.2183406 14 0.040430877
9873 GO:0016833 oxo-acid-lyase activity 0.17 1 0.2183406 14 0.040430877

24970 GO:0050664 oxidoreductase activity, ac        0.17 1 0.2183406 14 0.040430877
31408 GO:0080031 methyl salicylate esterase 0.17 1 0.2183406 14 0.040430877

270 GO:0000339 RNA cap binding 0.17 1 0.2183406 14 0.040430877
2998 GO:0004311 farnesyltranstransferase a 0.17 1 0.2183406 14 0.040430877
3204 GO:0004558|GO:0004562 alpha-glucosidase activity 0.17 1 0.2183406 14 0.040430877
6441 GO:0009072 aromatic amino acid family  0.17 2 0.4366812 57 0.16461143
9813 GO:0016759 cellulose synthase activity 0.17 2 0.4366812 57 0.16461143

23973 GO:0048583 regulation of response to s 0.17 2 0.4366812 57 0.16461143
29919 GO:0071555 cell wall organization 0.18 2 0.4366812 58 0.16749935

7520 GO:0010294 abscisic acid glucosyltrans  0.18 1 0.2183406 15 0.043318797
8635 GO:0015229 L-ascorbic acid transporte  0.18 1 0.2183406 15 0.043318797
9144 GO:0015882 L-ascorbic acid transport 0.18 1 0.2183406 15 0.043318797
2868 GO:0004062 aryl sulfotransferase activ 0.18 1 0.2183406 15 0.043318797
3209 GO:0004564 beta-fructofuranosidase ac 0.18 1 0.2183406 15 0.043318797
3476 GO:0004872|GO:0019041 receptor activity 0.18 12 2.6200874 672 1.9406822
2831 GO:0004022 alcohol dehydrogenase (N  0.18 2 0.4366812 59 0.17038727
9730 GO:0016651 oxidoreductase activity, ac     0.19 3 0.65502185 112 0.32344702

29918 GO:0071554 cell wall organization or bio 0.19 3 0.65502185 112 0.32344702
6077 GO:0008652 cellular amino acid biosyn  0.19 4 0.8733624 169 0.48805845
9427 GO:0016215 CoA desaturase activity 0.19 1 0.2183406 16 0.046206716

18757 GO:0042409 caffeoyl-CoA O-methyltran  0.19 1 0.2183406 16 0.046206716
219 GO:0000287 magnesium ion binding 0.19 1 0.2183406 16 0.046206716

3334 GO:0004713|GO:0004718 protein tyrosine kinase act 0.19 1 0.2183406 16 0.046206716
3382 GO:0004768|GO:0016214 stearoyl-CoA 9-desaturase 0.19 1 0.2183406 16 0.046206716
8526 GO:0015112 nitrate transmembrane tra  0.19 2 0.4366812 61 0.1761631
8975 GO:0015706|GO:0006872 nitrate transport 0.19 2 0.4366812 61 0.1761631

13753 GO:0031323 regulation of cellular meta  0.20 42 9.170305 2770 7.999538
5213 GO:0007186 G-protein coupled recepto    0.20 2 0.4366812 62 0.17905103
9768 GO:0016706 oxidoreductase activity, ac                          0.20 4 0.8733624 175 0.505386

30887 GO:0072531 pyrimidine-containing com   0.20 1 0.2183406 17 0.049094636
31465 GO:0080090 regulation of primary meta  0.21 41 8.951965 2710 7.826263
16595 GO:0034212 peptide N-acetyltransferas  0.21 1 0.2183406 18 0.051982556

3239 GO:0004596 peptide alpha-N-acetyltran  0.21 1 0.2183406 18 0.051982556
20356 GO:0044106 cellular amine metabolic p 0.21 6 1.3100437 303 0.8750397

9890 GO:0016854 racemase and epimerase 0.22 2 0.4366812 66 0.1906027
6663 GO:0009309 amine biosynthetic proces 0.22 4 0.8733624 181 0.5227135
6884 GO:0009607 response to biotic stimulus 0.22 3 0.65502185 122 0.3523262
3799 GO:0005338|GO:0005339 nucleotide-sugar transmem   0.22 1 0.2183406 19 0.054870475
5230 GO:0007205 activation of protein kinase         0.22 1 0.2183406 19 0.054870475
6435 GO:0009066 aspartate family amino ac   0.22 1 0.2183406 19 0.054870475
9049 GO:0015780 nucleotide-sugar transport 0.22 1 0.2183406 19 0.054870475

14556 GO:0032147 activation of protein kinase 0.22 1 0.2183406 19 0.054870475
5981 GO:0008509 anion transmembrane tran  0.23 5 1.091703 245 0.70754033

11202 GO:0019199 transmembrane receptor p   0.23 9 1.9650655 504 1.4555116
2999 GO:0004312 fatty acid synthase activity 0.23 2 0.4366812 68 0.19637854
4917 GO:0006820|GO:0006822 anion transport 0.23 5 1.091703 247 0.7133162

11221 GO:0019219 regulation of nucleobase,       0.23 40 8.733624 2675 7.7251854
25468 GO:0051171 regulation of nitrogen com   0.23 40 8.733624 2675 7.7251854
31420 GO:0080043 quercetin 3-O-glucosyltran  0.23 2 0.4366812 69 0.19926646

3200 GO:0004553|GO:0016800 hydrolase activity, hydrolyz   0.23 6 1.3100437 312 0.90103096
25477 GO:0051180 vitamin transport 0.23 1 0.2183406 20 0.0577584
25480 GO:0051183 vitamin transporter activity 0.23 1 0.2183406 20 0.0577584

2675 GO:0003825 alpha,alpha-trehalose-pho    0.23 1 0.2183406 20 0.0577584
3328 GO:0004707|GO:0008338 MAP kinase activity 0.23 1 0.2183406 20 0.0577584
9583 GO:0016469 proton-transporting two-se   0.24 3 0.65502185 127 0.36676583

