
Table S5. Differentially regulated genes (up and down regulated) in the control compared with THyPRP silenced plants in FAZ at 12 h along with their expression values, fold changes, annotations, GO ids and terms.    

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

Upregulated 
        

Downregulated 
Line Array Details Time Treated vs. Cont  Set 

Control – New Yorker 254331010026_1_3 12h_7_AZ 12h

Control – New Yorker 254331010026_1_4 12h_8_AZ 12h

TAPG + TPRP 254331010035_1_3 12h_43_AZ 12h

TAPG + TPRP 254331010035_1_4 12h_44_AZ 12h Differentially Regulated Probes

Note: Sample Up Down 

Fold change expression values are provided as logbase 2 4h_TPRP_ AZ vs. 4h_Control_AZ_Sense 1415 1392
4h_TPRP_ AZ vs. 4h_Control_AZ_Antisense 536 872

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
gProcessedSigna  Background substracted signal intensity

Worksheet 4 & 5

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

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

Treated

Set 4

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. 

Set4
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 



ProbeNamOrientatio Fold 12h Flag 12h Fold 12h Flag 12h Geomean Fold 12h Flag 12h Fold 12h Flag 12h Geomean   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 12h 44 AZ
A 96 P00 Sense 0.582 Detected -0.582 Detected 0.000 0.959 Detected 1.109 Detected 1.034 0.220 A 96 P00 AK247566 AK247566 Solanum        TTTTCCAGGAATTCTCCATATATAACATCCACTATTCTCTGGGTGTACTGGGGAGTTTGC 51.141 20.8124 38.8679 92.1459 60.5696 70.8007
A 96 P01 Sense 0.515 Detected -0.515 Detected 0.000 1.430 Detected 1.692 Detected 1.561 0.099 A 96 P01 AK323732 AK323732 Solanum        TGGGAATCAAGCCAATTTTCATTACAGGGACGAAACAGAATTTCAAACAAGTAAGGATCG 13246.3 5915.71 11768.6 22613.3 22767.1 28773
A 96 P01 Sense -0.074 Detected 0.074 Detected 0.000 0.958 Detected 1.371 Detected 1.165 0.034 A 96 P01 AW94475 AW94475 EST33680                 ATCGAGTTCGTCTTTTTGTTAACATTTTGGGTGATGTTGTACAAATTCCCAGAGTGACTT 10744 10860 8796.27 27764.4 20032.1 28114.4
A 96 P01 Sense 0.282 Detected -0.282 Detected 0.000 1.399 Detected 2.101 Detected 1.750 0.060 A 96 P01 AK328079 AK328079 Solanum        AGCCAAAATTAAAATCATCGGTGATTGCTATTTTCATAGCGAGTGAAGAGAATGCATCTA 583.903 359.929 711.641 1916.85 1154.5 1977.93
A 96 P01 Sense 0.177 Detected -0.177 Detected 0.000 1.101 Detected 1.779 Detected 1.440 0.064 A 96 P01 A 96 P01 A 96 P01 Unknown TGATGGGATATTGGTACCTGTTTCCCAGTATCCACTATACTCAGCTTCATACAATATGGG 375.6 267.841 362.757 976.431 649.492 1095.16
A 96 P01 Sense 0.873 Detected -0.873 Detected 0.000 1.144 Detected 1.277 Detected 1.210 0.301 A 96 P01 ARG2 NM 00124Solanum      ATATCCTTCACCTTGATGCTCATCCTGACATTTATGATGCATTTGAAGGAAACAAATACT 28235.4 7679.46 12255.5 35896.8 31078.3 35885.8
A 96 P01 Sense 0.572 Detected -0.572 Detected 0.000 0.932 Detected 1.399 Detected 1.166 0.200 A 96 P01 AK325892 AK325892 Solanum        AGGTTCGAGAATCGATAGTATCATCGTTGCTTTGCATTTGGCAGGAGAGTTTAGCTGAGG 17661.4 7281.04 9955.69 20888.6 20658 30090.4
A 96 P01 Sense 0.460 Detected -0.460 Detected 0.000 1.542 Detected 2.015 Detected 1.778 0.075 A 96 P01 TA42576 TA42576 Rep: Wou          TGGGATGGGCCTCATTTTCAGATGACTATATGAAGAAGCTGTTGTTGCATGCCATGGAAA 412.797 198.913 491.526 1190.92 796.473 1164.92
A 96 P01 Sense 0.379 Detected -0.379 Detected 0.000 1.376 Detected 1.338 Detected 1.357 0.070 A 96 P01 LOC54400NM 00124Solanum      GACTTATTCATTTCTTATGAGGAACGCGAAAATGTTCAAGTTAGACGCTTGGCTGCCTCG 25238.1 13612.4 29162.8 49546.8 45939.1 47128.6
A 96 P01 Sense 2.042 Detected -2.042 Detected 0.000 2.647 Detected 2.240 Detected 2.444 0.356 A 96 P01 LOX1.1 NM 00124Solanum     ACTTACAGGCAAAGGAATTCCAAACAGTGTGTCAATATAGAAGAGTTTTGAGTACACATG 17598 946.35 15499.4 44998.2 24410.1 19390.5
A 96 P01 Sense 0.806 Detected -0.806 Detected 0.000 1.475 Detected 1.303 Detected 1.389 0.229 A 96 P01 LOC54384NM 00124Solanum      AATAATGATAGAGTAAGGAGGATGTCAATTCATGATCCCACACCCACCTACTGTAGGTAG 734.644 219.048 217.447 905.058 1065.02 995.435
A 96 P01 Sense 1.208 Detected -1.208 Detected 0.000 2.935 Detected 1.360 Detected 2.148 0.275 A 96 P01 wus NM 00124Solanum      GTTTGTAGTAAGTAAGTACTAATCTAATTTGGTATGTGCCAAGCTATTTGGACCTTATGG 186.69 31.8873 78.9923 103.217 563.433 199.297
A 96 P01 Sense 0.563 Detected -0.563 Detected 0.000 1.001 Detected 1.592 Detected 1.297 0.178 A 96 P01 TA37803 TA37803 Rep: Chro             GTGAATGTTTCGTCAGAGGCTCATCGATTTGCATACAGAGAAGGAATTCGGTTTGACAAA 1638.51 684.533 1013.76 3077.17 2024.2 3212.78
A 96 P02 Sense 0.653 Detected -0.653 Comprom 0.000 0.882 Detected 1.526 Detected 1.204 0.240 A 96 P02 AK325388 AK325388 Solanum        TTGGTACCTGCTGATCACATTAGCAGGAGTTACAATGACACATATTATGTGGATTCTCAA 22.9236 8.45826 19.3284 34.4051 24.5019 40.3318
A 96 P02 Sense 0.257 Detected -0.257 Detected 0.000 0.952 Detected 1.164 Detected 1.058 0.063 A 96 P02 BI924670 BI924670 EST54455                GAATCAGCAAAGCCAGTACCACTTGATCGCTTGAAAAGCAGATTGATCTTCCATGACGGT 996.988 636.599 432.227 1414.26 1471.61 1796.06
A 96 P02 Sense 0.444 Detected -0.444 Detected 0.000 1.524 Detected 1.988 Detected 1.756 0.073 A 96 P02 AK321309 AK321309 Solanum        CAACATAATCGCTGTTTCTAGTTGCAAGGGAGGGGTTGGTAAATCAACTGTAGCTGTCAA 145.775 71.7937 119.931 379.482 280.821 408.327
A 96 P02 Sense -0.418 Comprom 0.418 Comprom 0.000 1.049 Detected 1.401 Detected 1.225 0.114 A 96 P02 DB717894DB717894DB717894              AAGGACTGTGGTTGTTGCAACAAAGCTTGATACCAAAATACCTCAGTTTGCACGAGCTTC 4.30957 7.01807 4.67081 8.8903 10.8648 14.6099
A 96 P02 Sense 1.388 Detected -1.388 Comprom 0.000 1.293 Detected 1.433 Detected 1.363 0.430 A 96 P02 BP897331 BP897331 BP897331            CTTTATGTACATTGATCAAGTGAAGAGTTCTCTAACTGATAGGATTGAGATTTCTGGTCA 16.3923 2.1816 14.2359 28.5483 13.9887 16.2466
A 96 P02 Sense 0.732 Detected -0.732 Detected 0.000 1.226 Detected 1.622 Detected 1.424 0.201 A 96 P02 AK320943 AK320943 Solanum        TAAAAGCTGGGATGGTGGAAGCTGTTATTTGTGTTCAGAGTGATCCAGAAGATCGATTTG 63.3269 20.9243 30.1085 103.362 81.2766 112.699
A 96 P03 Sense 1.522 Detected -1.522 Comprom 0.000 1.909 Detected 2.312 Detected 2.110 0.303 A 96 P03 BI931841 BI931841 EST55173                  TGTTAATGTCAGCAGGAATTGGTCTCCCTAAAGATGGTATTTGGTCATGGATTTCTTGAC 33.7112 3.72728 12.4455 65.5657 40.1939 55.9872
A 96 P03 Sense -0.243 Comprom 0.243 Comprom 0.000 1.810 Detected 1.881 Detected 1.846 0.017 A 96 P03 TA49543 TA49543 Unknown TTTCTGCACCCAACTTTGATTACAAGGGAAGCTTCTATTGCCCCTTTTGTGCATATTCTC 4.32718 5.52349 5.09477 12.9865 16.3702 18.1172
A 96 P03 Sense 0.382 Detected -0.382 Detected 0.000 1.036 Detected 1.398 Detected 1.217 0.102 A 96 P03 AK321342 AK321342 Solanum        TAGCTTCAAACCCCTGGCAGAAGCTTCTGATGAAGATTTAATTCAAGTTGTCACTACAAA 196.704 105.672 150.546 281.449 282.272 382.214
A 96 P03 Sense 0.559 Detected -0.559 Detected 0.000 1.354 Detected 2.145 Detected 1.750 0.125 A 96 P03 BI933291 BI933291 EST55318              ACGTGAACTCCTTGGGCTTAATCTCAGCAAGAAAAACAGCTGAAGCAGTGGATATCTTGA 1932.4 812.175 1750.74 4670.43 3057.3 5575.12
A 96 P03 Sense 0.259 Detected -0.259 Detected 0.000 0.976 Detected 1.266 Detected 1.121 0.063 A 96 P03 AK327428 AK327428 Solanum        CAAATGGCTTTCCGGTTGCTCCAAATGGTTACATGGCTTCACCAAATGGTATGCCTGTTT 133.454 85.0008 97.3867 315.035 200.019 257.699
A 96 P04 Sense 0.239 Detected -0.239 Detected 0.000 1.229 Detected 1.313 Detected 1.271 0.035 A 96 P04 AK320938 AK320938 Solanum        GCCATATTCTCATCTTTTACCTTCTGTACAAGATCCTGGTACTAAAATTGGGTGTATGAA 69.8758 45.7122 193.277 147.115 126.506 141.256
A 96 P04 Sense 0.461 Comprom -0.461 Comprom 0.000 1.321 Detected 1.516 Detected 1.418 0.095 A 96 P04 AK321666 AK321666 Solanum        GGTGAGACTTTGAATGGTACATCAGGATTAGATATTTACACAGAGAAGAAAGTTATGGAG 6.81602 3.27931 2.1615 16.0506 11.2768 13.6034
A 96 P05 Sense 0.608 Detected -0.608 Detected 0.000 2.446 Detected 1.186 Detected 1.816 0.174 A 96 P05 GO376239GO376239ctsd3j1 To             ATTGCGTTTGTAAGTCTGGTTGAAAAATCCTGGATAGCAAAGACTCCTTTTCACCTACCA 118.655 46.5887 106.416 321.629 386.727 170.129
A 96 P05 Sense 0.471 Detected -0.471 Detected 0.000 1.154 Detected 1.919 Detected 1.537 0.127 A 96 P05 AK325623 AK325623 Solanum        CACATCCCAATTGTTGTTGGATCTCAAATGCGTTATGAAATTACTGGGGATCCCCTATAC 76.0478 36.0714 32.2273 112.137 111.317 199.248
A 96 P05 Sense 0.222 Detected -0.222 Detected 0.000 1.069 Detected 1.105 Detected 1.087 0.039 A 96 P05 AK323081 AK323081 Solanum        TTGTAGCTGGAGCAGTGACGTCTTCTTTAGCTCTCGTTCTGATGATTTTCTTTGTTGCTT 387.45 259.736 308.979 659.99 635.419 686.558
A 96 P05 Sense 0.586 Detected -0.586 Detected 0.000 1.194 Detected 1.564 Detected 1.379 0.154 A 96 P05 AK322830 AK322830 Solanum        TCGAAAAATTGAAGCTTTCAAGGGAATACCCGTAAAGATGGTTGCTGCCGGTGCTGAACA 188.5 76.233 97.2582 360.735 261.854 356.615
A 96 P06 Sense 0.857 Detected -0.857 Detected 0.000 1.180 Detected 0.894 Detected 1.037 0.355 A 96 P06 BI925205 BI925205 EST54509                AAGATCTGGTATGTTTAATCCCCCACTTGCTAGTTTCAAGACAGAGCATCACCAGGGCTT 145.806 40.544 36.5805 167.514 166.286 143.769
A 96 P06 Sense 0.450 Detected -0.450 Detected 0.000 0.937 Detected 1.215 Detected 1.076 0.150 A 96 P06 AK247267 AK247267 Solanum        TCAGGAGTCGGAAGAAGGAAACTGGCATGTACCAATTGCCTCAGAACTTGAATCAGAAGA 65.7777 32.139 47.2775 129.454 84.0692 107.397
A 96 P06 Sense 0.728 Detected -0.728 Detected 0.000 0.952 Detected 1.332 Detected 1.142 0.268 A 96 P06 AK326517 AK326517 Solanum        GAGTATGCGACAAGTTAATTGAGGTCTTCTTGGTTGACAAACCCAAACCTACTGAATGGA 217.794 72.3714 72.4446 249.697 231.95 317.875
A 96 P06 Sense 0.054 Detected -0.054 Detected 0.000 1.128 Detected 1.596 Detected 1.362 0.030 A 96 P06 AK319237 AK319237 Solanum        GATAATAGAACCTCCTCTCAACGCAATAGCAGGAGCTGGAGACAAGTTCTATATAAGCTG 657.444 556.073 1138.63 1367.01 1262.04 1838.38
A 96 P06 Sense 0.611 Detected -0.611 Detected 0.000 0.811 Detected 1.832 Detected 1.321 0.239 A 96 P06 DB712246DB712246DB712246              TATATCAATATGCATTGCATTAGCTGCACTGATTTTGCCATTTTTCATGAAGTCATTGGG 30 11.7255 17.3092 59.4714 31.4089 67.1643
A 96 P06 Sense 1.275 Detected -1.275 Detected 0.000 1.172 Detected 2.253 Detected 1.712 0.342 A 96 P06 AK224831 AK224831 Solanum        GGTCATATGGTGCAATACATACGATCAAACTTCTCTGTAATATCGTTTGTTTGTCCAAAT 2469.85 384.623 657.764 1935.06 2096.34 4672.83
A 96 P07 Sense 1.386 Detected -1.386 Comprom 0.000 2.598 Detected 2.746 Detected 2.672 0.194 A 96 P07 AK323172 AK323172 Solanum        GCATAGGGGTTTCAACTATTCTTGCAGTTACCACTGTCGTTTATATCCAAGAGCGTTTTG 16.9078 2.25522 9.09476 137.484 35.7025 41.6852
A 96 P07 Sense 0.779 Detected -0.779 Detected 0.000 1.155 Detected 1.660 Detected 1.407 0.228 A 96 P07 AK326318 AK326318 Solanum        AAGTAAAGATGATGCTCAAAATTAAGAGGGTTCCTACGCTTGTTTCTAACTTTCAAAAGG 2406.35 745.172 1192.16 4518.02 2846.21 4256.55
A 96 P07 Sense 0.355 Detected -0.355 Detected 0.000 1.588 Detected 2.260 Detected 1.924 0.059 A 96 P07 TA38217 TA38217 Rep: Seri          CTGGATATATTGACTATGACCAGCTCGAGAAAAGTGCCACACTCTTTAGGCCAAAATTGA 596.537 332.553 651.907 1696.1 1278.82 2146.43
A 96 P07 Sense 0.858 Detected -0.858 Detected 0.000 1.660 Detected 1.740 Detected 1.700 0.186 A 96 P07 DB684842DB684842DB684842              TAAGCGTCTCAAATTTCATTGCGTTTGCCAATCCAAAAGCGCCTCTTTATCCGCGTCTTG 136.95 38.0273 58.7009 262.88 217.809 242.535
A 96 P07 Sense 1.315 Detected -1.315 Comprom 0.000 2.124 Detected 1.438 Detected 1.781 0.320 A 96 P07 AK320713 AK320713 Solanum        AAGAAATTAAATTGAAATATGAAGAGTTCCAGCAGAAGGTGGAACATGCTGGTGAATCTG 15.7035 2.31163 10.7354 61.5292 25.0769 16.4224
A 96 P08 Sense 0.591 Detected -0.591 Detected 0.000 0.831 Detected 1.384 Detected 1.108 0.232 A 96 P08 AK323868 AK323868 Solanum        TTTCACTTCTGAGAGAGCAATGTGAACTAATTTTCACTGCAAAGCTTGCTATTAATGTCT 247.598 99.4651 100.116 639.352 266.546 412.13
A 96 P08 Sense 2.246 Detected -2.246 Comprom 0.000 2.929 Detected 2.609 Detected 2.769 0.344 A 96 P08 BI923850 BI923850 EST54373                TGTTGTAGCACTTGAGGTTGTTCTAGCTGATGGAAAGGTTGTTAGAGCTACAAAGGACAA 82.7495 3.35238 22.5119 508.03 121.112 102.205
A 96 P08 Sense 0.645 Detected -0.645 Detected 0.000 1.037 Detected 1.349 Detected 1.193 0.214 A 96 P08 AK323868 AK323868 Solanum        AATTGGTATTTTCACTTCTGAGAGAGCAATGTGAACTAATTTTCACTGCAAAGCTTGCTA 294.249 109.754 121.508 742.376 352.172 460.474
A 96 P08 Sense 0.434 Detected -0.434 Detected 0.000 0.963 Detected 1.563 Detected 1.263 0.139 A 96 P08 DB683919DB683919DB683919              CCGTGGATAACCAACCTCTATTTGAAGGTCGAACTGCTATCCAGATTTACAGCGACTACA 36.2637 18.1244 21.6177 62.6204 47.7012 76.2031
A 96 P08 Sense 0.314 Detected -0.314 Detected 0.000 1.162 Detected 1.374 Detected 1.268 0.062 A 96 P08 AK323887 AK323887 Solanum        AATCCTCCAATCTTCATTTTGGGTCCAAAGTACTTGGCAAGTAATGTTTACCAACAGAGC 304.958 180 296.579 724.996 500.406 610.699
A 96 P08 Sense 0.448 Detected -0.448 Detected 0.000 0.894 Detected 1.618 Detected 1.256 0.161 A 96 P08 BT012751 BT012751 Lycopers       CTAAGCCTCAAGGGGAAAGATACTATCCCTTTCCTGGAAAAGCTTGTTGTTGCTGATGTT 267.139 130.914 171.862 541.947 331.71 577.578
A 96 P08 Sense 0.188 Detected -0.188 Detected 0.000 0.848 Detected 1.644 Detected 1.246 0.105 A 96 P08 CAT2 NM 00124Solanum      TGCTCCTGTTTTTAATAACAATTCATCTCTTACGGTTGGTGCAAGAGGTCCTGTGTTGCT 28.4626 20.0019 12.2343 86.3662 41.0013 75.0416
A 96 P08 Sense 1.563 Detected -1.563 Detected 0.000 1.034 Detected 2.112 Detected 1.573 0.442 A 96 P08 AK224831 AK224831 Solanum        GCAGGGAAGGTGAAAGAGGTGTTTCGTTTGTTGTGTTCTATGAATATGTGATATGTTTAG 2941.27 307.071 582.465 1865.11 1858.48 4133.47
A 96 P08 Sense 0.575 Detected -0.575 Detected 0.000 1.060 Detected 1.893 Detected 1.476 0.173 A 96 P08 LOC54410AK327836 Solanum        ATCAGGAGATCGCCAAGAAAAAGTTGCCAAAGATGGTTTATGACTACTATGCCTCGGGAG 2746.05 1127.74 2212.66 5286.04 3501.99 6575.19
A 96 P08 Sense 1.208 Detected -1.208 Detected 0.000 2.043 Detected 1.019 Detected 1.531 0.364 A 96 P08 ADH2 NM 00124Solanum      CCTCGTTCGGATATTCCTTGTGTTGTTGAGAAATACATGAACAAAGAACTTGAATTGGAG 130.576 22.2914 23.5313 357.025 212.276 110.019
A 96 P08 Sense 0.544 Detected -0.544 Detected 0.000 0.823 Detected 1.365 Detected 1.094 0.214 A 96 P08 TA36771 TA36771 Unknown TGATTTGGAGATCTTCATGGCTTTGGCTGATAAGATCAGGCGCATCAAGGTTATGGCAAA 3292.16 1411.15 1160.21 3778.76 3641.39 5583.97
A 96 P09 Sense 0.762 Detected -0.762 Detected 0.000 1.757 Detected 1.866 Detected 1.811 0.141 A 96 P09 AK327616 AK327616 Solanum        AGCATCTCAAATTTCGTTGCATTTGCCAATCCAAAAGCGCCTCTTTATCCGCGTCTTGCT 243.3 77.0833 123.586 586.405 441.986 502.127
A 96 P09 Sense 1.024 Detected -1.024 Detected 0.000 2.080 Detected 2.176 Detected 2.128 0.174 A 96 P09 BT013430 BT013430 Lycopers       AGAAAGTTTGGGGCAAAACTGGTTCAAAAATCTACGGCCCCAAAGCTGGACTGGATTATC 55.9061 12.3184 20.1782 91.7484 105.953 119.328
A 96 P09 Sense 0.104 Detected -0.104 Detected 0.000 0.887 Detected 1.319 Detected 1.103 0.044 A 96 P09 TA38240 TA38240 Rep: Wou              GTCTTATTGACAACATTTTGGGTGTTGTTGTACAAATTCCTAGGGTGGCTTAATATAATG 32165.9 25395 33744.2 55393.3 50478.8 71716.1
A 96 P09 Sense 0.643 Detected -0.643 Detected 0.000 1.291 Detected 1.520 Detected 1.405 0.165 A 96 P09 CCD1-2 NM 00124Solanum        GGGCTGTTCGGGTTGTTCTCAGTATATATATACATGCTCAGGGAAAAGCTGAAAGTTTTG 534.8 199.825 260.605 910.301 763.522 942.928
A 96 P09 Sense 0.314 Detected -0.314 Detected 0.000 1.086 Detected 1.280 Detected 1.183 0.069 A 96 P09 TA39101 TA39101 Rep: Chro              CTCTACCCATTTTTAAATATGAAAGTAACGGTCTCGTGTCTCTTTCCCCCCAGGGACTCT 1454.33 857.459 867.37 2147.4 2264.04 2728.47
A 96 P09 Sense 0.445 Detected -0.445 Detected 0.000 1.207 Detected 1.514 Detected 1.360 0.102 A 96 P09 AK247024 AK247024 Solanum        TCTTGATGACAAGAATGCTTCTGTGGGGGAGAACTCTTATAGCTATCCACTTGGTCCCAT 591.303 290.979 367.197 892.337 914.275 1191.43
A 96 P09 Sense 1.637 Detected -1.637 Comprom 0.000 1.703 Detected 2.703 Detected 2.203 0.327 A 96 P09 TA40925 TA40925 Rep: Chro              TGTAGTCAATAAAATTGATAGACCTTCTGCTCGTCCAGAGTTTGTTGTCAACTCTACGTT 25.3594 2.38931 11.7305 37.4809 24.199 50.9998
A 96 P10 Sense 1.091 Detected -1.091 Detected 0.000 1.661 Detected 0.876 Detected 1.268 0.388 A 96 P10 TA44511 TA44511 Rep: Wou           TAGGACAAAGATTGTACTAGTTGAAGGGCATGCCATTTTAAAGATAAGCATGTATCTGTA 1968.28 395.414 748.52 1800.84 2663.21 1629.06
A 96 P10 Sense 0.218 Detected -0.218 Detected 0.000 0.885 Detected 1.462 Detected 1.174 0.083 A 96 P10 LOC54369NM 00124Solanum      TGTGGTGATTTGTTTGAAAACAGTGTTGTAGACGAGTTCAATGAGTGTGCAGTCTCCCGG 52.7006 35.5043 41.0034 157.271 76.2655 119.918
A 96 P11 Sense 0.613 Detected -0.613 Detected 0.000 1.646 Detected 1.511 Detected 1.579 0.125 A 96 P11 AK329079 AK329079 Solanum        ATCCCTCTTCATAATCATCCTGGCATGACTGAGTTCTGCAAGCTTCTAGCAAGAACCATG 1960.56 763.911 985.123 2372.85 3657.49 3509.59
A 96 P11 Sense 0.079 Detected -0.079 Detected 0.000 1.510 Detected 1.530 Detected 1.520 0.003 A 96 P11 AK321070 AK321070 Solanum        CACTAAATTGCTCAACTCGGTCCAGCTCTGAAATTGCTCCTACCAGATAAATACATCCAG 60.3716 49.3203 131.479 137.036 148.395 158.569
A 96 P11 Sense 0.038 Comprom -0.038 Comprom 0.000 1.175 Detected 1.188 Detected 1.182 0.001 A 96 P11 TA53565 TA53565 Rep: Chro              TCAGTACTTTACCATCATCACTGTGTGAGCTTTCGTTATTACAAGTGCTAATTTTGGAGA 7.41289 6.40827 2.07285 11.9061 14.8625 15.8015
A 96 P11 Sense 0.521 Detected -0.521 Detected 0.000 1.390 Detected 1.414 Detected 1.402 0.115 A 96 P11 TA54294 TA54294 Rep: Chro              AGAAGTCTCATGGGATGCCACTTTAGACCCTGCGTCGTATTTTAAAATTGGCCAGATTGT 194.932 86.3308 156.698 425.684 324.587 347.711
A 96 P11 Sense 0.213 Detected -0.213 Detected 0.000 0.913 Detected 1.551 Detected 1.232 0.085 A 96 P11 TA54953 TA54953 Rep: Chro              TTGGGACACATGATGGGCATAATTTCTTTGCTTCATCTTTGTCTTGATAAGCTACATATG 1204.15 817.38 2609.39 3801.99 1784.12 2923.6
A 96 P11 Sense 0.521 Detected -0.521 Detected 0.000 0.825 Detected 1.485 Detected 1.155 0.202 A 96 P11 AK321245 AK321245 Solanum        GAGAACAAGTCCATGATATACTTCTTCAACAGATTCTATTTCTGCATAAGCCTTGGTTCT 1327.7 587.464 749.984 1812.77 1494.29 2486.31
A 96 P12 Sense 0.466 Detected -0.466 Detected 0.000 1.441 Detected 1.707 Detected 1.574 0.083 A 96 P12 LOC54422NM 00124Solanum      GCATGATTCCTTATCACAAAAATCTCACAGCTCGGGGCTATCGGGCAATCATATACAGTG 5430.7 2595.85 5547.19 12028.9 9731.04 12334.8
A 96 P12 Sense 0.648 Detected -0.648 Detected 0.000 1.118 Detected 1.188 Detected 1.153 0.218 A 96 P12 LOC1003 NM 00124Solanum       TATCACATACCCGTGTTTGGAGGAGTCGCTAAAGAACCTCCGATGCATATTGTCCATATT 39.1052 14.5174 30.2352 68.9391 49.3754 54.6196
A 96 P12 Sense 0.781 Detected -0.781 Detected 0.000 1.318 Detected 2.130 Detected 1.724 0.189 A 96 P12 AJ243416 AJ243416 Lycopers          TGAATGCCGAGTTAGGCAACCTTTACGAGTTGTTCCACTTTTTGAGAAGTTGGCCGATCT 278.869 86.1521 99.9317 385.616 368.921 682.747
A 96 P12 Sense -0.451 Detected 0.451 Detected 0.000 1.092 Detected 1.514 Detected 1.303 0.120 A 96 P12 NP000615 NP000615 GB ATTGGCATATCCATAATATATATCTTGATCTCGACTGGAAATCTAAGATGGCTTGCAAGA 36.8486 62.7857 92.7037 140.858 97.8934 138.198
A 96 P12 Sense 1.003 Detected -1.003 Detected 0.000 0.963 Detected 1.370 Detected 1.167 0.372 A 96 P12 AI483484 AI483484 Rep: Chro              TCCCAAACAACGTTAGCCCTTTCAAACGTAATTGGTCCGCGTGAACAAATTTCTTGCGCA 5160.73 1172.13 4252.85 4299.64 4578.56 6394.71
A 96 P12 Sense 0.913 Detected -0.913 Detected 0.000 0.902 Detected 1.470 Detected 1.186 0.341 A 96 P12 Td M61914 L.esculen        ATAAACCGTCAACTGAAAGACATTCACGCTGTGTTTATACCTGTTGGTGGAGGGGGTTTG 31682.9 8148.73 20483.8 38818 28662.1 44769.6
A 96 P12 Sense 0.863 Detected -0.863 Detected 0.000 1.667 Detected 1.585 Detected 1.626 0.200 A 96 P12 AK327616 AK327616 Solanum        ATGAAAGAACTTGGGAGAACAGTGGATCATTATACAACGGTCTAGACTCGGGTGGAGAAT 604.49 166.641 314.918 1534.22 962.507 957.733
A 96 P13 Sense 1.068 Detected -1.068 Detected 0.000 0.860 Detected 1.888 Detected 1.374 0.366 A 96 P13 LOC54400BI931665 EST55155                  GTTGTGTTAGTATTGGCCTATAGTAGCCATTTGACACATTAAATAAGTTTGTGACACATC 2546.61 527.965 549.056 2073.01 2009.96 4316.07
A 96 P13 Sense 0.940 Detected -0.940 Detected 0.000 1.074 Detected 1.715 Detected 1.394 0.295 A 96 P13 Td M61914 L.esculen        AGCTAAAATTGTCATGCCTACAACCACCCCACAAATCAAGATTGATGCGGTTAGAGCCCT 15747.5 3900.83 10362.7 22237.5 15750 25883.5
A 96 P13 Sense 0.960 Detected -0.960 Detected 0.000 1.156 Detected 1.699 Detected 1.427 0.289 A 96 P13 AI490908 AI490908 Unknown TCTATTGGAGATGGAGCTGCCCTCATGTCCTTCTTACTCTTTTGTTTTCGGACAACTTCG 509.743 122.774 366.586 459.258 532.211 816.878
A 96 P13 Sense 0.664 Detected -0.664 Detected 0.000 0.971 Detected 1.173 Detected 1.072 0.252 A 96 P13 ca2 NM 00124Solanum      TCAAGACTGAGAAATATGACACAAACCCAGCCTTATATGGTGAGCTAGCAAAGGGCCAGA 322.72 117.216 311.951 603.492 363.993 441.068
A 96 P13 Sense 0.570 Detected -0.570 Detected 0.000 1.285 Detected 1.814 Detected 1.550 0.133 A 96 P13 AK319264 AK319264 Solanum        CATCAGCAACATCAATGCAAGTGGATGCCTGTCAACCTAGAGTAGACAAGAACGAAGGAA 1244.03 514.488 669.778 2372.78 1861.47 2830.81
A 96 P13 Sense 0.774 Detected -0.774 Detected 0.000 1.060 Detected 1.624 Detected 1.342 0.245 A 96 P13 AK320315 AK320315 Solanum        CTACCTGTTGCGATTGGAGACTATACAGACTTCTTTGCATCAATGCACCATGCCAAGAAT 89.2253 27.8275 28.0266 133.56 99.2005 154.542
A 96 P13 Sense 0.364 Detected -0.364 Detected 0.000 1.025 Detected 1.609 Detected 1.317 0.106 A 96 P13 BT012751 BT012751 Lycopers       AAATGCGGGTTGCAGGGACAAGGATCTTGCACACATTGAGGAGCACATGAAATCATTCAA 768.853 422.919 668.124 1535.82 1107.75 1750.23
A 96 P13 Sense 0.307 Detected -0.307 Detected 0.000 1.222 Detected 1.363 Detected 1.293 0.054 A 96 P13 GH999693GH999693SlBt1c03              TCTCTTACTGTCCGCGCAGCTTCCTCTTATGCTGATGAGCTCATTAAAACCGCTAAAACT 683.983 407.59 977.748 1954.74 1175.9 1366.43
A 96 P13 Sense 0.881 Detected -0.881 Comprom 0.000 1.219 Detected 1.354 Detected 1.286 0.283 A 96 P13 AI894737 AI894737 Rep: Chro              GCCTGTTGGGGAACCTACAAGTGAAAAGGTCAGTCACTAAACTTCGCTCTTTGCTTACAT 13.4143 3.60681 8.91195 22.4214 15.4627 17.8834
A 96 P14 Sense 1.224 Detected -1.224 Detected 0.000 2.033 Detected 1.033 Detected 1.533 0.366 A 96 P14 ADH2 NM 00124Solanum      ATCACCATGGCGGACTAAACTTTTTGTCCTAGAAAAGGAGCTTCTACTGTTTGAGAAATA 277.323 46.3358 52.2505 559.628 443.092 233.314
A 96 P14 Sense 1.055 Detected -1.055 Detected 0.000 1.934 Detected 2.006 Detected 1.970 0.203 A 96 P14 AW035722AW035722Unknown TCTCGCTCTTGGAAAGACATGGGATATTATGACGGTTACTTGGACGAGTGGCTACAACAT 116.26 24.5367 41.7138 252.898 194.861 215.809
A 96 P14 Sense 1.676 Detected -1.676 Detected 0.000 1.187 Detected 2.347 Detected 1.767 0.424 A 96 P14 AK224831 AK224831 Solanum        GACATTTTTTCGTGATTTCGAGGATCTGGAGAAGCCTAGTTATCCTTAAGTTTCAGAAAA 1980.04 176.702 312.012 1212.19 1286.01 3026.88
A 96 P14 Sense 0.132 Detected -0.132 Detected 0.000 0.904 Detected 1.457 Detected 1.181 0.061 A 96 P14 AK319516 AK319516 Solanum        GAGCTGGAATTTCTAACCTTACTGGAGTTCAAGGCGCTGCCAATATTCAAGGAGAAGATC 182.41 138.519 231.16 504.791 284.06 438.983
A 96 P15 Sense 0.692 Detected -0.692 Detected 0.000 1.038 Detected 1.012 Detected 1.025 0.277 A 96 P15 ca2 NM 00124Solanum      CAAAGGTCTCATGTCACTACCTGAAGATGGTAGTGAATCAACTGCCTTTATTGAGGATTG 1187.64 415.005 1532.76 2497.97 1376.75 1424.69
A 96 P15 Sense 0.697 Detected -0.697 Detected 0.000 0.973 Detected 1.060 Detected 1.016 0.283 A 96 P15 ca2 NM 00124Solanum      TATTGAGGATTGGGTAAAAATTTGTTTACCTGCCAAGGCAAAGGTTCTGGCCGATCACGG 1891.82 655.837 2389.95 3709.59 2087.35 2335.54
A 96 P15 Sense 0.318 Detected -0.318 Detected 0.000 0.987 Detected 1.228 Detected 1.108 0.083 A 96 P15 AK247024 AK247024 Solanum        GACCTACGTTGGCTATCATCATCAGATGTTATTGAAGGATCTGGATATGGATTGACGTCT 345.662 202.893 246.698 519.359 501.329 624.105
A 96 P15 Sense 0.814 Detected -0.814 Detected 0.000 1.631 Detected 1.601 Detected 1.616 0.186 A 96 P15 AK320973 AK320973 Solanum        CTGAAGTACTTACATTGATAGGGCTGTTGGATTTCTTCTACGCAGAGAGCACATCAGGCA 171.27 50.487 67.9404 344.275 274.912 283.81
A 96 P15 Sense 0.254 Detected -0.254 Detected 0.000 1.128 Detected 1.290 Detected 1.209 0.045 A 96 P15 GH999693GH999693SlBt1c03              TTTGAGGAGACCCTCTACCAGTCTACCGCGGATGGACGCAAAATAGTTGATGATCTTATT 863.054 553.403 1369.28 2760.97 1442.31 1700.24
A 96 P16 Sense 0.452 Detected -0.452 Detected 0.000 0.911 Detected 1.437 Detected 1.174 0.154 A 96 P16 TA36834 TA36834 Rep: Wou             TGATCCAAAAAGGCCAAATGCTTGCACCTTTAATTGTGATCCAAATATTGCCTATTCAAG 59899.7 29172 48723.4 87627.4 75057.5 113882
A 96 P16 Sense 2.419 Detected -2.419 Detected 0.000 3.301 Detected 2.976 Detected 3.139 0.325 A 96 P16 LOX1.1 NM 00124Solanum     TCCAAATTTGCCATGGAAATGTCAGCTGTCGTTTACAAAGACTGGGTCTTCCCTGATCAA 1430.69 45.6052 589.555 3875.38 2403.13 2022.41
A 96 P16 Sense 0.792 Detected -0.792 Detected 0.000 0.950 Detected 1.544 Detected 1.247 0.279 A 96 P16 AW933884AW933884EST35972               ATTCATTTAAATCTCCTCCATTTCCAGGACAAGAGTCATTGCAACGAATCGTGATATTTG 46.0418 13.9947 22.9102 125.851 46.8145 74.4394
A 96 P16 Sense 0.260 Detected -0.260 Detected 0.000 2.830 Detected 1.214 Detected 2.022 0.140 A 96 P16 TA40055 TA40055 Unknown TATCCAGTTGGAGCAACATCTGTTTGCTGTGCAGTTTGCAATGCAGTAACAGCAGTACCA 28.691 18.2312 26.1659 75.91 155.259 53.3625
A 96 P17 Sense 0.961 Detected -0.961 Detected 0.000 0.961 Detected 1.459 Detected 1.210 0.347 A 96 P17 Td M61914 L.esculen        TGGAACAGAGATAAACCGTCAACTGAAGGACATTCACGCTGTGTTTATACCTGTTGGTGG 34734.9 8357.95 18113.8 40442.2 31677.5 47123.1
A 96 P17 Sense 0.149 Detected -0.149 Detected 0.000 1.010 Detected 1.069 Detected 1.040 0.021 A 96 P17 AK323081 AK323081 Solanum        GCGGAACCAACTTTTACTAGTTTATGAGTACATGGAGAACAATAACCTTTCCCATGTTTT 323.771 240.154 275.806 494.898 536.132 588.615
A 96 P17 Sense 0.191 Detected -0.191 Detected 0.000 0.870 Detected 1.200 Detected 1.035 0.055 A 96 P17 Aiv-1 NM 00124Solanum     TCTACTTGCCTTTTGCCATGGTTCCTGATCAATGGTATGATTTTAACGGTGTCTGGACAG 146.528 102.446 142.691 216.618 213.853 283.072
A 96 P17 Sense 0.654 Detected -0.654 Detected 0.000 1.145 Detected 1.075 Detected 1.110 0.232 A 96 P17 DB719854DB719854DB719854              GGAGACAGAAATCAGCAATTCAGATGATACATTAGTCACTTCGAGCAGCTTGGAACTCCT 263.529 97.0068 73.2288 340.089 337.701 338.925
A 96 P17 Sense 1.645 Detected -1.645 Detected 0.000 1.057 Detected 2.153 Detected 1.605 0.452 A 96 P17 AK224831 AK224831 Solanum        TTAAGTTTCAGAAAACATCACAACAGAAAATACTACTAGCAGGGAAGGTGAAAGAGGTGT 1350.18 125.934 224.082 833.572 819.087 1844.79
A 96 P17 Sense 0.568 Detected -0.568 Detected 0.000 1.145 Detected 1.136 Detected 1.141 0.183 A 96 P17 TA37652 TA37652 Unknown CAAGTCTTGATTAAGATAGTCGCTGCTGCTCTTAACCCTGTTGATGTTAAACGACGGCTC 789.105 327.227 452.728 1404.27 1073.18 1123.41
A 96 P17 Sense 0.231 Detected -0.231 Detected 0.000 0.880 Detected 1.317 Detected 1.099 0.075 A 96 P17 AK329757 AK329757 Solanum        GGGGATGGAGATAATGGATATGGCAACGCCATGAATGTCAAGAGAACTGTGAAAGGATAT 30.8003 20.3828 13.9094 42.2135 44.0305 62.7993
A 96 P17 Sense 0.441 Detected -0.441 Detected 0.000 1.115 Detected 1.283 Detected 1.199 0.116 A 96 P17 TA36834 TA36834 Unknown GTTCACAAGGAAAATCGTTAATTTATCCCACCGGATGTACCACATGTTGCACAGGGTACA 79724.8 39436.3 72498.2 120551 115972 137295
A 96 P17 Sense 0.668 Detected -0.668 Detected 0.000 1.006 Detected 2.370 Detected 1.688 0.219 A 96 P17 BF050464 BF050464 Unknown ATTGTTTTCTTCTCGTTCTGATTCACAGCCTGATCAATCCTTGTATCCTTCAAACGTAAC 117.029 42.2694 80.6012 113.465 134.901 365.852
A 96 P18 Sense 0.317 Detected -0.317 Detected 0.000 1.036 Detected 1.840 Detected 1.438 0.107 A 96 P18 ca2 NM 00124Solanum      ATTGAGAAATGTCAACTGCTTCCATTAACAATTGCCTTACTCTCTCCCCTGCTCAAGCTT 21.516 12.6398 26.269 34.2686 32.291 59.3782
A 96 P18 Sense 0.693 Detected -0.693 Detected 0.000 1.058 Detected 1.040 Detected 1.049 0.269 A 96 P18 BG132352BG132352Unknown GGTGGAGTTTCTAAGGAAATTTCTCGACATAACTCTGTGGAGCTGATTGATATTTGTGAG 4875.21 1700.75 2525.83 7661.65 5723.64 5954.31
A 96 P19 Sense 0.469 Detected -0.469 Detected 0.000 1.062 Detected 1.381 Detected 1.221 0.133 A 96 P19 TA36834 TA36834 Unknown TATGTTGATGCCAAGGCTTGTACTAGAGAATGTGGTAATCTTGGGTTCGGGATATGCCCA 25743.9 12252.4 19073.8 41569 35393.6 46542.4
A 96 P19 Sense 0.532 Detected -0.532 Detected 0.000 1.481 Detected 2.455 Detected 1.968 0.112 A 96 P19 BG631358BG631358Unknown TTACAATAGAACACAATGTCACTCCATGTTTGCCTCTTGGGGGCACAATCACTGCATCCA 102.031 44.5148 65.9309 204.8 179.681 371.83
A 96 P19 Sense 0.241 Detected -0.241 Detected 0.000 0.866 Detected 1.718 Detected 1.292 0.119 A 96 P19 CAT2 NM 00124Solanum      GTACAGACTCCAGTCATTGTGAGATTCTCTACTGTTATTCATGAAAGGGGTAGTCCTGAA 292.184 190.599 259.216 814.05 410.54 780.823
A 96 P19 Sense 0.580 Detected -0.580 Detected 0.000 0.805 Detected 1.305 Detected 1.055 0.237 A 96 P19 BG735008BG735008Unknown ATAACTCATAAGGAGGTGCATCAGAAGCCAAATTAGCTACCACGTGCGATGATGGCAACT 1927.71 786.087 1124.11 2348.44 2052.98 3059.32
A 96 P19 Sense 0.496 Detected -0.496 Detected 0.000 1.082 Detected 1.257 Detected 1.169 0.146 A 96 P19 BI205961 BI205961 Rep: Chro              TGCCTTCTGTTATTGTGCTCATCCAGTTTTCCCAACCTTATATACTTCCATGATAAATCC 751.719 344.349 550.61 555.242 1028.1 1223.39
A 96 P19 Sense -0.280 Comprom 0.280 Detected 0.000 0.900 Detected 1.237 Detected 1.069 0.082 A 96 P19 BI209487 BI209487 Unknown AAAGGAAGGGGTGTGTGATGAAAGCCTTTAATTTGTTACTCTTGAACTATAGTATGACAA 10.0373 13.4879 2.06884 14.6935 20.7269 27.5961
A 96 P19 Sense -0.020 Detected 0.020 Detected 0.000 0.810 Detected 1.197 Detected 1.003 0.036 A 96 P19 BI422997 BI422997 Unknown CCTAGAGATGATTCAAGTAGTACATTTACTTGTCCTAATGGAACTAGCTATAAAGTCGTA 435.302 407.883 756.323 1056.24 705.261 971.903
A 96 P20 Sense 1.099 Detected -1.099 Detected 0.000 1.380 Detected 1.351 Detected 1.366 0.340 A 96 P20 BI924537 BI924537 Unknown TAGTGGTAATCATGAAAGAACTTGGGGAGATAGTGGATCATTATATAACGGTCTAGACTC 517.402 102.8 188.361 1053.9 573.291 591.829
A 96 P20 Sense 0.145 Detected -0.145 Detected 0.000 1.349 Detected 1.534 Detected 1.441 0.014 A 96 P20 SBT2 NM 00124Solanum      ATTGTCTGGAACTTCAATGTCATGTCCACATGTTAGTGGCATTGCTGCTTTGCTCAAGGC 49.7906 37.1282 27.6581 140.467 104.545 125.237
A 96 P20 Sense 0.738 Detected -0.738 Detected 0.000 1.136 Detected 1.585 Detected 1.360 0.220 A 96 P20 BI926166 BI926166 Unknown GACATGATAAGCAGATGGGATAAGCTAACGGGTCCACGGGGTTCTGTGAATTGATATTTC 228.791 74.9946 82.5206 462.981 274.877 395.274
A 96 P20 Sense 0.686 Detected -0.686 Detected 0.000 1.207 Detected 1.745 Detected 1.476 0.183 A 96 P20 BI926887 BI926887 Unknown CCTCGACTTAATCCATTGTTCTATGAACTCGCTACCACTTACAGTAATTATTCTTTACTA 52.465 18.4868 21.6464 136.388 68.6232 104.993
A 96 P20 Sense 0.196 Detected -0.196 Comprom 0.000 1.059 Detected 1.667 Detected 1.363 0.064 A 96 P20 BI927630 BI927630 Unknown AAGAGGATGACTCAATTCTCCTGCAGCACTTTCAGACTTAACTAGAATATTATTACCTTT 14.6035 10.1411 4.67252 28.7132 24.2098 38.8713
A 96 P20 Sense 0.166 Detected -0.166 Detected 0.000 0.879 Detected 1.382 Detected 1.131 0.064 A 96 P20 TA38240 TA38240 Rep: Wou              CCAGCTGATTTTAGATGTACTCGTGTTCGTCTTATTGACACATTTTTGGGTGTTGTTGTA 33131.5 24012 33138.3 59625.5 49529.2 73962
A 96 P20 Sense 0.728 Detected -0.728 Detected 0.000 0.909 Detected 1.201 Detected 1.055 0.291 A 96 P20 AK326318 AK326318 Solanum        TTCAACTTCACTAAGGTTGGACAGGAGAGTTGCTCTTTCAGTTTGAAGCAAGTGAGGAAG 9213.12 3060.73 4298.86 13598.5 9518.21 12277.3
A 96 P20 Sense 0.974 Detected -0.974 Comprom 0.000 1.214 Detected 1.964 Detected 1.589 0.267 A 96 P20 DB683919DB683919DB683919              TGACAATGTATTTCGGGACCAAGTTAAGTGTGAGAAGCAGTTCCAGGAACTGAGAGAAAG 18.3006 4.32433 13.5724 36.5758 19.7014 34.9098
A 96 P20 Sense 1.319 Detected -1.319 Comprom 0.000 0.840 Detected 1.599 Detected 1.220 0.468 A 96 P20 BP875984 BP875984 Unknown CTTTCAATCCTCTTCTTGTTTATGGATAACCCATTTATGTGTGTCAATGGATCCCCACTA 14.4958 2.12284 7.5935 21.7716 9.48167 16.9068
A 96 P21 Sense 0.264 Detected -0.264 Detected 0.000 1.166 Detected 0.925 Detected 1.045 0.069 A 96 P21 BP880700 BP880700 Unknown AGACCATGGTTAATTTACTTTCCAATACCATTTTTTCTAAGGATGTAGTGGACCCTTATG 30.7068 19.4138 15.8403 66.342 52.3019 46.6291
A 96 P21 Sense 0.454 Detected -0.454 Detected 0.000 1.205 Detected 1.571 Detected 1.388 0.105 A 96 P21 BP885341 BP885341 Unknown TACTGCAATAGTCCAACATGCAAGGAAGGGAAAACCTGCACTTGTGTATGTTCCCACTAG 49.4285 24.0024 26.0562 77.6661 75.8312 102.921
A 96 P21 Sense 1.073 Detected -1.073 Comprom 0.000 1.420 Detected 1.903 Detected 1.661 0.270 A 96 P21 AUREA NM 00124Solanum      GAAGATTACAAGGAGAAGTACTATAAAGACTTGATTACTCTAGGCCTCAAGTATTCTAAG 34.7505 7.16012 18.5232 53.4 40.3044 59.3366
A 96 P21 Sense 0.586 Detected -0.586 Detected 0.000 1.262 Detected 1.657 Detected 1.459 0.142 A 96 P21 AK319264 AK319264 Solanum        TCAACCTAGAGTAGACAAGAACGAAGGAAGAGAGGGAACTCATGATTCTCCCCATGTTCA 684.591 276.946 331.627 1136.03 996.845 1381.45
A 96 P21 Sense 0.277 Detected -0.277 Detected 0.000 0.918 Detected 1.783 Detected 1.351 0.119 A 96 P21 AK320519 AK320519 Solanum        TTACTTGGAGACGAAGTTTATCAGCAAAACATTTACCAAGATGAGCGCCCCTTCATAAGT 456.791 283.598 412.066 1104.02 649.391 1246.39
A 96 P22 Sense 0.267 Detected -0.267 Detected 0.000 1.129 Detected 1.190 Detected 1.160 0.050 A 96 P22 TA45681 TA45681 Rep: Beta        ATAATAATGTACCCGCCGAAACAGGATTCTTTGGACCAAATGGTACATACCTTACCGAGA 158.491 99.726 120.235 268.753 262.552 288.606
A 96 P22 Sense 0.713 Detected -0.713 Detected 0.000 0.825 Detected 1.934 Detected 1.379 0.266 A 96 P22 LOC10003NM 00124Solanum       TCTGAAGGTGAAGGGGGTAATGGGTTGTTTAGTGTTATTGGGAACTTGTTGTTCCCTATT 162.213 55.0421 97.5431 302.589 159.803 363.117
A 96 P22 Sense 0.354 Detected -0.354 Detected 0.000 1.085 Detected 1.337 Detected 1.211 0.084 A 96 P22 BP910710 BP910710 Unknown GGGCTTTCTACTTTCGACATGGCCGACCACTGTATGAATTATTTTATACAAAAAGTTATT 339.108 189.178 196.384 463.136 512.939 643.763
A 96 P22 Sense 0.306 Detected -0.306 Detected 0.000 0.928 Detected 1.371 Detected 1.150 0.093 A 96 P22 AK320320 AK320320 Solanum        GCAAAACTTGAAAGCGAGGGTGAACTAGAGAGGCTTAGATTCTACTACTATACTGCTGGC 77.8908 46.4911 53.6058 163.15 109.355 156.591
A 96 P22 Sense 0.295 Detected -0.295 Detected 0.000 1.417 Detected 1.611 Detected 1.514 0.040 A 96 P22 TA45796 TA45796 Rep: Chro              TGGAGTGGAAGAACTCATTTTTTGCTAGCAATTGTTCGTCAAATTGTTGAGGTTTTGTAT 30.3563 18.383 28.9952 82.9329 60.24 72.5712
A 96 P22 Sense 0.616 Detected -0.616 Detected 0.000 1.482 Detected 1.902 Detected 1.692 0.121 A 96 P22 DB684955DB684955Unknown CATCATCTATTTCTTTCAAAGTAATAATGCAGGAATCATGGCAACTCCCTTTATGCTCTC 139.37 54.1117 82.8749 264.317 231.618 326.484
A 96 P23 Sense 0.730 Detected -0.730 Detected 0.000 1.385 Detected 1.464 Detected 1.424 0.191 A 96 P23 ca2 NM 00124Solanum      GTAGGAGCAGCCATTGAATACGCCGTTCTTCATCTTAAGGTGGAGAACATCGTTGTCATT 1307.97 433.658 1619.85 2891.2 1877.59 2089.62
A 96 P23 Sense 0.377 Detected -0.377 Detected 0.000 1.126 Detected 1.154 Detected 1.140 0.094 A 96 P23 AK323887 AK323887 Solanum        CCAATCTTCATTTTGGGTCCAAAGTACTTGGCAAGTAATGTTTACCAACAGAGCCCAATT 234.921 127.03 211.671 485.228 359.891 386.618
A 96 P23 Sense 0.166 Detected -0.166 Detected 0.000 1.032 Detected 1.509 Detected 1.271 0.048 A 96 P23 DB703166DB703166Rep: Chro              TACTTGAACACAGTCTGCATATACGGAGGCGTTTCTTATGCTACGCAGCAAAATGCACTT 35.8868 26.005 20.2701 64.8276 59.6613 87.4769
A 96 P23 Sense 0.366 Detected -0.366 Detected 0.000 1.570 Detected 2.209 Detected 1.890 0.060 A 96 P23 TA38216 TA38216 Rep: Seri          GACTATGACCAGCTCGAGAAAAGTGCCACACTCTTTAGGCCAAAATTGATTGTTGCTGGT 742.886 408.017 875.018 2352.88 1560.4 2561.47
A 96 P23 Sense 1.315 Detected -1.315 Comprom 0.000 1.764 Detected 2.266 Detected 2.015 0.271 A 96 P23 AK327096 AK327096 Solanum        TCTCTGATGACAGCGATTCTGAACAACAGAAGCTCAAGTTGTTGAAGAGGATTGCAACTG 22.2035 3.26823 11.0747 53.9209 27.6243 41.2079
A 96 P23 Sense 0.696 Detected -0.696 Detected 0.000 1.524 Detected 1.271 Detected 1.398 0.187 A 96 P23 PPCK2 NM 00124Solanum        TGTTACTCGTCGGCGACCGGTGAGCTATTCGCCGTCAAGTCTATCGACAAGCGCCTAATC 128.01 44.487 47.3674 247.036 207.181 183.269
A 96 P23 Sense 0.817 Detected -0.817 Detected 0.000 0.858 Detected 1.595 Detected 1.227 0.304 A 96 P23 Fad7 NM 00124Solanum        CTTCCGTTTCTGTTTCCGCCACCAGTTTGAATTTGAGAAGAATTTCACCTTCACCTATAC 729.482 214.394 389.456 733.963 684.332 1202.07
A 96 P24 Sense 0.577 Detected -0.577 Detected 0.000 1.049 Detected 1.751 Detected 1.400 0.174 A 96 P24 LOC54410AK327836 Solanum        CCCGTATTCTCATTGATGTGAGCAAAATTGACATGACCACCACAGTGCTAGGATTCAAGA 4084.55 1673.81 3249.75 7917.84 5164.55 8855.85
A 96 P24 Sense 0.776 Detected -0.776 Detected 0.000 1.172 Detected 1.672 Detected 1.422 0.223 A 96 P24 CCD1-2 NM 00124Solanum        GGTTGTTCTCAGTATATATATACATGCTCAGGGAAAAGCTGAAAGTTTTGGACACTTCCT 285.564 88.7644 125.522 423.954 342.542 510.292
A 96 P24 Sense 0.745 Detected -0.745 Detected 0.000 1.001 Detected 1.259 Detected 1.130 0.274 A 96 P24 DB725958DB725958Unknown ATGTATTTGTGGAAGGATTTTGTAGTAGATGCGGGTCCCATGGTTCAACTCGGGGTAAAG 23052.4 7481.67 7977.36 19742.8 25101.2 31615.9
A 96 P24 Sense 0.530 Detected -0.530 Detected 0.000 2.174 Detected 1.027 Detected 1.601 0.177 A 96 P24 GO376239GO376239ctsd3j1 To             TTAACAGCTAACTTTAAAGCTGCTGAGCCAGTGCTAGAAACTTCTACAACTAAAGTTGTC 73.4333 32.1208 51.3621 133.172 209.288 99.5769
A 96 P24 Sense 0.583 Detected -0.583 Detected 0.000 1.561 Detected 1.636 Detected 1.598 0.112 A 96 P24 DV935725 DV935725 Unknown GGACGGGATGTCAAAGAAGCCAATTACTGTATCTACTACACATTTTATATTCAAGGATAT 835.073 339.246 578.871 2522 1499.27 1664.36
A 96 P24 Sense 0.379 Detected -0.379 Detected 0.000 0.835 Detected 1.669 Detected 1.252 0.156 A 96 P24 gs AK319584 Solanum        ATTTGGCAGAGATATATCAGATGCTCACTACAAGGCTTGCCTGTATGCTGGAATTAACAT 2360.8 1272.43 1908.75 4884.26 2951.8 5542.55
A 96 P25 Sense 0.251 Detected -0.251 Detected 0.000 1.189 Detected 1.873 Detected 1.531 0.069 A 96 P25 AK320519 AK320519 Solanum        TTATAGTGACTCCCGAGGCATTCCTGGTGTAAGGAAAGAAGTTGCAGAATTCATTGAGAG 357.097 229.898 308.099 945.088 623.906 1055.81
A 96 P25 Sense 0.339 Detected -0.339 Detected 0.000 1.051 Detected 1.825 Detected 1.438 0.108 A 96 P25 gs AK319584 Solanum        ATCAGATGCTCACTACAAGGCTTGCCTGTATGCTGGAATTAACATTAGTGGTACTAATGG 2444.39 1392.15 1738.19 5798.94 3649.02 6574.43
A 96 P25 Sense 1.197 Detected -1.197 Detected 0.000 1.714 Detected 0.826 Detected 1.270 0.425 A 96 P25 ADH2 NM 00124Solanum      GAACTTTTTGAATGAACGGACTCTCAAAGGAACCTTCTTTGGAAACTACAAACCTCGTTC 108.028 18.7479 12.3663 224.653 140.949 80.269
A 96 P25 Sense 0.168 Detected -0.168 Detected 0.000 0.895 Detected 1.401 Detected 1.148 0.063 A 96 P25 AK326911 AK326911 Solanum        TTGAAGTCTATTGACTTCCCAAAAGATAAAAAGGTGTACGTTGTTGGTGAGGATGGCATC 401.865 290.33 401.282 912.502 606.358 907.573
A 96 P25 Sense 0.344 Detected -0.344 Detected 0.000 1.360 Detected 1.247 Detected 1.303 0.065 A 96 P25 LOC54400NM 00124Solanum      TCGGACAATGAATTGCCATTTTCTGTTTACTTCAAGAAGGCTGATTAATCATCCTCCCTA 44855.4 25368.1 55332.3 86444.2 82652.5 80528.9
A 96 P25 Sense 0.503 Detected -0.503 Detected 0.000 2.466 Detected 1.203 Detected 1.835 0.151 A 96 P25 GO376239GO376239ctsd3j1 To             TTAAAGCTGCTGAGCCAGTGCTAGAAACTTCTACAACTAAAGTTGTCGTGTTATGTGTCA 89.0365 40.438 86.0318 202.643 316.465 139.002
A 96 P26 Sense 0.493 Detected -0.493 Detected 0.000 0.843 Detected 2.033 Detected 1.438 0.204 A 96 P26 TA53431 TA53431 Rep: Prot           GAAGATGACACTGTTTTATTGAATGACGAAAGATGCAACAGTGGCAGCCCTTCAACATCT 1786.97 822.666 1174.55 1697.28 2077.01 4990.63
GT Sense Sense 0.781 Detected -0.781 Detected 0.000 1.282 Detected 2.540 Detected 1.911 0.197 GT Sens AK321946 AK321946 Solanum       AATAATTAGTTATGATATTTGTTCATTGTCCCAGTATGAAATGTGCTTTTACAGCACTTC 1973.86 609.471 1295.85 1491.13 2545.81 6416.04
GT Sense Sense -0.981 Comprom 0.981 Detected 0.000 1.177 Detected 0.850 Detected 1.014 0.415 GT Sens AT2G0592AT2G0592Subtilase  AGTGTTCTTGTGTGGTTTGGTTTGAGTCATTGAGTGO:0004252|GO:0009505|GO:0006508|GO:0005618|GO:0043086|GO:0042802 4.27034 15.1659 8.65254 17.697 17.3759 14.5911
GT Sense Sense 0.628 Detected -0.628 Detected 0.000 0.954 Detected 1.476 Detected 1.215 0.216 GT Sens contig100 contig100 Ribosoma                   TATGCTCcontig100 Solyc01g Solyc01g Ribosoma                   GO:00001 GO:00001  contig100 Solyc01g Ribosoma                    GO:00001 SL2.40ch AT1G0186PFC1  PFC1 (PA      chr1:304  77.6826 29.6479 50.7503 107.93 88.7395 134.284
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 1.867 Detected 1.334 Detected 1.601 0.044 GT Sens contig100 contig100 Cystathio                 TCAAGTT contig100 Solyc04g Solyc04g Cystathio                 GO:00065 GO:00065     contig100 Solyc04g Cystathio                  GO:00065 SL2.40ch AT3G59350.3  serine/th      chr3:219  23.2091 15.539 25.0551 74.1434 66.1469 48.1747
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 1.200 Detected 1.039 Detected 1.119 0.030 GT Sens contig101 contig101 Non-spec                    TTATGAT contig101 Solyc06g Solyc06g Non-specific lipid-transfer prot                   contig101 Solyc06g Non-specific lipid-tra                    SL2.40ch AT5G08150.1  unknown   chr5:262  25.6857 30.1472 24.9543 46.1653 61.0238 57.5324
GT Sense Sense 0.674 Comprom -0.674 Comprom 0.000 1.427 Detected 1.448 Detected 1.438 0.167 GT Sens contig101 contig101 Late emb        AGAAGACcontig101 Solyc02g Solyc02g Late embryo abundance prote      contig101 Solyc02g Late embryo abunda       SL2.40ch AT1G09060.3  transcrip        chr1:292  7.40326 2.65157 4.08567 14.9882 11.3778 12.161
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 1.239 Detected 1.343 Detected 1.291 0.003 GT Sens contig101 contig101 Protein ty                CAGTTAT contig101 Solyc11g Solyc11g Protein tyrosine phosphatase               contig101 Solyc11g Protein tyrosine pho                SL2.40ch AT5G59770.1  FUNCTIO                                                                                 chr5:240  194.334 166.61 187.093 465.458 405.605 459.071
GT Sense Sense 0.445 Detected -0.445 Detected 0.000 0.823 Detected 1.280 Detected 1.052 0.170 GT Sens contig101 contig101 Receptor-               GATATTGcontig101 Solyc01g Solyc01g Receptor-               GO:00064 GO:00064  contig101 Solyc01g Receptor-                GO:00064 SL2.40ch AT1G11050.1  protein k     chr1:368  628.509 309.335 375.427 669.633 744.817 1077.38
GT Sense Sense 0.609 Detected -0.609 Detected 0.000 0.819 Detected 1.199 Detected 1.009 0.255 GT Sens contig101 contig101 Unknown   GAAAAGGcontig101 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig101 Solyc02g LRR recep    GO:00046 SL2.40ch AT5G5353VPS26A  VPS26A (      chr5:217  11134.2 4364.75 7244.07 14570.5 11740.1 16099.7
GT Sense Sense 0.529 Comprom -0.529 Comprom 0.000 1.421 Detected 1.143 Detected 1.282 0.144 GT Sens contig102 contig102 Palmitoylt               TAAAGGCcontig102 Solyc01g Solyc01g Palmitoylt               GO:00082 GO:00082   contig102 Solyc01g Palmitoylt                GO:00082 SL2.40ch AT1G55175.1  unknown   chr1:205  8.0371 3.51913 4.25728 20.6539 13.5924 11.8125
GT Sense Sense 0.510 Detected -0.510 Detected 0.000 1.695 Detected 2.096 Detected 1.895 0.074 GT Sens contig102 contig102 ABC trans                   GATAGCTcontig102 Solyc10g Solyc10g ABC trans                   GO:00154 GO:00154      contig102 Solyc10g ABC trans                    GO:00154 SL2.40ch AT3G6016ATMRP9  ATMRP9          chr3:222  27.6514 12.4285 18.8735 51.8897 57.3073 79.7318
GT Sense Sense 0.529 Detected -0.529 Detected 0.000 1.678 Detected 2.339 Detected 2.009 0.084 GT Sens contig103 contig103 Ethylene-                    AATCGGTcontig103 Solyc03g Solyc03g Ethylene-                    GO:00063 GO:00063     contig103 Solyc03g Ethylene-                     GO:00036 SL2.40ch AT3G60490.1  AP2 dom       chr3:223  407.306 178.433 615.8 704.01 823.895 1372.37
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 1.076 Detected 1.271 Detected 1.173 0.021 GT Sens contig103 contig103 Peptide tr                 ATTACCGcontig103 Solyc03g Solyc03g Peptide tr                 GO:00160 GO:00160   contig103 Solyc03g Peptide tr                  GO:00429 SL2.40ch AT5G62680.1  proton-de        chr5:251  5071.05 3782.82 4602.64 7715.24 8813.78 10631
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 0.943 Detected 1.167 Detected 1.055 0.030 GT Sens contig103 contig103 Aquapori               ATTACTA contig103 Solyc01g Solyc01g Aquapori               GO:00160 GO:00160   contig103 Solyc01g Aquapori                GO:00152 SL2.40ch AT3G5695SIP2;1, SI   SIP2;1; tr   chr3:210  713.562 527.39 786.633 1281.83 1126.04 1385.25
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 1.169 Detected 2.417 Detected 1.793 0.119 GT Sens contig103 contig103 Unknown   TGGGGA contig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g Unknown Protein (A  SL2.40ch AT4G0154ANAC068    NTM1 (NA          chr4:670  1193.64 743.95 846.162 1167.44 2023.38 5062.47
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.324 Detected 1.895 Detected 1.609 0.035 GT Sens contig104 contig104 Acetylorn                  CCTGATGcontig104 Solyc08g Solyc08g Acetylorn                  GO:00167 GO:00167  contig104 Solyc08g Acetylorn                   GO:00167 SL2.40ch AT4G17830.1  peptidase     chr4:991  2443.49 1878.76 4254.66 8347.95 5120.68 8013.96
GT Sense Sense 0.394 Detected -0.394 Detected 0.000 1.143 Detected 1.242 Detected 1.192 0.095 GT Sens contig104 contig104 X1 (Fragm                ATACAAT contig104 Solyc03g Solyc03g X1 (Fragment) (AHRD V1 ***- Q3             contig104 Solyc03g X1 (Fragment) (AHRD               SL2.40ch AT5G57460.1  unknown   chr5:232  7024.88 3708.92 3847.23 11298.5 10761.4 12145.9
GT Sense Sense 0.326 Detected -0.326 Detected 0.000 1.192 Detected 1.604 Detected 1.398 0.068 GT Sens contig104 contig104 KH domai                 ATTTCCAcontig104 Solyc04g Solyc04g KH domai                 GO:00037 GO:00037    contig104 Solyc04g KH domai                  GO:00036 SL2.40ch AT1G01320.1  tetratrico      chr1:121  190.352 110.492 112.329 285.602 316.34 443.596
GT Sense Sense 0.178 Comprom -0.178 Comprom 0.000 1.880 Detected 2.022 Detected 1.951 0.010 GT Sens contig105 contig105 Genomic          ATCCAGAcontig105 Solyc10g Solyc10g Genomic DNA chromosome 5       contig105 Solyc10g Genomic DNA chrom         SL2.40ch AT4G17430.1  unknown   chr4:972  3.96556 2.82479 2.11422 11.6579 11.7624 13.6734
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 1.383 Detected 1.639 Detected 1.511 0.007 GT Sens contig105 contig105 Unknown   GAGGCACcontig105 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig105 Solyc02g Unknown Protein (A  SL2.40ch AT2G34770.1 20.3202 19.059 37.3746 51.7387 49.0088 61.6618
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 1.960 Detected 1.366 Detected 1.663 0.062 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  716.343 421.516 871.484 4569.9 2041.26 1424.78
GT Sense Sense 0.678 Detected -0.678 Comprom 0.000 2.160 Detected 2.070 Detected 2.115 0.090 GT Sens contig105 contig105 heat shoc                AGGAGAGcontig105 Solyc03g Solyc03g heat shoc                GO:00055 GO:00055    contig105 Solyc03g heat shoc                 GO:00510 SL2.40ch AT3G1258HSP70  HSP70 (h        chr3:399  13.0222 4.63705 8.36418 18.8257 33.163 32.8183
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 1.444 Detected 1.718 Detected 1.581 0.044 GT Sens contig106 contig106 Uridine ki             TCTCATT contig106 Solyc03g Solyc03g Uridine ki             GO:00081 GO:00081  contig106 Solyc03g Uridine ki              GO:00061 SL2.40ch AT1G73980.1  phospho      chr1:278  1454.7 859.982 1099.82 1957.84 2905.66 3701.52
GT Sense Sense 0.440 Detected -0.440 Detected 0.000 1.441 Detected 1.082 Detected 1.261 0.118 GT Sens contig106 contig106 Serine/thr                TAATACGcontig106 Solyc01g Solyc01g Serine/thr                GO:00101 GO:00101        contig106 Solyc01g Serine/thr                 GO:00101 SL2.40ch AT5G5814PHOT2, N   PHOT2 (P              chr5:235  542.056 268.39 339.677 1152.93 989.077 812.038
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 1.253 Detected 1.333 Detected 1.293 0.013 GT Sens contig106 contig106 Lysine-sp                TCTGTAGcontig106 Solyc12g Solyc12g Lysine-sp                GO:00082 GO:00082   contig106 Solyc12g Lysine-sp                 GO:00036 SL2.40ch AT1G50620.1  PHD finge     chr1:187  382.43 285.483 362.214 744.181 752.123 837.115
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 0.879 Detected 1.743 Detected 1.311 0.097 GT Sens contig107 contig107 Oxidored               TCTTTTC contig107 Solyc09g Solyc09g Oxidored               GO:00090 GO:00090      contig107 Solyc09g Oxidored                GO:00090 SL2.40ch AT3G23410.1  alcohol o   chr3:838  367.885 294.607 220.302 454.739 578.227 1108.73
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 0.831 Detected 1.197 Detected 1.014 0.196 GT Sens contig107 contig107 Endoribo       GGATAGGcontig107 Solyc04g Solyc04g Endoribonuclease E-like prote     contig107 Solyc04g Endoribonuclease E      SL2.40ch AT1G36320.1  unknown   chr1:136  1685.74 770.631 793.448 2330.99 1935.71 2629.5
GT Sense Sense 0.970 Detected -0.970 Comprom 0.000 1.310 Detected 1.316 Detected 1.313 0.308 GT Sens contig107 contig107 Homeobo                GAAGCAAcontig107 Solyc03g Solyc03g Homeobo                GO:00056 GO:00056 contig107 Solyc03g Homeobo                 GO:00056 SL2.40ch AT1G14030.1  ribulose-          chr1:480  27.3966 6.50985 15.9864 14.7397 31.621 33.4582
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 0.860 Detected 1.415 Detected 1.138 0.125 GT Sens contig107 contig107 cDNA clon          AATCTCCcontig107 Solyc07g Solyc07g cDNA clone J090072E23 full in       contig107 Solyc07g cDNA clone J090072         SL2.40ch AT4G31040.1  proton ex    chr4:151  228.613 128.706 139.65 279.105 297.347 460.238
GT Sense Sense -0.798 Comprom 0.798 Detected 0.000 1.446 Detected 1.962 Detected 1.704 0.179 GT Sens contig108 contig108 Unknown   GTGAAGCcontig108 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig108 Solyc07g Unknown Protein (A  SL2.40ch AT5G5549ATGEX1,   GEX1 (GA      chr5:224  5.81251 16.0098 3.45175 6.23235 25.0872 37.8071
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 0.995 Detected 1.327 Detected 1.161 0.025 GT Sens contig108 contig108 Phosphor              ACAGGTTcontig108 Solyc08g Solyc08g Phosphor              GO:00055 GO:00055   contig108 Solyc08g Phosphor               GO:00055 SL2.40ch AT1G3206PRK  PRK (PHO         chr1:115  6792.93 5522.89 10057.9 18147.1 11653.9 15456.6
GT Sense Sense 0.952 Detected -0.952 Detected 0.000 2.174 Detected 1.480 Detected 1.827 0.213 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  125.88 30.6755 95.0303 186.544 267.834 174.368
GT Sense Sense 0.413 Detected -0.413 Detected 0.000 0.927 Detected 1.248 Detected 1.088 0.134 GT Sens contig109 contig109 RCC1 and                    CTTGGGGcontig109 Solyc05g Solyc05g RCC1 and                    GO:00050 GO:00050      contig109 Solyc05g RCC1 and                     GO:00050 SL2.40ch AT5G11580.1  UVB-resi            chr5:371  123.304 63.3891 58.2106 246.333 160.515 211.269
GT Sense Sense 0.649 Detected -0.649 Detected 0.000 1.581 Detected 1.346 Detected 1.464 0.157 GT Sens contig109 contig109 RNA-depe                   GGAGGA contig109 Solyc12g Solyc12g RNA-dependent RNA polymera                  contig109 Solyc12g RNA-dependent RNA                  SL2.40ch AT2G19920.1  RNA-depe       chr2:860  303.238 112.484 128.681 370.409 527.677 472.403
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 1.693 Detected 1.261 Detected 1.477 0.029 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  225.738 251.253 263.479 444.091 735.079 574.301
GT Sense Sense -1.489 Detected 1.489 Detected 0.000 1.364 Detected 1.683 Detected 1.523 0.416 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  21.8753 157.126 6.64784 15.1642 144.067 189.388
GT Sense Sense 0.287 Comprom -0.287 Comprom 0.000 1.092 Detected 1.281 Detected 1.186 0.059 GT Sens contig109 contig109 Ulp1 prote           GTAACCAcontig109 Solyc10g Solyc10g Ulp1 protease family C-termina         contig109 Solyc01g060330.1.1 #N/A #N/A #N/A #N/A 8.08888 4.955 6.09647 18.005 12.8864 15.4752
GT Sense Sense 0.408 Detected -0.408 Comprom 0.000 1.482 Detected 1.676 Detected 1.579 0.064 GT Sens contig110 contig110 Glutaredo              GCAGTGCcontig110 Solyc05g Solyc05g Glutaredo              GO:00454 GO:00454      contig110 Solyc05g Glutaredo               GO:00087 SL2.40ch AT4G15690.1 16.1977 8.38945 12.3076 33.2378 31.0933 37.477
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 1.178 Detected 0.979 Detected 1.079 0.032 GT Sens contig111 contig111 Uncharac       GCAGGAAcontig111 Solyc05g Solyc05g Uncharacterized membrane pr     contig111 Solyc05g Uncharacterized me      SL2.40ch AT2G33170.1  leucine-r        chr2:140  56.3923 40.545 48.9518 131.215 103.333 94.8053
GT Sense Sense 0.415 Detected -0.415 Detected 0.000 0.868 Detected 1.184 Detected 1.026 0.147 GT Sens contig111 contig111 TPR Dom        TTATAAT contig111 Solyc09g Solyc09g TPR Domain containing protei      contig111 Solyc09g TPR Domain contain       SL2.40ch AT1G555 BCDH BE   BCDH BE              chr1:207  685.44 351.642 295.909 640.376 855.831 1122.47