15524 GO:0033124 regulation of GTP cataboli  0.24 2 0.4366812 70 0.20215438
19394 GO:0043087 regulation of GTPase activ 0.24 2 0.4366812 70 0.20215438

6662 GO:0009308 amine metabolic process 0.24 6 1.3100437 314 0.9068068
25098 GO:0050794|GO:0051244 regulation of cellular proce 0.24 58 12.663755 3987 11.514136

5878 GO:0008378 galactosyltransferase activ 0.24 1 0.2183406 21 0.060646318
9902 GO:0016868|GO:0016777 intramolecular transferase  0.24 1 0.2183406 21 0.060646318

12999 GO:0030506 ankyrin binding 0.24 1 0.2183406 21 0.060646318
23518 GO:0048040 UDP-glucuronate decarbo  0.24 1 0.2183406 21 0.060646318
27063 GO:0060089 molecular transducer activ 0.25 13 2.838428 787 2.2727928

3475 GO:0004871|GO:0005062 signal transducer activity 0.25 13 2.838428 787 2.2727928
24968 GO:0050662 coenzyme binding 0.25 4 0.8733624 191 0.5515927

2975 GO:0004175|GO:0016809 endopeptidase activity 0.25 6 1.3100437 320 0.9241344
4247 GO:0006007 glucose catabolic process 0.25 2 0.4366812 73 0.21081814
9703 GO:0016620 oxidoreductase activity, ac              0.25 2 0.4366812 73 0.21081814

11313 GO:0019320 hexose catabolic process 0.25 2 0.4366812 73 0.21081814
20525 GO:0044275 cellular carbohydrate cata  0.25 2 0.4366812 73 0.21081814
21726 GO:0046164 alcohol catabolic process 0.25 2 0.4366812 73 0.21081814
21894 GO:0046365 monosaccharide catabolic 0.25 2 0.4366812 73 0.21081814
21152 GO:0045551 cinnamyl-alcohol dehydrog  0.25 1 0.2183406 22 0.06353424

5732 GO:0008194 UDP-glycosyltransferase a 0.26 6 1.3100437 322 0.9299102
8810 GO:0015491 cation:cation antiporter ac 0.26 2 0.4366812 75 0.21659398
9420 GO:0016207 4-coumarate-CoA ligase a 0.26 1 0.2183406 23 0.06642216

16063 GO:0033674 positive regulation of kinas  0.26 1 0.2183406 23 0.06642216
19815 GO:0043549 regulation of kinase activit 0.26 1 0.2183406 23 0.06642216
21437 GO:0045859 regulation of protein kinas  0.26 1 0.2183406 23 0.06642216
21438 GO:0045860 positive regulation of prote   0.26 1 0.2183406 23 0.06642216
22753 GO:0047262|GO:0050375 polygalacturonate 4-alpha  0.26 1 0.2183406 23 0.06642216
25628 GO:0051338 regulation of transferase a 0.26 1 0.2183406 23 0.06642216
25637 GO:0051347 positive regulation of trans  0.26 1 0.2183406 23 0.06642216

4526 GO:0006351|GO:0006350 transcription, DNA-depend 0.27 24 5.240175 1575 4.548474
15176 GO:0032774 RNA biosynthetic process 0.27 24 5.240175 1575 4.548474

6248 GO:0008843 endochitinase activity 0.27 1 0.2183406 24 0.06931008
13657 GO:0031225 anchored to membrane 0.27 1 0.2183406 24 0.06931008
13659 GO:0031227 intrinsic to endoplasmic re  0.27 1 0.2183406 24 0.06931008
31407 GO:0080030 methyl indole-3-acetate es  0.27 1 0.2183406 24 0.06931008

3213 GO:0004568 chitinase activity 0.27 1 0.2183406 24 0.06931008
27228 GO:0060255 regulation of macromolecu   0.27 39 8.515284 2660 7.6818666



15436 GO:0033036 macromolecule localizatio 0.27 7 1.5283843 397 1.1465042
19126 GO:0042803 protein homodimerization 0.27 5 1.091703 265 0.7652988

5196 GO:0007166 cell surface receptor linked  0.28 2 0.4366812 78 0.22525774
19832 GO:0043566 structure-specific DNA bin 0.28 2 0.4366812 78 0.22525774
30865 GO:0072509 divalent inorganic cation tr   0.28 2 0.4366812 78 0.22525774

4530 GO:0006355|GO:0032583 regulation of transcription, 0.28 38 8.296944 2591 7.4826
9699 GO:0016616 oxidoreductase activity, ac            0.28 5 1.091703 266 0.7681867

25544 GO:0051252 regulation of RNA metabo  0.28 38 8.296944 2593 7.488376
13822 GO:0031399 regulation of protein modif  0.28 1 0.2183406 25 0.072197996
21145 GO:0045543 gibberellin 2-beta-dioxyge  0.28 1 0.2183406 25 0.072197996

1225 GO:0001932 regulation of protein phosp 0.28 1 0.2183406 25 0.072197996
4358 GO:0006140 regulation of nucleotide m  0.29 2 0.4366812 80 0.2310336
7146 GO:0009894 regulation of catabolic pro 0.29 2 0.4366812 80 0.2310336
9682 GO:0016597 amino acid binding 0.29 2 0.4366812 80 0.2310336

13278 GO:0030811 regulation of nucleotide ca  0.29 2 0.4366812 80 0.2310336
13759 GO:0031329 regulation of cellular catab  0.29 2 0.4366812 80 0.2310336
15521 GO:0033121 regulation of purine nucleo   0.29 2 0.4366812 80 0.2310336
19479 GO:0043176 amine binding 0.29 2 0.4366812 80 0.2310336

7141 GO:0009889 regulation of biosynthetic p 0.29 38 8.296944 2605 7.523031
7772 GO:0010556 regulation of macromolecu   0.29 38 8.296944 2605 7.523031

13756 GO:0031326 regulation of cellular biosy  0.29 38 8.296944 2605 7.523031
32213 GO:2000112 regulation of cellular macr   0.29 38 8.296944 2605 7.523031
18674 GO:0042325 regulation of phosphorylat 0.29 2 0.4366812 81 0.23392151

4030 GO:0005741 mitochondrial outer memb 0.29 1 0.2183406 26 0.075085916
9884 GO:0016847|GO:0034100 1-aminocyclopropane-1-ca   0.29 1 0.2183406 26 0.075085916

10911 GO:0018871 1-aminocyclopropane-1-ca   0.29 1 0.2183406 26 0.075085916
18579 GO:0042218 1-aminocyclopropane-1-ca   0.29 1 0.2183406 26 0.075085916
30689 GO:0072330 monocarboxylic acid biosy  0.29 1 0.2183406 26 0.075085916

5195 GO:0007165|GO:0023033 signal transduction 0.29 15 3.275109 961 2.775291
12602 GO:0023052|GO:0023046 signaling 0.29 15 3.275109 961 2.775291
29202 GO:0070838 divalent metal ion transpo 0.30 2 0.4366812 82 0.23680943

6433 GO:0009064 glutamine family amino ac   0.30 1 0.2183406 27 0.077973835
3873 GO:0005507 copper ion binding 0.30 3 0.65502185 146 0.42163628
4327 GO:0006091 generation of precursor m   0.31 2 0.4366812 84 0.24258527

30867 GO:0072511 divalent inorganic cation tr 0.31 2 0.4366812 84 0.24258527
11222 GO:0019220 regulation of phosphate m  0.31 2 0.4366812 85 0.24547319
25471 GO:0051174 regulation of phosphorus m  0.31 2 0.4366812 85 0.24547319
13634 GO:0031177 phosphopantetheine bindi 0.31 1 0.2183406 28 0.080861755

139 GO:0000175 3'-5'-exoribonuclease activ 0.31 1 0.2183406 28 0.080861755
3284 GO:0004650 polygalacturonase activity 0.31 1 0.2183406 28 0.080861755

20533 GO:0044283 small molecule biosynthet  0.31 6 1.3100437 347 1.0021082
7692 GO:0010468 regulation of gene express 0.31 38 8.296944 2635 7.6096687

11426 GO:0019438 aromatic compound biosyn  0.32 3 0.65502185 149 0.43030006
4029 GO:0005740 mitochondrial envelope 0.32 3 0.65502185 151 0.4360759
8679 GO:0015297 antiporter activity 0.33 3 0.65502185 152 0.4389638
8682 GO:0015300 solute:solute antiporter ac 0.33 3 0.65502185 152 0.4389638
8683 GO:0015301|GO:0015380 anion:anion antiporter acti 0.33 1 0.2183406 30 0.086637594
2774 GO:0003950 NAD+ ADP-ribosyltransfer  0.33 1 0.2183406 30 0.086637594
3518 GO:0004930|GO:0001622 G-protein coupled recepto  0.33 1 0.2183406 30 0.086637594
6424 GO:0009055|GO:0009053 electron carrier activity 0.33 3 0.65502185 154 0.44473964
8517 GO:0015103 inorganic anion transmem   0.33 3 0.65502185 154 0.44473964
9294 GO:0016052|GO:0006095 carbohydrate catabolic pro 0.34 2 0.4366812 91 0.2628007
9697 GO:0016614 oxidoreductase activity, ac      0.35 5 1.091703 293 0.84616053
3785 GO:0005315|GO:0005317 inorganic phosphate trans   0.35 1 0.2183406 32 0.09241343
4757 GO:0006633|GO:0000037 fatty acid biosynthetic proc 0.35 1 0.2183406 32 0.09241343
9927 GO:0016896 exoribonuclease activity, p  0.35 1 0.2183406 32 0.09241343

14381 GO:0031968 organelle outer membrane 0.35 1 0.2183406 32 0.09241343
21041 GO:0045431 flavonol synthase activity 0.35 1 0.2183406 32 0.09241343
25836 GO:0051552 flavone metabolic process 0.35 1 0.2183406 32 0.09241343
25837 GO:0051553 flavone biosynthetic proce 0.35 1 0.2183406 32 0.09241343
25838 GO:0051554 flavonol metabolic process 0.35 1 0.2183406 32 0.09241343
25839 GO:0051555 flavonol biosynthetic proce 0.35 1 0.2183406 32 0.09241343

3190 GO:0004532 exoribonuclease activity 0.35 1 0.2183406 32 0.09241343
3265 GO:0004630 phospholipase D activity 0.35 1 0.2183406 32 0.09241343

20885 GO:0045261 proton-transporting ATP sy     0.36 1 0.2183406 33 0.09530135
5827 GO:0008308|GO:0022844 voltage-gated anion chann  0.36 1 0.2183406 34 0.09818927

20321 GO:0044070 regulation of anion transpo 0.36 1 0.2183406 34 0.09818927
13829 GO:0031406 carboxylic acid binding 0.37 2 0.4366812 98 0.28301615
18912 GO:0042578 phosphoric ester hydrolas  0.37 7 1.5283843 444 1.2822365
20623 GO:0044429 mitochondrial part 0.37 3 0.65502185 165 0.47650677

3877 GO:0005516 calmodulin binding 0.38 4 0.8733624 236 0.6815491
5902 GO:0008408 3'-5' exonuclease activity 0.38 1 0.2183406 36 0.10396511
9915 GO:0016884|GO:0016003 carbon-nitrogen ligase act     0.39 1 0.2183406 37 0.10685303
9839 GO:0016791|GO:0016302 phosphatase activity 0.40 6 1.3100437 383 1.1060733
9637 GO:0016538|GO:0003751 cyclin-dependent protein k   0.40 1 0.2183406 38 0.10974095
4067 GO:0005783 endoplasmic reticulum 0.41 3 0.65502185 174 0.50249803

13656 GO:0031224 intrinsic to membrane 0.41 17 3.7117903 1193 3.4452884
8967 GO:0015698 inorganic anion transport 0.41 3 0.65502185 176 0.5082739
5891 GO:0008395|GO:0008394 steroid hydroxylase activit 0.41 1 0.2183406 40 0.1155168
7072 GO:0009813 flavonoid biosynthetic proc 0.41 1 0.2183406 40 0.1155168
9843 GO:0016796 exonuclease activity, activ          0.41 1 0.2183406 40 0.1155168