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.028 Detected 1.360 Detected 1.194 0.029 GT Sens contig111 contig111 Branchpo      AATAATC contig111 Solyc01g Solyc01g Branchpoint-bridging protein (    contig111 Solyc01g Branchpoint-bridgin      SL2.40ch AT2G35230.2  VQ motif-    chr2:148  23.2744 25.152 15.4509 44.7038 47.1009 62.4844
GT Sense Sense 0.622 Detected -0.622 Detected 0.000 1.114 Detected 1.079 Detected 1.096 0.220 GT Sens contig111 contig111 Unknown   CACAGGGcontig111 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig111 Solyc02g Unknown Protein (A  SL2.40ch AT1G7578TUB1  TUB1; GT        chr1:284  85.6286 32.9607 30.5809 162.638 109.781 112.91
GT Sense Sense 0.178 Comprom -0.178 Comprom 0.000 1.471 Detected 2.855 Detected 2.163 0.094 GT Sens contig112 contig112 Unknown   AGAAAAGcontig112 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig112 Solyc11g Unknown Protein (A  SL2.40ch AT5G3332CUE1, PP    CUE1 (CA         chr5:125  4.34195 3.09367 9.36582 8.33798 9.70064 26.6742
GT Sense Sense 0.485 Detected -0.485 Detected 0.000 1.627 Detected 1.046 Detected 1.337 0.142 GT Sens contig113 contig113 LRR recep                  CATGCTAcontig113 Solyc05g Solyc05g LRR recep                  GO:00055 GO:00055       contig113 Solyc05g Receptor   GO:00046 SL2.40ch AT1G67510.1  leucine-r      chr1:252  144.161 67.0626 32.3447 117.009 289.95 204.271
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 1.325 Detected 1.355 Detected 1.340 0.001 GT Sens contig113 contig113 Chloroph                    TTGAAGCcontig113 Solyc03g Solyc03g Chloroph                    GO:00160 GO:00160 contig113 Solyc03g Chloroph                     GO:00160 SL2.40ch AT3G4747LHCA4, C   LHCA4 (L          chr3:174  346.696 304.337 473.545 954.893 777.016 836.1
GT Sense Sense 0.235 Comprom -0.235 Comprom 0.000 0.974 Detected 1.277 Detected 1.125 0.057 GT Sens contig113 contig113 Os04g063       TAATAAG contig113 Solyc06g Solyc06g Os04g0630700 protein (Fragm     contig113 Solyc06g Os04g0630700 prote      SL2.40ch AT2G30230.1  unknown   chr2:128  7.73058 5.08929 6.19635 17.9793 11.7619 15.2937
GT Sense Sense 0.490 Detected -0.490 Detected 0.000 0.947 Detected 1.110 Detected 1.029 0.174 GT Sens contig114 contig114 Receptor                AAGCTGCcontig114 Solyc09g Solyc09g Receptor                GO:00055 GO:00055            contig114 Solyc09g Receptor                 GO:00305 SL2.40ch AT5G01850.1  protein k    chr5:332  592.781 274.094 271.41 616.121 742.183 875.203
GT Sense Sense 0.699 Comprom -0.699 Comprom 0.000 1.609 Detected 1.566 Detected 1.588 0.151 GT Sens contig114 contig114 Myb (AHR             GCTTGTGcontig114 Solyc08g Solyc08g Myb (AHR             GO:0045449 contig114 Solyc08g Myb (AHR              GO:00036 SL2.40ch AT4G0054ATMYB3R     ATMYB3            chr4:235  10.2658 3.54959 4.79236 22.6239 17.5822 17.9793
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 1.026 Detected 1.814 Detected 1.420 0.069 GT Sens contig115 contig115 WRKY tra              CCAGATGcontig115 Solyc02g Solyc02g WRKY tra              GO:00037 GO:00037       contig115 Solyc02g WRKY tra               GO:00055 SL2.40ch AT4G2664WRKY20,   WRKY20;    chr4:134  151.814 134.855 183.768 263.052 278.208 506.132
GT Sense Sense 0.812 Detected -0.812 Comprom 0.000 1.167 Detected 1.301 Detected 1.234 0.269 GT Sens contig115 contig115 F-box fam              TTGTGTGcontig115 Solyc07g Solyc07g F-box family protein (AHRD V1           contig115 Solyc08g F-box family protein             SL2.40ch AT5G37470.1  unknown   chr5:148  12.1722 3.60143 13.7778 66.4082 14.1973 16.415
GT Sense Sense 0.831 Detected -0.831 Detected 0.000 1.275 Detected 1.209 Detected 1.242 0.274 GT Sens contig115 contig115 Calcium io               TGCTTCAcontig115 Solyc02g Solyc02g Calcium io               GO:00055 GO:00055   contig115 Solyc02g Calcium io                GO:00160 SL2.40ch AT5G09860.1  nuclear m    chr5:306  182.878 52.7121 90.6638 139.646 226.898 228.299
GT Sense Sense 1.552 Detected -1.552 Detected 0.000 2.750 Detected 1.105 Detected 1.927 0.387 GT Sens contig116 contig116 Unknown              TGGATAAcontig116 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig116 Solyc12g Unknown Protein (A              SL2.40ch AT1G5852RXW8  unknown   chr1:217  1054.19 111.796 345.114 1036.1 2205.09 742.675
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 1.212 Detected 1.873 Detected 1.543 0.048 GT Sens contig117 contig117 Unknown   AACCTTT contig117 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig117 Solyc03g Unknown Protein (A  SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  186.15 198.036 72.2311 276.157 424.698 707.661
GT Sense Sense 0.532 Detected -0.532 Detected 0.000 1.471 Detected 1.207 Detected 1.339 0.135 GT Sens contig117 contig117 Response                GATCCACcontig117 Solyc05g Solyc05g Response                GO:00063 GO:00063    contig117 Solyc05g Response                 GO:00063 SL2.40ch AT1G677 ARR11  ARR11 (R          chr1:253  504.309 219.776 546.338 1190.12 880.914 773.02
GT Sense Sense 0.652 Detected -0.652 Detected 0.000 1.038 Detected 1.481 Detected 1.260 0.209 GT Sens contig117 contig117 Ribonucle                GGTTTGAcontig117 Solyc08g Solyc08g Ribonucle                GO:00055 GO:00055     contig117 Solyc08g Ribonucle                 GO:00055 SL2.40ch AT2G2693ATCDPME     ATCDPM         chr2:114  617.662 228.151 223.39 646.489 735.826 1054.45
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 0.980 Detected 1.726 Detected 1.353 0.092 GT Sens contig117 contig117 Patatin-lik              ATGCATT contig117 Solyc04g Solyc04g Patatin-lik              GO:00081 GO:00081  contig117 Solyc04g Patatin-lik               GO:00066 SL2.40ch AT5G43590.1  patatin, p   chr5:175  90.4234 59.3396 62.3815 160.069 137.964 243.814
GT Sense Sense 0.094 Detected -0.094 Comprom 0.000 1.445 Detected 1.754 Detected 1.600 0.013 GT Sens contig118 contig118 Nuclear tr                      ATAACAA contig118 Solyc05g Solyc05g Nuclear tr                      GO:00001 GO:00001  contig118 Solyc05g Nuclear tr                       GO:00036 SL2.40ch AT3G25150.1  nuclear t              chr3:915  13.8734 11.1022 6.41291 4.00353 32.2693 42.1254
GT Sense Sense 0.836 Detected -0.836 Detected 0.000 0.926 Detected 1.124 Detected 1.025 0.347 GT Sens contig118 contig118 Auxin res              GCATTTCcontig118 Solyc12g Solyc12g Auxin res              GO:00056 GO:00056 contig118 Solyc12g Auxin res               GO:00056 SL2.40ch AT2G2267IAA8  IAA8; tran    chr2:963  3893.04 1114.46 840.675 4738.11 3777.82 4567.28
GT Sense Sense -0.322 Comprom 0.322 Comprom 0.000 1.452 Detected 1.726 Detected 1.589 0.045 GT Sens contig118 contig118 Protease                   GAAGCAGcontig118 Solyc02g Solyc02g Protease                   GO:00042 GO:00042   contig118 Solyc02g Protease                    GO:00042 SL2.40ch AT5G3983DEGP8, D   DEG8; pe     chr5:159  3.47632 4.95078 2.16688 12.8883 10.8385 13.8099
GT Sense Sense 0.286 Detected -0.286 Detected 0.000 0.863 Detected 1.208 Detected 1.036 0.090 GT Sens contig118 contig118 Peptidyl-p                 GAAGTTTcontig118 Solyc10g Solyc10g Peptidyl-p                 GO:00064 GO:00064  contig118 Solyc10g Peptidyl-p                  GO:00064 SL2.40ch AT3G2523ROF1, AT    ROF1 (RO              chr3:918  134.308 82.3463 130.305 364.525 182.6 244.48
GT Sense Sense 0.571 Detected -0.571 Detected 0.000 1.331 Detected 1.474 Detected 1.402 0.135 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  63.9612 26.4354 17.9705 64.2854 98.7572 114.916
GT Sense Sense 0.595 Detected -0.595 Detected 0.000 1.579 Detected 1.684 Detected 1.632 0.112 GT Sens contig119 contig119 Mitochon                 TCGTTCGcontig119 Solyc12g Solyc12g Mitochon                 GO:00081 GO:00081  contig119 Solyc12g Mitochon                  GO:00081 SL2.40ch AT3G45770.1  oxidored       chr3:168  2082.03 832.104 1656.56 7711.31 3755.77 4253.93
GT Sense Sense 0.431 Detected -0.431 Detected 0.000 1.106 Detected 1.158 Detected 1.132 0.120 GT Sens contig120 contig120 Unknown   GCTTGTTcontig120 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig120 Solyc05g Unknown Protein (A  SL2.40ch AT2G3134emb1381  emb1381     chr2:133  33.6011 16.8474 8.49275 45.7204 48.912 53.4051
GT Sense Sense -0.132 Comprom 0.132 Comprom 0.000 2.885 Detected 2.623 Detected 2.754 0.005 GT Sens contig121 contig121 Unknown   GTTGTGAcontig121 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig121 Solyc02g Genomic                    GO:00058 SL2.40ch AT2G30280.1  unknown   chr2:129  3.34226 3.66082 14.8773 4.59957 24.6678 21.679
GT Sense Sense 0.589 Detected -0.589 Comprom 0.000 2.064 Detected 1.513 Detected 1.788 0.111 GT Sens contig121 contig121 Integral m       ATTATAC contig121 Solyc03g Solyc03g Integral membrane protein Tm     contig121 Solyc03g Integral membrane p      SL2.40ch AT4G18540.1  unknown   chr4:102  22.4977 9.07101 12.6607 21.3515 57.0519 41.0022
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 1.010 Detected 1.365 Detected 1.188 0.022 GT Sens contig121 contig121 Potassium                  TTTGTCGcontig121 Solyc01g Solyc01g Potassium                  GO:00055 GO:00055     contig121 Solyc01g Potassium                   GO:00055 SL2.40ch AT2G027 PLP, PLP   PLPB (PA         chr2:758  401.804 349.985 299.336 701.29 721.168 971.629
GT Sense Sense 0.494 Comprom -0.494 Comprom 0.000 1.873 Detected 1.876 Detected 1.874 0.063 GT Sens contig121 contig121 RING fing                 AAGTTAT contig121 Solyc04g Solyc04g RING fing                 GO:00082 GO:00082   contig121 Solyc04g RING fing                  GO:00082 SL2.40ch AT3G0178TPLATE  TPLATE;   chr3:279  5.95984 2.73882 4.34201 8.28302 14.1332 14.9136
GT Sense Sense -0.238 Detected 0.238 Detected 0.000 1.728 Detected 2.449 Detected 2.088 0.040 GT Sens contig122 contig122 Unknown   GTACTTAcontig122 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig122 Solyc03g Unknown Protein (A  SL2.40ch AT4G36180.1  leucine-r      chr4:171  14.0165 17.7857 33.2886 30.0274 49.9287 86.7286
GT Sense Sense 0.370 Detected -0.370 Detected 0.000 1.283 Detected 1.701 Detected 1.492 0.072 GT Sens contig122 contig122 Pentatrico               TGTCACGcontig122 Solyc03g Solyc03g Pentatrico               GO:00081 GO:00081    contig122 Solyc03g Pentatrico                GO:00045 SL2.40ch AT1G15510.1  pentatric      chr1:532  23.9707 13.0931 15.4449 32.1792 41.1508 57.936
GT Sense Sense 1.547 Detected -1.547 Comprom 0.000 1.743 Detected 1.273 Detected 1.508 0.437 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  46.8111 5.00112 17.3082 70.098 48.9027 37.1885
GT Sense Sense 0.491 Detected -0.491 Detected 0.000 0.962 Detected 1.531 Detected 1.247 0.159 GT Sens contig124 contig124 Serine/thr                GCTTCTAcontig124 Solyc02g Solyc02g Serine/thr                GO:00064 GO:00064  contig124 Solyc02g Serine/thr                 GO:00064 SL2.40ch AT5G6708MAPKKK   MAPKKK            chr5:267  447.283 206.421 322.493 530.927 565.29 883.373
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 1.269 Detected 0.884 Detected 1.076 0.050 GT Sens contig124 contig124 UDP-gluc            GTGAAGAcontig124 Solyc02g Solyc02g UDP-gluc            GO:00472 GO:00472      contig124 Solyc02g UDP-gluc             GO:00472 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  17.8287 20.3243 34.2764 30.6453 43.7931 35.329
GT Sense Sense 1.403 Detected -1.403 Detected 0.000 2.272 Detected 3.483 Detected 2.877 0.200 GT Sens contig124 contig124 ARGOS (A    TTTAGCT contig124 Solyc12g Solyc12g ARGOS (AHRD V1 ***- C7SFP7 contig124 Solyc12g ARGOS (AHRD V1 ***  SL2.40ch AT3G48070.2  protein b       chr3:177  5053.8 658.619 5587.94 7742.11 8413.72 20514.8
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 0.951 Detected 1.880 Detected 1.415 0.115 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  2045.09 1321.56 1311.45 2459.7 3033.7 6087.85
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 1.729 Detected 2.099 Detected 1.914 0.045 GT Sens contig125 contig125 Cytochro                 GAACGGTcontig125 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig125 Solyc09g Cytochro  GO:00198 SL2.40ch AT2G2769CYP94C1  CYP94C1        chr2:118  26.1947 14.1832 35.1499 44.4022 61.0135 83.0969
GT Sense Sense 0.332 Detected -0.332 Detected 0.000 0.992 Detected 1.323 Detected 1.158 0.089 GT Sens contig125 contig125 Growth-re              TTGGAAAcontig125 Solyc08g Solyc08g Growth-re              GO:00056 GO:00056 contig125 Solyc08g Growth-re               GO:00056 SL2.40ch AT4G2415AtGRF8  AtGRF8 (       chr4:125  55.1166 31.6989 19.5917 102.024 79.4041 105.18
GT Sense Sense 0.932 Detected -0.932 Comprom 0.000 2.377 Detected 2.007 Detected 2.192 0.147 GT Sens contig125 contig125 BHLH tran              GTTCTTT contig125 Solyc08g Solyc08g BHLH tran              GO:00037 GO:00037      contig125 Solyc08g BHLH tran               GO:00037 SL2.40ch AT5G4669bHLH071  bHLH071           chr5:189  29.233 7.32188 47.4121 123.865 72.5862 59.1659
GT Sense Sense -0.686 Comprom 0.686 Detected 0.000 0.973 Detected 1.867 Detected 1.420 0.225 GT Sens contig125 contig125 Acidic ch                 ATAGCAGcontig125 Solyc01g Solyc01g Acidic ch                 GO:00059 GO:00059   contig125 Solyc01g Acidic ch                  GO:00059 SL2.40ch AT5G24090.1  acidic en    chr5:814  7.49021 17.6759 6.47493 12.3123 21.5656 42.2365
GT Sense Sense 0.514 Detected -0.514 Detected 0.000 1.398 Detected 1.065 Detected 1.232 0.150 GT Sens contig126 contig126 Chaperon              CTGACGTcontig126 Solyc11g Solyc11g Chaperon              GO:00055 GO:00055  contig126 Solyc11g Chaperon               GO:00055 SL2.40ch AT5G499 CPHSC70       CPHSC70                 chr5:203  243.5 108.868 110.287 366.492 409.76 342.787
GT Sense Sense 0.494 Detected -0.494 Detected 0.000 1.242 Detected 1.380 Detected 1.311 0.119 GT Sens contig126 contig126 Alanyl-tRN                TCTCGGAcontig126 Solyc01g Solyc01g Alanyl-tRN                GO:00000 GO:00000  contig126 Solyc01g Alanyl-tRN                 GO:00000 SL2.40ch AT5G2280EMB1030  EMB1030                       chr5:761  277.746 127.627 189.261 494.756 425.312 492.948
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 1.788 Detected 2.160 Detected 1.974 0.010 GT Sens contig126 contig126 Auxin res                 TACGAACcontig126 Solyc07g Solyc07g Auxin responsive SAUR protei                contig126 Solyc07g Auxin responsive SA                 SL2.40ch AT3G12830.1  auxin-res     chr3:407  123.013 103.165 136.625 250.83 371.563 506.304
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 1.055 Detected 1.298 Detected 1.177 0.015 GT Sens contig126 contig126 GTP-bind                TTTTGTT contig126 Solyc03g Solyc03g GTP-bind                GO:00039 GO:00039  contig126 Solyc03g GTP-bind                 GO:00039 SL2.40ch AT3G4745ATNOS1,      NOA1 (NO       chr3:174  252.194 255.482 314.69 527.816 503.506 628.032
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 0.942 Detected 1.087 Detected 1.014 0.018 GT Sens contig127 contig127 MYB tran                 ATATGGAcontig127 Solyc04g Solyc04g MYB tran                 GO:00037 GO:00037       contig127 Solyc04g MYB tran                  GO:00037 SL2.40ch AT5G08520.1  myb fami     chr5:275  98.2755 105.784 64.7327 200.78 187.064 217.845
GT Sense Sense 0.477 Detected -0.477 Detected 0.000 1.274 Detected 1.122 Detected 1.198 0.131 GT Sens contig127 contig127 Cupin Rm                TTTATCC contig127 Solyc03g Solyc03g Cupin Rm                GO:00551 GO:00551  contig127 Solyc03g Cupin Rm                 GO:00551 SL2.40ch AT5G15120.1  unknown   chr5:489  1078.77 507.373 557.906 1219.05 1707.99 1620.12
GT Sense Sense 1.750 Detected -1.750 Detected 0.000 2.320 Detected 1.401 Detected 1.860 0.412 GT Sens contig128 contig128 FAD linke                  AGAATTT contig128 Solyc02g Solyc02g FAD linke                  GO:00055 GO:00055     contig128 Solyc02g FAD linke                   GO:00055 SL2.40ch AT3G1982DWF1, DIM      DWF1 (DW        chr3:687  2031.57 163.703 1005.74 9040.75 2749.83 1531.55
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 1.076 Detected 0.927 Detected 1.001 0.014 GT Sens contig128 contig128 Unknown   CCTCAAAcontig128 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig128 Solyc12g Unknown Protein (A  SL2.40ch AT4G24350.2  phospho     chr4:126  312.764 324.016 423.223 841.731 640.959 608.708
GT Sense Sense 0.977 Detected -0.977 Comprom 0.000 1.220 Detected 1.194 Detected 1.207 0.342 GT Sens contig128 contig128 Heat stres                   AGAGGAAcontig128 Solyc08g Solyc08g Heat stres                   GO:00056 GO:00056       contig128 Solyc08g Heat stres                    GO:00055 SL2.40ch AT2G2615ATHSFA2    ATHSFA2        chr2:111  16.0405 3.77359 3.68173 15.1208 17.3063 17.9049
GT Sense Sense 0.495 Detected -0.495 Detected 0.000 0.811 Detected 1.479 Detected 1.145 0.195 GT Sens contig129 contig129 Unknown   AAAGAAAcontig129 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig129 Solyc02g Seed maturation pro       SL2.40ch AT5G18310.1  unknown   chr5:606  285.195 130.928 115.644 302.467 323.642 541.771
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GT Sense Sense 0.069 Comprom -0.069 Comprom 0.000 0.897 Detected 1.271 Detected 1.084 0.032 GT Sens contig129 contig129 Endo-1 4-                GTTTTCCcontig129 Solyc01g Solyc01g Endo-1 4-                GO:00059 GO:00059    contig129 Solyc01g Endo-1 4-                 GO:00055 SL2.40ch AT4G33830.1  catalytic/         chr4:162  7.36464 6.09848 11.0767 14.5856 11.9191 16.2698
GT Sense Sense 1.393 Detected -1.393 Detected 0.000 2.077 Detected 2.252 Detected 2.164 0.261 GT Sens contig129 contig129 Plant-spe                     GGGGAT contig129 Solyc09g Solyc09g Plant-specific domain TIGR015                    contig129 Solyc09g Plant-specific doma                     SL2.40ch AT4G31760.1  peroxida    chr4:153  139.772 18.4635 65.9803 434.714 204.649 243.385
GT Sense Sense 0.567 Detected -0.567 Detected 0.000 1.400 Detected 1.144 Detected 1.272 0.160 GT Sens contig129 contig129 Rac-like G                  AAGAGGAcontig129 Solyc07g Solyc07g Rac-like G                  GO:00039 GO:00039  contig129 Solyc07g Rac-like G                   GO:00039 SL2.40ch AT4G2895ARAC7, A      ROP9 (RH         chr4:142  35.6741 14.8252 27.8681 68.4822 57.9514 51.1184
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 0.844 Detected 1.311 Detected 1.078 0.124 GT Sens contig129 contig129 Ubiquilin-            TCTCCTAcontig129 Solyc02g Solyc02g Ubiquilin-            GO:00199 GO:00199  contig129 Solyc02g Ubiquilin-             GO:00199 SL2.40ch AT2G17200.1  ubiquitin    chr2:748  235.34 132.356 137.908 345.635 302.49 440.624
GT Sense Sense 1.495 Detected -1.495 Comprom 0.000 1.712 Detected 2.388 Detected 2.050 0.313 GT Sens contig130 contig130 Oxalate o                 AATTCAGcontig130 Solyc07g Solyc07g Oxalate o                 GO:00457 GO:00457     contig130 Solyc07g Oxalate o                  GO:00501 SL2.40ch AT1G726 GLP1, AT    GER1 (GE       chr1:273  71.0132 8.15138 346.369 118.907 75.272 126.712
GT Sense Sense 1.160 Detected -1.160 Detected 0.000 1.879 Detected 1.762 Detected 1.821 0.258 GT Sens contig130 contig130 Pyruvate              ATAGCAAcontig130 Solyc02g Solyc02g Pyruvate              GO:00055 GO:00055      contig130 Solyc02g Pyruvate               GO:00055 SL2.40ch AT5G0133PDC3  PDC3 (py                 chr5:132  418.027 76.2768 146.872 644.085 627.237 609.265
GT Sense Sense 0.373 Detected -0.373 Detected 0.000 1.045 Detected 1.950 Detected 1.497 0.125 GT Sens contig131 contig131 Homology       TTTTGCCcontig131 Solyc11g Solyc11g Homology to unknown gene (A    contig131 Solyc11g Homology to unknow      SL2.40ch AT5G28500.1  unknown   chr5:104  1484.01 807.225 1384.1 2365.56 2156.37 4252.92
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 1.441 Detected 1.437 Detected 1.439 0.057 GT Sens contig131 contig131 Kunitz try                   CTTGCAAcontig131 Solyc11g Solyc11g Kunitz try                   GO:00048 GO:00048        contig131 Solyc11g Kunitz try                    GO:00048 SL2.40ch AT5G10370.1  helicase            chr5:326  20888.8 11572.8 26451.9 46132.5 40312.3 42337.9
GT Sense Sense 0.495 Detected -0.495 Detected 0.000 0.920 Detected 1.262 Detected 1.091 0.173 GT Sens contig131 contig131 Os03g037                  AACAATGcontig131 Solyc01g Solyc01g Os03g0370250 protein (Fragm                 contig131 Solyc01g Os03g0370250 prote                  SL2.40ch AT3G04930.1  transcrip    chr3:136  4798.72 2201.29 1734.22 3045.42 5871.62 7843.65
GT Sense Sense 0.575 Detected -0.575 Detected 0.000 1.318 Detected 1.097 Detected 1.207 0.175 GT Sens contig132 contig132 Ribonucle              GAAGACCcontig132 Solyc03g Solyc03g Ribonucle              GO:00063 GO:00063  contig132 Solyc03g Ribonucle               GO:00063 SL2.40ch AT3G20730.1  pentatric      chr3:724  10125.7 4157.53 4981.44 9696.87 15443.6 13963.7
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 0.822 Detected 1.291 Detected 1.057 0.076 GT Sens contig132 contig132 Valyl-tRNA               TTTGTAGcontig132 Solyc12g Solyc12g Valyl-tRNA               GO:00057 GO:00057 contig132 Solyc12g Valyl-tRNA                GO:00057 SL2.40ch AT5G167 EMB2247  EMB2247               chr5:548  86.345 59.5959 67.0824 127.025 121.066 176.635
GT Sense Sense -0.149 Comprom 0.149 Comprom 0.000 2.167 Detected 2.284 Detected 2.226 0.005 GT Sens contig133 contig133 Mutator-li                AATATCC contig133 Solyc08g Solyc08g Mutator-like transposase (AHR               contig133 Solyc01g Mutator-like transpo               SL2.40ch AT2G26210.1 3.45811 3.87388 2.12049 5.98869 15.6992 17.9315
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 1.053 Detected 1.177 Detected 1.115 0.017 GT Sens contig133 contig133 WPP dom        CACAGGTcontig133 Solyc05g Solyc05g WPP domain-interacting tail-an       contig133 Solyc05g WPP dom        GO:00428 SL2.40ch AT1G68910.2  unknown   chr1:259  3158.72 2398.07 2382.62 3571.46 5450.93 6258.48
GT Sense Sense 0.204 Detected -0.204 Detected 0.000 1.191 Detected 1.262 Detected 1.227 0.027 GT Sens contig133 contig133 Hydrolase       ATAAAGT contig133 Solyc03g Solyc03g Hydrolase alpha/beta fold fami     contig133 Solyc03g Hydrolase       GO:00065 SL2.40ch AT1G15060.1  LOCATE                                                                      chr1:518  767.142 526.834 660.277 1195.45 1385.78 1533.97
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 1.064 Detected 0.970 Detected 1.017 0.061 GT Sens contig133 contig133 DNA repa                 CAAGAAAcontig133 Solyc03g Solyc03g DNA repa                 GO:00082 GO:00082   contig133 Solyc03g DNA repa                  GO:00082 SL2.40ch AT5G50340.1  ATP bind           chr5:204  76.4887 48.7219 52.6373 141.916 121.879 120.306
GT Sense Sense 0.658 Detected -0.658 Detected 0.000 1.463 Detected 1.821 Detected 1.642 0.138 GT Sens contig134 contig134 BEL1-like              CCAAAAGcontig134 Solyc08g Solyc08g BEL1-like              GO:00063 GO:00063    contig134 Solyc08g BEL1-like               GO:00056 SL2.40ch AT4G3298ATH1  ATH1 (AR                chr4:159  306.273 112.137 169.206 371.01 487.723 658.569
GT Sense Sense 0.056 Comprom -0.056 Comprom 0.000 1.419 Detected 1.087 Detected 1.253 0.019 GT Sens contig135 contig135 Long-cha                GGGGAT contig135 Solyc08g Solyc08g Long-cha                GO:00081 GO:00081      contig135 Solyc08g Long-cha                 GO:00044 SL2.40ch AT4G11030.1  long-cha          chr4:673  6.08642 5.13401 6.56112 11.867 14.2757 11.9466
GT Sense Sense 0.882 Detected -0.882 Detected 0.000 1.083 Detected 1.353 Detected 1.218 0.305 GT Sens contig135 contig135 Transcrip               TACTGCAcontig135 Solyc07g Solyc07g Transcrip               GO:00037 GO:00037      contig135 Solyc07g Transcrip                GO:00037 SL2.40ch AT1G51070.1  basic hel      chr1:189  1884.05 505.854 834.558 2242.81 1974.51 2509.04
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 0.970 Detected 1.272 Detected 1.121 0.036 GT Sens contig137 contig137 Endo-1 4-                AGCTTCTcontig137 Solyc11g Solyc11g Endo-1 4-                GO:00059 GO:00059   contig137 Solyc11g Endo-1 4-                 GO:00059 SL2.40ch AT3G1769ATCNGC1    ATCNGC            chr3:604  1135.69 830.374 719.459 1116.81 1816.65 2360.02
GT Sense Sense 0.503 Detected -0.503 Detected 0.000 1.379 Detected 1.410 Detected 1.394 0.109 GT Sens contig137 contig137 Protein T             GGTTCTGcontig137 Solyc06g Solyc06g Protein TIFY 8 (AHRD V1 ***- TI         contig137 Solyc06g Protein TIFY 8 (AHR            SL2.40ch AT1G06550.1  enoyl-Co      chr1:200  107.01 48.603 64.9234 245.567 179.064 192.736
GT Sense Sense 1.139 Detected -1.139 Detected 0.000 1.361 Detected 1.739 Detected 1.550 0.311 GT Sens contig137 contig137 GDSL est              CACTGAAcontig137 Solyc02g Solyc02g GDSL est              GO:00066 GO:00066    contig137 Solyc02g GDSL est               GO:00040 SL2.40ch ATCG005 ACCD  Encodes                                chrC:570  4162.34 782.658 3304.71 9854.61 4427.76 6060.41
GT Sense Sense 1.024 Detected -1.024 Detected 0.000 0.884 Detected 1.239 Detected 1.062 0.414 GT Sens contig137 contig137 Squamos                 TCCATTCcontig137 Solyc02g Solyc02g Squamos                 GO:00056 GO:00056      contig137 Solyc02g Squamos                  GO:00037 SL2.40ch AT3G6003SPL12  SPL12 (s        chr3:221  1070.08 235.951 354.079 1133.86 885.358 1193.27
GT Sense Sense 0.646 Detected -0.646 Detected 0.000 1.801 Detected 2.052 Detected 1.926 0.100 GT Sens contig137 contig137 Cyclin-de                TTGGAGGcontig137 Solyc01g Solyc01g Cyclin-de                GO:00055 GO:00055     contig137 Solyc01g Cyclin-de                 GO:00055 SL2.40ch AT3G6055CYCP3;2  CYCP3;2       chr3:223  53.6197 19.9512 17.715 103.841 108.795 136.436
GT Sense Sense 0.975 Detected -0.975 Detected 0.000 1.659 Detected 1.044 Detected 1.351 0.317 GT Sens contig138 contig138 Unknown   CAAGCACcontig138 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig138 Solyc12g Unknown Protein (A  SL2.40ch AT1G27540.2  F-box fam    chr1:956  163.763 38.6653 32.2151 253.468 239.888 165.048
GT Sense Sense -0.522 Comprom 0.522 Comprom 0.000 1.924 Detected 1.705 Detected 1.815 0.077 GT Sens contig138 contig138 Ripening-               TATATCA contig138 Solyc01g Solyc01g Ripening-related protein 3 (AHR             contig138 Solyc01g Ripening-related pro               SL2.40ch AT3G21790.1 2.36793 4.45281 9.08805 13.6589 11.7682 10.6478
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 0.842 Detected 1.179 Detected 1.010 0.074 GT Sens contig139 contig139 DNA mism                    CAATTGAcontig139 Solyc08g Solyc08g DNA mism                    GO:00055 GO:00055   contig139 Solyc08g DNA mism                     GO:00055 SL2.40ch AT4G1738MSH4, AT   MSH4 (M               chr4:970  26.5049 17.387 19.0606 98.877 36.7427 48.8846
GT Sense Sense 0.885 Detected -0.885 Detected 0.000 1.873 Detected 1.984 Detected 1.928 0.162 GT Sens contig139 contig139 Peptide tr                 TGTAATAcontig139 Solyc04g Solyc04g Peptide tr                 GO:00800 GO:00800        contig139 Solyc04g Peptide tr                  GO:00800 SL2.40ch AT5G4058PBB2  PBB2; en      chr5:162  101.236 27.0725 50.646 205.82 183.034 208.38
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 0.802 Detected 1.263 Detected 1.033 0.145 GT Sens contig139 contig139 U-box dom               TTCATGT contig139 Solyc12g Solyc12g U-box dom               GO:00054 GO:00054 contig139 Solyc12g U-box dom                GO:00054 SL2.40ch AT2G23140.1  binding /    chr2:984  1481.49 800.025 904.077 1580.82 1812.71 2629.29
GT Sense Sense 0.357 Comprom -0.357 Comprom 0.000 1.920 Detected 1.109 Detected 1.514 0.107 GT Sens contig141 contig141 Unknown   GGCAAGAcontig141 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig141 Solyc09g Unknown Protein (A  SL2.40ch AT3G19970.1  unknown   chr3:695  8.0601 4.48177 3.40654 4.17104 21.7173 13.0397
GT Sense Sense 1.015 Detected -1.015 Detected 0.000 2.219 Detected 1.777 Detected 1.998 0.194 GT Sens contig141 contig141 Glucan en              AACGGCTcontig141 Solyc03g Solyc03g Glucan endo-1 3-beta-glucosid              contig141 Solyc03g Glucan endo-1 3-bet              SL2.40ch AT5G0800E13L3, PD   E13L3 (G           chr5:256  2661.17 594.255 877.256 4805.54 5589.78 4334.65
GT Sense Sense 1.191 Detected -1.191 Comprom 0.000 1.725 Detected 1.575 Detected 1.650 0.301 GT Sens contig142 contig142 LRR recep                  CTTGTTAcontig142 Solyc08g Solyc08g LRR recep                  GO:00055 GO:00055       contig142 Solyc08g Receptor   GO:00046 SL2.40ch AT2G2633ER, QRP1  ER (EREC       chr2:112  19.8469 3.4715 5.90378 21.7044 26.1915 24.8765
GT Sense Sense 0.548 Detected -0.548 Detected 0.000 1.053 Detected 1.120 Detected 1.087 0.186 GT Sens contig142 contig142 Ring finge                CTCCCTCcontig142 Solyc11g Solyc11g Ring finge                GO:00082 GO:00082   contig142 Solyc11g Ring finge                 GO:00082 SL2.40ch AT1G49200.1  zinc finge        chr1:181  460.062 196.169 433.885 800.334 595.33 656.999
GT Sense Sense 0.332 Comprom -0.332 Comprom 0.000 4.117 Detected 4.020 Detected 4.069 0.007 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  4.73582 2.72469 4.07923 4.16673 59.5066 58.641
GT Sense Sense 0.245 Detected -0.245 Detected 0.000 1.504 Detected 1.659 Detected 1.581 0.025 GT Sens contig142 contig142 Peptidase                        AAAGGATcontig142 Solyc09g Solyc09g Peptidase                        GO:00042 GO:00042   contig142 Solyc09g Peptidase                         GO:00042 SL2.40ch AT4G14570.1  acylamin   chr4:836  101.112 65.6364 115.175 213.233 220.602 258.723
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 1.835 Detected 1.285 Detected 1.560 0.032 GT Sens contig142 contig142 Myb famil                  AGAACAAcontig142 Solyc12g Solyc12g Myb famil                  GO:0045449 contig142 Solyc12g Myb famil                   GO:00454 SL2.40ch AT4G38870.1  F-box fam    chr4:181  145.96 118.503 87.378 405.731 448.126 322.321
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 0.803 Detected 1.250 Detected 1.026 0.051 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  78.2825 80.6995 58.346 167.86 132.361 190.213
GT Sense Sense 0.742 Detected -0.742 Detected 0.000 1.490 Detected 0.976 Detected 1.233 0.257 GT Sens contig142 contig142 Calcium-d                CCTGGTCcontig142 Solyc12g Solyc12g Calcium-d                GO:00064 GO:00064  contig142 Solyc12g Calcium-d                 GO:00064 SL2.40ch AT3G204 CPK9  CPK9 (ca          chr3:711  80.8361 26.3392 27.0863 86.8348 123.762 91.3012
GT Sense Sense 0.433 Detected -0.433 Detected 0.000 1.099 Detected 1.423 Detected 1.261 0.112 GT Sens contig143 contig143 Aquapori              TCAAAGGcontig143 Solyc08g Solyc08g Aquapori              GO:00160 GO:00160   contig143 Solyc08g Aquapori               GO:00152 SL2.40ch AT4G1038NIP5;1, NL    NIP5;1; a         chr4:643  2201.6 1100.71 1074.99 6305.47 3184.17 4199.11
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 1.127 Detected 1.320 Detected 1.223 0.014 GT Sens contig143 contig143 Peptidyl-p                 CCTCCAAcontig143 Solyc03g Solyc03g Peptidyl-p                 GO:00055 GO:00055   contig143 Solyc03g Peptidyl-p                  GO:00055 SL2.40ch AT5G1119SHN3  SHN3 (sh        chr5:356  399.213 312.999 561.39 947.617 736.951 887.612
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 1.085 Detected 2.054 Detected 1.569 0.084 GT Sens contig144 contig144 Stress res                    GAAGACTcontig144 Solyc11g Solyc11g Stress responsive A/B barrel d                  contig144 Solyc11g Stress responsive A                    SL2.40ch AT5G22580.1  FUNCTIO                                                                                  chr5:750  54.3821 51.5829 97.7355 281.002 107.274 221.192
GT Sense Sense 0.114 Comprom -0.114 Comprom 0.000 1.544 Detected 1.706 Detected 1.625 0.007 GT Sens contig144 contig144 Leucine-r                   GAAAAAT contig144 Solyc12g Solyc12g Leucine-r                   GO:00055 GO:00055  contig144 Solyc12g LRR recep    GO:00046 SL2.40ch AT3G0566AtRLP33  AtRLP33         chr3:164  4.29631 3.34412 8.92464 14.9764 10.5505 12.4436
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 0.869 Detected 1.212 Detected 1.040 0.130 GT Sens contig144 contig144 Serine ca                GGAAGAAcontig144 Solyc05g Solyc05g Serine ca                GO:00065 GO:00065   contig144 Solyc05g Serine ca                 GO:00167 SL2.40ch AT2G22960.1  serine ca      chr2:977  322.025 173.389 180.804 490.239 411.965 550.694
GT Sense Sense 1.343 Detected -1.343 Comprom 0.000 2.580 Detected 2.670 Detected 2.625 0.190 GT Sens contig144 contig144 Receptor-                GTATTCAcontig144 Solyc01g Solyc01g Receptor-                GO:0005529 contig144 Solyc01g Receptor-                 GO:00055 SL2.40ch AT5G48770.1  disease r       chr5:197  21.6079 3.06233 17.105 18.1068 46.4311 52.0946
GT Sense Sense -0.628 Detected 0.628 Detected 0.000 2.217 Detected 2.180 Detected 2.198 0.073 GT Sens contig144 contig144 Ulp1 prote           AGTATTT contig144 Solyc08g Solyc08g Ulp1 protease family C-termina         contig144 Solyc08g Ulp1 protease family         SL2.40ch AT1G24250.1 20.4428 44.4836 28.8476 36.4998 133.829 137.484
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 1.333 Detected 1.492 Detected 1.413 0.057 GT Sens contig144 contig144 Pseudo re              AAATGTGcontig144 Solyc04g Solyc04g Pseudo re              GO:00165 GO:00165      contig144 Solyc04g Pseudo re               GO:00165 SL2.40ch AT5G028 PRR7, AP   PRR7 (PS          chr5:638  1575.11 892.216 1243.48 2019.59 2852.18 3353.85
GT Sense Sense -0.925 Comprom 0.925 Comprom 0.000 1.792 Detected 2.465 Detected 2.129 0.163 GT Sens contig145 contig145 Nodulin fa             CTGGTGCcontig145 Solyc10g Solyc10g Nodulin fa             GO:00550 GO:00550  contig145 Solyc10g Nodulin fa              GO:00550 SL2.40ch AT2G39210.1  nodulin f    chr2:163  2.22423 7.3054 8.17795 56.7071 13.3265 22.3936
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 0.986 Detected 1.098 Detected 1.042 0.003 GT Sens contig146 contig146 Metalloca                 TGTTGGAcontig146 Solyc07g Solyc07g Metalloca                 GO:00081 GO:00081   contig146 Solyc07g Metalloca                  GO:00081 SL2.40ch AT1G1172ATSS3  ATSS3 (s           chr1:395  24620.3 21808.5 23057.5 34855.4 43822 49903.3
GT Sense Sense 0.542 Detected -0.542 Detected 0.000 1.131 Detected 1.212 Detected 1.172 0.164 GT Sens contig146 contig146 Serine/thr              TGCGTGTcontig146 Solyc03g Solyc03g Serine/thr              GO:00167 GO:00167      contig146 Solyc03g Serine/thr               GO:00167 SL2.40ch AT3G4819ATM, ATA   ATM (ATA      chr3:177  37.7305 16.2203 27.2158 70.1918 51.7178 57.669
GT Sense Sense 0.777 Detected -0.777 Detected 0.000 0.846 Detected 2.081 Detected 1.463 0.278 GT Sens contig146 contig146 RING fing                GATACAGcontig146 Solyc02g Solyc02g RING fing                GO:00082 GO:00082   contig146 Solyc02g RING fing                 GO:00082 SL2.40ch AT5G2057ROC1, RB     RBX1 (RI      chr5:695  156.827 48.6749 132.878 270.675 149.898 371.879
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 1.061 Detected 0.946 Detected 1.004 0.005 GT Sens contig147 contig147 Calmodul                TAACCAGcontig147 Solyc05g Solyc05g Calmodul                GO:00055 GO:00055  contig147 Solyc05g Calmodul                 GO:00055 SL2.40ch AT1G1987iqd32  iqd32 (IQ      chr1:689  300.362 291.134 172.642 515.106 589.112 573.256
GT Sense Sense 0.457 Detected -0.457 Detected 0.000 1.187 Detected 1.081 Detected 1.134 0.133 GT Sens contig147 contig147 ABC trans         CACAAGCcontig147 Solyc01g Solyc01g ABC transporter G family mem      contig147 Solyc01g ABC transporter G f       SL2.40ch AT4G147 PPD1, TIF   PPD1 (PE        chr4:842  29.6097 14.3194 11.3102 25.7724 44.7545 43.8074
GT Sense Sense 0.352 Detected -0.352 Detected 0.000 1.498 Detected 1.598 Detected 1.548 0.049 GT Sens contig148 contig148 F-box/ank               CAAATTGcontig148 Solyc12g Solyc12g F-box/ankyrin repeat protein S             contig148 Solyc12g F-box/ankyrin repea               SL2.40ch AT2G44090.2  FUNCTIO                                                                         chr2:182  189.038 105.804 121.84 299.558 381.312 430.789
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 1.073 Detected 1.134 Detected 1.104 0.079 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  2378.14 1374.66 695.859 2622.7 3632.57 3992.71
GT Sense Sense 0.949 Detected -0.949 Detected 0.000 2.021 Detected 0.809 Detected 1.415 0.336 GT Sens contig148 contig148 Glutaredo              GAGTTTCcontig148 Solyc10g Solyc10g Glutaredo              GO:00454 GO:00454    contig148 Solyc10g Glutaredo               GO:00055 SL2.40ch AT1G1944KCS4  KCS4 (3-               chr1:672  303.795 74.3427 202.383 575.105 582.312 264.9
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 1.020 Detected 1.632 Detected 1.326 0.065 GT Sens contig149 contig149 Blue copp             AGGTCAGcontig149 Solyc12g Solyc12g Blue copp             GO:00090 GO:00090   contig149 Solyc12g Blue copp              GO:00090 SL2.40ch AT4G1496TUA6  TUA6; str      chr4:854  3537.28 2513.29 2427.51 5492.84 5772.94 9299.85
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 0.956 Detected 1.085 Detected 1.021 0.019 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  40.3497 30.7758 22.1026 79.7979 65.2666 75.2107
GT Sense Sense 0.556 Detected -0.556 Detected 0.000 1.211 Detected 1.096 Detected 1.153 0.175 GT Sens contig150 contig150 Senescen              TCATGTT contig150 Solyc06g Solyc06g Senescen              GO:00160 GO:00160   contig150 Solyc06g Senescen               GO:00160 SL2.40ch AT3G4560TET3  TET3 (TE   chr3:167  709.159 299.056 430.259 1137.16 1017.57 990.175
GT Sense Sense -0.583 Detected 0.583 Detected 0.000 1.598 Detected 1.304 Detected 1.451 0.137 GT Sens contig150 contig150 Defensin             AGTCGCAcontig150 Solyc07g Solyc07g Defensin             GO:00304 GO:00304    contig150 Solyc07g Defensin              GO:00304 SL2.40ch AT2G0214LCR72, PD   LCR72 (L       chr2:544  32.8609 67.2427 56.1672 89.4748 135.855 116.788
GT Sense Sense 0.302 Detected -0.302 Detected 0.000 1.120 Detected 1.191 Detected 1.155 0.063 GT Sens contig150 contig150 Methiony                AAGTAAT contig150 Solyc05g Solyc05g Methiony                GO:00048 GO:00048   contig150 Solyc05g Methiony                 GO:00048 SL2.40ch AT3G5540OVA1  OVA1 (OV              chr3:205  131.825 79.123 115.666 277.979 211.871 234.582
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 0.831 Detected 1.581 Detected 1.206 0.093 GT Sens contig151 contig151 Myb famil                AAAGACAcontig151 Solyc10g Solyc10g Myb famil                GO:00037 GO:00037       contig151 Solyc10g Myb famil                 GO:00037 SL2.40ch AT2G2165MEE3, AT   MEE3 (M            chr2:925  119.082 90.9536 68.3399 201.086 176.719 313.271
GT Sense Sense 0.479 Detected -0.479 Detected 0.000 1.119 Detected 0.955 Detected 1.037 0.166 GT Sens contig151 contig151 Lecithin c                TTCAGGCcontig151 Solyc11g Solyc11g Lecithin c                GO:00066 GO:00066   contig151 Solyc11g Lecithin c                 GO:00066 SL2.40ch AT3G03310.1  lecithin:c          chr3:778  499.728 234.496 238.391 693.355 710.026 667.608
GT Sense Sense 0.745 Detected -0.745 Detected 0.000 1.222 Detected 1.785 Detected 1.503 0.200 GT Sens contig151 contig151 Cystine tr               AAATCAGcontig151 Solyc02g Solyc02g Cystine tr               GO:00151 GO:00151    contig151 Solyc02g Cystine tr                GO:00151 SL2.40ch AT5G40670.1  PQ-loop         chr5:162  1398.76 454.243 771.783 1668.57 1775.06 2763.17
GT Sense Sense 0.853 Detected -0.853 Detected 0.000 1.752 Detected 1.844 Detected 1.798 0.170 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  259.935 72.661 192.609 762.663 441.89 496.487
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 0.884 Detected 1.275 Detected 1.080 0.041 GT Sens contig152 contig152 Nicotiana              TTCTTGT contig152 Solyc03g Solyc03g Nicotiana lesion-inducing like (             contig152 Solyc03g Nicotiana lesion-ind               SL2.40ch AT4G14420.1  lesion ind    chr4:830  4974.34 5300.59 6941.44 10746.9 9046.21 12504.5
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.191 Detected 1.082 Detected 1.136 0.038 GT Sens contig152 contig152 Selenium              GAAAGGTcontig152 Solyc09g Solyc09g Selenium              GO:00084 GO:00084  contig152 Solyc09g Selenium               GO:00084 SL2.40ch AT4G1403SBP1  SBP1 (se       chr4:809  6765.54 4539.56 5585.92 9212.72 12078.7 11798.8
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 0.914 Detected 1.863 Detected 1.389 0.100 GT Sens contig153 contig153 Formamid            AGGTCAAcontig153 Solyc02g Solyc02g Formamid            GO:00043 GO:00043   contig153 Solyc02g Formamid             GO:00043 SL2.40ch AT4G37560.1  formamid        chr4:176  78.1673 76.1649 109.445 217.175 138.85 282.384
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 1.236 Detected 1.248 Detected 1.242 0.005 GT Sens contig154 contig154 Proteinas                ATGATTCcontig154 Solyc11g Solyc11g Proteinas                GO:00048 GO:00048    contig154 Solyc11g Proteinas                 GO:00048 SL2.40ch AT4G25160.1  protein k     chr4:129  745.115 771.794 677.569 1418.72 1705.14 1812.1
GT Sense Sense 0.367 Detected -0.367 Detected 0.000 1.317 Detected 1.429 Detected 1.373 0.066 GT Sens contig154 contig154 Transcrip                   GAAGATGcontig154 Solyc02g Solyc02g Transcrip                   GO:00055 GO:00055  contig154 Solyc02g Transcrip                    GO:00080 SL2.40ch AT3G02060.2  DEAD/DE      chr3:354  48.9777 26.8596 23.4688 67.4689 86.2968 98.2543
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 0.886 Detected 1.166 Detected 1.026 0.019 GT Sens contig155 contig155 Unknown   ATACCTGcontig155 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig155 Solyc05g Unknown Protein (A  SL2.40ch AT1G6802ATTPS6,   ATTPS6;           chr1:254  1379.59 1298.25 1664.46 2257.43 2360.94 3021.33
GT Sense Sense 0.296 Comprom -0.296 Comprom 0.000 3.048 Detected 2.120 Detected 2.584 0.042 GT Sens contig155 contig155 Acid phos              CTCATACcontig155 Solyc06g Solyc06g Acid phos              GO:00039 GO:00039   contig155 Solyc06g Acid phos               GO:00039 SL2.40ch AT4G25150.1  acid phos    chr4:129  3.71147 2.2435 12.8037 21.311 22.7842 12.6214
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 1.067 Detected 1.574 Detected 1.321 0.047 GT Sens contig156 contig156 NAD-spec       AGTACCAcontig156 Solyc06g Solyc06g NAD-specific glutamate dehyd     contig156 Solyc06g NAD-specific glutam      SL2.40ch AT5G02490.1  heat shoc          chr5:550  167.171 122.981 52.9105 57.0318 286.786 429.543
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 1.415 Detected 1.636 Detected 1.526 0.037 GT Sens contig156 contig156 Carbohyd                TAATTTG contig156 Solyc11g Solyc11g Carbohyd                GO:00059 GO:00059   contig156 Solyc11g Carbohyd                 GO:00059 SL2.40ch AT2G21370.2  xylulose    chr2:913  94.49 58.2387 99.7212 209.741 188.823 232.01
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 1.042 Detected 1.407 Detected 1.225 0.077 GT Sens contig156 contig156 Nucleoba                ATCTGAAcontig156 Solyc03g Solyc03g Nucleoba                GO:00160 GO:00160    contig156 Solyc03g Nucleoba                 GO:00152 SL2.40ch AT5G62890.4  permeas    chr5:252  399.235 236.871 173.636 580.459 604.548 820.45
GT Sense Sense 0.601 Detected -0.601 Detected 0.000 1.289 Detected 1.446 Detected 1.368 0.153 GT Sens contig156 contig156 Hypersen                ATAAAGAcontig156 Solyc07g Solyc07g Hypersen                GO:00338 GO:00338   contig156 Solyc07g Hypersen                 GO:00338 SL2.40ch AT1G66980.1  protein k           chr1:249  19355.6 7674.11 15116 35450.7 28437.4 33410.8
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 0.875 Detected 1.479 Detected 1.177 0.078 GT Sens contig156 contig156 ATP bind                 TTAGAGCcontig156 Solyc11g Solyc11g ATP bind                 GO:00055 GO:00055      contig156 Solyc11g ATP bind                  GO:00055 SL2.40ch AT2G2893APK1B  APK1B; A           chr2:124  1109.84 791.066 776.011 993.739 1640.93 2627.77
GT Sense Sense 1.245 Detected -1.245 Detected 0.000 1.759 Detected 3.923 Detected 2.841 0.227 GT Sens contig156 contig156 Beta-ocim                CATGTAAcontig156 Solyc02g Solyc02g Beta-ocim                GO:00505 GO:00505      contig156 Solyc02g Beta-ocim                 GO:00347 SL2.40ch AT1G6872TADA  TADA (TR           chr1:258  412.028 66.8384 2626.54 316.368 536.38 2532.72
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 1.294 Detected 1.559 Detected 1.427 0.019 GT Sens contig156 contig156 Chloroph                    GCACTTCcontig156 Solyc10g Solyc10g Chloroph                    GO:00160 GO:00160 contig156 Solyc10g Chloroph                     GO:00160 SL2.40ch AT1G6152LHCA3  LHCA3; c    chr1:227  207.669 153.731 226.021 645.287 418.397 529.632
GT Sense Sense 0.512 Detected -0.512 Detected 0.000 1.014 Detected 1.128 Detected 1.071 0.173 GT Sens contig156 contig156 Alpha-gal              AAGTTCAcontig156 Solyc05g Solyc05g Alpha-gal              GO:00081 GO:00081  contig156 Solyc05g Alpha-gal               GO:00081 SL2.40ch AT3G26380.1  glycosyl              chr3:966  5293.9 2372.68 2358.99 7330.14 6832.62 7793.97
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 1.492 Detected 1.514 Detected 1.503 0.038 GT Sens contig156 contig156 Disease r             TTGTATT contig156 Solyc11g Solyc11g Disease r             GO:00069 GO:00069  contig156 Solyc11g Cc-nbs-lr   GO:00055 SL2.40ch AT1G58807.2  disease r           chr1:217  26.0505 15.6147 25.0951 68.0152 54.1562 57.9559
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 1.077 Detected 1.207 Detected 1.142 0.074 GT Sens contig157 contig157 Multidrug                  ATATGGAcontig157 Solyc02g Solyc02g Multidrug                  GO:00152 GO:00152    contig157 Solyc02g Multidrug                   GO:00155 SL2.40ch AT1G61890.1  MATE eff     chr1:228  335.436 195.296 344.31 688.243 515.563 594.525
GT Sense Sense 0.621 Detected -0.621 Detected 0.000 0.998 Detected 1.097 Detected 1.047 0.235 GT Sens contig157 contig157 Aldehyde             CTTCAAAcontig157 Solyc03g Solyc03g Aldehyde             GO:00551 GO:00551     contig157 Solyc03g Aldehyde              GO:00040 SL2.40ch AT3G4800ALDH2B4     ALDH2B4              chr3:177  1098.69 423.695 522.926 1240.39 1301.21 1467.82
GT Sense Sense 0.617 Detected -0.617 Detected 0.000 1.045 Detected 1.231 Detected 1.138 0.210 GT Sens contig157 contig157 MLO-like              CAACCAGcontig157 Solyc10g Solyc10g MLO-like              GO:00160 GO:00160   contig157 Solyc10g MLO-like               GO:00160 SL2.40ch AT1G1100MLO4, AT   MLO4 (M         chr1:367  115.002 44.5712 48.0985 216.823 141.016 169.01
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 1.031 Detected 1.179 Detected 1.105 0.042 GT Sens contig157 contig157 Oxidored                  TTTTATG contig157 Solyc05g Solyc05g Oxidored                  GO:00455 GO:00455    contig157 Solyc05g Oxidored                   GO:00455 SL2.40ch AT1G35190.2  oxidored       chr1:128  320.546 214.895 170.136 581.073 512.076 597.63
GT Sense Sense -0.298 Comprom 0.298 Comprom 0.000 1.220 Detected 1.906 Detected 1.563 0.075 GT Sens contig158 contig158 tRNA pseu                AACTATT contig158 Solyc01g Solyc01g tRNA pseu                GO:00094 GO:00094  contig158 Solyc01g tRNA pseu                 GO:00094 SL2.40ch AT3G04820.1  pseudou    chr3:132  6.58125 9.06613 5.81386 26.3052 17.1747 29.1144
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.570 Detected 2.308 Detected 1.939 0.034 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  436.695 389.73 526.851 1171.98 1169.55 2055.19
GT Sense Sense 0.445 Detected -0.445 Detected 0.000 1.122 Detected 1.257 Detected 1.189 0.118 GT Sens contig158 contig158 Alpha glu                ACAAATGcontig158 Solyc08g Solyc08g Alpha glu                GO:00059 GO:00059    contig158 Solyc08g Alpha glu                 GO:00045 SL2.40ch AT3G2364HGL1  HGL1 (he         chr3:850  2023.2 995.907 1118.27 2724.76 2948.85 3413.72
GT Sense Sense 0.954 Detected -0.954 Comprom 0.000 2.124 Detected 1.198 Detected 1.661 0.258 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  13.5892 3.30331 3.45239 53.2331 27.887 15.4621
GT Sense Sense -1.118 Comprom 1.118 Detected 0.000 1.135 Detected 1.216 Detected 1.175 0.404 GT Sens contig159 contig159 Dihydrofla     CGGATTTcontig159 Solyc01g Solyc01g Dihydroflavonol-4-reductase (A    contig159 Solyc01g Dihydroflavonol-4-re     SL2.40ch AT1G09480.1  cinnamyl        chr1:305  3.55588 15.2808 4.43864 3.44636 15.4595 17.2226
GT Sense Sense 0.399 Comprom -0.399 Comprom 0.000 1.329 Detected 1.706 Detected 1.517 0.075 GT Sens contig159 contig159 Serine/thr                TGTGTTGcontig159 Solyc11g Solyc11g Serine/thr                GO:00351 GO:00351      contig159 Solyc11g Serine/thr                 GO:00351 SL2.40ch AT1G5024FU  FU (FUSE      chr1:186  7.15093 3.74753 4.83325 8.3306 12.4158 16.991
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 0.819 Detected 1.188 Detected 1.004 0.046 GT Sens contig160 contig160 Unknown   GAGGTTTcontig160 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig160 Solyc11g Unknown Protein (A  SL2.40ch AT5G5628CSN6A  CSN6A  chr5:227  60.1405 45.9382 38.7284 100.564 88.5629 120.441
GT Sense Sense 0.216 Detected -0.216 Detected 0.000 1.176 Detected 1.361 Detected 1.268 0.033 GT Sens contig160 contig160 Cytochro                 ATAATGGcontig160 Solyc08g Solyc08g Cytochro                 GO:00198 GO:00198   contig160 Solyc08g Cytochro  GO:00198 SL2.40ch AT5G23360.1  GRAM do       chr5:786  263.849 178.394 223.297 340.278 467.989 560.431
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 1.692 Detected 1.843 Detected 1.767 0.002 GT Sens contig160 contig160 Chloroph                    TGTCCGTcontig160 Solyc05g Solyc05g Chloroph                    GO:00160 GO:00160 contig160 Solyc05g Chloroph                     GO:00160 SL2.40ch AT3G5489LHCA1  LHCA1; c    chr3:203  1177.47 1048.31 1450.86 3237.17 3427.71 4008.4
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 1.061 Detected 1.087 Detected 1.074 0.018 GT Sens contig160 contig160 Chloroph             GGGGTT contig160 Solyc06g Solyc06g Chloroph             GO:00477 GO:00477  contig160 Solyc06g Chloroph              GO:00477 SL2.40ch AT5G4386ATCLH2,   ATCLH2;   chr5:176  891.964 664.767 707.2 1640.72 1534.43 1645.34
GT Sense Sense 0.874 Detected -0.874 Detected 0.000 1.602 Detected 1.720 Detected 1.661 0.198 GT Sens contig161 contig161 Regulator                    ACAAGTAcontig161 Solyc09g Solyc09g Regulator                    GO:00036 GO:00036    contig161 Solyc09g Regulator                     GO:00036 SL2.40ch AT3G55580.1  regulator        chr3:206  1908.91 518.062 935.273 1769.78 2883.17 3296.31
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 1.161 Detected 1.267 Detected 1.214 0.036 GT Sens contig161 contig161 5%26apos         GGCCTTTcontig161 Solyc12g Solyc12g 5%26apos-AMP-activated prot        contig161 Solyc12g 5&apos-A                 GO:00055 SL2.40ch AT3G01510.1  5'-AMP-a       chr3:198  59.1234 39.0523 42.4884 120.22 102.573 116.328
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 1.326 Detected 1.930 Detected 1.628 0.035 GT Sens contig161 contig161 Unknown   TTTTGCAcontig161 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig161 Solyc01g Unknown Protein (A  SL2.40ch AT5G1515ATHB-3, H    ATHB-3 (               chr5:491  23.9474 19.6665 22.0478 30.1103 51.9542 83.1894
GT Sense Sense 0.640 Detected -0.640 Detected 0.000 1.687 Detected 2.065 Detected 1.876 0.107 GT Sens contig162 contig162 GDSL est              AATGCAT contig162 Solyc03g Solyc03g GDSL est              GO:00066 GO:00066    contig162 Solyc03g GDSL est               GO:00040 SL2.40ch AT4G24265.1  unknown   chr4:125  428.083 160.707 365.67 875.272 806.186 1104.32
GT Sense Sense 1.104 Detected -1.104 Comprom 0.000 1.602 Detected 1.006 Detected 1.304 0.372 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  37.998 7.49377 4.50041 26.29 48.9107 34.0899