11804 GO:0019867 outer membrane 0.41 1 0.2183406 40 0.1155168
3942 GO:0005618 cell wall 0.41 2 0.4366812 107 0.30900744
6166 GO:0008757 S-adenosylmethionine-dep   0.43 3 0.65502185 180 0.5198256
3753 GO:0005253 anion channel activity 0.43 1 0.2183406 42 0.121292636
4756 GO:0006631 fatty acid metabolic proces 0.43 1 0.2183406 42 0.121292636
4849 GO:0006730|GO:0019753 one-carbon metabolic proc 0.43 5 1.091703 325 0.93857396

12868 GO:0030312 external encapsulating str 0.43 2 0.4366812 111 0.3205591
14676 GO:0032268 regulation of cellular prote   0.44 1 0.2183406 43 0.124180555
25538 GO:0051246 regulation of protein metab  0.44 1 0.2183406 43 0.124180555

8680 GO:0015298 solute:cation antiporter ac 0.44 2 0.4366812 112 0.32344702
9933 GO:0016903 oxidoreductase activity, ac         0.44 2 0.4366812 113 0.32633495
7071 GO:0009812 flavonoid metabolic proces 0.44 1 0.2183406 44 0.12706847
9186 GO:0015926 glucosidase activity 0.44 1 0.2183406 44 0.12706847

13730 GO:0031300 intrinsic to organelle mem 0.44 1 0.2183406 44 0.12706847
4844 GO:0006725 cellular aromatic compoun   0.44 3 0.65502185 185 0.53426516
9818 GO:0016765|GO:0016766 transferase activity, transf        0.44 3 0.65502185 185 0.53426516

20499 GO:0044249 cellular biosynthetic proce 0.44 36 7.860262 2635 7.6096687
22478 GO:0046982 protein heterodimerization 0.45 2 0.4366812 114 0.32922286
20619 GO:0044425 membrane part 0.45 21 4.5851526 1523 4.398302

6427 GO:0009058 biosynthetic process 0.46 38 8.296944 2796 8.074624
4073 GO:0005789 endoplasmic reticulum me 0.46 1 0.2183406 46 0.13284431

18536 GO:0042175 nuclear outer membrane-e    0.46 1 0.2183406 46 0.13284431
20626 GO:0044432 endoplasmic reticulum par 0.46 1 0.2183406 46 0.13284431

5807 GO:0008287 protein serine/threonine ph  0.47 1 0.2183406 47 0.13573223
11830 GO:0019901 protein kinase binding 0.48 1 0.2183406 49 0.14150807
31421 GO:0080044 quercetin 7-O-glucosyltran  0.48 1 0.2183406 49 0.14150807

3260 GO:0004620 phospholipase activity 0.49 2 0.4366812 123 0.35521415
3185 GO:0004527|GO:0008857 exonuclease activity 0.49 1 0.2183406 50 0.14439599
3340 GO:0004721 phosphoprotein phosphata  0.49 3 0.65502185 199 0.57469606
9494 GO:0016311 dephosphorylation 0.49 6 1.3100437 425 1.227366
9267 GO:0016021 integral to membrane 0.49 15 3.275109 1103 3.1853757
9975 GO:0016998 cell wall macromolecule ca  0.49 1 0.2183406 51 0.14728391



3099 GO:0004428 inositol or phosphatidylino   0.49 1 0.2183406 51 0.14728391
14380 GO:0031967 organelle envelope 0.50 3 0.65502185 201 0.5804719

4915 GO:0006817 phosphate transport 0.50 1 0.2183406 52 0.15017183
6965 GO:0009699 phenylpropanoid biosynthe  0.50 1 0.2183406 52 0.15017183
8528 GO:0015114 phosphate transmembrane  0.50 1 0.2183406 52 0.15017183

17801 GO:0035435 phosphate transmembrane 0.50 1 0.2183406 52 0.15017183
20287 GO:0044036 cell wall macromolecule m  0.50 1 0.2183406 52 0.15017183
14387 GO:0031975 envelope 0.51 3 0.65502185 205 0.59202355

4894 GO:0006790 sulfur compound metaboli  0.52 1 0.2183406 55 0.15883559
9533 GO:0016405 CoA-ligase activity 0.52 1 0.2183406 55 0.15883559
4755 GO:0006629 lipid metabolic process 0.52 8 1.7467248 590 1.7038727

15577 GO:0033178 proton-transporting two-se     0.53 1 0.2183406 56 0.16172351
22479 GO:0046983 protein dimerization activit 0.53 7 1.5283843 517 1.4930545

5715 GO:0008171 O-methyltransferase activ 0.53 1 0.2183406 57 0.16461143
9910 GO:0016878 acid-thiol ligase activity 0.53 1 0.2183406 57 0.16461143
9906 GO:0016874 ligase activity 0.53 8 1.7467248 597 1.7240882
9754 GO:0016684 oxidoreductase activity, ac     0.53 2 0.4366812 135 0.38986918
3242 GO:0004601|GO:0016685 peroxidase activity 0.53 2 0.4366812 135 0.38986918
4913 GO:0006814|GO:0006834 sodium ion transport 0.54 1 0.2183406 58 0.16749935
5819 GO:0008299|GO:0009241 isoprenoid biosynthetic pro 0.54 1 0.2183406 58 0.16749935
8499 GO:0015081|GO:0022816 sodium ion transmembran   0.54 1 0.2183406 58 0.16749935

11820 GO:0019887 protein kinase regulator ac 0.54 1 0.2183406 58 0.16749935
18086 GO:0035725 sodium ion transmembran  0.54 1 0.2183406 58 0.16749935
29800 GO:0071436 sodium ion export 0.54 1 0.2183406 58 0.16749935