GT Sense Sense 1.233 Detected -1.233 Detected 0.000 1.902 Detected 2.509 Detected 2.206 0.225 GT Sens contig163 contig163 LOB dom                 ACTTTAGcontig163 Solyc02g Solyc02g LOB domain protein 42 (AHRD              contig163 Solyc02g LOB domain protein                SL2.40ch AT1G6710LBD40  LBD40 (L      chr1:250  1360.54 224.535 849.918 1560.2 1972.17 3166.03
GT Sense Sense 0.664 Detected -0.664 Detected 0.000 0.921 Detected 1.233 Detected 1.077 0.255 GT Sens contig163 contig163 Os01g078                  TTTTCCAcontig163 Solyc03g Solyc03g Os01g078                  GO:00160 GO:00160   contig163 Solyc03g Os01g078                   GO:00160 SL2.40ch AT2G25737.1  unknown   chr2:109  6649.34 2413.69 2491.44 7303.83 7243.94 9474.24
GT Sense Sense 0.325 Detected -0.325 Detected 0.000 1.170 Detected 1.451 Detected 1.311 0.066 GT Sens contig165 contig165 PAP fibril               AGACACTcontig165 Solyc08g Solyc08g PAP fibril               GO:00095 GO:00095 contig165 Solyc08g PAP fibril                GO:00095 SL2.40ch AT2G46910.1  plastid-lip          chr2:192  1085.5 630.82 880.17 1709.37 1777.3 2276.59
GT Sense Sense 0.521 Detected -0.521 Detected 0.000 0.927 Detected 1.207 Detected 1.067 0.186 GT Sens contig165 contig165 Urease ac                 AAAGGAGcontig165 Solyc02g Solyc02g Urease ac                 GO:00468 GO:00468      contig165 Solyc02g Urease ac                  GO:00468 SL2.40ch AT2G3447UREG, PS   UREG (UR                   chr2:145  2435.76 1079.16 1162.21 2930.38 2942.41 3764.69
GT Sense Sense 0.523 Detected -0.523 Detected 0.000 0.907 Detected 1.134 Detected 1.021 0.197 GT Sens contig166 contig166 Unknown   CAAAACAcontig166 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig166 Solyc05g Unknown Protein (A  SL2.40ch AT1G62760.1  invertase       chr1:232  334.647 147.794 141.553 288.031 398.175 491.02
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 1.509 Detected 1.789 Detected 1.649 0.022 GT Sens contig166 contig166 Glutaredo             GTAATAGcontig166 Solyc02g Solyc02g Glutaredo             GO:00454 GO:00454       contig166 Solyc02g Glutaredo              GO:00087 SL2.40ch AT3G2430AMT1;3, A   AMT1;3 (        chr3:880  21.5934 14.8697 21.4916 17.3356 48.6855 62.2857
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 1.082 Detected 0.930 Detected 1.006 0.010 GT Sens contig166 contig166 Unknown   GACCATTcontig166 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig166 Solyc06g Unknown Protein (A  SL2.40ch AT4G25900.1  aldose 1-     chr4:131  1102.46 920.704 1034.8 2332.79 2036.5 1931.03
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 0.930 Detected 1.585 Detected 1.258 0.063 GT Sens contig167 contig167 Filament-                    GAGCTATcontig167 Solyc01g Solyc01g Filament-like plant protein (Fra                  contig167 Solyc01g Filament-like plant p                   SL2.40ch AT2G23360.1  transport   chr2:994  455.558 389.946 259.533 914.034 766.992 1272.42
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.101 Detected 1.159 Detected 1.130 0.001 GT Sens contig167 contig167 BAH-PHD               ACTGGTAcontig167 Solyc02g Solyc02g BAH-PHD               GO:00421 GO:00421           contig167 Solyc02g BAH-PHD                GO:00037 SL2.40ch AT4G22140.2  DNA bind          chr4:117  26.0074 23.3669 42.4775 73.7124 50.4993 55.364
GT Sense Sense 0.803 Detected -0.803 Detected 0.000 1.730 Detected 1.931 Detected 1.830 0.152 GT Sens contig167 contig167 ClpB chap                  AGGGCTTcontig167 Solyc03g Solyc03g ClpB chap                  GO:00055 GO:00055  contig167 Solyc03g ClpB chap                   GO:00195 SL2.40ch AT1G743 ATHSP10     ATHSP10                   chr1:279  3816.54 1143.03 1829.06 4197.4 6614.73 8012.16
GT Sense Sense 0.475 Detected -0.475 Detected 0.000 0.859 Detected 1.341 Detected 1.100 0.175 GT Sens contig168 contig168 Long-cha                 ATAACAT contig168 Solyc12g Solyc12g Long-cha                 GO:00081 GO:00081      contig168 Solyc12g Long-cha                  GO:00044 SL2.40ch AT2G04350.2  long-cha             chr2:151  110.181 51.9641 70.2627 141.424 131.028 192.894
GT Sense Sense 0.414 Detected -0.414 Detected 0.000 0.854 Detected 1.248 Detected 1.051 0.149 GT Sens contig168 contig168 U-box dom              TTGTACAcontig168 Solyc01g Solyc01g U-box dom              GO:00001 GO:00001   contig168 Solyc01g U-box dom               GO:00054 SL2.40ch AT4G38830.1  protein k     chr4:181  4972.72 2553.41 3485.26 4981.9 6149.55 8515.15
GT Sense Sense 0.944 Detected -0.944 Detected 0.000 1.639 Detected 1.371 Detected 1.505 0.255 GT Sens contig168 contig168 Serine ca                TCTCCTT contig168 Solyc01g Solyc01g Serine ca                GO:00041 GO:00041     contig168 Solyc01g Serine ca                 GO:00428 SL2.40ch AT3G0799SCPL27  SCPL27 (       chr3:255  66.1038 16.2861 32.6703 156.79 97.6001 85.3883
GT Sense Sense 0.386 Detected -0.386 Detected 0.000 1.042 Detected 1.667 Detected 1.355 0.112 GT Sens contig168 contig168 L-lactate d               CTAATGAcontig168 Solyc07g Solyc07g L-lactate d               GO:00551 GO:00551    contig168 Solyc07g L-lactate d                GO:00088 SL2.40ch AT3G14420.2  (S)-2-hyd                 chr3:482  14589.6 7792.64 13452.1 31892.2 20969.5 34061.5
GT Sense Sense 0.411 Detected -0.411 Detected 0.000 1.302 Detected 1.762 Detected 1.532 0.083 GT Sens contig169 contig169 Cold shoc      AAGTGTCcontig169 Solyc10g Solyc10g Cold shock protein-1 (AHRD V1  contig169 Solyc10g Cold shock protein-     SL2.40ch AT1G23050.1  hydroxyp      chr1:816  1264.81 652.405 873.966 2827.57 2138.63 3098.42
GT Sense Sense 0.687 Detected -0.687 Detected 0.000 1.098 Detected 1.502 Detected 1.300 0.211 GT Sens contig169 contig169 Nitrate tra                 AGTATCGcontig169 Solyc06g Solyc06g Nitrate tra                 GO:00160 GO:00160   contig169 Solyc06g Nitrate tra                  GO:00429 SL2.40ch AT1G121 NRT1.1, C       NRT1.1; n      chr1:410  32772.5 11521.7 13526.8 37348.1 39724.8 55385.7
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 2.420 Detected 2.766 Detected 2.593 0.009 GT Sens contig169 contig169 Os01g061                  AAGTTACcontig169 Solyc04g Solyc04g Os01g0611000 protein (Fragm                 contig169 Solyc04g Os01g0611000 prote                  SL2.40ch AT2G41800.1  FUNCTIO                                                                                          chr2:174  20.9191 15.1093 4.76962 46.9445 90.8237 121.666
GT Sense Sense 0.385 Detected -0.385 Detected 0.000 1.160 Detected 1.015 Detected 1.088 0.109 GT Sens contig170 contig170 Kinase fa               GAAGTGAcontig170 Solyc12g Solyc12g Kinase fa               GO:00064 GO:00064  contig170 Solyc12g Kinase fa                GO:00064 SL2.40ch AT5G49470.1  protein k     chr5:200  123.594 66.0522 76.5763 218.616 192.748 183.716
GT Sense Sense 0.490 Detected -0.490 Detected 0.000 0.884 Detected 1.253 Detected 1.068 0.178 GT Sens contig170 contig170 Anaphase                 GGCCAG contig170 Solyc06g Solyc06g Anaphase                 GO:00168 GO:00168  contig170 Solyc06g Anaphase                  GO:00168 SL2.40ch AT5G0556EMB2771  EMB2771       chr5:164  33.3791 15.4207 20.8497 41.335 39.9717 54.3924
GT Sense Sense 0.561 Detected -0.561 Comprom 0.000 1.101 Detected 0.900 Detected 1.001 0.221 GT Sens contig170 contig170 Cystic fib        TGTCAGTcontig170 Solyc12g Solyc12g Cystic fibrosis transmembrane      contig170 Solyc12g Cystic fibrosis trans       SL2.40ch AT1G3042ATMRP12  ATMRP12          chr1:107  14.3463 6.01293 5.44882 18.1631 19.0257 17.4405
GT Sense Sense 0.435 Detected -0.435 Detected 0.000 1.020 Detected 1.467 Detected 1.244 0.126 GT Sens contig170 contig170 Prolyl 4-h                 CAGCAGAcontig170 Solyc02g Solyc02g Prolyl 4-h                 GO:00164 GO:00164    contig170 Solyc02g Prolyl 4-h                  GO:00046 SL2.40ch AT4G33910.1  oxidored       chr4:162  1977.33 986.453 841.61 2007.95 2704.72 3884.23
GT Sense Sense 1.113 Detected -1.113 Detected 0.000 0.838 Detected 1.277 Detected 1.057 0.450 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  196.303 38.2334 223.516 181.464 147.826 211.164
GT Sense Sense 0.581 Detected -0.581 Detected 0.000 1.798 Detected 1.574 Detected 1.686 0.104 GT Sens contig170 contig170 Ectonucle                 TACACTT contig170 Solyc02g Solyc02g Ectonucle                 GO:00043 GO:00043    contig170 Solyc02g Ectonucle                  GO:00168 SL2.40ch AT5G25420.1  xanthine/      chr5:883  418.02 170.255 338.063 1346.74 886.03 798.754
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 1.083 Detected 1.388 Detected 1.236 0.030 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  17.4851 19.8547 14.9321 20.6404 37.6805 49.0669
GT Sense Sense 0.601 Detected -0.601 Detected 0.000 0.929 Detected 1.110 Detected 1.019 0.235 GT Sens contig171 contig171 Subtilisin               GGTGCAGcontig171 Solyc10g Solyc10g Subtilisin               GO:00065 GO:00065 contig171 Solyc10g Subtilisin                GO:00065 SL2.40ch AT5G45650.1  subtilase    chr5:185  684.49 271.304 395.008 920.366 783.194 935.608
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 1.341 Detected 1.383 Detected 1.362 0.051 GT Sens contig171 contig171 MADS bo                CGGGAAAcontig171 Solyc12g Solyc12g MADS bo                GO:00056 GO:00056       contig171 Solyc12g MADS bo                 GO:00055 SL2.40ch AT4G1188AGL14  AGL14 (a         chr4:714  278.66 162.812 618.714 798.958 515.356 558.709
GT Sense Sense -0.282 Comprom 0.282 Comprom 0.000 1.312 Detected 1.117 Detected 1.214 0.055 GT Sens contig171 contig171 Protein ki              TTGCAAT contig171 Solyc09g Solyc09g Protein ki              GO:00046 GO:00046    contig171 Solyc09g Protein ki               GO:00046 SL2.40ch AT1G0297WEE1, AT   WEE1 (AR         chr1:673  5.58768 7.52951 4.28882 20.3817 15.3774 14.1506
GT Sense Sense 1.011 Detected -1.011 Detected 0.000 2.445 Detected 1.212 Detected 1.829 0.263 GT Sens contig172 contig172 Sterol C-5              TTGTAGCcontig172 Solyc02g Solyc02g Sterol C-5              GO:00002 GO:00002     contig172 Solyc02g Sterol C-5               GO:00002 SL2.40ch AT3G0258STE1, DW    STE1 (ST       chr3:547  577.128 129.518 409.507 3694.81 1421.77 637.28
GT Sense Sense 0.667 Detected -0.667 Detected 0.000 1.862 Detected 1.891 Detected 1.877 0.107 GT Sens contig173 contig173 Cysteine-       TAAGTTAcontig173 Solyc01g Solyc01g Cysteine-rich extensin-like pro     contig173 Solyc01g Cysteine-rich extens      SL2.40ch AT3G50180.1  unknown   chr3:186  114.442 41.3649 68.4938 257.322 238.727 256.799
GT Sense Sense 1.114 Detected -1.114 Comprom 0.000 1.553 Detected 1.171 Detected 1.362 0.351 GT Sens contig174 contig174 Unknown   AACGTAT contig174 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig174 Solyc12g Unknown Protein (A  SL2.40ch AT5G251 CIPK25, S   CIPK25 (C               chr5:865  12.0995 2.35524 2.10976 3.56954 14.9555 12.0956
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 2.932 Detected 0.820 Detected 1.876 0.220 GT Sens contig174 contig174 Light-dep                   TAGGAGAcontig174 Solyc10g Solyc10g Light-dependent short hypoco                  contig174 Solyc10g Light-dependent sho                   SL2.40ch AT4G186 LSH9  LSH9 (LIG      chr4:102  134.289 101.833 95.4102 167.057 851.877 207.719
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 1.782 Detected 2.379 Detected 2.080 0.024 GT Sens contig174 contig174 Unknown   TTTTCTT contig174 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig174 Solyc12g Unknown Protein (A  SL2.40ch AT5G21030.1  PAZ dom        chr5:713  55.971 42.3934 41.805 76.6919 159.929 254.859
GT Sense Sense 0.720 Detected -0.720 Detected 0.000 1.180 Detected 2.080 Detected 1.630 0.195 GT Sens contig174 contig174 Ferredox              CTCGTGCcontig174 Solyc11g Solyc11g Ferredox              GO:00515 GO:00515   contig174 Solyc11g Ferredox               GO:00515 SL2.40ch AT1G07620.1  FUNCTIO                                                                 chr1:234  229.684 77.1482 272.477 325.222 288.03 566.015
GT Sense Sense 1.025 Detected -1.025 Detected 0.000 1.046 Detected 1.557 Detected 1.302 0.343 GT Sens contig176 contig176 Diacylglyc                 TCAAACGcontig176 Solyc01g Solyc01g Diacylglycerol O-acyltransfera                 contig176 Solyc01g Diacylglycerol O-acy                 SL2.40ch AT5G53380.1  unknown   chr5:216  2255.33 496.286 1823.17 1929.23 2085.9 3132.44
GT Sense Sense 0.408 Detected -0.408 Detected 0.000 0.908 Detected 1.216 Detected 1.062 0.135 GT Sens contig176 contig176 Homeobo                CTAACTAcontig176 Solyc03g Solyc03g Homeobo                GO:00063 GO:00063     contig176 Solyc03g Homeobo                 GO:00036 SL2.40ch AT1G7984GL2  GL2 (GLA         chr1:300  177.367 91.7999 147.507 261.103 228.617 298.256
GT Sense Sense 0.264 Comprom -0.264 Comprom 0.000 2.406 Detected 1.983 Detected 2.194 0.023 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  3.47671 2.19849 2.70579 10.2169 13.9894 10.9927
GT Sense Sense 0.030 Detected -0.030 Detected 0.000 1.201 Detected 0.840 Detected 1.020 0.031 GT Sens contig177 contig177 Dienelact        GCAGATGcontig177 Solyc05g Solyc05g Dienelactone hydrolase domai      contig177 Solyc05g Dienelactone hydro       SL2.40ch AT5G25770.3  unknown   chr5:896  661.29 578.156 701.086 1343.39 1356.85 1113.38
GT Sense Sense 1.536 Detected -1.536 Comprom 0.000 2.321 Detected 4.408 Detected 3.365 0.212 GT Sens contig177 contig177 F-box-like    GCAATTGcontig177 Solyc02g Solyc02g F-box-like (AHRD V1 ***- Q6H6K contig177 Solyc02g F-box-like (AHRD V1  SL2.40ch AT4G04480.1  LOCATE                                                              chr4:222  23.5046 2.54996 16.4065 16.9066 36.9458 165.393
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 0.969 Detected 1.269 Detected 1.119 0.057 GT Sens contig178 contig178 Regulatio                      ATATGGAcontig178 Solyc11g Solyc11g Regulation of nuclear pre-mRN                    contig178 Solyc11g Regulation of nuclea                     SL2.40ch AT5G65180.1  FUNCTIO                                                                                 chr5:260  327.153 215.546 219.781 477.546 496.372 643.833
GT Sense Sense 0.451 Detected -0.451 Detected 0.000 0.944 Detected 1.872 Detected 1.408 0.162 GT Sens contig178 contig178 GATA tran                AATACCGcontig178 Solyc02g Solyc02g GATA tran                GO:00310 GO:00310        contig178 Solyc02g GATA tran                 GO:00310 SL2.40ch AT4G36240.1  zinc finge       chr4:171  1287.27 627.858 939.925 1287.61 1651.66 3311.45
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 1.322 Detected 1.465 Detected 1.393 0.040 GT Sens contig179 contig179 ATP-depe                    GAGAACAcontig179 Solyc06g Solyc06g ATP-depe                    GO:00171 GO:00171    contig179 Solyc06g ATP-depe                     GO:00041 SL2.40ch AT2G2514HSP98.7,    CLPB4 (C                chr2:106  316.928 196.459 223.942 493.004 595.507 693.052
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 1.267 Detected 1.336 Detected 1.301 0.003 GT Sens contig179 contig179 GDSL est              GAGTTCAcontig179 Solyc01g Solyc01g GDSL est              GO:00066 GO:00066    contig179 Solyc01g GDSL est               GO:00040 SL2.40ch AT1G09390.1  GDSL-mo      chr1:303  420.801 354.303 542.121 1642.3 887.348 980.461
GT Sense Sense 0.905 Detected -0.905 Detected 0.000 1.433 Detected 1.949 Detected 1.691 0.214 GT Sens contig179 contig179 Metal ion                ACTACTAcontig179 Solyc06g Solyc06g Metal ion                GO:00300 GO:00300      contig179 Solyc06g Metal ion                 GO:00469 SL2.40ch AT5G50740.3  metal ion   chr5:206  419.453 109.062 203.505 587.65 551.373 830.987
GT Sense Sense 0.446 Detected -0.446 Detected 0.000 0.886 Detected 1.269 Detected 1.077 0.157 GT Sens contig180 contig180 CBS dom               GTAGATGcontig180 Solyc02g Solyc02g CBS domain-containing protei               contig180 Solyc02g CBS domain-contain                SL2.40ch AT4G369 LEJ2, CDC   LEJ2 (LO            chr4:173  132.902 65.3037 80.5306 198.369 164.328 225.871
GT Sense Sense 0.918 Detected -0.918 Detected 0.000 0.841 Detected 1.423 Detected 1.132 0.361 GT Sens contig180 contig180 Unknown   TCCAAAGcontig180 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig180 Solyc03g Unknown Protein (A  SL2.40ch AT1G79110.2  protein b       chr1:297  2315.5 591.597 918.365 1287.35 2001.3 3156.47
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.118 Detected 1.029 Detected 1.074 0.017 GT Sens contig180 contig180 Ulp1 prote           TCAAGAAcontig180 Solyc07g Solyc07g Ulp1 protease family C-termina         contig180 Solyc07g Ulp1 protease family         SL2.40ch AT2G29880.1  unknown   chr2:127  50.7261 38.3695 29.3845 72.7883 91.4524 90.5644
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 1.448 Detected 1.637 Detected 1.543 0.011 GT Sens contig180 contig180 Histidine a                 CCAAGAAcontig180 Solyc05g Solyc05g Histidine a                 GO:00151 GO:00151     contig180 Solyc05g Histidine a                  GO:00151 SL2.40ch AT1G25530.1  lysine an       chr1:896  228.613 174.002 309.953 695.434 519.688 624.011
GT Sense Sense 0.021 Comprom -0.021 Comprom 0.000 1.065 Detected 1.507 Detected 1.286 0.029 GT Sens contig180 contig180 Cytochro              TCAAATGcontig180 Solyc06g Solyc06g Cytochro              GO:00200 GO:00200  contig180 Solyc06g Cytochro  GO:00198 SL2.40ch AT2G45580.1 8.30002 7.34928 3.63084 13.2426 15.6 22.3373
GT Sense Sense 0.476 Comprom -0.476 Comprom 0.000 1.003 Detected 1.230 Detected 1.116 0.150 GT Sens contig181 contig181 Glyoxal o              TGAAAAT contig181 Solyc05g Solyc05g Glyoxal oxidase (AHRD V1 ***-           contig181 Solyc05g Glyoxal oxidase (AH              SL2.40ch AT3G57620.1  glyoxal o   chr3:213  9.82248 4.62982 3.77352 12.4101 12.9018 15.9155
GT Sense Sense 0.885 Detected -0.885 Detected 0.000 1.026 Detected 2.145 Detected 1.586 0.269 GT Sens contig181 contig181 GRAS fam                ATAGTGAcontig181 Solyc01g Solyc01g GRAS fam                GO:00037 GO:00037      contig181 Solyc01g GRAS fam                 GO:00037 SL2.40ch AT1G0753SCL14, AT    SCL14 (S      chr1:231  2254.96 602.389 1417.03 2057.45 2266.21 5186.12
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.123 Detected 0.982 Detected 1.052 0.014 GT Sens contig181 contig181 Aldo/keto               ACTGAAGcontig181 Solyc03g Solyc03g Aldo/keto               GO:00551 GO:00551  contig181 Solyc03g Aldo/keto                GO:00551 SL2.40ch AT5G53580.1  aldo/keto     chr5:217  1203.42 953.035 1003.47 1839.09 2227.49 2127.42
GT Sense Sense -0.787 Comprom 0.787 Detected 0.000 1.681 Detected 1.083 Detected 1.382 0.242 GT Sens contig181 contig181 UPF0497                    GTGACCGcontig181 Solyc02g Solyc02g UPF0497 membrane protein 9                  contig181 Solyc02g UPF0497 membrane                    SL2.40ch AT3G28520.1  AAA-type     chr3:106  5.1322 13.9238 4.55226 26.1289 25.8853 18.0124
GT Sense Sense -0.946 Comprom 0.946 Comprom 0.000 1.573 Detected 1.328 Detected 1.451 0.268 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  2.27656 7.70155 2.15448 5.40628 11.8972 10.5774
GT Sense Sense 0.319 Detected -0.319 Detected 0.000 1.046 Detected 1.791 Detected 1.419 0.102 GT Sens contig182 contig182 Unknown   CAATATC contig182 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig182 Solyc07g Unknown Protein (A  SL2.40ch AT5G0288UPL4  UPL4; ub    chr5:662  177.129 103.738 96.9681 359.13 267.272 471.845
GT Sense Sense 2.106 Detected -2.106 Comprom 0.000 1.846 Detected 1.057 Detected 1.451 0.568 GT Sens contig182 contig182 Cytochro                 ACTGAAT contig182 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig182 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G4828CYP71A2   CYP71A2               chr3:178  44.4294 2.18548 39.4417 23.5139 33.8251 20.6236
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 1.359 Detected 1.254 Detected 1.306 0.003 GT Sens contig183 contig183 Auxin-rep              ATGTGTGcontig183 Solyc03g Solyc03g Auxin-repressed protein (AHRD            contig183 Solyc03g Auxin-repressed pro              SL2.40ch AT1G28330.4  DYL1 (DO     chr1:993  903.39 888.157 1526.9 2854.02 2193.79 2148.78
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.139 Detected 1.265 Detected 1.202 0.023 GT Sens contig183 contig183 Lipase (A              GGTCATAcontig183 Solyc11g Solyc11g Lipase (A              GO:00066 GO:00066   contig183 Solyc11g Lipase (A               GO:00066 SL2.40ch AT2G1523ATLIP1  ATLIP1 (A           chr2:661  480.816 343.796 411.974 789.151 854.795 983.128
GT Sense Sense 0.673 Detected -0.673 Detected 0.000 1.252 Detected 1.190 Detected 1.221 0.211 GT Sens contig183 contig183 ABC trans                  ATATCGAcontig183 Solyc05g Solyc05g ABC trans                  GO:00168 GO:00168    contig183 Solyc05g ABC trans                   GO:00171 SL2.40ch AT2G01320.1  ABC tran     chr2:154  761.76 273.241 407.414 1155.27 1037.75 1047.44
GT Sense Sense 0.372 Comprom -0.372 Comprom 0.000 2.827 Detected 3.910 Detected 3.368 0.036 GT Sens contig184 contig184 TPR doma              TAAAGTT contig184 Solyc07g Solyc07g TPR doma              GO:00054 GO:00054 contig184 Solyc07g TPR doma               GO:00054 SL2.40ch AT1G80130.1  binding  chr1:301  4.77674 2.60121 23.339 71.2593 23.8761 53.3066
GT Sense Sense 0.493 Detected -0.493 Detected 0.000 1.119 Detected 1.121 Detected 1.120 0.151 GT Sens contig184 contig184 AP2-like e                    ACAGACCcontig184 Solyc02g Solyc02g AP2-like e                    GO:00063 GO:00063     contig184 Solyc02g AP2-like e                     GO:00036 SL2.40ch AT2G41710.2  ovule dev     chr2:174  892.717 410.932 403.728 1295.13 1255.63 1325.04
GT Sense Sense -0.627 Comprom 0.627 Comprom 0.000 3.167 Detected 1.979 Detected 2.573 0.097 GT Sens contig184 contig184 Glycogen                GATGAAAcontig184 Solyc01g Solyc01g Glycogen                GO:00167 GO:00167     contig184 Solyc01g Glycogen                 GO:00167 SL2.40ch AT3G1866PGSIP1  PGSIP1 (            chr3:641  2.13391 4.63957 8.78545 9.87334 26.9798 12.4778
GT Sense Sense 0.493 Comprom -0.493 Comprom 0.000 1.309 Detected 1.289 Detected 1.299 0.119 GT Sens contig185 contig185 Os01g084                   TTCCGCTcontig185 Solyc03g Solyc03g Os01g0841200 protein (Fragm                  contig185 Solyc03g Os01g0841200 prote                   SL2.40ch AT1G14970.1  unknown   chr1:516  5.94103 2.7362 5.7857 9.86502 9.53889 9.90775
GT Sense Sense 0.825 Detected -0.825 Detected 0.000 1.172 Detected 2.161 Detected 1.667 0.225 GT Sens contig185 contig185 Serine/thr                GATGCTTcontig185 Solyc05g Solyc05g Serine/thr                GO:00191 GO:00191        contig185 Solyc05g Serine/thr                 GO:00191 SL2.40ch AT4G03230.1  ATP bind               chr4:141  111.84 32.5034 90.7448 114.363 129.726 271.334
GT Sense Sense 0.400 Detected -0.400 Detected 0.000 0.961 Detected 1.183 Detected 1.072 0.123 GT Sens contig185 contig185 Glycosyl       CCCAATGcontig185 Solyc03g Solyc03g Glycosyl transferase family 9 (    contig185 Solyc03g Glycosyl transferase      SL2.40ch AT1G1598NDF1  NDF1 (ND       chr1:548  73.2637 38.358 96.0637 186.588 98.5243 121.068
GT Sense Sense 1.366 Detected -1.366 Comprom 0.000 1.108 Detected 1.811 Detected 1.460 0.410 GT Sens contig185 contig185 GDSL est              GAGCTACcontig185 Solyc01g Solyc01g GDSL est              GO:00066 GO:00066    contig185 Solyc01g GDSL est               GO:00040 SL2.40ch AT5G0802ATRPA70    RPA70B (           chr5:257  30.6471 4.20358 12.9255 27.7988 23.3661 40.0622
GT Sense Sense 0.204 Detected -0.204 Comprom 0.000 1.902 Detected 1.193 Detected 1.548 0.063 GT Sens contig185 contig185 Non-symb              CTTTGAGcontig185 Solyc07g Solyc07g Non-symb              GO:00198 GO:00198     contig185 Solyc07g Non-symb               GO:00053 SL2.40ch AT2G1606GLB1, AH       AHB1 (AR          chr2:698  14.5758 10.0082 4.42945 3.64086 43.0955 27.7877
GT Sense Sense 1.028 Detected -1.028 Detected 0.000 2.611 Detected 1.675 Detected 2.143 0.198 GT Sens contig186 contig186 Peptide tr                 TCTAGGTcontig186 Solyc04g Solyc04g Peptide tr                 GO:00800 GO:00800        contig186 Solyc04g Peptide tr                  GO:00800 SL2.40ch AT1G52190.1  proton-de        chr1:194  112.29 24.6306 56.4456 885.455 306.853 168.911
GT Sense Sense 0.239 Detected -0.239 Detected 0.000 1.482 Detected 1.448 Detected 1.465 0.026 GT Sens contig186 contig186 Nitrogen r                          TATCAGAcontig186 Solyc06g Solyc06g Nitrogen r                          GO:00055 GO:00055        contig186 Solyc06g Nitrogen r                           GO:00055 SL2.40ch AT5G05113.1  unknown   chr5:150  117.111 76.6237 110.561 264.501 252.629 259.977
GT Sense Sense -0.258 Comprom 0.258 Comprom 0.000 1.627 Detected 2.259 Detected 1.943 0.041 GT Sens contig186 contig186 Hydroxyp      GACGTCGcontig186 Solyc02g Solyc02g Hydroxyproline-rich glycoprot     contig186 Solyc02g Hydroxyproline-rich     SL2.40ch AT5G0462ATBIOF  ATBIOF (       chr5:132  3.6989 4.82003 3.07298 19.4027 12.4492 20.3348
GT Sense Sense 0.893 Detected -0.893 Detected 0.000 1.734 Detected 2.267 Detected 2.000 0.165 GT Sens contig186 contig186 Gibberelli                 GTTTTGAcontig186 Solyc02g Solyc02g Gibberelli                 GO:00455 GO:00455    contig186 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT4G2120ATGA2OX    GA2OX8       chr4:113  46.3192 12.2504 24.441 165.449 75.648 115.354
GT Sense Sense 0.556 Detected -0.556 Detected 0.000 1.224 Detected 1.263 Detected 1.244 0.155 GT Sens contig186 contig186 Transduc                 ACACAGCcontig186 Solyc01g Solyc01g Transduc                 GO:00054 GO:00054  contig186 Solyc01g Transduc                  GO:00001 SL2.40ch AT3G06880.1  nucleotid    chr3:217  323.361 136.417 274.977 733.004 468.486 507.138
GT Sense Sense 0.572 Detected -0.572 Detected 0.000 1.095 Detected 1.054 Detected 1.075 0.201 GT Sens contig187 contig187 Transmem               ATTATGAcontig187 Solyc10g Solyc10g Transmem               GO:00160 GO:00160   contig187 Solyc10g Transmem                GO:00160 SL2.40ch AT1G72480.1  FUNCTIO                                                                           chr1:272  1034.23 426.533 410.536 1233.59 1354.78 1387.45
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 1.185 Detected 1.399 Detected 1.292 0.033 GT Sens contig187 contig187 cDNA clon         TTGCAGTcontig187 Solyc04g Solyc04g cDNA clone 006-204-H08 full in      contig187 Solyc04g cDNA clone 006-204        SL2.40ch AT4G33480.1  unknown   chr4:161  389.048 263.867 311.742 665.389 695.461 850.303
GT Sense Sense 0.506 Detected -0.506 Detected 0.000 1.251 Detected 2.346 Detected 1.798 0.137 GT Sens contig188 contig188 Amino ac                TTGAAGGcontig188 Solyc11g Solyc11g Amino ac                GO:00151 GO:00151          contig188 Solyc11g Amino ac                 GO:00151 SL2.40ch AT2G39130.1  amino ac      chr2:163  346.274 156.437 327.106 569.489 528.852 1190.04
GT Sense Sense 0.245 Detected -0.245 Detected 0.000 1.185 Detected 1.123 Detected 1.154 0.043 GT Sens contig188 contig188 Pentatrico               TGATGGCcontig188 Solyc11g Solyc11g Pentatrico               GO:00081 GO:00081    contig188 Solyc11g Pentatrico                GO:00045 SL2.40ch AT4G30700.1  pentatric      chr4:149  172.962 112.245 227.209 388.606 302.464 305.255
GT Sense Sense 1.245 Detected -1.245 Detected 0.000 1.474 Detected 3.407 Detected 2.440 0.262 GT Sens contig189 contig189 Cytochro                 GTTGCAAcontig189 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig189 Solyc01g Cytochro  GO:00198 SL2.40ch AT2G4666CYP78A6  CYP78A6               chr2:191  161.136 26.149 267.572 2824.4 172.149 692.673
GT Sense Sense 0.535 Detected -0.535 Detected 0.000 0.994 Detected 1.515 Detected 1.254 0.169 GT Sens contig190 contig190 Serine ca                TCAACAT contig190 Solyc06g Solyc06g Serine ca                GO:00065 GO:00065   contig190 Solyc06g Serine ca                 GO:00055 SL2.40ch AT4G129 scpl20  scpl20 (s       chr4:755  394.559 171.406 412.441 1096.07 494.508 747.584
GT Sense Sense 0.360 Detected -0.360 Detected 0.000 0.979 Detected 1.406 Detected 1.192 0.104 GT Sens contig191 contig191 WRKY tra              ACCAGTGcontig191 Solyc07g Solyc07g WRKY tra              GO:00055 GO:00055   contig191 Solyc07g WRKY tra               GO:00055 SL2.40ch AT4G0445WRKY42,   WRKY42;    chr4:221  249.795 138.345 258.652 285.422 349.779 495.541
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 1.391 Detected 1.322 Detected 1.357 0.058 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  144.935 82.4387 278.587 492.672 273.726 274.992
GT Sense Sense 0.654 Detected -0.654 Detected 0.000 1.076 Detected 0.956 Detected 1.016 0.262 GT Sens contig191 contig191 Remorin f               AAGGACCcontig191 Solyc03g Solyc03g Remorin f               GO:00036 GO:00036  contig191 Solyc03g Remorin f                GO:00036 SL2.40ch AT1G53860.1  remorin f    chr1:201  63.8688 23.507 56.3211 209.757 78.01 75.6396
GT Sense Sense 1.269 Detected -1.269 Comprom 0.000 3.744 Detected 2.908 Detected 3.326 0.130 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  13.0948 2.05569 24.9331 54.7791 66.3662 39.1805
GT Sense Sense 0.283 Detected -0.283 Detected 0.000 0.882 Detected 1.284 Detected 1.083 0.089 GT Sens contig192 contig192 DEAD-box                    AGCAGGTcontig192 Solyc08g Solyc08g DEAD-box                    GO:00055 GO:00055        contig192 Solyc08g DEAD-box                     GO:00040 SL2.40ch AT5G2674emb1138  emb1138                     chr5:928  2036.42 1253.89 1549.14 3349.75 2810.82 3915.74
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 0.871 Detected 1.537 Detected 1.204 0.134 GT Sens contig193 contig193 Ulp1 prote           AAGACCCcontig193 Solyc01g Solyc01g Ulp1 protease family C-termina         contig193 Solyc01g060330.1.1 AT3G22770.1  F-box fam    chr3:804  28.6035 15.785 19.9879 33.4291 37.1134 62.0212
GT Sense Sense 0.777 Detected -0.777 Detected 0.000 2.380 Detected 1.572 Detected 1.976 0.153 GT Sens contig193 contig193 Unknown   GCTACAGcontig193 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig193 Solyc09g Unknown Protein (A  SL2.40ch AT2G23142.1  FUNCTIO                                                                 chr2:985  368.336 114.299 366.946 576.4 1019.43 613.582
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.073 Detected 1.438 Detected 1.255 0.023 GT Sens contig194 contig194 RNA polym                   TCTATCCcontig194 Solyc09g Solyc09g RNA polym                   GO:00063 GO:00063    contig194 Solyc09g RNA polym                    GO:00063 SL2.40ch AT2G3699SIGF, SIG     SIGF (RN                chr2:155  54.0241 54.3001 49.0221 106.097 108.771 147.637
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 1.537 Detected 1.374 Detected 1.455 0.020 GT Sens contig196 contig196 Phosphor             AGATTTGcontig196 Solyc05g Solyc05g Phosphor             GO:00059 GO:00059     contig196 Solyc05g Phosphor              GO:00081 SL2.40ch AT3G29320.1  glucan p    chr3:112  182.524 127.638 107.656 343.936 422.819 397.905
GT Sense Sense 1.135 Detected -1.135 Comprom 0.000 1.450 Detected 2.243 Detected 1.846 0.264 GT Sens contig196 contig196 Os06g020                   ACAATAC contig196 Solyc07g Solyc07g Os06g0207500 protein (Fragm                  contig196 Solyc07g Os06g0207500 prote                   SL2.40ch AT2G38320.1  unknown   chr2:160  27.991 5.28851 112.681 36.2908 31.7325 57.9228
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 0.847 Detected 1.279 Detected 1.063 0.055 GT Sens contig196 contig196 CDT1a pr               GTCCGG contig196 Solyc03g Solyc03g CDT1a protein (AHRD V1 ***- B            contig196 Solyc03g CDT1a protein (AHR               SL2.40ch AT5G16860.1  pentatric      chr5:554  61.4672 45.7272 30.9995 98.327 91.083 129.42
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 1.214 Detected 1.607 Detected 1.411 0.057 GT Sens contig197 contig197 Sister chr                   ACTGCAGcontig197 Solyc01g Solyc01g Sister chr                   GO:00055 GO:00055  contig197 Solyc01g Sister chr                    GO:00055 SL2.40ch AT3G19630.1  radical S     chr3:681  1718.83 1042.84 1277 2168.53 2965.66 4103.54
GT Sense Sense 0.380 Comprom -0.380 Comprom 0.000 1.851 Detected 2.001 Detected 1.926 0.038 GT Sens contig198 contig198 ATP/GTP                ATCAGCAcontig198 Solyc07g Solyc07g ATP/GTP                GO:00171 GO:00171  contig198 Solyc07g ATP/GTP                 GO:00171 SL2.40ch AT5G56220.1  nucleosid     chr5:227  4.40292 2.3707 12.4411 26.9414 11.1282 13.0084
GT Sense Sense 0.425 Detected -0.425 Detected 0.000 0.860 Detected 1.279 Detected 1.069 0.153 GT Sens contig198 contig198 Unknown   TTTGAGCcontig198 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig198 Solyc04g Unknown Protein (A  SL2.40ch AT5G14880.1  potassiu     chr5:481  1055 533.263 623.626 1470.82 1299.49 1830.93
GT Sense Sense 0.472 Detected -0.472 Detected 0.000 1.077 Detected 1.179 Detected 1.128 0.141 GT Sens contig198 contig198 NAD-depe                 AAAGAGAcontig198 Solyc01g Solyc01g NAD-depe                 GO:00081 GO:00081  contig198 Solyc01g NAD-depe                  GO:00442 SL2.40ch AT5G2884GME  GME (GD            chr5:108  1225.14 580.401 825.429 2745.38 1698.94 1920.06
GT Sense Sense 0.301 Detected -0.301 Detected 0.000 1.056 Detected 1.117 Detected 1.087 0.070 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  29.202 17.5387 13.7626 83.409 44.9385 49.3702
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 0.834 Detected 1.598 Detected 1.216 0.135 GT Sens contig199 contig199 Fructose-               ATTCAAT contig199 Solyc02g Solyc02g Fructose-               GO:00055 GO:00055    contig199 Solyc02g Fructose-                GO:00055 SL2.40ch AT2G21330.1  fructose-     chr2:912  1074.09 628.672 1319.6 2763.26 1398.96 2502.9
GT Sense Sense 0.578 Comprom -0.578 Comprom 0.000 1.710 Detected 1.534 Detected 1.622 0.109 GT Sens contig199 contig199 Hydroxyc                GCAAATCcontig199 Solyc12g Solyc12g Hydroxyc                GO:00167 GO:00167         contig199 Solyc12g Hydroxyc                 GO:00167 SL2.40ch AT2G0254ATHB21, Z   ATHB21 (              chr2:684  6.91092 2.82718 6.56664 28.4618 13.8117 12.8794
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 1.117 Detected 1.404 Detected 1.260 0.015 GT Sens contig200 contig200 Nitrate tra                 AATGGATcontig200 Solyc08g Solyc08g Nitrate tra                 GO:00160 GO:00160 contig200 Solyc08g Nitrate tra                  GO:00160 SL2.40ch AT2G26690.1  nitrate tra    chr2:113  47.7526 40.2237 50.2352 106.483 90.7702 116.661
GT Sense Sense 0.357 Detected -0.357 Detected 0.000 1.039 Detected 1.155 Detected 1.097 0.094 GT Sens contig200 contig200 Transcrip                TGATAAT contig200 Solyc08g Solyc08g Transcrip                GO:00037 GO:00037        contig200 Solyc08g Transcrip                 GO:00037 SL2.40ch AT5G115 MYB3R-4  MYB3R-4             chr5:368  89.9204 49.9943 55.6771 132.864 131.531 150.175
GT Sense Sense 0.483 Detected -0.483 Detected 0.000 0.895 Detected 1.145 Detected 1.020 0.177 GT Sens contig201 contig201 Heme oxy                AGGGATAcontig201 Solyc12g Solyc12g Heme oxy                GO:00551 GO:00551     contig201 Solyc12g Heme oxy                 GO:00043 SL2.40ch AT2G2667ATHO1, H      TED4 (RE           chr2:113  7639.47 3565.66 4474.06 8340.26 9268.8 11613.3
GT Sense Sense 1.172 Detected -1.172 Comprom 0.000 1.223 Detected 1.211 Detected 1.217 0.408 GT Sens contig201 contig201 Polyamin              TAGTATGcontig201 Solyc05g Solyc05g Polyamin              GO:00465 GO:00465   contig201 Solyc05g Polyamin               GO:00465 SL2.40ch AT4G2972ATPAO5  ATPAO5          chr4:145  14.6103 2.62293 4.86108 18.1068 13.7958 14.4136
GT Sense Sense 0.338 Detected -0.338 Detected 0.000 1.181 Detected 1.161 Detected 1.171 0.074 GT Sens contig202 contig202 9-cis-epox               TTTGGAAcontig202 Solyc08g Solyc08g 9-cis-epox               GO:00055 GO:00055  contig202 Solyc08g Caroteno    GO:00055 SL2.40ch AT4G1917NCED4  NCED4 (N     chr4:104  715.572 408.132 679.489 2233.55 1169.78 1215.67
GT Sense Sense -0.367 Comprom 0.367 Comprom 0.000 1.430 Detected 1.398 Detected 1.414 0.061 GT Sens contig202 contig202 Anaphase        ATATGTGcontig202 Solyc06g Solyc06g Anaphase promoting complex      contig202 Solyc06g Anaphase promotin        SL2.40ch AT3G0326HDG8  HDG8 (HO          chr3:755  3.45147 5.23575 4.41823 14.2097 10.9332 11.2713
GT Sense Sense -0.327 Detected 0.327 Detected 0.000 1.213 Detected 1.551 Detected 1.382 0.064 GT Sens contig202 contig202 Glutathion                GGAATTGcontig202 Solyc10g Solyc10g Glutathione S-transferase-like               contig202 Solyc10g Glutathione S-transf                SL2.40ch AT2G2942ATGSTU7    ATGSTU7          chr2:126  162.183 232.565 970.841 1414.75 429.78 572.317
GT Sense Sense 0.526 Detected -0.526 Detected 0.000 1.067 Detected 1.282 Detected 1.174 0.160 GT Sens contig202 contig202 AMP deam             GTGCGATcontig202 Solyc09g Solyc09g AMP deam             GO:00091 GO:00091     contig202 Solyc09g AMP deam              GO:00091 SL2.40ch AT2G3828FAC1, AT   FAC1 (EM      chr2:160  2179.61 958.177 1031.86 2876.75 2890.03 3535.29
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 1.379 Detected 1.128 Detected 1.254 0.053 GT Sens contig202 contig202 Aspartoki               ATGTTGTcontig202 Solyc06g Solyc06g Aspartoki               GO:00086 GO:00086         contig202 Solyc06g Aspartoki                GO:00040 SL2.40ch AT4G197 AK-HSDH    bifunctio          chr4:107  28.5967 17.8425 23.357 69.0186 56.1111 49.6685
GT Sense Sense 0.972 Detected -0.972 Detected 0.000 1.357 Detected 2.147 Detected 1.752 0.237 GT Sens contig202 contig202 Cupin Rm                TGTCAAT contig202 Solyc02g Solyc02g Cupin Rm                GO:00551 GO:00551  contig202 Solyc02g Cupin Rm                 GO:00551 SL2.40ch AT5G15120.1  unknown   chr5:489  5563.94 1318.23 4118.25 5141.84 6624.54 12064.3
GT Sense Sense 0.704 Detected -0.704 Comprom 0.000 1.200 Detected 1.080 Detected 1.140 0.248 GT Sens contig203 contig203 Unknown   TGATGTTcontig203 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig203 Solyc04g Unknown Protein (A  SL2.40ch AT5G61810.2  mitochon       chr5:248  18.2162 6.26074 12.8606 20.5118 23.4277 22.7186
GT Sense Sense 0.500 Detected -0.500 Detected 0.000 1.229 Detected 2.044 Detected 1.637 0.127 GT Sens contig203 contig203 Protein ph               GGTGTTGcontig203 Solyc05g Solyc05g Protein ph               GO:00038 GO:00038  contig203 Solyc05g Protein ph                GO:00082 SL2.40ch AT2G30020.1  protein p        chr2:128  1380.7 629.33 1025.2 1401.21 2086.69 3867.68
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 0.948 Detected 1.103 Detected 1.026 0.009 GT Sens contig203 contig203 Chloroph                    TATGTTAcontig203 Solyc10g Solyc10g Chloroph                    GO:00160 GO:00160 contig203 Solyc10g Chloroph                     GO:00160 SL2.40ch AT3G6147LHCA2  LHCA2; c    chr3:227  16155.3 13484.1 18631.9 34786.1 27193.5 31899.5
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 1.172 Detected 1.211 Detected 1.192 0.034 GT Sens contig203 contig203 5%26apos                 ACAGAGTcontig203 Solyc11g Solyc11g 5%26apos                 GO:00057 GO:00057 contig203 Solyc11g 5&apos-n                  GO:00057 SL2.40ch AT2G38680.1  5'-nucleo      chr2:161  16.8056 11.2116 11.4229 46.7272 29.5261 31.9748
GT Sense Sense 0.986 Detected -0.986 Comprom 0.000 0.829 Detected 1.202 Detected 1.015 0.418 GT Sens contig203 contig203 Toprim do       CAGAGGAcontig203 Solyc02g Solyc02g Toprim domain-containing pro      contig203 Solyc02g Toprim domain-con       SL2.40ch AT5G48660.1  FUNCTIO                                                                       chr5:197  12.3356 2.86465 3.30957 20.7368 10.0816 13.7579
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.703 Detected 1.203 Detected 1.453 0.035 GT Sens contig204 contig204 Endogluc                                   AATGCAGcontig204 Solyc09g Solyc09g Endogluc                                   GO:00059 GO:00059    contig204 Solyc09g Endogluc                                    GO:00088 SL2.40ch AT1G0280ATCEL2,   ATCEL2;       chr1:613  58.5752 45.0338 57.3032 85.485 159.637 118.915
GT Sense Sense 0.561 Detected -0.561 Detected 0.000 0.961 Detected 1.307 Detected 1.134 0.193 GT Sens contig204 contig204 Membran                   TTTGGACcontig204 Solyc09g Solyc09g Membrane protein-like protein                 contig204 Solyc09g Membrane protein-l                   SL2.40ch AT2G390 PIP2E, PIP   PIP2E (PL         chr2:162  11709.7 4907.11 5914.46 10348.6 14091.2 18862.1
GT Sense Sense 0.176 Comprom -0.176 Comprom 0.000 1.472 Detected 1.015 Detected 1.244 0.050 GT Sens contig204 contig204 Unknown   AGAATCAcontig204 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig204 Solyc00g055970.1.1 AT5G05290.1 6.0383 4.3138 3.29515 11.4223 13.5186 10.3778
GT Sense Sense 0.822 Comprom -0.822 Comprom 0.000 1.535 Detected 1.775 Detected 1.655 0.185 GT Sens contig204 contig204 Maltose e        GGTATGGcontig204 Solyc03g Solyc03g Maltose excess protein 1%2C     contig204 Solyc03g Maltose excess prot       SL2.40ch AT3G1852MSH2, AT   MSH2 (M                  chr3:636  9.26341 2.70175 7.04275 23.6579 13.8374 17.22
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 1.031 Detected 1.463 Detected 1.247 0.044 GT Sens contig204 contig204 Glycoside                   AGTCATT contig204 Solyc01g Solyc01g Glycoside                   GO:00059 GO:00059   contig204 Solyc01g Glycoside                    GO:00059 SL2.40ch AT4G23500.1  glycoside           chr4:122  3269.7 2385.77 1149.61 2484.71 5450.22 7748.18
GT Sense Sense 1.157 Detected -1.157 Comprom 0.000 0.868 Detected 3.092 Detected 1.980 0.343 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  35.614 6.52713 32.6066 32.2731 26.5773 130.756
GT Sense Sense 0.773 Detected -0.773 Comprom 0.000 1.594 Detected 1.126 Detected 1.360 0.234 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  16.9052 5.27705 12.1915 97.5644 27.2208 20.742
GT Sense Sense 0.491 Detected -0.491 Detected 0.000 1.904 Detected 1.653 Detected 1.779 0.072 GT Sens contig206 contig206 Polygalac                GCATTGGcontig206 Solyc12g Solyc12g Polygalac                GO:00059 GO:00059   contig206 Solyc12g Polygalac                 GO:00059 SL2.40ch AT3G59850.1  polygalac       chr3:221  97.9474 45.2346 55.4319 87.0319 237.856 210.638
GT Sense Sense 0.821 Detected -0.821 Detected 0.000 1.651 Detected 2.743 Detected 2.197 0.156 GT Sens contig206 contig206 Ribonucle                TTACAAGcontig206 Solyc02g Solyc02g Ribonucle                GO:00047 GO:00047          contig206 Solyc02g Ribonucle                 GO:00169 SL2.40ch AT3G2706TSO2  TSO2 (TS              chr3:997  4508.65 1317.12 3389.86 3965.45 7306.78 16415
GT Sense Sense 1.479 Detected -1.479 Detected 0.000 2.239 Detected 1.349 Detected 1.794 0.365 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  444.397 52.1073 408.369 2172.25 686.023 389.823
GT Sense Sense 0.815 Comprom -0.815 Comprom 0.000 1.540 Detected 1.440 Detected 1.490 0.209 GT Sens contig206 contig206 Regulator                     TCTCAACcontig206 Solyc05g Solyc05g Regulator                     GO:00050 GO:00050       contig206 Solyc05g Regulator                      GO:00050 SL2.40ch AT3G47660.1  Ran GTP           chr3:175  12.6873 3.73775 5.76065 21.679 19.126 18.8021
GT Sense Sense 0.951 Detected -0.951 Comprom 0.000 1.142 Detected 1.277 Detected 1.209 0.332 GT Sens contig207 contig207 Beta-1 3-g                CTCCAAGcontig207 Solyc08g Solyc08g Beta-1 3-g                GO:00160 GO:00160 contig207 Solyc08g Beta-1 3-g                 GO:00160 SL2.40ch AT4G26940.1  galactosy     chr4:135  12.9941 3.17185 6.65799 7.54155 13.5229 15.6485
GT Sense Sense 0.834 Detected -0.834 Detected 0.000 2.072 Detected 1.668 Detected 1.870 0.161 GT Sens contig207 contig207 LRR recep                  CACTGATcontig207 Solyc03g Solyc03g LRR recep                  GO:00046 GO:00046       contig207 Solyc03g Receptor   GO:00046 SL2.40ch AT5G62710.1  leucine-r           chr5:251  41.9326 12.036 28.0064 91.8038 90.1746 71.8179
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 1.328 Detected 1.598 Detected 1.463 0.009 GT Sens contig207 contig207 Flavoprot      AACACTT contig207 Solyc06g Solyc06g Flavoprotein wrbA (AHRD V1 **  contig207 Solyc06g Flavoprotein wrbA (A    SL2.40ch AT4G36750.1  quinone     chr4:173  28.6714 24.8046 35.2457 30.6595 63.9176 81.2089
GT Sense Sense 0.706 Detected -0.706 Detected 0.000 1.021 Detected 1.158 Detected 1.090 0.264 GT Sens contig208 contig208 Amino ac                ACAGGAAcontig208 Solyc05g Solyc05g Amino ac                GO:00151 GO:00151     contig208 Solyc05g Amino ac                 GO:00151 SL2.40ch AT2G40420.1  amino ac      chr2:168  923.696 316.386 861.402 1388.5 1047.59 1213.51
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 1.108 Detected 1.007 Detected 1.058 0.097 GT Sens contig208 contig208 DNA bind      AACGTACcontig208 Solyc06g Solyc06g DNA binding protein (AHRD V1  contig208 Solyc06g DNA bind      GO:00305 SL2.40ch AT3G56220.1  transcrip    chr3:208  16.845 25.0096 68.2092 60.153 42.2553 41.5052
GT Sense Sense 0.786 Detected -0.786 Detected 0.000 1.410 Detected 1.125 Detected 1.268 0.253 GT Sens contig209 contig209 Sterol 3-b               ATTGAAT contig209 Solyc09g Solyc09g Sterol 3-b               GO:00302 GO:00302  contig209 Solyc09g Sterol 3-b                GO:00302 SL2.40ch AT3G07020.1  UDP-gluc     chr3:221  1441.93 442.346 846.52 3080.19 2026.58 1752.41
GT Sense Sense 0.747 Detected -0.747 Detected 0.000 1.010 Detected 2.141 Detected 1.575 0.234 GT Sens contig210 contig210 Unknown   CCACCATcontig210 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig210 Solyc12g Unknown Protein (A  SL2.40ch AT5G40250.1  zinc finge        chr5:160  3644.62 1180.43 3886.85 3375.33 3989.01 9200.67
GT Sense Sense 1.634 Detected -1.634 Detected 0.000 2.955 Detected 3.193 Detected 3.074 0.201 GT Sens contig211 contig211 1-aminocy                AAAGCTCcontig211 Solyc07g Solyc07g 1-aminocy                GO:00164 GO:00164      contig211 Solyc07g 1-aminocy                 GO:00454 SL2.40ch AT2G1959ACO1  ACO1 (AC       chr2:847  4642.15 439.067 4769.3 6081.56 10573.1 13133.7
GT Sense Sense -0.209 Comprom 0.209 Detected 0.000 1.506 Detected 1.095 Detected 1.301 0.047 GT Sens contig211 contig211 Unknown   TTTCTTT contig211 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig211 Solyc06g Glycine-rich protein     SL2.40ch AT5G57070.1  hydroxyp      chr5:230  9.07902 11.0585 4.66217 16.8564 27.1712 21.5369
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 1.750 Detected 1.149 Detected 1.450 0.041 GT Sens contig211 contig211 Unknown   ACAAATT contig211 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig211 Solyc10g Unknown Protein (A  SL2.40ch AT5G59000.1  zinc finge        chr5:238  89.9299 84.0993 78.8039 150.941 279.374 193.999
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 1.160 Detected 2.085 Detected 1.623 0.076 GT Sens contig212 contig212 Plasma m              ATGCTTCcontig212 Solyc09g Solyc09g Plasma membrane associated             contig212 Solyc09g Plasma membrane a              SL2.40ch AT1G04560.1  AWPM-19      chr1:124  24.1417 25.5987 55.3363 40.5097 53.0286 106.131
GT Sense Sense 0.573 Detected -0.573 Detected 0.000 0.873 Detected 1.169 Detected 1.021 0.227 GT Sens contig212 contig212 U11/U12 s               TAATTGT contig212 Solyc06g Solyc06g U11/U12 small nuclear ribonuc              contig212 Solyc06g U11/U12 small nucle               SL2.40ch AT5G54910.1  DEAD/DE      chr5:222  4249.01 1749.86 3552.55 3443.05 4769.09 6169.58
GT Sense Sense 0.495 Detected -0.495 Detected 0.000 0.928 Detected 1.766 Detected 1.347 0.173 GT Sens contig213 contig213 Alcohol a            GGTTCCTcontig213 Solyc07g Solyc07g Alcohol a            GO:00103 GO:00103            contig213 Solyc07g Alcohol a             GO:00103 SL2.40ch AT3G0348CHAT  CHAT (ac        chr3:828  7310.08 3355.97 5386.04 5418.43 9000.06 16944.1
GT Sense Sense 1.085 Detected -1.085 Detected 0.000 2.802 Detected 1.330 Detected 2.066 0.256 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  104.876 21.2566 47.9904 57.8757 314.479 119.429
GT Sense Sense 0.424 Detected -0.424 Detected 0.000 1.591 Detected 1.414 Detected 1.503 0.074 GT Sens contig215 contig215 CM0216.2                  AAGAATCcontig215 Solyc02g Solyc02g CM0216.240.nc protein (AHRD                contig215 Solyc02g CM0216.240.nc prot                  SL2.40ch AT2G26620.1  glycoside           chr2:113  140.747 71.3157 85.5974 270.857 288.231 268.599
GT Sense Sense 0.561 Detected -0.561 Detected 0.000 1.160 Detected 0.855 Detected 1.007 0.225 GT Sens contig215 contig215 3-beta-hy             GCGATAAcontig215 Solyc06g Solyc06g 3-beta-hy             GO:00002 GO:00002      contig215 Solyc06g 3-beta-hy              GO:00002 SL2.40ch AT1G2005HYD1  HYD1 (HY      chr1:694  1660.43 695.505 970.884 3895.93 2293.36 1954.89
GT Sense Sense 0.608 Detected -0.608 Detected 0.000 1.145 Detected 1.352 Detected 1.248 0.180 GT Sens contig216 contig216 Pyruvate                  AAGTTCT contig216 Solyc05g Solyc05g Pyruvate                  GO:00047 GO:00047     contig216 Solyc05g Pyruvate                   GO:00047 SL2.40ch AT5G5085MAB1  MAB1 (M       chr5:206  189.722 74.4212 59.6669 214.629 250.876 305.114
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.165 Detected 0.891 Detected 1.028 0.017 GT Sens contig216 contig216 TIR-NBS-L                GGATATCcontig216 Solyc02g Solyc02g TIR-NBS-L                GO:00312 GO:00312      contig216 Solyc02g Tir-nbs-lr   GO:00302 SL2.40ch AT5G40100.1  disease r       chr5:160  439.154 397.271 209.21 530.268 894.019 779.381
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 0.962 Detected 1.354 Detected 1.158 0.035 GT Sens contig216 contig216 Tir-nbs-lr              TTGAACGcontig216 Solyc01g Solyc01g Tir-nbs-lr              GO:00312 GO:00312   contig216 Solyc01g Tir-nbs-lr   GO:00069 SL2.40ch AT4G19520.1  disease r       chr4:106  148.086 156.66 107.718 216.158 283.235 391.777
GT Sense Sense 0.529 Comprom -0.529 Comprom 0.000 1.596 Detected 1.099 Detected 1.348 0.147 GT Sens contig217 contig217 Unknown   GTTAGTTcontig217 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig217 Solyc12g Unknown Protein (A  SL2.40ch AT1G12775.1  LOCATE                                                                                chr1:435  7.05396 3.08943 4.15903 12.9955 13.4751 10.0623
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 1.239 Detected 1.311 Detected 1.275 0.001 GT Sens contig217 contig217 Cortical c                    ATTGGTAcontig217 Solyc06g Solyc06g Cortical c                    GO:00082 GO:00082   contig217 Solyc06g Cortical c                     GO:00082 SL2.40ch AT5G46890.1  protease         chr5:190  336.464 293.661 414.089 2196.11 708.388 784.355
GT Sense Sense 0.283 Detected -0.283 Detected 0.000 1.203 Detected 0.868 Detected 1.036 0.088 GT Sens contig217 contig217 DNAJ hea                       GTGTGG contig217 Solyc01g Solyc01g DNAJ heat shock N-terminal do                     contig217 Solyc01g DNAJ heat shock N-                      SL2.40ch AT5G39785.2  structura      chr5:159  120.515 74.2123 73.8727 207.108 207.824 173.698
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 1.308 Detected 1.630 Detected 1.469 0.012 GT Sens contig218 contig218 Unknown   AATATGT contig218 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig218 Solyc03g Unknown Protein (A  SL2.40ch ATCG000 MATK  Encodes             chrC:205  17.3199 16.5835 14.5978 14.8039 40.0655 52.7782
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 0.964 Detected 1.258 Detected 1.111 0.068 GT Sens contig218 contig218 Peptidyl-p                  TGGGAG contig218 Solyc10g Solyc10g Peptidyl-p                  GO:00064 GO:00064  contig218 Solyc10g Peptidyl-p                   GO:00054 SL2.40ch AT2G2717TTN7, SM   TTN7 (TIT        chr2:116  330.846 207.941 365.875 805.644 488.655 631.005
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 1.031 Detected 1.214 Detected 1.123 0.091 GT Sens contig218 contig218 Cell numb                  TTTTTAT contig218 Solyc08g Solyc08g Cell number regulator 1 (AHRD               contig218 Solyc08g013920.2.1 AT4G1475IQD19  IQD19 (IQ      chr4:847  78.0395 43.6284 68.6063 138.074 113.846 136.21



GT Sense Sense 1.227 Detected -1.227 Detected 0.000 2.187 Detected 1.931 Detected 2.059 0.237 GT Sens contig219 contig219 UDP-gluc            TTGGAAGcontig219 Solyc01g Solyc01g UDP-gluc            GO:00081 GO:00081   contig219 Solyc01g UDP-gluc             GO:00150 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  2724.74 453.428 1631.81 5086.84 4833.35 4263.03
GT Sense Sense 0.527 Detected -0.527 Detected 0.000 0.890 Detected 1.162 Detected 1.026 0.200 GT Sens contig219 contig219 ATP-depe                  ATACAAGcontig219 Solyc05g Solyc05g ATP-depe                  GO:00055 GO:00055     contig219 Solyc05g ATP-depe                   GO:00040 SL2.40ch AT2G01440.1  ATP bind             chr2:193  65.1122 28.6008 21.937 101.7 76.371 97.1518
GT Sense Sense -0.331 Detected 0.331 Detected 0.000 1.250 Detected 1.638 Detected 1.444 0.064 GT Sens contig220 contig220 Cell cycle                   TTGCATAcontig220 Solyc02g Solyc02g Cell cycle                   GO:00055 GO:00055     contig220 Solyc02g Cell cycle                    GO:00055 SL2.40ch AT1G54320.1  LEM3 (lig           chr1:202  39.2347 56.6113 55.5261 86.4736 107.009 147.584
GT Sense Sense -0.245 Comprom 0.245 Comprom 0.000 2.214 Detected 4.765 Detected 3.489 0.115 GT Sens contig221 contig221 Cold shoc               TATTAGAcontig221 Solyc01g Solyc01g Cold shoc               GO:00055 GO:00055      contig221 Solyc01g Cold shoc                GO:00305 SL2.40ch AT5G59950.4  RNA and      chr5:241  2.29948 2.94469 2.11661 13.1874 11.5239 71.163
GT Sense Sense 0.317 Detected -0.317 Detected 0.000 0.868 Detected 1.263 Detected 1.066 0.104 GT Sens contig221 contig221 Phenylala              ATTGCAAcontig221 Solyc10g Solyc10g Phenylala              GO:00038 GO:00038  contig221 Solyc10g Phenylala               GO:00090 SL2.40ch AT2G3704pal1, ATP   pal1 (Phe       chr2:155  14264.5 8384.13 11511.3 23793.1 19055.7 26409.8
GT Sense Sense 0.467 Detected -0.467 Detected 0.000 1.375 Detected 1.079 Detected 1.227 0.129 GT Sens contig222 contig222 GDSL est              GAAGCTGcontig222 Solyc02g Solyc02g GDSL est              GO:00066 GO:00066   contig222 Solyc02g GDSL est               GO:00066 SL2.40ch AT1G31550.2 94.9648 45.3254 51.6577 172.422 162.421 139.445
GT Sense Sense 0.188 Detected -0.188 Detected 0.000 1.021 Detected 1.412 Detected 1.216 0.046 GT Sens contig222 contig222 LRR recep                  AACGAACcontig222 Solyc11g Solyc11g LRR recep                  GO:00047 GO:00047       contig222 Solyc11g RLK, Rece          GO:00047 SL2.40ch AT5G37450.1  leucine-r        chr5:148  164.805 115.826 112.227 104.827 267.685 369.778
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 0.976 Detected 1.429 Detected 1.202 0.063 GT Sens contig223 contig223 GDSL est              GGGCATGcontig223 Solyc05g Solyc05g GDSL est              GO:00066 GO:00066    contig223 Solyc05g GDSL est               GO:00040 SL2.40ch AT3G05180.1  GDSL-mo      chr3:146  2017.63 1353.36 1431.47 3588.05 3103.87 4474.86
GT Sense Sense 0.794 Detected -0.794 Detected 0.000 1.774 Detected 1.693 Detected 1.733 0.161 GT Sens contig223 contig223 Pyruvate             TATTATC contig223 Solyc11g Solyc11g Pyruvate             GO:00060 GO:00060   contig223 Solyc11g Pyruvate              GO:00047 SL2.40ch AT3G52990.2  pyruvate    chr3:196  521.481 158.073 171.476 675.322 937.265 933.942
GT Sense Sense 0.438 Detected -0.438 Detected 0.000 1.232 Detected 1.233 Detected 1.233 0.106 GT Sens contig224 contig224 BZIP trans                AATCTTGcontig224 Solyc05g Solyc05g BZIP trans                GO:00037 GO:00037          contig224 Solyc05g BZIP trans                 GO:00055 SL2.40ch AT1G6864PAN  PAN (PER        chr1:257  90.0462 44.7373 39.7121 142.134 142.341 150.127
GT Sense Sense 0.745 Detected -0.745 Detected 0.000 1.764 Detected 2.280 Detected 2.022 0.124 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 AT5G10380.1 186.604 60.5255 42.2372 174.462 344.571 519.282
GT Sense Sense -0.190 Comprom 0.190 Comprom 0.000 0.983 Detected 1.453 Detected 1.218 0.056 GT Sens contig224 contig224 Major late                GATATACcontig224 Solyc09g Solyc09g Major late                GO:00096 GO:00096    contig224 Solyc09g Major late                 GO:00096 SL2.40ch AT1G7083MLP28  MLP28 (M     chr1:267  5.31383 6.30746 7.0859 10.6568 10.929 15.9406
GT Sense Sense 0.994 Detected -0.994 Comprom 0.000 1.061 Detected 0.986 Detected 1.024 0.411 GT Sens contig224 contig224 Patatin-lik               AATTTAT contig224 Solyc08g Solyc08g Patatin-lik               GO:00457 GO:00457     contig224 Solyc08g Patatin-lik                GO:00457 SL2.40ch AT3G5495PLP7, PLA   PLA IIIA (     chr3:203  22.946 5.27608 25.2851 13.3727 21.9141 21.9312
GT Sense Sense 0.413 Detected -0.413 Detected 0.000 0.898 Detected 1.462 Detected 1.180 0.142 GT Sens contig225 contig225 RING fing                 AGCACAAcontig225 Solyc05g Solyc05g RING fing                 GO:00082 GO:00082   contig225 Solyc05g RING fing                  GO:00082 SL2.40ch AT5G28320.1  unknown   chr5:103  519.381 267.259 450.415 504.251 662.977 1032.73
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 0.945 Detected 1.087 Detected 1.016 0.095 GT Sens contig225 contig225 Aquapori             GAGGTG contig225 Solyc08g Solyc08g Aquapori             GO:00160 GO:00160   contig225 Solyc08g Aquapori              GO:00152 SL2.40ch AT2G258 TIP4;1  TIP4;1 (to        chr2:110  8732.99 5041.66 6077.98 22702.2 12192.9 14183.1
GT Sense Sense 0.716 Detected -0.716 Comprom 0.000 1.017 Detected 1.040 Detected 1.029 0.287 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  16.1556 5.45895 19.3453 31.537 18.1485 19.4236
GT Sense Sense 0.288 Detected -0.288 Detected 0.000 0.950 Detected 1.407 Detected 1.179 0.085 GT Sens contig226 contig226 Pentatrico               ATGAAAT contig226 Solyc03g Solyc03g Pentatricopeptide repeat-conta               contig226 Solyc03g Pentatricopeptide re               SL2.40ch AT5G40400.1  FUNCTIO                                                                  chr5:161  29.7656 18.2029 25.8139 46.6018 42.9379 62.1124
GT Sense Sense 0.656 Detected -0.656 Detected 0.000 1.592 Detected 1.735 Detected 1.663 0.128 GT Sens contig226 contig226 heat shoc                AAGATGTcontig226 Solyc11g Solyc11g heat shoc                GO:00055 GO:00055  contig226 Solyc11g heat shoc                 GO:00055 SL2.40ch AT3G1258HSP70  HSP70 (h        chr3:399  8811.89 3235.15 5264.26 11115.7 15364.2 17874.3
GT Sense Sense 0.511 Detected -0.511 Detected 0.000 1.214 Detected 1.257 Detected 1.236 0.137 GT Sens contig226 contig226 Argonaut                  GAAGTTTcontig226 Solyc01g Solyc01g Argonaut                  GO:00036 GO:00036    contig226 Solyc01g Argonaut                   GO:00198 SL2.40ch AT2G2704AGO4, OC   AGO4 (AR       chr2:115  6302.94 2830.29 3218.43 9154.85 9357.13 10154.4
GT Sense Sense -0.077 Comprom 0.077 Comprom 0.000 1.562 Detected 1.240 Detected 1.401 0.016 GT Sens contig227 contig227 Unknown   ATGCGAGcontig227 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig227 Solyc10g076620.1.1 AT3G12990.2 5.19837 5.27358 7.0273 12.349 14.7626 12.4368
GT Sense Sense 0.401 Detected -0.401 Detected 0.000 1.102 Detected 1.698 Detected 1.400 0.107 GT Sens contig227 contig227 Cupin 2 c                  CCTATTCcontig227 Solyc08g Solyc08g Cupin 2 c                  GO:00037 GO:00037      contig227 Solyc08g Cupin 2 c                   GO:00037 SL2.40ch AT4G1705UGLYAH  UGLYAH      chr4:958  38.5238 20.1543 33.7316 88.85 57.1132 90.9386
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 0.922 Detected 1.081 Detected 1.001 0.033 GT Sens contig227 contig227 Abhydrola        TCTGAAAcontig227 Solyc02g Solyc02g Abhydrolase domain-containin       contig227 Solyc02g Abhydrolase domain       SL2.40ch AT5G38220.3  hydrolas   chr5:152  1667.19 1203.35 1353.49 1922.77 2562.67 3013.77
GT Sense Sense 1.100 Detected -1.100 Comprom 0.000 1.288 Detected 1.341 Detected 1.315 0.355 GT Sens contig227 contig227 Nodulin-li               ATTTTCT contig227 Solyc01g Solyc01g Nodulin-li               GO:00090 GO:00090   contig227 Solyc01g Nodulin-li                GO:00090 SL2.40ch AT4G19450.1  nodulin-r   chr4:106  16.9383 3.36288 5.09627 18.6288 17.5952 19.2384
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.012 Detected 1.105 Detected 1.059 0.016 GT Sens contig227 contig227 Seed mat        AACAGAGcontig227 Solyc04g Solyc04g Seed maturation protein PM23     contig227 Solyc04g Seed maturation pro       SL2.40ch AT1G63610.2  unknown   chr1:235  275.476 210.371 200.06 578.104 463.481 520.98
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 0.979 Detected 1.122 Detected 1.051 0.057 GT Sens contig227 contig227 Aldo/keto                TGAGCAGcontig227 Solyc07g Solyc07g Aldo/keto                GO:00551 GO:00551  contig227 Solyc07g Aldo/keto                 GO:00551 SL2.40ch AT1G06690.1  aldo/keto     chr1:204  11151.4 7165.06 7560.86 15965.6 16820.8 19578.2
GT Sense Sense 1.422 Detected -1.422 Detected 0.000 2.983 Detected 2.246 Detected 2.614 0.217 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  90.7863 11.5339 90.2994 885.15 244.251 154.372
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 1.489 Detected 1.826 Detected 1.657 0.021 GT Sens contig227 contig227 Maltose e        ATTTTTC contig227 Solyc04g Solyc04g Maltose excess protein 1-like%      contig227 Solyc04g Maltose e        GO:00053 SL2.40ch AT5G1752RCP1, ME   RCP1 (RO        chr5:577  565.34 403.642 588.927 1404.17 1280.06 1703.98
GT Sense Sense -0.601 Comprom 0.601 Detected 0.000 1.405 Detected 2.345 Detected 1.875 0.133 GT Sens contig228 contig228 Nodulin-li                  CCTGAAAcontig228 Solyc03g Solyc03g Nodulin-li                  GO:00160 GO:00160 contig228 Solyc03g Nodulin-li                   GO:00160 SL2.40ch AT1G48780.1  unknown   chr1:180  5.33571 11.1853 13.9 24.4584 19.5304 39.4969
GT Sense Sense 0.861 Detected -0.861 Detected 0.000 1.797 Detected 0.840 Detected 1.319 0.313 GT Sens contig228 contig228 MtN3-like               TTAACTGcontig228 Solyc06g Solyc06g MtN3-like               GO:00160 GO:00160   contig228 Solyc06g MtN3-like                GO:00160 SL2.40ch AT2G39060.1  nodulin M     chr2:163  127.919 35.3442 63.9487 145.866 223.064 121.111
GT Sense Sense 0.471 Detected -0.471 Detected 0.000 1.351 Detected 2.116 Detected 1.734 0.104 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  680.346 322.694 232.314 438.116 1141.03 2043.8
GT Sense Sense 0.637 Detected -0.637 Detected 0.000 1.434 Detected 1.292 Detected 1.363 0.167 GT Sens contig228 contig228 Ascorbate              TTCCTAT contig228 Solyc09g Solyc09g Ascorbate              GO:00041 GO:00041       contig228 Solyc09g Ascorbate               GO:00041 SL2.40ch AT3G0964APX2, AP   APX2 (AS       chr3:295  670.87 253.038 463.173 777.34 1063.16 1015.25
GT Sense Sense 0.417 Detected -0.417 Detected 0.000 0.808 Detected 1.248 Detected 1.028 0.161 GT Sens contig228 contig228 Receptor       ATGTGGAcontig228 Solyc02g Solyc02g Receptor protein kinase-like pr     contig228 Solyc02g Receptor protein kin      SL2.40ch AT4G17080.1  FUNCTIO                                                                                  chr4:960  110.336 56.4519 52.3398 127.7 131.895 188.627
GT Sense Sense -0.254 Detected 0.254 Detected 0.000 1.725 Detected 1.643 Detected 1.684 0.023 GT Sens contig228 contig228 Histidine                   TCAATTC contig228 Solyc08g Solyc08g Histidine                   GO:00099 GO:00099       contig228 Solyc08g Histidine                    GO:00099 SL2.40ch AT2G2698CIPK3  CIPK3 (C            chr2:115  13.5596 17.5912 23.8742 29.9905 48.7352 48.5141
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 1.443 Detected 1.923 Detected 1.683 0.034 GT Sens contig228 contig228 Chloroph                    ATCCACCcontig228 Solyc05g Solyc05g Chloroph                    GO:00160 GO:00160 contig228 Solyc05g Chloroph                     GO:00160 SL2.40ch AT3G5489LHCA1  LHCA1; c    chr3:203  29.6566 35.9653 76.5057 117.626 84.7611 124.629
GT Sense Sense 0.774 Detected -0.774 Detected 0.000 1.674 Detected 1.663 Detected 1.669 0.164 GT Sens contig229 contig229 Glucan sy                 GTGGCACcontig229 Solyc01g Solyc01g Glucan sy                 GO:00160 GO:00160     contig229 Solyc01g Glucan sy                  GO:00167 SL2.40ch AT1G0557CALS1, G      CALS1 (C           chr1:164  511.533 159.402 224.899 843.054 870.155 909.737
GT Sense Sense 0.747 Detected -0.747 Detected 0.000 1.289 Detected 0.809 Detected 1.049 0.313 GT Sens contig229 contig229 Polygalac               TCCATCT contig229 Solyc10g Solyc10g Polygalac               GO:00059 GO:00059   contig229 Solyc10g047590.1.1 AT5G45440.1 51.9838 16.8283 33.3991 140.01 69.0155 52.1349
GT Sense Sense -0.404 Comprom 0.404 Comprom 0.000 1.452 Detected 1.154 Detected 1.303 0.094 GT Sens contig230 contig230 Os06g020                   ATCCTTCcontig230 Solyc07g Solyc07g Os06g0207500 protein (Fragm                  contig230 Solyc07g Os06g0207500 prote                   SL2.40ch AT2G30900.1  unknown   chr2:131  5.70411 9.10089 11.1181 19.7152 18.8219 16.1277
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 0.920 Detected 1.421 Detected 1.171 0.086 GT Sens contig230 contig230 ATP-depe                   TTGGTGGcontig230 Solyc12g Solyc12g ATP-depe                   GO:00055 GO:00055  contig230 Solyc12g ATP-depe                    GO:00080 SL2.40ch AT3G223 PMH1, AT   PMH1 (PU              chr3:788  629.073 394.314 478.273 1259.1 900.06 1341.44
GT Sense Sense 0.367 Detected -0.367 Detected 0.000 0.970 Detected 1.303 Detected 1.136 0.106 GT Sens contig230 contig230 Pentatrico               CTCTTTT contig230 Solyc03g Solyc03g Pentatricopeptide repeat-conta               contig230 Solyc03g Pentatricopeptide re               SL2.40ch AT1G7485PTAC2  PTAC2 (P     chr1:281  83.3358 45.6697 67.2715 206.346 115.407 153.085
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 0.987 Detected 1.556 Detected 1.271 0.082 GT Sens contig231 contig231 Elongatio                 GGTGGA contig231 Solyc10g Solyc10g Elongatio                 GO:00057 GO:00057 contig231 Solyc10g Elongatio                  GO:00064 SL2.40ch AT2G4415ASHH3, S   ASHH3 (H       chr2:182  268.037 169.497 307.98 749.364 403.463 630.311
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 0.992 Detected 1.171 Detected 1.082 0.017 GT Sens contig232 contig232 Cytochro                 AATCTGAcontig232 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198   contig232 Solyc02g Cytochro  GO:00198 SL2.40ch AT1G1160CYP77B1  CYP77B1               chr1:390  628.955 491.404 675.751 1668.71 1055.86 1259.23
GT Sense Sense -1.048 Comprom 1.048 Detected 0.000 0.872 Detected 1.506 Detected 1.189 0.391 GT Sens contig232 contig232 Aldose 1-               TGGATTAcontig232 Solyc10g Solyc10g Aldose 1-               GO:00059 GO:00059     contig232 Solyc10g Aldose 1-                GO:00479 SL2.40ch AT3G61610.1  aldose 1-     chr3:227  4.38757 17.0959 8.45879 16.5335 15.1322 24.7419
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 0.888 Detected 1.181 Detected 1.035 0.080 GT Sens contig232 contig232 Universal               TTCTAGT contig232 Solyc01g Solyc01g Universal               GO:00069 GO:00069   contig232 Solyc01g Universal                GO:00069 SL2.40ch AT3G58450.2  universa        chr3:216  1334.27 830.693 1649.9 3210.61 1860.49 2401.09
GT Sense Sense 0.462 Detected -0.462 Detected 0.000 0.861 Detected 1.535 Detected 1.198 0.171 GT Sens contig233 contig233 Ethylene                    TTCCAAT contig233 Solyc01g Solyc01g Ethylene                    GO:00037 GO:00037         contig233 Solyc01g Ethylene                     GO:00037 SL2.40ch AT3G1677RAP2.3, A    ATEBP (E                chr3:570  12068 5798.78 8229.49 14935.9 14506.9 24392.7
GT Sense Sense 0.269 Detected -0.269 Detected 0.000 0.950 Detected 1.553 Detected 1.252 0.090 GT Sens contig233 contig233 Homeobo              GGAGTACcontig233 Solyc02g Solyc02g Homeobo              GO:00063 GO:00063    contig233 Solyc02g Homeobo               GO:00056 SL2.40ch AT5G41840.1  F-box fam    chr5:167  658.155 413.124 1500.86 2047.6 962.081 1539.46
GT Sense Sense 1.419 Detected -1.419 Comprom 0.000 2.598 Detected 2.789 Detected 2.694 0.199 GT Sens contig233 contig233 Solute ca                     TATGTGGcontig233 Solyc05g Solyc05g Solute ca                     GO:00800 GO:00800        contig233 Solyc05g Solute ca                      GO:00800 SL2.40ch AT3G16180.1  proton-de        chr3:548  16.9532 2.16107 17.0714 129.926 34.9918 42.0863
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 0.824 Detected 1.436 Detected 1.130 0.067 GT Sens contig233 contig233 Receptor-                 ATAGGTAcontig233 Solyc09g Solyc09g Receptor-                 GO:00055 GO:00055     contig233 Solyc09g Receptor-                  GO:00055 SL2.40ch AT1G79680.1  wall-asso     chr1:299  378.068 328.664 331.475 686.139 595.676 959.583
GT Sense Sense 0.670 Detected -0.670 Comprom 0.000 0.801 Detected 1.570 Detected 1.186 0.265 GT Sens contig234 contig234 Reverse t                  ATCTAAA contig234 Solyc00g Solyc00g Reverse t                  GO:00062 GO:00062   contig234 Solyc10g Nucleolar                GO:00056 SL2.40ch AT5G438 ZLL, PNH,   ZLL (ZWIL      chr5:176  11.3181 4.07635 4.18531 14.508 11.3012 20.2911
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 0.958 Detected 1.271 Detected 1.115 0.031 GT Sens contig234 contig234 Beta-gala               ATGTGTTcontig234 Solyc02g Solyc02g Beta-gala               GO:00059 GO:00059     contig234 Solyc02g Beta-gala                GO:00045 SL2.40ch AT2G328 BGAL9  BGAL9 (B            chr2:139  128.344 98.4468 115.269 353.264 208.508 272.91
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 0.990 Detected 1.020 Detected 1.005 0.050 GT Sens contig235 contig235 Phosphat                 TTTCTCCcontig235 Solyc09g Solyc09g Phosphat                 GO:00046 GO:00046   contig235 Solyc09g Phosphat                  GO:00046 SL2.40ch AT5G58560.1  phospha      chr5:236  1682.2 1111.11 895.985 2562.3 2592.97 2789.22
GT Sense Sense 0.742 Detected -0.742 Detected 0.000 0.834 Detected 1.558 Detected 1.196 0.285 GT Sens contig235 contig235 Phosphoa                GAAACAT contig235 Solyc02g Solyc02g Phosphoa                GO:00099 GO:00099    contig235 Solyc02g Phosphoa                 GO:00099 SL2.40ch AT4G046 APR1, AP     APR1 (AP       chr4:232  566.888 184.753 503.981 863.945 550.694 958.933
GT Sense Sense -0.519 Comprom 0.519 Detected 0.000 1.109 Detected 1.302 Detected 1.205 0.150 GT Sens contig235 contig235 Amino ac                GCCTATGcontig235 Solyc05g Solyc05g Amino ac                GO:00151 GO:00151     contig235 Solyc05g Amino ac                 GO:00151 SL2.40ch AT5G14860.1  transfera      chr5:480  6.6037 12.3608 3.60096 3.75784 18.6007 22.4094
GT Sense Sense 0.639 Detected -0.639 Detected 0.000 0.893 Detected 1.167 Detected 1.030 0.255 GT Sens contig236 contig236 WD-repea               TAAACGAcontig236 Solyc08g Solyc08g WD-repea               GO:00165 GO:00165     contig236 Solyc08g WD-repea                GO:00428 SL2.40ch AT3G1588WSIP2, TP   protein b   chr3:536  67.6825 25.4595 29.0358 88.697 73.62 93.793
GT Sense Sense -0.834 Comprom 0.834 Comprom 0.000 1.129 Detected 1.024 Detected 1.077 0.327 GT Sens contig236 contig236 Unknown   ATTCCCT contig236 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig236 Solyc04g Unknown Protein (A  SL2.40ch AT4G22285.1  ubiquitin      chr4:117  2.97147 8.60937 5.76275 13.7263 10.5598 10.3505
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 1.001 Detected 1.206 Detected 1.103 0.021 GT Sens contig236 contig236 Unknown   ACGTAAGcontig236 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig236 Solyc06g Unknown Protein (A  SL2.40ch AT4G09860.1  unknown   chr4:619  13.4962 14.6097 17.4633 41.4345 26.8242 32.5904
GT Sense Sense 0.269 Detected -0.269 Detected 0.000 1.012 Detected 1.042 Detected 1.027 0.062 GT Sens contig236 contig236 Voltage-g                 ATACAAC contig236 Solyc02g Solyc02g Voltage-g                 GO:00160 GO:00160    contig236 Solyc02g Voltage-g                  GO:00052 SL2.40ch AT5G4089ATCLC-A     ATCLC-A             chr5:163  1266.35 795.037 1852.61 2895.56 1932.05 2078.93
GT Sense Sense -0.331 Comprom 0.331 Comprom 0.000 1.449 Detected 1.291 Detected 1.370 0.056 GT Sens contig236 contig236 Pumilio-fa                ATCCAAGcontig236 Solyc01g Solyc01g Pumilio-fa                GO:00037 GO:00037  contig236 Solyc01g Pumilio-fa                 GO:00054 SL2.40ch AT5G565 APUM12  APUM12         chr5:228  6.34839 9.15685 3.50133 14.0026 19.8761 18.7733
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 1.240 Detected 0.920 Detected 1.080 0.066 GT Sens contig237 contig237 GDSL est              CTAGATGcontig237 Solyc04g Solyc04g GDSL est              GO:00162 GO:00162    contig237 Solyc04g GDSL est               GO:00162 SL2.40ch AT1G5392GLIP5  GLIP5; ca    chr1:201  37.1874 47.5302 21.4899 74.7473 94.8057 80.0263
GT Sense Sense 0.669 Detected -0.669 Detected 0.000 1.257 Detected 1.151 Detected 1.204 0.215 GT Sens contig237 contig237 Oligoribo            GGAAATTcontig237 Solyc06g Solyc06g Oligoribo            GO:00001 GO:00001    contig237 Solyc06g Oligoribo             GO:00001 SL2.40ch AT2G26970.2  exonucle     chr2:115  303.42 109.441 126.573 464.118 415.812 407.014
GT Sense Sense 0.238 Comprom -0.238 Comprom 0.000 1.414 Detected 1.619 Detected 1.516 0.028 GT Sens contig237 contig237 ABC trans                   GAGAATAcontig237 Solyc12g Solyc12g ABC trans                   GO:00160 GO:00160   contig237 Solyc12g ABC trans                    GO:00160 SL2.40ch AT1G304 ATMRP13  ATMRP13          chr1:107  7.71463 5.05988 4.65732 14.3471 15.8941 19.3015
GT Sense Sense 0.491 Detected -0.491 Detected 0.000 0.846 Detected 1.172 Detected 1.009 0.190 GT Sens contig237 contig237 Methyltra                   TTGTGTCcontig237 Solyc02g Solyc02g Methyltra                   GO:00082 GO:00082     contig237 Solyc02g Alpha N-te                     GO:00055 SL2.40ch AT5G44450.1  methyltra   chr5:179  1228.83 567.248 544.013 1478.44 1433.29 1892.53
GT Sense Sense 1.998 Detected -1.998 Detected 0.000 2.764 Detected 2.418 Detected 2.591 0.326 GT Sens contig238 contig238 Lipoxyge             GAGGAATcontig238 Solyc08g Solyc08g Lipoxyge             GO:00161 GO:00161   contig238 Solyc08g Lipoxyge              GO:00161 SL2.40ch AT3G2240LOX5  LOX5; ele                             chr3:792  18182.4 1039.18 13429.6 40582.8 28185.3 23364.5
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 0.981 Detected 1.615 Detected 1.298 0.061 GT Sens contig238 contig238 Patatin-lik                GGCTCAAcontig238 Solyc04g Solyc04g Patatin-lik                GO:00081 GO:00081  contig238 Solyc04g Patatin-lik                 GO:00081 SL2.40ch AT1G3417ARF13  transcrip    chr1:124  228.64 178.667 220.027 514.036 381.006 623.008
GT Sense Sense 0.389 Comprom -0.389 Comprom 0.000 1.201 Detected 1.048 Detected 1.124 0.105 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  6.87129 3.65191 5.08742 2.72593 10.9943 10.4188
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.536 Detected 1.456 Detected 1.496 0.003 GT Sens contig239 contig239 Thiazole b                ATTGATGcontig239 Solyc07g Solyc07g Thiazole b                GO:00082 GO:00082       contig239 Solyc07g Thiazole b                 GO:00082 SL2.40ch AT5G5477THI1, TZ,   THI1; pro    chr5:222  221.417 222.748 205.661 570.76 614.892 613.005
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 1.186 Detected 1.599 Detected 1.393 0.024 GT Sens contig239 contig239 AT1G1038              AGACTGCcontig239 Solyc09g Solyc09g AT1G10385-like protein (Fragm             contig239 Solyc09g AT1G10385-like pro              SL2.40ch AT5G19310.1  homeotic     chr5:649  55.9244 45.5958 49.8977 89.1199 109.705 153.921
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 1.237 Detected 1.464 Detected 1.351 0.068 GT Sens contig239 contig239 Ethylene                                TGCAATT contig239 Solyc09g Solyc09g Ethylene                                GO:00517 GO:00517   contig239 Solyc09g Ethylene                                    GO:00517 SL2.40ch AT3G0458EIN4  EIN4 (ETH                chr3:123  59.5931 33.2279 74.3059 146.817 100.178 123.506
GT Sense Sense 0.814 Detected -0.814 Detected 0.000 1.519 Detected 1.784 Detected 1.652 0.183 GT Sens contig239 contig239 Malate de               TAAATAA contig239 Solyc03g Solyc03g Malate de               GO:00300 GO:00300    contig239 Solyc03g Malate de                GO:00300 SL2.40ch AT5G58330.1  malate de      chr5:235  75.1078 22.1455 69.4565 153.276 111.616 141.281
GT Sense Sense 1.478 Detected -1.478 Detected 0.000 1.929 Detected 2.016 Detected 1.973 0.314 GT Sens contig240 contig240 AT2G4538       TTTGCAAcontig240 Solyc01g Solyc01g AT2G45380 protein (Fragment     contig240 Solyc01g AT2G45380 protein     SL2.40ch AT5G35960.1  protein k    chr5:141  5100.08 599.213 981.951 3664.96 6357.36 7114.21
GT Sense Sense 0.147 Comprom -0.147 Comprom 0.000 1.322 Detected 1.158 Detected 1.240 0.018 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  10.4954 7.8061 10.6259 32.2855 21.6063 20.3256
GT Sense Sense 0.824 Detected -0.824 Detected 0.000 1.312 Detected 1.350 Detected 1.331 0.248 GT Sens contig240 contig240 Serine ca                AGAACAT contig240 Solyc10g Solyc10g Serine ca                GO:00065 GO:00065   contig240 Solyc10g Serine ca                 GO:00167 SL2.40ch AT5G0964SNG2, SC   SCPL19;     chr5:298  156.233 45.4383 65.9782 224.958 199.67 216.079
GT Sense Sense 0.922 Detected -0.922 Comprom 0.000 1.990 Detected 2.041 Detected 2.016 0.160 GT Sens contig241 contig241 Unknown   AGCTCAAcontig241 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig241 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  27.2208 6.91361 39.7206 54.6065 52.0446 56.79
GT Sense Sense 0.542 Detected -0.542 Detected 0.000 1.379 Detected 1.594 Detected 1.486 0.115 GT Sens contig241 contig241 Chromos          GAGAAAGcontig241 Solyc09g Solyc09g Chromosome 04 contig 1 DNA     contig241 Solyc09g Chromosome 04 co        SL2.40ch AT1G05385.1  photosys       chr1:158  179.638 77.2589 143.504 421.585 292.453 357.874
GT Sense Sense 0.766 Detected -0.766 Comprom 0.000 1.485 Detected 1.320 Detected 1.403 0.210 GT Sens contig242 contig242 Carbonic                AAACCAT contig242 Solyc06g Solyc06g Carbonic                GO:00040 GO:00040     contig242 Solyc09g Non-spec                      GO:00055 SL2.40ch AT5G15660.1 15.8107 4.98638 14.6844 59.9838 23.7365 22.2996
GT Sense Sense 0.591 Detected -0.591 Detected 0.000 1.008 Detected 1.050 Detected 1.029 0.224 GT Sens contig242 contig242 YABBY-lik                  TCTACAAcontig242 Solyc06g Solyc06g YABBY-lik                  GO:00037 GO:00037      contig242 Solyc06g YABBY-lik                   GO:00037 SL2.40ch AT1G0846YAB2  YAB2 (YA     chr1:267  340.423 136.749 138.358 452.091 414.249 449.415
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 0.814 Detected 1.372 Detected 1.093 0.117 GT Sens contig243 contig243 Cytochro                 GATTGGGcontig243 Solyc00g Solyc00g Cytochro                 GO:00198 GO:00198     contig243 Solyc00g Cytochro  GO:00198 SL2.40ch AT3G2627CYP71B2   CYP71B2               chr3:962  664.6 919.245 354.095 426.397 1311.85 2035.52
GT Sense Sense 0.494 Detected -0.494 Detected 0.000 1.155 Detected 1.807 Detected 1.481 0.129 GT Sens contig243 contig243 Glycosyl                  ATTCAAGcontig243 Solyc05g Solyc05g Glycosyl                  GO:00059 GO:00059   contig243 Solyc05g Glycosyl                   GO:00059 SL2.40ch AT5G16700.1  glycosyl          chr5:548  1853.55 852.35 1584.05 2791.88 2672.44 4424.71
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.057 Detected 0.946 Detected 1.002 0.048 GT Sens contig243 contig243 Cadmium                AACCCTCcontig243 Solyc02g Solyc02g Cadmium                GO:00160 GO:00160 contig243 Solyc02g Cadmium                 GO:00160 SL2.40ch AT4G3727HMA1, AT   HMA1; AT            chr4:175  504.933 339.018 302.215 864.411 822.126 801.788
GT Sense Sense 0.507 Detected -0.507 Detected 0.000 1.074 Detected 0.965 Detected 1.020 0.183 GT Sens contig244 contig244 Lipase (A             AGTGCACcontig244 Solyc09g Solyc09g Lipase (A             GO:00066 GO:00066   contig244 Solyc09g Lipase (A              GO:00066 SL2.40ch AT4G13550.1  triacylgly    chr4:787  319.288 144.168 149.239 443.088 431.184 421.437
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 1.394 Detected 1.453 Detected 1.424 0.037 GT Sens contig244 contig244 BHLH tran              ATATTTT contig244 Solyc06g Solyc06g BHLH tran              GO:00056 GO:00056       contig244 Solyc06g BHLH tran               GO:00037 SL2.40ch AT4G28800.1  transcrip    chr4:142  245.556 152.075 270.126 524.692 484.986 532.191
GT Sense Sense 0.506 Detected -0.506 Detected 0.000 1.413 Detected 1.596 Detected 1.505 0.100 GT Sens contig244 contig244 Ribonucle                TTTTGTGcontig244 Solyc10g Solyc10g Ribonucleoside hydrolase 1 (A              contig244 Solyc10g Ribonucleoside hyd                SL2.40ch AT2G363 URH1  URH1 (UR           chr2:152  63.5507 28.7101 78.9249 132.835 108.589 129.936
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 0.975 Detected 1.238 Detected 1.106 0.062 GT Sens contig245 contig245 Growth-re              TCACCAGcontig245 Solyc07g Solyc07g Growth-re              GO:00056 GO:00056 contig245 Solyc07g Growth-re               GO:00056 SL2.40ch AT3G1396AtGRF5  AtGRF5 (       chr3:460  35.676 22.7539 16.1446 57.038 53.4721 67.5996
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 0.906 Detected 1.199 Detected 1.053 0.096 GT Sens contig246 contig246 Catalase (             CATTGAT contig246 Solyc12g Solyc12g Catalase (             GO:00551 GO:00551  contig246 Solyc12g Catalase (              GO:00551 SL2.40ch AT1G20620.5 17196 10056.4 13239.2 27281.6 23532.4 30371.1
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.347 Detected 1.113 Detected 1.230 0.009 GT Sens contig246 contig246 Unknown   GATGAGCcontig246 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig246 Solyc10g Unknown Protein (A  SL2.40ch AT3G63300.2  phospho    chr3:233  796.258 733.997 1666.16 2874.57 1857.07 1663.59
GT Sense Sense 0.520 Detected -0.520 Detected 0.000 1.092 Detected 1.011 Detected 1.052 0.182 GT Sens contig246 contig246 Glucose t              ACATTCT contig246 Solyc01g Solyc01g Glucose t              GO:00160 GO:00160 contig246 Solyc01g Glucose t               GO:00160 SL2.40ch AT3G20460.1  sugar tra    chr3:713  6180.79 2739.09 2844.07 11063.8 8376.45 8340.07
GT Sense Sense 0.525 Detected -0.525 Detected 0.000 0.876 Detected 1.982 Detected 1.429 0.202 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  2240.74 987.106 1553.72 1544.77 2606.02 5911.13
GT Sense Sense 0.530 Detected -0.530 Detected 0.000 1.293 Detected 1.531 Detected 1.412 0.122 GT Sens contig247 contig247 Peroxidas               AACAAGAcontig247 Solyc08g Solyc08g Peroxidas               GO:00055 GO:00055    contig247 Solyc08g Peroxidas                GO:00046 SL2.40ch AT4G33420.1  peroxida    chr4:160  61.4953 26.8773 182.242 189.086 95.0917 118.229
GT Sense Sense 0.532 Detected -0.532 Detected 0.000 1.925 Detected 1.366 Detected 1.645 0.111 GT Sens contig248 contig248 UDP-gluc            AACGAAAcontig248 Solyc11g Solyc11g UDP-gluc            GO:00081 GO:00081  contig248 Solyc11g UDP-gluc             GO:00081 SL2.40ch AT2G3175UGT74D1  UGT74D1                  chr2:134  234.097 102.149 209.465 1496.94 560.637 400.892
GT Sense Sense 0.530 Detected -0.530 Detected 0.000 1.148 Detected 1.108 Detected 1.128 0.167 GT Sens contig248 contig248 REF-like s                 GTGTTGTcontig248 Solyc05g Solyc05g REF-like stress related protein               contig248 Solyc05g REF-like stress relat                 SL2.40ch AT1G67360.1  rubber el       chr1:252  8277.98 3621.27 4126.47 11833.9 11584.9 11874.2
GT Sense Sense 0.309 Detected -0.309 Detected 0.000 1.142 Detected 1.052 Detected 1.097 0.072 GT Sens contig248 contig248 Transcrip                ATATGAAcontig248 Solyc11g Solyc11g Transcrip                GO:00329 GO:00329          contig248 Solyc11g Transcrip                 GO:00329 SL2.40ch AT5G0429KTF1  KTF1 (KO         chr5:119  2085.74 1239.59 1242.57 3172.93 3389.16 3354.81
GT Sense Sense 0.505 Detected -0.505 Detected 0.000 1.217 Detected 1.747 Detected 1.482 0.122 GT Sens contig249 contig249 Multidrug                  AGGCATAcontig249 Solyc10g Solyc10g Multidrug                  GO:00152 GO:00152      contig249 Solyc10g Multidrug                   GO:00152 SL2.40ch AT1G33110.2  MATE eff     chr1:120  359.104 162.635 203.63 288.715 536.208 816.124
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 0.847 Detected 1.401 Detected 1.124 0.088 GT Sens contig249 contig249 Wound-in                 TCTCTCAcontig249 Solyc06g Solyc06g Wound-induced protein 1 (AHR               contig249 Solyc06g Wound-induced pro                 SL2.40ch AT2G430 CPuORF1   CPuORF1          chr2:178  189.049 235.844 390.853 667.971 362.549 560.907
GT Sense Sense 0.504 Detected -0.504 Detected 0.000 1.439 Detected 1.033 Detected 1.236 0.151 GT Sens contig249 contig249 Unknown   GTTCCTTcontig249 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig249 Solyc01g Unknown Protein (A  SL2.40ch AT5G5170PBS2, AT     PBS2 (PP           chr5:210  208.993 94.7161 223.447 338.561 364.121 289.622
GT Sense Sense 0.488 Detected -0.488 Detected 0.000 1.125 Detected 1.223 Detected 1.174 0.139 GT Sens contig249 contig249 NPR1-like             GTGTATTcontig249 Solyc10g Solyc10g NPR1-like             GO:00055 GO:00055  contig249 Solyc10g NPR1-like              GO:00055 SL2.40ch AT2G4137BOP2  BOP2 (BL       chr2:172  4045.22 1875.34 1665.24 4439.95 5735.19 6469.5
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.097 Detected 1.945 Detected 1.521 0.075 GT Sens contig250 contig250 Blue copp             TGAAATT contig250 Solyc10g Solyc10g Blue copp             GO:00090 GO:00090      contig250 Solyc10g Blue copp              GO:00309 SL2.40ch AT5G48620.1  disease r       chr5:197  159.837 122.064 75.9871 149.863 285.228 541.007
GT Sense Sense -0.230 Comprom 0.230 Detected 0.000 1.404 Detected 0.834 Detected 1.119 0.093 GT Sens contig250 contig250 Unknown   AAGTGTGcontig250 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig250 Solyc09g Unknown Protein (A  SL2.40ch AT5G01850.1  protein k    chr5:332  9.53589 11.9599 10.1668 21.4641 26.9812 19.1471
GT Sense Sense 0.757 Detected -0.757 Detected 0.000 1.137 Detected 1.299 Detected 1.218 0.251 GT Sens contig250 contig250 LINE-type                          AAGCCTCcontig250 Solyc12g Solyc12g LINE-type retrotransposon LIb                         contig250 Solyc08g Cytosine-                 GO:00080 SL2.40ch AT3G05860.3  MADS-bo     chr3:175  162.552 51.8855 336.875 263.069 192.893 227.253
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 2.697 Detected 2.997 Detected 2.847 0.003 GT Sens contig251 contig251 Light regu                TGTCTAT contig251 Solyc09g Solyc09g Light regulated protein-like pro               contig251 Solyc09g Light regulated prot                SL2.40ch AT3G2674CCL  CCL (CCR   chr3:982  32.2849 30.6604 135.705 206.38 194.741 252.742
GT Sense Sense 0.405 Detected -0.405 Detected 0.000 0.948 Detected 1.109 Detected 1.028 0.130 GT Sens contig251 contig251 Histidine t                 AATGGATcontig251 Solyc10g Solyc10g Histidine t                 GO:00038 GO:00038  contig251 Solyc10g Histidine t                  GO:00038 SL2.40ch AT3G56490.1  zinc-bind           chr3:209  7857.79 4088.9 4559.4 9829.13 10440.8 12298.9
GT Sense Sense 0.585 Detected -0.585 Detected 0.000 0.901 Detected 1.276 Detected 1.089 0.218 GT Sens contig251 contig251 DNAJ cha               ATTTGAT contig251 Solyc05g Solyc05g DNAJ cha               GO:00507 GO:00507        contig251 Solyc05g DNAJ cha                GO:00507 SL2.40ch AT3G441 ATJ3, ATJ  ATJ3; pro    chr3:158  5820.92 2357.8 3190.31 5916.09 6607.32 9023.75
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 0.857 Detected 1.359 Detected 1.108 0.097 GT Sens contig252 contig252 Pentatrico               TTTTACGcontig252 Solyc09g Solyc09g Pentatrico               GO:00045 GO:00045  contig252 Solyc09g Pentatrico                GO:00045 SL2.40ch AT2G42920.1  pentatric      chr2:178  46.58 29.0166 34.2134 56.7799 63.5709 94.8554
GT Sense Sense -0.063 Comprom 0.063 Comprom 0.000 1.799 Detected 1.316 Detected 1.557 0.025 GT Sens contig253 contig253 Unknown   GGAGGT contig253 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig253 Solyc01g Unknown Protein (A  SL2.40ch AT5G55800.1  DC1 dom    chr5:225  4.09787 4.07514 5.60446 15.6951 13.5809 10.232
GT Sense Sense 0.618 Detected -0.618 Detected 0.000 1.038 Detected 1.535 Detected 1.286 0.193 GT Sens contig253 contig253 Histidine a                 GTTGTCTcontig253 Solyc03g Solyc03g Histidine a                 GO:00151 GO:00151           contig253 Solyc03g Histidine a                  GO:00151 SL2.40ch AT5G4078LHT1  LHT1; am      chr5:163  381.658 147.677 203.399 477.796 465.508 691.958
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.242 Detected 1.528 Detected 1.385 0.011 GT Sens contig253 contig253 SET doma             GTGTTGGcontig253 Solyc02g Solyc02g SET domain-containing protein            contig253 Solyc02g SET domain-contain              SL2.40ch AT5G14260.2  SET dom    chr5:460  84.8297 79.7159 65.5462 214.43 185.721 238.578
GT Sense Sense 0.642 Detected -0.642 Comprom 0.000 1.432 Detected 1.904 Detected 1.668 0.135 GT Sens contig253 contig253 Pectate ly               TTCAAAC contig253 Solyc06g Solyc06g Pectate ly               GO:00168 GO:00168  contig253 Solyc06g Pectate ly                GO:00168 SL2.40ch AT5G48900.1  pectate ly     chr5:198  17.9574 6.72632 15.3927 57.3864 28.3076 41.3717
GT Sense Sense 0.415 Detected -0.415 Comprom 0.000 1.647 Detected 1.693 Detected 1.670 0.057 GT Sens contig253 contig253 Ulp1 prote           TCTGCTAcontig253 Solyc07g Solyc07g Ulp1 protease family C-termina         contig253 Solyc07g Ulp1 protease family         SL2.40ch AT1G49530.1 15.0339 7.70908 6.87018 20.3576 32.1925 35.0286
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 1.351 Detected 2.088 Detected 1.719 0.083 GT Sens contig255 contig255 LRR recep                  GGTAATGcontig255 Solyc07g Solyc07g LRR recep                  GO:00046 GO:00046       contig255 Solyc07g LRR recep                   GO:00046 SL2.40ch AT5G18610.1  protein k     chr5:619  218.381 117.554 171.954 258.456 390.198 685.206
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 1.500 Detected 1.175 Detected 1.337 0.024 GT Sens contig255 contig255 GDSL est              TTTCGACcontig255 Solyc11g Solyc11g GDSL est              GO:00066 GO:00066   contig255 Solyc11g GDSL est               GO:00066 SL2.40ch AT1G5399GLIP3  GLIP3; ca    chr1:201  16.6562 12.6549 17.182 57.9484 39.2039 32.9737
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 0.884 Detected 1.240 Detected 1.062 0.048 GT Sens contig256 contig256 Pentatrico               GAATTCAcontig256 Solyc02g Solyc02g Pentatrico               GO:00045 GO:00045    contig256 Solyc02g Pentatrico                GO:00045 SL2.40ch AT3G29230.1  pentatric      chr3:111  66.954 76.6805 79.3092 148.492 126.241 170.313
GT Sense Sense 0.765 Detected -0.765 Detected 0.000 1.042 Detected 1.540 Detected 1.291 0.250 GT Sens contig256 contig256 Cysteine              TCATGGTcontig256 Solyc01g Solyc01g Cysteine              GO:00065 GO:00065     contig256 Solyc01g Cysteine               GO:00081 SL2.40ch AT3G6144ATCYSC1    CYSC1 (C         chr3:227  1240.47 391.395 1063.22 2709.48 1370.17 2038.71
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 1.028 Detected 1.162 Detected 1.095 0.043 GT Sens contig256 contig256 50S ribos                AAGAGCAcontig256 Solyc07g Solyc07g 50S ribos                GO:00058 GO:00058 contig256 Solyc07g 50S ribos                 GO:00058 SL2.40ch AT5G54600.2  50S ribos        chr5:221  1536.08 1027.55 1665.49 3400.8 2445.4 2828.46
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 1.287 Detected 1.064 Detected 1.176 0.040 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  789.341 534.193 544.632 1141.93 1513.33 1366.07
GT Sense Sense -0.435 Comprom 0.435 Comprom 0.000 4.882 Detected 4.706 Detected 4.794 0.008 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  3.11257 5.18513 94.8068 124.763 113.101 105.489
GT Sense Sense 0.297 Detected -0.297 Detected 0.000 1.208 Detected 0.993 Detected 1.100 0.073 GT Sens contig256 contig256 Genomic                     GCTAAAGcontig256 Solyc06g Solyc06g Genomic DNA chromosome 5                   contig256 Solyc06g Genomic DNA chrom                     SL2.40ch AT2G20330.1  transduc          chr2:877  283.748 171.465 192.613 540.818 486.453 441.545
GT Sense Sense 0.338 Detected -0.338 Comprom 0.000 1.083 Detected 1.215 Detected 1.149 0.079 GT Sens contig256 contig256 Genomic          GCTCATTcontig256 Solyc02g Solyc02g Genomic DNA chromosome 5       contig256 Solyc02g Genomic DNA chrom         SL2.40ch AT5G23110.1  zinc finge        chr5:775  15.6925 8.95552 7.27186 16.7348 23.9721 27.6782
GT Sense Sense 0.680 Detected -0.680 Detected 0.000 1.147 Detected 1.017 Detected 1.082 0.254 GT Sens contig257 contig257 Protein E               TTGGTTAcontig257 Solyc01g Solyc01g Protein E               GO:00054 GO:00054 contig257 Solyc01g Protein E                GO:00054 SL2.40ch AT5G26850.3  INVOLVE                                                              chr5:944  269.112 95.5363 90.1497 328.513 338.988 326.392
GT Sense Sense 1.170 Detected -1.170 Detected 0.000 1.190 Detected 2.390 Detected 1.790 0.307 GT Sens contig258 contig258 Unknown   ATGGTGAcontig258 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig258 Solyc10g Unknown Protein (A  SL2.40ch AT5G10960.1  CCR4-NO       chr5:346  1834.19 330.16 1737.24 1448.99 1695.6 4102.62
GT Sense Sense 0.968 Detected -0.968 Detected 0.000 1.031 Detected 2.202 Detected 1.616 0.289 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  23054.8 5491.94 14538.3 18629.3 21947.4 52072.6
GT Sense Sense 1.116 Detected -1.116 Detected 0.000 1.945 Detected 1.568 Detected 1.757 0.261 GT Sens contig259 contig259 Glutathion               TTCTTCAcontig259 Solyc09g Solyc09g Glutathion               GO:00451 GO:00451    contig259 Solyc09g Glutathion                GO:00451 SL2.40ch AT5G02790.1  In2-1 pro    chr5:632  798.142 154.879 458.194 1959.63 1292.64 1049.01
GT Sense Sense 0.567 Detected -0.567 Detected 0.000 0.870 Detected 1.739 Detected 1.305 0.209 GT Sens contig259 contig259 ARGONAU                 TCACGTTcontig259 Solyc12g Solyc12g ARGONAU                 GO:00036 GO:00036    contig259 Solyc12g ARGONAU                  GO:00198 SL2.40ch AT5G438 ZLL, PNH,   ZLL (ZWIL      chr5:176  569.263 236.489 115.152 571.905 640.389 1232.36
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 1.241 Detected 1.490 Detected 1.366 0.019 GT Sens contig259 contig259 Plant-spe                    CTTTGAGcontig259 Solyc09g Solyc09g Plant-specific domain TIGR015                   contig259 Solyc09g Plant-specific doma                    SL2.40ch AT5G02580.1  unknown   chr5:579  16.6324 18.4699 21.4425 60.2656 39.5613 49.5194
GT Sense Sense -1.121 Comprom 1.121 Detected 0.000 1.140 Detected 1.412 Detected 1.276 0.376 GT Sens contig260 contig260 UPF0497                    GTGCATAcontig260 Solyc04g Solyc04g UPF0497 membrane protein 1                  contig260 Solyc04g UPF0497 membrane                    SL2.40ch AT5G03510.1  zinc finge       chr5:880  2.88319 12.4355 24.4176 18.7097 12.6016 16.0337
GT Sense Sense 1.107 Detected -1.107 Comprom 0.000 1.086 Detected 1.499 Detected 1.292 0.370 GT Sens contig260 contig260 Unknown   TTATCGAcontig260 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig260 Solyc02g Unknown Protein (A  SL2.40ch AT3G47660.1  Ran GTP           chr3:175  18.0902 3.55302 11.6621 6.93766 16.2479 22.798
GT Sense Sense 0.425 Detected -0.425 Comprom 0.000 1.732 Detected 3.061 Detected 2.397 0.093 GT Sens contig260 contig260 Unknown   CAATGCAcontig260 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig260 Solyc10g Unknown Protein (A  SL2.40ch AT5G01150.1  unknown   chr5:519  11.3887 5.76404 15.7388 19.8735 25.7045 68.0401
GT Sense Sense 0.349 Detected -0.349 Detected 0.000 1.052 Detected 1.111 Detected 1.082 0.091 GT Sens contig261 contig261 ATP depe                TGTATGCcontig261 Solyc04g Solyc04g ATP depe                GO:00055 GO:00055  contig261 Solyc04g ATP depe                 GO:00043 SL2.40ch AT4G01020.1  helicase            chr4:439  534.987 300.738 277.899 807.393 794.281 871.51
GT Sense Sense 0.839 Detected -0.839 Detected 0.000 1.859 Detected 1.891 Detected 1.875 0.155 GT Sens contig261 contig261 Cysteine-       TCAACAAcontig261 Solyc01g Solyc01g Cysteine-rich extensin-like pro     contig261 Solyc01g Cysteine-rich extens      SL2.40ch AT4G15160.2  lipid bind         chr4:864  61.8503 17.6234 32.3125 205.737 114.332 123.158
GT Sense Sense 0.524 Comprom -0.524 Comprom 0.000 2.379 Detected 3.777 Detected 3.078 0.072 GT Sens contig262 contig262 Serine/thr                AGATGGAcontig262 Solyc06g Solyc06g Serine/thr                GO:00055 GO:00055     contig262 Solyc06g Receptor   GO:00046 SL2.40ch AT3G1435SRF7  SRF7 (ST                   chr3:478  4.58256 2.01985 3.52201 2.21918 15.1142 41.9441
GT Sense Sense 1.031 Detected -1.031 Detected 0.000 1.104 Detected 1.236 Detected 1.170 0.375 GT Sens contig262 contig262 Myrosina               GAAACTT contig262 Solyc03g Solyc03g Myrosinase-binding protein 2 (             contig262 Solyc03g Myrosinase-binding               SL2.40ch AT5G5317FTSH11  FTSH11 (         chr5:215  610.213 133.293 322.512 561.544 585.466 675.816
GT Sense Sense 1.014 Detected -1.014 Detected 0.000 1.058 Detected 2.745 Detected 1.902 0.286 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  787.342 175.904 737.283 392.519 739.945 2510.49
GT Sense Sense 0.541 Detected -0.541 Detected 0.000 1.541 Detected 1.356 Detected 1.449 0.119 GT Sens contig263 contig263 Sulfate tra               TTTGTTAcontig263 Solyc03g Solyc03g Sulfate tra               GO:00150 GO:00150          contig263 Solyc03g Sulfate tra                GO:00151 SL2.40ch AT2G2568MOT1  MOT1 (m            chr2:109  619.052 266.501 621.1 1574.8 1128.88 1046.21
GT Sense Sense 0.896 Detected -0.896 Detected 0.000 1.283 Detected 2.128 Detected 1.705 0.227 GT Sens contig263 contig263 SCF E3 u                    TTTCGTCcontig263 Solyc07g Solyc07g SCF E3 u                    GO:00055 GO:00055    contig263 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT3G03030.1  F-box fam    chr3:682  14013.1 3687.34 11335.9 10841 16704.4 31600.2
GT Sense Sense 0.533 Detected -0.533 Detected 0.000 0.901 Detected 1.244 Detected 1.073 0.195 GT Sens contig263 contig263 Auxin res                GTTGTTGcontig263 Solyc02g Solyc02g Auxin res                GO:00037 GO:00037        contig263 Solyc02g Auxin res                 GO:00037 SL2.40ch AT5G3702ARF8  ARF8 (AU        chr5:146  624.004 271.885 194.584 704.726 734.611 981.337
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 1.279 Detected 1.060 Detected 1.169 0.052 GT Sens contig263 contig263 Lipid A ex                GGACAAAcontig263 Solyc02g Solyc02g Lipid A ex                GO:00103 GO:00103       contig263 Solyc02g Lipid A ex                 GO:00103 SL2.40ch AT3G28345.1  ABC tran     chr3:105  141.934 90.9129 105.009 291.313 263.132 238.227
GT Sense Sense 0.360 Detected -0.360 Detected 0.000 1.393 Detected 1.111 Detected 1.252 0.083 GT Sens contig263 contig263 Sugar tra                   CCTGGATcontig263 Solyc02g Solyc02g Sugar tra                   GO:00550 GO:00550    contig263 Solyc02g Sugar tra                    GO:00053 SL2.40ch AT1G08900.3  carbohyd     chr1:285  354.538 196.341 218.552 619.138 661.384 573.375
GT Sense Sense -0.337 Comprom 0.337 Comprom 0.000 1.020 Detected 1.198 Detected 1.109 0.086 GT Sens contig264 contig264 Unknown   AACGGAGcontig264 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig264 Solyc04g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  4.88918 7.11031 14.5782 12.9014 11.4184 13.6033
GT Sense Sense 1.124 Detected -1.124 Detected 0.000 1.148 Detected 1.103 Detected 1.125 0.422 GT Sens contig264 contig264 Auxin effl                 GGATCAGcontig264 Solyc02g Solyc02g Auxin effl                 GO:00096 GO:00096     contig264 Solyc02g Auxin effl                  GO:00096 SL2.40ch AT1G76520.2  auxin effl      chr1:287  3154.59 605.366 946.592 4845.97 2924.38 2985.33
GT Sense Sense 0.620 Detected -0.620 Detected 0.000 0.998 Detected 1.298 Detected 1.148 0.214 GT Sens contig264 contig264 ARGONAU                 ATTTGTCcontig264 Solyc01g Solyc01g ARGONAU                 GO:00036 GO:00036    contig264 Solyc01g ARGONAU                  GO:00198 SL2.40ch AT1G6944AGO7, ZIP  AGO7 (AR      chr1:261  71.9017 27.7686 16.5688 69.7233 85.192 110.554
GT Sense Sense 0.591 Detected -0.591 Detected 0.000 1.491 Detected 1.461 Detected 1.476 0.130 GT Sens contig264 contig264 COSII At1                 TGTTGCTcontig264 Solyc05g Solyc05g COSII At1g13380 (Fragment) (A                contig264 Solyc05g COSII At1g13380 (F                 SL2.40ch AT1G13380.1  unknown   chr1:458  1046.15 420.327 416.472 2187.1 1779.33 1836.48
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.041 Detected 1.451 Detected 1.246 0.032 GT Sens contig265 contig265 Rhomboid               GGAATGAcontig265 Solyc02g Solyc02g Rhomboid               GO:00160 GO:00160   contig265 Solyc02g Rhomboid                GO:00160 SL2.40ch AT5G38510.2  rhomboid    chr5:154  396.411 313.769 654.412 798.357 692.831 970.204
GT Sense Sense 1.205 Detected -1.205 Comprom 0.000 1.346 Detected 0.893 Detected 1.119 0.458 GT Sens contig265 contig265 RAG1-act                  GTTATGAcontig265 Solyc01g Solyc01g RAG1-act                  GO:00160 GO:00160   contig265 Solyc01g RAG1-act                   GO:00160 SL2.40ch AT3G16690.1  nodulin M     chr3:568  19.7026 3.37916 7.99796 62.4964 19.8024 15.2435
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.237 Detected 2.157 Detected 1.697 0.075 GT Sens contig265 contig265 AE family                AAGCATAcontig265 Solyc01g Solyc01g AE family                GO:00054 GO:00054      contig265 Solyc01g AE family                 GO:00054 SL2.40ch AT3G62270.1  anion exc     chr3:230  51.6553 36.9485 26.0105 1114.12 98.3336 195.986
GT Sense Sense 0.611 Detected -0.611 Detected 0.000 1.065 Detected 2.319 Detected 1.692 0.193 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  152.544 59.6475 153.953 182.116 190.502 478.897
GT Sense Sense 0.659 Detected -0.659 Detected 0.000 1.319 Detected 1.601 Detected 1.460 0.163 GT Sens contig266 contig266 Bcl-2-ass                  CACAAAAcontig266 Solyc06g Solyc06g Bcl-2-ass                  GO:00069 GO:00069  contig266 Solyc06g Bcl-2-ass                   GO:00069 SL2.40ch AT5G53440.1  unknown   chr5:216  685.977 250.77 342.572 751.112 987.957 1265.44
GT Sense Sense 0.430 Detected -0.430 Detected 0.000 0.990 Detected 1.782 Detected 1.386 0.141 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  1142.5 573.621 546.489 982.873 1534.87 2800.19
GT Sense Sense 1.015 Detected -1.015 Detected 0.000 0.959 Detected 1.886 Detected 1.423 0.330 GT Sens contig266 contig266 heat shoc                ATGAGAAcontig266 Solyc06g Solyc06g heat shoc                GO:00055 GO:00055    contig266 Solyc06g heat shoc                 GO:00510 SL2.40ch AT5G02490.1  heat shoc          chr5:550  18197.6 4062.37 8662.43 13000.9 15961 31972.3
GT Sense Sense 1.052 Detected -1.052 Detected 0.000 1.272 Detected 1.952 Detected 1.612 0.282 GT Sens contig266 contig266 heat shoc                AAGAAGAcontig266 Solyc04g Solyc04g heat shoc                GO:00055 GO:00055    contig266 Solyc04g heat shoc                 GO:00510 SL2.40ch AT3G1258HSP70  HSP70 (h        chr3:399  9341.41 1981.72 4448.37 7325.66 9918.49 16741.8
GT Sense Sense 0.637 Detected -0.637 Detected 0.000 0.894 Detected 1.529 Detected 1.212 0.231 GT Sens contig266 contig266 Carbonic                CAATATC contig266 Solyc09g Solyc09g Carbonic                GO:00040 GO:00040     contig266 Solyc09g Carbonic                 GO:00040 SL2.40ch AT3G5272ATACA1,   ACA1 (AL           chr3:195  44.0929 16.629 24.4184 44.41 48.06 78.6276
GT Sense Sense 0.495 Detected -0.495 Detected 0.000 0.885 Detected 1.676 Detected 1.281 0.181 GT Sens contig266 contig266 F-box/LRR              TAAAAAG contig266 Solyc12g Solyc12g F-box/LRR-repeat protein (AHR             contig266 Solyc12g F-box/LRR-repeat pr              SL2.40ch AT5G53480.1  importin    chr5:217  3640.37 1670.31 2267.34 3794.7 4349.13 7928.04
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 1.008 Detected 1.088 Detected 1.048 0.008 GT Sens contig267 contig267 RING fing                AGGAGG contig267 Solyc01g Solyc01g RING fing                GO:00082 GO:00082   contig267 Solyc01g RING fing                 GO:00082 SL2.40ch AT1G72220.1  zinc finge        chr1:271  141.127 114.49 121.745 124.227 244.047 271.884
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 0.802 Detected 1.513 Detected 1.157 0.098 GT Sens contig267 contig267 Unknown   CTTTGTT contig267 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig267 Solyc11g Unknown Protein (A  SL2.40ch AT4G0226RSH1, AT    RSH1 (RE      chr4:985  15.3163 17.5376 16.9336 21.6471 27.2793 47.0618
GT Sense Sense 1.353 Detected -1.353 Detected 0.000 0.986 Detected 2.674 Detected 1.830 0.370 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  2258.11 315.491 792.133 1305.61 1596.53 5420.57
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 1.320 Detected 0.984 Detected 1.152 0.029 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  1281.04 1005.46 1284.85 2417.63 2705.08 2258.97
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 0.851 Detected 1.372 Detected 1.112 0.102 GT Sens contig269 contig269 Methyltra                ATAGTTGcontig269 Solyc07g Solyc07g Methyltra                GO:00081 GO:00081  contig269 Solyc07g Methyltra                 GO:00081 SL2.40ch AT4G29590.1  methyltra   chr4:145  733.439 452.262 465.186 1369.02 991.81 1500.09
GT Sense Sense -0.623 Comprom 0.623 Detected 0.000 0.869 Detected 1.311 Detected 1.090 0.241 GT Sens contig269 contig269 Formin 3            GTGTTAAcontig269 Solyc01g Solyc01g Formin 3            GO:00300 GO:00300   contig269 Solyc01g Formin 3             GO:00300 SL2.40ch AT3G05470.1  formin ho          chr3:157  8.45932 18.291 12.9942 15.7622 21.689 31.0487
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 0.877 Detected 1.141 Detected 1.009 0.097 GT Sens contig270 contig270 ATP-bind               TGAGAAGcontig270 Solyc11g Solyc11g ATP-bind               GO:00168 GO:00168  contig270 Solyc11g ATP-bind                GO:00171 SL2.40ch AT5G6079ATGCN1,   ATGCN1;   chr5:244  7566.11 4465.37 4716.09 8884.93 10195.1 12898.5
GT Sense Sense -0.734 Comprom 0.734 Detected 0.000 1.343 Detected 1.493 Detected 1.418 0.194 GT Sens contig270 contig270 5%26apos                ATGCAGCcontig270 Solyc12g Solyc12g 5%26apos                GO:00055 GO:00055  contig270 Solyc12g 5&apos-A                 GO:00055 SL2.40ch AT3G01510.1  5'-AMP-a       chr3:198  4.69903 11.846 4.96441 16.7198 18.0677 21.1266
GT Sense Sense 0.387 Detected -0.387 Detected 0.000 1.228 Detected 0.872 Detected 1.050 0.133 GT Sens contig271 contig271 Calmodul                AGCTTCAcontig271 Solyc08g Solyc08g Calmodul                GO:00055 GO:00055  contig271 Solyc08g Calmodul                 GO:00055 SL2.40ch AT1G011 IQD18  IQD18 (IQ    chr1:522  89.7057 47.8443 60.501 120.885 146.552 120.611
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 1.232 Detected 0.957 Detected 1.095 0.037 GT Sens contig271 contig271 Integrator       ATTCATC contig271 Solyc03g Solyc03g Integrator complex subunit 9 (A    contig271 Solyc03g Integrator complex s      SL2.40ch AT3G07530.1  unknown   chr3:240  1164.51 841.383 681.834 1748.03 2220.4 1933.62
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 1.044 Detected 1.471 Detected 1.258 0.067 GT Sens contig272 contig272 Photosys                    GTCTGCAcontig272 Solyc03g Solyc03g Photosys                    GO:00198 GO:00198   contig272 Solyc03g Photosys                     GO:00198 SL2.40ch AT3G5533PPL1  PPL1 (Ps        chr3:205  100.937 63.5833 136.866 328.558 157.725 223.434
GT Sense Sense 0.574 Detected -0.574 Detected 0.000 1.204 Detected 1.634 Detected 1.419 0.147 GT Sens contig273 contig273 DNA poly                GAAGAAGcontig273 Solyc07g Solyc07g DNA poly                GO:00062 GO:00062  contig273 Solyc07g DNA poly                 GO:00036 SL2.40ch AT3G2054POLGAM   POLGAM                 chr3:716  65.236 26.8351 40.1347 126.691 92.0475 130.605
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 2.416 Detected 1.105 Detected 1.761 0.130 GT Sens contig273 contig273 Zinc finge                AGCAAAT contig273 Solyc08g Solyc08g Zinc finge                GO:00037 GO:00037      contig273 Solyc08g Zinc finge                 GO:00037 SL2.40ch AT1G3254LOL1  LOL1 (LS        chr1:117  32.8439 20.9491 29.24 78.1956 133.675 56.7762
GT Sense Sense 0.422 Comprom -0.422 Comprom 0.000 1.139 Detected 2.091 Detected 1.615 0.126 GT Sens contig273 contig273 Glycosylt                 CCTGTTAcontig273 Solyc12g Solyc12g Glycosyltransferase-like prote                 contig273 Solyc12g Glycosyltransferase                  SL2.40ch AT4G23490.1  fringe-rel    chr4:122  7.86046 3.99159 2.94189 18.3714 11.778 24.0082
GT Sense Sense -0.410 Detected 0.410 Detected 0.000 1.962 Detected 2.946 Detected 2.454 0.062 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  187.307 301.358 366.072 2618.63 883.778 1842.06
GT Sense Sense 1.355 Detected -1.355 Comprom 0.000 1.084 Detected 1.211 Detected 1.148 0.486 GT Sens contig277 contig277 Unknown   TTACTAT contig277 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig277 Solyc02g Unknown Protein (A  SL2.40ch AT3G49140.1  EXPRESS                                                                chr3:182  18.455 2.5729 12.0992 8.44914 13.9518 16.0503
GT Sense Sense 0.465 Detected -0.465 Detected 0.000 1.441 Detected 1.590 Detected 1.515 0.085 GT Sens contig277 contig277 DNA-direc                TTCTCCAcontig277 Solyc01g Solyc01g DNA-direc                GO:0006350 contig277 Solyc01g DNA-direc                 GO:00063 SL2.40ch AT2G4003NRPD1B,      NRPD1B;        chr2:167  398.026 190.418 201.221 664.471 713.633 833.713
GT Sense Sense 1.097 Detected -1.097 Comprom 0.000 1.060 Detected 1.550 Detected 1.305 0.366 GT Sens contig277 contig277 B3 domai                GAGTTTGcontig277 Solyc01g Solyc01g B3 domai                GO:00063 GO:00063    contig277 Solyc01g B3 domai                 GO:00063 SL2.40ch AT3G0178TPLATE  TPLATE;   chr3:279  12.8534 2.55923 5.89492 20.8971 11.4159 16.8932
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.178 Detected 1.215 Detected 1.196 0.007 GT Sens contig278 contig278 Acetyl xyl                    ATTTGAAcontig278 Solyc01g Solyc01g Acetyl xylan esterase A (AHRD                 contig278 Solyc01g Acetyl xylan esteras                    SL2.40ch AT5G14890.1  NHL repe    chr5:481  6192.67 4926.99 7236.42 16527.7 11930.5 12900.8
GT Sense Sense 1.466 Detected -1.466 Comprom 0.000 1.851 Detected 3.423 Detected 2.637 0.254 GT Sens contig278 contig278 Ribose-ph              CAAAAAA contig278 Solyc06g Solyc06g Ribose-ph              GO:00091 GO:00091     contig278 Solyc06g Ribose-ph               GO:00428 SL2.40ch AT1G32380.1  ribose-ph           chr1:116  23.578 2.8168 5.52296 21.1326 28.08 87.948
GT Sense Sense 0.795 Detected -0.795 Comprom 0.000 1.377 Detected 0.945 Detected 1.161 0.294 GT Sens contig278 contig278 Unknown   AGTTTTT contig278 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig278 Solyc07g Unknown Protein (A  SL2.40ch AT4G20810.1  transcrip                  chr4:111  13.1293 3.97496 2.61844 16.7622 17.92 13.9899
GT Sense Sense 1.649 Detected -1.649 Comprom 0.000 0.930 Detected 1.139 Detected 1.035 0.595 GT Sens contig278 contig278 tRNA dime             GCGATTAcontig278 Solyc09g Solyc09g tRNA dime             GO:00167 GO:00167           contig278 Solyc09g tRNA dime              GO:00167 SL2.40ch AT1G50610.1  leucine-r        chr1:187  22.8494 2.11899 8.36842 16.0604 12.6619 15.4204
GT Sense Sense 0.548 Detected -0.548 Detected 0.000 1.776 Detected 1.712 Detected 1.744 0.086 GT Sens contig279 contig279 Fatty acid                 TTGGAGGcontig279 Solyc02g Solyc02g Fatty acid                 GO:00055 GO:00055      contig279 Solyc02g Fatty acid                  GO:00055 SL2.40ch AT4G2087FAH2, AT   FAH2 (FA          chr4:111  35.0004 14.9303 14.8505 26.679 74.7585 75.3579
GT Sense Sense 1.930 Detected -1.930 Detected 0.000 3.068 Detected 2.614 Detected 2.841 0.281 GT Sens contig279 contig279 Cytochro                 TGTTTAT contig279 Solyc12g Solyc12g Cytochro                 GO:00200 GO:00200  contig279 Solyc12g Cytochro  GO:00517 SL2.40ch AT5G1339NEF1  NEF1 (NO     chr5:429  323.316 20.2891 254.44 2379.05 648.673 498.631
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 0.937 Detected 1.637 Detected 1.287 0.075 GT Sens contig280 contig280 Unknown             AATTGGAcontig280 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3            contig280 Solyc02g Unknown Protein (A             SL2.40ch AT5G27220.1  protein tr    chr5:957  69.1028 75.428 87.632 117.433 132.015 225.843
GT Sense Sense 0.475 Detected -0.475 Detected 0.000 0.807 Detected 1.198 Detected 1.003 0.190 GT Sens contig280 contig280 Serine ca                TTAATCT contig280 Solyc12g Solyc12g Serine ca                GO:00065 GO:00065 contig280 Solyc12g Serine ca                 GO:00065 SL2.40ch AT3G1718scpl33  scpl33 (s       chr3:585  1254.2 591.971 662.886 1522.24 1439.71 1989.21
GT Sense Sense 0.473 Detected -0.473 Detected 0.000 1.261 Detected 1.856 Detected 1.559 0.108 GT Sens contig280 contig280 GATA tran                 TAAGAAGcontig280 Solyc02g Solyc02g GATA tran                 GO:00056 GO:00056 contig280 Solyc02g GATA tran                  GO:00056 SL2.40ch AT3G51080.1  zinc finge       chr3:189  1445.54 684.244 929.641 1875.21 2276.49 3621.65
GT Sense Sense 0.855 Detected -0.855 Comprom 0.000 1.129 Detected 1.241 Detected 1.185 0.301 GT Sens contig280 contig280 Resistanc        TTGTCCCcontig280 Solyc07g Solyc07g Resistance protein RGC2 (Frag     contig280 Solyc07g Lrr,  resistance prot  SL2.40ch AT1G12130.1  flavin-con          chr1:411  11.0923 3.09298 3.777 4.81654 12.2287 13.9304
GT Sense Sense 1.182 Detected -1.182 Comprom 0.000 0.906 Detected 1.250 Detected 1.078 0.462 GT Sens contig281 contig281 Dihydrofla              TCCGAGAcontig281 Solyc03g Solyc03g Dihydrofla              GO:00040 GO:00040     contig281 Solyc03g Dihydrofla               GO:00040 SL2.40ch AT5G414 BEL1  BEL1 (BE            chr5:165  26.6696 4.72377 12.2495 28.4102 20.0748 26.8514
GT Sense Sense 0.561 Detected -0.561 Detected 0.000 1.162 Detected 1.705 Detected 1.434 0.148 GT Sens contig281 contig281 Plastid rib                    TCGATGCcontig281 Solyc02g Solyc02g Plastid ribulose-1 5 bisphosph                   contig281 Solyc02g Plastid ribulose-1 5                   SL2.40ch AT4G2013PTAC14  PTAC14 (     chr4:108  57.5452 24.1166 42.7296 154.469 79.6077 122.205
GT Sense Sense 1.552 Detected -1.552 Comprom 0.000 2.384 Detected 2.238 Detected 2.311 0.275 GT Sens contig281 contig281 Receptor                ATAGGGAcontig281 Solyc07g Solyc07g Receptor                GO:00046 GO:00046    contig281 Solyc07g Receptor                 GO:00046 SL2.40ch AT3G58690.1  protein k     chr3:217  20.5524 2.17834 10.6668 24.6066 33.345 31.7543
GT Sense Sense -0.411 Comprom 0.411 Comprom 0.000 1.085 Detected 0.971 Detected 1.028 0.132 GT Sens contig282 contig282 Unknown   GAGCCAGcontig282 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig282 Solyc02g Unknown Protein (A  SL2.40ch AT1G7785ARF17  ARF17 (A        chr1:292  6.76397 10.9033 13.3613 30.6433 17.3939 16.9361
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 1.591 Detected 1.322 Detected 1.457 0.039 GT Sens contig282 contig282 FAD-bind                 TTCAGAAcontig282 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig282 Solyc02g FAD-bind                  GO:00551 SL2.40ch AT4G20860.1  FAD-bind     chr4:111  107.093 67.5773 207.881 638.812 244.746 213.923
GT Sense Sense 0.049 Comprom -0.049 Comprom 0.000 1.697 Detected 2.874 Detected 2.286 0.061 GT Sens contig282 contig282 MYB tran               TCGTCTGcontig282 Solyc05g Solyc05g MYB tran               GO:00037 GO:00037       contig282 Solyc05g MYB tran                GO:00037 SL2.40ch AT5G1028MYB92, A    ATMYB9            chr5:323  8.26775 7.04261 2.79557 13.2951 23.6272 56.2669
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 1.191 Detected 1.148 Detected 1.170 0.048 GT Sens contig283 contig283 Poly(A) RN        AAAGGAAcontig283 Solyc09g Solyc09g Poly(A) RNA polymerase prote      contig283 Solyc09g Poly(A) RNA polyme       SL2.40ch AT3G28770.1  unknown   chr3:107  85.5031 53.8851 46.2826 160.584 147.984 151.315
GT Sense Sense 1.112 Detected -1.112 Detected 0.000 0.807 Detected 1.825 Detected 1.316 0.394 GT Sens contig283 contig283 Delta(14)-               GTTAGAGcontig283 Solyc09g Solyc09g Delta(14)-               GO:00506 GO:00506   contig283 Solyc09g Delta14-s                GO:00506 SL2.40ch AT3G52940.2 335.128 65.3771 114.931 420.398 247.275 527.647
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 1.101 Detected 0.962 Detected 1.032 0.064 GT Sens contig283 contig283 Pentatrico               CTTTAGGcontig283 Solyc11g Solyc11g Pentatricopeptide repeat-conta               contig283 Solyc11g Pentatricopeptide re               SL2.40ch AT1G02420.1  pentatric      chr1:493  18.0419 11.4035 7.03464 27.5353 29.3743 28.1118
GT Sense Sense -0.187 Comprom 0.187 Comprom 0.000 2.409 Detected 3.657 Detected 3.033 0.043 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  2.15456 2.54559 2.07953 5.70328 11.8783 29.7243
GT Sense Sense 0.667 Detected -0.667 Detected 0.000 0.898 Detected 1.135 Detected 1.016 0.272 GT Sens contig284 contig284 FAD depe               ATGCGGCcontig284 Solyc02g Solyc02g FAD depe               GO:00164 GO:00164  contig284 Solyc02g FAD depe                GO:00164 SL2.40ch AT5G49555.1  amine ox   chr5:201  338.518 122.378 212.594 310.782 362.229 449.541
GT Sense Sense 0.406 Detected -0.406 Detected 0.000 1.030 Detected 1.355 Detected 1.193 0.112 GT Sens contig284 contig284 Auxin-ind                 TAGTCCAcontig284 Solyc03g Solyc03g Auxin-ind                 GO:00055 GO:00055  contig284 Solyc03g Auxin-ind                  GO:00055 SL2.40ch AT5G53590.1  auxin-res     chr5:217  70.6705 36.7026 51.5634 82.4936 99.293 131.086
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 1.008 Detected 1.563 Detected 1.286 0.075 GT Sens contig284 contig284 Genomic          AGGACTAcontig284 Solyc05g Solyc05g Genomic DNA chromosome 5       contig284 Solyc05g Genomic DNA chrom         SL2.40ch AT3G1904TAF1, TA    HAF2 (HIS                chr3:656  106.377 68.7327 65.768 261.313 164.241 254.087
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 1.762 Detected 1.810 Detected 1.786 0.036 GT Sens contig284 contig284 Unknown   TGTGTTGcontig284 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig284 Solyc02g Unknown Protein (A  SL2.40ch AT5G37220.1  zinc finge        chr5:147  424.36 239.724 422.303 500.418 1032.97 1125.37
GT Sense Sense 0.678 Detected -0.678 Detected 0.000 1.218 Detected 1.054 Detected 1.136 0.238 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  1406.48 501.256 598.579 1923.81 1865.43 1754.11
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 1.112 Detected 1.377 Detected 1.245 0.041 GT Sens contig286 contig286 Methionin                  TGGGAAGcontig286 Solyc05g Solyc05g Methionin                  GO:00099 GO:00099   contig286 Solyc05g Methionin                   GO:00700 SL2.40ch AT1G1327MAP1C, M   MAP1C (M       chr1:454  622.868 417.141 589.038 1282.99 1051.88 1332.18
GT Sense Sense 0.656 Detected -0.656 Detected 0.000 0.827 Detected 1.195 Detected 1.011 0.276 GT Sens contig286 contig286 Glutamate               TGCGATAcontig286 Solyc11g Solyc11g Glutamate carboxypeptidase 2              contig286 Solyc11g Glutamate carboxyp                SL2.40ch AT3G10550.1  phospha      chr3:329  683.815 251.041 234.805 768.565 701.896 954.009
GT Sense Sense 1.434 Detected -1.434 Comprom 0.000 2.579 Detected 1.009 Detected 1.794 0.387 GT Sens contig286 contig286 Unknown   CTCACTGcontig286 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig286 Solyc06g Unknown Protein (A  SL2.40ch AT5G19950.3  unknown   chr5:674  17.3784 2.17053 2.97117 3.53769 35.0389 12.4307
GT Sense Sense 0.833 Detected -0.833 Detected 0.000 1.727 Detected 1.530 Detected 1.629 0.192 GT Sens contig286 contig286 High affin                 GTTCCAGcontig286 Solyc06g Solyc06g High affin                 GO:00153 GO:00153      contig286 Solyc06g High affin                  GO:00153 SL2.40ch AT4G0270SULTR3;2  SULTR3;         chr4:118  266.632 76.6088 117.023 309.652 451.719 415.256
GT Sense Sense 1.105 Detected -1.105 Comprom 0.000 1.984 Detected 1.299 Detected 1.641 0.292 GT Sens contig286 contig286 Nuclear tr                    GGGATTTcontig286 Solyc10g Solyc10g Nuclear tr                    GO:00056 GO:00056 contig286 Solyc10g Nuclear tr                     GO:00056 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  25.7341 5.0721 17.5839 110.556 43.1457 28.2716
GT Sense Sense -1.274 Comprom 1.274 Detected 0.000 1.202 Detected 0.914 Detected 1.058 0.496 GT Sens contig287 contig287 Unknown   GGGGGG contig287 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig287 Solyc02g Unknown Protein (A  SL2.40ch AT1G72900.1 2.94744 15.7042 10.5837 12.9402 14.9424 12.8984
GT Sense Sense 0.817 Detected -0.817 Comprom 0.000 1.091 Detected 1.632 Detected 1.361 0.254 GT Sens contig287 contig287 Receptor-                 TACAATT contig287 Solyc06g Solyc06g Receptor-                 GO:00055 GO:00055   contig287 Solyc06g Receptor-                  GO:00055 SL2.40ch AT1G01740.1  protein k     chr1:272  11.6623 3.42799 6.88464 14.2583 12.856 19.7118
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 1.012 Detected 1.057 Detected 1.034 0.001 GT Sens contig287 contig287 Anaphase        TAAAATG contig287 Solyc08g Solyc08g Anaphase promoting complex      contig287 Solyc08g Anaphase promotin        SL2.40ch AT1G06590.1  unknown   chr1:201  20.9677 18.7812 12.6235 42.1458 38.2124 41.5278
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 1.296 Detected 1.220 Detected 1.258 0.001 GT Sens contig288 contig288 Kinesin li               TACTTGGcontig288 Solyc02g Solyc02g Kinesin li               GO:00070 GO:00070  contig288 Solyc02g Kinesin li                GO:00070 SL2.40ch AT5G66310.1  kinesin m     chr5:264  1416.87 1320.53 1386.74 1273.38 3205.96 3204.76
GT Sense Sense -0.778 Comprom 0.778 Comprom 0.000 1.483 Detected 1.334 Detected 1.408 0.213 GT Sens contig288 contig288 GDU1 (AH    CCAATTT contig288 Solyc12g Solyc12g GDU1 (AHRD V1 *-*- B6TY22 M contig288 Solyc12g GDU1 (AHRD V1 *-*- SL2.40ch AT2G2476AtGDU4  AtGDU4 (       chr2:105  2.88508 7.73512 3.03298 6.75718 12.6084 11.9794
GT Sense Sense 1.065 Detected -1.065 Detected 0.000 2.081 Detected 1.827 Detected 1.954 0.210 GT Sens contig288 contig288 Sterol red              ACATCTAcontig288 Solyc06g Solyc06g Sterol red              GO:00099 GO:00099      contig288 Solyc06g Sterol red               GO:00475 SL2.40ch AT1G5043DWF5, PA      DWF5 (DW       chr1:186  771.78 160.749 388.675 2311.31 1423.38 1257.45
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 0.940 Detected 1.131 Detected 1.036 0.008 GT Sens contig288 contig288 Multidrug                  GGAAAGCcontig288 Solyc01g Solyc01g Multidrug                  GO:00152 GO:00152    contig288 Solyc01g Multidrug                   GO:00155 SL2.40ch AT5G1554EMB2773     EMB2773             chr5:504  482.587 436.433 168.323 373.525 840.917 1011.16
GT Sense Sense 0.385 Detected -0.385 Detected 0.000 0.962 Detected 1.391 Detected 1.177 0.116 GT Sens contig288 contig288 Acetyl-co                 GCTAATGcontig288 Solyc12g Solyc12g Acetyl-co                 GO:00081 GO:00081  contig288 Solyc12g Acetyl-co                  GO:00081 SL2.40ch AT3G16170.1  acyl-activ      chr3:547  60.0975 32.1145 32.3813 87.1039 81.726 115.943
GT Sense Sense 0.365 Detected -0.365 Detected 0.000 0.848 Detected 1.318 Detected 1.083 0.130 GT Sens contig289 contig289 Glycogen               AAAGAAAcontig289 Solyc05g Solyc05g Glycogen               GO:00046 |GO:00064  contig289 Solyc05g Glycogen                GO:00046 SL2.40ch AT4G0072ATSK32  ATSK32 (                  chr4:294  1761.02 967.847 1105.58 1637.45 2243.45 3275.22
GT Sense Sense 0.703 Detected -0.703 Detected 0.000 0.976 Detected 1.065 Detected 1.020 0.284 GT Sens contig289 contig289 S-adenos              TGAATTAcontig289 Solyc01g Solyc01g S-adenos              GO:00067 GO:00067   contig289 Solyc01g S-adenos               GO:00067 SL2.40ch AT1G0250SAM1, SA    SAM1 (S-       chr1:519  14524.3 4998.58 5880.8 14610.8 16002 17931.5
GT Sense Sense 0.333 Detected -0.333 Detected 0.000 1.664 Detected 1.560 Detected 1.612 0.041 GT Sens contig289 contig289 Ankyrin re             ATGTGTAcontig289 Solyc06g Solyc06g Ankyrin re             GO:00082 GO:00082   contig289 Solyc06g Ankyrin re              GO:00082 SL2.40ch AT1G1400VIK  VIK (VH1            chr1:479  50.9528 29.2798 49.7449 138.424 116.877 114.534
GT Sense Sense 1.605 Detected -1.605 Comprom 0.000 1.896 Detected 1.575 Detected 1.736 0.394 GT Sens contig289 contig289 Unknown   GGGTCC contig289 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig289 Solyc06g Unknown Protein (A  SL2.40ch AT3G6215PGP21  PGP21 (P           chr3:230  78.5573 7.74277 37.031 130.384 87.6681 73.9249
GT Sense Sense 0.350 Detected -0.350 Detected 0.000 0.891 Detected 1.275 Detected 1.083 0.113 GT Sens contig289 contig289 UDP-gluc             TATGTAGcontig289 Solyc01g Solyc01g UDP-gluc             GO:00081 GO:00081    contig289 Solyc01g UDP-gluc              GO:00502 SL2.40ch AT3G2156UGT84A2  UGT84A2      chr3:759  2095.76 1175.52 1177.23 2546.57 2779.02 3819.89
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 1.189 Detected 1.764 Detected 1.476 0.036 GT Sens contig289 contig289 Unknown   CAAATTT contig289 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig289 Solyc02g Unknown Protein (A  SL2.40ch AT5G4598WOX8, ST   WOX8 (W           chr5:186  12.317 11.403 5.4961 28.2202 25.7933 40.4945
GT Sense Sense 0.386 Detected -0.386 Detected 0.000 0.876 Detected 1.178 Detected 1.027 0.131 GT Sens contig289 contig289 Transpor     CATCTAT contig289 Solyc02g Solyc02g Transportin (AHRD V1 ***- Q17 contig289 Solyc02g Transportin (AHRD V   SL2.40ch AT1G12930.1  importin-   chr1:439  216.423 115.577 133.553 296.352 277.096 359.934
GT Sense Sense 0.492 Detected -0.492 Comprom 0.000 2.193 Detected 2.171 Detected 2.182 0.047 GT Sens contig290 contig290 ABA indu                 AAACGCCcontig290 Solyc02g Solyc02g ABA induced plasma membran                contig290 Solyc02g ABA induced plasma                SL2.40ch ATMG013 NAD2B, N    encodes                chrM:327  17.7565 8.18605 37.9942 37.2318 52.6257 54.6138
GT Sense Sense 0.654 Detected -0.654 Detected 0.000 0.952 Detected 1.800 Detected 1.376 0.219 GT Sens contig290 contig290 9-cis-epox               AGAAGGTcontig290 Solyc08g Solyc08g 9-cis-epox               GO:00055 GO:00055  contig290 Solyc08g Caroteno    GO:00055 SL2.40ch AT4G1917NCED4  NCED4 (N     chr4:104  59.8009 22.0312 15.906 32.7498 67.0261 127.114
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 1.233 Detected 1.133 Detected 1.183 0.044 GT Sens contig290 contig290 Carbohyd                TCTAAAA contig290 Solyc11g Solyc11g Carbohyd                GO:00059 GO:00059   contig290 Solyc11g Carbohyd                 GO:00059 SL2.40ch AT2G21370.2  xylulose    chr2:913  1454.62 934.855 1211.24 2568.79 2617.41 2573.16
GT Sense Sense 0.298 Detected -0.298 Detected 0.000 1.191 Detected 0.915 Detected 1.053 0.085 GT Sens contig291 contig291 DNA mism                    CCTGCCAcontig291 Solyc09g Solyc09g DNA mism                    GO:00062 GO:00062    contig291 Solyc09g DNA mism                     GO:00036 SL2.40ch AT3G2432MSH1, CH     MSH1 (M                   chr3:882  91.6376 55.2784 44.2576 137.449 155.112 135.046
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 1.867 Detected 2.827 Detected 2.347 0.042 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  14.5156 11.0327 18.9124 15.4912 44.0597 90.3308
GT Sense Sense 0.576 Detected -0.576 Detected 0.000 0.836 Detected 1.577 Detected 1.206 0.220 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  20078.7 8238.92 11215.2 14167.9 21918.1 38601.6
GT Sense Sense 0.537 Detected -0.537 Comprom 0.000 1.463 Detected 1.267 Detected 1.365 0.130 GT Sens contig292 contig292 WD-repea         TCAATTC contig292 Solyc08g Solyc08g WD-repeat domain phosphoino       contig292 Solyc08g WD-repea         GO:00322 SL2.40ch AT3G6277AtATG18a  AtATG18   chr3:232  13.8728 6.00493 6.6035 11.8599 24.0209 22.1014
GT Sense Sense 1.457 Detected -1.457 Detected 0.000 1.330 Detected 1.425 Detected 1.377 0.444 GT Sens contig293 contig293 Squamos                 TTCATGCcontig293 Solyc10g Solyc10g Squamos                 GO:00056 GO:00056 contig293 Solyc10g Squamos                  GO:00056 SL2.40ch AT1G69070.1  FUNCTIO                                                                 chr1:259  1522.8 184.262 473.796 698.397 1271.4 1430.6
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 0.940 Detected 1.445 Detected 1.192 0.068 GT Sens contig293 contig293 Maf-like p              GGCTTGAcontig293 Solyc04g Solyc04g Maf-like p              GO:00057 GO:00057 contig293 Solyc04g Maf-like p               GO:00057 SL2.40ch AT2G25500.1  FUNCTIO                                                                chr2:108  581.503 395.831 419.028 909.801 878.895 1313.92
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 1.488 Detected 0.802 Detected 1.145 0.090 GT Sens contig293 contig293 AT5g4758     GCACAGAcontig293 Solyc08g Solyc08g AT5g47580/MNJ7 17 (AHRD V1  contig293 Solyc08g AT5g47580/MNJ7 1     SL2.40ch AT5G5028EMB1006  EMB1006     chr5:204  16.1264 12.1352 15.6596 31.8316 37.4627 24.5423
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 1.832 Detected 2.027 Detected 1.929 0.033 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  1547.67 875.301 3945.12 5958 3955.16 4773.47
GT Sense Sense 0.389 Detected -0.389 Detected 0.000 1.672 Detected 1.295 Detected 1.483 0.075 GT Sens contig294 contig294 Alpha-gal              TTCCACT contig294 Solyc03g Solyc03g Alpha-gal              GO:00059 GO:00059     contig294 Solyc03g Alpha-gal               GO:00045 SL2.40ch AT3G56310.1  alpha-ga           chr3:208  77.7233 41.3112 37.3357 217.03 172.373 139.87
GT Sense Sense 1.738 Detected -1.738 Comprom 0.000 3.130 Detected 2.442 Detected 2.786 0.256 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  34.7174 2.84284 11.6799 60.9041 83.0665 54.3209
GT Sense Sense 0.404 Detected -0.404 Detected 0.000 1.101 Detected 1.481 Detected 1.291 0.102 GT Sens contig294 contig294 High affin                 CTACAAAcontig294 Solyc05g Solyc05g High affin                 GO:00153 GO:00153      contig294 Solyc05g High affin                  GO:00153 SL2.40ch AT1G2309AST91, SU   AST91 (S        chr1:818  12274 6389.39 7459.15 16571.2 18131.2 24869
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 1.805 Detected 2.151 Detected 1.978 0.014 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  105.278 119.102 159.163 174.371 373.668 500.386
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 2.249 Detected 2.236 Detected 2.242 0.000 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  2243.43 2151.57 2580.74 4068.33 9972.21 10409.1
GT Sense Sense 0.658 Detected -0.658 Detected 0.000 1.853 Detected 2.202 Detected 2.028 0.097 GT Sens contig295 contig295 Unknown   CATAAAC contig295 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig295 Solyc07g Unknown Protein (A  SL2.40ch AT2G22100.1  RNA reco      chr2:939  33.4536 12.2545 68.5173 61.8312 69.838 93.7457
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 1.319 Detected 0.970 Detected 1.144 0.069 GT Sens contig295 contig295 Zinc finge                 GGTCTAAcontig295 Solyc12g Solyc12g Zinc finge                 GO:00056 GO:00056 contig295 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT4G39070.1  zinc finge       chr4:182  49.0299 30.9504 49.2659 74.4434 92.8239 76.739
GT Sense Sense 1.269 Detected -1.269 Detected 0.000 3.122 Detected 1.853 Detected 2.488 0.222 GT Sens contig296 contig296 Pistil exte                     AAGCAGAcontig296 Solyc02g Solyc02g Pistil exte                     GO:00051 GO:00051     contig296 Solyc02g Pistil exte                      GO:00051 SL2.40ch AT2G3379ATAGP30    AGP30 (A    chr2:142  166.768 26.165 90.8407 437.994 549.174 240.115
GT Sense Sense 0.603 Detected -0.603 Detected 0.000 1.015 Detected 1.959 Detected 1.487 0.192 GT Sens contig296 contig296 WRKY tra               CATTAGAcontig296 Solyc06g Solyc06g WRKY tra               GO:00037 GO:00037       contig296 Solyc06g WRKY tra                GO:00055 SL2.40ch AT1G8084WRKY40,   WRKY40;    chr1:303  4399.43 1738.76 2604.73 4226.73 5338.51 10818.5
GT Sense Sense 0.246 Comprom -0.246 Comprom 0.000 2.423 Detected 2.751 Detected 2.587 0.013 GT Sens contig297 contig297 Unknown   AATCTGCcontig297 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig297 Solyc09g Unknown Protein (A  SL2.40ch AT3G09410.1  pectinace     chr3:289  7.17733 4.6551 17.2289 16.4904 29.5927 39.1567
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 0.830 Detected 1.289 Detected 1.059 0.088 GT Sens contig297 contig297 Unknown   GGAACAAcontig297 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig297 Solyc12g Unknown Protein (A  SL2.40ch AT1G5552TBP2, AT   TBP2 (TA                 chr1:207  352.417 452.152 405.064 461.428 677.417 981.381
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.021 Detected 1.173 Detected 1.097 0.043 GT Sens contig297 contig297 26S prote                  AGAGGCTcontig297 Solyc03g Solyc03g 26S prote                  GO:00171 GO:00171     contig297 Solyc03g 26S prote                   GO:00426 SL2.40ch AT2G18193.1  AAA-type     chr2:791  133.802 89.7684 54.2894 174.342 212.306 248.644
GT Sense Sense 0.598 Detected -0.598 Detected 0.000 1.421 Detected 1.180 Detected 1.300 0.166 GT Sens contig297 contig297 CRABS C              TGTTTTCcontig297 Solyc01g Solyc01g CRABS C              GO:00037 GO:00037       contig297 Solyc12g Ulp1 prote                     GO:00065 SL2.40ch AT1G1076SEX1, SO      SEX1 (ST        chr1:358  1628.29 648.395 831.891 2911.4 2626.56 2342.18
GT Sense Sense 1.348 Detected -1.348 Detected 0.000 2.317 Detected 1.891 Detected 2.104 0.263 GT Sens contig297 contig297 Multidrug                    GACAGGAcontig297 Solyc07g Solyc07g Multidrug                    GO:00160 GO:00160  contig297 Solyc07g Multidrug                     GO:00052 SL2.40ch AT1G33110.2  MATE eff     chr1:120  408.713 57.4895 234.345 1205.6 729.23 571.949
GT Sense Sense -1.111 Comprom 1.111 Detected 0.000 1.199 Detected 1.556 Detected 1.377 0.345 GT Sens contig297 contig297 Pentatrico               TTTGAGAcontig297 Solyc07g Solyc07g Pentatrico               GO:00045 GO:00045    contig297 Solyc07g Pentatrico                GO:00045 SL2.40ch AT3G15130.1  pentatric      chr3:509  3.17957 13.5174 5.84946 13.7068 14.3742 19.3859
GT Sense Sense 0.738 Detected -0.738 Detected 0.000 0.912 Detected 1.495 Detected 1.203 0.269 GT Sens contig298 contig298 Sulfate tra             TGCAAAT contig298 Solyc12g Solyc12g Sulfate tra             GO:00160 GO:00160   contig298 Solyc12g Sulfate tra              GO:00160 SL2.40ch AT3G1599SULTR3;4  SULTR3;         chr3:542  50.0828 16.4196 25.259 52.9946 51.5212 81.3001
GT Sense Sense 0.433 Detected -0.433 Detected 0.000 1.181 Detected 1.369 Detected 1.275 0.102 GT Sens contig298 contig298 Protein ph                 GCAGGC contig298 Solyc08g Solyc08g Protein ph                 GO:00038 GO:00038      contig298 Solyc08g Protein ph                  GO:00047 SL2.40ch AT2G2889PLL4  PLL4 (PO         chr2:124  73.7745 36.901 29.3177 122.429 112.985 135.613
GT Sense Sense 0.451 Comprom -0.451 Comprom 0.000 2.231 Detected 1.007 Detected 1.619 0.167 GT Sens contig299 contig299 Unknown   TCCTGCGcontig299 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig299 Solyc06g Unknown Protein (A  SL2.40ch AT5G14520.1  pescadill   chr5:468  10.5364 5.13891 4.89825 2.0626 32.9816 14.8813
GT Sense Sense 0.390 Detected -0.390 Detected 0.000 1.488 Detected 1.241 Detected 1.364 0.079 GT Sens contig299 contig299 Os09g045                  CTACTGCcontig299 Solyc02g Solyc02g Os09g0451700 protein (Fragm                 contig299 Solyc02g Os09g0451700 prote                  SL2.40ch AT1G66420.1  transcrip    chr1:247  66.0817 35.0938 24.5091 112.283 128.968 114.489
GT Sense Sense 0.744 Detected -0.744 Detected 0.000 1.218 Detected 1.685 Detected 1.451 0.204 GT Sens contig299 contig299 Speckle-t                AAAGTTGcontig299 Solyc06g Solyc06g Speckle-t                GO:00055 GO:00055    contig299 Solyc06g Speckle-t                 GO:00305 SL2.40ch AT3G4836BT2, ATB   BT2 (BTB              chr3:179  1627.48 528.91 946.308 1825.78 2060.77 3000.74
GT Sense Sense 0.224 Comprom -0.224 Comprom 0.000 1.350 Detected 1.135 Detected 1.243 0.038 GT Sens contig299 contig299 Unknown   TAAAAGCcontig299 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig299 Solyc08g Unknown Protein (A  SL2.40ch AT5G04210.1 7.18788 4.80446 11.0432 11.6629 14.3028 12.9843
GT Sense Sense 0.557 Detected -0.557 Detected 0.000 1.000 Detected 1.372 Detected 1.186 0.181 GT Sens contig301 contig301 Phosphoe                      TACATGGcontig301 Solyc12g Solyc12g Phosphoe                      GO:00038 GO:00038  contig301 Solyc12g Phosphoe                       GO:00060 SL2.40ch AT1G533 ATPPC1  ATPPC1        chr1:198  3820.07 1607.94 1832.9 5052.57 4732.08 6453.93