3323 GO:0004702 receptor signaling protein   0.54 1 0.2183406 58 0.16749935
25998 GO:0051716 cellular response to stimul 0.54 15 3.275109 1138 3.2864528

9900 GO:0016866 intramolecular transferase 0.54 1 0.2183406 59 0.17038727
30700 GO:0072341 modified amino acid bindin 0.54 1 0.2183406 59 0.17038727

4840 GO:0006720|GO:0016096 isoprenoid metabolic proce 0.55 1 0.2183406 60 0.17327519
5652 GO:0008081|GO:0004434 phosphoric diester hydrola  0.55 1 0.2183406 60 0.17327519
6964 GO:0009698 phenylpropanoid metaboli  0.55 1 0.2183406 60 0.17327519
4028 GO:0005739 mitochondrion 0.56 3 0.65502185 219 0.63245445
6046 GO:0008610 lipid biosynthetic process 0.56 2 0.4366812 141 0.4071967

11210 GO:0019207 kinase regulator activity 0.56 1 0.2183406 62 0.17905103
20883 GO:0045259|GO:0045255 proton-transporting ATP sy  0.56 1 0.2183406 62 0.17905103

8557 GO:0015144 carbohydrate transmembra   0.57 2 0.4366812 143 0.41297254
16602 GO:0034219 carbohydrate transmembra  0.57 2 0.4366812 143 0.41297254

9308 GO:0016070 RNA metabolic process 0.57 24 5.240175 1855 5.3570914
19125 GO:0042802 identical protein binding 0.58 9 1.9650655 697 2.01288

9889 GO:0016853 isomerase activity 0.58 4 0.8733624 306 0.8837035
9710 GO:0016628 oxidoreductase activity, ac            0.58 1 0.2183406 65 0.18771479
6071 GO:0008643|GO:0006861 carbohydrate transport 0.58 2 0.4366812 147 0.42452422
5651 GO:0008080 N-acetyltransferase activit 0.59 1 0.2183406 67 0.19349062

21710 GO:0046148 pigment biosynthetic proce 0.60 1 0.2183406 69 0.19926646
3620 GO:0005057 receptor signaling protein 0.60 1 0.2183406 69 0.19926646
5726 GO:0008187 poly-pyrimidine tract bindin 0.61 1 0.2183406 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.61 1 0.2183406 70 0.20215438

11828 GO:0019899 enzyme binding 0.61 3 0.65502185 237 0.684437
3744 GO:0005244 voltage-gated ion channel 0.62 1 0.2183406 72 0.20793022

12528 GO:0022832 voltage-gated channel act 0.62 1 0.2183406 72 0.20793022
15280 GO:0032879 regulation of localization 0.62 1 0.2183406 72 0.20793022
17141 GO:0034762 regulation of transmembra  0.62 1 0.2183406 72 0.20793022
17144 GO:0034765 regulation of ion transmem  0.62 1 0.2183406 72 0.20793022
19568 GO:0043269 regulation of ion transport 0.62 1 0.2183406 72 0.20793022
25348 GO:0051049 regulation of transport 0.62 1 0.2183406 72 0.20793022
18786 GO:0042440 pigment metabolic process 0.62 1 0.2183406 73 0.21081814
19831 GO:0043565 sequence-specific DNA bi 0.62 2 0.4366812 159 0.45917925

4641 GO:0006508 proteolysis 0.63 12 2.6200874 965 2.7868426
8673 GO:0015291|GO:0015290 secondary active transme   0.63 5 1.091703 407 1.1753833
9817 GO:0016763 transferase activity, transf   0.63 1 0.2183406 74 0.21370606
5712 GO:0008168|GO:0004480 methyltransferase activity 0.63 3 0.65502185 244 0.7046524
9538 GO:0016410 N-acyltransferase activity 0.64 1 0.2183406 77 0.22236982
9422 GO:0016209 antioxidant activity 0.64 2 0.4366812 165 0.47650677
9800 GO:0016746 transferase activity, transf   0.65 6 1.3100437 498 1.438184
3306 GO:0004674|GO:0004695 protein serine/threonine ki  0.65 13 2.838428 1062 3.0669708
9875 GO:0016836 hydro-lyase activity 0.66 1 0.2183406 80 0.2310336
3827 GO:0005372 water transmembrane tran  0.66 1 0.2183406 81 0.23392151
4927 GO:0006833 water transport 0.66 1 0.2183406 81 0.23392151
8652 GO:0015250 water channel activity 0.66 1 0.2183406 81 0.23392151

18429 GO:0042044 fluid transport 0.66 1 0.2183406 81 0.23392151
2658 GO:0003729 mRNA binding 0.66 1 0.2183406 82 0.23680943
9796 GO:0016741 transferase activity, transf   0.67 3 0.65502185 261 0.7537471

12692 GO:0030117 membrane coat 0.67 1 0.2183406 84 0.24258527
23870 GO:0048475 coated membrane 0.67 1 0.2183406 84 0.24258527

3304 GO:0004672|GO:0050222 protein kinase activity 0.69 16 3.4934497 1333 3.8495972
9824 GO:0016773 phosphotransferase activi     0.69 18 3.930131 1493 4.311664
7691 GO:0010467 gene expression 0.69 24 5.240175 1974 5.7007537
2982 GO:0004197 cysteine-type endopeptida  0.70 1 0.2183406 90 0.2599128

20505 GO:0044255 cellular lipid metabolic pro 0.70 2 0.4366812 184 0.53137726
3644 GO:0005102 receptor binding 0.70 1 0.2183406 91 0.2628007
3808 GO:0005351|GO:0005403 sugar:hydrogen symporter 0.71 1 0.2183406 94 0.27146447
3835 GO:0005402 cation:sugar symporter ac 0.71 1 0.2183406 94 0.27146447

28378 GO:0070011 peptidase activity, acting o    0.72 6 1.3100437 537 1.550813
17024 GO:0034645|GO:0034961 cellular macromolecule bio  0.72 24 5.240175 1999 5.7729516
20521 GO:0044271 cellular nitrogen compoun   0.72 4 0.8733624 367 1.0598665