GT Sense Sense 0.851 Detected -0.851 Detected 0.000 1.084 Detected 1.411 Detected 1.247 0.287 GT Sens contig301 contig301 Dihydrofla              AAGGATGcontig301 Solyc04g Solyc04g Dihydrofla              GO:00081 GO:00081  contig301 Solyc04g Dihydrofla               GO:00442 SL2.40ch AT5G14700.1  cinnamoy    chr5:474  223.791 62.6933 67.1177 250.028 239.777 316.765
GT Sense Sense 1.589 Detected -1.589 Detected 0.000 1.053 Detected 2.820 Detected 1.937 0.398 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  1679.09 169.119 725.643 821.962 1055.81 3785.5
GT Sense Sense 0.426 Comprom -0.426 Comprom 0.000 1.243 Detected 1.101 Detected 1.172 0.113 GT Sens contig302 contig302 Condensi                GAAGACTcontig302 Solyc03g Solyc03g Condensi                GO:00054 GO:00054 contig302 Solyc03g Condensi                 GO:00054 SL2.40ch AT1G64960.1  binding  chr1:241  9.48226 4.79094 5.43567 20.6178 15.2336 14.5477
GT Sense Sense 0.973 Detected -0.973 Detected 0.000 1.547 Detected 3.210 Detected 2.378 0.204 GT Sens contig302 contig302 Peroxidas              TCCGATGcontig302 Solyc07g Solyc07g Peroxidas              GO:00055 GO:00055    contig302 Solyc07g Peroxidas               GO:00046 SL2.40ch AT4G11290.1  peroxida    chr4:686  63.3136 14.9752 28.8212 132.195 85.8804 286.541
GT Sense Sense 0.897 Detected -0.897 Detected 0.000 1.294 Detected 2.005 Detected 1.649 0.230 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  646.534 169.939 331.22 436.8 776.104 1338.04
GT Sense Sense -0.374 Comprom 0.374 Comprom 0.000 1.788 Detected 1.644 Detected 1.716 0.046 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  5.02672 7.69509 3.07727 22.2121 20.5125 19.5574
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.580 Detected 1.473 Detected 1.527 0.016 GT Sens contig303 contig303 Unknown   GTTAGATcontig303 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig303 Solyc03g Unknown Protein (A  SL2.40ch AT3G48200.1  unknown   chr3:178  692.248 484.673 531.213 1778.41 1653.25 1617.95
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 0.982 Detected 1.250 Detected 1.116 0.018 GT Sens contig304 contig304 Chloropla                     CTGGAAAcontig304 Solyc02g Solyc02g Chloropla                     GO:00037 GO:00037  contig304 Solyc02g Chloropla                      GO:00037 SL2.40ch AT5G1618CRS1, AT   CRS1 (AR               chr5:527  24.4855 20.3262 13.6307 55.1992 42.0597 53.3668
GT Sense Sense 0.964 Detected -0.964 Detected 0.000 0.838 Detected 2.382 Detected 1.610 0.322 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  3490.43 836.807 1944.07 2033.76 2917.61 8964.97
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 2.000 Detected 2.330 Detected 2.165 0.006 GT Sens contig305 contig305 At5g2428       AGATTGAcontig305 Solyc03g Solyc03g At5g24280-like protein (Fragme     contig305 Solyc03g At5g24280-like prote      SL2.40ch AT2G16485.1  DNA bind              chr2:713  41.8366 40.0747 48.1672 77.817 156.365 207.07
GT Sense Sense 0.404 Comprom -0.404 Comprom 0.000 2.678 Detected 2.225 Detected 2.451 0.034 GT Sens contig305 contig305 Ethylene-                    GCTATGTcontig305 Solyc06g Solyc06g Ethylene-                    GO:00063 GO:00063     contig305 Solyc06g Ethylene-                     GO:00036 SL2.40ch AT2G40340.1  AP2 dom       chr2:168  4.30837 2.24407 2.13606 8.06121 18.9952 14.6199
GT Sense Sense -0.742 Comprom 0.742 Detected 0.000 1.440 Detected 0.956 Detected 1.198 0.264 GT Sens contig305 contig305 Phosphol               AGTACAAcontig305 Solyc10g Solyc10g Phosphol               GO:00046 GO:00046   contig305 Solyc10g Phosphol                GO:00046 SL2.40ch AT4G1183PLDGAMM   PLDGAM     chr4:711  4.35481 11.1064 4.45692 11.1726 18.0219 13.5743
GT Sense Sense 0.414 Detected -0.414 Detected 0.000 1.179 Detected 1.169 Detected 1.174 0.105 GT Sens contig306 contig306 Calmodul       AATTGGAcontig306 Solyc10g Solyc10g Calmodulin binding protein (AH    contig306 Solyc10g Calmodulin binding     SL2.40ch AT3G52870.1  calmodu     chr3:195  3215.61 1651.6 2444.13 6590.9 4981.36 5212.12
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 1.028 Detected 0.993 Detected 1.011 0.038 GT Sens contig306 contig306 Leucine-r                  TGCCGG contig306 Solyc02g Solyc02g Leucine-r                  GO:00055 GO:00055       contig306 Solyc02g LRR recep    GO:00046 SL2.40ch AT1G02890.2  AAA-type     chr1:645  27396.8 18845.9 16748.4 36300.7 44251.2 45490.2
GT Sense Sense -0.533 Comprom 0.533 Detected 0.000 1.440 Detected 1.775 Detected 1.608 0.103 GT Sens contig307 contig307 Nucleopo       TTCAATGcontig307 Solyc11g Solyc11g Nucleoporin NUP188 homolog    contig307 Solyc11g Nucleoporin NUP188     SL2.40ch AT4G38760.1  unknown   chr4:180  5.68936 10.8599 5.65673 8.64563 20.361 27.0653
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 1.051 Detected 1.452 Detected 1.252 0.078 GT Sens contig307 contig307 Protein re            GAAATAGcontig307 Solyc07g Solyc07g Protein re            GO:00062 GO:00062   contig307 Solyc07g Protein re             GO:00036 SL2.40ch AT1G79050.1  DNA repa     chr1:297  555.478 328.697 246.236 744.681 845.521 1176.32
GT Sense Sense 0.412 Detected -0.412 Detected 0.000 2.539 Detected 2.858 Detected 2.698 0.026 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  42.0609 21.6698 35.6405 131.182 167.492 220.241
GT Sense Sense 0.496 Detected -0.496 Detected 0.000 0.852 Detected 1.527 Detected 1.190 0.186 GT Sens contig309 contig309 Receptor                 GGTATGGcontig309 Solyc05g Solyc05g Receptor                 GO:00055 GO:00055    contig309 Solyc05g Receptor                  GO:00055 SL2.40ch AT3G55550.1  lectin pro     chr3:206  1016.5 466.2 962.856 1842.1 1186.55 1995.98
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 3.126 Detected 3.513 Detected 3.320 0.007 GT Sens contig309 contig309 Pentatrico               TATCCAGcontig309 Solyc02g Solyc02g Pentatricopeptide repeat-conta               contig309 Solyc02g Pentatricopeptide re               SL2.40ch AT2G35130.1  pentatric      chr2:148  16.1904 11.3457 47.6252 81.9175 112.973 155.7
GT Sense Sense 0.944 Detected -0.944 Comprom 0.000 1.210 Detected 2.266 Detected 1.738 0.249 GT Sens contig310 contig310 Os01g068       TCTCAACcontig310 Solyc03g Solyc03g Os01g0686000 protein (Fragm     contig310 Solyc03g Os01g0686000 prote      SL2.40ch AT3G50800.1  unknown   chr3:188  16.5774 4.08132 35.7824 14.9199 18.1646 39.7893
GT Sense Sense 0.481 Detected -0.481 Detected 0.000 0.819 Detected 1.258 Detected 1.038 0.189 GT Sens contig310 contig310 DsRNA-bi               ATGGGG contig310 Solyc02g Solyc02g DsRNA-bi               GO:00056 GO:00056 contig310 Solyc02g DsRNA-bi                GO:00056 SL2.40ch AT1G31670.1  copper a     chr1:113  372.746 174.405 204.961 571.925 429.457 613.425
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 1.631 Detected 1.889 Detected 1.760 0.007 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  23.8292 23.6249 21.9284 27.9014 70.1449 88.4321
GT Sense Sense 0.483 Detected -0.483 Detected 0.000 1.225 Detected 1.286 Detected 1.255 0.122 GT Sens contig311 contig311 Caffeoyl-C                CCGATCCcontig311 Solyc08g Solyc08g Caffeoyl-C                GO:00424 GO:00424    contig311 Solyc08g Caffeoyl-C                 GO:00424 SL2.40ch AT3G61990.1  O-methyl      chr3:229  61.1766 28.5397 33.6757 113.795 93.2736 102.472
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.009 Detected 1.015 Detected 1.012 0.016 GT Sens contig311 contig311 Glucose-6              TTGTTAAcontig311 Solyc07g Solyc07g Glucose-6              GO:00043 GO:00043    contig311 Solyc07g Glucose-6               GO:00043 SL2.40ch AT5G3579G6PD1  G6PD1 (G       chr5:139  766.841 585.664 654.12 1273.54 1288.08 1362.38
GT Sense Sense 0.315 Comprom -0.315 Comprom 0.000 1.223 Detected 1.948 Detected 1.586 0.081 GT Sens contig311 contig311 Protein-ty                TGTTCTT contig311 Solyc03g Solyc03g Protein-ty                GO:00047 GO:00047       contig311 Solyc03g Protein-ty                 GO:00047 SL2.40ch AT2G41970.1  protein k    chr2:175  8.459 4.98217 5.85673 54.0201 14.469 25.1997
GT Sense Sense 1.788 Detected -1.788 Comprom 0.000 2.307 Detected 2.007 Detected 2.157 0.352 GT Sens contig312 contig312 Laccase-2              AAATGTGcontig312 Solyc01g Solyc01g Laccase-2              GO:00551 GO:00551  contig312 Solyc01g Laccase-2               GO:00551 SL2.40ch AT3G1339sks11  sks11 (SK          chr3:435  28.6377 2.19028 2.16505 2.0023 37.4314 32.0226
GT Sense Sense 0.403 Detected -0.403 Detected 0.000 1.070 Detected 1.112 Detected 1.091 0.114 GT Sens contig312 contig312 Spermidin              TCGACGAcontig312 Solyc05g Solyc05g Spermidin              GO:00038 GO:00038    contig312 Solyc05g Spermidin               GO:00047 SL2.40ch AT1G703 SPDS2  SPDS2 (s       chr1:264  7781.5 4054.93 4950.01 13636.8 11259.5 12218
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 0.868 Detected 1.498 Detected 1.183 0.182 GT Sens contig312 contig312 N utilizatio                TATTAGGcontig312 Solyc01g Solyc01g N utilizatio                GO:00063 GO:00063    contig312 Solyc01g N utilizatio                 GO:00063 SL2.40ch AT4G26370.1  antitermi      chr4:133  309.514 141.513 162.529 479.684 364.674 594.601
GT Sense Sense 0.014 Comprom -0.014 Comprom 0.000 1.958 Detected 2.277 Detected 2.118 0.006 GT Sens contig314 contig314 Unannota TCCCCAAAGCCCTATCTGGGCCATCTCACCACAACGTTCTAGGAAAGTT contig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  3.01221 2.69476 3.39996 10.078 10.5724 13.8936
GT Sense Sense 0.398 Comprom -0.398 Comprom 0.000 0.970 Detected 1.175 Detected 1.073 0.121 GT Sens contig314 contig314 Unannota CGAGCCCGAATATAATATCATTCTTCAAGCAAGCAATTTTTCTCATAGTGcontig314 Solyc09g Sympleki              GO:00054 SL2.40ch AT3G18773.1 10.429 5.47525 7.05049 13.6402 14.134 17.1698
GT Sense Sense 1.139 Detected -1.139 Detected 0.000 1.532 Detected 1.959 Detected 1.745 0.271 GT Sens contig316 contig316 Unannota CTTTGTTGTCATTGGTATGAAATGTTCGTCTGTGTTTTTACCTATATAC contig316 Solyc02g Cystine tr                GO:00151 SL2.40ch AT5G02910.1  F-box fam    chr5:677  466.256 87.7008 204.107 520.674 558.224 790.656
GT Sense Sense 1.263 Detected -1.263 Detected 0.000 1.499 Detected 2.021 Detected 1.760 0.306 GT Sens contig316 contig316 Unannota ATAATCTTCCTATATGCAGTATCTAGCTAGTTATGAATGTTTGTGTGCC contig316 Solyc02g Cystine tr                GO:00151 SL2.40ch AT5G02910.1  F-box fam    chr5:677  333.502 52.7827 130.493 380.337 358.159 541.743
GT Sense Sense 1.137 Detected -1.137 Comprom 0.000 2.885 Detected 1.132 Detected 2.009 0.297 GT Sens contig316 contig316 Unannota AGAATAAGTATACAGGAAATTAACTGCTTCGTCACTTTAATTAAGAGGTGcontig316 Solyc10g Unknown Protein (A  SL2.40ch AT5G41140.1  unknown   chr5:164  11.0292 2.07775 3.29499 2.52307 33.7749 10.5509
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 1.110 Detected 1.143 Detected 1.127 0.005 GT Sens contig317 contig317 Unannota AAATCCTCGGCTTGCTGCAACCTCATTGGCCTCAGAGCTTAAACGCTTCcontig317 Solyc10g Cc-nbs-lr   GO:00055 SL2.40ch AT1G53110.1 900.832 737.087 839.82 1796.89 1679.86 1810.64
GT Sense Sense 0.541 Comprom -0.541 Comprom 0.000 1.250 Detected 1.319 Detected 1.284 0.141 GT Sens contig317 contig317 Unannota CTTGAGAAGTGTGTGATGGGCTATCAGAATGGTAATTGCTCTTATTATT contig317 Solyc03g CCA-addi                GO:00063 SL2.40ch AT5G5916TOPP2, P   TOPP2; p     chr5:238  9.69557 4.17395 3.77 18.3573 14.4441 15.9674
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 1.383 Detected 0.974 Detected 1.179 0.056 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  127.437 86.9237 80.7395 244.495 262.175 208.007
GT Sense Sense 0.582 Detected -0.582 Comprom 0.000 1.131 Detected 1.361 Detected 1.246 0.170 GT Sens contig318 contig318 Unannota TTGATTCTACTAAAAACCATCTCTCATCTCAGCCTTACAGCTCGACACAGcontig318 Solyc05g Rhamnog               GO:00168 SL2.40ch AT1G35467.1 10.9208 4.44527 3.79501 8.70697 14.5707 18.0082
GT Sense Sense 0.466 Comprom -0.466 Comprom 0.000 1.189 Detected 1.922 Detected 1.555 0.120 GT Sens contig318 contig318 Unannota CATCACAGCTATAGAATGGAATAGTTCCACTTTCCACAAAAGGAAGTTG contig318 Solyc02g Mitogen-a                  GO:00064 SL2.40ch AT5G18230.2  transcrip       chr5:602  8.82701 4.21788 3.4272 7.66667 13.2783 23.2572
GT Sense Sense -0.743 Comprom 0.743 Comprom 0.000 1.311 Detected 2.458 Detected 1.885 0.182 GT Sens contig318 contig318 Unannota TTTATATCCAAAGGGAGGTAGCCAAGTAAGCGCTGTTCTGTAGAGTCCCcontig318 Solyc06g Transport inhibitor r      SL2.40ch AT5G05030.1  unknown   chr5:148  2.91925 7.4524 7.892 4.5052 11.0503 25.7859
GT Sense Sense 0.113 Comprom -0.113 Comprom 0.000 0.963 Detected 1.112 Detected 1.038 0.017 GT Sens contig318 contig318 Unannota AATATCAGTTAAGGTGTATAATTTCTATAATAGATCAACCCGTCAACCTCcontig318 Solyc12g Exostosin              GO:00160 SL2.40ch AT5G42140.1  zinc finge             chr5:168  8.51621 6.63654 2.33551 16.9383 13.9955 16.3455
GT Sense Sense 0.375 Detected -0.375 Detected 0.000 1.708 Detected 1.803 Detected 1.756 0.043 GT Sens contig319 contig319 Calcium-r             TTTGGCAcontig319 Solyc11g Solyc11g Calcium-responsive transactiv             contig319 Solyc11g Calcium-responsive             SL2.40ch AT5G2864AN3, GIF,   AN3 (ANG         chr5:106  62.2235 33.7272 61.2379 244.699 142.931 160.854
GT Sense Sense -0.384 Detected 0.384 Detected 0.000 1.452 Detected 1.083 Detected 1.267 0.097 GT Sens contig319 contig319 Unannota TTAAGGGATCTTTGGGATGAGTATGACTCTCTAATGCCATGTCCTAGTT contig319 Solyc12g BHLH tran               GO:00056 SL2.40ch AT5G50970.1  WD-40 re     chr5:207  11.3991 17.6964 16.4197 31.0084 37.0982 30.2681
GT Sense Sense 0.582 Detected -0.582 Comprom 0.000 0.870 Detected 1.528 Detected 1.199 0.215 GT Sens contig320 contig320 Glucose/s                TATTCAC contig320 Solyc05g Solyc05g Glucose/sorbosone dehydrog                contig320 Solyc05g Glucose/sorbosone                SL2.40ch AT1G74790.1  catalytic  chr1:280  18.599 7.57107 7.22459 45.547 20.7042 34.4206
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 1.105 Detected 2.737 Detected 1.921 0.159 GT Sens contig320 contig320 Glyoxal o              ACACGATcontig320 Solyc04g Solyc04g Glyoxal oxidase (AHRD V1 ***-           contig320 Solyc04g Glyoxal oxidase (AH              SL2.40ch AT3G57620.1  glyoxal o   chr3:213  34.7169 20.6026 74.5691 81.0302 54.9366 179.408
GT Sense Sense 0.986 Detected -0.986 Comprom 0.000 1.157 Detected 1.330 Detected 1.244 0.336 GT Sens contig320 contig320 Unannota GAATTGATGATGCCATTGAGATTTTTGAGGGATTGGAGGAAAAGGGTCGcontig320 Solyc03g LRR recep    GO:00055 SL2.40ch AT4G0445WRKY42,   WRKY42;    chr4:221  12.5257 2.90982 4.18889 8.92771 12.858 15.2667
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 0.979 Detected 1.315 Detected 1.147 0.047 GT Sens contig320 contig320 Unannota CAGAAATCTGTCCATCCATGTGTTCTTCCCTTTGTCTGAAGATAAATAA contig320 Solyc02g Cell divisi                  GO:00426 SL2.40ch AT4G19330.1  kelch rep      chr4:105  551.533 384.161 480.298 582.237 865.999 1152.41
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 0.949 Detected 1.323 Detected 1.136 0.102 GT Sens contig320 contig320 Unannota TAATGCTTATGATCTGCATCATTACTCTCAGAGACAGAGGGACAGCTCGcontig320 Solyc02g Cell divisi                  GO:00426 SL2.40ch AT4G19330.1  kelch rep      chr4:105  32.3805 18.2962 26.2178 25.5811 44.8617 61.2579
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 1.316 Detected 1.176 Detected 1.246 0.021 GT Sens contig320 contig320 Unannota AAACGTGTCACCATCTCATCTAAAAGCTTGTACAGTTGGGAAGAACACT contig320 Solyc06g BHLH tran               GO:00037 SL2.40ch AT3G62630.1  FUNCTIO                                                                             chr3:231  364.943 262.548 493.442 757.26 736.087 703.393
GT Sense Sense 0.220 Comprom -0.220 Comprom 0.000 1.134 Detected 1.165 Detected 1.150 0.035 GT Sens contig321 contig321 Unannota ACATGGCATGAGAAAAAATAATGGGTGGCAGAACTATCGATGTATGTAGcontig321 Solyc06g Histone-ly               GO:00056 SL2.40ch AT5G46830.1  basic hel      chr5:190  5.938 3.99241 3.09244 7.4219 10.2056 10.9844
GT Sense Sense 1.154 Detected -1.154 Comprom 0.000 1.344 Detected 0.923 Detected 1.133 0.436 GT Sens contig321 contig321 Unannota GCTAAACGAATTTTTCATTCTTATATCGTAGCAGGTAGTCATGGAAATG contig321 Solyc11g WD repea                  GO:00001 SL2.40ch AT4G12100.1 14.452 2.66231 6.66243 16.4113 15.0352 11.8297
GT Sense Sense 0.878 Comprom -0.878 Comprom 0.000 1.043 Detected 1.899 Detected 1.471 0.271 GT Sens contig322 contig322 Unannota AAAGTGGCAATTATCGTTTACAACAGCCCTTGAAGGATTTCAGTGGTGGcontig322 Solyc03g WD-40 rep                  GO:00055 SL2.40ch AT3G21340.1 11.3665 3.06926 8.17194 12.6267 11.6179 22.1631
GT Sense Sense 0.509 Detected -0.509 Comprom 0.000 1.197 Detected 1.330 Detected 1.263 0.133 GT Sens contig322 contig322 Unannota GAAATTTAATGTGGGCCCCAACATCTGTAAGCCATGAATTGGTATAGGCcontig322 Solyc08g Kinase pf                GO:00055 SL2.40ch AT4G27570.1 21.9998 9.89949 9.11703 22.4015 32.3015 37.3122
GT Sense Sense 0.427 Detected -0.427 Detected 0.000 1.122 Detected 0.915 Detected 1.018 0.146 GT Sens contig323 contig323 Unannota CCAGTTTGAATCGCATTTCCTCAGAGATTATAAGAAAGTAATAAGTAGG contig323 Solyc09g WD-repeat protein-li               SL2.40ch AT5G11170.1  ATP bind          chr5:355  36.9897 18.67 13.9931 58.0188 54.5985 49.8575
GT Sense Sense 0.201 Comprom -0.201 Comprom 0.000 2.352 Detected 2.929 Detected 2.641 0.017 GT Sens contig323 contig323 Unannota AAGTTCGAGCCATGGAAACAACTACTAATGCTTACATTAGAGCAAACTA contig323 Solyc12g Aldehyde               GO:00551 SL2.40ch AT5G27110.1  pentatric      chr5:953  2.96168 2.04232 2.04926 15.3763 11.9919 18.8451
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 0.997 Detected 1.031 Detected 1.014 0.001 GT Sens contig323 contig323 Unannota CTAGCTATTGGAAAAATGCATCGCAGTACTATAGTGTGTTATACGAAAG contig323 Solyc04g Unknown Protein (A  SL2.40ch AT5G38130.1  transfera     chr5:152  16.9467 14.8715 14.9121 27.2563 30.2577 32.6344
GT Sense Sense 0.774 Detected -0.774 Detected 0.000 0.908 Detected 1.204 Detected 1.056 0.312 GT Sens contig324 contig324 Unannota CTTTAGGCTTGTCATATGATCTCCTCAATGGACTTGTAATTGATTGTTG contig324 Solyc05g Alpha am                     GO:00045 SL2.40ch AT1G6983ATAMY3,   AMY3 (AL     chr1:262  55.9995 17.4486 32.2783 58.3377 56.0158 72.4473
GT Sense Sense 0.868 Detected -0.868 Comprom 0.000 1.325 Detected 1.453 Detected 1.389 0.251 GT Sens contig324 contig324 Unannota TACGCATAAGATCTGACTTGTTTTTCATCCTTATTATTTATTTTTCCTGT contig324 Solyc05g Alpha am                     GO:00045 SL2.40ch AT1G6983ATAMY3,   AMY3 (AL     chr1:262  29.2298 8.00529 19.805 28.3366 36.5797 42.1273
GT Sense Sense 0.649 Comprom -0.649 Comprom 0.000 1.918 Detected 1.518 Detected 1.718 0.127 GT Sens contig325 contig325 Unannota GTGAAAGCATGGACAGAATGAGAAGCAATATGCAATTTCCAGCAAAATA contig325 Solyc12g CUE domain contain      SL2.40ch AT4G14605.1  FUNCTIO                                                                              chr4:837  6.0984 2.26263 3.51321 12.8319 13.4074 10.7005
GT Sense Sense 0.692 Detected -0.692 Detected 0.000 1.665 Detected 1.650 Detected 1.658 0.139 GT Sens contig325 contig325 Unannota GAAATTTGATACTCTCTATAGTATAGGAGTACTGTTTTGATGTAGAACA contig325 Solyc12g Germacre                 GO:00168 SL2.40ch AT5G16300.3  FUNCTIO                                                                chr5:533  49.1853 17.1909 27.3321 68.2289 88.0635 91.8083
GT Sense Sense 0.722 Detected -0.722 Detected 0.000 0.830 Detected 1.470 Detected 1.150 0.283 GT Sens contig325 contig325 Unannota TCTGTAGTTGAATCGAACGATTTCTGTAGCATGGTATCTGTTAACCTGG contig325 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G15620.1  integral m     chr4:891  56909.9 19076.8 49579.2 44858 55915.2 91830.3
GT Sense Sense 0.668 Detected -0.668 Detected 0.000 0.805 Detected 1.363 Detected 1.084 0.273 GT Sens contig325 contig325 Unannota GGCAACTAGTCCATCTAGATTGTTTTTCTAGTGTTCAAGTTCTAGTTTT contig325 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G15620.1  integral m     chr4:891  57869.3 20897.8 55822.8 50502.8 57996 89968.1
GT Sense Sense 0.365 Detected -0.365 Detected 0.000 0.855 Detected 1.458 Detected 1.157 0.134 GT Sens contig325 contig325 Unannota AATGTAAATAGAATGGCATAATGGGATGAAGCTTACTTAGTGGACGCGT contig325 Solyc03g Hydroxy-m                   GO:00422 SL2.40ch AT3G25510.1  disease r       chr3:926  648.332 356.54 688.914 955.822 830.547 1328.6
GT Sense Sense 0.333 Detected -0.333 Detected 0.000 0.900 Detected 1.267 Detected 1.083 0.104 GT Sens contig325 contig325 Unannota TACTTTGCGTACGTTAGGTTGTCTGTTTGAAATCTATTAACACAACTCG contig325 Solyc03g Hydroxy-m                   GO:00422 SL2.40ch AT3G25510.1  disease r       chr3:926  407.807 234.267 438.938 601.317 550.572 748.212
GT Sense Sense 0.424 Detected -0.424 Detected 0.000 0.814 Detected 1.418 Detected 1.116 0.165 GT Sens contig326 contig326 Unannota TGGGTCCTCTATGTGCGACAAGGATCTAACTCTTGACTTCTTTATCTAT contig326 Solyc12g UDP-gluc             GO:00081 SL2.40ch AT5G42797.1 25.9857 13.167 4.59932 15.452 31.059 49.7344
GT Sense Sense -0.152 Comprom 0.152 Comprom 0.000 1.133 Detected 1.233 Detected 1.183 0.018 GT Sens contig326 contig326 Unannota GCTGCATTTAATTAGCATTCACATCGTTTTACTCGTCTTAAGTGTATTG contig326 Solyc05g041130.1.1 AT2G3132PARP2, A   PARP2 (P                  chr2:133  6.19651 6.97075 6.23501 8.90183 13.7587 15.5424
GT Sense Sense 1.190 Detected -1.190 Comprom 0.000 1.149 Detected 2.501 Detected 1.825 0.314 GT Sens contig326 contig326 Unannota GTTTGAGGTTTACAACATACTTAAACGAGGAAAATGTTTCCTATTCTTTCcontig326 Solyc01g Protein T               GO:00054 SL2.40ch AT4G376 BT5  BT5 (BTB            chr4:176  22.7565 3.9847 9.06627 13.6434 20.1589 54.2196
GT Sense Sense 0.652 Comprom -0.652 Comprom 0.000 1.359 Detected 1.258 Detected 1.309 0.183 GT Sens contig327 contig327 Unannota CACATTTGAAACGCAAGAGTGGTTCCACTGGCAACCTCAATAAAATATC contig327 Solyc04g F-box fam                 GO:00055 SL2.40ch AT4G0046ATROPGE    Rho guan     chr4:211  7.14654 2.63707 2.36223 3.44349 10.6357 10.4474
GT Sense Sense 0.617 Comprom -0.617 Comprom 0.000 1.205 Detected 1.666 Detected 1.435 0.161 GT Sens contig327 contig327 Unannota CGGCTCAACTAAGATCAGGTTTATAGCCTGATTAATGGTTTAAATTTTA contig327 Solyc10g Os03g0169000 prote                   SL2.40ch AT3G5315UGT73D1  UGT73D1          chr3:196  10.9452 4.24035 5.58207 15.9096 14.9955 21.7464
GT Sense Sense 1.040 Detected -1.040 Comprom 0.000 1.153 Detected 1.741 Detected 1.447 0.312 GT Sens contig327 contig327 Unannota CACATTTCAGGATGTGGACATTAGATTTTTTATGTATTTTACGTGCCTT contig327 Solyc04g Serine thr               GO:00064 SL2.40ch AT4G3529GLUR2, G     GLUR2 (G         chr4:167  16.066 3.46576 2.82373 14.7751 15.8477 25.0939
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 0.824 Detected 1.207 Detected 1.016 0.130 GT Sens contig327 contig327 Unannota TAAGTTTTGTTTTTCCTCGCATGTTGTATTCCGACATTGTACTATCCTC contig327 Solyc08g Ras-relate                   GO:00039 SL2.40ch AT5G4720ATRABD2    ATRAB1A     chr5:191  42.3805 23.4843 24.8837 32.4303 53.3391 73.2491
GT Sense Sense 0.439 Detected -0.439 Detected 0.000 1.341 Detected 1.668 Detected 1.505 0.085 GT Sens contig327 contig327 Unannota TCAGGACCAGCTTCCATTCACCACAATTGGGTAACACATGAAAATGCAG contig327 Solyc06g Ribonucle                   GO:00036 SL2.40ch AT5G6724SDN3  SDN3 (SM           chr5:268  983.815 487.902 834.986 1191.52 1675.57 2215.3
GT Sense Sense 0.452 Detected -0.452 Detected 0.000 1.261 Detected 1.534 Detected 1.398 0.098 GT Sens contig327 contig327 Unannota CCAGATATTTACGGATCTATACATAAAGCACCATCCCGTACATTAGTATTcontig327 Solyc06g Ribonucle                   GO:00036 SL2.40ch AT5G6724SDN3  SDN3 (SM           chr5:268  709.969 345.77 490.975 789.639 1133.86 1443.87
GT Sense Sense 0.090 Comprom -0.090 Comprom 0.000 1.161 Detected 1.020 Detected 1.091 0.011 GT Sens contig328 contig328 Unannota ACAAGCTTTCCCAATATCTCGCATTGACCTGACGTCTGGATTTTGCTCC contig328 Solyc02g Unknown Protein (A  SL2.40ch AT2G34450.1 7.55249 6.08107 7.73511 12.0766 14.47 13.8255
GT Sense Sense 0.508 Detected -0.508 Detected 0.000 2.226 Detected 1.520 Detected 1.873 0.094 GT Sens contig329 contig329 Unannota CAAGCCACTTTGAGCTGATTGAACAAAACCAATTGCTACACAAGATTGA contig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  36.3219 16.365 29.5508 63.4992 108.882 70.3501
GT Sense Sense 0.817 Detected -0.817 Detected 0.000 2.151 Detected 1.217 Detected 1.684 0.215 GT Sens contig329 contig329 Unannota GGGAGCTACACTTGAAGAAAGTGAAAATTGAGAGCAATTGGGAAGATATcontig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  44.7157 13.1367 32.3361 61.9196 102.788 56.6607
GT Sense Sense -0.300 Comprom 0.300 Detected 0.000 1.162 Detected 0.853 Detected 1.008 0.096 GT Sens contig330 contig330 Unannota GAGCAACCCTTTCGTCAAAATATAATTTTTCTTTTCTGTGTGGAGTGTA contig330 Solyc10g Cellular n                  GO:00082 SL2.40ch AT5G46780.2  VQ motif-    chr5:189  8.02651 11.0939 6.34436 23.2646 20.1669 17.1445
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 1.149 Detected 1.082 Detected 1.116 0.024 GT Sens contig330 contig330 Unannota GTAGAATTAGTAGGGCTCAGTTGTCCTATCTTGGATATTCATATATCAA contig330 Solyc12g Acyl-CoA                   GO:00168 SL2.40ch AT3G6024EIF4G, CU   EIF4G (E          chr3:222  41.9547 30.1316 58.7704 93.7949 75.2677 75.7398
GT Sense Sense 0.246 Comprom -0.246 Comprom 0.000 1.164 Detected 0.856 Detected 1.010 0.074 GT Sens contig331 contig331 Unannota AACAAATGTCTTGCATGCTCACTTCGTCAGTCTCAAAAAGTAGAATTTG contig331 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G276 ATALY1, A   DNA bind      chr5:976  8.07651 5.23569 2.06535 12.4941 13.9123 11.8388
GT Sense Sense 0.284 Comprom -0.284 Comprom 0.000 1.182 Detected 0.916 Detected 1.049 0.079 GT Sens contig332 contig332 Unannota CTGGTCCAATAATAACCGACAGCTATGTTCATTTAATGTACATCTGGTG contig332 Solyc01g RNA-bind                GO:00082 SL2.40ch AT3G05130.1  unknown   chr3:143  8.45272 5.1951 19.2386 5.64009 14.3582 12.5754
GT Sense Sense -0.001 Comprom 0.001 Comprom 0.000 3.010 Detected 2.499 Detected 2.754 0.008 GT Sens contig333 contig333 Unannota CCTGGATCTGCCTAATAAATCAAGGGCAATTAACTTTTGAAAAAGCATA contig333 Solyc10g Os02g0200800 prote                SL2.40ch AT5G38350.1  disease r       chr5:153  2.36678 2.16199 2.16301 3.51416 17.3958 12.8622
GT Sense Sense 0.273 Detected -0.273 Detected 0.000 0.914 Detected 1.462 Detected 1.188 0.092 GT Sens contig333 contig333 Unannota GTCTCAGTGTGTATATCCAGTGATTCCAGTAGTGATATGAAAGGAGGAAcontig333 Solyc02g Unknown Protein (A  SL2.40ch AT3G44970.1  cytochro      chr3:164  60.5108 37.7893 20.8894 75.9015 86.046 132.525
GT Sense Sense 0.551 Detected -0.551 Detected 0.000 1.065 Detected 2.276 Detected 1.670 0.178 GT Sens contig333 contig333 Unannota CTGAAACATATTGCCACGAAAGGAAGATATCTCGTTACTAGAGTTCATT contig333 Solyc02g Unknown Protein (A  SL2.40ch AT3G44970.1  cytochro      chr3:164  51.9156 22.036 17.4167 54.972 67.5855 164.748
GT Sense Sense 0.980 Detected -0.980 Detected 0.000 1.298 Detected 1.211 Detected 1.255 0.329 GT Sens contig333 contig333 Unannota AGCATCAGCATCAATGGCAGCCAAATAACCTACTTTCTGAAGCAACATA contig333 Solyc02g Squamos                  GO:00037 SL2.40ch AT1G8049TPR1  TPR1 (TO    chr1:302  4418.13 1034.85 1496.17 5877.25 5021.62 4978.48
GT Sense Sense 0.955 Detected -0.955 Detected 0.000 1.212 Detected 1.416 Detected 1.314 0.304 GT Sens contig333 contig333 Unannota GGTTAAGCATGCTCTCTATCTTCTGTCAATTCCCGGATTTCTAAGCAAA contig333 Solyc02g Squamos                  GO:00037 SL2.40ch AT1G8049TPR1  TPR1 (TO    chr1:302  5624.12 1364.95 2173.84 8972.23 6130.23 7438.8
GT Sense Sense -0.221 Comprom 0.221 Comprom 0.000 1.134 Detected 1.804 Detected 1.469 0.067 GT Sens contig334 contig334 Unannota GCAGGACAATTGTTACTGAACCAGTCGAGTCATATGAATACATAAAATA contig334 Solyc12g MYB tran                GO:00036 SL2.40ch AT5G58620.1  zinc finge      chr5:236  4.82117 5.97228 34.8711 20.3774 11.2422 18.85
GT Sense Sense 0.089 Comprom -0.089 Comprom 0.000 1.365 Detected 1.010 Detected 1.187 0.027 GT Sens contig334 contig334 Unannota GAATTTGCTGAGGCCTTCATTTCTTGTGACAGTTGTTTAATAGACTCTT contig334 Solyc02g Casein ki               GO:00064 SL2.40ch AT5G67380.2 10.6435 8.58174 4.79581 18.2601 23.4975 19.3638
GT Sense Sense 0.071 Comprom -0.071 Comprom 0.000 1.514 Detected 1.242 Detected 1.378 0.012 GT Sens contig334 contig334 Unannota CTTTGTGTACATTTCTTGACATGCTTACCAATTTATGGAGGTCGAAAAC contig334 Solyc02g Casein ki               GO:00064 SL2.40ch AT5G67380.2 5.45492 4.50387 3.25733 9.8471 13.5178 11.7955
GT Sense Sense 0.751 Detected -0.751 Comprom 0.000 1.515 Detected 0.892 Detected 1.204 0.277 GT Sens contig334 contig334 Unannota TATTGTTAAAGGGGAGAAAAAGGGGTCTTTTGATTAAACATTGTTTGGG contig334 Solyc06g Baculovir                   GO:00082 SL2.40ch AT3G52700.1  unknown   chr3:195  12.2723 3.95031 7.31064 14.3972 19.0041 13.0014
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 1.813 Detected 0.935 Detected 1.374 0.138 GT Sens contig334 contig334 Unannota GGCCTTCGTCTTTATAACTCATGTAGGATTAGTCCATTCTTTTGCTTTT contig334 Solyc10g009650.1.1 AT5G66320.2  zinc finge       chr5:264  22.8739 34.604 24.9301 94.3899 94.4184 54.1138
GT Sense Sense 1.040 Detected -1.040 Comprom 0.000 1.068 Detected 0.942 Detected 1.005 0.437 GT Sens contig335 contig335 Unannota TTCCTTGCCCACAAAAAGATACCAACTACGTATATTGCTCTATATAGCAGcontig335 Solyc05g Alpha-sol                  GO:00199 SL2.40ch AT5G1862CHR17  CHR17 (C                             chr5:619  14.859 3.20432 5.80935 11.6467 13.8078 13.3321
GT Sense Sense 0.233 Detected -0.233 Detected 0.000 1.381 Detected 1.319 Detected 1.350 0.029 GT Sens contig335 contig335 Rhodanes             AAGTATCcontig335 Solyc10g Solyc10g Rhodanes             GO:00055 GO:00055   contig335 Solyc10g Rhodanes              GO:00055 SL2.40ch AT4G01050.1  hydroxyp      chr4:455  263.367 173.796 295.839 781.766 531.897 537.046
GT Sense Sense 0.742 Detected -0.742 Comprom 0.000 0.924 Detected 1.171 Detected 1.048 0.299 GT Sens contig335 contig335 Unannota TAATTCACCTGAAGGCTCTTATGTTATTACTTTGGCTTATTTACAATATAcontig335 Solyc02g Protein tr                   GO:00055 SL2.40ch AT5G22920.1  zinc finge        chr5:766  11.4533 3.73108 3.59818 11.6921 11.8438 14.8062
GT Sense Sense 0.475 Detected -0.475 Comprom 0.000 1.397 Detected 1.049 Detected 1.223 0.137 GT Sens contig335 contig335 Unannota CAAGTCATCATATTCAGTTTCTTATTTCTAGCCTGTCCTTGAGTGTTTG contig335 Solyc01g097700.1.1 AT1G2056AAE1  AAE1 (AC        chr1:711  13.3166 6.2861 9.56216 18.9905 22.9986 19.0463
GT Sense Sense 1.370 Detected -1.370 Comprom 0.000 1.356 Detected 0.901 Detected 1.129 0.502 GT Sens contig336 contig336 Unannota CTGATATGCTCGGCCCAAAGAAGGCAAAGTAAAAAAGAAAAATTCAGAG contig336 Solyc01g AT3G0554                  GO:00036 SL2.40ch AT2G46550.1  unknown   chr2:191  15.8133 2.15903 3.93822 8.76797 14.2835 10.9782
GT Sense Sense 0.394 Detected -0.394 Detected 0.000 1.365 Detected 1.903 Detected 1.634 0.076 GT Sens contig337 contig337 Unannota ATCCGTCACGTTAACAACAAAGTGTTGGAAATTTCCCCTCCTCACCAAG contig337 Solyc03g Citrate tra                 GO:00160 SL2.40ch AT5G24450.1  unknown   chr5:834  51.4427 27.1709 51.359 70.1206 91.9492 140.69
GT Sense Sense 0.252 Detected -0.252 Comprom 0.000 0.805 Detected 1.865 Detected 1.335 0.151 GT Sens contig337 contig337 Unannota ACGATTCAACACACTGAAACCAACGAACAAAAACTAAGAGAAATGAATACcontig337 Solyc10g Serine/thr                           GO:00001 SL2.40ch AT2G4659DAG2  DAG2 (DO           chr2:191  13.4422 8.63567 14.2996 13.8453 17.9682 39.4736
GT Sense Sense 0.444 Detected -0.444 Comprom 0.000 0.932 Detected 1.094 Detected 1.013 0.154 GT Sens contig338 contig338 Unannota TGTAACGTGTAAATAGTTCTTTACCAATTTTAATCCTTTGGGAATGTCG contig338 Solyc03g Hydrolase                  GO:00046 SL2.40ch AT4G11900.1  S-locus le       chr4:715  15.1847 7.48388 3.20132 25.4678 19.4145 22.8935
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 1.187 Detected 1.824 Detected 1.506 0.055 GT Sens contig339 contig339 Unannota GCTTATAAGGTGTTGTTCTGCTAATACCTAGTAGTGGAGTACTTATGTT contig339 Solyc10g F-box protein PP2-B              SL2.40ch AT5G51590.1  DNA-bind    chr5:209  16.6579 11.6889 8.7775 21.7054 30.3388 49.6949
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 1.027 Detected 1.033 Detected 1.030 0.123 GT Sens contig339 contig339 Unannota AAGGACCAGATTGTGGTTAGTTCCTGCTAATCTATAATCTCTCATGTTC contig339 Solyc02g Formate d                 GO:00046 SL2.40ch AT3G52700.1  unknown   chr3:195  35.7785 18.7531 42.2526 50.9753 50.4098 53.312
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 1.028 Detected 1.166 Detected 1.097 0.043 GT Sens contig340 contig340 Unannota CGGTGGCTTTTCGAGTATGATACTGCTATTTGTTGTACACATTGAACAT contig340 Solyc12g F-box protein PP2-B              SL2.40ch AT3G6106AtPP2-A1   AtPP2-A1          chr3:226  28.0504 18.687 14.8216 30.2215 44.5777 51.69
GT Sense Sense 0.394 Detected -0.394 Detected 0.000 1.163 Detected 1.842 Detected 1.502 0.102 GT Sens contig341 contig341 Unannota ATTATAATCCTGTGATTCTATATAGTGACTTTCTCTTGTCTGGTGAATCAcontig341 Solyc09g Cyanate h             GO:00081 SL2.40ch AT3G1256TRFL9, AT   TRFL9 (T            chr3:398  60.7199 32.0629 55.9031 56.1078 94.3045 159.144
GT Sense Sense 0.368 Detected -0.368 Detected 0.000 1.089 Detected 1.887 Detected 1.488 0.111 GT Sens contig341 contig341 Unannota CTGCATATTAGATTGTTTATACAACTAGCATGAACTATTTTGTCGCGGC contig341 Solyc09g Cyanate h             GO:00081 SL2.40ch AT3G1256TRFL9, AT   TRFL9 (T            chr3:398  97.1291 53.133 101.921 86.01 145.873 267.332
GT Sense Sense -0.038 Comprom 0.038 Comprom 0.000 1.815 Detected 1.157 Detected 1.486 0.046 GT Sens contig341 contig341 Unannota CTTGCTGTGCATTCTAAATTGCTTAAGCAATCTTTTGCAATTCATGCAC contig341 Solyc09g Aromatic                GO:00040 SL2.40ch AT2G20240.1 5.72407 5.49755 2.98234 19.8449 18.8455 12.5851
GT Sense Sense 0.267 Comprom -0.267 Comprom 0.000 1.343 Detected 1.112 Detected 1.228 0.052 GT Sens contig342 contig342 Unannota CTAAATGTCATTACCGCTTGATCTAATGGCTTGTGAGCCATCATATCGG contig342 Solyc10g Serine/thr                 GO:00322 SL2.40ch AT5G065 NF-YA10  NF-YA10         chr5:198  6.58496 4.14345 2.33307 14.5436 12.6533 11.3611
GT Sense Sense -0.463 Comprom 0.463 Comprom 0.000 1.393 Detected 1.457 Detected 1.425 0.092 GT Sens contig342 contig342 Unannota AACAGAGACCCATACTACTGCATATCGGTCAAAGGTGCCATTGGCTCGCcontig342 Solyc06g Filament-like plant p                   SL2.40ch AT1G77580.1  myosin h    chr1:291  2.85383 4.94606 3.11228 10.9431 9.4181 10.379
GT Sense Sense 0.061 Comprom -0.061 Comprom 0.000 1.103 Detected 1.278 Detected 1.190 0.008 GT Sens contig344 contig344 Unannota AATAATGTTTTTCTTCCTAGATTTTCCTTCTACCATTTTGTCTTTATTCC contig344 Solyc12g Targeting protein fo                   SL2.40ch AT1G50880.1 6.50472 5.44937 10.5397 16.6191 12.2075 14.5209
GT Sense Sense 0.798 Detected -0.798 Comprom 0.000 1.345 Detected 0.994 Detected 1.170 0.289 GT Sens contig345 contig345 Unannota CATCTATGAGGTTGCGTTGGACTGGTTTTCCTGAGCTAAGGACTCAGAAcontig345 Solyc01g Nitroredu             GO:00166 SL2.40ch AT5G15560.1  unknown   chr5:506  22.5342 6.79271 6.72156 30.6557 30.0124 24.7944
GT Sense Sense 0.532 Detected -0.532 Comprom 0.000 1.366 Detected 0.850 Detected 1.108 0.202 GT Sens contig345 contig345 Unannota ACCTCTGAGGTAGGGATAAGGCCTGCATTTTCATGAATTGTCTTCATGGcontig345 Solyc01g Nitroredu             GO:00166 SL2.40ch AT5G15560.1  unknown   chr5:506  11.3084 4.93106 4.17772 13.7469 18.3732 13.5422
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 0.919 Detected 1.140 Detected 1.029 0.047 GT Sens contig346 contig346 Unannota GTGGTAAAGTACACTCTACCTTCTCCAGAACCAATGTAGAGCGATTTTA contig346 Solyc02g Pentatrico                GO:00045 SL2.40ch AT5G6243CDF1  CDF1 (CY              chr5:250  30.4461 36.8699 50.6932 61.9466 60.4859 74.2591
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 1.113 Detected 1.222 Detected 1.168 0.005 GT Sens contig346 contig346 Sodium/h                  AAGGTGAcontig346 Solyc01g Solyc01g Sodium/h                  GO:00153 GO:00153     contig346 Solyc01g Sodium/h                   GO:00153 SL2.40ch AT3G0503NHX2, AT   NHX2 (SO            chr3:139  2507.64 2088.14 3134.44 6363.09 4725.31 5370.84
GT Sense Sense 0.777 Detected -0.777 Comprom 0.000 1.325 Detected 2.279 Detected 1.802 0.187 GT Sens contig347 contig347 Unannota TCAGTATGAGCTTCGTATAATTTCTACACACCGGTCTTTCAGAGTCTCA contig347 Solyc02g Ferredox               GO:00039 SL2.40ch AT3G52700.1  unknown   chr3:195  12.5742 3.90348 5.46175 15.4923 16.7553 34.1998
GT Sense Sense 0.643 Detected -0.643 Comprom 0.000 1.229 Detected 1.227 Detected 1.228 0.197 GT Sens contig348 contig348 Unannota GGACTTGTATACATCAAGTGAAACAGCTTGCTTGTTGATAATGAACATG contig348 Solyc06g BET1 (AH               GO:00054 SL2.40ch AT3G21600.2 18.7401 7.0017 49.1148 21.3825 25.6334 26.9778
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 0.979 Detected 1.104 Detected 1.041 0.056 GT Sens contig349 contig349 Unannota TGATTCAATGTTGTATGTACGAGCAAACAGAGATTGGAAAACCCACTAG contig349 Solyc01g Autophag                  GO:00080 SL2.40ch AT3G50380.1  INVOLVE                                                              chr3:186  24.4272 15.7439 20.091 32.2278 36.9023 42.4012
GT Sense Sense 0.368 Comprom -0.368 Comprom 0.000 1.037 Detected 1.017 Detected 1.027 0.108 GT Sens contig349 contig349 Unannota CACACACATCCTACCTGACATAATACATGCAAGAAGTACACAAAGTTATCcontig349 Solyc09g Sulfate tra               GO:00151 SL2.40ch AT3G52700.1  unknown   chr3:195  8.505 4.65618 9.74293 11.2493 12.3318 12.8127
GT Sense Sense 0.510 Detected -0.510 Comprom 0.000 1.114 Detected 1.400 Detected 1.257 0.141 GT Sens contig350 contig350 Unknown   AGGATAAcontig350 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig350 Solyc03g Unknown Protein (A  SL2.40ch AT5G42720.1  glycosyl      chr5:171  17.3276 7.7946 12.8442 19.6879 24.0174 30.849
GT Sense Sense 0.597 Detected -0.597 Detected 0.000 0.943 Detected 1.148 Detected 1.046 0.226 GT Sens contig350 contig350 Unannota TATGCAAGGAAGATCCTGTGCATATATGCCTTCTTCTAACTGTCTCACC contig350 Solyc10g Ribonucle               GO:00063 SL2.40ch AT4G27300.1  S-locus p     chr4:136  36.0794 14.382 15.0327 30.7958 41.8208 50.7747
GT Sense Sense 0.510 Detected -0.510 Detected 0.000 1.106 Detected 1.346 Detected 1.226 0.144 GT Sens contig350 contig350 Unannota TGCGCTCAAACAATGATGAGTGAGATCCACTGCTCTGTGCTTATAGCTGcontig350 Solyc10g Ribonucle               GO:00063 SL2.40ch AT4G27300.1  S-locus p     chr4:136  69.9977 31.4577 30.1808 68.4315 96.4192 119.965
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 1.062 Detected 1.039 Detected 1.051 0.029 GT Sens contig352 contig352 Genomic          TTGTGCTcontig352 Solyc02g Solyc02g Genomic DNA chromosome 5       contig352 Solyc02g Genomic          GO:00055 SL2.40ch AT5G35810.1  FUNCTIO                                                                 chr5:139  935.158 662.693 959.01 2599.67 1569.37 1627.68
GT Sense Sense 0.818 Detected -0.818 Comprom 0.000 1.312 Detected 1.197 Detected 1.254 0.266 GT Sens contig353 contig353 Potassium                ACAGCAGcontig353 Solyc05g Solyc05g Potassium                GO:00096 GO:00096   contig353 Solyc05g Potassium                 GO:00096 SL2.40ch AT1G60160.1  potassiu      chr1:221  20.7188 6.07818 2.31641 34.864 26.5937 25.8805
GT Sense Sense 0.752 Detected -0.752 Comprom 0.000 1.129 Detected 2.232 Detected 1.681 0.213 GT Sens contig353 contig353 Unannota ATAAATTAGTTGACATAATTGGATATTTGATGAGACAACAGAGAGATTAAcontig353 Solyc02g Glycerop                     GO:00163 SL2.40ch AT1G29560.2 14.0957 4.53233 4.7349 12.3553 16.6926 37.7777
GT Sense Sense 0.711 Detected -0.711 Detected 0.000 1.263 Detected 1.126 Detected 1.194 0.237 GT Sens contig353 contig353 Unannota CAAATATTCATGATACAATGGATGGTGGCTATATTGCTCGGATTCTTTG contig353 Solyc09g Trihelix tr              GO:00037 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  220.691 75.0795 42.2915 161.944 294.886 282.563
GT Sense Sense 0.524 Detected -0.524 Detected 0.000 1.477 Detected 1.001 Detected 1.239 0.164 GT Sens contig354 contig354 RNA-depe                   AGAAAGTcontig354 Solyc12g Solyc12g RNA-dependent RNA polymera                  contig354 Solyc12g RNA-dependent RNA                  SL2.40ch AT2G3409MEE18  MEE18 (m       chr2:143  8698.02 3833.49 4212.81 11074.2 15342.8 11627.3
GT Sense Sense -0.330 Comprom 0.330 Comprom 0.000 2.027 Detected 1.080 Detected 1.554 0.115 GT Sens contig354 contig354 Unannota TCTCAGATAAAAGTGCTTCAGTCGAGTCTCAGATAAAAGTGGTGTTTCC contig354 Solyc10g061840.1.1 AT3G23370.2 4.67493 6.73188 4.3633 13.7103 21.8375 11.9318
GT Sense Sense 1.307 Detected -1.307 Comprom 0.000 1.234 Detected 1.695 Detected 1.464 0.385 GT Sens contig355 contig355 Unannota GAATTTCGAATCATGTGACAGCTGATACTCCATTATCTAAGAAGAATAAAcontig355 Solyc04g tRNA mod                  GO:00055 SL2.40ch AT5G10560.1  glycosyl      chr5:333  14.1255 2.10343 2.08393 1.93188 12.2391 17.7559
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 1.055 Detected 1.312 Detected 1.183 0.076 GT Sens contig355 contig355 Unannota AGCTCACAGCCTAGGTCATTCATGGCCCAGCTTCATATGTTTTGAGTTCcontig355 Solyc09g Os08g0482100 prote              SL2.40ch AT3G05920.1 52.7905 30.7933 38.8945 88.8767 79.9566 100.707
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 1.065 Detected 1.546 Detected 1.306 0.069 GT Sens contig356 contig356 Unannota GTGCTGCTTATGGGCACATGCATTTGCATAAAATATGAGAAACTTTTTA contig356 Solyc12g Os01g078                   GO:00160 SL2.40ch AT3G63090.1 295.589 185.444 292.925 519.432 467.802 687.628
GT Sense Sense 0.575 Detected -0.575 Detected 0.000 1.090 Detected 1.602 Detected 1.346 0.166 GT Sens contig357 contig357 Unannota GATTTTGAGCAAGATACAATGTCTCTTGACTGTTACACTGATCGAAAAC contig357 Solyc12g Transmem                 GO:00160 SL2.40ch AT1G23480.2 269.257 110.644 153.478 216.311 350.771 527.019
GT Sense Sense 0.499 Detected -0.499 Detected 0.000 0.841 Detected 1.666 Detected 1.253 0.192 GT Sens contig357 contig357 Unannota GCTCAAACTGTGCAACATACCTTTAAACCATTTCAATACAAAGACATTCAcontig357 Solyc12g Transmem                 GO:00160 SL2.40ch AT1G23480.2 115.572 52.7864 70.3729 94.9356 133.577 249.294
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 1.287 Detected 0.881 Detected 1.084 0.074 GT Sens contig357 contig357 Unannota TTACAATTTCTATTGTCCTCCTATTATCGGGAGTCTAGCGGCATGACAT contig357 Solyc02g UBX dom              GO:00431 SL2.40ch AT4G23840.1 20.1584 13.2059 13.9275 27.3673 38.0209 30.2307
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.315 Detected 0.934 Detected 1.125 0.061 GT Sens contig357 contig357 Unannota TTTTGTAAGCTCCCCAATTGATGTAAATGCCCTCAGTGAGCATAGCTAG contig357 Solyc02g UBX dom              GO:00431 SL2.40ch AT4G23840.1 19.218 12.8916 13.4079 16.9187 37.3957 30.2625
GT Sense Sense 0.589 Detected -0.589 Detected 0.000 1.192 Detected 1.189 Detected 1.190 0.181 GT Sens contig357 contig357 Transcrip                GTGTATCcontig357 Solyc11g Solyc11g Transcrip                GO:00056 GO:00056 contig357 Solyc11g Transcrip                 GO:00056 SL2.40ch AT3G03290.1  universa        chr3:766  893.917 360.142 300.896 825.928 1237.65 1301.37
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 1.360 Detected 1.622 Detected 1.491 0.024 GT Sens contig358 contig358 Unannota TCTGCGATGGTTTAACTCTACGTTTGTCAACATTAAGTTGATGGCTTAG contig358 Solyc05g Unknown Protein (A  SL2.40ch AT5G50010.1  transcrip      chr5:203  23.1615 16.1062 14.0616 31.7914 47.349 59.7859
GT Sense Sense 0.473 Comprom -0.473 Comprom 0.000 1.389 Detected 1.395 Detected 1.392 0.098 GT Sens contig358 contig358 Unannota CCCTTTGTTTATTTGATTATTTCAGCTCTCTGGTATACCAGAGGAGTCA contig358 Solyc05g Unknown Protein (A  SL2.40ch AT5G50010.1  transcrip      chr5:203  7.05977 3.34309 3.65661 16.0475 12.1467 12.8553
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 1.499 Detected 1.629 Detected 1.564 0.015 GT Sens contig358 contig358 chaperon             TCAGTTGcontig358 Solyc03g Solyc03g chaperon             GO:00057 GO:00057   contig358 Solyc03g chaperon              GO:00426 SL2.40ch AT1G5549CPN60B,   CPN60B          chr1:207  641.755 456.421 943.668 2097.17 1460.74 1684.49
GT Sense Sense 0.077 Comprom -0.077 Comprom 0.000 1.500 Detected 1.382 Detected 1.441 0.005 GT Sens contig359 contig359 Unannota GTCTTCTGTGCCAAAAGAAAGCACCCTCTTTCCTTAGCTAATTGTTTCT contig359 Solyc11g Hypothetical chlorop              SL2.40ch AT4G1912ERD3  ERD3 (ea      chr4:104  5.61121 4.59756 3.1852 10.2264 13.7185 13.3178
GT Sense Sense 0.670 Detected -0.670 Detected 0.000 1.567 Detected 1.167 Detected 1.367 0.190 GT Sens contig359 contig359 Heat shoc                 TAGTGTGcontig359 Solyc09g Solyc09g Heat shoc                 GO:00055 GO:00055    contig359 Solyc09g Heat shoc                  GO:00426 SL2.40ch AT2G3212HSP70T-2  HSP70T-2       chr2:136  123.668 44.5134 67.9916 180.679 209.911 167.596
GT Sense Sense 0.724 Detected -0.724 Comprom 0.000 1.150 Detected 1.081 Detected 1.116 0.264 GT Sens contig360 contig360 Unannota CATCTGTGCAGTCCTTCTAGCTTCCATTAATTCCTTATGAGTAGACTTG contig360 Solyc01g Integral membrane p                  SL2.40ch AT3G2288ATDMC1,    DMC1 (D                         chr3:809  15.067 5.03365 6.8217 14.3903 18.4582 18.5344
GT Sense Sense 0.634 Detected -0.634 Detected 0.000 1.413 Detected 2.116 Detected 1.765 0.135 GT Sens contig360 contig360 Unannota AATACATATAGATGAAAAACTACTGTCATTGGAAAAACCTCCAATCATCGcontig360 Solyc10g Unknown Protein (A  SL2.40ch ATMG001 CCB452  cytochro      chrM:512  161.382 61.1206 102.183 176.385 252.511 433.118
GT Sense Sense 0.577 Detected -0.577 Detected 0.000 1.335 Detected 1.844 Detected 1.590 0.128 GT Sens contig360 contig360 Unannota TATGCCTCTTCGAATGAATTTCACCTCACTTATCTAACAAATTGTTCATGcontig360 Solyc10g Unknown Protein (A  SL2.40ch ATMG001 CCB452  cytochro      chrM:512  487.383 199.687 314.95 542.588 751.612 1126.57
GT Sense Sense 0.103 Comprom -0.103 Comprom 0.000 1.442 Detected 1.644 Detected 1.543 0.009 GT Sens contig360 contig360 Unannota GGTGTTCTTTAGTATTTCATAACAGCACAGTGCTTGTGAGAAGCTTCTC contig360 Solyc07g Unknown Protein (A  SL2.40ch AT4G18570.1  proline-ri     chr4:102  4.40961 3.48638 4.93674 10.7854 10.1726 12.3261
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 0.856 Detected 1.403 Detected 1.130 0.071 GT Sens contig360 contig360 Unannota CTTCTGAATTTGACACAGCAGATGTCAGCAACGTAATTGGAACCATGCC contig360 Solyc02g Unknown Protein (A  SL2.40ch AT3G2156UGT84A2  UGT84A2      chr3:759  67.8154 49.2753 47.523 89.2205 99.9187 153.779
GT Sense Sense -0.043 Comprom 0.043 Comprom 0.000 1.251 Detected 1.128 Detected 1.189 0.004 GT Sens contig360 contig360 Unannota GACATGATTAGTGCTTTTTTCTCTTGATTTTGGTTTTGCCCTTAAATTTGcontig360 Solyc12g Adenylate                  GO:00040 SL2.40ch AT5G42960.1 9.08209 8.78544 4.24441 29.5305 20.2928 19.6377
GT Sense Sense 0.260 Comprom -0.260 Comprom 0.000 1.343 Detected 1.287 Detected 1.315 0.037 GT Sens contig361 contig361 Unannota GCACTATTTCTATTACAGTTTGGGGTGATTAAGCTTCCTATGAACTTTC contig361 Solyc12g Cryptoch  GO:00428 SL2.40ch AT1G0440CRY2, FH      CRY2 (CR         chr1:118  5.8327 3.71042 2.14899 5.44408 11.266 11.4198
GT Sense Sense 1.008 Comprom -1.008 Comprom 0.000 1.140 Detected 1.528 Detected 1.334 0.323 GT Sens contig361 contig361 Unannota GCTGCTCGAAACTCTATTATAAGGTGTAATGTGGCGGAACCACTAATGT contig361 Solyc12g F1L3.5 (AHRD V1 **-- SL2.40ch AT5G16890.1  exostosin    chr5:555  10.1668 2.29178 4.08639 14.974 10.1586 14.0076
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 2.073 Detected 1.089 Detected 1.581 0.118 GT Sens contig362 contig362 Unannota GTTTTCCTACTCCATCAACTGGTGGCGGCGCCTTTGGTGGTCTGCCTA contig362 Solyc09g Phenylala               GO:00043 SL2.40ch AT3G01100.2 169.496 247.323 419.151 878.779 822.617 438.109
GT Sense Sense 0.638 Detected -0.638 Detected 0.000 0.957 Detected 1.546 Detected 1.251 0.217 GT Sens contig362 contig362 Unknown   TGTCGGAcontig362 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig362 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  166.613 62.6855 57.1104 188.778 189.411 300.183
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 0.899 Detected 1.492 Detected 1.196 0.156 GT Sens contig364 contig364 Unannota GGAGAGGTATGATTTTTAACTGGTTGTTCGTCTTCAATATCACTGTTAT contig364 Solyc04g 14-3-3 pro                  GO:00508 SL2.40ch AT1G50160.1 276.915 135.486 229.336 312.085 344.805 548.229
GT Sense Sense 0.390 Detected -0.390 Detected 0.000 1.033 Detected 1.465 Detected 1.249 0.107 GT Sens contig364 contig364 Unannota TGATCCATATACAACTAGGCCGGTCTTGTCACGTTAATCGCCTTCTTCT contig364 Solyc04g 14-3-3 pro                  GO:00508 SL2.40ch AT1G50160.1 468.887 248.945 408.611 622.066 667.657 948.783
GT Sense Sense -0.692 Comprom 0.692 Detected 0.000 1.277 Detected 1.412 Detected 1.344 0.193 GT Sens contig364 contig364 Unannota ATCAGACCAGTAGACCACTCCCTACTACTATAAATAGGGTTCATCATTA contig364 Solyc04g ATP-depe                  GO:00055 SL2.40ch AT1G55545.1  unknown   chr1:207  4.53953 10.8082 11.0713 15.862 16.209 18.7474
GT Sense Sense 0.373 Detected -0.373 Detected 0.000 1.091 Detected 1.364 Detected 1.228 0.091 GT Sens contig364 contig364 Genomic                     ATAGCAGcontig364 Solyc03g Solyc03g Genomic DNA chromosome 5                   contig364 Solyc03g Genomic DNA chrom                     SL2.40ch AT1G29370.1  kinase-re   chr1:102  469.248 255.044 303.91 616.115 703.798 896.012
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 0.850 Detected 1.266 Detected 1.058 0.037 GT Sens contig364 contig364 Unannota AACTGCATGAACCTGAAGGGTCATGAAAACAAACATTGGTTTCTCATAA contig364 Solyc08g Epsin (AHRD V1 *-*-          SL2.40ch AT1G43670.1  fructose-           chr1:164  40.004 38.045 25.7638 76.2657 67.1353 94.3637
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 1.019 Detected 1.638 Detected 1.328 0.085 GT Sens contig365 contig365 Unannota GAGCTAGTCTCGTCTTTTTGATGCATAACTGTCAGTTATCTTGCTATTT contig365 Solyc09g Germin-lik                  GO:00501 SL2.40ch AT2G46150.1 151.199 93.866 145.209 208.773 230.496 372.991
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 1.106 Detected 1.436 Detected 1.271 0.073 GT Sens contig365 contig365 Unannota TTTTTGAGTTGGAGGTCTATAGGCAACAACGTGAAGGTGGAGGTAACG contig365 Solyc09g Germin-lik                  GO:00501 SL2.40ch AT2G46150.1 165.101 96.2497 151.661 241.012 259.071 343.222
GT Sense Sense 0.063 Comprom -0.063 Comprom 0.000 1.536 Detected 0.932 Detected 1.234 0.057 GT Sens contig366 contig366 Unannota ATTGGCTTCCAAGTTCCAACATGCTAGCAAAGGTGATGAACTTTGGGTGcontig366 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G5148ATGLR3.6    ATGLR3.          chr3:191  6.20113 5.17768 4.98241 11.9463 15.6889 10.872
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 1.380 Detected 0.827 Detected 1.104 0.093 GT Sens contig366 contig366 Unannota TGTTAACACCACCGATTCAAGCATTGTTAGTGGTCATCAAATACCAATA contig366 Solyc03g Aldo/keto                GO:00551 SL2.40ch AT1G19980.1 33.8625 22.3166 13.1834 50.3905 68.3281 49.0667
GT Sense Sense -0.601 Comprom 0.601 Detected 0.000 2.565 Detected 2.618 Detected 2.592 0.050 GT Sens contig366 contig366 Unannota GAGTGACAGAGTTCTTACAGATCCTACAAAGTATCAGAGACTTGTAGGCcontig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 5.21834 10.9485 18.9955 40.8119 42.7207 46.6922
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 1.902 Detected 1.962 Detected 1.932 0.009 GT Sens contig366 contig366 Unannota TCTCACCATGACAAGACCAGACTTAGCTTTCTCTACTCAAGTTTTAAGT contig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 23.1417 27.1315 49.0146 95.7218 89.392 98.2256
GT Sense Sense 0.428 Detected -0.428 Detected 0.000 1.730 Detected 1.834 Detected 1.782 0.054 GT Sens contig366 contig366 Unannota CGCGAGTCAGTACGTGGTCTCAAAATTGTTTTAGACGACAAATTTCTAT contig366 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G54950.1 1638.9 825.603 1868.44 4190.96 3685.1 4172.67
GT Sense Sense 0.595 Detected -0.595 Detected 0.000 1.589 Detected 1.713 Detected 1.651 0.110 GT Sens contig366 contig366 Unannota CAAATTAGGTTGGAGGAGAGTATTGAAAAAGTGCTTTGTAAGAGTCTGT contig366 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G54950.1 1465.27 585.31 1340.77 3054.63 2660.75 3055.14
GT Sense Sense 0.673 Comprom -0.673 Comprom 0.000 2.387 Detected 2.248 Detected 2.317 0.076 GT Sens contig367 contig367 Unannota ATGATAAGTAGACAGAAGAGCACTCGTTGAGCTGCTTTACAGTTTCGTCcontig367 Solyc11g COP9 signalosome                 SL2.40ch AT5G18920.1  unknown   chr5:631  6.4374 2.30743 2.47724 5.59343 19.2476 18.4112
GT Sense Sense 0.356 Detected -0.356 Detected 0.000 0.835 Detected 1.197 Detected 1.016 0.126 GT Sens contig368 contig368 Pentatrico               ACTCTACcontig368 Solyc01g Solyc01g Pentatricopeptide repeat-conta               contig368 Solyc01g Pentatricopeptide re               SL2.40ch AT3G0643EMB2750  EMB2750     chr3:195  89.5922 49.8534 58.3422 133.167 113.833 154.173
GT Sense Sense 0.948 Comprom -0.948 Comprom 0.000 1.845 Detected 2.405 Detected 2.125 0.165 GT Sens contig370 contig370 Unannota CTATTTTTGGAAACTTCTCATGAATTGGTGGAAAGAGGATATTTCTGAA contig370 Solyc12g MADS bo                 GO:00055 SL2.40ch AT2G4566AGL20, SO   AGL20 (A      chr2:188  8.55022 2.09385 13.0274 44.8108 14.5103 22.5367
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 1.276 Detected 0.975 Detected 1.126 0.087 GT Sens contig371 contig371 Unannota TCATATTCTTGGACATGGGAGGGGCAATTTCGGACGGTCTTCACTATTTcontig371 Solyc12g Class III homeodom               SL2.40ch AT3G5532PGP20  PGP20 (P           chr3:205  24.4533 14.2821 9.27984 40.4432 43.2002 36.9653
GT Sense Sense 1.632 Detected -1.632 Comprom 0.000 1.879 Detected 2.994 Detected 2.436 0.293 GT Sens contig372 contig372 Unannota TGTTTATTGGTTTTAGGGGGATTGTATTGTTTTTTTGACATTGATATTT contig372 Solyc01g cytochrom  GO:00099 SL2.40ch AT5G51930.1  glucose-       chr5:211  35.9079 3.40712 36.8118 41.2121 38.8343 88.6186
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 1.261 Detected 1.491 Detected 1.376 0.025 GT Sens contig372 contig372 Plant-spe                     TTGTCAGcontig372 Solyc02g Solyc02g Plant-specific domain TIGR016                    contig372 Solyc02g Plant-specific doma                     SL2.40ch AT2G20670.1  unknown   chr2:891  642.021 449.012 827.152 1352.07 1228.72 1518.41
GT Sense Sense -0.107 Comprom 0.107 Comprom 0.000 1.324 Detected 1.133 Detected 1.228 0.013 GT Sens contig373 contig373 Unannota CAGTCATTTGGCTCCCAGTTGTATTCTATAGTATCTCAAAATCAATCCAAcontig373 Solyc02g Fatty acid                  GO:00057 SL2.40ch AT2G34770.1 5.2462 5.54452 4.16272 11.745 12.8908 11.8981
GT Sense Sense -1.181 Comprom 1.181 Detected 0.000 1.303 Detected 1.525 Detected 1.414 0.356 GT Sens contig373 contig373 Unannota CTGTCCGGAAGGTGGCATTGATTGTACCTTTTGGAATTTTTGTGTAGACcontig373 Solyc02g Fatty acid                  GO:00057 SL2.40ch AT2G34770.1 2.19444 10.2824 2.79174 11.8119 11.1877 13.7516
GT Sense Sense 0.826 Detected -0.826 Comprom 0.000 1.142 Detected 1.518 Detected 1.330 0.257 GT Sens contig374 contig374 Unannota CTTTGTGAATCTGAAAACCCCTTTTATACCTGCAATACCTTATATTCACAcontig374 Solyc10g Peptidase                GO:00065 SL2.40ch AT5G05050.1  peptidase      chr5:149  16.3377 4.74081 5.1978 16.9617 18.5414 25.356
GT Sense Sense 0.864 Detected -0.864 Comprom 0.000 1.311 Detected 1.489 Detected 1.400 0.248 GT Sens contig374 contig374 Unannota TGTTATAAGTTGTCTTTTATTGCTGTGTCAACTAACTTGAATATAGCATTcontig374 Solyc10g Peptidase                GO:00065 SL2.40ch AT5G05050.1  peptidase      chr5:149  13.7216 3.77642 3.64905 7.29021 17.0572 20.3291
GT Sense Sense 0.594 Comprom -0.594 Comprom 0.000 1.161 Detected 1.164 Detected 1.162 0.189 GT Sens contig374 contig374 Unannota AATCTTGACCCCATTTGCACATCAACTTGTACCTCGTTTTTCTCTGTCA contig374 Solyc03g Class I glu               GO:00065 SL2.40ch AT1G18310.1  glycosyl      chr1:630  8.31867 3.33083 4.40269 3.91293 11.2367 11.8644
GT Sense Sense 0.485 Detected -0.485 Comprom 0.000 1.097 Detected 1.340 Detected 1.219 0.135 GT Sens contig374 contig374 Unannota GCCCACAAGAAAATGACAAAGATTGGCCTATCTTTTTGATATCTCAAATTcontig374 Solyc02g Molybden                   GO:00055 SL2.40ch AT5G46150.1  LEM3 (lig           chr5:187  13.4111 6.24444 8.00429 15.946 18.6967 23.3032
GT Sense Sense 0.798 Detected -0.798 Detected 0.000 1.191 Detected 2.203 Detected 1.697 0.214 GT Sens contig375 contig375 Unannota AAGGATCCATGCCAGACTGGCTGTGAACCTGAAACAAGATGATTAAATA contig375 Solyc07g L-lactate d                GO:00088 SL2.40ch AT4G14200.1  unknown   chr4:818  1755.89 529.773 1040.25 1684.24 2102.27 4467.99
GT Sense Sense 0.759 Detected -0.759 Detected 0.000 0.962 Detected 1.986 Detected 1.474 0.249 GT Sens contig375 contig375 Unannota CCATCAATCCTCAAGTCACTAATGTGCTTACAAAAGGGGACCTGAGCTA contig375 Solyc07g L-lactate d                GO:00088 SL2.40ch AT4G14200.1  unknown   chr4:818  3154.4 1004.05 1759.83 2584.61 3309.55 7090.45
GT Sense Sense 0.513 Detected -0.513 Detected 0.000 1.113 Detected 1.103 Detected 1.108 0.163 GT Sens contig376 contig376 Unannota TGGACAGAATATGCTAGAGACCTGGATTGAGCGAATATGAGGAAGTTTGcontig376 Solyc08g Unknown Protein (A  SL2.40ch AT5G1072AHK5, CK   AHK5 (AR         chr5:338  1146.98 513.666 451.993 1074 1584.96 1658.72
GT Sense Sense 0.827 Comprom -0.827 Comprom 0.000 1.401 Detected 0.872 Detected 1.137 0.321 GT Sens contig377 contig377 Unannota GCTATAAAAGTACCTTCTTCCTTCTCTTTATTTTTCATGGGTGATTCCAGcontig377 Solyc00g Unknown Protein (A  SL2.40ch AT1G55340.2  unknown   chr1:206  10.5641 3.06247 2.21119 12.5876 14.3431 10.473
GT Sense Sense 1.047 Detected -1.047 Comprom 0.000 1.392 Detected 1.080 Detected 1.236 0.363 GT Sens contig377 contig377 Unannota GCTGATATCTACAAAGATGACTTGGATACATTTTGTAGAACGCCATTAC contig377 Solyc05g Peptide tr                  GO:00800 SL2.40ch AT1G02080.1  transcrip    chr1:373  16.3492 3.49111 2.84947 16.9877 18.9252 16.0654
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 1.045 Detected 1.541 Detected 1.293 0.041 GT Sens contig378 contig378 Unannota CAGTGTTACAAAATTGTTGGTTACCCTGCTGATTTTAAGGCTAAAAGAA contig378 Solyc06g NAC dom                   GO:00037 SL2.40ch AT1G1358LAG13  LAG13 (L       chr1:464  16.0268 17.002 20.0338 42.3251 32.5151 48.3351
GT Sense Sense 1.184 Detected -1.184 Comprom 0.000 0.976 Detected 1.352 Detected 1.164 0.434 GT Sens contig378 contig378 Unknown   AGAAAGCcontig378 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig378 Solyc09g Unknown Protein (A  SL2.40ch AT5G22480.1  zinc finge      chr5:745  17.5985 3.10586 3.67419 34.0368 13.8873 18.9854
GT Sense Sense 0.078 Comprom -0.078 Comprom 0.000 1.751 Detected 0.827 Detected 1.289 0.111 GT Sens contig378 contig378 Unannota TTTAGGTCAGGCTGGAAGGTGATCCTAATTTTGTTATTCTGAAAAGCAG contig378 Solyc03g Magnesiu                      GO:00055 SL2.40ch AT2G32740.1  exostosin    chr2:138  7.04133 5.76075 2.12736 5.71304 20.4671 11.3622
GT Sense Sense 0.735 Detected -0.735 Comprom 0.000 1.110 Detected 1.472 Detected 1.291 0.230 GT Sens contig379 contig379 Glyoxal o              ATGCTTGcontig379 Solyc04g Solyc04g Glyoxal oxidase (AHRD V1 ***-           contig379 Solyc04g Glyoxal oxidase (AH              SL2.40ch AT5G19580.1  glyoxal o   chr5:660  15.998 5.26269 40.2032 16.7088 18.9078 25.5986
GT Sense Sense 0.732 Detected -0.732 Detected 0.000 1.030 Detected 0.979 Detected 1.005 0.304 GT Sens contig380 contig380 E3 ubiqui                GTCTATT contig380 Solyc01g Solyc01g E3 ubiqui                GO:00082 GO:00082     contig380 Solyc01g E3 ubiqui                 GO:00048 SL2.40ch AT5G18760.1  zinc finge        chr5:625  349.2 115.369 145.697 494.049 391.251 398.11
GT Sense Sense 0.412 Comprom -0.412 Comprom 0.000 2.382 Detected 1.951 Detected 2.166 0.043 GT Sens contig380 contig380 Unannota CTTGATATTTGTGAATGTTTTGGTACAATCATAATGCAAAACAGAACTTGcontig380 Solyc04g Rhamnog               GO:00168 SL2.40ch AT5G56590.1  glycosyl      chr5:229  4.1291 2.12605 4.97623 6.25414 14.7444 11.5208
GT Sense Sense 0.779 Comprom -0.779 Comprom 0.000 1.577 Detected 5.206 Detected 3.391 0.228 GT Sens contig381 contig381 Unannota GACTGGTCTTGTGTTCTGGCAATCACCAAAAGAGGGAACCTTCCAATGAcontig381 Solyc05g Transcrip               GO:00037 SL2.40ch AT3G52700.1  unknown   chr3:195  7.00861 2.16859 4.55936 12.0475 11.1063 144.731
GT Sense Sense 0.257 Detected -0.257 Detected 0.000 1.221 Detected 0.886 Detected 1.054 0.075 GT Sens contig381 contig381 Unannota GCTCGAAAAACCAGGATACTTTAGCTGTGTTTTTGGTCTTCCTCAATAT contig381 Solyc12g RNA-dependent RNA                  SL2.40ch AT3G55720.1 68.0972 43.4638 26.1583 109.108 121.094 101.143
GT Sense Sense 0.954 Detected -0.954 Detected 0.000 1.149 Detected 2.033 Detected 1.591 0.269 GT Sens contig381 contig381 Unannota GGGGTGTTCCGATCGACATTGTAAAGAAATGGATTATAGATTGAATTCA contig381 Solyc12g Mutator-li                  GO:00082 SL2.40ch AT1G10880.1 3424.87 832.203 2358.95 3252.15 3573.8 6950.32
GT Sense Sense 0.999 Detected -0.999 Detected 0.000 1.165 Detected 2.179 Detected 1.672 0.274 GT Sens contig381 contig381 Unannota GTAAGGATATCTATGATGTCAATTGTTCATGTGAGACTTCTTTTAACAC contig381 Solyc12g Mutator-li                  GO:00082 SL2.40ch AT1G10880.1 1334.53 304.396 1087.32 1310.43 1364.89 2902.63
GT Sense Sense 0.559 Detected -0.559 Detected 0.000 1.591 Detected 2.622 Detected 2.106 0.109 GT Sens contig381 contig381 Unannota CTGTCTAATAACTTGAGATTAAAAAACTTTGAGGCCTTGAGTAGGAGTG contig381 Solyc10g Unknown             GO:00160 SL2.40ch AT3G1407CAX9, CC    CAX9 (CA                      chr3:466  95.4664 40.0752 57.0972 78.7499 177.861 382.982
GT Sense Sense 0.588 Detected -0.588 Detected 0.000 1.644 Detected 2.596 Detected 2.120 0.107 GT Sens contig381 contig381 Unannota AAGGACATTTATGTTATTGTTCGTGGTCATTTCGTTCCATGATGTCTCT contig381 Solyc10g Unknown             GO:00160 SL2.40ch AT3G1407CAX9, CC    CAX9 (CA                      chr3:466  247.885 99.9967 144.406 213.07 469.708 957.518
GT Sense Sense 1.058 Detected -1.058 Comprom 0.000 1.600 Detected 1.040 Detected 1.320 0.351 GT Sens contig383 contig383 Unannota AACTTTGACTAAACACCCCTGTGGAAGCTCTTTCAGTTACTTTTCAGTA contig383 Solyc06g Serine/thr                  GO:00047 SL2.40ch AT5G50710.1  unknown   chr5:206  14.1372 2.97258 7.23996 13.1671 18.7622 13.4092
GT Sense Sense 0.391 Detected -0.391 Detected 0.000 1.884 Detected 1.440 Detected 1.662 0.066 GT Sens contig384 contig384 Unannota ATGCCACATGTCTACTAACCATATCATAACTCTTCTTATATATATCTCTT contig384 Solyc11g Unknown Protein (A  SL2.40ch AT3G29075.1  glycine-r    chr3:110  31.3299 16.6028 19.1146 50.4188 80.3937 62.2379
GT Sense Sense -0.122 Comprom 0.122 Detected 0.000 1.553 Detected 1.162 Detected 1.357 0.028 GT Sens contig384 contig384 Unannota ATGATGAGAAAAAGAATCTATGAACTTTTTTGATTGGGGATGAAAATTTTcontig384 Solyc11g Unknown Protein (A  SL2.40ch AT3G29075.1  glycine-r    chr3:110  10.5828 11.4239 4.82229 25.1527 30.7982 24.7439
GT Sense Sense 1.671 Detected -1.671 Detected 0.000 1.416 Detected 1.188 Detected 1.302 0.518 GT Sens contig384 contig384 Unannota CACCTTATGTTAAAGTTTTATTTCTACGTACATATATCATTATATATCAT contig384 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  432.912 38.9451 63.3015 424.592 330.895 297.671
GT Sense Sense 1.707 Detected -1.707 Detected 0.000 1.584 Detected 1.411 Detected 1.497 0.473 GT Sens contig384 contig384 Unannota ACAACTCTATTCTCACCAAGACGGATTGTATACAATATATAATGTCACATcontig384 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  206.766 17.6799 33.8696 190.452 173.036 161.707
GT Sense Sense 0.300 Detected -0.300 Comprom 0.000 1.269 Detected 1.731 Detected 1.500 0.058 GT Sens contig384 contig384 Unannota TAAAACTCGGATGAGCCAGGGGACGGACGACCTTGATTCGTTTCATTCAcontig384 Solyc05g Unknown Protein (A  SL2.40ch AT5G6116AACT1  AACT1 (a               chr5:246  13.7325 8.26374 19.6234 15.5187 24.5101 35.5657
GT Sense Sense 0.408 Detected -0.408 Detected 0.000 1.102 Detected 1.165 Detected 1.133 0.109 GT Sens contig387 contig387 Zinc finge                   TTATTTT contig387 Solyc08g Solyc08g Zinc finger HIT domain contain                 contig387 Solyc08g Zinc finger HIT doma                  SL2.40ch AT5G19190.1  unknown   chr5:645  94.9064 49.1449 49.8127 131.185 139.924 154.075
GT Sense Sense -0.296 Comprom 0.296 Comprom 0.000 1.123 Detected 1.095 Detected 1.109 0.065 GT Sens contig388 contig388 Unannota CTTATGAACAGCAGGTGGAAGTGGACAGAACTAGAGTGTGTGCTAGAT contig388 Solyc01g Zinc finge                   GO:00082 SL2.40ch AT5G55330.1 4.53107 6.22645 5.61958 11.0854 11.0468 11.4172
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 0.960 Detected 1.221 Detected 1.091 0.091 GT Sens contig389 contig389 Unannota TTTTTGTTTTTCGCATGAAATCATTCTTCATCGACTCCTTGGACACCTC contig389 Solyc11g Beta-gala                GO:00055 SL2.40ch AT2G30230.1  unknown   chr2:128  380.204 219.64 234.366 413.91 536.779 677.644
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 1.095 Detected 1.286 Detected 1.190 0.031 GT Sens contig389 contig389 Unannota GAGAGAAATCTAATTTTATTGGACTAAAATCCAAGAATTAGGAGCCTCA contig389 Solyc11g Beta-gala                GO:00055 SL2.40ch AT2G30230.1  unknown   chr2:128  258.857 180.497 218.791 364.073 440.833 530.166
GT Sense Sense 0.011 Comprom -0.011 Comprom 0.000 1.638 Detected 1.441 Detected 1.540 0.004 GT Sens contig389 contig389 Unannota TGCAATAATCCACAGTAAACAGATAACAAAATGCTTGCATTGTCATCTTAcontig389 Solyc09g tRNA-spec                 GO:00048 SL2.40ch AT4G02405.2 4.75719 4.26903 2.25736 12.2999 13.3899 12.3113
GT Sense Sense 0.528 Detected -0.528 Detected 0.000 1.056 Detected 1.314 Detected 1.185 0.161 GT Sens contig389 contig389 Unannota AAGAGTAGGAACTACACGTAGTGAATGAGGGATCCTTTGGAGTAAGTGCcontig389 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G60720.1 375.844 164.837 285.602 386.569 494.041 622.442
GT Sense Sense 0.501 Detected -0.501 Detected 0.000 0.993 Detected 1.394 Detected 1.193 0.158 GT Sens contig389 contig389 Unannota TGAGAAGAGTGGTGCTTTGATCTTTGGGGCAAGGATGAGTTATGGATG contig389 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G60720.1 593.349 270.05 512.566 667.752 760.658 1058.02
GT Sense Sense -0.083 Comprom 0.083 Comprom 0.000 2.399 Detected 3.016 Detected 2.708 0.014 GT Sens contig389 contig389 Unannota GTGTAACGGGAGAAACGTTCTTCATAGATTATAGTCTCTACTCTCTAGT contig389 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT2G39850.1  identical       chr2:166  2.23628 2.2882 4.4706 4.68794 11.3956 18.4024
GT Sense Sense 0.591 Detected -0.591 Detected 0.000 0.951 Detected 1.278 Detected 1.115 0.211 GT Sens contig389 contig389 Receptor               TTATTAG contig389 Solyc04g Solyc04g Receptor               GO:00055 GO:00055     contig389 Solyc04g Receptor                GO:00046 SL2.40ch AT4G34440.1  protein k     chr4:164  187.204 75.2613 86.8363 196.039 219.135 289.667
GT Sense Sense 0.494 Comprom -0.494 Comprom 0.000 1.529 Detected 1.697 Detected 1.613 0.085 GT Sens contig389 contig389 Unannota CCTTGAATTGAGATTGGATCTTTCATCTCGTAGTGAAAAGTTTTAGAGG contig389 Solyc09g Splicing f                  GO:00036 SL2.40ch AT1G1722FUG1  FUG1 (fu      chr1:588  8.87907 4.07934 3.4715 14.7836 16.5847 19.6306
GT Sense Sense 0.518 Comprom -0.518 Comprom 0.000 1.783 Detected 3.044 Detected 2.414 0.098 GT Sens contig390 contig390 Unannota CTCGTCAACTTAAGCAATTCAGTACTAGTCGGTGTTGATATAAGCAAGA contig390 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G01810.1  protein tr    chr4:776  4.84009 2.15152 15.6442 13.453 10.6056 26.782
GT Sense Sense 0.898 Detected -0.898 Detected 0.000 2.049 Detected 1.524 Detected 1.786 0.196 GT Sens contig390 contig390 2-oxoglut                TTGTTGGcontig390 Solyc07g Solyc07g 2-oxoglut                GO:00103 |GO:00164    contig390 Solyc07g 2-oxoglut                 GO:00103 SL2.40ch AT5G4378APS4  APS4; su     chr5:175  14413.3 3783.34 11574.1 58589.4 29178.5 21362.5
GT Sense Sense 0.635 Detected -0.635 Detected 0.000 1.266 Detected 1.018 Detected 1.142 0.220 GT Sens contig391 contig391 Unannota GTTGTTGAGAGCTTGTATAGAGGTTAAGTATCTATTGCTGTTGCATTAA contig391 Solyc10g SKP1-like                   GO:00055 SL2.40ch AT3G04943.1 34.0318 12.8581 19.3545 54.559 48.0442 42.6112
GT Sense Sense 0.395 Detected -0.395 Detected 0.000 1.099 Detected 1.685 Detected 1.392 0.105 GT Sens contig391 contig391 Exocyst c                 GGAAAGGcontig391 Solyc03g Solyc03g Exocyst c                 GO:00001 GO:00001  contig391 Solyc03g Exocyst c                  GO:00055 SL2.40ch AT5G610 ATEXO70   ATEXO70           chr5:245  213.794 112.703 189.619 305.28 317.581 502.018
GT Sense Sense 0.592 Comprom -0.592 Comprom 0.000 1.631 Detected 1.676 Detected 1.654 0.108 GT Sens contig391 contig391 Unannota GCAGGTTGATTGCTTGTTCATACACTTTTCACTACATAAGCATGTACAT contig391 Solyc05g Regulator                      GO:00050 SL2.40ch AT1G05380.2  DNA bind   chr1:157  5.53592 2.22135 2.81954 10.7333 10.3686 11.2758
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 0.891 Detected 1.229 Detected 1.060 0.103 GT Sens contig392 contig392 Unannota TCTTTGTGAGGGCTCATGGGGAACAACTTATAAAGTGTTGGTGTTTTAGcontig392 Solyc11g SKIP interacting pro       SL2.40ch AT1G78090.1 71.8805 41.5262 55.1682 167.644 96.7403 128.794
GT Sense Sense 0.070 Comprom -0.070 Comprom 0.000 1.812 Detected 0.881 Detected 1.347 0.104 GT Sens contig393 contig393 Unannota AGACGCAATCTCTGCTCCTATCATCCCTGGAATTATCCATTTGTTGCAG contig393 Solyc11g Coiled-co                GO:00055 SL2.40ch AT4G15980.1 6.26076 5.17977 3.10074 5.76128 19.0941 10.5517
GT Sense Sense 0.769 Detected -0.769 Comprom 0.000 1.326 Detected 1.280 Detected 1.303 0.232 GT Sens contig394 contig394 Unannota GCTCAGATTGGGCCAGTTTATCTTAACCAGTTCCAAAACTTCAATTTCT contig394 Solyc09g Receptor-                  GO:00055 SL2.40ch AT1G32910.1  transfera     chr1:119  16.4153 5.15466 15.2405 15.6699 22.0121 22.4679
GT Sense Sense -0.275 Detected 0.275 Detected 0.000 1.717 Detected 1.576 Detected 1.647 0.028 GT Sens contig394 contig394 Unannota GTTTACGTGGATTGATTTCTTCAACCTCATCTCAGCCAAACACACACAT contig394 Solyc08g Unknown Protein (A  SL2.40ch AT5G10070.1  RNase L    chr5:314  31.8481 42.5022 36.2697 36.5694 115.491 110.349
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 1.601 Detected 1.591 Detected 1.596 0.015 GT Sens contig394 contig394 Unannota CTTCCACTCCAGCTAATGTTAATGAGGCTCATGCATCAGTTTCGGATGAcontig394 Solyc08g Unknown Protein (A  SL2.40ch AT5G10070.1  RNase L    chr5:314  47.0742 56.5988 48.6923 48.6259 149.492 156.439
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 0.983 Detected 1.088 Detected 1.036 0.003 GT Sens contig395 contig395 Unannota AGCTAGGGACTTGTCCTAGCAACTCATTATGATTAGAGGCTTTTCAGAC contig395 Solyc03g O-methylt               GO:00081 SL2.40ch AT5G46160.2  ribosoma           chr5:187  429.296 374.621 795.093 1314.84 756.951 857.526
GT Sense Sense 0.270 Comprom -0.270 Comprom 0.000 2.108 Detected 1.621 Detected 1.865 0.036 GT Sens contig395 contig395 Unannota GGACCCTTTGTCGGTTCAATAATGTAATATAGCGTAAGCACTTACGTCA contig395 Solyc05g050870.2.1 AT5G52120.1 7.07495 4.4369 9.51179 21.6099 23.0664 17.3413
GT Sense Sense -0.025 Comprom 0.025 Comprom 0.000 3.201 Detected 2.986 Detected 3.094 0.001 GT Sens contig395 contig395 Unannota TATTTTCTAAGGCAGGTGGCAGAGCCATCTATCCTTTTGTATTTCCCTC contig395 Solyc05g050870.2.1 AT5G52120.1 2.3065 2.17579 2.38585 11.3959 19.6633 17.8604
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 0.897 Detected 1.333 Detected 1.115 0.044 GT Sens contig396 contig396 Unannota ATGTTGTGTTTACTAGATGAGAACAAAAGCTGAGTTCACAAACTAAATTAcontig396 Solyc10g Nodulin family prote             SL2.40ch AT5G46630.2  clathrin a        chr5:189  22.7125 23.9594 45.564 53.3912 41.4686 59.1204
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 1.573 Detected 1.360 Detected 1.467 0.006 GT Sens contig396 contig396 Unannota GTTTGGTGCTACTGGCACTGGAAATAAGCAACAAAGAAGGCGGCATAATcontig396 Solyc10g Nodulin family prote             SL2.40ch AT5G46630.2  clathrin a        chr5:189  11.2947 10.7791 21.7973 27.5104 31.3486 28.4996
GT Sense Sense 0.290 Detected -0.290 Detected 0.000 1.126 Detected 0.997 Detected 1.061 0.070 GT Sens contig396 contig396 Unannota AATTTCATTGGCTTTGCAAGAGCCACGTGGATGTCTAATGGACTCAGCTcontig396 Solyc12g Unknown Protein (A  SL2.40ch AT4G00960.1  protein k     chr4:414  28.3939 17.3281 11.0431 28.9077 46.2138 44.5219
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 1.427 Detected 1.274 Detected 1.351 0.023 GT Sens contig396 contig396 Unannota CCAACTCCTTGTCCCGTTTTCAGTTTTATCTTTTTTCTGTAATTCTCTGAcontig396 Solyc01g Isocitrate                GO:00551 SL2.40ch AT1G65930.1  isocitrate         chr1:245  18.9304 13.201 10.4023 17.8631 40.5818 38.4635
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 1.023 Detected 1.155 Detected 1.089 0.004 GT Sens contig397 contig397 Unannota TGAAGGTGACCATGACTTCGACTTGGTAGAGTGAAATTTTGTTTACACT contig397 Solyc12g F1L3.5 (AHRD V1 **-- SL2.40ch AT3G43170.1 21.2373 18.6229 13.4624 37.4503 38.5876 44.5411
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 1.149 Detected 1.058 Detected 1.104 0.028 GT Sens contig397 contig397 Unannota GAAAGTGAGTTGCGGTCTCCTTTGTTTCTTTGGAAGCAAATTTTGAGAT contig397 Solyc08g ATP-depe                   GO:00055 SL2.40ch ATCG010 YCF5  hypothet    chrC:114  23.8209 16.8703 12.9589 46.3066 42.4341 42
GT Sense Sense 0.720 Detected -0.720 Comprom 0.000 1.409 Detected 1.310 Detected 1.360 0.200 GT Sens contig397 contig397 Unannota GCTGTTGTAAGCTCAGTTTGAGTTTTTACTAGGCTTAGTTTGAACCTTG contig397 Solyc08g ATP-depe                   GO:00055 SL2.40ch ATCG010 YCF5  hypothet    chrC:114  15.0659 5.06391 11.8128 24.9488 22.1527 21.7892
GT Sense Sense -0.947 Comprom 0.947 Detected 0.000 0.950 Detected 1.580 Detected 1.265 0.333 GT Sens contig397 contig397 Unannota TAAGGATGCAAAATCAACAGCAGAATGTAGGTCTCGTACCGTAGTAAGAcontig397 Solyc03g Auxin-ind                  GO:00055 SL2.40ch AT3G04210.1  disease r       chr3:110  3.71782 12.6026 2.18635 165.718 12.6297 20.589
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 4.384 Detected 4.073 Detected 4.228 0.001 GT Sens contig397 contig397 Unknown   GGGACATcontig397 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig397 Solyc04g Unknown Protein (A  SL2.40ch AT1G53040.2  unknown   chr1:197  19.9005 17.1101 164.805 280.921 367.95 312.349
GT Sense Sense 0.543 Comprom -0.543 Comprom 0.000 1.928 Detected 1.896 Detected 1.912 0.072 GT Sens contig397 contig397 Unannota GTGCGAGTAATATACAACATTCTTTCTATTCCCTCCAACATCTCTGTGT contig397 Solyc02g AP2 doma                 GO:00055 SL2.40ch AT3G0568EMB2016  EMB2016     chr3:166  5.04572 2.16576 2.05348 8.92583 12.0118 12.3755
GT Sense Sense 0.894 Detected -0.894 Detected 0.000 1.189 Detected 3.504 Detected 2.347 0.250 GT Sens contig397 contig397 Unannota GTTTTCCTGTTAGGTCCTTCCTAGTTTAGGTGTCCAAATGAATAATAAA contig397 Solyc09g Myb famil                 GO:00037 SL2.40ch AT1G01430.1  unknown   chr1:156  49.2901 13.0161 106.334 178.443 55.1379 289.119
GT Sense Sense 2.007 Detected -2.007 Comprom 0.000 2.609 Detected 4.520 Detected 3.565 0.250 GT Sens contig397 contig397 Unannota GCAGCTTATGCATTTGGCATAGATTCTACTACTATTTTCCTTTTTGGTC contig397 Solyc09g Myb famil                 GO:00037 SL2.40ch AT1G01430.1  unknown   chr1:156  39.073 2.20579 78.6966 140.347 54.0693 214.309
GT Sense Sense 0.398 Detected -0.398 Comprom 0.000 1.037 Detected 1.573 Detected 1.305 0.113 GT Sens contig398 contig398 Unannota GCTTGTCATACTCATCAAACCCACGTGGACAACTAGTTATTTAGTAGAT contig398 Solyc11g Casein ki                GO:00064 SL2.40ch AT5G65460.1  kinesin m    chr5:261  15.9184 8.36076 11.1383 27.3859 22.6032 34.5215
GT Sense Sense 0.391 Comprom -0.391 Comprom 0.000 1.450 Detected 1.657 Detected 1.554 0.061 GT Sens contig398 contig398 Unannota GCGAATCTAAGATTTTTTCGAATATGGGTGCACCAAGAAAAATTTATTAAcontig398 Solyc02g Receptor   GO:00046 SL2.40ch AT4G21060.2  galactosy     chr4:112  5.89595 3.12785 6.6629 7.87833 11.2053 13.6273
GT Sense Sense 0.596 Detected -0.596 Detected 0.000 0.942 Detected 1.561 Detected 1.251 0.203 GT Sens contig399 contig399 Unannota CGACAGATTTAGCATTTTTAAAGTCCAGAAACCATTAGATATCTTGGTC contig399 Solyc01g Enoyl-CoA              GO:00081 SL2.40ch ATMG004 ATP6-1, A   ATPase s    chrM:111  74.3204 29.6696 42.2728 76.68 86.1076 139.427
GT Sense Sense 0.594 Detected -0.594 Detected 0.000 1.083 Detected 1.480 Detected 1.281 0.177 GT Sens contig399 contig399 Unannota GGACAGTGCTAGGTGATAATTTAGGTGTTTCAACTTTCAAGTGCTTTAA contig399 Solyc01g Enoyl-CoA              GO:00081 SL2.40ch ATMG004 ATP6-1, A   ATPase s    chrM:111  200.405 80.215 113.532 200.351 256.465 355.749
GT Sense Sense 0.529 Detected -0.529 Detected 0.000 0.854 Detected 1.575 Detected 1.214 0.198 GT Sens contig400 contig400 Unannota ATATTCATTTATTATTTGACCTGAATTACAATGTCTCCACATAATTATTT contig400 Solyc01g Unknown Protein (A  SL2.40ch AT4G04670.1  Met-10+ l         chr4:236  74.6377 32.6738 54.8113 89.7684 85.2161 147.966
GT Sense Sense 0.502 Detected -0.502 Detected 0.000 1.041 Detected 1.043 Detected 1.042 0.173 GT Sens contig400 contig400 Unannota CGGCTACTTCCAACAGCAATTTTCGCCATTTTAATTTCTCGTCAAATTAAcontig400 Solyc08g Aquapori              GO:00152 SL2.40ch AT2G258 TIP4;1  TIP4;1 (to        chr2:110  93.8886 42.6865 54.537 323.149 124.372 131.262
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 0.835 Detected 2.673 Detected 1.754 0.209 GT Sens contig400 contig400 Unknown   CCAACAAcontig400 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig400 Solyc05g Unknown Protein (A  SL2.40ch AT3G05220.2  heavy-me     chr3:148  63.1897 39.1121 42.7052 107.895 84.6936 318.9
GT Sense Sense 0.667 Detected -0.667 Detected 0.000 0.913 Detected 2.109 Detected 1.511 0.234 GT Sens contig400 contig400 Unannota GAGTCTCATGTTTCTAATAAAGTTTGAGACCATTTGATACGTCATGTAA contig400 Solyc08g Blight-associated pr                 SL2.40ch AT5G41120.1  esterase/     chr5:164  118.991 43.0111 67.695 80.279 128.589 310.392
GT Sense Sense 0.853 Detected -0.853 Comprom 0.000 1.199 Detected 1.635 Detected 1.417 0.249 GT Sens contig401 contig401 Unannota ACCACACCGGAACTGCAAAACTTTGTATTGCTTCTTAGTTTTGTGGTTT contig401 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G6602IBS2, ATS     ATSAC1B        chr5:264  13.1806 3.68424 4.00621 11.9349 15.2757 21.7777
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 1.032 Detected 1.657 Detected 1.345 0.078 GT Sens contig401 contig401 Unannota AATATGAATCGTAGCAAAAATCTAAACTAGTCCAAATTATTGCCACAACAcontig401 Solyc01g Universal              GO:00055 SL2.40ch AT2G01460.1  ATP bind     chr2:206  47.6121 30.7074 35.4356 49.4069 74.6503 121.33
GT Sense Sense -0.318 Comprom 0.318 Comprom 0.000 1.563 Detected 1.896 Detected 1.729 0.040 GT Sens contig401 contig401 Unannota CGCTTATCTAGATTTCACTAATTGTGAGCTTCTGTTATTTTGGTCATTTCcontig401 Solyc10g ATP synth                   GO:00452 SL2.40ch AT5G55770.1  DC1 dom    chr5:225  5.30969 7.52021 5.27002 19.7113 17.8224 23.6603
GT Sense Sense 1.108 Detected -1.108 Detected 0.000 1.521 Detected 1.906 Detected 1.714 0.267 GT Sens contig401 contig401 Unannota GCTGTGGTTTCTTTCACTAGACTGATTATTAATCCGATTTTGTCTGTAT contig401 Solyc09g Ethylene-                      GO:00036 SL2.40ch AT2G29020.1 268.392 52.6424 149.7 234.435 325.67 448.254
GT Sense Sense 1.213 Detected -1.213 Detected 0.000 1.826 Detected 1.914 Detected 1.870 0.263 GT Sens contig401 contig401 Unannota GAGTTCAGCAATTTCTATCCACTTTGGAGTTAAGAACTTTTCAGATCAT contig401 Solyc09g Ethylene-                      GO:00036 SL2.40ch AT2G29020.1 235.354 39.9103 134.067 206.057 328.065 367.384
GT Sense Sense 0.734 Detected -0.734 Detected 0.000 1.816 Detected 1.502 Detected 1.659 0.158 GT Sens contig402 contig402 Unannota GCTTTGGCTATCTGGTATGGACGTATGGTGCAAGGTTTATCTCACGAAAcontig402 Solyc09g Unknown Protein (A  SL2.40ch AT4G26380.1  DC1 dom    chr4:133  70.9214 23.365 25.4965 116.181 136.896 116.026
GT Sense Sense 0.492 Detected -0.492 Detected 0.000 1.816 Detected 1.121 Detected 1.468 0.135 GT Sens contig402 contig402 Unannota GTGGTCATGTTCTCAATGTTTTCGACGCCAAGCATCTCCATTCAGTAGAcontig402 Solyc09g Unknown Protein (A  SL2.40ch AT4G26380.1  DC1 dom    chr4:133  92.1521 42.4799 34.8973 133.353 210.318 136.906