3307 GO:0004675 transmembrane receptor p    0.72 4 0.8733624 367 1.0598665
11712 GO:0019748 secondary metabolic proce 0.72 1 0.2183406 95 0.27435237

6428 GO:0009059|GO:0043284 macromolecule biosynthet  0.72 24 5.240175 2003 5.7845035
14667 GO:0032259 methylation 0.73 3 0.65502185 285 0.8230572

8677 GO:0015295 solute:hydrogen symporte  0.73 1 0.2183406 98 0.28301615
8681 GO:0015299 solute:hydrogen antiporter 0.73 1 0.2183406 98 0.28301615

12608 GO:0030001 metal ion transport 0.73 4 0.8733624 374 1.080082
2628 GO:0003677 DNA binding 0.75 14 3.0567687 1224 3.534814
9709 GO:0016627 oxidoreductase activity, ac       0.75 1 0.2183406 104 0.30034366

19392 GO:0043085 positive regulation of cata  0.75 1 0.2183406 104 0.30034366
20343 GO:0044093 positive regulation of mole  0.75 1 0.2183406 104 0.30034366
22415 GO:0046914 transition metal ion binding 0.75 31 6.768559 2599 7.5057034
19253 GO:0042936 dipeptide transporter activ 0.75 1 0.2183406 105 0.3032316
19255 GO:0042938 dipeptide transport 0.75 1 0.2183406 105 0.3032316

3195 GO:0004540 ribonuclease activity 0.76 1 0.2183406 106 0.3061195
5763 GO:0008233 peptidase activity 0.76 6 1.3100437 565 1.6316746
9488 GO:0016301 kinase activity 0.77 20 4.366812 1740 5.0249805

22376 GO:0046873 metal ion transmembrane  0.77 2 0.4366812 213 0.6151269
8495 GO:0015077 monovalent inorganic catio    0.78 2 0.4366812 214 0.6180149

14379 GO:0031966 mitochondrial membrane 0.78 1 0.2183406 114 0.32922286
9535 GO:0016407 acetyltransferase activity 0.78 1 0.2183406 115 0.3321108
5019 GO:0006952|GO:0002217 defense response 0.79 2 0.4366812 221 0.63823026

12533 GO:0022838 substrate-specific channel 0.79 2 0.4366812 221 0.63823026
25416 GO:0051119 sugar transmembrane tran  0.79 1 0.2183406 118 0.34077454
20488 GO:0044238 primary metabolic process 0.79 114 24.89083 9167 26.47356
13547 GO:0031090 organelle membrane 0.80 2 0.4366812 224 0.64689404

8660 GO:0015267|GO:0015249 channel activity 0.80 2 0.4366812 226 0.6526699
12515 GO:0022803 passive transmembrane tr  0.80 2 0.4366812 226 0.6526699



12532 GO:0022836 gated channel activity 0.80 1 0.2183406 122 0.3523262
4990 GO:0006915|GO:0008632 apoptosis 0.80 2 0.4366812 227 0.6555578
3449 GO:0004842|GO:0004840 ubiquitin-protein ligase act 0.81 3 0.65502185 326 0.94146186
5909 GO:0008415 acyltransferase activity 0.81 3 0.65502185 330 0.95301354
9654 GO:0016567 protein ubiquitination 0.82 3 0.65502185 332 0.9587894

14854 GO:0032446 protein modification by sm   0.82 3 0.65502185 332 0.9587894
29011 GO:0070647 protein modification by sm     0.82 3 0.65502185 332 0.9587894
25195 GO:0050896|GO:0051869 response to stimulus 0.82 21 4.5851526 1881 5.432177

4910 GO:0006811 ion transport 0.82 10 2.183406 959 2.769515
5756 GO:0008219 cell death 0.83 2 0.4366812 239 0.69021285
8209 GO:0012501|GO:0016244 programmed cell death 0.83 2 0.4366812 239 0.69021285
9462 GO:0016265 death 0.83 2 0.4366812 239 0.69021285

11747 GO:0019787|GO:0008639 small conjugating protein l  0.83 3 0.65502185 339 0.9790048
4394 GO:0006184 GTP catabolic process 0.83 1 0.2183406 132 0.3812054

21605 GO:0046039 GTP metabolic process 0.83 1 0.2183406 132 0.3812054
2758 GO:0003924 GTPase activity 0.83 1 0.2183406 132 0.3812054
8607 GO:0015197|GO:0015637 peptide transporter activity 0.84 1 0.2183406 139 0.40142086
8608 GO:0015198 oligopeptide transporter ac 0.84 1 0.2183406 139 0.40142086
3724 GO:0005216 ion channel activity 0.85 1 0.2183406 140 0.40430877
3895 GO:0005543 phospholipid binding 0.85 1 0.2183406 140 0.40430877
4944 GO:0006857 oligopeptide transport 0.85 1 0.2183406 141 0.4071967
8676 GO:0015294 solute:cation symporter ac 0.85 1 0.2183406 141 0.4071967
9099 GO:0015833 peptide transport 0.85 1 0.2183406 141 0.4071967
4897 GO:0006793 phosphorus metabolic pro 0.85 33 7.2052402 2925 8.4471655
4900 GO:0006796 phosphate metabolic proc 0.85 33 7.2052402 2925 8.4471655
2986 GO:0004252 serine-type endopeptidase 0.85 1 0.2183406 144 0.41586044
9801 GO:0016747 transferase activity, transf       0.86 4 0.8733624 456 1.3168914
9911 GO:0016879 ligase activity, forming car  0.86 4 0.8733624 456 1.3168914
8494 GO:0015075 ion transmembrane transp  0.86 8 1.7467248 827 2.3883097

30306 GO:0071944 cell periphery 0.86 2 0.4366812 259 0.74797124
30204 GO:0071840 cellular component organi   0.86 3 0.65502185 362 1.045427

9285 GO:0016043 cellular component organi 0.86 2 0.4366812 261 0.7537471
16603 GO:0034220 ion transmembrane transp 0.86 8 1.7467248 833 2.4056373