GT Sense Sense -0.864 Comprom 0.864 Comprom 0.000 1.250 Detected 1.587 Detected 1.419 0.248 GT Sens contig402 contig402 Unannota GGGCGTTGAGTTACGCAACCCAAGATCCATTCTTTAACAACTATTATTA contig402 Solyc07g Glycosylt                  GO:00167 SL2.40ch AT4G31550.2 2.78484 8.4079 10.746 17.3743 10.9904 14.6233
GT Sense Sense 0.241 Comprom -0.241 Comprom 0.000 0.816 Detected 1.344 Detected 1.080 0.094 GT Sens contig402 contig402 Unannota GAACGCCTTTGAATTTAGAACACATTTTACCCATAAAGAGTTATGGAGT contig402 Solyc03g Glutamate              GO:00043 SL2.40ch AT3G1776GAD5  GAD5 (gl       chr3:607  7.0749 4.61781 6.0376 13.938 9.60873 14.5942
GT Sense Sense 0.088 Comprom -0.088 Comprom 0.000 1.235 Detected 1.490 Detected 1.363 0.013 GT Sens contig403 contig403 Unannota CTTGAGTAATAAACTAAAGGAAAACTTCCAACTTCGCAAAAGTAAGACCTcontig403 Solyc04g GRAS fam                 GO:00037 SL2.40ch AT4G19150.2  ankyrin r     chr4:104  5.35078 4.31544 2.42011 2.69016 10.801 13.581
GT Sense Sense 0.763 Detected -0.763 Detected 0.000 1.252 Detected 1.586 Detected 1.419 0.211 GT Sens contig403 contig403 Unannota CAGAACATCGAGGCGTGAATTGACAGAGTTGCTAAAGATTTACAATTTC contig403 Solyc10g Unknown Protein (A  SL2.40ch ATCG007 PETB  Encodes           chrC:748  94.7648 30.0079 45.2984 87.7922 121.261 161.01
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.337 Detected 1.116 Detected 1.227 0.008 GT Sens contig403 contig403 Unannota GCTCTTTTTACATAGTATTGTCGCGGGGTTAATTATTGGTGACAATAAC contig403 Solyc11g Protein tyrosine pho                SL2.40ch AT4G010 ATCNGC1    ATCNGC            chr4:434  50.3083 46.819 52.6854 132.026 117.102 105.825
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 0.884 Detected 1.245 Detected 1.064 0.035 GT Sens contig403 contig403 50S ribos                GACGTGGcontig403 Solyc11g Solyc11g 50S ribos                GO:00058 GO:00058 contig403 Solyc11g 50S ribos                 GO:00058 SL2.40ch AT3G4489RPL9  RPL9 (RIB         chr3:163  706.736 563.201 737.558 1582.81 1111.36 1504.32
GT Sense Sense 0.659 Detected -0.659 Detected 0.000 1.107 Detected 1.005 Detected 1.056 0.251 GT Sens contig405 contig405 Unannota CAATTAGTAGGTAAGCGACAAAATTAACTTCCTTGTGAACAGCCATGAT contig405 Solyc03g Proteinas                  GO:00048 SL2.40ch AT3G21710.1 2895.85 1058.79 1950.45 4042.29 3601.77 3536.45
GT Sense Sense -0.058 Comprom 0.058 Comprom 0.000 0.897 Detected 1.846 Detected 1.371 0.103 GT Sens contig405 contig405 Unannota TCAGACGATCGATAGATCAAAGAAGCAAAAAGGGCAAAGCGATAATTGA contig405 Solyc08g Unknown Protein (A  SL2.40ch AT5G6670HB53, HB    HB53; DN       chr5:266  8.71618 8.61405 19.8038 10.1685 15.4012 31.3428
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 1.338 Detected 1.792 Detected 1.565 0.021 GT Sens contig405 contig405 Unannota GGTTCAAACGTTCAGCATCCATCTCAATGTTCGTATGATCTCTGGCCAGcontig405 Solyc10g Polyprotein (AHRD V   SL2.40ch AT1G25330.1  basic hel      chr1:888  14508.3 12542 28266.1 46183.5 32559.7 46983.8
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 1.192 Detected 1.548 Detected 1.370 0.017 GT Sens contig405 contig405 Unannota GGTGAGTCTTCATCTTTCGAGGACAACCTATATCTTTTTATTTCAGTTG contig405 Solyc10g Polyprotein (AHRD V   SL2.40ch AT1G25330.1  basic hel      chr1:888  11756.8 10380.3 21498.5 35908.7 24101.5 32507
GT Sense Sense 0.442 Detected -0.442 Detected 0.000 1.242 Detected 1.230 Detected 1.236 0.108 GT Sens contig406 contig406 Amino ac                  TAGGATTcontig406 Solyc03g Solyc03g Amino ac                  GO:00151 GO:00151     contig406 Solyc03g Amino ac                   GO:00151 SL2.40ch AT5G15240.1  amino ac      chr5:494  1255.55 620.246 950.003 829.492 1992.61 2082.04
GT Sense Sense -0.118 Comprom 0.118 Comprom 0.000 1.549 Detected 1.499 Detected 1.524 0.006 GT Sens contig406 contig406 Unannota GGTGGGGGAAATCGCTGTTGTTCCAGCGATTTTTCCATTTTGGTTAATAcontig406 Solyc07g Hypersen                 GO:00338 SL2.40ch AT5G28850.1 4.04058 4.33789 9.27089 18.6427 11.6997 11.9037
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 0.949 Detected 1.252 Detected 1.101 0.020 GT Sens contig407 contig407 Unannota TTATGATGACATGATCATCGTTTTCAAGAAAACAGCCTCTCTACCTAAG contig407 Solyc00g Ribosoma                 GO:00058 SL2.40ch ATMG005 RPL2  encodes                 chrM:154  13.0155 12.6924 13.1506 34.7049 23.696 30.8059
GT Sense Sense 0.233 Detected -0.233 Detected 0.000 1.321 Detected 1.518 Detected 1.420 0.030 GT Sens contig407 contig407 Unannota TCCTACCATCCTCACACCCTACTTGTAGGATTACATATATTCTTGCTATTcontig407 Solyc00g Ribosoma                 GO:00058 SL2.40ch ATMG005 RPL2  encodes                 chrM:154  22.8832 15.0994 28.44 62.9768 44.3481 53.5506
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 1.126 Detected 1.026 Detected 1.076 0.063 GT Sens contig407 contig407 Unannota TAGTACCCAAAAGGTTCTGGCTGTCCTGGAGGAGGATATCCTTCTGGC contig407 Solyc01g Unknown Protein (A  SL2.40ch AT4G1475IQD19  IQD19 (IQ      chr4:847  142.982 88.5964 115.755 205.385 234.498 230.527
GT Sense Sense 0.389 Detected -0.389 Detected 0.000 1.644 Detected 1.529 Detected 1.587 0.056 GT Sens contig407 contig407 Unannota TAACCTGGTGGAGGATAGGGACCTTCATGAACATGCTGGTAACTCATTGcontig407 Solyc01g Unknown Protein (A  SL2.40ch AT4G1475IQD19  IQD19 (IQ      chr4:847  354.83 188.537 367.069 801.538 771.671 751.101
GT Sense Sense 0.439 Detected -0.439 Comprom 0.000 1.543 Detected 1.161 Detected 1.352 0.106 GT Sens contig408 contig408 Unannota CTCAGTAAACATGGGAGAGATGGATCAAGGTAGAAGGATCAAGAGAACTcontig408 Solyc04g Calcium-t                  GO:00053 SL2.40ch AT2G34890.1  CTP synt        chr2:147  15.693 7.7839 15.7068 27.8887 30.7483 24.8581
GT Sense Sense 0.438 Detected -0.438 Detected 0.000 1.181 Detected 1.179 Detected 1.180 0.114 GT Sens contig408 contig408 Unannota GGCAAGCTAATAAGACACTAATTGGTTCTTTCACTTCCTGTTAATTGGT contig408 Solyc06g Arginine/s                  GO:00036 SL2.40ch AT5G64850.1  unknown   chr5:259  289.262 143.781 152.156 374.261 441.498 464.505
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 1.120 Detected 0.935 Detected 1.027 0.085 GT Sens contig410 contig410 Unannota ATGGCCGGTGGACCACCGAACAAACAAAATATATCTCTTCTCCCAAACC contig410 Solyc11g NAC dom                   GO:00454 SL2.40ch AT5G1827ANAC087  ANAC087     chr5:604  58.1741 34.6534 30.6642 55.3451 93.161 86.3376
GT Sense Sense 0.523 Detected -0.523 Comprom 0.000 0.879 Detected 1.262 Detected 1.070 0.195 GT Sens contig410 contig410 Unannota AGTCACTAGGGAGCGAAGTGGAAAAGAGCCACTGGTTGCGATTGGCTC contig410 Solyc00g075440.1.1 AT1G6244LRX2  LRX2 (LE             chr1:231  16.9065 7.46253 4.76141 6.49058 19.7196 27.0972
GT Sense Sense 0.772 Detected -0.772 Comprom 0.000 1.243 Detected 1.092 Detected 1.168 0.271 GT Sens contig410 contig410 Unannota GCTACAGCCCGTAATGTGTAACTTGATCATCTTTATTGGAAATTTTAGA contig410 Solyc06g Peptidase                GO:00065 SL2.40ch AT2G29045.1 12.8523 4.01686 5.58255 22.1137 16.2395 15.4116
GT Sense Sense 0.592 Comprom -0.592 Comprom 0.000 1.790 Detected 1.559 Detected 1.674 0.109 GT Sens contig411 contig411 Unannota CTCTATGTCATGGCCTAAAAGAATGTCAAGTCTAGCAGTTTTAAGAGTG contig411 Solyc04g Unknown Protein (A  SL2.40ch AT3G59440.1 7.92418 3.17935 15.182 13.7658 16.5676 14.875
GT Sense Sense 2.134 Detected -2.134 Detected 0.000 2.761 Detected 1.637 Detected 2.199 0.424 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  1391.35 65.8387 224.239 1074.07 1959.54 946.662
GT Sense Sense 1.047 Detected -1.047 Comprom 0.000 1.252 Detected 0.818 Detected 1.035 0.435 GT Sens contig411 contig411 Unannota TTTTGAGCAAAAGATTGTATTGTAAGAGTGCCTTGGAGGATGAAGGCTCcontig411 Solyc07g C2 domain-containin                 SL2.40ch AT3G53380.1  lectin pro      chr3:197  14.4451 3.08332 2.23411 14.1732 15.1717 11.8354
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 1.089 Detected 1.048 Detected 1.069 0.002 GT Sens contig411 contig411 Unannota GCTTTATTGCTTTGACACCATGTAGAATTCTCACAAACATGTGATGAAT contig411 Solyc05g Organic a                  GO:00085 SL2.40ch AT2G15420.1 16.0085 15.4346 19.9999 14.2886 31.9279 32.6971
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 1.407 Detected 1.150 Detected 1.279 0.012 GT Sens contig411 contig411 Unannota CTGTTCCATCAGCTTCCTTCAACAAGGTTTAGTGACAACATTAAAGATA contig411 Solyc05g Organic a                  GO:00085 SL2.40ch AT2G15420.1 73.9031 62.1237 63.0684 88.6387 171.613 151.278
GT Sense Sense 0.447 Comprom -0.447 Comprom 0.000 1.925 Detected 2.791 Detected 2.358 0.063 GT Sens contig411 contig411 Unannota ATTTGCAAAGAAACTTGAAGAAAGAAAAAATAGAAAACGTGAATCTTGGGcontig411 Solyc10g Os03g0210500 prote                  SL2.40ch AT5G07340.1 4.46959 2.19311 4.35167 7.72595 11.3494 21.7978
GT Sense Sense -0.269 Comprom 0.269 Comprom 0.000 1.405 Detected 1.584 Detected 1.495 0.034 GT Sens contig411 contig411 Unannota CCAAGAAAAAGGTAGTTTGATTTGTTTAAGATTCTCTTATGCATCTGAACcontig411 Solyc10g Cytochro  GO:00083 SL2.40ch AT4G0542DDB1A  DDB1A (D            chr4:274  3.73406 4.9457 3.55126 8.9485 10.8677 12.9648
GT Sense Sense 0.336 Detected -0.336 Comprom 0.000 0.823 Detected 1.725 Detected 1.274 0.152 GT Sens contig411 contig411 Unannota ATGTCATATATACGCAGGCTGCAAGCTGTGCCAACTTCTTGTCCTGTGCcontig411 Solyc04g Ras-relate               GO:00150 SL2.40ch AT5G4526RRS1, AT    RRS1 (RE            chr5:183  13.3592 7.64128 4.8589 13.4352 17.0693 33.6087
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 1.354 Detected 0.900 Detected 1.127 0.125 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  522.353 281.956 220.451 504.767 936.645 720.305
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 1.917 Detected 2.202 Detected 2.060 0.005 GT Sens contig411 contig411 Unannota TTCAAGTAGGGTACCTTGATAGGCATTCATGGGTTCCGGTCAATGAAGTcontig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  524.47 473.767 304.582 609.231 1797.17 2308.09
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 1.554 Detected 1.752 Detected 1.653 0.004 GT Sens contig411 contig411 Unannota GCGATGCCACTATCTAAATTATGGAGTTGCTTTTAGTTAAAGACTTCTA contig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  579.98 527.56 376.613 580.414 1550.87 1873.96
GT Sense Sense 0.485 Detected -0.485 Detected 0.000 1.201 Detected 1.135 Detected 1.168 0.138 GT Sens contig411 contig411 Unannota ATAGTGTGAATCACACCTCCTCTAGCTACATGAATCACACCTCCTCGTA contig411 Solyc01g049800.1.1 AT1G48800.1  terpene s     chr1:180  57.6139 26.81 51.1076 61.6601 86.2826 86.8554
GT Sense Sense 1.562 Detected -1.562 Detected 0.000 1.258 Detected 1.191 Detected 1.224 0.515 GT Sens contig412 contig412 Lipase-lik              GGCAGG contig412 Solyc02g Solyc02g Lipase-lik              GO:00477 GO:00477      contig412 Solyc02g Lipase-lik               GO:00477 SL2.40ch AT2G31100.1  triacylgly    chr2:132  773.676 80.9284 232.69 1189.46 571.332 574.527
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 0.983 Detected 1.076 Detected 1.029 0.006 GT Sens contig412 contig412 Unannota TTTCATCGCGTGTTCTTCCGTTGTGTCTTGGTCGATTCATCGCGTCTTCcontig412 Solyc09g059810.1.1 AT1G63140.2  O-methyl    chr1:234  66.0764 65.7024 69.0532 116.936 124.322 139.746
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 1.094 Detected 1.557 Detected 1.325 0.054 GT Sens contig413 contig413 Unannota CAGAATTGCCCAACTCTTAAAAAGAGTTCACACAAAGATCTGCTCTGAT contig413 Solyc03g Phosphog                   GO:00081 SL2.40ch AT1G01670.1 23.6965 15.8459 15.0363 24.6435 39.4874 57.352
GT Sense Sense -0.483 Comprom 0.483 Comprom 0.000 1.039 Detected 1.120 Detected 1.079 0.156 GT Sens contig413 contig413 Unannota GTGTAACTTTGCATTTCCAACTGAATCTGTAATAAGAACTCCTGATTAG contig413 Solyc12g Unknown Protein (A  SL2.40ch AT3G15090.1  oxidored       chr3:507  5.1899 9.24612 5.39116 18.0602 13.5901 15.1451
GT Sense Sense 0.604 Detected -0.604 Detected 0.000 1.022 Detected 0.987 Detected 1.005 0.238 GT Sens contig414 contig414 Unannota AAATGTCTAAGCGGTAGTCAATGTCGCGTTCTCTACTCCGTTTTTCGTA contig414 Solyc06g Unknown Protein (A  SL2.40ch AT4G00890.1  proline-ri     chr4:374  68.5743 27.0463 33.4376 85.4146 83.509 85.8902
GT Sense Sense 0.716 Detected -0.716 Detected 0.000 0.847 Detected 1.712 Detected 1.279 0.266 GT Sens contig414 contig414 Unannota TATAGATGCGTCATTAGGCCTTCGTTTAGAGGTGCAGCATGTTTGACATcontig414 Solyc07g Short-cha                 GO:00436 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  252.114 85.2004 119.074 230.698 251.719 482.962
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 0.868 Detected 1.341 Detected 1.104 0.075 GT Sens contig415 contig415 Unannota GGTGTTCCATGTTGTGTATGCTATGTTACTTTATAGTCTGCTCGAGTTT contig415 Solyc05g Photosystem I asse                SL2.40ch AT5G43570.1  serine-ty     chr5:175  104.381 70.363 56.673 139.412 149.332 218.333
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 1.239 Detected 1.275 Detected 1.257 0.028 GT Sens contig415 contig415 Unannota CATATGAAATACGAAGACATCATTGGACCAACACTTCATATGATTCCCAAcontig415 Solyc03g Uridine ki              GO:00061 SL2.40ch AT1G73980.1  phospho      chr1:278  150.791 102.156 166.451 220.622 279.699 302.256
GT Sense Sense -0.356 Comprom 0.356 Detected 0.000 1.225 Detected 1.034 Detected 1.130 0.092 GT Sens contig415 contig415 Unannota CACACAACCAATGTCTCAGAAAAGTTATTCAATCATATCCAGCTATTCTCcontig415 Solyc04g Unknown Protein (A  SL2.40ch AT5G43570.1  serine-ty     chr5:175  8.51839 12.719 12.4167 17.7948 23.2362 21.4421
GT Sense Sense 0.340 Comprom -0.340 Comprom 0.000 1.506 Detected 1.522 Detected 1.514 0.047 GT Sens contig416 contig416 Unannota GGCATTATCTCCTTTTGGAGATACTATCTTGGTCTCTGTTTTAAAAAAC contig416 Solyc08g Unknown Protein (A  SL2.40ch AT1G2939COR314-T   COR314-   chr1:102  6.05967 3.44722 4.20015 13.9877 12.3911 13.2048
GT Sense Sense 0.244 Comprom -0.244 Comprom 0.000 1.566 Detected 1.880 Detected 1.723 0.027 GT Sens contig417 contig417 Unannota CTAACAGGGAACCATGTCCAGGTTGTTGCTTTAGATATCTGACCACTCT contig417 Solyc03g Gag-pol polyprotein     SL2.40ch AT5G28680.1  protein k     chr5:107  7.27283 4.72748 9.07722 15.286 16.5803 21.7145
GT Sense Sense -1.219 Comprom 1.219 Detected 0.000 3.115 Detected 3.961 Detected 3.538 0.111 GT Sens contig418 contig418 Unannota TGGAGTTCTGGAAACCTCTTTGAGCTCTGGCCATTCTTCTGTATTTGCT contig418 Solyc07g HAT family dimerisa        SL2.40ch AT3G44440.1 2.3683 11.7043 32.7129 3.4599 43.5583 82.4803
GT Sense Sense -0.513 Comprom 0.513 Comprom 0.000 1.465 Detected 1.355 Detected 1.410 0.112 GT Sens contig420 contig420 Unannota CCTTGGATAGTGAGATCTGCGCTTTCTAAATTTCGCATTTTCATCATCT contig420 Solyc08g Unknown Protein (A  SL2.40ch AT5G6243CDF1  CDF1 (CY              chr5:250  4.24849 7.89195 5.40258 13.7033 15.2625 14.9054
GT Sense Sense 1.511 Detected -1.511 Detected 0.000 2.121 Detected 1.976 Detected 2.048 0.308 GT Sens contig421 contig421 Beta-gluc               AGGGAATcontig421 Solyc12g Solyc12g Beta-gluc               GO:00059 GO:00059   contig421 Solyc12g Beta-gluc                GO:00059 SL2.40ch AT3G1807BGLU43  BGLU43             chr3:618  901.622 101.177 108.298 885.804 1254.16 1195.13
GT Sense Sense -0.288 Comprom 0.288 Comprom 0.000 1.187 Detected 1.117 Detected 1.152 0.058 GT Sens contig421 contig421 Unannota CTCTTGATCTTCTTGGTATAGTGACAATTTTTGTCCCTTGATGATTCTC contig421 Solyc09g Mitochon                    GO:00065 SL2.40ch AT4G33800.1  unknown   chr4:162  9.26418 12.5903 19.3355 29.9491 23.4847 23.5684
GT Sense Sense 0.317 Comprom -0.317 Comprom 0.000 1.132 Detected 1.819 Detected 1.475 0.087 GT Sens contig422 contig422 Unannota GGAGCTCTGGCTGAATATTTTACGTATCGTTAGCAATACACCTAATTTA contig422 Solyc11g ATP synth                     GO:00452 SL2.40ch AT5G27930.2  protein p        chr5:995  9.63871 5.66569 13.4353 14.4858 15.4608 26.2338
GT Sense Sense 1.517 Detected -1.517 Detected 0.000 2.369 Detected 2.569 Detected 2.469 0.246 GT Sens contig423 contig423 Unannota GCCAAAGTTAGGATTGCTGTTATACATTGACCAATGACGCTTATAGAGA contig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  2549.23 283.651 2119.75 2855.35 4194.51 5076.31
GT Sense Sense 2.399 Detected -2.399 Comprom 0.000 2.381 Detected 2.820 Detected 2.601 0.393 GT Sens contig423 contig423 Unannota TGGTTCTATCTATGTATAAAAGAAAAACTAACTGATTAACAGAGAATGTCcontig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  73.0916 2.39622 42.3085 59.7696 65.8161 94.0232
GT Sense Sense 0.408 Detected -0.408 Detected 0.000 1.618 Detected 0.973 Detected 1.296 0.130 GT Sens contig424 contig424 Unannota GATTCTCTCTATATTTGTTTTTTGTACATCAAACAGCAGATTGCCTGTTTcontig424 Solyc09g Cellulose              GO:00167 SL2.40ch AT4G07820.1 29.1756 15.1017 13.7243 43.4843 61.5318 41.456
GT Sense Sense 0.229 Comprom -0.229 Comprom 0.000 1.311 Detected 1.045 Detected 1.178 0.047 GT Sens contig425 contig425 Elongatio                      TCACCACcontig425 Solyc07g Solyc07g Elongatio                      GO:00055 GO:00055       contig425 Solyc07g Elongatio                       GO:00099 SL2.40ch AT2G19150.1  pectinest     chr2:830  10.3563 6.87089 6.8579 26.3628 19.9854 17.5115
GT Sense Sense 0.657 Detected -0.657 Detected 0.000 1.880 Detected 1.777 Detected 1.829 0.109 GT Sens contig425 contig425 Glutaredo                TAAGAACcontig425 Solyc06g Solyc06g Glutaredo                GO:00454 GO:00454   contig425 Solyc06g Glutaredo                 GO:00454 SL2.40ch AT3G62930.1  glutaredo     chr3:232  93.9397 34.4326 59.0173 31.8537 199.931 196.108
GT Sense Sense 0.470 Detected -0.470 Detected 0.000 1.153 Detected 1.386 Detected 1.270 0.120 GT Sens contig425 contig425 Unannota ACACCGCCGCTAGGTTTTGTACTCGCTAAATTCACCTTTCTTCCGTCGCcontig425 Solyc01g Unknown Protein (A  SL2.40ch AT5G16110.1  unknown   chr5:526  118.458 56.2767 92.1528 399.812 173.351 214.739
GT Sense Sense 0.564 Detected -0.564 Detected 0.000 1.147 Detected 1.722 Detected 1.435 0.152 GT Sens contig426 contig426 Putative A         CAGGATGCTGTTGATTACCTAACATGGACCTTCATGTATAGGAGGCTGAcontig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 341.786 142.486 160.673 498.591 466.771 732.122
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 0.828 Detected 1.299 Detected 1.064 0.048 GT Sens contig426 contig426 Putative p        CTTTCAGATATATTGGGTTCTGAAGATGCATCAGGAGATATGGATTTCA contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 13.9855 13.7446 13.3474 29.2603 23.5037 34.3277
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 1.351 Detected 1.770 Detected 1.561 0.018 GT Sens contig426 contig426 DK-type m        AAATGGCCACAATTTCATGTCACTCTGTACAGTGGGATCAGTAATCCTC contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 580.647 525.977 198.939 225.771 1346.43 1896.33
GT Sense Sense 0.624 Detected -0.624 Detected 0.000 1.359 Detected 1.348 Detected 1.353 0.162 GT Sens contig426 contig426 Callose sy       TTAGTTCATGTACACAATTTCAGGTAGCTTGTGTATATAATATAGTTTCTcontig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2471 948.378 1350.09 4248.19 3748.11 3920.72
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.861 Detected 1.680 Detected 1.771 0.003 GT Sens contig427 contig427 Probable        CATTCGTCTTTGTGCTGGAAAGCAGAAGACAATACAGGAACTATTTGCA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 15.9479 14.3244 8.28242 10.0873 52.4164 48.7276
GT Sense Sense 0.237 Comprom -0.237 Comprom 0.000 1.075 Detected 1.268 Detected 1.172 0.045 GT Sens contig427 contig427 F1N18.14      CCTTGACACCGTAAAGTGGTTAATCCTAAATCTATCTTTTATTTTGTGCTcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 6.78317 4.45112 2.09376 6.64212 11.0564 13.3151
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 0.991 Detected 1.370 Detected 1.180 0.157 GT Sens contig427 contig427 SMC3 pro      CATTTCCGTGAAGTATTCTCTCAGCTTGTACAAGGAGGTCACGGGTTCTcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1130.75 516.716 497.927 1500.93 1450.23 1987.85
GT Sense Sense 0.799 Detected -0.799 Detected 0.000 1.258 Detected 1.610 Detected 1.434 0.222 GT Sens contig427 contig427 Putative u        TCAGTACCGGGCCTGATGTAAGGCCCGGTGACTGGTACTGCAATGTTG contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 88.0296 26.4996 35.8151 29.3393 110.298 148.356
GT Sense Sense 0.364 Detected -0.364 Detected 0.000 1.244 Detected 0.904 Detected 1.074 0.116 GT Sens contig428 contig428 Kow dom         TGGTGGTTCTTCTTGGGGGAAAAAGGCAGAAACAGATGCTGGTTCTTC contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 351.888 193.76 353.625 880.867 590.516 491.675
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 0.935 Detected 1.351 Detected 1.143 0.075 GT Sens contig428 contig428 Putative u         TTTATAGAGAGCCTCGGGATGTGCGATTAGGCGACATTATGGAGAAATTcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 311.957 198.701 175.451 483.677 454.462 638.691
GT Sense Sense 0.778 Detected -0.778 Detected 0.000 1.681 Detected 2.103 Detected 1.892 0.143 GT Sens contig428 contig428 Phosphoa                ATCAAGGcontig428 Solyc03g Solyc03g Phosphoa                GO:00454 GO:00454     contig428 Solyc03g Phosphoa                 GO:00099 SL2.40ch AT4G2199APR3, PR     APR3 (AP       chr4:116  103.209 31.9944 102.574 211.126 175.946 248.412
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 1.269 Detected 1.547 Detected 1.408 0.033 GT Sens contig428 contig428 Two-com         AGGATTTTAGAAGATCTAACTAACCATGTTGATCTTGTTCTGACGGAGG contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 37.0846 24.774 23.0971 51.7156 69.7243 89.103
GT Sense Sense 0.712 Detected -0.712 Detected 0.000 1.037 Detected 1.541 Detected 1.289 0.230 GT Sens contig428 contig428 HEAT SHO         ATTCATAGAATGCTGAAGTTGGGTTTGAGCATTGACGAAGAAGAGGAAGcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 11855.4 4025.95 5611.22 10011.9 13536 20220.3
GT Sense Sense -0.013 Comprom 0.013 Comprom 0.000 1.316 Detected 1.355 Detected 1.336 0.000 GT Sens contig428 contig428 Metal-dep          GCTTGTGGATCGTAAGATATTCCTTTGCCCTGTAACATATTTCATTGTC contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5.36113 4.97675 3.4714 18.0989 12.2818 13.2959
GT Sense Sense 0.331 Detected -0.331 Detected 0.000 1.333 Detected 1.576 Detected 1.455 0.054 GT Sens contig428 contig428 At1g7398      TCTGCTCGTTATGAGATAGCCCCAATTCAAGATCAGCTATCATTTGAGA contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 35.1996 20.2707 30.4323 60.2359 64.2667 80.1317
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 1.083 Detected 1.259 Detected 1.171 0.105 GT Sens contig429 contig429 M / CUC2-      AGCTTCCGAGATCGAAAGTATTCTACTGGCTTTCGGGCGAACCGGGCC contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 724.983 378.434 237.93 1074.79 1059.21 1261.44
GT Sense Sense 0.581 Detected -0.581 Detected 0.000 1.060 Detected 1.419 Detected 1.240 0.178 GT Sens contig429 contig429 AT4g1656      TTTCATTGCCGGCGCAACTCGCGAATAACTCCCCGGAAATCGGAAATTAcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 267.626 109.082 158.68 422.34 340.148 459.611
GT Sense Sense 0.935 Detected -0.935 Detected 0.000 1.322 Detected 1.122 Detected 1.222 0.323 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  69.6831 17.3852 7.95096 81.8521 83.0758 76.1943
GT Sense Sense 0.287 Comprom -0.287 Comprom 0.000 1.118 Detected 1.772 Detected 1.445 0.080 GT Sens contig429 contig429 Probable        GAGTGCAGATCCCAGTATATCCCACACAAAACCAATAATGTACTGACGA contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 7.80309 4.78175 6.375 11.9497 12.6546 20.9873
GT Sense Sense 0.424 Detected -0.424 Detected 0.000 1.080 Detected 1.038 Detected 1.059 0.130 GT Sens contig429 contig429 Nicotia ta       CTACTCAGGAATCTGGATCACCGATCGTAAGCCTTCAACTTTACTGATA contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 46.6971 23.6431 34.5398 77.6837 67.0875 68.6279
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 1.146 Detected 1.055 Detected 1.101 0.038 GT Sens contig430 contig430 Gibberelli               TTGGCCCcontig430 Solyc06g Solyc06g Gibberellin-regulated protein (A              contig430 Solyc06g Gibberellin-regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  44.0692 54.2151 34.3914 86.3588 103.297 102.184
GT Sense Sense 0.484 Detected -0.484 Detected 0.000 1.072 Detected 2.359 Detected 1.715 0.167 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  200.218 93.3189 174.238 188.687 274.293 705.441
GT Sense Sense 0.448 Detected -0.448 Detected 0.000 1.066 Detected 1.072 Detected 1.069 0.140 GT Sens contig431 contig431 N.tabacum       ATTTTGTAATTGATGTATCTGTCGTCAGCTTGTAAGTATTCTTGAAGCC contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1287.14 630.654 1557.75 3024.09 1800.69 1905.19
GT Sense Sense 0.766 Detected -0.766 Detected 0.000 1.189 Detected 1.592 Detected 1.391 0.221 GT Sens contig432 contig432 Nicotia ta     TACAACTTCGGTTCCCACAGGATTATTAGAGTGATCTGTAATTGTGATG contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 96.5772 30.4314 26.3976 108.361 118.038 164.379
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 1.228 Detected 0.986 Detected 1.107 0.025 GT Sens contig433 contig433 N.tabacum       CCACGTGGCAAGATCTAATTGCTTCCCAATCAAAATTTCTTTACCTTCATcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 496.133 378.149 1060.54 1355.83 969.042 862.873
GT Sense Sense 0.532 Comprom -0.532 Comprom 0.000 1.380 Detected 1.186 Detected 1.283 0.141 GT Sens contig434 contig434 Nicotia ta      GGTTTCTCCTAAAAACCTAAAACTTTTCAATTTTTTCGGTGTCGATTCTCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 7.54524 3.28801 3.62576 13.6839 12.3801 11.4004
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 1.069 Detected 1.369 Detected 1.219 0.015 GT Sens contig434 contig434 Chloroph                    ATTAGGAcontig434 Solyc07g Solyc07g Chloroph                    GO:00161 GO:00161  contig434 Solyc07g Chloroph                     GO:00161 SL2.40ch AT2G0507LHCB2.2,   LHCB2.2     chr2:179  3597.17 3126.35 3551.61 6856.41 6719.38 8710.81
GT Sense Sense 0.978 Detected -0.978 Detected 0.000 1.034 Detected 1.564 Detected 1.299 0.329 GT Sens contig436 contig436 N-acetylat                 TACTCGTcontig436 Solyc11g Solyc11g N-acetylat                 GO:00065 GO:00065 contig436 Solyc11g N-acetylat                  GO:00065 SL2.40ch AT3G5472AMP1, CO     AMP1 (AL        chr3:202  160.337 37.6537 39.2085 169.43 151.899 231.164
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 1.202 Detected 0.890 Detected 1.046 0.057 GT Sens contig440 contig440 PAP fibril             AGAGTTGcontig440 Solyc01g Solyc01g PAP fibril             GO:00095 GO:00095 contig440 Solyc01g PAP fibril              GO:00095 SL2.40ch AT3G26080.1  plastid-lip          chr3:952  436.367 297.111 329.547 763.325 790.869 671.192
GT Sense Sense 0.198 Detected -0.198 Comprom 0.000 0.918 Detected 1.214 Detected 1.066 0.050 GT Sens contig444 contig444 Unknown   TACAACT contig444 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig444 Solyc06g Unknown Protein (A  SL2.40ch AT4G34230.1 15.1695 10.5066 9.56734 14.3449 22.7808 29.4565
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 1.041 Detected 1.278 Detected 1.160 0.025 GT Sens contig445 contig445 Thioredox            GTCGTTTcontig445 Solyc07g Solyc07g Thioredox            GO:00454 GO:00454       contig445 Solyc07g Thioredox             GO:00048 SL2.40ch AT5G6064ATPDIL1-   ATPDIL1        chr5:243  1395 1041.59 1526.25 3554.11 2368.35 2940.68
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 0.928 Detected 1.459 Detected 1.194 0.054 GT Sens contig448 contig448 PsbP dom                 TACTCTT contig448 Solyc08g Solyc08g PsbP dom                 GO:00198 GO:00198   contig448 Solyc08g PsbP dom                  GO:00198 SL2.40ch AT5G11450.1  oxygen-e    chr5:365  92.0373 71.5153 84.4703 174.706 147.356 224.44
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 0.985 Detected 1.238 Detected 1.112 0.140 GT Sens contig451 contig451 Nitrilase 4                GATGTTGcontig451 Solyc11g Solyc11g Nitrilase 4                GO:00068 GO:00068    contig451 Solyc11g Nitrilase 4                 GO:00168 SL2.40ch AT5G2230NIT4  NIT4 (NIT             chr5:737  3001.92 1468.26 1683.15 4346.82 3968.42 4983.21
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 0.904 Detected 1.098 Detected 1.001 0.066 GT Sens contig451 contig451 Chloroph                    TAGCTAT contig451 Solyc07g Solyc07g Chloroph                    GO:00314 GO:00314  contig451 Solyc07g Chloroph                     GO:00314 SL2.40ch AT1G4547LHCA5  LHCA5; p    chr1:171  1526.71 979.093 2223.44 3870.79 2184.68 2633.5
GT Sense Sense 0.546 Detected -0.546 Detected 0.000 1.188 Detected 1.338 Detected 1.263 0.149 GT Sens contig457 contig457 Prostagla               TTTTGAT contig457 Solyc04g Solyc04g Prostaglandin E synthase 3 (A            contig457 Solyc04g Prostaglandin E syn              SL2.40ch AT4G02450.2  glycine-r    chr4:107  1954.82 836.516 1154.92 1974.35 2782.14 3252.9
GT Sense Sense 0.426 Detected -0.426 Detected 0.000 1.183 Detected 0.968 Detected 1.075 0.134 GT Sens contig461 contig461 Aquapori            TAATGTAcontig461 Solyc03g Solyc03g Aquapori            GO:00160 GO:00160   contig461 Solyc03g Aquapori             GO:00152 SL2.40ch AT1G178 BETA-TIP  BETA-TIP       chr1:613  37.6565 19.0189 40.2748 123.764 57.9987 52.6544
GT Sense Sense 0.909 Detected -0.909 Detected 0.000 1.258 Detected 1.326 Detected 1.292 0.291 GT Sens contig462 contig462 Alpha alp                 TATTATT contig462 Solyc08g Solyc08g Alpha alp                 GO:00038 GO:00038       contig462 Solyc08g Alpha alp                  GO:00038 SL2.40ch AT4G1777ATTPS5,   ATTPS5;           chr4:987  549.536 142.092 201.837 984.744 637.934 704.543
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 1.317 Detected 1.086 Detected 1.201 0.041 GT Sens contig467 contig467 Meiosis 5    TGGTTAGcontig467 Solyc12g Solyc12g Meiosis 5 (AHRD V1 *-*- B6T5X contig467 Solyc12g Meiosis 5 (AHRD V1  SL2.40ch AT1G48390.1  syntaxin-     chr1:178  702.727 469.939 565.252 1427.31 1366.92 1226.82
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 0.868 Detected 1.691 Detected 1.279 0.124 GT Sens contig469 contig469 Amino ac                AATGGTAcontig469 Solyc06g Solyc06g Amino acid transporter (AHRD              contig469 Solyc06g Amino acid transpor                SL2.40ch AT3G28960.1 14.8707 19.9662 11.7859 14.0087 30.0203 55.9636
GT Sense Sense 0.605 Detected -0.605 Detected 0.000 0.829 Detected 1.644 Detected 1.237 0.232 GT Sens contig470 contig470 Cytochro                 ATTATTT contig470 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198     contig470 Solyc03g Cytochro  GO:00083 SL2.40ch AT5G249 CYP714A   CYP714A               chr5:856  371.882 146.524 279.302 348.798 396.005 733.9
GT Sense Sense 1.298 Detected -1.298 Comprom 0.000 1.513 Detected 0.898 Detected 1.206 0.461 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  15.6468 2.36064 2.21762 3.56511 16.5636 11.3923
GT Sense Sense 0.464 Detected -0.464 Detected 0.000 1.306 Detected 0.982 Detected 1.144 0.145 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  4578.73 2194.58 1648.01 6464.97 7483.88 6299.42
GT Sense Sense 0.810 Detected -0.810 Detected 0.000 0.950 Detected 1.288 Detected 1.119 0.309 GT Sens contig486 contig486 Peroxidas              AACAACCcontig486 Solyc04g Solyc04g Peroxidas              GO:00551 GO:00551   contig486 Solyc04g Peroxidas               GO:00046 SL2.40ch AT1G71695.1  peroxida       chr1:269  5102.42 1513.29 3144.12 4564.7 5125.87 6825.7
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 0.805 Detected 1.219 Detected 1.012 0.041 GT Sens contig492 contig492 DAG prote     GAAATAAcontig492 Solyc02g Solyc02g DAG protein (AHRD V1 ***- B6T contig492 Solyc02g DAG protein (AHRD   SL2.40ch AT1G11430.1  plastid de      chr1:384  797.866 771.047 755.375 1709.57 1308.35 1836.59
GT Sense Sense 0.821 Detected -0.821 Detected 0.000 0.878 Detected 2.454 Detected 1.666 0.281 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  1888.73 551.582 1314.57 1132.64 1790.82 5626.17
GT Sense Sense 0.463 Detected -0.463 Detected 0.000 1.187 Detected 1.260 Detected 1.224 0.119 GT Sens contig500 contig500 GTP-bind                 GCTTTAAcontig500 Solyc02g Solyc02g GTP-bind                 GO:00055 GO:00055   contig500 Solyc02g GTP-bind                  GO:00039 SL2.40ch AT5G66470.1  GTP bind      chr5:265  165.678 79.536 72.134 309.078 249.573 276.573
GT Sense Sense 1.509 Detected -1.509 Detected 0.000 2.790 Detected 1.355 Detected 2.073 0.341 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  274.291 30.8771 483.776 836.158 607.904 236.869
GT Sense Sense 0.387 Detected -0.387 Comprom 0.000 1.194 Detected 0.844 Detected 1.019 0.139 GT Sens contig500 contig500 MADS-bo                 TGTTGCGcontig500 Solyc04g Solyc04g MADS-bo                 GO:00056 GO:00056   contig500 Solyc04g MADS-bo                  GO:00469 SL2.40ch AT3G5723AGL16  AGL16 (A      chr3:211  18.2575 9.72966 8.9555 15.6355 29.1226 24.0626
GT Sense Sense -0.200 Comprom 0.200 Comprom 0.000 1.545 Detected 1.182 Detected 1.363 0.037 GT Sens contig501 contig501 Unknown   ATTGCTT contig501 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig501 Solyc08g Unknown Protein (A  SL2.40ch AT5G15260.1  structura      chr5:495  4.58178 5.50915 4.06021 11.6066 13.999 11.4638
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 1.529 Detected 1.335 Detected 1.432 0.048 GT Sens contig503 contig503 Glycogen                   TTGACAGcontig503 Solyc07g Solyc07g Glycogen                   GO:00059 GO:00059     contig503 Solyc07g Glycogen                    GO:00045 SL2.40ch AT2G3993ISA1, ATIS   ISA1 (ISO      chr2:166  157.532 93.3458 76.3856 292.171 334.101 307.805
GT Sense Sense 0.937 Detected -0.937 Comprom 0.000 1.946 Detected 1.191 Detected 1.568 0.261 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  10.9201 2.71488 2.35399 13.8939 20.0268 12.5017
GT Sense Sense 0.698 Detected -0.698 Detected 0.000 1.079 Detected 1.417 Detected 1.248 0.224 GT Sens contig510 contig510 Unknown   CTTTGGTcontig510 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig510 Solyc07g Unknown Protein (A  SL2.40ch AT5G52940.1  unknown   chr5:214  167.909 58.1692 57.6853 138.207 199.336 265.523
GT Sense Sense -0.898 Detected 0.898 Detected 0.000 1.873 Detected 3.435 Detected 2.654 0.155 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  33.3762 105.639 133.523 186.144 207.738 645.874
GT Sense Sense 0.469 Detected -0.469 Detected 0.000 1.309 Detected 1.278 Detected 1.294 0.110 GT Sens contig520 contig520 MutS2 pro                  CACGTTCcontig520 Solyc03g Solyc03g MutS2 pro                  GO:00038 GO:00038    contig520 Solyc03g MutS2 pro                   GO:00036 SL2.40ch AT5G54090.1  DNA mism       chr5:219  45.7837 21.7779 22.8906 103.666 74.7192 77.055
GT Sense Sense 0.991 Detected -0.991 Comprom 0.000 1.589 Detected 1.583 Detected 1.586 0.251 GT Sens contig520 contig520 Root cap      TCCAAAT contig520 Solyc11g Solyc11g Root cap Antihaemostatic prot     contig520 Solyc11g Root cap Antihaemo      SL2.40ch AT3G2025APUM5  APUM5 (A         chr3:705  14.1216 3.25786 12.491 16.9227 19.4814 20.4453
GT Sense Sense 0.467 Detected -0.467 Detected 0.000 1.078 Detected 1.054 Detected 1.066 0.150 GT Sens contig523 contig523 class II he                 CCCGATTcontig523 Solyc03g Solyc03g class II heat shock protein (AH               contig523 Solyc03g class II heat shock p                SL2.40ch AT5G19490.1  DNA bind       chr5:657  154.741 73.8545 104.484 222.742 215.541 223.257
GT Sense Sense 0.533 Detected -0.533 Detected 0.000 1.316 Detected 2.222 Detected 1.769 0.127 GT Sens contig523 contig523 TCP famil                TTGAATT contig523 Solyc05g Solyc05g TCP family transcription factor              contig523 Solyc05g TCP family transcrip                SL2.40ch AT1G58100.1  TCP fami      chr1:215  91.2496 39.7232 36.6822 129.854 143.08 282.595
GT Sense Sense 0.928 Detected -0.928 Detected 0.000 2.429 Detected 2.317 Detected 2.373 0.125 GT Sens contig523 contig523 3-methyl-2                GAAAGTGcontig523 Solyc06g Solyc06g 3-methyl-2                GO:00081 GO:00081     contig523 Solyc06g 3-methyl-2                 GO:00038 SL2.40ch AT5G09300.2  2-oxoisov                  chr5:288  87.8083 22.1149 52.7357 292.27 226.557 220.833
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 0.882 Detected 1.301 Detected 1.092 0.040 GT Sens contig524 contig524 Chloropla                TAATTCT contig524 Solyc06g Solyc06g Chloropla                GO:00054 GO:00054 contig524 Solyc06g Chloropla                 GO:00054 SL2.40ch AT3G141 FLU  FLU (FLU       chr3:467  98.2396 80.0432 74.0662 207.128 156.065 219.856
GT Sense Sense -0.663 Comprom 0.663 Comprom 0.000 1.792 Detected 1.664 Detected 1.728 0.122 GT Sens contig525 contig525 Aberrant                   TGGAGCTcontig525 Solyc08g Solyc08g Aberrant                   GO:00160 GO:00160 contig525 Solyc08g Aberrant                    GO:00160 SL2.40ch AT3G4773ATATH1,   ATATH1;           chr3:175  3.18439 7.279 5.32164 5.73301 15.9147 15.3521
GT Sense Sense 0.067 Comprom -0.067 Comprom 0.000 1.405 Detected 3.698 Detected 2.552 0.156 GT Sens contig527 contig527 Unknown   TAGAATCcontig527 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig527 Solyc08g Unknown Protein (A  SL2.40ch AT1G24706.1  unknown   chr1:874  4.34587 3.61165 7.44847 10.7789 10.0199 51.7296
GT Sense Sense 1.267 Detected -1.267 Detected 0.000 1.159 Detected 1.397 Detected 1.278 0.421 GT Sens contig536 contig536 Gibberelli                 GATGAAGcontig536 Solyc06g Solyc06g Gibberelli                 GO:00455 GO:00455    contig536 Solyc06g Gibberelli                  GO:00455 SL2.40ch AT5G58660.1  oxidored       chr5:237  1177.48 185.436 172.235 563.607 996.129 1238.01
GT Sense Sense -0.231 Comprom 0.231 Comprom 0.000 1.050 Detected 1.026 Detected 1.038 0.046 GT Sens contig537 contig537 Unknown   TTCTATA contig537 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig537 Solyc10g Unknown Protein (A  SL2.40ch AT4G08310.1  unknown   chr4:524  6.44761 8.09277 2.78519 15.1629 14.279 14.7984
GT Sense Sense 0.432 Detected -0.432 Detected 0.000 1.038 Detected 0.969 Detected 1.004 0.146 GT Sens contig546 contig546 184 (Frag     GCAAAACcontig546 Solyc07g Solyc07g 184 (Fragment) (AHRD V1 *-*- O contig546 Solyc07g 184 (Fragment) (AHR    SL2.40ch AT2G19090.1  unknown   chr2:826  29.7217 14.8928 15.486 49.2845 41.2541 41.424
GT Sense Sense 1.095 Detected -1.095 Comprom 0.000 1.483 Detected 3.125 Detected 2.304 0.234 GT Sens contig55 contig55 Ring H2 fi                GCTAACAcontig55 Solyc03g Solyc03g Ring H2 fi                GO:00082 GO:00082   contig55 Solyc03g Ring H2 fi                 GO:00082 SL2.40ch AT1G80400.1  zinc finge        chr1:302  42.2131 8.43057 64.019 38.094 50.3505 165.545
GT Sense Sense 0.547 Detected -0.547 Detected 0.000 0.917 Detected 1.570 Detected 1.243 0.190 GT Sens contig552 contig552 Formin 3            GCCATTCcontig552 Solyc07g Solyc07g Formin 3            GO:00300 GO:00300   contig552 Solyc07g Formin 3             GO:00300 SL2.40ch AT5G5465Fh5, ATFH   Fh5 (FOR      chr5:221  72.0245 30.771 33.5077 69.9616 84.8843 140.591
GT Sense Sense 0.801 Detected -0.801 Detected 0.000 0.855 Detected 1.182 Detected 1.018 0.339 GT Sens contig556 contig556 Inward re                 TTCCAAAcontig556 Solyc01g Solyc01g Inward re                 GO:00052 GO:00052     contig556 Solyc01g Inward re                  GO:00052 SL2.40ch AT4G2220AKT2/3, A    AKT2/3 (A                chr4:117  459.038 137.903 165.308 933.268 434.369 574.245
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 1.041 Detected 1.463 Detected 1.252 0.043 GT Sens contig560 contig560 Unknown   TTGAAGCcontig560 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig560 Solyc06g Unknown Protein (A  SL2.40ch AT5G20200.1  nucleopo   chr5:681  17.2463 12.5248 8.737 22.1932 28.8686 40.746
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 1.013 Detected 0.998 Detected 1.006 0.070 GT Sens contig560 contig560 Dynamin               ACCATAAcontig560 Solyc09g Solyc09g Dynamin               GO:00092 GO:00092   contig560 Solyc09g Dynamin                GO:00092 SL2.40ch AT1G0316FZL  FZL (FZO         chr1:761  439.085 270.902 307.607 754.467 664.641 693.142
GT Sense Sense 0.997 Detected -0.997 Detected 0.000 1.859 Detected 2.094 Detected 1.976 0.188 GT Sens contig565 contig565 Ferric red                CGACAAAcontig565 Solyc01g Solyc01g Ferric red                GO:00002 GO:00002    contig565 Solyc01g Ferric red                 GO:00002 SL2.40ch AT1G2302ATFRO3,   FRO3; fe    chr1:815  332.382 76.0362 57.6149 669.402 550.431 682.845
GT Sense Sense 0.982 Detected -0.982 Detected 0.000 0.826 Detected 1.221 Detected 1.023 0.415 GT Sens contig566 contig566 Sterol C-1               CTCATTCcontig566 Solyc09g Solyc09g Sterol C-1               GO:00160 GO:00160 contig566 Solyc09g Delta14-s                GO:00506 SL2.40ch AT3G5294FK, HYD2    FK (FACK     chr3:196  1756.48 410.244 661.59 1923.13 1436.43 1990.93
GT Sense Sense 1.115 Detected -1.115 Detected 0.000 1.807 Detected 1.657 Detected 1.732 0.261 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  3845.45 747.516 549.358 3602.6 5663.98 5377.6
GT Sense Sense 0.625 Detected -0.625 Comprom 0.000 1.176 Detected 3.556 Detected 2.366 0.220 GT Sens contig573 contig573 High affin                 GCATGTGcontig573 Solyc04g Solyc04g High affin                 GO:00153 GO:00153      contig573 Solyc04g High affin                  GO:00153 SL2.40ch AT1G7799AST56, SU   AST56; s     chr1:293  20.5684 7.8861 16.9799 79.4486 27.4734 150.737
GT Sense Sense 0.407 Detected -0.407 Detected 0.000 1.160 Detected 1.424 Detected 1.292 0.094 GT Sens contig584 contig584 Aldehyde             TCCGTTCcontig584 Solyc07g Solyc07g Aldehyde             GO:00551 GO:00551     contig584 Solyc07g Aldehyde              GO:00040 SL2.40ch AT2G2427ALDH11A   ALDH11A         chr2:103  14730 7640.28 12361.2 33023 22636.2 28638.8
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 0.965 Detected 1.112 Detected 1.039 0.048 GT Sens contig585 contig585 Oxygen-e                      AGGCATTcontig585 Solyc02g Solyc02g Oxygen-e                      GO:00082 GO:00082     contig585 Solyc02g Oxygen-e                       GO:00082 SL2.40ch AT5G6657PSBO-1, O       PSBO1 (P           chr5:265  688.982 459.499 610.335 1392.91 1048.75 1223.51
GT Sense Sense -0.118 Comprom 0.118 Comprom 0.000 1.308 Detected 1.202 Detected 1.255 0.011 GT Sens contig586 contig586 Unknown   CAATTGAcontig586 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig586 Solyc09g Unknown Protein (A  SL2.40ch AT5G22791.2  FUNCTIO                                        chr5:760  5.33184 5.7275 3.21111 11.235 13.0662 12.7861
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 1.697 Detected 1.254 Detected 1.475 0.027 GT Sens contig587 contig587 Acyl- (AHR               CTACTCGcontig587 Solyc11g Solyc11g Acyl- (AHR               GO:00551 GO:00551  contig587 Solyc11g Acyl- (AHR                GO:00551 SL2.40ch AT3G02630.1  acyl-(acy         chr3:562  147.976 158.302 121.068 469.731 473.655 367.248
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 0.962 Detected 1.118 Detected 1.040 0.006 GT Sens contig592 contig592 Genomic                     TAGGAATcontig592 Solyc01g Solyc01g Genomic DNA chromosome 5                   contig592 Solyc01g Genomic DNA chrom                     SL2.40ch AT3G58670.2  unknown   chr3:217  212.565 186.972 226.413 191.309 370.915 435.342
GT Sense Sense 1.444 Detected -1.444 Comprom 0.000 0.960 Detected 1.048 Detected 1.004 0.559 GT Sens contig594 contig594 Metalloca                 TTCATGT contig594 Solyc07g Solyc07g Metalloca                 GO:00081 GO:00081   contig594 Solyc07g Metalloca                  GO:00081 SL2.40ch AT5G53890.1  leucine-r        chr5:218  32.1538 3.95783 2.69996 50.3985 20.9592 23.4576
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 0.912 Detected 1.540 Detected 1.226 0.060 GT Sens contig613 contig613 Pollen-sp                    AAAGATGcontig613 Solyc12g Solyc12g Pollen-sp                    GO:00050 GO:00050     contig613 Solyc12g Pollen-sp                     GO:00050 SL2.40ch AT5G020 ATROPGE    ROPGEF       chr5:383  43.4202 38.9981 118.764 81.5579 73.9194 120.404
GT Sense Sense 1.186 Detected -1.186 Detected 0.000 1.651 Detected 2.571 Detected 2.111 0.239 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  1034.7 182.347 915.742 1554.63 1302.88 2597.43
GT Sense Sense 0.559 Detected -0.559 Detected 0.000 0.872 Detected 1.583 Detected 1.228 0.205 GT Sens contig615 contig615 Unknown   CTAGCTGcontig615 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig615 Solyc04g Unknown Protein (A  SL2.40ch AT3G08960.1  binding /    chr3:273  50.9047 21.3771 42.7793 78.8292 57.6487 99.4171
GT Sense Sense 0.668 Detected -0.668 Detected 0.000 1.091 Detected 1.169 Detected 1.130 0.233 GT Sens contig619 contig619 RNA-depe                 TTTCCCT contig619 Solyc05g Solyc05g RNA-depe                 GO:00039 GO:00039    contig619 Solyc05g RNA-depe                  GO:00039 SL2.40ch AT1G1479RDR1, AT   RDR1 (RN            chr1:509  1432.21 516.981 873.749 2230.94 1750.27 1946.88
GT Sense Sense 0.341 Detected -0.341 Detected 0.000 0.962 Detected 1.524 Detected 1.243 0.107 GT Sens contig624 contig624 ATP-depe                      ATAACCCcontig624 Solyc03g Solyc03g ATP-depe                      GO:00171 GO:00171    contig624 Solyc03g ATP-depe                       GO:00041 SL2.40ch AT5G5092CLPC, AT      CLPC1; A        chr5:207  8328.5 4733.72 5159.37 7179.92 11679 18171.1
GT Sense Sense -0.436 Comprom 0.436 Detected 0.000 1.261 Detected 0.805 Detected 1.033 0.171 GT Sens contig626 contig626 HEAT rep               ACACTTGcontig626 Solyc02g Solyc02g HEAT rep               GO:00054 GO:00054 contig626 Solyc02g HEAT rep                GO:00054 SL2.40ch AT3G01450.1  binding  chr3:169  7.78446 12.9958 7.94463 18.5347 23.015 17.6774
GT Sense Sense 1.273 Detected -1.273 Detected 0.000 2.652 Detected 2.503 Detected 2.578 0.181 GT Sens contig635 contig635 Cellulose                AGGAAGCcontig635 Solyc07g Solyc07g Cellulose                GO:00167 GO:00167   contig635 Solyc07g Cellulose                 GO:00167 SL2.40ch AT5G1742IRX3, CES     IRX3 (IRR       chr5:573  874.273 136.57 455.11 4807.14 2073.81 1970.52
GT Sense Sense 0.914 Detected -0.914 Detected 0.000 1.516 Detected 1.274 Detected 1.395 0.269 GT Sens contig639 contig639 Ferredox                    TGTTGAAcontig639 Solyc07g Solyc07g Ferredox                    GO:00057 GO:00057   contig639 Solyc07g Ferredox                     GO:00036 SL2.40ch AT3G49900.1  BTB/POZ    chr3:185  1002.24 257.506 212.577 1688.19 1387.66 1235.87
GT Sense Sense -0.155 Comprom 0.155 Comprom 0.000 1.332 Detected 1.308 Detected 1.320 0.014 GT Sens contig642 contig642 Unknown             AATAACC contig642 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3            contig642 Solyc02g Unknown Protein (A  SL2.40ch AT5G4936BXL1, AT   BXL1 (BE        chr5:200  3.7884 4.2803 13.0956 10.3777 9.67943 10.0275
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 0.972 Detected 1.101 Detected 1.036 0.065 GT Sens contig647 contig647 Protease                   AGGTGG contig647 Solyc08g Solyc08g Protease                   GO:00042 GO:00042    contig647 Solyc08g Protease                    GO:00042 SL2.40ch AT4G1837DEG5, DE    DEG5 (DE          chr4:101  976.728 612.37 679.776 1588.71 1448.01 1668.39
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 1.016 Detected 1.094 Detected 1.055 0.070 GT Sens contig647 contig647 CCR4-NO                ATTATGCcontig647 Solyc11g Solyc11g CCR4-NO                GO:00056 GO:00056 contig647 Solyc11g CCR4-NO                 GO:00056 SL2.40ch AT1G07705.2  transcrip    chr1:238  412.168 250.887 267.533 596.171 620.82 690.502
GT Sense Sense 0.940 Detected -0.940 Comprom 0.000 2.835 Detected 2.617 Detected 2.726 0.102 GT Sens contig648 contig648 Rhamnog              ATCAGCAcontig648 Solyc04g Solyc04g Rhamnog              GO:00302 GO:00302   contig648 Solyc04g Rhamnog               GO:00168 SL2.40ch AT1G09890.1  lyase  chr1:321  17.275 4.27594 6.99467 22.2803 58.5627 53.0381
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 0.813 Detected 2.588 Detected 1.700 0.210 GT Sens contig649 contig649 Genomic                  TGATGCTcontig649 Solyc06g Solyc06g Genomic                  GO:00036 GO:00036  contig649 Solyc06g Genomic                   GO:00036 SL2.40ch AT3G24880.1  DNA bind   chr3:908  306.658 186.643 188.46 332.07 401.215 1446.61
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 1.895 Detected 2.042 Detected 1.969 0.008 GT Sens contig663 contig663 Unknown   CTCTAAAcontig663 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig663 Solyc12g Unknown Protein (A  SL2.40ch AT5G4916MET1, ME       MET1 (M     chr5:199  326.692 238.87 414.894 1056.03 992.183 1157.55
GT Sense Sense 0.594 Detected -0.594 Detected 0.000 1.427 Detected 1.286 Detected 1.356 0.152 GT Sens contig667 contig667 Unknown   GGCACG contig667 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig667 Solyc06g Unknown Protein (A  SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  37.8268 15.1284 19.5635 54.8033 61.4068 58.6877
GT Sense Sense -0.619 Detected 0.619 Detected 0.000 2.095 Detected 1.688 Detected 1.892 0.101 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  56.0387 120.588 43.0115 168.782 335.369 266.503
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 1.115 Detected 1.550 Detected 1.332 0.063 GT Sens contig675 contig675 Pentatrico               TATTATG contig675 Solyc04g Solyc04g Pentatrico               GO:00036 GO:00036    contig675 Solyc04g Pentatrico                GO:00036 SL2.40ch AT3G0426PTAC3  PTAC3 (P           chr3:112  306.829 191.212 226.121 611.773 500.92 713.331
GT Sense Sense 0.517 Detected -0.517 Detected 0.000 1.255 Detected 1.695 Detected 1.475 0.120 GT Sens contig677 contig677 Glutamate             GTCATAAcontig677 Solyc05g Solyc05g Glutamate             GO:00043 GO:00043     contig677 Solyc05g Glutamate              GO:00043 SL2.40ch AT5G0744GDH2  GDH2 (GL              chr5:235  202.664 90.1826 108.667 442.617 307.975 440.462
GT Sense Sense 1.259 Detected -1.259 Comprom 0.000 1.443 Detected 1.319 Detected 1.381 0.387 GT Sens contig678 contig678 Unknown   AGAAATAcontig678 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig678 Solyc07g 1-aminocy                 GO:00454 SL2.40ch AT4G37170.1  pentatric      chr4:174  14.1527 2.25379 8.8264 8.69144 14.6638 14.178
GT Sense Sense 1.373 Detected -1.373 Detected 0.000 1.977 Detected 1.293 Detected 1.635 0.367 GT Sens contig683 contig683 Chalcone               ATGAAAT contig683 Solyc05g Solyc05g Chalcone               GO:00081 GO:00081  contig683 Solyc05g Chalcone                GO:00084 SL2.40ch AT5G1393CHS, TT4    TT4 (TRA       chr5:448  20623.3 2804.59 7911.99 31037.7 28586.6 18744.3
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 1.801 Detected 2.265 Detected 2.033 0.036 GT Sens contig691 contig691 Transcrip              GCATATGcontig691 Solyc12g Solyc12g Transcrip              GO:00056 GO:00056 contig691 Solyc12g Transcrip               GO:00056 SL2.40ch AT1G1840BEE1  BEE1 (BR       chr1:633  172.606 100.768 212.519 673.805 438.786 637.608
GT Sense Sense 0.536 Detected -0.536 Detected 0.000 0.874 Detected 1.709 Detected 1.291 0.198 GT Sens contig693 contig693 Glycosyl        CTCTCAAcontig693 Solyc06g Solyc06g Glycosyl transferase family 2 p     contig693 Solyc06g Glycosyl        GO:00167 SL2.40ch AT5G60700.1  glycosylt      chr5:244  4840.59 2100.22 3586.44 4035.66 5578.06 10484.9
GT Sense Sense 1.626 Detected -1.626 Comprom 0.000 1.908 Detected 2.727 Detected 2.318 0.301 GT Sens contig697 contig697 Unknown   TAAGGTCcontig697 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig697 Solyc11g Unknown Protein (A  SL2.40ch AT3G14330.1  pentatric      chr3:477  25.2667 2.4195 29.9288 14.5315 28.0252 52.0909
GT Sense Sense 0.603 Detected -0.603 Detected 0.000 1.004 Detected 1.295 Detected 1.150 0.205 GT Sens contig702 contig702 1 4-alpha-                    TAGAGCAcontig702 Solyc07g Solyc07g 1 4-alpha-                    GO:00059 GO:00059      contig702 Solyc07g 1 4-alpha-                     GO:00038 SL2.40ch AT3G2044EMB2729    alpha-am      chr3:712  51.8799 20.4974 26.4085 76.2556 62.4417 80.517
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 0.801 Detected 1.201 Detected 1.001 0.084 GT Sens contig711 contig711 ApaG (AH           GAATGGAcontig711 Solyc12g Solyc12g ApaG (AH           GO:00062 GO:00062  contig711 Solyc12g ApaG (AH            GO:00062 SL2.40ch AT3G2465ABI3, SIS1   ABI3 (AB               chr3:899  3930.11 2580.95 3433.24 6787.08 5299.35 7363.36
GT Sense Sense 0.417 Detected -0.417 Detected 0.000 3.554 Detected 3.958 Detected 3.756 0.015 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  145.447 74.3629 85.7273 103.801 1165.91 1625.61
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 0.830 Detected 1.182 Detected 1.006 0.109 GT Sens contig713 contig713 T7.1 prote                 AAGAAGAcontig713 Solyc05g Solyc05g T7.1 protein (AHRD V1 *-*- Q9F              contig713 Solyc05g T7.1 protein (AHRD V                SL2.40ch AT1G69360.1  unknown   chr1:260  147.922 87.0321 83.0157 177.128 192.528 259.045
GT Sense Sense 0.741 Detected -0.741 Detected 0.000 0.912 Detected 1.109 Detected 1.011 0.309 GT Sens contig714 contig714 Myxococc        ATATGGTcontig714 Solyc04g Solyc04g Myxococcales GC trans RRR      contig714 Solyc04g Myxococcales GC t       SL2.40ch AT1G45150.1  unknown   chr1:170  548.611 179.152 183.561 660.814 563.2 680.364
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 1.373 Detected 1.722 Detected 1.548 0.083 GT Sens contig716 contig716 Glutamate               AGACTGGcontig716 Solyc03g Solyc03g Glutamate               GO:00055 GO:00055   contig716 Solyc03g Glutamate                GO:00055 SL2.40ch AT5G0414GLU1, GL     GLU1 (GL        chr5:113  1020.63 502.917 762.562 1663.75 1771.89 2378.09
GT Sense Sense 0.538 Detected -0.538 Detected 0.000 1.362 Detected 1.300 Detected 1.331 0.132 GT Sens contig719 contig719 Granule-b                 TAAAAAA contig719 Solyc08g Solyc08g Granule-b                 GO:00043 GO:00043       contig719 Solyc08g Granule-b                  GO:00043 SL2.40ch AT1G32900.1  starch sy    chr1:119  2812.94 1216.56 1456.7 4607.22 4539.63 4581.96
GT Sense Sense 0.593 Detected -0.593 Comprom 0.000 1.138 Detected 1.209 Detected 1.173 0.187 GT Sens contig727 contig727 Syntaxin     GTTCAACcontig727 Solyc01g Solyc01g Syntaxin (Fragment) (AHRD V1  contig727 Solyc01g Syntaxin (Fragment)    SL2.40ch AT5G15490.1  UDP-gluc     chr5:502  12.5826 5.03914 3.75501 13.0364 16.7323 18.5172
GT Sense Sense -0.386 Comprom 0.386 Comprom 0.000 1.805 Detected 2.647 Detected 2.226 0.060 GT Sens contig733 contig733 Transmem                   ACCACCAcontig733 Solyc01g Solyc01g Transmem                   GO:00151 GO:00151     contig733 Solyc01g Transmem                    GO:00151 SL2.40ch AT2G21050.1  amino ac     chr2:903  2.47928 3.86059 3.73156 15.5037 10.3187 19.4964
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 1.000 Detected 1.107 Detected 1.053 0.003 GT Sens contig733 contig733 Membran               TATTCAT contig733 Solyc03g Solyc03g Membrane protein HPP family            contig733 Solyc03g Membrane protein H              SL2.40ch AT3G47980.1  integral m      chr3:177  273.728 250.545 201.008 610.392 500.128 567.301
GT Sense Sense -0.485 Comprom 0.485 Comprom 0.000 2.688 Detected 2.971 Detected 2.830 0.030 GT Sens contig735 contig735 Growth-re              TAAAGCT contig735 Solyc09g Solyc09g Growth-re              GO:00056 GO:00056 contig735 Solyc09g Growth-re               GO:00056 SL2.40ch AT3G529 AtGRF4  AtGRF4 (       chr3:196  2.23539 3.99025 3.44312 19.8767 18.3722 23.5636
GT Sense Sense 1.318 Detected -1.318 Comprom 0.000 1.939 Detected 2.080 Detected 2.010 0.267 GT Sens contig736 contig736 Unknown              TAAAATT contig736 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3             contig736 Solyc01g Unknown Protein (A              SL2.40ch ATCG013 RPL2.2  encodes                 chrC:152  47.2305 6.92914 17.6211 70.8031 66.2527 76.9726
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 1.218 Detected 0.957 Detected 1.088 0.014 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  51.9756 48.7564 82.6866 210.99 111.811 98.3325
GT Sense Sense 0.618 Comprom -0.618 Comprom 0.000 0.938 Detected 1.217 Detected 1.077 0.231 GT Sens contig740 contig740 Unknown   TTGTGTTcontig740 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig740 Solyc04g Unknown Protein (A  SL2.40ch AT4G39420.1  unknown   chr4:183  8.96511 3.47008 2.8968 7.29873 10.1995 13.0434
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 0.952 Detected 2.516 Detected 1.734 0.160 GT Sens contig741 contig741 Alliinase (             TTTGCCTcontig741 Solyc03g Solyc03g Alliinase (             GO:00168 GO:00168   contig741 Solyc03g Alliinase (              GO:00168 SL2.40ch AT3G57350.1  FUNCTIO                                                                    chr3:212  12.5764 13.6787 4.51318 27.2564 24.2268 75.4802
GT Sense Sense 0.941 Detected -0.941 Detected 0.000 1.678 Detected 1.407 Detected 1.543 0.246 GT Sens contig746 contig746 S8-RNase             TGAAGTTcontig746 Solyc07g Solyc07g S8-RNase             GO:00338 GO:00338   contig746 Solyc07g S8-RNase              GO:00338 SL2.40ch AT4G03460.1  ankyrin r     chr4:153  16327.7 4035.93 14045.4 41030.6 24806.6 21660.2
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 1.208 Detected 1.306 Detected 1.257 0.031 GT Sens contig751 contig751 Cytosolic                  ATTCGGCcontig751 Solyc12g Solyc12g Cytosolic                  GO:00055 GO:00055  contig751 Solyc12g Cytosolic                   GO:00055 SL2.40ch AT3G2443HCF101  HCF101 (      chr3:886  3593.28 2415.31 3670.11 7881.82 6496.85 7326.22
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 0.872 Detected 1.580 Detected 1.226 0.084 GT Sens contig753 contig753 GDSL est              TGAAGAGcontig753 Solyc00g Solyc00g GDSL est              GO:00066 GO:00066   contig753 Solyc00g GDSL est               GO:00066 SL2.40ch AT3G59250.1  F-box fam    chr3:219  30.6749 33.887 46.7912 35.8567 56.3308 96.9462
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 1.129 Detected 1.303 Detected 1.216 0.045 GT Sens contig756 contig756 Os01g060       CTAGTGAcontig756 Solyc08g Solyc08g Os01g0600300 protein (Fragm     contig756 Solyc08g Os01g0600300 prote      SL2.40ch AT2G2965ANTR1, P   PHT4;1; c                   chr2:126  107.563 68.9343 67.7539 152.893 179.857 213.716
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 1.184 Detected 1.281 Detected 1.233 0.015 GT Sens contig767 contig767 Os12g023       TCATTTC contig767 Solyc03g Solyc03g Os12g0236050 protein (Fragm     contig767 Solyc03g Os12g0236050 prote      SL2.40ch AT5G43230.1  unknown   chr5:173  24.6228 18.4313 19.6447 53.5094 46.2271 52.0743
GT Sense Sense 0.563 Detected -0.563 Detected 0.000 1.041 Detected 1.058 Detected 1.050 0.203 GT Sens contig768 contig768 Alpha/bet                  GTAGGAGcontig768 Solyc08g Solyc08g Alpha/beta superfamily hydrola                 contig768 Solyc08g Alpha/beta superfam                  SL2.40ch AT3G43540.2  unknown   chr3:154  463.204 193.547 235.058 764.505 588.359 627.255
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 1.175 Detected 1.324 Detected 1.250 0.004 GT Sens contig769 contig769 DUF599 fa                 TTTTCCT contig769 Solyc02g Solyc02g DUF599 family protein (AHRD V               contig769 Solyc02g DUF599 family prote                 SL2.40ch AT1G32420.1 2017.26 1906.25 1822.14 1396.07 4227.6 4940.19
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 1.457 Detected 1.626 Detected 1.542 0.012 GT Sens contig775 contig775 Chloroph                    TGCTTTGcontig775 Solyc12g Solyc12g Chloroph                    GO:00160 GO:00160 contig775 Solyc12g Chloroph                     GO:00160 SL2.40ch AT2G0507LHCB2.2,   LHCB2.2     chr2:179  344.834 257.004 638.779 1536.35 780.404 924.462
GT Sense Sense 0.387 Detected -0.387 Comprom 0.000 1.085 Detected 1.101 Detected 1.093 0.106 GT Sens contig775 contig775 Cytochro                       GAGGCTCcontig775 Solyc03g Solyc03g Cytochro                       GO:00057 GO:00057     contig775 Solyc03g Cytochro                        GO:00057 SL2.40ch AT4G37830.1  cytochro     chr4:177  14.3707 7.65853 5.93037 18.7806 21.2448 22.6453
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 0.937 Detected 1.127 Detected 1.032 0.119 GT Sens contig776 contig776 Binding p     TGGCCTTcontig776 Solyc08g Solyc08g Binding protein (AHRD V1 ***- Dcontig776 Solyc08g Binding protein (AHR    SL2.40ch AT4G32820.2  binding  chr4:158  140.454 75.6492 77.6947 168.671 188.453 226.509
GT Sense Sense 0.685 Detected -0.685 Detected 0.000 2.486 Detected 2.347 Detected 2.417 0.072 GT Sens contig785 contig785 Zinc ion b                 AAGGAAGcontig785 Solyc01g Solyc01g Zinc ion b                 GO:00082 GO:00082   contig785 Solyc01g Zinc ion b                  GO:00082 SL2.40ch AT5G57410.2  unknown   chr5:232  41.8462 14.7601 28.3038 129.166 132.936 127.212
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 1.421 Detected 1.086 Detected 1.253 0.018 GT Sens contig789 contig789 Nudix hyd                       ACCACAAcontig789 Solyc03g Solyc03g Nudix hyd                       GO:00191 GO:00191        contig789 Solyc03g Nudix hyd                        GO:00191 SL2.40ch AT1G6876ATNUDT1    ATNUDX1           chr1:258  104.582 92.4794 89.0218 68.2388 251.411 210.022
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 1.153 Detected 2.221 Detected 1.687 0.087 GT Sens contig790 contig790 Carboxyl-                  CCGATGAcontig790 Solyc07g Solyc07g Carboxyl-                  GO:00055 GO:00055  contig790 Solyc07g Carboxyl-                   GO:00055 SL2.40ch AT4G23882.1 157.008 140.73 288.154 603.954 315.586 696.992
GT Sense Sense 1.552 Detected -1.552 Comprom 0.000 1.853 Detected 1.764 Detected 1.809 0.364 GT Sens contig792 contig792 ABC trans                 CTCTGTTcontig792 Solyc04g Solyc04g ABC trans                 GO:00168 GO:00168    contig792 Solyc04g ABC trans                  GO:00171 SL2.40ch AT5G06530.3  ABC tran     chr5:199  22.024 2.33649 3.62244 36.0903 24.7494 24.5037
GT Sense Sense -0.286 Comprom 0.286 Comprom 0.000 0.980 Detected 1.337 Detected 1.159 0.075 GT Sens contig793 contig793 Pentatrico               CGAGGAGcontig793 Solyc06g Solyc06g Pentatrico               GO:00037 GO:00037  contig793 Solyc06g Pentatrico                GO:00037 SL2.40ch AT1G02150.1  pentatric      chr1:408  4.49007 6.08519 6.80528 17.0799 9.84202 13.2882
GT Sense Sense 0.460 Detected -0.460 Detected 0.000 1.043 Detected 1.207 Detected 1.125 0.138 GT Sens contig793 contig793 Serine ca                ACAAGAT contig793 Solyc04g Solyc04g Serine ca                GO:00065 GO:00065   contig793 Solyc04g Serine ca                 GO:00167 SL2.40ch AT5G0964SNG2, SC   SCPL19;     chr5:298  507.19 244.517 305.02 835.748 692.73 817.988
GT Sense Sense 0.824 Detected -0.824 Comprom 0.000 0.852 Detected 1.172 Detected 1.012 0.351 GT Sens contig800 contig800 LRR recep                  TTACGGAcontig800 Solyc02g Solyc02g LRR recep                  GO:00046 GO:00046       contig800 Solyc02g Receptor   GO:00046 SL2.40ch AT5G14210.1  leucine-r        chr5:457  18.2222 5.29768 6.80369 26.0772 16.9346 22.2636
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 1.386 Detected 1.224 Detected 1.305 0.009 GT Sens contig802 contig802 Transcrip              GTGGCTAcontig802 Solyc01g Solyc01g Transcrip              GO:00056 GO:00056      contig802 Solyc01g Transcrip               GO:00037 SL2.40ch AT1G68920.3  basic hel      chr1:259  267.64 212.849 153.518 553.842 595.419 560.779
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.089 Detected 1.462 Detected 1.276 0.024 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  524.161 526.808 393.843 585.064 1067.65 1456.67
GT Sense Sense 0.326 Comprom -0.326 Comprom 0.000 2.308 Detected 2.063 Detected 2.186 0.025 GT Sens contig805 contig805 Endo-1 4-             AGCGACTcontig805 Solyc04g Solyc04g Endo-1 4-             GO:00038 GO:00038  contig805 Solyc04g Endo-1 4-              GO:00038 SL2.40ch AT4G3727HMA1, AT   HMA1; AT            chr4:175  4.70461 2.7286 3.34306 13.4706 16.943 15.0583
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.463 Detected 1.406 Detected 1.435 0.015 GT Sens contig805 contig805 Gag-pol p      GAATTAGcontig805 Solyc03g Solyc03g Gag-pol polyprotein (Fragmen     contig805 Solyc03g Gag-pol polyprotein     SL2.40ch AT1G76370.1 42.4564 49.1985 64.5815 144.995 120.316 121.831
GT Sense Sense 1.427 Detected -1.427 Detected 0.000 1.689 Detected 2.524 Detected 2.106 0.292 GT Sens contig812 contig812 Zinc finge                  TATAAGT contig812 Solyc12g Solyc12g Zinc finge                  GO:00054 GO:00054 contig812 Solyc12g Zinc finge                   GO:00054 SL2.40ch AT3G09950.1  unknown   chr3:306  115.339 14.5409 115.146 69.6878 126.061 236.939
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 1.197 Detected 1.831 Detected 1.514 0.051 GT Sens contig812 contig812 Unknown   GCTATTAcontig812 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig812 Solyc01g Unknown Protein (A  SL2.40ch AT4G01895.1  systemic        chr4:819  135.726 98.4061 139.697 203.61 253.006 413.518
GT Sense Sense 0.629 Detected -0.629 Detected 0.000 1.301 Detected 1.721 Detected 1.511 0.150 GT Sens contig815 contig815 ATP bind                 TATGAAAcontig815 Solyc09g Solyc09g ATP bind                 GO:00055 GO:00055      contig815 Solyc09g ATP bind                  GO:00055 SL2.40ch AT3G0876ATSIK  ATSIK; A           chr3:265  128.139 48.8529 60.3766 157.598 186.107 262.311
GT Sense Sense -0.493 Comprom 0.493 Comprom 0.000 1.157 Detected 1.516 Detected 1.337 0.126 GT Sens contig819 contig819 Unknown   TCAAGCCcontig819 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig819 Solyc07g cDNA clone J013074                  SL2.40ch AT5G4823EMB1276    ACAT2 (A        chr5:195  4.16543 7.52045 7.82797 12.4925 11.915 16.1075
GT Sense Sense -0.805 Comprom 0.805 Detected 0.000 1.227 Detected 0.847 Detected 1.037 0.336 GT Sens contig821 contig821 Unknown   TAGGAAGcontig821 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig821 Solyc01g Unknown Protein (A  SL2.40ch AT5G60390.3  elongatio       chr5:242  4.67455 13.001 10.9818 5.80723 17.425 14.1058
GT Sense Sense 1.024 Detected -1.024 Detected 0.000 2.077 Detected 0.896 Detected 1.486 0.336 GT Sens contig835 contig835 Telomere               TTTCCAAcontig835 Solyc11g Solyc11g Telomere               GO:00036 GO:00036  contig835 Solyc11g Telomere                GO:00036 SL2.40ch AT5G0378TRFL10  TRFL10 (      chr5:999  125.119 27.5742 8.17355 101.8 236.653 109.943
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 1.263 Detected 1.037 Detected 1.150 0.062 GT Sens contig835 contig835 Unknown   GAATATGcontig835 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig835 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  5736.71 3557.13 7406.59 19502.7 10351.9 9324.16
GT Sense Sense 0.842 Detected -0.842 Detected 0.000 1.548 Detected 2.384 Detected 1.966 0.172 GT Sens contig836 contig836 Chaperon                 AATCATC contig836 Solyc05g Solyc05g Chaperon                 GO:00055 GO:00055  contig836 Solyc05g Chaperon                  GO:00055 SL2.40ch AT2G0403CR88, EM    CR88; AT    chr2:128  528.968 150.132 247.886 717.705 786.536 1479.63
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 0.949 Detected 1.212 Detected 1.080 0.015 GT Sens contig836 contig836 Unknown   AACTTTA contig836 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig836 Solyc01g Unknown Protein (A  SL2.40ch AT5G49170.1  unknown   chr5:199  108.824 100.433 62.5586 102.61 192.667 243.619
GT Sense Sense 0.526 Detected -0.526 Comprom 0.000 1.415 Detected 1.223 Detected 1.319 0.132 GT Sens contig849 contig849 Sigma fac     CCAAAAAcontig849 Solyc03g Solyc03g Sigma factor (AHRD V1 *-*- Q9S contig849 Solyc03g Sigma factor (AHRD   SL2.40ch AT3G61300.1 15.291 6.72293 13.8658 5.92847 25.8074 23.8132
GT Sense Sense 0.407 Comprom -0.407 Comprom 0.000 1.695 Detected 1.858 Detected 1.776 0.051 GT Sens contig856 contig856 BURP dom             AGTCCATcontig856 Solyc01g Solyc01g BURP domain-containing prote             contig856 Solyc01g BURP domain-conta              SL2.40ch AT3G59780.1  FUNCTIO                                                                chr3:220  7.43896 3.85526 12.2095 40.1688 16.5564 19.5263
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 1.296 Detected 2.144 Detected 1.720 0.056 GT Sens contig863 contig863 Helix-loop                 GCAACAAcontig863 Solyc10g Solyc10g Helix-loop                 GO:00056 GO:00056 contig863 Solyc10g Helix-loop                  GO:00056 SL2.40ch AT5G50000.1  protein k    chr5:203  20.6742 19.3731 26.4828 48.5745 46.9189 88.9556
GT Sense Sense 0.480 Detected -0.480 Detected 0.000 1.092 Detected 1.351 Detected 1.222 0.133 GT Sens contig864 contig864 Sh4 homo             GTCTTGTcontig864 Solyc02g Solyc02g Sh4 homo             GO:00037 GO:00037      contig864 Solyc02g Sh4 homo              GO:00037 SL2.40ch AT1G31310.1  hydroxyp      chr1:111  38.3536 17.9848 22.608 39.6735 53.4573 67.4061
GT Sense Sense 0.686 Detected -0.686 Detected 0.000 1.162 Detected 1.792 Detected 1.477 0.189 GT Sens contig867 contig867 Unknown   TTTTCCAcontig867 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig867 Solyc03g Unknown Protein (A  SL2.40ch AT5G2466LSU2  LSU2 (RE       chr5:844  166.174 58.537 117.538 202.223 210.747 343.508
GT Sense Sense 0.729 Detected -0.729 Detected 0.000 1.884 Detected 2.652 Detected 2.268 0.111 GT Sens contig870 contig870 Unknown   GAAATCCcontig870 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig870 Solyc10g Unknown Protein (A  SL2.40ch AT2G0222ATPSKR1    PSKR1 (P             chr2:584  209.351 69.4687 128.003 192.354 425.11 762.575
GT Sense Sense -0.053 Comprom 0.053 Comprom 0.000 2.092 Detected 2.687 Detected 2.389 0.016 GT Sens contig876 contig876 Unknown           CAACAAT contig876 Solyc10g Solyc10g Unknown           GO:00056 GO:00056      contig876 Solyc10g Unknown            GO:00037 SL2.40ch AT5G0598ATDFB  ATDFB (A         chr5:179  2.32005 2.27608 4.19482 16.033 9.35371 14.8836
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 0.947 Detected 1.134 Detected 1.040 0.021 GT Sens contig878 contig878 Glycine d                 ACCATCAcontig878 Solyc08g Solyc08g Glycine d                 GO:00043 GO:00043     contig878 Solyc08g Glycine d                  GO:00043 SL2.40ch AT4G330 AtGLDP1  AtGLDP1               chr4:159  3024.96 2337.98 3134.81 6719.61 4893.68 5870.31
GT Sense Sense 0.520 Detected -0.520 Detected 0.000 1.205 Detected 1.346 Detected 1.276 0.136 GT Sens contig879 contig879 Protein tr               TTTTCAT contig879 Solyc11g Solyc11g Protein tr               GO:00068 GO:00068   contig879 Solyc11g Protein tr                GO:00068 SL2.40ch AT1G21650.1  ATP bind      chr1:759  225.235 99.8129 88.0162 307.71 330.033 383.485
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 0.992 Detected 1.195 Detected 1.093 0.009 GT Sens contig889 contig889 GTP-bind               CAAAACT contig889 Solyc11g Solyc11g GTP-bind               GO:00055 GO:00055  contig889 Solyc11g GTP-bind                GO:00055 SL2.40ch AT3G1208emb2738  emb2738       chr3:384  137.967 124.291 102.641 262.054 248.689 301.497
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 0.903 Detected 1.148 Detected 1.025 0.015 GT Sens contig891 contig891 Peptidyl-p                 TTGGAGGcontig891 Solyc04g Solyc04g Peptidyl-p                 GO:00055 GO:00055   contig891 Solyc04g Peptidyl-p                  GO:00055 SL2.40ch AT2G43560.1  immunop          chr2:180  436.951 376.425 629.24 1121.21 724.108 904.016
GT Sense Sense -0.493 Comprom 0.493 Detected 0.000 1.113 Detected 0.954 Detected 1.033 0.174 GT Sens contig898 contig898 Unknown   ATGTTCCcontig898 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig898 Solyc00g Unknown Protein (A  SL2.40ch AT5G2319CYP86B1  CYP86B1               chr5:780  9.84592 17.7695 11.4867 16.3685 27.3074 25.7728
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 0.968 Detected 1.275 Detected 1.122 0.029 GT Sens contig903 contig903 Dihydroxy              AAAGAAGcontig903 Solyc05g Solyc05g Dihydroxy              GO:00055 GO:00055      contig903 Solyc05g Dihydroxy               GO:00055 SL2.40ch AT3G23940.1  dehydrat    chr3:864  89.1195 96.2192 57.4044 198.988 173.009 225.473
GT Sense Sense -0.054 Comprom 0.054 Comprom 0.000 1.291 Detected 0.902 Detected 1.096 0.032 GT Sens contig905 contig905 N-acetylat         GATCGGTcontig905 Solyc12g Solyc12g N-acetylated alpha-linked acidi       contig905 Solyc12g N-acetylated alpha-l        SL2.40ch AT5G19740.1  peptidase     chr5:667  6.31107 6.20204 2.82674 12.0942 14.6156 11.7596
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 0.876 Detected 1.580 Detected 1.228 0.081 GT Sens contig907 contig907 HAD-supe                      ATGTCGTcontig907 Solyc11g Solyc11g HAD-supe                      GO:00055 GO:00055   contig907 Solyc11g HAD-supe                       GO:00055 SL2.40ch AT4G39970.1  haloacid      chr4:185  148.868 114.391 249.124 489.317 228.704 392.387
GT Sense Sense -0.325 Comprom 0.325 Comprom 0.000 1.368 Detected 1.270 Detected 1.319 0.057 GT Sens contig909 contig909 Agenet do             TAGTTTAcontig909 Solyc06g Solyc06g Agenet do             GO:00037 GO:00037  contig909 Solyc06g Agenet do              GO:00036 SL2.40ch AT3G26050.1  FUNCTIO                                                                          chr3:952  4.79881 6.86064 7.65506 9.68105 14.1375 13.9234
GT Sense Sense 1.139 Detected -1.139 Detected 0.000 1.654 Detected 1.855 Detected 1.754 0.265 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  4201.83 790.28 1225.71 5212.17 5474.79 6631.55
GT Sense Sense 0.739 Detected -0.739 Detected 0.000 1.565 Detected 1.109 Detected 1.337 0.226 GT Sens contig936 contig936 Dynamin              ATAGACT contig936 Solyc08g Solyc08g Dynamin              GO:00055 GO:00055   contig936 Solyc08g Dynamin               GO:00039 SL2.40ch AT3G6019ADL4, AD      ADL1E (A         chr3:222  56.8942 18.6325 18.379 50.8168 91.9561 70.6505
GT Sense Sense -0.398 Comprom 0.398 Comprom 0.000 1.734 Detected 1.451 Detected 1.593 0.064 GT Sens contig938 contig938 PGPS/NH2                 AAATATG contig938 Solyc01g Solyc01g PGPS/NH2                 GO:00082 GO:00082   contig938 Solyc01g PGPS/NH2                  GO:00082 SL2.40ch AT4G31960.1  unknown   chr4:154  3.64411 5.77101 3.75738 12.6978 14.5696 12.6128
GT Sense Sense 1.860 Detected -1.860 Detected 0.000 1.696 Detected 2.133 Detected 1.915 0.414 GT Sens contig940 contig940 Unknown   TTGTCTGcontig940 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig940 Solyc07g Unknown Protein (A  SL2.40ch AT2G3354CPL3, AT   CPL3 (C-          chr2:142  2520.34 174.382 258.232 1353.25 2051.12 2926.16
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 0.923 Detected 1.144 Detected 1.034 0.028 GT Sens contig945 contig945 Cytokinin                  TGGAGG contig945 Solyc01g Solyc01g Cytokinin                  GO:00191 GO:00191      contig945 Solyc01g Cytokinin                   GO:00191 SL2.40ch AT3G6344ATCKX6,    CKX6 (CY       chr3:234  5916.93 4448.51 4102.04 5388.28 9289.27 11407.1
GT Sense Sense 0.369 Detected -0.369 Detected 0.000 1.347 Detected 1.486 Detected 1.416 0.064 GT Sens contig947 contig947 Heat stres                  GCATCCTcontig947 Solyc04g Solyc04g Heat stres                  GO:00056 GO:00056  contig947 Solyc04g Heat stres                   GO:00036 SL2.40ch AT1G4626AT-HSFB4    AT-HSFB        chr1:172  62.1702 34.0008 45.4747 49.1216 111.657 129.56
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 1.391 Detected 1.133 Detected 1.262 0.015 GT Sens contig948 contig948 Nodulin-li                  GAATATGcontig948 Solyc06g Solyc06g Nodulin-li                  GO:00160 GO:00160 contig948 Solyc06g Nodulin-li                   GO:00160 SL2.40ch AT5G2522KNAT3  KNAT3 (K          chr5:873  45.6038 36.7705 33.1855 55.1545 102.514 90.3372
GT Sense Sense -0.588 Comprom 0.588 Detected 0.000 0.964 Detected 2.772 Detected 1.868 0.225 GT Sens contig951 contig951 Nodulin M                   CACTACAcontig951 Solyc05g Solyc05g Nodulin M                   GO:00160 GO:00160 contig951 Solyc05g Nodulin M                    GO:00160 SL2.40ch AT1G70260.1  nodulin M     chr1:264  6.36434 13.1067 3.64684 37.1508 17.0114 62.7518
GT Sense Sense 0.665 Detected -0.665 Detected 0.000 1.401 Detected 1.610 Detected 1.506 0.155 GT Sens contig957 contig957 Heat shoc                        TTAAAGT contig957 Solyc03g Solyc03g Heat shoc                        GO:00055 GO:00055    contig957 Solyc03g Heat shoc                         GO:00426 SL2.40ch AT5G5264HSP81-1,      ATHSP90             chr5:213  339.746 123.241 174.472 330.894 516.074 628.518
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 1.261 Detected 1.148 Detected 1.205 0.089 GT Sens contig958 contig958 Unknown             ATTGAGGcontig958 Solyc11g Solyc11g Unknown             GO:00065 GO:00065 contig958 Solyc11g Unknown              GO:00065 SL2.40ch AT1G35340.1  ATP-depe        chr1:129  148.661 79.9991 104.166 316.782 249.564 243.102
GT Sense Sense -0.311 Detected 0.311 Detected 0.000 1.498 Detected 1.344 Detected 1.421 0.047 GT Sens contig961 contig961 Chloropla        TATAATT contig961 Solyc02g Solyc02g Chloroplast unusual positionin      contig961 Solyc02g Chloroplast unusua       SL2.40ch AT4G18570.1  proline-ri     chr4:102  472.782 663.443 785.781 1267.8 1510.48 1430.16
GT Sense Sense 0.715 Detected -0.715 Detected 0.000 0.946 Detected 1.294 Detected 1.120 0.268 GT Sens contig961 contig961 Chaperon                 CTCAATGcontig961 Solyc11g Solyc11g Chaperon                 GO:00064 GO:00064  contig961 Solyc11g Chaperon                  GO:00064 SL2.40ch AT3G441 ATJ3, ATJ  ATJ3; pro    chr3:158  174.368 58.9843 59.8352 145.58 186.508 250.229
GT Sense Sense 0.328 Detected -0.328 Detected 0.000 0.986 Detected 1.223 Detected 1.105 0.087 GT Sens contig963 contig963 Light-dep                   TCAAGTGcontig963 Solyc10g Solyc10g Light-dependent short hypoco                  contig963 Solyc10g Light-dependent sho                   SL2.40ch AT5G2849LSH1  LSH1 (LIG      chr5:104  141.11 81.6651 119.751 276.805 202.997 252.13
GT Sense Sense 0.390 Detected -0.390 Detected 0.000 1.269 Detected 1.538 Detected 1.403 0.077 GT Sens contig969 contig969 Os12g023       GATGAGCcontig969 Solyc02g Solyc02g Os12g0236050 protein (Fragm     contig969 Solyc02g Os12g0236050 prote      SL2.40ch AT5G43230.1  unknown   chr5:173  294.451 156.384 215.577 287.774 493.605 626.928
GT Sense Sense 0.503 Detected -0.503 Comprom 0.000 1.538 Detected 0.992 Detected 1.265 0.158 GT Sens contig969 contig969 ATP-depe                  ATTATGAcontig969 Solyc01g Solyc01g ATP-depe                  GO:00056 GO:00056 contig969 Solyc01g ATP-depe                   GO:00056 SL2.40ch AT5G1788CSA1  CSA1 (co         chr5:590  19.1949 8.71318 24.421 83.1113 35.8684 25.8839
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 0.927 Detected 1.200 Detected 1.064 0.034 GT Sens contig970 contig970 Protein ki                  GGTCCTTcontig970 Solyc04g Solyc04g Protein ki                  GO:00064 GO:00064  contig970 Solyc04g Protein ki                   GO:00064 SL2.40ch AT1G5357MAP3KA,   MAP3KA            chr1:199  161.713 120.016 124.982 204.893 252.911 322.081
GT Sense Sense 0.440 Detected -0.440 Detected 0.000 1.355 Detected 0.861 Detected 1.108 0.159 GT Sens contig970 contig970 D-xylose-                ATACTCCcontig970 Solyc07g Solyc07g D-xylose-                GO:00155 GO:00155   contig970 Solyc07g D-xylose-                 GO:00155 SL2.40ch AT1G67300.1  hexose tr    chr1:251  378.358 187.56 150.643 623.183 650.461 486.858
GT Sense Sense 0.720 Detected -0.720 Detected 0.000 0.951 Detected 1.995 Detected 1.473 0.239 GT Sens contig971 contig971 chaperon             GAATGCTcontig971 Solyc11g Solyc11g chaperon             GO:00442 GO:00442    contig971 Solyc11g chaperon              GO:00442 SL2.40ch AT2G2800CPN60A, C    CPN60A (        chr2:119  440.983 148.159 208.927 668.727 471.886 1025.24
GT Sense Sense 0.653 Detected -0.653 Detected 0.000 1.051 Detected 2.213 Detected 1.632 0.203 GT Sens contig973 contig973 Sister chr                  GCTACGGcontig973 Solyc03g Solyc03g Sister chromatid cohesion pro                 contig973 Solyc03g Sister chromatid co                  SL2.40ch AT5G14850.2  mannosy    chr5:480  46.8108 17.2536 16.819 70.9173 56.2344 132.582
GT Sense Sense 0.358 Detected -0.358 Detected 0.000 1.084 Detected 1.147 Detected 1.116 0.090 GT Sens contig976 contig976 class I he                  GGGAGA contig976 Solyc04g Solyc04g class I he                  GO:00510 GO:00510     contig976 Solyc04g class I he                   GO:00510 SL2.40ch AT5G37670.1  15.7 kDa         chr5:149  1634.35 907.413 1428.02 2022.78 2465.08 2713.76
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 0.877 Detected 1.497 Detected 1.187 0.071 GT Sens contig977 contig977 LOB dom                 TTGCAAAcontig977 Solyc02g Solyc02g LOB dom                 GO:00055 GO:00055   contig977 Solyc02g LOB dom                  GO:00055 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  163.632 125.793 137.901 329.946 251.568 407.268
GT Sense Sense 0.600 Detected -0.600 Detected 0.000 1.459 Detected 1.124 Detected 1.292 0.174 GT Sens contig982 contig982 Unknown   GAGGATTcontig982 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig982 Solyc02g Unknown Protein (A  SL2.40ch AT5G53500.1  WD-40 re     chr5:217  487.328 193.422 329.693 898.024 805.814 673.381
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 1.128 Detected 1.213 Detected 1.170 0.003 GT Sens contig986 contig986 Kinesin-li        AAATCAA contig986 Solyc12g Solyc12g Kinesin-like calmodulin bindin      contig986 Solyc12g Kinesin-like calmod       SL2.40ch AT1G11420.1  agenet do    chr1:384  261.711 221.637 181.289 362.561 502.566 561.538
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.087 Detected 1.085 Detected 1.086 0.009 GT Sens contig988 contig988 Ariadne-li                AAGATAAcontig988 Solyc12g Solyc12g Ariadne-li                GO:00082 GO:00082   contig988 Solyc12g Ariadne-li                 GO:00082 SL2.40ch AT2G1609ATARI12,   zinc finge    chr2:698  362.379 285.829 218.006 621.479 652.896 686.729
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 0.977 Detected 1.267 Detected 1.122 0.028 GT Sens contig989 contig989 Serine hy             AACACTAcontig989 Solyc02g Solyc02g Serine hy             GO:00043 GO:00043     contig989 Solyc02g Serine hy              GO:00043 SL2.40ch AT4G3793SHM1, ST    SHM1 (SE         chr4:178  6153.84 4699.73 8039.86 14229.7 10107.6 13015.6
GT Sense Sense 0.815 Detected -0.815 Detected 0.000 0.989 Detected 1.379 Detected 1.184 0.293 GT Sens contig997 contig997 Zinc finge                 AAGTCTGcontig997 Solyc08g Solyc08g Zinc finge                 GO:00056 GO:00056 contig997 Solyc08g Zinc finge                  GO:00056 SL2.40ch AT3G15680.1  zinc finge      chr3:531  691.675 203.793 387.526 399.614 711.328 981.996



GT Sense Sense 0.490 Detected -0.490 Detected 0.000 0.810 Detected 1.804 Detected 1.307 0.202 GT Sens X72730 X72730 ERT10 CCGGTGTCCCGATTTTCTCATCCCTCTAGTATAGAGAAAACAAATTAGAAAAATAAGGAT 7402.59 3419.48 7095.39 7792.06 8419.6 17679.2
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 1.373 Detected 0.805 Detected 1.089 0.136 GT Sens contig101 contig101 Proline ric                     AATTAAA contig101 Solyc12g Solyc12g Proline ric                     GO:00051 GO:00051     contig101 Solyc12g Proline ric                      GO:00051 SL2.40ch AT5G26740.3  unknown   chr5:929  52.7739 29.683 166.637 175.062 97.8522 69.5761
GT Sense Sense 0.391 Detected -0.391 Detected 0.000 1.014 Detected 1.210 Detected 1.112 0.110 GT Sens contig102 contig102 Unknown   GCCGTG contig102 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig102 Solyc05g Unknown Protein (A  SL2.40ch AT1G52360.1  coatome           chr1:194  602.12 319.406 269.213 752.532 845.449 1020.93
GT Sense Sense 0.530 Detected -0.530 Detected 0.000 1.206 Detected 2.195 Detected 1.700 0.144 GT Sens contig103 contig103 Unknown   TATATCA contig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g Unknown Protein (A  SL2.40ch AT4G0154ANAC068    NTM1 (NA          chr4:670  40.1644 17.5688 18.8581 27.5636 58.5052 122.33
GT Sense Sense 0.287 Detected -0.287 Detected 0.000 0.933 Detected 2.028 Detected 1.480 0.139 GT Sens contig103 contig103 Unknown   GCAAAAT contig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g Unknown Protein (A  SL2.40ch AT4G0154ANAC068    NTM1 (NA          chr4:670  130.681 80.0236 79.5541 105.499 186.414 419.453
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 0.918 Detected 1.642 Detected 1.280 0.072 GT Sens contig102 contig102 Receptor-                  ACCGACAcontig102 Solyc07g Solyc07g Receptor-               GO:00055 GO:00055   contig102 Solyc07g Receptor-                GO:00055 SL2.40ch AT4G3230SD2-5  SD2-5 (S-          chr4:155  123.084 118.462 101.84 192.732 217.784 379.147
GT Sense Sense 0.488 Detected -0.488 Detected 0.000 0.848 Detected 2.084 Detected 1.466 0.204 GT Sens contig104 contig104 Protein se                  TGAAGATcontig104 Solyc02g Solyc02g Protein se               GO:00064 GO:00064    contig104 Solyc02g Protein se                GO:00428 SL2.40ch AT5G6708MAPKKK   MAPKKK            chr5:267  1695.62 785.641 1085.32 1581.18 1983.15 4923.48
GT Sense Sense 0.563 Detected -0.563 Detected 0.000 1.022 Detected 2.423 Detected 1.723 0.195 GT Sens contig105 contig105 Protein se                  TTCAGGAcontig105 Solyc07g Solyc07g Protein se               GO:00064 GO:00064    contig105 Solyc07g Protein se                GO:00428 SL2.40ch AT3G46370.1  leucine-r       chr3:170  304.657 127.319 260.379 382.875 381.796 1062.78
GT Sense Sense 1.175 Detected -1.175 Detected 0.000 1.348 Detected 1.018 Detected 1.183 0.424 GT Sens contig106 contig106 Wound in         TAGAAGCcontig106 Solyc07g Solyc07g Wound induced protein (AHRD   contig106 Solyc07g Wound induced pro     SL2.40ch AT4G10270.1  wound-re     chr4:637  2306.93 412.329 773.146 1974.58 2370.43 1987.48
GT Sense Sense 1.149 Detected -1.149 Detected 0.000 0.909 Detected 2.162 Detected 1.536 0.362 GT Sens contig107 contig107 UDP-gluc                TTGAATT contig107 Solyc11g Solyc11g UDP-gluc             GO:00081 GO:00081  contig107 Solyc11g UDP-gluc              GO:00081 SL2.40ch AT4G30500.1  unknown   chr4:149  334.815 62.0279 228.049 255.227 258.409 648.799
GT Sense Sense 1.109 Detected -1.109 Detected 0.000 2.006 Detected 1.364 Detected 1.685 0.282 GT Sens contig107 contig107 Aminotran                 TGGTGG contig107 Solyc12g Solyc12g Aminotran              GO:00301 GO:00301   contig107 Solyc12g Aminotran               GO:00301 SL2.40ch AT3G2220POP2, GA    POP2 (PO         chr3:783  854.063 167.456 612.906 3781.72 1450.78 979.125
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 1.584 Detected 1.045 Detected 1.315 0.047 GT Sens contig107 contig107 Unknown      AACATCCcontig107 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig107 Solyc04g Unknown Protein (A  SL2.40ch AT4G20160.1  LOCATE                                                                           chr4:108  107.102 115.645 242.943 416.6 318.66 231.058
GT Sense Sense 0.496 Detected -0.496 Detected 0.000 1.096 Detected 1.146 Detected 1.121 0.152 GT Sens contig108 contig108 Breast ca                     GGTTGATcontig108 Solyc05g Solyc05g Breast ca                  GO:00037 GO:00037    contig108 Solyc05g Breast ca                   GO:00037 SL2.40ch AT5G08500.1  transmem      chr5:274  1181.18 541.788 649.248 1578.61 1632.83 1781.23
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 1.173 Detected 1.208 Detected 1.190 0.066 GT Sens contig109 contig109 Proteinas                    GACCCTAcontig109 Solyc00g Solyc00g Proteinas                 GO:00048 GO:00048    contig109 Solyc00g Proteinas                  GO:00048 SL2.40ch AT4G1235MYB42, A   MYB42 (m        chr4:732  1792.29 1045.01 3325.22 4013.7 2945.36 3181.04
GT Sense Sense 0.442 Detected -0.442 Detected 0.000 0.803 Detected 1.804 Detected 1.304 0.190 GT Sens contig110 contig110 Ycf2 (AHR               TTTCCTCcontig110 Solyc02g Solyc02g Ycf2 (AHR            GO:00095 GO:00095 contig110 Solyc09g RING fing                  GO:00065 SL2.40ch AT3G2182ATXR2, S   ATXR2 (H        chr3:768  694.889 343.397 247.536 443.93 813.632 1716.4
GT Sense Sense 0.671 Detected -0.671 Detected 0.000 1.298 Detected 1.358 Detected 1.328 0.187 GT Sens contig112 contig112 Xanthine                 ACTGATGcontig112 Solyc11g Solyc11g Xanthine              GO:00551 GO:00551  contig112 Solyc11g Xanthine               GO:00090 SL2.40ch AT4G3489ATXDH1,   XDH1 (XA       chr4:166  6997.4 2515.85 4131.22 12748.4 9850.2 10822.6
GT Sense Sense -0.455 Comprom 0.455 Comprom 0.000 2.279 Detected 2.963 Detected 2.621 0.044 GT Sens contig115 contig115 Mutator-li                    TTTCTAGcontig115 Solyc04g Solyc04g Mutator-like transposase (AHR               contig115 Solyc01g Mutator-like transpo               SL2.40ch AT5G18550.1  nucleic a        chr5:616  2.22956 3.81756 3.81621 6.47123 13.5161 22.8922
GT Sense Sense 0.473 Detected -0.473 Detected 0.000 1.126 Detected 1.013 Detected 1.070 0.154 GT Sens contig116 contig116 CST com          AGGAACTcontig116 Solyc12g Solyc12g CST complex subunit CTC1 (A    contig116 Solyc12g CST complex subun      SL2.40ch AT3G22150.1  pentatric      chr3:781  45.4295 21.4914 18.6483 60.0685 65.129 63.4352
GT Sense Sense -0.198 Detected 0.198 Detected 0.000 1.482 Detected 1.691 Detected 1.586 0.019 GT Sens contig119 contig119 1-aminocy          TTTGAAGcontig119 Solyc09g Solyc09g 1-aminocyclopropane-1-carbo       contig119 Solyc09g089700.2.1 AT3G61400.1  2-oxoglu     chr3:227  28.4169 34.0959 85.2071 292.076 83.0118 101.104
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.142 Detected 0.968 Detected 1.055 0.008 GT Sens contig123 contig123 Aquapori                 AATTCTC contig123 Solyc10g Solyc10g Aquapori              GO:00160 GO:00160   contig123 Solyc10g Aquapori               GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  209.374 181.645 245.919 661.012 410.839 383.779
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 1.297 Detected 1.041 Detected 1.169 0.014 GT Sens contig124 contig124 Aquapori                 GCCATGGcontig124 Solyc10g Solyc10g Aquapori              GO:00160 GO:00160 contig124 Solyc10g Aquapori               GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  483.111 477.519 659.96 1545.59 1126.86 994.259
GT Sense Sense 0.377 Detected -0.377 Detected 0.000 1.167 Detected 1.478 Detected 1.323 0.083 GT Sens contig127 contig127 Glucose-1                 TTGCCACcontig127 Solyc12g Solyc12g Glucose-1              GO:00090 GO:00090  contig127 Solyc07g Glucose-1               GO:00088 SL2.40ch AT5G4830ADG1, AP   ADG1 (AD        chr5:195  740.617 400.18 447.931 1494.35 1167.35 1525.4
GT Sense Sense 0.521 Detected -0.521 Detected 0.000 1.075 Detected 1.547 Detected 1.311 0.149 GT Sens contig128 contig128 Sulfate ad               ACTGCCCcontig128 Solyc09g Solyc09g Sulfate ad            GO:00001 GO:00001     contig128 Solyc09g Sulfate ad             GO:00047 SL2.40ch AT4G1468APS3  APS3; su     chr4:841  361.46 160.066 261.47 527.599 483.972 706.917
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 1.189 Detected 0.861 Detected 1.025 0.087 GT Sens contig128 contig128 Unknown      AACAATT contig128 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig128 Solyc07g Unknown Protein (A  SL2.40ch AT5G43550.1 137.05 84.9519 65.2158 255.214 234.832 197.147
GT Sense Sense -1.201 Comprom 1.201 Detected 0.000 1.770 Detected 1.414 Detected 1.592 0.320 GT Sens contig131 contig131 Kinase-lik                   AATTTCC contig131 Solyc04g Solyc04g Kinase-lik                GO:00064 GO:00064  contig131 Solyc04g Receptor   GO:00046 SL2.40ch AT5G4785CCR4  CCR4 (AR        chr5:193  3.04195 14.6541 8.05394 27.0003 21.747 17.9025
GT Sense Sense 0.269 Comprom -0.269 Comprom 0.000 1.121 Detected 1.221 Detected 1.171 0.050 GT Sens contig131 contig131 Homeobo                  AGTCTCAcontig131 Solyc02g Solyc02g Homeobo               GO:00435 GO:00435      contig131 Solyc02g Homeobo                GO:00435 SL2.40ch AT1G0523HDG2  HDG2 (HO          chr1:151  10.912 6.85594 9.66785 26.5565 17.962 20.2776
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 1.097 Detected 1.176 Detected 1.137 0.040 GT Sens contig132 contig132 class I he                     GAGCAATcontig132 Solyc09g Solyc09g class I he                  GO:00510 GO:00510   contig132 Solyc09g class I he                   GO:00510 SL2.40ch AT5G5972HSP18.2  HSP18.2      chr5:240  91.6868 60.6183 66.9241 138.183 152.299 169.48
GT Sense Sense -0.789 Comprom 0.789 Comprom 0.000 1.356 Detected 1.005 Detected 1.180 0.282 GT Sens contig139 contig139 Unknown      CAATTAC contig139 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig139 Solyc11g Genomic DNA chrom         SL2.40ch AT5G0592DHS  DHS (DEO    chr5:177  3.15631 8.58871 5.55702 8.06585 12.7218 10.5087
GT Sense Sense 0.694 Detected -0.694 Detected 0.000 1.343 Detected 1.574 Detected 1.458 0.174 GT Sens contig141 contig141 Protein ki                   GCTTCACcontig141 Solyc01g Solyc01g Protein ki                GO:00167 GO:00167      contig141 Solyc01g Serine/thr                 GO:00046 SL2.40ch AT1G5003TOR  TOR (TAR        chr1:185  367.682 128.167 139.734 484.177 525.636 650.342
GT Sense Sense 1.427 Detected -1.427 Comprom 0.000 1.436 Detected 1.840 Detected 1.638 0.374 GT Sens contig143 contig143 Ferric red                   CTGGTGAcontig143 Solyc01g Solyc01g Ferric red                GO:00160 GO:00160   contig143 Solyc01g Ferric red                 GO:00002 SL2.40ch AT5G4974ATFRO7,   ATFRO7         chr5:202  17.2832 2.17955 4.18962 18.7781 15.8551 22.1034
GT Sense Sense 2.499 Detected -2.499 Detected 0.000 2.049 Detected 4.326 Detected 3.188 0.366 GT Sens contig144 contig144 N-hydroxy                TATACTT contig144 Solyc05g Solyc05g N-hydroxy             GO:00167 GO:00167         contig144 Solyc05g N-hydroxy              GO:00167 SL2.40ch AT2G39980.1  transfera     chr2:166  2682.41 76.5144 1527.03 1518.07 1789.97 9142.57
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 1.481 Detected 1.646 Detected 1.563 0.008 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  117.078 91.0105 196.564 369.077 275.077 324.955
GT Sense Sense 1.541 Detected -1.541 Detected 0.000 2.183 Detected 1.601 Detected 1.892 0.351 GT Sens contig146 contig146 Chalcone                 CTGGTGGcontig146 Solyc05g Solyc05g Chalcone              GO:00081 GO:00081  contig146 Solyc05g Chalcone                GO:00084 SL2.40ch AT5G1393CHS, TT4    TT4 (TRA       chr5:448  21048.5 2265.19 7900.7 34016.4 29939 21066.3
GT Sense Sense 1.388 Detected -1.388 Detected 0.000 1.718 Detected 2.610 Detected 2.164 0.276 GT Sens contig146 contig146 Zinc finge                    TGCTATT contig146 Solyc12g Solyc12g Zinc finge                 GO:00056 GO:00056 contig146 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT3G2054POLGAM   POLGAM                 chr3:716  83.4419 11.1134 79.1388 67.0816 95.6523 187.085
GT Sense Sense 0.260 Detected -0.260 Detected 0.000 1.260 Detected 1.275 Detected 1.268 0.040 GT Sens contig151 contig151 Photosys                          GGCCTAGcontig151 Solyc12g Solyc12g Photosys                       GO:00095 GO:00095    contig151 Solyc12g Photosys                        GO:00095 SL2.40ch AT1G5223PSAH2, P    PSAH2 (P      chr1:194  206.902 131.579 306.474 570.356 377.281 401.707
GT Sense Sense 0.958 Detected -0.958 Detected 0.000 1.362 Detected 1.775 Detected 1.569 0.250 GT Sens contig157 contig157 Heat shoc           AGTGGTCcontig157 Solyc04g Solyc04g Heat shock cognate protein 2 (    contig157 Solyc04g Heat shock cognate      SL2.40ch AT3G32030.1 14005.7 3385.01 7578.6 11173.9 16903.8 23707
GT Sense Sense 0.342 Detected -0.342 Detected 0.000 0.885 Detected 1.553 Detected 1.219 0.125 GT Sens contig157 contig157 Catalase (              ATGCTCTcontig157 Solyc01g Solyc01g Catalase (           GO:00551 GO:00551  contig157 Solyc01g Catalase (            GO:00551 SL2.40ch AT4G3509CAT2  CAT2 (CA     chr4:167  720.29 408.947 573.502 1743.63 957.081 1602.17
GT Sense Sense -1.387 Comprom 1.387 Detected 0.000 1.929 Detected 1.664 Detected 1.797 0.326 GT Sens contig158 contig158 Ripening-                    TGTAGATcontig158 Solyc03g Solyc03g Ripening-related protein 3 (AHR              contig158 Solyc03g013300.1.1 AT3G16800.1  protein p        chr3:572  2.82623 17.627 29.3835 32.473 25.6651 22.5
GT Sense Sense 0.218 Comprom -0.218 Comprom 0.000 2.147 Detected 2.120 Detected 2.134 0.010 GT Sens contig158 contig158 Zeatin O-g        TCTCCAT contig158 Solyc07g Solyc07g Zeatin O-glucosyltransferase (    contig158 Solyc07g UDP-gluc              GO:00800 SL2.40ch AT3G4960UBP26, S    UBP26 (U         chr3:183  7.20324 4.8554 7.00388 75.6412 25.0167 25.866
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 1.245 Detected 0.998 Detected 1.121 0.071 GT Sens contig160 contig160 Susceptib                       GAAAAAT contig160 Solyc01g Solyc01g Susceptib                    GO:00055 GO:00055  contig160 Solyc01g Susceptib                     GO:00055 SL2.40ch AT5G49600.1  unknown   chr5:201  575.193 349.781 558.826 1674.39 1014.78 901.243
GT Sense Sense 0.630 Detected -0.630 Detected 0.000 0.916 Detected 1.411 Detected 1.164 0.228 GT Sens contig160 contig160 Cysteine                  TACACGTcontig160 Solyc09g Solyc09g Cysteine               GO:00082 GO:00082   contig160 Solyc11g Cysteine                 GO:00065 SL2.40ch AT3G54940.2  cysteine-      chr3:203  32.5338 12.3874 9.29332 26.8454 36.167 53.7199
GT Sense Sense 1.366 Detected -1.366 Comprom 0.000 1.300 Detected 1.718 Detected 1.509 0.389 GT Sens contig163 contig163 Primary a                  ATAATGCcontig163 Solyc09g Solyc09g Primary a               GO:00551 GO:00551  contig163 Solyc09g Primary a                GO:00551 SL2.40ch AT1G62810.1  copper a     chr1:232  43.74 6.00262 24.3956 56.385 38.0857 53.6318
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 0.851 Detected 1.194 Detected 1.023 0.028 GT Sens contig164 contig164 PAR-1c pr                GACTCTTcontig164 Solyc03g Solyc03g PAR-1c protein (AHRD V1 ***- Q         contig164 Solyc03g PAR-1c protein (AHR            SL2.40ch AT5G52390.1  photoass     chr5:212  5266.92 5066.82 2468.8 4365.3 8899.4 11891.1
GT Sense Sense 0.489 Detected -0.489 Detected 0.000 1.087 Detected 1.740 Detected 1.413 0.138 GT Sens contig164 contig164 Receptor-          ATACTAT contig164 Solyc11g Solyc11g Receptor-like protein kinase (A    contig164 Solyc11g Receptor-like protei      SL2.40ch AT3G29785.1  unknown   chr3:116  122.235 56.5674 107.368 158.514 168.7 279.341
GT Sense Sense 0.375 Detected -0.375 Detected 0.000 1.333 Detected 1.789 Detected 1.561 0.071 GT Sens contig166 contig166 Subtilisin                  ATAGTGCcontig166 Solyc01g Solyc01g Subtilisin               GO:00042 GO:00042   contig166 Solyc01g Subtilisin                GO:00042 SL2.40ch AT2G0416AIR3  AIR3; ser    chr2:140  45.3959 24.6061 73.1732 108.289 80.4067 116.209
GT Sense Sense 0.745 Detected -0.745 Detected 0.000 1.225 Detected 1.318 Detected 1.271 0.230 GT Sens contig167 contig167 Glutathion                   AAAGCTCcontig167 Solyc12g Solyc12g Glutathione S-transferase (AHR              contig167 Solyc09g Glutathion                GO:00451 SL2.40ch AT4G09467.1 1794.48 582.763 1093.47 3294.65 2282.84 2564.07
GT Sense Sense 0.579 Detected -0.579 Detected 0.000 0.866 Detected 2.034 Detected 1.450 0.220 GT Sens contig168 contig168 Glutathion                   CAAGAGAcontig168 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043    contig168 Solyc09g Glutathion                 GO:00043 SL2.40ch AT1G6992ATGSTU1   ATGSTU         chr1:263  24395.4 9965.06 26384.1 29296.1 27128.6 64240.2
GT Sense Sense 0.297 Detected -0.297 Detected 0.000 0.973 Detected 1.077 Detected 1.025 0.077 GT Sens contig168 contig168 Proteinas                      GGTGTTTcontig168 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig168 Solyc09g Proteinas                    GO:00096 SL2.40ch AT5G5539EDM2  EDM2; tr    chr5:224  14614 8824.41 11755.9 22110.1 21281.6 24104.7
GT Sense Sense -0.397 Comprom 0.397 Comprom 0.000 8.353 Detected 7.400 Detected 7.876 0.006 GT Sens contig170 contig170 Gag polyp                 CTGCATCcontig170 Solyc00g Solyc00g Gag polyp              GO:00082 GO:00082   contig170 Solyc11g Kinase fa                GO:00064 SL2.40ch AT5G2865WRKY74,   WRKY74;       chr5:106  2.41241 3.81124 3473.48 8.06126 946.609 515.17
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 1.040 Detected 1.156 Detected 1.098 0.051 GT Sens contig171 contig171 Helicase (       CAATGTT contig171 Solyc06g Solyc06g Helicase (AHRD V1 *--- B3LLX3 contig171 Solyc06g Helicase (    GO:00055 SL2.40ch AT1G0546SDE3  SDE3 (SI      chr1:160  680.4 438.725 349.4 791.58 1072.32 1224.91
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 2.981 Detected 2.474 Detected 2.728 0.012 GT Sens contig171 contig171 Acetylorn                    TCAGGGGcontig171 Solyc08g Solyc08g Acetylorn                 GO:00081 GO:00081  contig171 Solyc08g Acetylorn                  GO:00167 SL2.40ch AT4G17830.1  peptidase     chr4:991  14.8988 10.7658 12.9231 75.7103 95.4844 70.7939
GT Sense Sense 0.337 Detected -0.337 Detected 0.000 1.266 Detected 0.925 Detected 1.096 0.101 GT Sens contig171 contig171 Pumilio-li                AATGGGCcontig171 Solyc06g Solyc06g Pumilio-li             GO:00037 GO:00037  contig171 Solyc06g Pumilio-li              GO:00054 SL2.40ch AT1G26500.1 79.1839 45.255 35.0394 154.015 137.446 114.375
GT Sense Sense 0.602 Detected -0.602 Detected 0.000 0.818 Detected 1.289 Detected 1.053 0.245 GT Sens contig175 contig175 Multidrug            ACGAATT contig175 Solyc12g Solyc12g Multidrug resistance protein A       contig175 Solyc12g Multidrug                  GO:00171 SL2.40ch AT3G2125ATMRP6,   ATMRP6          chr3:745  49.0599 19.4245 95.6581 204.16 51.9609 75.8744
GT Sense Sense 0.595 Detected -0.595 Detected 0.000 1.243 Detected 1.561 Detected 1.402 0.151 GT Sens contig175 contig175 Multidrug                       CTCTCTT contig175 Solyc03g Solyc03g Multidrug                    GO:00152 GO:00152    contig175 Solyc07g Hypersen                 GO:00338 SL2.40ch AT1G66980.1  protein k           chr1:249  21054.4 8414.02 17035.5 42453.7 30072 39519.1
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 1.863 Detected 2.025 Detected 1.944 0.003 GT Sens contig175 contig175 FAM65A p         AGGTGG contig175 Solyc05g Solyc05g FAM65A protein related (AHRD   contig175 Solyc05g FAM65A protein rela     SL2.40ch AT2G18380.1  transcrip    chr2:798  26.5747 21.6936 38.0649 130.78 83.4113 98.2965
GT Sense Sense 0.428 Detected -0.428 Detected 0.000 1.319 Detected 1.440 Detected 1.380 0.086 GT Sens contig176 contig176 Acid phos                 CTAAAGGcontig176 Solyc06g Solyc06g Acid phos              GO:00039 GO:00039   contig176 Solyc06g Acid phos               GO:00039 SL2.40ch AT4G29270.1  acid phos       chr4:144  30467.9 15347 29637 49389.4 51513 59041
GT Sense Sense 0.564 Detected -0.564 Detected 0.000 1.056 Detected 1.659 Detected 1.357 0.168 GT Sens contig177 contig177 Xanthine                 CCAGGAAcontig177 Solyc11g Solyc11g Xanthine              GO:00506 GO:00506    contig177 Solyc11g071610.1.1 AT1G0458AAO4, AT    AAO4 (AR          chr1:125  814.508 339.659 302.084 965.245 1044.09 1670.59
GT Sense Sense 0.576 Detected -0.576 Detected 0.000 1.188 Detected 1.902 Detected 1.545 0.150 GT Sens contig178 contig178 ATP-bind                   CCTGCTGcontig178 Solyc05g Solyc05g ATP-bind                GO:00168 GO:00168         contig178 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT1G1552PDR12, AT   PDR12 (P             chr1:533  9155.64 3754.3 7261.62 9699.3 12755.2 22048.7
GT Sense Sense 0.588 Detected -0.588 Detected 0.000 1.480 Detected 1.552 Detected 1.516 0.124 GT Sens contig185 contig185 Callose sy         GCAGATTcontig185 Solyc01g Solyc01g Callose synthase 1 (AHRD V1 *  contig185 Solyc01g Callose synthase 1 (    SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  4193.09 1692.16 2578.65 7795.82 7096.62 7858.31
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 1.538 Detected 0.955 Detected 1.246 0.087 GT Sens contig185 contig185 Unknown      GGAGTTTcontig185 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig185 Solyc01g Unknown Protein (A  SL2.40ch AT3G19200.1  unknown   chr3:664  172.483 108.814 104.399 232.224 379.794 267.209
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 1.427 Detected 1.659 Detected 1.543 0.042 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  83.746 49.9517 215.326 250.234 166.009 205.535
GT Sense Sense 0.607 Detected -0.607 Detected 0.000 1.728 Detected 1.490 Detected 1.609 0.122 GT Sens contig187 contig187 Argonaut                     AATGGATcontig187 Solyc06g Solyc06g Argonaut                  GO:00036 GO:00036    contig187 Solyc06g Argonaut                   GO:00198 SL2.40ch AT2G2704AGO4, OC   AGO4 (AR       chr2:115  713.57 280.257 413.624 1314.19 1414.84 1263.26
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 1.566 Detected 1.382 Detected 1.474 0.035 GT Sens contig190 contig190 Rhamnog                 CAAAGTCcontig190 Solyc04g Solyc04g Rhamnog              GO:00302 GO:00302  contig190 Solyc04g Rhamnog               GO:00302 SL2.40ch AT1G09890.1  lyase  chr1:321  904.506 569.238 804.892 1364.87 2028.09 1881.39
GT Sense Sense -0.460 Detected 0.460 Detected 0.000 2.089 Detected 1.720 Detected 1.905 0.061 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  123.28 212.581 101.079 362.769 657.542 536.598
GT Sense Sense -0.559 Comprom 0.559 Detected 0.000 1.039 Detected 1.259 Detected 1.149 0.181 GT Sens contig195 contig195 Genomic             TTATTCT contig195 Solyc02g Solyc02g Genomic DNA chromosome 5 T       contig195 Solyc02g Genomic DNA chrom         SL2.40ch AT5G66090.1  unknown   chr5:264  6.77186 13.3963 10.6491 12.5808 18.6845 22.9338
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 0.972 Detected 1.759 Detected 1.365 0.085 GT Sens contig204 contig204 Transcrip                  TGTTTCAcontig204 Solyc02g Solyc02g Transcrip               GO:00056 GO:00056      contig204 Solyc02g Transcrip                GO:00037 SL2.40ch AT3G28857.1  transcrip    chr3:108  34.1365 38.9927 42.1916 60.6776 68.3098 124.185
GT Sense Sense 0.801 Detected -0.801 Detected 0.000 1.392 Detected 1.229 Detected 1.310 0.245 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  1338.92 401.935 397.98 1780.28 1837.61 1729.88
GT Sense Sense 0.890 Comprom -0.890 Comprom 0.000 1.536 Detected 1.783 Detected 1.659 0.206 GT Sens contig205 contig205 Guanine n                    AGCTGCTcontig205 Solyc08g Solyc08g Guanine n                 GO:00455 GO:00455    contig205 Solyc10g WD-40 repeat family                 SL2.40ch AT5G53500.1  WD-40 re     chr5:217  9.98736 2.65107 4.14038 9.53366 14.2427 17.8128
GT Sense Sense 0.429 Detected -0.429 Detected 0.000 1.048 Detected 1.000 Detected 1.024 0.140 GT Sens contig207 contig207 Cyclin B (       GGTCCCCcontig207 Solyc04g Solyc04g Cyclin B (AHRD V1 ***- B6V744 contig207 Solyc04g Cyclin B (AHRD V1 *  SL2.40ch AT1G6944AGO7, ZIP  AGO7 (AR      chr1:261  258.999 130.258 112.13 303.222 362.495 369.582
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 3.461 Detected 3.014 Detected 3.238 0.006 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  51.144 38.848 147.195 336.195 468.78 362.308
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 1.460 Detected 0.846 Detected 1.153 0.113 GT Sens contig212 contig212 Unknown      GGAGTTTcontig212 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig212 Solyc11g Unknown Protein (A  SL2.40ch AT3G19200.1  unknown   chr3:664  174.307 106.065 121.41 232.058 357.194 245.793
GT Sense Sense 0.627 Detected -0.627 Detected 0.000 1.068 Detected 1.996 Detected 1.532 0.189 GT Sens contig212 contig212 ATP-bind                   GTTATTT contig212 Solyc05g Solyc05g ATP-bind                GO:00168 GO:00168    contig212 Solyc05g ATP-bind                 GO:00085 SL2.40ch AT1G1552PDR12, AT   PDR12 (P             chr1:533  8100.63 3095.94 5440.21 7130.99 10025.4 20101.4
GT Sense Sense 0.463 Detected -0.463 Detected 0.000 1.625 Detected 1.721 Detected 1.673 0.069 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  64.5001 30.9393 30.1517 114.078 131.585 148.196
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 1.089 Detected 1.537 Detected 1.313 0.031 GT Sens contig214 contig214 Proteinas                      ATCCATAcontig214 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig214 Solyc09g Proteinas                    GO:00096 SL2.40ch AT5G28350.2  FUNCTIO                                                                               chr5:103  13306.3 10833.9 12943.5 24454.6 24386.6 35041.1
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 1.060 Detected 1.223 Detected 1.141 0.028 GT Sens contig215 contig215 Unknown               CAATGCCcontig215 Solyc03g Solyc03g Unknown            GO:00082 GO:00082   contig215 Solyc12g Mutator-li                GO:00082 SL2.40ch AT2G35880.1  FUNCTIO                                                                   chr2:150  120.511 85.7524 116.828 164.688 202.341 238.646
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 1.458 Detected 1.638 Detected 1.548 0.014 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  1121.84 818.725 1111.75 2706.03 2513.07 3000.5
GT Sense Sense 0.656 Detected -0.656 Comprom 0.000 1.666 Detected 1.348 Detected 1.507 0.155 GT Sens contig220 contig220 Unknown      AAACTAA contig220 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig220 Solyc02g Unknown Protein (A  SL2.40ch AT4G3413UGT73B1  UGT73B1             chr4:163  17.3105 6.36004 10.8173 19.6578 31.7996 26.861
GT Sense Sense 0.098 Comprom -0.098 Comprom 0.000 2.487 Detected 2.059 Detected 2.273 0.011 GT Sens contig225 contig225 Arginine d                     TACTCTT contig225 Solyc07g Solyc07g Arginine d                  GO:00038 GO:00038  contig225 Solyc07g Lysine de                   GO:00089 SL2.40ch AT5G37130.1  binding  chr5:146  2.74377 2.18261 5.59747 16.5853 13.1026 10.2598
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 0.869 Detected 1.646 Detected 1.257 0.085 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  84.6438 83.6219 129.01 171.095 146.714 264.795
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 1.013 Detected 1.062 Detected 1.037 0.073 GT Sens contig229 contig229 Chloroph                     AAATCTC contig229 Solyc02g Solyc02g Chloroph                  GO:00161 GO:00161  contig229 Solyc02g Chloroph                   GO:00161 SL2.40ch AT1G2993CAB1, AB     CAB1 (CH         chr1:104  949.792 1303.23 1459.96 2950.82 2144.08 2336.13
GT Sense Sense 0.332 Detected -0.332 Comprom 0.000 1.094 Detected 1.346 Detected 1.220 0.075 GT Sens contig229 contig229 Serine/thr                    AAATAAC contig229 Solyc01g Solyc01g Serine/thr                 GO:00191 GO:00191         contig229 Solyc01g RLK, Rece          GO:00191 SL2.40ch AT1G70520.1  protein k     chr1:265  16.917 9.73361 21.9594 18.5799 26.1619 32.8267
GT Sense Sense -0.359 Detected 0.359 Detected 0.000 1.912 Detected 1.853 Detected 1.882 0.035 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  488.275 732.363 2381.04 5413.75 2148.3 2172.6
GT Sense Sense -0.607 Comprom 0.607 Comprom 0.000 2.115 Detected 1.731 Detected 1.923 0.094 GT Sens contig234 contig234 Ulp1 prote              ACTGAGCcontig234 Solyc04g Solyc04g Ulp1 protease family C-termina         contig234 Solyc04g015890.1.1 AT3G53100.1  GDSL-mo      chr3:196  2.19774 4.6472 8.99378 1.94048 13.2151 10.6711
GT Sense Sense 2.382 Detected -2.382 Detected 0.000 3.032 Detected 4.642 Detected 3.837 0.267 GT Sens contig234 contig234 Hydroxyc                AATTCAGcontig234 Solyc05g Solyc05g Hydroxyc             GO:00167 GO:00167          contig234 Solyc05g Hydroxyc              GO:00167 SL2.40ch AT2G39980.1  transfera     chr2:166  1702.94 57.1329 1239.16 1539.64 2435.4 7836.8
GT Sense Sense 0.900 Detected -0.900 Detected 0.000 0.897 Detected 1.748 Detected 1.322 0.316 GT Sens contig235 contig235 Phenylala                 TGGTGG contig235 Solyc03g Solyc03g Phenylala              GO:00090 GO:00090  contig235 Solyc09g Phenylala               GO:00043 SL2.40ch AT2G3704pal1, ATP   pal1 (Phe       chr2:155  186.134 48.7022 88.1982 265.698 169.267 321.735
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 0.971 Detected 1.376 Detected 1.173 0.064 GT Sens contig235 contig235 Inositol-3                 GATTTCCcontig235 Solyc05g Solyc05g Inositol-3              GO:00086 GO:00086     contig235 Solyc05g Inositol-3               GO:00428 SL2.40ch AT2G2224ATMIPS2    MIPS2 (M          chr2:945  4975.45 3260.4 4130.02 11020.4 7535.86 10518.2
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 1.222 Detected 1.179 Detected 1.200 0.001 GT Sens contig237 contig237 MuDR fam                     AGGATACcontig237 Solyc03g Solyc03g MuDR family transposase cont                contig237 Solyc02g055340.1.1 AT5G44730.1  haloacid      chr5:180  71.2493 67.7909 70.7351 97.0275 154.768 158.248
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 1.165 Detected 1.221 Detected 1.193 0.006 GT Sens contig237 contig237 Leucine-r            TTCCATT contig237 Solyc12g Solyc12g Leucine-rich repeat receptor-li       contig237 Solyc01g Receptor   GO:00428 SL2.40ch AT3G04190.1 26.94 27.6759 32.9014 70.082 58.4731 64.0206
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 1.023 Detected 1.464 Detected 1.243 0.040 GT Sens contig238 contig238 Chymotry                     CCATAGCcontig238 Solyc09g Solyc09g Chymotry                  GO:00096 GO:00096   contig238 Solyc09g Chymotry                   GO:00096 SL2.40ch AT5G28350.2  FUNCTIO                                                                               chr5:103  6487.6 4925.68 4192.15 14903.7 10966.8 15686.3
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 0.965 Detected 1.202 Detected 1.083 0.066 GT Sens contig239 contig239 Unknown      TTCAAGAcontig239 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig239 Solyc09g Unknown Protein (A  SL2.40ch AT4G31070.1  pentatric      chr4:151  985.443 619.271 676.631 1292.66 1456.16 1807.49
GT Sense Sense 1.025 Detected -1.025 Detected 0.000 1.447 Detected 2.506 Detected 1.976 0.229 GT Sens contig240 contig240 EIN3-bind                      CACAAGCcontig240 Solyc05g Solyc05g EIN3-binding F-box protein 1 (A               contig240 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G02750.1  pentatric      chr4:122  3867.58 851.563 3017.33 3461.87 4723.94 10369.6
GT Sense Sense 0.797 Detected -0.797 Detected 0.000 1.087 Detected 0.944 Detected 1.015 0.332 GT Sens contig242 contig242 Agmatina                      TCCGTGGcontig242 Solyc01g Solyc01g Agmatina                   GO:00468 GO:00468   contig242 Solyc01g Agmatina                    GO:00468 SL2.40ch AT4G08870.1  arginase    chr4:564  65769.8 19864.7 32115.4 79219.3 73315.4 69932.5
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 1.963 Detected 1.098 Detected 1.531 0.073 GT Sens contig246 contig246 Unknown      GACTTGTcontig246 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig246 Solyc05g024230.1.1 AT4G3443CHB3, AT   CHB3; DN          chr4:164  154.934 127.931 86.148 143.648 524.235 303.091
GT Sense Sense 0.588 Detected -0.588 Detected 0.000 0.810 Detected 1.265 Detected 1.038 0.242 GT Sens contig246 contig246 CBL-inter                   TACGTTAcontig246 Solyc11g Solyc11g CBL-inter                GO:00064 GO:00064  contig246 Solyc12g CBL-inter                  GO:00064 SL2.40ch AT1G48260.1 1050.92 423.94 709.879 1500.78 1117.66 1613.44
GT Sense Sense 0.358 Detected -0.358 Detected 0.000 1.067 Detected 1.656 Detected 1.361 0.099 GT Sens contig247 contig247 Stress-ind          TATGAAT contig247 Solyc11g Solyc11g Stress-induced receptor-like k     contig247 Solyc11g Stress-induced rece      SL2.40ch AT3G14980.1  PHD finge      chr3:503  57.2028 31.7391 52.7247 84.7569 85.2188 135.054
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 1.106 Detected 1.194 Detected 1.150 0.006 GT Sens contig248 contig248 Unknown      TCCTGCTcontig248 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig248 Solyc12g Kinesin-like calmod       SL2.40ch AT1G03590.1  catalytic/     chr1:894  77.1735 62.9971 67.6776 126.17 143.26 160.461
GT Sense Sense -0.643 Detected 0.643 Detected 0.000 1.644 Detected 1.327 Detected 1.486 0.154 GT Sens contig250 contig250 Unknown      GCTCTTGcontig250 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig250 Solyc04g Unknown Protein (A  SL2.40ch AT3G03970.2  binding  chr3:102  11.6728 25.9444 21.6226 7.07801 51.9407 43.9224
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 1.929 Detected 2.893 Detected 2.411 0.038 GT Sens contig250 contig250 Cytochro                    TTGGGATcontig250 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig250 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3194CYP82C4  CYP82C4               chr4:154  58.4598 51.428 51.2711 180.349 199.358 409.64
GT Sense Sense 0.923 Comprom -0.923 Comprom 0.000 2.290 Detected 1.943 Detected 2.116 0.153 GT Sens contig253 contig253 Amino ac                    TGGTATTcontig253 Solyc05g Solyc05g Amino acid transporter (AHRD              contig253 Solyc05g Amino ac                 GO:00151 SL2.40ch AT5G14470.1 8.41428 2.13332 5.72436 5.11702 19.7792 16.3906
GT Sense Sense -0.355 Comprom 0.355 Comprom 0.000 2.213 Detected 2.744 Detected 2.478 0.031 GT Sens contig253 contig253 Carboxyl-                     CCTATGAcontig253 Solyc07g Solyc07g Carboxyl-                  GO:00055 GO:00055   contig253 Solyc07g Carboxyl-                   GO:00055 SL2.40ch AT2G4724LACS1  long-cha            chr2:193  6.51705 9.72169 103.742 76.282 35.2268 53.6571
GT Sense Sense 0.667 Detected -0.667 Detected 0.000 1.242 Detected 1.087 Detected 1.165 0.225 GT Sens contig253 contig253 Unknown               GAAGAGGcontig253 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3          contig253 Solyc09g Unknown Protein (A           SL2.40ch AT5G14610.1  ATP bind             chr5:471  622.987 225.229 457.504 1127.12 846.076 800.541
GT Sense Sense -0.558 Detected 0.558 Detected 0.000 1.195 Detected 1.235 Detected 1.215 0.161 GT Sens contig253 contig253 Cytochro                    AAATGAT contig253 Solyc12g Solyc12g Cytochro                 GO:00198 GO:00198   contig253 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G25360.1  pentatric      chr1:889  14.8161 29.2712 6.59797 22.9419 45.5263 49.3134
GT Sense Sense 0.501 Detected -0.501 Detected 0.000 1.131 Detected 1.916 Detected 1.524 0.139 GT Sens contig255 contig255 ATP-bind                   TATTTTG contig255 Solyc05g Solyc05g ATP-bind                GO:00171 GO:00171         contig255 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT1G1552PDR12, AT   PDR12 (P             chr1:533  8049.67 3664.07 5617.66 7984.83 11359.6 20620.2
GT Sense Sense 0.586 Detected -0.586 Detected 0.000 1.416 Detected 1.502 Detected 1.459 0.131 GT Sens contig256 contig256 D-alanine                    ACAATTA contig256 Solyc09g Solyc09g D-alanine                 GO:00092 GO:00092   contig256 Solyc09g015130.2.1 AT3G08840.2  D-alanine     chr3:267  158.726 64.1981 68.4407 184.799 257.268 287.713
GT Sense Sense 0.370 Detected -0.370 Detected 0.000 0.822 Detected 1.412 Detected 1.117 0.142 GT Sens contig261 contig261 Receptor                   TCAAAGGcontig261 Solyc04g Solyc04g Receptor                GO:00064 GO:00064  contig261 Solyc04g Receptor   GO:00055 SL2.40ch AT1G51830.1  ATP bind        chr1:192  2090.02 1141.34 1577.09 2702 2606.12 4134.99
GT Sense Sense 0.268 Comprom -0.268 Comprom 0.000 1.328 Detected 1.635 Detected 1.482 0.041 GT Sens contig261 contig261 Hcr9-4E (A                 CCATAACcontig261 Solyc12g Solyc12g Hcr9-4E (AHRD V1 *-*- O50024           contig261 Solyc12g LRR recep    GO:00163 SL2.40ch AT3G09035.1  legume le     chr3:275  8.90247 5.59975 9.39865 8.82012 16.924 22.0635
GT Sense Sense 0.503 Detected -0.503 Detected 0.000 1.122 Detected 0.999 Detected 1.061 0.171 GT Sens contig262 contig262 Acid phos                 CACTTAT contig262 Solyc06g Solyc06g Acid phos              GO:00039 GO:00039   contig262 Solyc06g Acid phos               GO:00039 SL2.40ch AT5G2477VSP2, AT   VSP2 (VE        chr5:850  61.7274 28.0091 56.392 120.729 86.4353 83.6278
GT Sense Sense 0.708 Detected -0.708 Comprom 0.000 1.230 Detected 2.418 Detected 1.824 0.187 GT Sens contig267 contig267 N-hydroxy                GAAAAAT contig267 Solyc05g Solyc05g N-hydroxy             GO:00167 GO:00167         contig267 Solyc05g N-hydroxy              GO:00167 SL2.40ch AT2G39980.1  transfera     chr2:166  17.6669 6.03862 10.7586 13.672 23.14 55.5239
GT Sense Sense 0.555 Detected -0.555 Detected 0.000 1.027 Detected 1.348 Detected 1.188 0.176 GT Sens contig267 contig267 Glycerald                  TTTTGGGcontig267 Solyc03g Solyc03g Glycerald               GO:00043 GO:00043      contig267 Solyc03g Glycerald                GO:00043 SL2.40ch AT3G0412GAPC, GA    GAPC1 (G            chr3:108  1418.12 599.032 616.321 1552.79 1793.64 2360.49
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 1.611 Detected 1.676 Detected 1.644 0.000 GT Sens contig267 contig267 Mutator-li                   ATGGGG contig267 Solyc09g Solyc09g Mutator-li                GO:00082 GO:00082   contig267 Solyc10g Mutator-like transpo                SL2.40ch AT5G20980.2 35.9868 32.7023 33.7663 51.4891 100.065 110.296
GT Sense Sense 0.754 Detected -0.754 Detected 0.000 0.947 Detected 2.169 Detected 1.558 0.250 GT Sens contig270 contig270 Zinc finge                    GTAGAGCcontig270 Solyc12g Solyc12g Zinc finge                 GO:00056 GO:00056 contig270 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT5G5847TAF15b  TAF15b (                 chr5:236  42.059 13.4849 44.7772 23.2304 43.8315 107.745
GT Sense Sense 0.301 Comprom -0.301 Comprom 0.000 1.814 Detected 1.212 Detected 1.513 0.071 GT Sens contig270 contig270 Cytochro                 TTAGCAT contig270 Solyc00g Solyc00g Cytochro              GO:00198 GO:00198     contig270 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G25360.1  pentatric      chr1:889  8.12981 4.88231 4.80468 5.79526 21.1494 14.6802
GT Sense Sense 0.613 Detected -0.613 Detected 0.000 1.471 Detected 1.060 Detected 1.266 0.189 GT Sens contig270 contig270 Purple ac                   TATAAGGcontig270 Solyc07g Solyc07g Purple ac                GO:00055 GO:00055       contig270 Solyc07g Purple ac                 GO:00047 SL2.40ch AT5G5040ATPAP27    PAP27 (P           chr5:205  13142.5 5123.02 8375.65 29029.8 21725.7 17204.9
GT Sense Sense 0.599 Detected -0.599 Detected 0.000 1.102 Detected 1.344 Detected 1.223 0.183 GT Sens contig273 contig273 Dehydrog                    ACCAATCcontig273 Solyc03g Solyc03g Dehydrog                 GO:00469 GO:00469    contig273 Solyc03g Dehydrog                  GO:00469 SL2.40ch AT4G23430.2  short-cha       chr4:122  2879.26 1144.54 1499.97 4457.87 3720.39 4635.62
GT Sense Sense 0.992 Detected -0.992 Comprom 0.000 1.020 Detected 1.017 Detected 1.019 0.412 GT Sens contig273 contig273 Salicylic a                    TTTGAACcontig273 Solyc09g Solyc09g Salicylic a                 GO:00081 GO:00081    contig273 Solyc09g Salicylic a                  GO:00087 SL2.40ch AT3G4486FAMT  FAMT (fa          chr3:163  29.0134 6.68583 16.4956 75.8699 26.9646 28.362
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 1.361 Detected 1.678 Detected 1.519 0.032 GT Sens contig273 contig273 Maltose e           AATCCCGcontig273 Solyc03g Solyc03g Maltose excess protein 1-like%      contig273 Solyc04g Maltose e        GO:00053 SL2.40ch AT4G3726MYB73, A   MYB73 (M           chr4:175  199.463 132.489 173.992 437.622 398.562 523.184
GT Sense Sense 0.384 Detected -0.384 Detected 0.000 2.431 Detected 2.859 Detected 2.645 0.027 GT Sens contig274 contig274 Hydroxyp         TCTGAGTcontig274 Solyc02g Solyc02g Hydroxyproline-rich glycoprot     contig274 Solyc02g Hydroxyproline-rich     SL2.40ch AT5G65660.1  hydroxyp      chr5:262  53.4825 28.6358 20.0596 87.0191 201.531 285.616
GT Sense Sense 0.363 Detected -0.363 Detected 0.000 1.042 Detected 1.375 Detected 1.208 0.094 GT Sens contig275 contig275 TBC1 dom                  TTCGTGCcontig275 Solyc03g Solyc03g TBC1 dom               GO:00056 GO:00056 contig275 Solyc03g TBC1 dom                GO:00056 SL2.40ch AT3G49350.1  RAB GTP    chr3:182  868.279 478.695 437.462 1043.87 1267.1 1682.33
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 0.844 Detected 1.357 Detected 1.101 0.051 GT Sens contig275 contig275 Unknown               CACCTAAcontig275 Solyc12g Solyc12g Unknown            GO:00082 GO:00082   contig275 Solyc03g078750.1.1 AT2G35880.1  FUNCTIO                                                                   chr2:150  106.346 92.1701 88.6382 139.738 169.735 255.184
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 1.271 Detected 1.349 Detected 1.310 0.018 GT Sens contig276 contig276 class I he                     TCGAGGGcontig276 Solyc09g Solyc09g class I heat shock protein (AHR               contig276 Solyc09g class I heat shock p                SL2.40ch AT5G5972HSP18.2  HSP18.2      chr5:240  159.905 114.969 145.643 220.265 312.474 347.389
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 1.150 Detected 1.226 Detected 1.188 0.052 GT Sens contig279 contig279 Oxygen-e                       TTCCTTCcontig279 Solyc07g Solyc07g Oxygen-e                    GO:00198 GO:00198   contig279 Solyc02g Oxygen-e                       GO:00082 SL2.40ch AT3G5082PSBO2, P    PSBO2 (P          chr3:188  1742.07 2336.72 3014.58 6568.26 4275.62 4748.65
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.362 Detected 1.208 Detected 1.285 0.004 GT Sens contig280 contig280 Chloroph                       TTAGAGAcontig280 Solyc12g Solyc12g Chloroph                    GO:00160 GO:00160 contig280 Solyc12g Chloroph                     GO:00160 SL2.40ch AT5G5427LHCB3, L   LHCB3 (L         chr5:220  640.822 596.501 755.519 1756.15 1517.01 1436.84
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 1.181 Detected 1.128 Detected 1.155 0.040 GT Sens contig280 contig280 Mutator-li                  GTGCAGGcontig280 Solyc12g Solyc12g Mutator-li               GO:00082 GO:00082   contig280 Solyc12g Mutator-li                GO:00082 SL2.40ch AT2G37080.1  myosin h    chr2:155  68.5119 45.03 53.7967 99.2099 120.276 122.108
GT Sense Sense 0.544 Detected -0.544 Comprom 0.000 1.264 Detected 0.904 Detected 1.084 0.199 GT Sens contig280 contig280 Ulp1 prote              GAAGAAAcontig280 Solyc12g Solyc12g Ulp1 protease family C-termina         contig280 Solyc12g036270.1.1 AT1G12750.2 13.2675 5.69324 8.58968 8.18132 19.9223 16.3568
GT Sense Sense 0.235 Comprom -0.235 Comprom 0.000 1.124 Detected 2.408 Detected 1.766 0.123 GT Sens contig280 contig280 Ethylene                       GGGAACAcontig280 Solyc03g Solyc03g Ethylene                    GO:00055 GO:00055      contig280 Solyc03g Ethylene                     GO:00055 SL2.40ch AT5G4723ERF5, AT    ERF5 (ET               chr5:191  11.6899 7.69379 10.6557 10.8648 19.7329 50.6262
GT Sense Sense -0.339 Comprom 0.339 Detected 0.000 0.865 Detected 1.172 Detected 1.019 0.112 GT Sens contig283 contig283 Cysteine-                     GATAATAcontig283 Solyc02g Solyc02g Cysteine-                  GO:00064 GO:00064  contig283 Solyc02g Serine/thr                 GO:00191 SL2.40ch AT1G56120.1  kinase  chr1:209  9.98056 14.5596 15.5374 19.1313 20.9586 27.3303
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 1.933 Detected 1.125 Detected 1.529 0.065 GT Sens contig284 contig284 Unknown      GCTGAGTcontig284 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig284 Solyc12g Unknown Protein (A  SL2.40ch AT5G5714ATPAP28    PAP28 (P           chr5:231  129.971 107.21 96.7323 269.024 430.423 259
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 1.357 Detected 1.172 Detected 1.265 0.029 GT Sens contig285 contig285 Cyclopro                 TTGAGCAcontig285 Solyc09g Solyc09g Cyclopro              GO:00086 GO:00086   contig285 Solyc09g Cyclopro               GO:00086 SL2.40ch AT3G23530.1  cyclopro           chr3:843  844.35 583.167 625.992 1881.19 1716.23 1591.05
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 0.860 Detected 1.250 Detected 1.055 0.061 GT Sens contig286 contig286 Genomic             ACAGTTGcontig286 Solyc07g Solyc07g Genomic DNA chromosome 3       contig286 Solyc07g Enhancer                  GO:00001 SL2.40ch AT1G2063CAT1  CAT1 (CA     chr1:714  379.628 265.013 258.459 555.169 549.646 758.94
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.266 Detected 1.226 Detected 1.246 0.012 GT Sens contig286 contig286 Mutator-li                  GTTGTGGcontig286 Solyc09g Solyc09g Mutator-li               GO:00082 GO:00082   contig286 Solyc09g Mutator-li                GO:00082 SL2.40ch AT1G27020.1  unknown   chr1:937  309.936 234.316 275.62 399.39 618.718 634.194
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 0.958 Detected 1.308 Detected 1.133 0.072 GT Sens contig287 contig287 Malate de                  AGATCTT contig287 Solyc11g Solyc11g Malate de               GO:00300 GO:00300    contig287 Solyc11g Malate de                GO:00300 SL2.40ch AT5G58330.1  malate de      chr5:235  5503.22 3448.9 4645.19 10185.8 8082.48 10850.5
GT Sense Sense -0.977 Comprom 0.977 Detected 0.000 1.187 Detected 1.226 Detected 1.207 0.342 GT Sens contig287 contig287 Reverse t                    GACCAGTcontig287 Solyc01g Solyc01g Reverse t                 GO:00062 GO:00062   contig287 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT3G19410.1 6.67952 23.5864 15.1692 7.76052 27.2838 29.5406
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 1.063 Detected 1.504 Detected 1.284 0.036 GT Sens contig288 contig288 Chymotry                      CCATATCcontig288 Solyc09g Solyc09g Chymotry                   GO:00096 GO:00096   contig288 Solyc09g Chymotry                    GO:00096 SL2.40ch AT4G1233CYP706A   CYP706A               chr4:731  3644.59 2831.17 2638.06 9800.16 6409.15 9163.94
GT Sense Sense 0.295 Detected -0.295 Detected 0.000 1.515 Detected 1.408 Detected 1.462 0.040 GT Sens contig288 contig288 Unknown      AAAGACCcontig288 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig288 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  12004.2 7274.02 15456.6 40179.8 25502.1 24944.6
GT Sense Sense 0.451 Detected -0.451 Detected 0.000 1.142 Detected 1.323 Detected 1.233 0.116 GT Sens contig288 contig288 Epoxide h                AAGGCTGcontig288 Solyc05g Solyc05g Epoxide h             GO:00038 GO:00038    contig288 Solyc05g Epoxide h              GO:00043 SL2.40ch AT2G2674ATSEH  ATSEH (A         chr2:113  4365.63 2129.49 2706.96 7229.79 6424.98 7673.77
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 0.960 Detected 1.198 Detected 1.079 0.039 GT Sens contig293 contig293 Cytochro                    TGATTACcontig293 Solyc08g Solyc08g Cytochro                 GO:00198 GO:00198   contig293 Solyc08g Cytochro  GO:00198 SL2.40ch AT4G001 GAE3  GAE3 (UD        chr4:387  999.33 704.06 781.02 1218.99 1557.6 1936.51
GT Sense Sense 1.559 Detected -1.559 Comprom 0.000 2.121 Detected 2.376 Detected 2.248 0.287 GT Sens contig295 contig295 class II he                    ATTTGAGcontig295 Solyc08g Solyc08g class II he                 GO:00510 GO:00510   contig295 Solyc08g class II he                  GO:00510 SL2.40ch AT5G1202HSP17.6II  HSP17.6I          chr5:388  34.4491 3.61605 11.6723 39.6173 46.3473 58.2688
GT Sense Sense 0.413 Detected -0.413 Detected 0.000 1.619 Detected 1.964 Detected 1.792 0.057 GT Sens contig295 contig295 Serine ca                   AGCTCCAcontig295 Solyc06g Solyc06g Serine ca                GO:00065 GO:00065   contig295 Solyc06g Serine ca                 GO:00428 SL2.40ch AT4G129 scpl20  scpl20 (s       chr4:755  1810.37 931.171 2201.64 5024.1 3808.52 5096.43
GT Sense Sense 0.649 Detected -0.649 Detected 0.000 1.401 Detected 0.919 Detected 1.160 0.236 GT Sens contig296 contig296 Unknown      CATCCAAcontig296 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig296 Solyc08g Unknown Protein (A  SL2.40ch AT2G33435.1  RNA reco      chr2:141  49.9278 18.5028 19.3996 75.9822 76.6171 57.8158
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 1.288 Detected 1.212 Detected 1.250 0.004 GT Sens contig298 contig298 Mutator-li                  ATAGCAGcontig298 Solyc05g Solyc05g Mutator-li               GO:00082 GO:00082   contig298 Solyc10g Mutator-like transpo     SL2.40ch AT3G22910.1  calcium-t           chr3:811  69.8873 70.6428 69.831 102.333 163.836 163.785
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 1.310 Detected 1.517 Detected 1.413 0.009 GT Sens contig299 contig299 Mutator-li                   GCAAGATcontig299 Solyc12g Solyc12g Mutator-li                GO:00082 GO:00082   contig299 Solyc10g Mutator-like transpo                SL2.40ch AT2G26210.1 21.6901 17.4797 20.9896 14.3516 46.0884 56.0618
GT Sense Sense -0.411 Comprom 0.411 Detected 0.000 1.187 Detected 1.067 Detected 1.127 0.113 GT Sens contig299 contig299 Unknown      TCGGTGCcontig299 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig299 Solyc09g Ethylene-                     GO:00036 SL2.40ch AT2G30280.1  unknown   chr2:129  6.78848 10.935 11.7206 3.7679 18.7286 18.1549
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 1.033 Detected 1.290 Detected 1.161 0.015 GT Sens contig302 contig302 Photosys                          TTCTGGTcontig302 Solyc06g Solyc06g Photosys                       GO:00095 GO:00095    contig302 Solyc06g Photosys                        GO:00095 SL2.40ch AT4G1280PSAL  PSAL (ph      chr4:752  693.131 579.286 742.781 1553.65 1237.97 1558.48
GT Sense Sense 0.909 Detected -0.909 Detected 0.000 1.636 Detected 1.491 Detected 1.563 0.229 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  468.147 121.065 114.659 569.21 706.383 672.994
GT Sense Sense -0.838 Comprom 0.838 Detected 0.000 1.571 Detected 1.286 Detected 1.429 0.235 GT Sens contig304 contig304 Unknown      TCCAATGcontig304 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig304 Solyc11g Ulp1 protease family         SL2.40ch AT4G0980RPS18C  RPS18C (                chr4:617  4.13593 12.0526 8.10546 2.22855 20.0286 17.3228
GT Sense Sense 0.222 Comprom -0.222 Comprom 0.000 3.657 Detected 5.464 Detected 4.560 0.039 GT Sens contig305 contig305 Cytochro                    TTAAACT contig305 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig305 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3194CYP82C4  CYP82C4               chr4:154  5.53556 3.7092 11.4501 33.1789 54.5575 201.177
GT Sense Sense 1.275 Detected -1.275 Comprom 0.000 0.888 Detected 2.301 Detected 1.595 0.388 GT Sens contig306 contig306 Major late                   GATTAACcontig306 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig306 Solyc04g Major late                 GO:00096 SL2.40ch AT5G643 AGP1, AT   AGP1 (AR     chr5:257  50.6286 7.88112 23.3038 65.4011 35.2975 99.0303
GT Sense Sense 0.350 Detected -0.350 Detected 0.000 1.143 Detected 1.470 Detected 1.306 0.077 GT Sens contig307 contig307 Auxin res                   ATCTTCGcontig307 Solyc00g Solyc00g Auxin res                GO:00063 GO:00063    contig307 Solyc00g Auxin res                 GO:00056 SL2.40ch AT1G3033ARF6  ARF6 (AU        chr1:106  328.963 184.573 149.011 441.731 519.527 686.662
GT Sense Sense 0.358 Detected -0.358 Detected 0.000 0.885 Detected 1.502 Detected 1.193 0.128 GT Sens contig311 contig311 Cytochro                    TCAAAGAcontig311 Solyc08g Solyc08g Cytochro                 GO:00198 GO:00198   contig311 Solyc08g cytochrom  GO:00198 SL2.40ch AT4G1230CYP706A   CYP706A               chr4:730  437.862 242.954 274.183 672.162 575.132 929.169
GT Sense Sense 0.850 Detected -0.850 Detected 0.000 2.173 Detected 2.933 Detected 2.553 0.111 GT Sens contig340 contig340 Receptor-                 TATTAGCcontig340 Solyc10g Solyc10g Receptor-              GO:00055 GO:00055  contig340 Solyc10g LRR recep    GO:00055 SL2.40ch AT4G08450.1  disease r       chr4:536  304.497 85.4902 190.944 312.236 694.527 1239.97
GT Sense Sense 0.616 Detected -0.616 Detected 0.000 2.045 Detected 2.765 Detected 2.405 0.078 GT Sens contig342 contig342 Disease r         TTCAAGGcontig342 Solyc10g Solyc10g Disease resistance protein (AH    contig342 Solyc10g Lrr,  resistance prot  SL2.40ch AT3G2312AtRLP38  AtRLP38         chr3:822  1268.23 492.343 1049.1 1502.75 3113.31 5405.11
GT Sense Sense -0.016 Comprom 0.016 Comprom 0.000 1.015 Detected 1.104 Detected 1.060 0.002 GT Sens contig347 contig347 Unknown                 TCACAACcontig347 Solyc04g Solyc04g Unknown              GO:00036 GO:00036  contig347 Solyc04g Unknown               GO:00036 SL2.40ch AT1G5825SAB  SAB (SAB   chr1:215  10.3326 9.62815 13.702 18.3115 19.2522 21.5637
GT Sense Sense 1.260 Detected -1.260 Comprom 0.000 2.246 Detected 1.934 Detected 2.090 0.242 GT Sens contig377 contig377 Polyphen                TGAAGGTcontig377 Solyc08g Solyc08g Polyphen             GO:00081 GO:00081  contig377 Solyc08g Polyphen              GO:00081 SL2.40ch AT3G52700.1  unknown   chr3:195  47.7262 7.58166 15.4562 362.654 86.1424 73.0995
GT Sense Sense -1.163 Comprom 1.163 Detected 0.000 1.015 Detected 1.341 Detected 1.178 0.422 GT Sens contig397 contig397 Unknown      CAAGGCCcontig397 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig397 Solyc07g Unknown Protein (A  SL2.40ch AT2G44065.2  ribosoma       chr2:182  2.31374 10.5834 6.88604 7.63066 9.55057 12.6076
GT Sense Sense -0.040 Comprom 0.040 Comprom 0.000 3.602 Detected 2.893 Detected 3.248 0.012 GT Sens contig405 contig405 Unannota    CCATAAGCGGCAGCATGGTGTTATGCTGTAATTTTACTATCTCAAGAAA contig405 Solyc06g Beta-fruct                   GO:00059 SL2.40ch AT3G45800.1 2.22102 2.1394 59.1632 77.4843 25.2707 16.2913
GT Sense Sense -0.056 Comprom 0.056 Comprom 0.000 4.045 Detected 4.091 Detected 4.068 0.000 GT Sens contig419 contig419 Unannota    CTCACCATTCAAATTTGTACATCATCGAATGGGAAATCTCTATCTTCTAAcontig419 Solyc03g Polyprote               GO:00065 SL2.40ch AT5G64667.1 2.12306 2.09068 4.49941 10.3268 33.2 36.1206
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 0.936 Detected 1.381 Detected 1.159 0.052 GT Sens contig430 contig430 Nicotia ta          CTCACTCAGCAACTTTCTTCTCTTCCAAACGGAGAAGCAAATAACTAAAAcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 35.776 26.0298 31.5628 63.8663 55.7472 79.9542
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 1.284 Detected 1.291 Detected 1.287 0.005 GT Sens contig447 contig447 Mutator-li                  GAGCAGGcontig447 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig447 Solyc10g Mutator-li                GO:00082 SL2.40ch AT4G18580.2  unknown   chr4:102  54.6854 43.7895 49.299 76.7304 113.763 120.446
GT Sense Sense 0.836 Detected -0.836 Detected 0.000 1.677 Detected 2.094 Detected 1.886 0.160 GT Sens contig456 contig456 ClpB chap                     GAGTTATcontig456 Solyc06g Solyc06g ClpB chap                  GO:00055 GO:00055  contig456 Solyc03g ClpB chap                   GO:00195 SL2.40ch AT1G743 ATHSP10     ATHSP10                   chr1:279  1284.12 367.187 512.985 1362.44 2095.99 2949.86
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 0.834 Detected 1.539 Detected 1.187 0.100 GT Sens contig471 contig471 Receptor-                   TCGGGTAcontig471 Solyc02g Solyc02g Receptor-                GO:00046 GO:00046    contig471 Solyc02g Receptor-                 GO:00046 SL2.40ch AT1G56120.1  kinase  chr1:209  3948.05 2725.07 3196.78 6226.14 5582.81 9590.04
GT Sense Sense 0.549 Detected -0.549 Detected 0.000 0.942 Detected 1.874 Detected 1.408 0.190 GT Sens contig480 contig480 Unknown                  AATAATG contig480 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig480 Solyc12g H-ATPase               GO:00160 SL2.40ch AT2G13720.1 1581.95 674.001 537.374 1108.18 1894.42 3808.8
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 1.121 Detected 1.351 Detected 1.236 0.034 GT Sens contig483 contig483 Metacasp                  CAGAAGAcontig483 Solyc01g Solyc01g Metacasp               GO:00057 GO:00057 contig483 Solyc01g Metacasp                GO:00065 SL2.40ch AT5G502 QS, OLD5    QS (QUIN                  chr5:204  83.8033 57.4642 114.832 218.374 144.074 178.09
GT Sense Sense 0.290 Detected -0.290 Detected 0.000 1.022 Detected 1.120 Detected 1.071 0.068 GT Sens contig488 contig488 1-aminocy                    AAGATAT contig488 Solyc02g Solyc02g 1-aminocy                 GO:00166 GO:00166                              contig488 Solyc02g071480.2.1 AT4G25310.1  oxidored       chr4:129  127.429 77.7005 113.357 80.2312 192.938 217.5
GT Sense Sense 1.034 Detected -1.034 Detected 0.000 1.371 Detected 2.499 Detected 1.935 0.242 GT Sens contig497 contig497 EIN3-bind                      GCTGCTGcontig497 Solyc05g Solyc05g EIN3-binding F-box protein 1 (A               contig497 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G30020.1  subtilase    chr4:146  4421.41 961.517 3440.57 4061 5092.13 11729
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 0.853 Detected 1.544 Detected 1.199 0.112 GT Sens contig513 contig513 Dienelact                   GGAGGA contig513 Solyc09g Solyc09g Dienelact                GO:00055 GO:00055   contig513 Solyc09g Dienelact                 GO:00055 SL2.40ch AT3G23600.2  dienelact      chr3:847  116.947 73.3555 70.9891 187.893 159.743 271.718
GT Sense Sense 0.922 Detected -0.922 Comprom 0.000 0.864 Detected 1.299 Detected 1.082 0.372 GT Sens contig531 contig531 PHD finge          GGATGAAcontig531 Solyc01g Solyc01g PHD finger family protein (AHR    contig531 Solyc01g PHD finger family pr     SL2.40ch AT3G52100.1  PHD finge     chr3:193  39.1195 9.93511 7.96023 32.5822 34.2644 48.8006