4612 GO:0006468 protein phosphorylation 0.86 24 5.240175 2205 6.367863
19533 GO:0043234 protein complex 0.87 8 1.7467248 848 2.448956

9114 GO:0015849 organic acid transport 0.88 1 0.2183406 156 0.45051548
22443 GO:0046942 carboxylic acid transport 0.88 1 0.2183406 156 0.45051548

8496 GO:0015078 hydrogen ion transmembra   0.88 1 0.2183406 160 0.4620672
8943 GO:0015672 monovalent inorganic catio  0.88 3 0.65502185 383 1.1060733
5764 GO:0008234|GO:0004220 cysteine-type peptidase ac 0.89 1 0.2183406 163 0.47073093
9493 GO:0016310 phosphorylation 0.89 27 5.8951964 2504 7.2313514
9913 GO:0016881 acid-amino acid ligase act 0.89 3 0.65502185 391 1.1291766

30205 GO:0071841 cellular component organi      0.89 2 0.4366812 285 0.8230572
9823 GO:0016772 transferase activity, transf   0.90 20 4.366812 1932 5.579461
3341 GO:0004722|GO:0000158 protein serine/threonine ph  0.90 1 0.2183406 171 0.4938343
3156 GO:0004497 monooxygenase activity 0.90 1 0.2183406 172 0.49672222
4916 GO:0006818 hydrogen transport 0.90 2 0.4366812 292 0.84327257
9246 GO:0015992 proton transport 0.90 2 0.4366812 292 0.84327257
8675 GO:0015293 symporter activity 0.90 1 0.2183406 173 0.49961013
2657 GO:0003727|GO:0003728 single-stranded RNA bindi 0.92 1 0.2183406 188 0.54292893

31895 GO:0090304 nucleic acid metabolic pro 0.92 24 5.240175 2340 6.7577324
30069 GO:0071705 nitrogen compound transp 0.93 1 0.2183406 202 0.5833598
12572 GO:0022890|GO:0015082 inorganic cation transmem   0.94 2 0.4366812 332 0.9587894
20487 GO:0044237 cellular metabolic process 0.94 95 20.742357 8185 23.637625

4911 GO:0006812|GO:0006819 cation transport 0.94 5 1.091703 662 1.9118029
21058 GO:0045454|GO:0030503 cell redox homeostasis 0.94 1 0.2183406 211 0.6093511

5766 GO:0008236 serine-type peptidase activ 0.94 1 0.2183406 214 0.6180149
5791 GO:0008270 zinc ion binding 0.94 18 3.930131 1880 5.4292893

10103 GO:0017171 serine hydrolase activity 0.95 1 0.2183406 220 0.63534236
13531 GO:0031072 heat shock protein binding 0.95 1 0.2183406 230 0.6642216
11695 GO:0019725 cellular homeostasis 0.96 1 0.2183406 234 0.67577326
18925 GO:0042592 homeostatic process 0.96 1 0.2183406 238 0.68732494

8211 GO:0012505 endomembrane system 0.96 1 0.2183406 242 0.6988766
4909 GO:0006810|GO:0015457 transport 0.96 22 4.8034935 2315 6.6855345

25529 GO:0051234 establishment of localizati 0.96 22 4.8034935 2315 6.6855345
25476 GO:0051179 localization 0.96 22 4.8034935 2319 6.697086

5661 GO:0008092 cytoskeletal protein bindin 0.96 1 0.2183406 249 0.719092
4609 GO:0006464 protein modification proce 0.97 27 5.8951964 2781 8.031305

12573 GO:0022891 substrate-specific transme   0.97 10 2.183406 1241 3.5839086
3955 GO:0005634 nucleus 0.97 12 2.6200874 1433 4.138389
9266 GO:0016020 membrane 0.97 38 8.296944 3741 10.803708
9579 GO:0016462 pyrophosphatase activity 0.97 7 1.5283843 954 2.7550755
3884 GO:0005524 ATP binding 0.97 3 0.65502185 524 1.51327
9859 GO:0016818 hydrolase activity, acting o      0.97 7 1.5283843 956 2.7608514

20532 GO:0044282 small molecule catabolic p 0.97 6 1.3100437 854 2.4662836
9858 GO:0016817 hydrolase activity, acting o   0.97 7 1.5283843 959 2.769515
5840 GO:0008324 cation transmembrane tran  0.97 3 0.65502185 538 1.5537009

13041 GO:0030554 adenyl nucleotide binding 0.98 3 0.65502185 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide bind 0.98 3 0.65502185 550 1.5883559
12516 GO:0022804 active transmembrane tran  0.98 5 1.091703 787 2.2727928
19684 GO:0043412 macromolecule modificatio 0.98 27 5.8951964 2900 8.374968
20640 GO:0044446 intracellular organelle part 0.99 4 0.8733624 710 2.0504231
26931 GO:0055085 transmembrane transport 0.99 12 2.6200874 1548 4.4705
28365 GO:0065008 regulation of biological qua 0.99 1 0.2183406 316 0.9125827
20616 GO:0044422 organelle part 0.99 4 0.8733624 712 2.0561988

6425 GO:0009056 catabolic process 0.99 7 1.5283843 1051 3.0352037
19526 GO:0043227 membrane-bounded organ 0.99 18 3.930131 2142 6.185924
19530 GO:0043231 intracellular membrane-bo  0.99 18 3.930131 2142 6.185924

5018 GO:0006950 response to stress 0.99 3 0.65502185 611 1.764519
12547 GO:0022857|GO:0005386 transmembrane transporte  0.99 11 2.4017467 1483 4.282785
10058 GO:0017111 nucleoside-triphosphatase 0.99 5 1.091703 878 2.5355935

4408 GO:0006200 ATP catabolic process 0.99 3 0.65502185 641 1.8511566
9918 GO:0016887|GO:0004002 ATPase activity 0.99 3 0.65502185 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.99 3 0.65502185 641 1.8511566
4405 GO:0006195 purine nucleotide catabolic 0.99 4 0.8733624 773 2.232362
6508 GO:0009143 nucleoside triphosphate ca  0.99 4 0.8733624 773 2.232362
6509 GO:0009144 purine nucleoside triphosp   0.99 4 0.8733624 773 2.232362
6511 GO:0009146 purine nucleoside triphosp   0.99 4 0.8733624 773 2.232362
6519 GO:0009154 purine ribonucleotide cata  0.99 4 0.8733624 773 2.232362
6530 GO:0009166 nucleotide catabolic proce 0.99 4 0.8733624 773 2.232362
6567 GO:0009203 ribonucleoside triphosphat   0.99 4 0.8733624 773 2.232362
6569 GO:0009205 purine ribonucleoside triph   0.99 4 0.8733624 773 2.232362
6571 GO:0009207 purine ribonucleoside triph   0.99 4 0.8733624 773 2.232362
6624 GO:0009261 ribonucleotide catabolic pr 0.99 4 0.8733624 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, n      0.99 4 0.8733624 773 2.232362
17035 GO:0034656 nucleobase, nucleoside an    0.99 4 0.8733624 773 2.232362
22209 GO:0046700 heterocycle catabolic proc 0.99 4 0.8733624 773 2.232362
30879 GO:0072523 purine-containing compou   0.99 4 0.8733624 773 2.232362
17020 GO:0034641 cellular nitrogen compoun   0.99 34 7.4235806 3678 10.621769
20520 GO:0044270 cellular nitrogen compoun   0.99 4 0.8733624 777 2.2439137
11522 GO:0019538|GO:0006411 protein metabolic process 0.99 39 8.515284 4134 11.938661

7229 GO:0009987|GO:0008151 cellular process 0.99 117 25.54585 10601 30.614838
6563 GO:0009199 ribonucleoside triphosphat   0.99 4 0.8733624 790 2.2814567



6515 GO:0009150 purine ribonucleotide meta  0.99 4 0.8733624 791 2.2843447
6506 GO:0009141 nucleoside triphosphate m  0.99 4 0.8733624 796 2.2987843
2653 GO:0003723 RNA binding 0.99 4 0.8733624 797 2.3016722
4906 GO:0006807 nitrogen compound metab  0.99 34 7.4235806 3725 10.757502

12574 GO:0022892 substrate-specific transpo  0.99 10 2.183406 1463 4.2250266
4373 GO:0006163 purine nucleotide metabol  0.99 4 0.8733624 810 2.339215
6622 GO:0009259|GO:0009121 ribonucleotide metabolic p 0.99 4 0.8733624 812 2.344991

30877 GO:0072521 purine-containing compou   1.00 4 0.8733624 827 2.3883097
4357 GO:0006139|GO:0055134 nucleobase, nucleoside, n      1.00 28 6.1135373 3285 9.486816
3177 GO:0004518 nuclease activity 1.00 1 0.2183406 427 1.2331418
2627 GO:0003676 nucleic acid binding 1.00 19 4.148472 2453 7.0840673

20517 GO:0044267 cellular protein metabolic p 1.00 27 5.8951964 3225 9.313541
3876 GO:0005515|GO:0045308 protein binding 1.00 69 15.065502 6933 20.021948

20498 GO:0044248 cellular catabolic process 1.00 4 0.8733624 894 2.5818002
4027 GO:0005737 cytoplasm 1.00 14 3.0567687 2001 5.7787275
3863 GO:0005488 binding 1.00 155 33.842796 13903 40.15075

18000 GO:0035639 purine ribonucleoside triph  1.00 3 0.65502185 769 2.2208104
19473 GO:0043170|GO:0043283 macromolecule metabolic 1.00 64 13.973799 6553 18.92454

4867 GO:0006753 nucleoside phosphate met  1.00 4 0.8733624 914 2.6395588
6484 GO:0009117 nucleotide metabolic proce 1.00 4 0.8733624 914 2.6395588

15392 GO:0032991 macromolecular complex 1.00 10 2.183406 1616 4.666878
14959 GO:0032553 ribonucleotide binding 1.00 3 0.65502185 795 2.2958963
14961 GO:0032555 purine ribonucleotide bind 1.00 3 0.65502185 795 2.2958963
10033 GO:0017076 purine nucleotide binding 1.00 3 0.65502185 797 2.3016722

3723 GO:0005215|GO:0005478 transporter activity 1.00 12 2.6200874 1844 5.325324
26932 GO:0055086 nucleobase, nucleoside an    1.00 4 0.8733624 944 2.7261963

4109 GO:0005840|GO:0033279 ribosome 1.00 2 0.4366812 682 1.9695613
22007 GO:0046483 heterocycle metabolic proc 1.00 5 1.091703 1094 3.1593843
20510 GO:0044260|GO:0034960 cellular macromolecule me  1.00 51 11.135371 5577 16.105928
18953 GO:0042623 ATPase activity, coupled 1.00 1 0.2183406 537 1.550813
13018 GO:0030529 ribonucleoprotein complex 1.00 2 0.4366812 741 2.1399486
20638 GO:0044444 cytoplasmic part 1.00 9 1.9650655 1644 4.7477403
20618 GO:0044424 intracellular part 1.00 30 6.550218 3853 11.127155
19525 GO:0043226 organelle 1.00 20 4.366812 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 20 4.366812 3013 8.701303

131 GO:0000166 nucleotide binding 1.00 4 0.8733624 1213 3.5030468
19527 GO:0043228 non-membrane-bounded o 1.00 2 0.4366812 923 2.66555
19531 GO:0043232 intracellular non-membran  1.00 2 0.4366812 923 2.66555

3903 GO:0005575|GO:0008372 cellular_component 1.00 78 17.030567 8515 24.590637
3945 GO:0005622 intracellular 1.00 35 7.6419215 4751 13.720507
3946 GO:0005623 cell 1.00 72 15.720524 8227 23.758917

20657 GO:0044464 cell part 1.00 72 15.720524 8227 23.758917
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