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 1.237 Detected 0.890 Detected 1.063 0.058 GT Sens contig564 contig564 BURP dom                 AGCTGAAcontig564 Solyc05g Solyc05g BURP dom              GO:00046 GO:00046  contig564 Solyc05g BURP dom               GO:00046 SL2.40ch AT1G70370.1  BURP do       chr1:265  59.1986 40.7256 23.5062 85.6048 110.49 91.5437
GT Sense Sense 0.670 Detected -0.670 Detected 0.000 1.078 Detected 1.505 Detected 1.291 0.208 GT Sens contig589 contig589 Subtilisin                  TACCTCAcontig589 Solyc10g Solyc10g Subtilisin               GO:00065 GO:00065 contig589 Solyc10g Subtilisin                GO:00065 SL2.40ch AT1G3082ARPC2A,   DIS2 (DIS       chr1:109  2353.63 847.286 1097.07 3722.58 2845.84 4031.52
GT Sense Sense 0.722 Detected -0.722 Detected 0.000 1.173 Detected 1.147 Detected 1.160 0.249 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  161.628 54.1818 46.0858 249.73 201.523 208.544
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 1.251 Detected 1.253 Detected 1.252 0.001 GT Sens contig628 contig628 B3 domai                   GGAGGC contig628 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig628 Solyc04g B3 domai                 GO:00063 SL2.40ch AT1G20970.1  FUNCTIO                                                                      chr1:731  21.1567 18.1756 18.3514 37.4163 44.5705 47.0325
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 1.042 Detected 1.400 Detected 1.221 0.054 GT Sens contig628 contig628 Cytochro                    AGCTGCAcontig628 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig628 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G4799CYP705A     CYP705A        chr5:194  3544.98 2325.54 2839.57 4752.72 5646.03 7624.51
GT Sense Sense 1.033 Comprom -1.033 Comprom 0.000 1.609 Detected 1.825 Detected 1.717 0.240 GT Sens contig629 contig629 Malonyl C          ACCATGTcontig629 Solyc10g Solyc10g Malonyl CoA anthocyanin 5-O-     contig629 Solyc10g Malonyl CoA anthoc      SL2.40ch AT3G50840.1  phototro      chr3:188  10.1373 2.20793 9.79131 31.5009 13.7754 16.8684
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 1.241 Detected 0.876 Detected 1.058 0.110 GT Sens contig639 contig639 Susceptib                       CCCAAAAcontig639 Solyc01g Solyc01g Susceptib                    GO:00055 GO:00055  contig639 Solyc01g Susceptib                     GO:00055 SL2.40ch AT5G49600.1  unknown   chr5:201  1113.04 636.849 1509.38 3557.12 1899.45 1553.9
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 1.235 Detected 1.407 Detected 1.321 0.009 GT Sens contig643 contig643 Mutator-li                  ATGAGGTcontig643 Solyc03g Solyc03g Mutator-li               GO:00082 GO:00082   contig643 Solyc03g111480.1.1 AT2G35880.1  FUNCTIO                                                                   chr2:150  82.472 85.3784 85.3101 140.11 188.589 223.908
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 1.063 Detected 1.467 Detected 1.265 0.085 GT Sens contig666 contig666 Kinesin-li           AGATATT contig666 Solyc12g Solyc12g Kinesin-like calmodulin bindin      contig666 Solyc12g Kinesin-like calmod       SL2.40ch AT1G11420.1  agenet do    chr1:384  111.988 63.7216 50.7684 144.895 168.557 234.865
GT Sense Sense 0.564 Detected -0.564 Detected 0.000 0.823 Detected 1.184 Detected 1.003 0.232 GT Sens contig686 contig686 Leucine-r                      CATGAAAcontig686 Solyc01g Solyc01g Leucine-r                   GO:00055 GO:00055   contig686 Solyc01g LRR recep    GO:00163 SL2.40ch AT5G48360.1  formin ho          chr5:195  104.737 43.6964 59.057 209.711 114.24 154.634
GT Sense Sense 0.439 Detected -0.439 Detected 0.000 1.736 Detected 1.881 Detected 1.809 0.056 GT Sens contig691 contig691 Serine ca                   AGACAGAcontig691 Solyc06g Solyc06g Serine ca                GO:00055 GO:00055  contig691 Solyc06g Serine ca                 GO:00055 SL2.40ch AT4G129 scpl20  scpl20 (s       chr4:755  612.068 303.444 736.302 1748.13 1371.11 1596.61
GT Sense Sense 0.501 Comprom -0.501 Comprom 0.000 1.679 Detected 3.281 Detected 2.480 0.120 GT Sens contig705 contig705 Cytochro                 ATATGGAcontig705 Solyc04g Solyc04g Cytochro              GO:00200 GO:00200  contig705 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G1392AtRLP50  AtRLP50         chr4:804  4.9893 2.27215 2.17663 5.58358 10.2915 32.9259
GT Sense Sense 0.301 Detected -0.301 Detected 0.000 1.177 Detected 1.214 Detected 1.195 0.058 GT Sens contig713 contig713 Nitrogen r                    ATATTCT contig713 Solyc01g Solyc01g Nitrogen r                 GO:00081 GO:00081  contig713 Solyc06g Nitrogen r                           GO:00055 SL2.40ch AT5G4629KAS I  KAS I (3-K          chr5:187  1250.92 751.549 973.483 2217.73 2093.68 2262.26
GT Sense Sense 1.670 Detected -1.670 Comprom 0.000 3.113 Detected 2.139 Detected 2.626 0.270 GT Sens contig732 contig732 Globulin-l                    AATCAAA contig732 Solyc09g Solyc09g Globulin-l                 GO:00457 GO:00457   contig732 Solyc09g Vicilin-like                 GO:00457 SL2.40ch AT2G43560.1  immunop          chr2:180  23.5183 2.11736 46.3239 74.3155 58.2794 31.2744
GT Sense Sense 0.387 Detected -0.387 Detected 0.000 1.063 Detected 1.194 Detected 1.128 0.103 GT Sens contig733 contig733 Spermidin                 TTATCCAcontig733 Solyc08g Solyc08g Spermidin              GO:00038 GO:00038    contig733 Solyc05g Spermidin               GO:00047 SL2.40ch AT5G5312SPDS3, S   SPDS3 (S         chr5:215  7444.75 3968 4271.1 11538.9 10839.3 12507.6
GT Sense Sense 0.484 Detected -0.484 Detected 0.000 1.009 Detected 1.448 Detected 1.229 0.147 GT Sens contig737 contig737 NEDD8 ac                      TATGACAcontig737 Solyc12g Solyc12g NEDD8 ac                   GO:00038 GO:00038  contig737 Solyc12g NEDD8 ac                    GO:00081 SL2.40ch AT1G0518AXR1  AXR1 (AU         chr1:149  157.525 73.3844 103.974 225.564 206.631 295.105
GT Sense Sense 0.669 Detected -0.669 Detected 0.000 1.021 Detected 0.994 Detected 1.008 0.271 GT Sens contig782 contig782 Serine ca                   GATGATCcontig782 Solyc10g Solyc10g Serine ca                GO:00065 GO:00065   contig782 Solyc10g Serine ca                 GO:00167 SL2.40ch AT5G5594emb2731  emb2731     chr5:226  361.15 130.165 211.535 555.633 420.079 434.453
GT Sense Sense 1.437 Detected -1.437 Detected 0.000 2.962 Detected 1.928 Detected 2.445 0.250 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  259.406 32.2753 235.829 1968.03 680.6 350.385
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 0.992 Detected 1.441 Detected 1.216 0.050 GT Sens contig803 contig803 Glutaredo                 GTGAAGCcontig803 Solyc01g Solyc01g Glutaredo              GO:00454 GO:00454   contig803 Solyc01g Glutaredo               GO:00454 SL2.40ch AT1G610 CPSF73-I  CPSF73-           chr1:224  34.6501 24.8817 14.3835 46.9036 55.7613 80.1901
GT Sense Sense 1.018 Detected -1.018 Comprom 0.000 1.822 Detected 1.475 Detected 1.648 0.252 GT Sens contig817 contig817 Ulp1 prote              AGCGCACcontig817 Solyc04g Solyc04g Ulp1 protease family C-termina         contig817 Solyc10g Ulp1 protease family         SL2.40ch AT4G14746.1 13.0784 2.90644 2.19577 16.0256 20.8082 17.2372
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 0.872 Detected 1.521 Detected 1.196 0.123 GT Sens contig833 contig833 Major late                   CTCATCAcontig833 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig833 Solyc04g Major late                 GO:00096 SL2.40ch AT1G7443MYB95, A    MYB95 (m           chr1:279  536.056 309.305 256.514 672.121 711.351 1175.42
GT Sense Sense 0.715 Detected -0.715 Detected 0.000 2.225 Detected 2.830 Detected 2.527 0.083 GT Sens contig860 contig860 Gibberelli                    TACTGTGcontig860 Solyc04g Solyc04g Gibberellin-regulated family pr               contig860 Solyc04g Gibberellin-regulate                 SL2.40ch AT1G10588.2  Encodes       chr1:350  155.282 52.5341 183.533 936.649 403.106 646.139
GT Sense Sense 0.434 Detected -0.434 Detected 0.000 1.168 Detected 1.103 Detected 1.135 0.121 GT Sens contig884 contig884 Cytochro         AAATCTT contig884 Solyc04g Solyc04g Cytochrome P450 (AHRD V1 *-*  contig884 Solyc07g Cytochro                  GO:00198 SL2.40ch AT5G657 HSL2  HSL2 (HA           chr5:262  3979.26 1987.8 2571.22 9617.45 6033.19 6076.24
GT Sense Sense 0.513 Detected -0.513 Comprom 0.000 1.399 Detected 1.007 Detected 1.203 0.160 GT Sens contig887 contig887 GTP-bind                     TTTATAC contig887 Solyc10g Solyc10g GTP-bind                  GO:00056 GO:00056 contig887 Solyc10g GTP-bind                   GO:00056 SL2.40ch AT4G3502ARAC3, R     ARAC3 (A         chr4:166  19.1559 8.58199 11.4688 38.815 32.2873 25.9174
GT Sense Sense 0.339 Detected -0.339 Detected 0.000 0.924 Detected 1.108 Detected 1.016 0.101 GT Sens contig900 contig900 Ulp1 prote              ATGCAGAcontig900 Solyc02g Solyc02g Ulp1 protease family C-termina         contig900 Solyc02g Ulp1 protease family         SL2.40ch AT3G4392DCL3, AT   ribonucle      chr3:157  78.1041 44.5364 47.0041 55.939 106.881 127.87
GT Sense Sense -0.085 Comprom 0.085 Comprom 0.000 4.212 Detected 4.525 Detected 4.368 0.002 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  2.36694 2.42657 18.6931 45.3562 42.3995 55.5051
GT Sense Sense 0.726 Detected -0.726 Detected 0.000 1.001 Detected 1.042 Detected 1.022 0.295 GT Sens contig913 contig913 Agmatina               ATGACTGcontig913 Solyc01g Solyc01g Agmatina            GO:00468 GO:00468   contig913 Solyc01g Agmatina             GO:00468 SL2.40ch AT4G08900.1  arginase  chr4:570  67128.1 22366.6 36890.6 79115.9 74057.5 80289
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 1.109 Detected 1.201 Detected 1.155 0.083 GT Sens contig959 contig959 Chloroph                     AGTGAAAcontig959 Solyc02g Solyc02g Chloroph                  GO:00161 GO:00161  contig959 Solyc02g Chloroph                   GO:00161 SL2.40ch AT2G3442LHB1B2,   LHB1B2;    chr2:145  367.469 545.726 652.464 1224.52 922.204 1035.66
GT Sense Sense 0.369 Detected -0.369 Detected 0.000 1.073 Detected 1.075 Detected 1.074 0.101 GT Sens contig973 contig973 Chromod                 AATCTTA contig973 Solyc07g Solyc07g Chromod              GO:00055 GO:00055     contig973 Solyc05g Chromod                 GO:00055 SL2.40ch AT5G43530.1  SNF2 dom             chr5:174  889.553 486.206 406.467 1373.35 1320.85 1393.98
GT Sense Sense 0.603 Detected -0.603 Detected 0.000 1.225 Detected 1.560 Detected 1.393 0.156 GT Sens EF667342 EF667342 SlARF8; C   CACAACTAAATACGTGCTCCAACTCATCATCACTTCCAACTTACGGGAAAGATACATTCA 321.887 127.151 123.805 437.433 451.614 600.257
GT Sense Sense 0.891 Detected -0.891 Detected 0.000 1.015 Detected 1.006 Detected 1.011 0.374 GT Sens LeKNOTT LeKNOTT Lycopers         AAATGGATCATCTGATGAAGAGGTTGACGTGAATAACAGTTTCATCGACCCCCAGGCTGA 994.964 263.809 264.684 1068.38 988.692 1035.13
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A 96 P01 Sense -0.556 Detected 0.556 Detected 0.000 -2.687 Detected -1.778 Detected -2.232 0.090 A 96 P01 LOC54398NM 00124Solanum     TTGTTGGTCCAGCAATGGAAAATATTTACAACGCGTTATCATCAGCAGGGTTGCAAAATC 103.308 203.701 140.132 163.853 21.5112 42.5567
A 96 P01 Sense -0.297 Detected 0.297 Detected 0.000 -0.909 Detected -1.714 Detected -1.312 0.120 A 96 P01 XTH7 NM 00124Solanum       ACCTTTGGTTCGATCCATCCGCTGATTTTCACACATACACCATTTTTTGGAACCATCATC 252.961 348.118 115.949 579.404 150.906 90.9803
A 96 P01 Sense -0.081 Detected 0.081 Detected 0.000 -1.049 Detected -1.106 Detected -1.077 0.006 A 96 P01 PR1b1 NM 00124Solanum      CAACTGGATCGGACAACGTCCTTACTAAAATGATGTATACTTATGACATGTTGCTAGTAT 136770 139438 148606 129326 63730.8 64550.9
A 96 P01 Sense -0.118 Detected 0.118 Detected 0.000 -2.770 Detected -3.610 Detected -3.190 0.018 A 96 P01 cevi19 NM 00124Solanum       GAGATTATGGTGTGTTAAATAAAGTGTTCCACAATGTTACGGATACACATGTTTTGCATC 608.975 654.114 559.27 29.6032 88.345 51.9942
A 96 P01 Sense -0.549 Detected 0.549 Detected 0.000 -1.936 Detected -1.649 Detected -1.792 0.087 A 96 P01 AK319395 AK319395 Solanum        CCTTCTAAACATGAATGAATGAATACTAGTGTGCAATGTGTGTGTGATTGGAAGTTGTTT 3949.54 7702.63 2628.01 4620.54 1376.59 1768.88
A 96 P02 Sense -0.114 Detected 0.114 Detected 0.000 -1.435 Detected -1.645 Detected -1.540 0.010 A 96 P02 AK325458 AK325458 Solanum        CACCATGTGAAAAAACCTTCTTTTCCAACACATGAAGTAGTTGAAATCAAAATCCCAACT 179.75 191.817 59.7818 114.572 65.5798 59.7103
A 96 P03 Sense -0.027 Detected 0.027 Detected 0.000 -1.578 Comprom -1.702 Comprom -1.640 0.002 A 96 P03 TA49945 TA49945 Rep: Cyto         TAAGGAAGCGTCACGCTTTTTGAAAGGATTTGATGTAGCTGATATATTTCCATCACTAAA 27.3638 25.8981 5.73155 18.7081 8.51088 8.22868
A 96 P03 Sense -0.341 Detected 0.341 Detected 0.000 -1.009 Detected -2.908 Detected -1.958 0.192 A 96 P03 BI931270 BI931270 EST55115                  TCAGGGATGCATTTTCAGGATTTGATGCAGAAGTTGTTTGGCAAATACATGAAAAGAAGA 509.149 744.851 192.093 236.56 292.244 82.5251
A 96 P04 Sense -0.196 Detected 0.196 Detected 0.000 -1.921 Detected -2.168 Detected -2.045 0.013 A 96 P04 AK320454 AK320454 Solanum        TGAAGCAGATGAAATTGATATTGTGATTCATAATCCAGCTGTCGAGAAGGACCCGGCTTG 278.899 333.659 317.383 293.013 76.9254 68.2736
A 96 P05 Sense -0.107 Detected 0.107 Detected 0.000 -1.040 Detected -0.985 Detected -1.012 0.012 A 96 P05 BI922989 BI922989 EST54289             GAAGGAATATTCCGGGTTCAAATGTCAAAGCGGATTAGTAAAAGCCATTGTTGTATACGG 685.512 725.158 475.147 656.974 327.489 358.319
A 96 P06 Sense -0.246 Detected 0.246 Detected 0.000 -0.957 Detected -1.467 Comprom -1.212 0.076 A 96 P06 DB685072DB685072DB685072              TTGCGGTTTTTTATATTCTACTAGCAATGTGTTTTGGTGTTGGGATGGATGATGAAGAAA 19.6472 25.1752 5.59147 32.9002 10.9408 8.09418
A 96 P07 Sense -1.031 Detected 1.031 Detected 0.000 -3.149 Detected -4.200 Detected -3.674 0.086 A 96 P07 TA37448 TA37448 Rep: Non           TCGATATTGATCCTGCTTAAATCACGGATTGTGTCTGTTTCTCTCTTTAGCTTCTTTGTG 177.238 674.447 335.981 392.886 37.2244 18.9215
A 96 P08 Sense -0.360 Detected 0.360 Detected 0.000 -1.357 Detected -1.667 Detected -1.512 0.061 A 96 P08 AW621399AW621399Unknown ACACGAGAAATTTGAGCTTGAAGAACAAAAAATGAAACCAGTGCTCATTTCTGTGAAAGC 1201.63 1803.92 968.695 996.355 548.849 466.559
A 96 P08 Sense 0.091 Detected -0.091 Detected 0.000 -1.508 Detected -1.502 Detected -1.505 0.004 A 96 P08 BW68867 BW68867 BW68867               ACTGGGCCGGAAAACGTCCTTATTAAGGTGTCGTTTATTTATGACATATTGCTAGTATTA 4419.79 3551.2 7768.13 4067.43 1329.94 1407.52
A 96 P08 Sense -0.027 Detected 0.027 Detected 0.000 -4.300 Comprom -2.222 Detected -3.261 0.088 A 96 P08 AK247445 AK247445 Solanum        CTACCACCTACATGATATCAAGACTCGAAAGATCAAGTTTGATGATCTAGACTTATCAAA 62.2118 58.8646 75.1715 108.813 2.93412 13.0509
A 96 P08 Sense 0.308 Detected -0.308 Detected 0.000 -1.641 Detected -3.788 Detected -2.714 0.136 A 96 P08 TA36002 TA36002 Rep: Path              CCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAAATTATGAA 4231.47 2516.61 5917.23 1849.67 999.249 237.638
A 96 P08 Sense -0.094 Detected 0.094 Detected 0.000 -1.227 Detected -1.177 Detected -1.202 0.006 A 96 P08 PR1b1 NM 00124Solanum      AACTCAAGAGCTGGTGATTGTAACTTGATTCATTCTGGTGCTGGGGAGAATCTTGCCAAG 97144.1 100840 139445 96569.3 40363.9 44033.3
A 96 P10 Sense -0.396 Detected 0.396 Detected 0.000 -1.334 Detected -1.065 Detected -1.199 0.103 A 96 P10 TA46353 TA46353 Rep: Arab           GAGAATCACAACAACAACAATGATGCTTTCTCGGAGAATCACAACCCACAACATGATGGG 195.491 308.538 79.813 167.441 93.0471 118.1
A 96 P10 Sense -0.456 Detected 0.456 Detected 0.000 -1.503 Detected -1.430 Detected -1.467 0.085 A 96 P10 AK247169 AK247169 Solanum        CTGAAGTCAGCCATGGATGCAGAATGGAATTTATAGCCATGACCTCATTGCCTGATATTA 134.604 230.96 186.783 353.582 59.3784 65.8156
A 96 P11 Sense -0.524 Detected 0.524 Detected 0.000 -1.281 Detected -1.056 Detected -1.169 0.161 A 96 P11 TA53333 TA53333 Rep: Arab            CTCTGCTACTTCTCTGCTTCAAGAAATGTACAATGGGATGATTTTCATTTTCTTGTTTTC 69.7395 131.387 46.2629 114.724 37.6008 46.3146
A 96 P13 Sense -0.269 Detected 0.269 Detected 0.000 -1.842 Detected -1.121 Detected -1.481 0.081 A 96 P13 AI486252 AI486252 Unknown GTTTTGCATTTTCAGCATTAGCCACTAGCTTGATAGGATATGCCTGTAGCTTTCCGAAAC 217.123 287.538 84.6825 146.096 66.5507 115.581
A 96 P13 Sense -0.298 Detected 0.298 Detected 0.000 -1.895 Detected -2.408 Detected -2.151 0.032 A 96 P13 AI771618 AI771618 Unknown TGCATTTGGGTGTATACTCATGGCACTTGTAGCAAAGTTGGATTACTTGGTATGGGTAAG 105.718 145.767 48.2044 68.558 31.8793 23.5267
A 96 P13 Sense -0.554 Detected 0.554 Detected 0.000 -1.933 Detected -1.664 Detected -1.799 0.087 A 96 P13 AI777414 AI777414 Unknown TTGCAAGAAGAACCATGGAGAAGAGGAAGTTGAATTGGATGGGAGTTTTGAGTATAGCAA 545.566 1072.08 464.456 828.105 191.183 242.741
A 96 P13 Sense -0.050 Detected 0.050 Detected 0.000 -1.348 Detected -1.178 Detected -1.263 0.006 A 96 P13 PR1b1 NM 00124Solanum      ATTGTAACTTGATTCATTCTGGTGCTGGGGAGAATCTTGCCAAGGGTGGTGGTGACTTTA 137613 134432 179438 131674 51022.3 60492.2
A 96 P13 Sense -0.093 Detected 0.093 Detected 0.000 -1.503 Detected -1.387 Detected -1.445 0.006 A 96 P13 AI779441 AI779441 Unknown CTGTATCGGACAACGTCCTTACTAAAATGATGTATACTTATGACATGTTGCTAGTATTGA 114956 119201 121092 98925.8 39434.9 45030.1
A 96 P13 Sense -0.137 Detected 0.137 Detected 0.000 -1.280 Detected -1.396 Detected -1.338 0.012 A 96 P13 PR1b1 NM 00124Solanum      TGGCATCCCGAGCACAAAACTATGCCTACTCAAGAGCTGGTGATTGTAACTTGATGCATT 43472.2 47947.5 72134.7 48247.1 17945.4 17455.3
A 96 P13 Sense -0.005 Detected 0.005 Detected 0.000 -2.411 Detected -2.075 Detected -2.243 0.006 A 96 P13 AI781976 AI781976 Unknown ATATTGTGCACCTAAAATGCCACGTTCCAGATTATACTCAAGTAGTCTGGCGCAACTCAG 8937.65 8201.85 11064.3 7790.73 1537.12 2044.06
A 96 P13 Sense -0.082 Detected 0.082 Detected 0.000 -1.138 Detected -1.173 Detected -1.156 0.005 A 96 P13 PR1b1 NM 00124Solanum      GGAAAAAAGTGTAGACATTATACTCAAGTCGTCTGGCGCAACTCACTCCGACTACGTTGT 100852 103011 115636 92208.6 44211.5 45462.1
A 96 P14 Sense -0.067 Detected 0.067 Detected 0.000 -1.280 Detected -0.834 Detected -1.057 0.045 A 96 P14 AW031662AW031662Unknown GCAACACCAAATAAATTCGTAGGGGGACCTTTTAAAATTCCTTTTGTTTGTCATTTAGGA 90361.3 90454.9 76654.9 82656.1 35543.4 51037.1
A 96 P14 Sense -0.059 Detected 0.059 Detected 0.000 -1.598 Detected -1.406 Detected -1.502 0.006 A 96 P14 PR1b1 NM 00124Solanum      ATTTCACTCTTGTGAGGCCCAAAATTCACCCCAAGACTATCTTGCGGTTCATAACGATGC 24473 24207.5 38871 27043.9 7674.37 9239.81
A 96 P15 Sense -0.294 Detected 0.294 Detected 0.000 -0.874 Detected -1.338 Detected -1.106 0.098 A 96 P15 AW224443AW224443Unknown CAAGCACAGCTTCATCTCCTGGCTACACCTTAAGAGTGGAAATTGACTCCATAAAATATT 84.8713 116.306 28.3949 60.3547 51.7538 39.5246
A 96 P16 Sense -0.155 Detected 0.155 Detected 0.000 -1.249 Detected -1.550 Detected -1.399 0.023 A 96 P16 AK247620 AK247620 Solanum        AATGGAGTATGGGGATATGCCTTGTGAAAATGGGATACCCACAATGATCACATGGAGTCA 148.216 167.511 37.7812 80.8437 63.2938 54.1376
A 96 P16 Sense 0.103 Detected -0.103 Detected 0.000 -1.285 Detected -0.872 Detected -1.079 0.043 A 96 P16 AK322020 AK322020 Solanum        GTAAGGAAAGTACCTTGTGCCATTGTTAGAGATGTTCTTTCTAATATTCAAGAGGTCATT 1823.22 1441.94 753.433 2139.59 635.115 891.217
A 96 P18 Sense 0.373 Detected -0.373 Detected 0.000 -1.024 Detected -1.442 Detected -1.233 0.102 A 96 P18 BG133640BG133640Unknown TAGGGATAGATGAGCATCGTCGATCATCAGATCTGTGCGGACTTAATAGATTCGTGGTGA 139.599 75.8415 63.9097 105.724 48.3254 38.1097
A 96 P19 Sense -0.249 Detected 0.249 Detected 0.000 -2.004 Detected -1.677 Detected -1.840 0.025 A 96 P19 BI209696 BI209696 Unknown ATGGGACCTTGGCTTATAATCGGTTGGTTTGATAATAAACAAAGACTACGATGGGTCTTA 17092.8 22019.8 9696.91 12188.2 4619.61 6102.03
A 96 P19 Sense 0.100 Detected -0.100 Detected 0.000 -2.100 Detected -1.762 Detected -1.931 0.010 A 96 P19 BI422397 BI422397 Unknown GTGCTCCTGAAAGGAATATTTCGGACGAAGCCCCATTCAAATTCACACCCACTACACTAT 1822.67 1447 1733.52 1745.18 361.64 481.645
A 96 P21 Sense 0.168 Detected -0.168 Detected 0.000 -1.470 Detected -1.707 Detected -1.589 0.016 A 96 P21 BP880078 BP880078 Unknown CCAACACCTGCTAAGGTTGGTATCTTTAATTCTTAAAAGGTTCACATAGCTTTTGAATTC 120.055 86.7171 16.1588 118.282 35.1681 31.4382
A 96 P21 Sense 0.003 Detected -0.003 Detected 0.000 -1.663 Comprom -3.858 Comprom -2.761 0.128 A 96 P21 TA36591 TA36591 Unknown GCGGTTAATCATCGTGAGATTTTCGATCAACGAAAGAAGAGAATTTAGTGAAGGAACTGT 31.1719 28.294 19.9575 38.3226 8.95143 2.06092
A 96 P22 Sense -0.053 Detected 0.053 Detected 0.000 -2.892 Detected -2.842 Detected -2.867 0.000 A 96 P22 CK348294CK348294Rep: Path             TGATGTATACTTATGACATGTTGCTAGTATTACTCAGGACTCATCGTTGACTGCGTACCA 14676.2 14408.9 19687 13665.2 1870.04 2040.15
A 96 P22 Sense 0.308 Detected -0.308 Detected 0.000 -1.645 Detected -3.630 Detected -2.637 0.127 A 96 P22 P4 NM 00124Solanum       GAATAATTCCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAA 3324.16 1977.4 4294.6 1373.23 782.976 208.349
A 96 P23 Sense -0.012 Detected 0.012 Detected 0.000 -0.963 Detected -1.572 Detected -1.267 0.053 A 96 P23 TA49869 TA49869 Rep: Chro              AAGTAATGAATATGAGTAAAGTGCAACATTTTATGGAGCCAGTTTTGGAGCCACTTATTC 100.982 93.5821 51.3357 84.3063 47.6084 32.8964
A 96 P24 Sense 0.021 Detected -0.021 Detected 0.000 -3.059 Comprom -2.368 Comprom -2.713 0.016 A 96 P24 DV105056 DV105056 Unknown GTTGCCACTCGTCACAGTCATCATTGGTAGAATATACCTCTTCAAAGAAGAGAAAATTAT 17.355 15.369 22.5392 42.9897 1.87164 3.18225
A 96 P25 Sense -0.280 Detected 0.280 Detected 0.000 -0.977 Detected -1.886 Detected -1.431 0.115 A 96 P25 AK325458 AK325458 Solanum        CTTAAGAGAGGAAATTGATCCATCAAAATATTCTTTTACCACTGCCCTCAAAGCATTACA 39.8527 53.5482 17.1147 31.626 22.4111 12.5756
GT Sense Sense -1.430 Detected 1.430 Detected 0.000 -1.144 Detected -1.649 Detected -1.397 0.438 GT Sens AF098292 AF098292 Lycopers       TTTTGATAACGAGGTGTTAGGTTGATAATGTGGAGAAGTCGGAGGAAGAAAGGAGTGAAG 1117.91 7397.74 1358.75 2681.49 1242.25 922.317
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -1.089 Detected -2.400 Detected -1.744 0.142 GT Sens AT1G1490AT1G1490high mob    GTGTGTGTGTTGTTGCTTAGTCCTGAGATAAGATAGO:00063 DNA binding|DNA binding|nucleosome assembly|regulation of transcription, DNA-dependent|regulation o   48.6992 71.0407 31.0436 36.5235 26.402 11.2137
GT Sense Sense -0.800 Detected 0.800 Detected 0.000 -1.115 Detected -1.017 Detected -1.066 0.315 GT Sens AT1G336 AT1G336 Leucine-r     CGACTGTCTTTGTGGCTCTCCACTTTCTCCTTGTAGO:0005515|GO:0007165|GO:0012505 17.5985 48.6138 19.8235 23.6636 12.8921 14.537
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 -1.848 Comprom -1.710 Comprom -1.779 0.030 GT Sens AT2G3105AT2G3105cupredox   CTGGACCCGTCCGACCACCAAGCTCTTTTTCGTCTGO:0005507|GO:0009055|GO:0031225 27.2075 16.1987 3.55199 12.2136 5.56871 6.45427
GT Sense Sense -0.423 Detected 0.423 Detected 0.000 -1.240 Detected -1.560 Detected -1.400 0.090 GT Sens AT3G0107AT3G0107early nod   TACACTCGGGTGTGTGTGTGTGTCTTTGGAGATT GO:0005507|GO:0009055|GO:0031225 105.689 173.229 102.015 91.7207 54.6983 46.1652
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.229 Detected -1.867 Detected -1.548 0.042 GT Sens BI206022 BI206022 TPRP-F1 ATGTACTGAATGTTGTATTTACATTATTGTTTTAGGGAAATACTAATGGTATTTAGTATA 134.331 110.168 36.3275 389.298 49.5581 33.5446
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.207 Detected -1.067 Detected -1.137 0.009 GT Sens BI206022 BI206022 TPRP-F1 GTGGAGTATGAATGCTGATTTGATTGTATGAACACGAATGAATGAGGAAAAATCACCTAA 293.722 299.226 85.4345 711.965 122.648 142.352
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -2.217 Detected -1.038 Detected -1.628 0.110 GT Sens contig101 contig101 Nuclear tr                    TTCAACT contig101 Solyc12g Solyc12g Nuclear tr                    GO:00166 GO:00166   contig101 Solyc12g Nuclear tr                     GO:00056 SL2.40ch AT3G1402NF-YA6  NF-YA6 (N         chr3:464  1170.83 1092.22 155.002 253.227 232.16 554.185
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -1.150 Detected -1.757 Detected -1.454 0.060 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  2338.66 1573.3 686.043 1259.12 825.106 571.005
GT Sense Sense -0.251 Detected 0.251 Detected 0.000 -1.852 Detected -2.127 Detected -1.990 0.020 GT Sens contig102 contig102 Chitinase              TAGAGCTcontig102 Solyc04g Solyc04g Chitinase              GO:00080 GO:00080   contig102 Solyc04g Chitinase               GO:00088 SL2.40ch AT3G5442ATEP3, A    ATEP3; c   chr3:201  1963.59 2535.19 1643.43 3268.83 589.948 513.767
GT Sense Sense -0.502 Detected 0.502 Detected 0.000 -0.939 Detected -2.821 Comprom -1.880 0.220 GT Sens contig102 contig102 Unknown   CGCCTTCcontig102 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig102 Solyc02g Unknown Protein (A  SL2.40ch AT5G18370.1  disease r       chr5:608  34.0902 62.3054 34.6362 35.0169 22.9586 6.56289
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.503 Detected -1.983 Detected -1.743 0.023 GT Sens contig102 contig102 Unknown              CGAAGAGcontig102 Solyc05g Solyc05g Unknown Protein (AHRD V1)%3             contig102 Solyc05g Unknown Protein (A              SL2.40ch AT1G13480.1  unknown   chr1:462  1334.45 1439.25 934.391 1011.48 466.801 352.693
GT Sense Sense -0.589 Detected 0.589 Detected 0.000 -1.994 Detected -1.553 Detected -1.773 0.106 GT Sens contig102 contig102 UDP-gluc             GAGGGA contig102 Solyc10g Solyc10g UDP-gluc             GO:00081 GO:00081  contig102 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT5G12890.1  UDP-gluc      chr5:406  54.4023 112.282 31.4225 123.944 18.7365 26.7997
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.511 Detected -1.029 Detected -1.270 0.045 GT Sens contig102 contig102 Phosphog               GTAGCGTcontig102 Solyc05g Solyc05g Phosphoglycerate mutase fam              contig102 Solyc05g Phosphoglycerate m               SL2.40ch AT3G60420.2  LOCATE                                                                  chr3:223  9448.4 10439.3 6390.86 10090.9 3327.2 4897.52
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -2.277 Comprom -1.077 Comprom -1.677 0.108 GT Sens contig103 contig103 Unknown   CAATCCCcontig103 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig103 Solyc05g Unknown Protein (A  SL2.40ch AT5G6314ATPAP29    ATPAP29             chr5:253  15.2931 14.3238 4.65469 11.9818 2.91496 7.05741
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -2.093 Detected -2.356 Detected -2.224 0.011 GT Sens contig103 contig103 Unknown   GATTTCAcontig103 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig103 Solyc10g Unknown Protein (A  SL2.40ch AT4G23120.1  bromo-ad       chr4:121  49.6456 59.4524 47.5194 49.6609 12.159 10.6763
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -2.260 Detected -0.800 Detected -1.530 0.174 GT Sens contig103 contig103 Major late                GTAATGGcontig103 Solyc05g Solyc05g Major late                GO:00096 GO:00096    contig103 Solyc05g Major late                 GO:00096 SL2.40ch AT5G67550.1 95.0785 74.3633 15.2614 195.764 16.7557 48.5795
GT Sense Sense 0.357 Detected -0.357 Detected 0.000 -1.989 Comprom -1.122 Comprom -1.555 0.110 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  22.3723 12.4289 4.95158 23.2989 4.01009 7.7096
GT Sense Sense -0.428 Detected 0.428 Detected 0.000 -2.817 Detected -2.344 Detected -2.580 0.034 GT Sens contig103 contig103 Unknown   TATTAAT contig103 Solyc04g Solyc04g Unknown Protein (AHRD V1);O contig103 Solyc04g025920.2.1 AT3G5600ATCSLA1    ATCSLA1         chr3:207  154.287 254.511 146.37 230.659 26.855 39.2562
GT Sense Sense 0.483 Detected -0.483 Detected 0.000 -1.721 Comprom -2.385 Comprom -2.053 0.073 GT Sens contig104 contig104 1-aminocy                TGAGAGGcontig104 Solyc01g Solyc01g 1-aminocy                GO:00164 GO:00164  contig104 Solyc01g 1-aminocy                 GO:00164 SL2.40ch AT4G10490.1  oxidored       chr4:648  45.8141 21.3892 274.323 110.174 9.06708 6.02992
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.308 Comprom -1.108 Comprom -1.208 0.054 GT Sens contig104 contig104 Subtilisin               TTGGCCAcontig104 Solyc08g Solyc08g Subtilisin               GO:00065 GO:00065 contig104 Solyc08g Subtilisin                GO:00065 SL2.40ch AT1G3294ATSBT3.5    SBT3.5; i        chr1:119  12.7364 16.982 4.86825 12.6529 5.67039 6.86315
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.400 Comprom -1.145 Comprom -1.272 0.034 GT Sens contig104 contig104 Pentatrico               ATGGTGGcontig104 Solyc10g Solyc10g Pentatricopeptide repeat-conta               contig104 Solyc10g Pentatricopeptide re               SL2.40ch AT4G12740.1  adenine-      chr4:749  10.875 13.1964 5.20835 3.3994 4.33528 5.44968
GT Sense Sense -0.519 Detected 0.519 Detected 0.000 -1.782 Detected -1.451 Detected -1.617 0.097 GT Sens contig104 contig104 Disease r                  CAACATCcontig104 Solyc01g Solyc01g Disease resistance response p                 contig104 Solyc01g Disease resistance                  SL2.40ch AT1G58170.1  disease r       chr1:215  149.071 279.121 49.266 258.972 56.6162 75.0751
GT Sense Sense -0.335 Detected 0.335 Detected 0.000 -0.830 Detected -1.268 Detected -1.049 0.120 GT Sens contig104 contig104 UDP-gluc            TTGAAGAcontig104 Solyc11g Solyc11g UDP-gluc            GO:00081 GO:00081  contig104 Solyc11g UDP-gluc             GO:00081 SL2.40ch AT5G49690.1  UDP-gluc      chr5:201  1797.26 2606.03 1739.35 1108.77 1162.32 904.218
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -0.870 Comprom -2.475 Comprom -1.672 0.173 GT Sens contig104 contig104 F-box (AH            CTGAATCcontig104 Solyc01g Solyc01g F-box (AHRD V1 ***- Q84KQ9 P          contig104 Solyc12g Unknown Protein (A  SL2.40ch AT5G4363TZP  TZP; DNA           chr5:175  15.5905 15.252 10.5824 13.6267 8.05714 2.78979
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -2.509 Detected -2.461 Detected -2.485 0.001 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  744.883 736.548 345.497 483.914 124.284 135.317
GT Sense Sense -0.673 Detected 0.673 Detected 0.000 -1.086 Detected -0.949 Detected -1.018 0.272 GT Sens contig104 contig104 Cytokinin                  CCAAAGAcontig104 Solyc10g Solyc10g Cytokinin                  GO:00168 GO:00168    contig104 Solyc10g Cytokinin                   GO:00168 SL2.40ch AT5G06300.1  carboxy-   chr5:192  68.6033 159.061 48.0052 86.7673 46.9924 54.4233
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 -2.448 Detected -3.887 Comprom -3.168 0.053 GT Sens contig104 contig104 Unknown   ATCTTAA contig104 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig104 Solyc08g Unknown Protein (A  SL2.40ch AT1G0336ATRRP4  ATRRP4            chr1:824  49.9241 64.5463 25.9603 34.362 9.9333 3.85954
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -1.304 Detected -1.069 Detected -1.186 0.028 GT Sens contig105 contig105 Transcrip                AAATCCCcontig105 Solyc02g Solyc02g Transcription factor (Fragmen               contig105 Solyc02g Transcription factor               SL2.40ch AT3G0215PTF1, TFP   PTF1 (PL        chr3:391  2844.78 3253.23 2203.12 2776.87 1176.29 1458.91
GT Sense Sense -0.757 Detected 0.757 Detected 0.000 -1.286 Detected -1.599 Detected -1.443 0.203 GT Sens contig105 contig105 60S acidic                GTTGCAAcontig105 Solyc09g Solyc09g 60S acidic                GO:00055 GO:00055    contig105 Solyc09g 60S acidic                 GO:00055 SL2.40ch AT2G40010.1  60S acidi       chr2:167  28.3832 73.8853 335.021 54.8163 17.9247 15.2023
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -1.759 Detected -1.743 Detected -1.751 0.008 GT Sens contig105 contig105 Centrin (A            TAGCTTAcontig105 Solyc02g Solyc02g Centrin (A            GO:00316 GO:00316      contig105 Solyc02g Centrin (A             GO:00316 SL2.40ch AT1G67130.1  F-box fam    chr1:250  44.5521 32.5576 34.7247 45.6782 10.7421 11.446
GT Sense Sense 0.360 Detected -0.360 Detected 0.000 -1.450 Detected -1.302 Detected -1.376 0.064 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  38.6037 21.3768 18.1451 36.7463 10.041 11.7178
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -2.500 Detected -1.010 Detected -1.755 0.143 GT Sens contig106 contig106 Cytochro                 CCTCCTTcontig106 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig106 Solyc10g cytochrom  GO:00198 SL2.40ch AT3G2629CYP71B2   CYP71B2               chr3:963  286.872 251.917 26.9593 326.834 45.3596 134.284
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.486 Detected -1.504 Detected -1.495 0.024 GT Sens contig107 contig107 Unknown   GAGGAG contig107 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig107 Solyc10g Unknown Protein (A  SL2.40ch AT4G1106MTSSB  MTSSB (           chr4:675  470.61 310.125 227.985 190.661 130.233 135.536
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.276 Detected -2.638 Detected -1.957 0.107 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  840.237 615.462 418.901 663.877 283.497 116.201
GT Sense Sense -0.307 Detected 0.307 Detected 0.000 -0.929 Detected -1.201 Detected -1.065 0.087 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  7433.07 10370.3 4785.19 6129.74 4404.07 3842.52
GT Sense Sense -0.432 Detected 0.432 Detected 0.000 -1.614 Detected -1.468 Detected -1.541 0.072 GT Sens contig109 contig109 UPF0497                   GAGTTGAcontig109 Solyc06g Solyc06g UPF0497 membrane protein 17                 contig109 Solyc06g UPF0497 membrane                   SL2.40ch AT3G19020.1  leucine-r          chr3:655  3458.12 5738.3 1784.37 3355.61 1389.83 1619.56
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -1.734 Detected -1.207 Detected -1.470 0.040 GT Sens contig109 contig109 F-box fam              TAATCAC contig109 Solyc04g Solyc04g F-box fam              GO:00048 GO:00048   contig109 Solyc04g F-box fam               GO:00048 SL2.40ch AT4G25800.2  calmodu    chr4:131  43.182 31.9638 17.869 19.4267 10.6653 16.1921
GT Sense Sense -0.412 Detected 0.412 Detected 0.000 -2.123 Detected -1.637 Detected -1.880 0.059 GT Sens contig109 contig109 Cortical c                    GTGGCAGcontig109 Solyc12g Solyc12g Cortical c                    GO:00068 GO:00068  contig109 Solyc12g Cortical c                     GO:00068 SL2.40ch AT3G22800.1  leucine-r          chr3:806  50.6199 81.6603 65.9698 61.3097 14.0902 20.7954
GT Sense Sense 0.624 Detected -0.624 Detected 0.000 -2.267 Detected -1.068 Detected -1.667 0.194 GT Sens contig110 contig110 Pathogen                   ACAGTAAcontig110 Solyc07g Solyc07g Pathogen                   GO:00096 GO:00096    contig110 Solyc07g Pathogen                    GO:00096 SL2.40ch AT1G3117ATSRX, S   SRX (SUL             chr1:111  112.573 43.1842 49.0337 46.7792 13.8354 33.4565
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -1.559 Detected -1.300 Detected -1.429 0.019 GT Sens contig112 contig112 Unknown   GGCTTTAcontig112 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig112 Solyc05g Unknown Protein (A  SL2.40ch AT5G02390.2  unknown   chr5:508  315.409 355.095 149.808 280.179 108.459 136.769
GT Sense Sense -0.529 Detected 0.529 Detected 0.000 -3.037 Detected -2.070 Detected -2.553 0.071 GT Sens contig112 contig112 Beta-1 3-g               GATGCCCcontig112 Solyc01g Solyc01g Beta-1 3-g               GO:00059 GO:00059     contig112 Solyc01g Beta-1 3-g                GO:00055 SL2.40ch AT5G18220.1  glycosyl      chr5:601  241.01 457.482 341.819 366.067 38.6347 79.5669
GT Sense Sense -0.416 Detected 0.416 Detected 0.000 -1.371 Detected -1.841 Detected -1.606 0.078 GT Sens contig112 contig112 MYB tran               GATGTTGcontig112 Solyc02g Solyc02g MYB tran               GO:00037 GO:00037      contig112 Solyc02g MYB tran                GO:00037 SL2.40ch AT3G289 ATMYB30    MYB30 (M           chr3:109  460.436 747.12 242.766 415.663 216.447 164.75
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.223 Detected -1.116 Detected -1.170 0.002 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  227.82 208.617 169.509 243.533 89.1636 101.189
GT Sense Sense -0.598 Detected 0.598 Detected 0.000 -1.362 Detected -2.208 Detected -1.785 0.135 GT Sens contig113 contig113 MYB tran               ACACCTGcontig113 Solyc02g Solyc02g MYB tran               GO:00037 GO:00037      contig113 Solyc02g MYB tran                GO:00037 SL2.40ch AT2G3118ATMYB14     MYB14 (M           chr2:132  76.4045 159.609 45.993 64.8984 41.0321 24.0435
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 -1.294 Detected -1.556 Detected -1.425 0.028 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  2114.56 2562.58 960.977 1336.87 906.178 796.429
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -1.159 Detected -2.651 Comprom -1.905 0.137 GT Sens contig114 contig114 Unknown   GTGTGTGcontig114 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig114 Solyc01g067150.1.1 AT3G02380.1 30.9073 40.4133 18.0776 20.749 15.114 5.66201
GT Sense Sense 0.404 Detected -0.404 Detected 0.000 -1.331 Detected -0.871 Detected -1.101 0.141 GT Sens contig114 contig114 3-oxoacy             CCAGCATcontig114 Solyc10g Solyc10g 3-oxoacy             GO:00081 GO:00081  contig114 Solyc10g 3-oxoacy              GO:00081 SL2.40ch AT5G1807DRT101  DRT101 (           chr5:598  159.185 82.8989 2241.42 294.24 43.6105 63.1936
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 -1.059 Detected -1.130 Detected -1.095 0.019 GT Sens contig114 contig114 Self-incom                TATATTT contig114 Solyc11g Solyc11g Self-incompatibility protein (Fr               contig114 Solyc11g RNA ligase isoform 2     SL2.40ch AT3G14700.1  FUNCTIO                                                                                             chr3:494  170.866 191.262 124.627 164.787 82.8341 83.0775
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -0.862 Comprom -1.240 Comprom -1.051 0.032 GT Sens contig115 contig115 Os08g011                TTTTTCGcontig115 Solyc10g Solyc10g Os08g011                GO:00081 GO:00081  contig115 Solyc05g Os08g011                 GO:00081 SL2.40ch AT4G35820.1 13.8881 13.4074 4.98473 7.66224 7.16975 5.81278
GT Sense Sense -0.400 Detected 0.400 Detected 0.000 -1.234 Detected -1.352 Detected -1.293 0.085 GT Sens contig115 contig115 Unknown   CAAGTTAcontig115 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig115 Solyc12g Unknown Protein (A  SL2.40ch AT3G50620.1  nodulatio    chr3:187  529.639 840.514 440.269 727.662 270.844 262.993
GT Sense Sense -0.258 Detected 0.258 Detected 0.000 -1.342 Comprom -0.901 Comprom -1.121 0.081 GT Sens contig116 contig116 Ribosoma                   CCACAAGcontig116 Solyc02g Solyc02g Ribosoma                   GO:00001 GO:00001    contig116 Solyc02g Ribosoma                    GO:00001 SL2.40ch AT5G66360.2  ribosoma        chr5:265  11.8186 15.4042 2.55619 15.9858 5.08343 7.26786
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -2.123 Comprom -1.628 Comprom -1.875 0.024 GT Sens contig116 contig116 AT5g0697                GCATCGTcontig116 Solyc09g Solyc09g AT5g06970/MOJ9 14 (AHRD V               contig116 Solyc09g AT5g06970/MOJ9 1                 SL2.40ch AT2G33420.1  FUNCTIO                                                                                                    chr2:141  17.5738 20.1821 5.2228 13.0577 4.12697 6.13163
GT Sense Sense -0.391 Detected 0.391 Detected 0.000 -2.926 Detected -1.582 Detected -2.254 0.101 GT Sens contig117 contig117 WRKY tra               AAGGTTGcontig117 Solyc08g Solyc08g WRKY tra               GO:00037 GO:00037       contig117 Solyc08g WRKY tra                GO:00055 SL2.40ch AT5G2617WRKY50,   WRKY50;    chr5:914  123.102 192.958 72.2502 345.858 19.357 51.7887
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.713 Detected -2.826 Detected -2.270 0.060 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  559.725 401.866 270.982 292.765 138.102 67.2785
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 -1.090 Detected -1.931 Comprom -1.511 0.091 GT Sens contig117 contig117 GDU1 (AH    CCTGTGAcontig117 Solyc08g Solyc08g GDU1 (AHRD V1 *-*- B6TNE4 M contig117 Solyc08g GDU1 (AHRD V1 *-*- SL2.40ch AT2G2476AtGDU4  AtGDU4 (       chr2:105  28.6649 18.5275 14.1136 41.1729 10.3379 6.07829
GT Sense Sense -0.600 Detected 0.600 Detected 0.000 -1.468 Detected -1.970 Detected -1.719 0.118 GT Sens contig118 contig118 Ethylene-                    CAACATCcontig118 Solyc11g Solyc11g Ethylene-                    GO:00036 GO:00036  contig118 Solyc11g Ethylene-                     GO:00036 SL2.40ch AT4G18450.1  ethylene-     chr4:101  216.198 453.053 450.446 580.242 108.04 80.3371
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 -1.373 Detected -1.788 Detected -1.581 0.047 GT Sens contig118 contig118 Beta-fruct                                 AGGGTTTcontig118 Solyc10g Solyc10g Beta-fruct                                 GO:00059 GO:00059   contig118 Solyc10g Beta-fruct                                    GO:00059 SL2.40ch AT1G5512ATFRUCT    ATFRUCT           chr1:205  29436.9 39932.9 22633.5 26672 12639.4 9986.23
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.141 Detected -1.314 Detected -1.227 0.017 GT Sens contig118 contig118 Unknown   AGAAGACcontig118 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig118 Solyc08g Unknown Protein (A  SL2.40ch AT5G26848.1  unknown   chr5:944  46.0111 34.6194 25.4702 41.163 17.283 16.1504
GT Sense Sense -0.311 Detected 0.311 Detected 0.000 -0.950 Detected -1.127 Detected -1.039 0.085 GT Sens contig118 contig118 Calcium-d                 CTCAGCTcontig118 Solyc11g Solyc11g Calcium-d                 GO:00064 GO:00064  contig118 Solyc11g Calcium-d                  GO:00064 SL2.40ch AT5G1945CDPK19,   CDPK19                      chr5:655  1392.85 1954.48 939.058 1112.98 815.277 759.904
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.915 Detected -1.064 Detected -1.489 0.073 GT Sens contig118 contig118 Major late                TTAGTTGcontig118 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig118 Solyc04g Major late                 GO:00096 SL2.40ch AT5G47150.1  YDG/SRA    chr5:191  213.243 200.048 63.0144 590.179 52.3043 99.3707
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 -1.659 Comprom -0.869 Detected -1.264 0.121 GT Sens contig118 contig118 Unknown   AAGGATAcontig118 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig118 Solyc06g Unknown Protein (A  SL2.40ch AT3G33530.2  transduc          chr3:140  18.5537 24.9467 10.7373 15.5818 6.50336 11.8529
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 -2.432 Detected -2.223 Detected -2.327 0.023 GT Sens contig118 contig118 Plant-spe                    AGGAGTTcontig118 Solyc05g Solyc05g Plant-specific domain TIGR015                   contig118 Solyc05g Plant-specific doma                    SL2.40ch AT5G02580.1  unknown   chr5:579  113.836 166.298 75.2709 34.4586 24.347 29.654
GT Sense Sense -0.486 Detected 0.486 Detected 0.000 -1.091 Detected -1.850 Comprom -1.470 0.140 GT Sens contig119 contig119 Unknown           GCACCAGcontig119 Solyc10g Solyc10g Unknown           GO:00160 GO:00160 contig119 Solyc10g Unknown            GO:00160 SL2.40ch AT3G1599SULTR3;4  SULTR3;         chr3:542  18.1248 32.4348 5.31976 9.61535 10.8675 6.76771
GT Sense Sense -0.529 Detected 0.529 Detected 0.000 -2.972 Comprom -3.248 Comprom -3.110 0.030 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  26.4495 50.197 49.1929 96.4094 4.43257 3.85839
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.715 Comprom -1.472 Comprom -1.593 0.009 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  13.098 13.4736 8.0866 12.9111 3.86472 4.81631
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 -1.206 Detected -1.787 Detected -1.497 0.110 GT Sens contig120 contig120 Xylogluca               CCTATCAcontig120 Solyc02g Solyc02g Xylogluca               GO:00059 GO:00059        contig120 Solyc02g Xylogluca                GO:00167 SL2.40ch AT5G65730.1  xylogluca             chr5:262  50.8282 87.5025 36.8081 79.0142 27.6014 19.4366
GT Sense Sense -0.503 Detected 0.503 Detected 0.000 -1.977 Detected -2.451 Detected -2.214 0.058 GT Sens contig120 contig120 Blue copp             TATTCAT contig120 Solyc11g Solyc11g Blue copp             GO:00090 GO:00090   contig120 Solyc02g Gibberelli                 GO:00055 SL2.40ch AT4G05330.1 1369.21 2506.92 1473.57 2159.32 449.23 340.926
GT Sense Sense -0.386 Detected 0.386 Detected 0.000 -2.072 Comprom -1.561 Comprom -1.817 0.059 GT Sens contig120 contig120 UDP-gluc             ACGGTGGcontig120 Solyc06g Solyc06g UDP-gluc             GO:00081 GO:00081    contig120 Solyc06g UDP-gluc              GO:00800 SL2.40ch AT2G3175UGT74D1  UGT74D1                  chr2:134  13.2694 20.6582 5.62921 12.9084 3.75835 5.64494
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 -1.721 Comprom -1.668 Comprom -1.694 0.015 GT Sens contig120 contig120 GPI-ancho      GGATGTGcontig120 Solyc10g Solyc10g GPI-anchored protein (AHRD V   contig120 Solyc10g GPI-anchored prote     SL2.40ch AT2G20700.1  unknown   chr2:892  12.2599 14.9732 6.00043 14.3125 3.92539 4.28983
GT Sense Sense -0.209 Detected 0.209 Detected 0.000 -1.023 Detected -1.578 Detected -1.300 0.065 GT Sens contig121 contig121 Unknown   ATCTTTT contig121 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig121 Solyc12g Unknown Protein (A  SL2.40ch AT1G29540.1  unknown   chr1:103  899.632 1096.07 465.63 936.964 466.692 334.632
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.010 Detected -1.280 Detected -1.145 0.018 GT Sens contig121 contig121 Fertilizatio                AATTGAGcontig121 Solyc12g Solyc12g Fertilizatio                GO:00064 GO:00064  contig121 Solyc12g017770.1.1 AT1G2535OVA9  OVA9 (ov       chr1:888  33.0335 33.6373 10.8738 27.5353 15.802 13.8136
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -1.382 Comprom -2.009 Comprom -1.696 0.033 GT Sens contig121 contig121 Glycogen                TTGTAAT contig121 Solyc04g Solyc04g Glycogen                GO:00167 GO:00167     contig121 Solyc04g Glycogen                 GO:00167 SL2.40ch AT1G5494PGSIP4  PGSIP4 (            chr1:204  13.558 12.6046 6.65459 20.0532 4.78782 3.26681
GT Sense Sense -0.793 Detected 0.793 Detected 0.000 -1.048 Detected -1.706 Detected -1.377 0.250 GT Sens contig121 contig121 Transpos                 TTGCTGAcontig121 Solyc02g Solyc02g Transpos                 GO:00150 GO:00150  contig121 Solyc02g Transpos                  GO:00036 SL2.40ch AT5G06730.1  peroxida    chr5:208  332.11 908.385 303.826 220.687 253.583 169.34
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.093 Detected -1.725 Detected -1.409 0.053 GT Sens contig122 contig122 Heavy me                   TTATCAGcontig122 Solyc05g Solyc05g Heavy me                   GO:00300 GO:00300   contig122 Solyc05g Heavy me                    GO:00300 SL2.40ch AT3G63095.1  Encodes        chr3:233  64.4386 49.9368 48.3243 35.1731 25.3879 17.2642
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -0.895 Detected -1.295 Detected -1.095 0.097 GT Sens contig122 contig122 class I he                GAACACGcontig122 Solyc07g Solyc07g class I heat shock protein 1 (A             contig122 Solyc07g class I heat shock p               SL2.40ch AT3G44770.2  unknown   chr3:163  5395.05 7545.28 5341.28 4710.34 3275.09 2615.26
GT Sense Sense -0.284 Detected 0.284 Detected 0.000 -0.918 Detected -1.260 Detected -1.089 0.082 GT Sens contig122 contig122 1-aminocy                 CAGGGAAcontig122 Solyc12g Solyc12g 1-aminocy                 GO:00164 GO:00164    contig122 Solyc12g 1-aminocy                  GO:00098 SL2.40ch AT3G13610.1  oxidored       chr3:444  55.309 74.7825 45.6755 82.3726 32.5047 27.0066
GT Sense Sense -0.434 Detected 0.434 Detected 0.000 -1.076 Detected -2.821 Detected -1.948 0.184 GT Sens contig122 contig122 F-box fam              TTGGTGAcontig122 Solyc04g Solyc04g F-box family protein (AHRD V1           contig122 Solyc04g F-box domain conta                SL2.40ch AT2G44410.1  protein b       chr2:183  59.8043 99.5477 52.96 30.9926 34.956 10.9872
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -1.899 Detected -1.636 Detected -1.768 0.006 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  495.995 432.191 354.24 448.895 118.512 149.867
GT Sense Sense -0.569 Detected 0.569 Detected 0.000 -1.209 Detected -1.557 Detected -1.383 0.146 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  124.598 250.006 111.347 191.412 72.8728 60.3215
GT Sense Sense -0.515 Detected 0.515 Detected 0.000 -1.741 Detected -2.098 Detected -1.919 0.072 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  1410.6 2626.25 875.712 1844.92 549.8 452.423
GT Sense Sense -0.401 Detected 0.401 Detected 0.000 -1.419 Detected -1.018 Detected -1.219 0.113 GT Sens contig123 contig123 Solute ca                     TTGTTTAcontig123 Solyc12g Solyc12g Solute ca                     GO:00160 GO:00160   contig123 Solyc12g Solute ca                      GO:00160 SL2.40ch AT3G11420.1  fringe-rel    chr3:359  66.171 105.108 45.2957 67.5234 29.7699 41.4226
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -1.082 Detected -1.839 Comprom -1.460 0.064 GT Sens contig124 contig124 Legumin               GTGCCTCcontig124 Solyc03g Solyc03g Legumin               GO:00457 GO:00457   contig124 Solyc11g Histone H              GO:00036 SL2.40ch AT1G43770.2  PHD finge     chr1:165  27.3043 21.9009 14.323 31.0971 11.0313 6.87487
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -1.369 Comprom -1.356 Comprom -1.362 0.014 GT Sens contig124 contig124 Signal pe              CAAAAGAcontig124 Solyc09g Solyc09g Signal pe              GO:00160 GO:00160 contig124 Solyc09g Signal pe               GO:00160 SL2.40ch AT3G20240.1  mitochon       chr3:705  11.1791 12.8102 2.90431 7.3368 4.42474 4.70244
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -0.983 Detected -1.371 Detected -1.177 0.034 GT Sens contig124 contig124 class I he               AGGGGT contig124 Solyc02g Solyc02g class I he               GO:00510 GO:00510   contig124 Solyc02g class I he                GO:00510 SL2.40ch AT4G38370.1  phospho      chr4:179  408.23 432.556 205.086 344.405 203.002 163.392
GT Sense Sense 0.387 Detected -0.387 Detected 0.000 -1.305 Detected -2.895 Comprom -2.100 0.141 GT Sens contig124 contig124 Transpos               ACACCAT contig124 Solyc09g Solyc09g Transpos               GO:00082 GO:00082   contig124 Solyc09g Transpos                GO:00082 SL2.40ch AT5G262 AL4  AL4 (ALF           chr5:915  47.7395 25.4672 15.3195 6.47096 13.4694 4.7153
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 -1.526 Detected -0.844 Detected -1.185 0.112 GT Sens contig124 contig124 MYB tran               CATCACAcontig124 Solyc02g Solyc02g MYB tran               GO:00037 GO:00037       contig124 Solyc02g MYB tran                GO:00037 SL2.40ch AT5G6579ATMYB68    MYB68 (M           chr5:263  39.4666 52.2578 36.7161 52.8743 15.0554 25.4556
GT Sense Sense -0.327 Detected 0.327 Detected 0.000 -2.674 Comprom -2.560 Comprom -2.617 0.016 GT Sens contig125 contig125 Unknown   GGTGCG contig125 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig125 Solyc11g Unknown Protein (A  SL2.40ch AT5G52620.1  F-box fam    chr5:213  14.3776 20.6208 7.96314 39.3573 2.57517 2.93814
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.130 Detected -0.999 Detected -1.065 0.004 GT Sens contig125 contig125 Isovalery                 AATGTCT contig125 Solyc06g Solyc06g Isovalery                 GO:00084 GO:00084    contig125 Solyc06g Isovalery                  GO:00084 SL2.40ch AT3G4530IVD, ATIV   IVD (ISOV        chr3:166  73.5898 64.748 24.8741 129.471 30.1113 34.7368
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 -3.486 Detected -2.725 Detected -3.106 0.020 GT Sens contig125 contig125 MKIAA093                  TCTGCTAcontig125 Solyc04g Solyc04g MKIAA0930 protein (Fragment)                contig125 Solyc04g MKIAA0930 protein                 SL2.40ch AT1G5952CW7  CW7  chr1:218  694.57 453.75 345.601 805.656 47.827 85.3917
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -2.021 Detected -1.555 Detected -1.788 0.017 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  7546.3 6432.23 3404.43 3230.15 1639.38 2385.84
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -0.963 Detected -1.638 Detected -1.301 0.073 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  2277.01 2589.84 1270.44 1839.44 1189.34 784.68
GT Sense Sense 1.317 Detected -1.317 Detected 0.000 -2.509 Detected -3.125 Comprom -2.817 0.173 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 164.79 24.1871 6.06625 11.1249 10.5899 7.28126
GT Sense Sense -0.596 Detected 0.596 Detected 0.000 -1.164 Detected -3.053 Comprom -2.109 0.200 GT Sens contig128 contig128 Monooxy               CATATTT contig128 Solyc08g Solyc08g Monooxy               GO:00164 GO:00164  contig128 Solyc08g Monooxy                GO:00081 SL2.40ch AT5G05320.1  monooxy     chr5:157  21.8301 45.4804 42.7466 79.9588 13.4252 3.81823
GT Sense Sense -0.535 Detected 0.535 Detected 0.000 -1.346 Detected -2.410 Comprom -1.878 0.131 GT Sens contig128 contig128 Endogluc               AACCAACcontig128 Solyc11g Solyc11g Endogluc               GO:00059 GO:00059   contig128 Solyc11g Endogluc                GO:00059 SL2.40ch AT1G4893AtGH9C1  AtGH9C1            chr1:181  31.4519 60.1857 27.5185 43.4845 16.3431 8.23673
GT Sense Sense -0.833 Detected 0.833 Detected 0.000 -3.185 Comprom -3.238 Comprom -3.212 0.061 GT Sens contig128 contig128 Unknown          GACGAATcontig128 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3         contig128 Solyc02g Unknown Protein (A          SL2.40ch AT5G0378TRFL10  TRFL10 (      chr5:999  11.6435 33.6659 13.728 37.6807 2.07812 2.11037
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 -2.179 Detected -1.641 Detected -1.910 0.027 GT Sens contig128 contig128 Transcrip               GTTAATAcontig128 Solyc07g Solyc07g Transcrip               GO:00056 GO:00056 contig128 Solyc07g Transcrip                GO:00056 SL2.40ch AT4G0184KCO5, AT     KCO5 (CA             chr4:793  55.8522 39.8169 28.9007 61.2088 9.94602 15.214
GT Sense Sense 1.309 Detected -1.309 Detected 0.000 -2.170 Detected -0.842 Detected -1.506 0.413 GT Sens contig128 contig128 Peroxidas               AGAATAAcontig128 Solyc01g Solyc01g Peroxidas               GO:00551 GO:00551   contig128 Solyc01g Peroxidas                GO:00046 SL2.40ch AT5G42180.1  peroxida       chr5:168  191.779 28.4696 37.676 37.8731 15.682 41.4684
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -1.689 Detected -1.113 Detected -1.401 0.054 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  124.412 146.035 155.357 217.705 39.9186 62.707
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.718 Detected -1.093 Detected -1.405 0.046 GT Sens contig129 contig129 Linalool s               GATGAATcontig129 Solyc10g Solyc10g Linalool s               GO:00340 GO:00340    contig129 Solyc10g Linalool s                GO:00340 SL2.40ch AT1G6168TPS14, AT   TPS14 (T       chr1:227  68.34 64.4287 19.7939 145.272 19.2617 31.2943
GT Sense Sense -0.744 Detected 0.744 Detected 0.000 -0.937 Detected -2.170 Detected -1.553 0.249 GT Sens contig129 contig129 CT099 (Fr            ATTCCTGcontig129 Solyc08g Solyc08g CT099 (Fr            GO:00090 GO:00090   contig129 Solyc08g CT099 (Fr             GO:00090 SL2.40ch AT1G64640.1  plastocya     chr1:240  889.049 2272.79 855.773 1584.51 709.141 317.813
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 -0.991 Detected -1.129 Detected -1.060 0.069 GT Sens contig131 contig131 Unknown            GGGGCA contig131 Solyc05g Solyc05g Unknown            GO:00056 GO:00056 contig131 Solyc05g Unknown             GO:00056 SL2.40ch AT4G0023MEE50  MEE50 (m        chr4:975  99.5397 134.88 58.4657 87.7581 55.6761 53.3075
GT Sense Sense -0.843 Detected 0.843 Detected 0.000 -0.936 Detected -1.482 Detected -1.209 0.306 GT Sens contig131 contig131 GATA tran                 GACTCTTcontig131 Solyc05g Solyc05g GATA tran                 GO:00063 GO:00063    contig131 Solyc05g GATA tran                  GO:00056 SL2.40ch AT3G548 BME3-ZF,   zinc finge       chr3:202  851.697 2499.2 515.817 885.688 727.888 525.244
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -2.167 Detected -2.273 Detected -2.220 0.006 GT Sens contig131 contig131 Unknown   AGAGGTTcontig131 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig131 Solyc05g Unknown Protein (A  SL2.40ch AT4G20310.3  metalloen   chr4:109  320.734 370.717 200.472 374.828 73.2978 71.7734
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -0.898 Detected -1.779 Detected -1.338 0.097 GT Sens contig131 contig131 GDU1 (AH    GTCTCGGcontig131 Solyc07g Solyc07g GDU1 (AHRD V1 *-*- B6TNE4 M contig131 Solyc07g GDU1 (AHRD V1 *-*- SL2.40ch AT2G2476AtGDU4  AtGDU4 (       chr2:105  1413.42 1463.38 513.519 1275.13 737.114 421.708
GT Sense Sense -0.656 Detected 0.656 Detected 0.000 -2.327 Detected -1.784 Detected -2.055 0.101 GT Sens contig132 contig132 Unknown   TATTATT contig132 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig132 Solyc07g Unknown Protein (A  SL2.40ch AT1G30300.1  unknown   chr1:106  139.157 314.797 120.733 203.903 39.8265 61.1543
GT Sense Sense -1.008 Detected 1.008 Detected 0.000 -1.775 Detected -2.298 Detected -2.037 0.190 GT Sens contig133 contig133 Ethylene                    AAGGGG contig133 Solyc04g Solyc04g Ethylene                    GO:00063 GO:00063     contig133 Solyc04g Ethylene                     GO:00036 SL2.40ch AT5G6475ABR1  ABR1 (AB         chr5:258  121.745 448.731 85.9251 203.139 65.1872 47.8257
GT Sense Sense -0.984 Detected 0.984 Detected 0.000 -1.701 Detected -1.744 Detected -1.722 0.222 GT Sens contig133 contig133 Cell numb                  AGAGGTAcontig133 Solyc03g Solyc03g Cell number regulator 10 (AHR                contig133 Solyc03g Cell number regulat                  SL2.40ch AT1G52200.1  unknown   chr1:194  39.9662 142.501 37.0602 102.396 22.158 22.67
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -1.560 Detected -1.423 Detected -1.491 0.004 GT Sens contig133 contig133 MADS-bo                TGAAAGAcontig133 Solyc03g Solyc03g MADS-bo                GO:00056 GO:00056   contig133 Solyc03g MADS-bo                 GO:00469 SL2.40ch AT2G037 SEP4, AG   SEP4 (SE         chr2:112  272.434 229.551 84.1079 190.131 81.0025 93.8352
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -1.327 Detected -2.100 Comprom -1.714 0.060 GT Sens contig133 contig133 Unknown   CAAAGTT contig133 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig133 Solyc09g Unknown Protein (A  SL2.40ch AT1G6802ATTPS6,   ATTPS6;           chr1:254  31.121 37.8427 19.5128 18.3771 13.0586 8.05309
GT Sense Sense -0.518 Detected 0.518 Detected 0.000 -1.264 Detected -2.364 Detected -1.814 0.138 GT Sens contig133 contig133 CHP-rich              ATTCAGCcontig133 Solyc01g Solyc01g CHP-rich zinc finger protein-lik             contig133 Solyc01g CHP-rich zinc finger             SL2.40ch AT2G3237HDG3  HDG3 (HO          chr2:137  500.675 936.037 718.872 1198.42 272.095 133.808
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -0.886 Detected -1.796 Detected -1.341 0.099 GT Sens contig134 contig134 At4g4008               TGTGTTTcontig134 Solyc04g Solyc04g At4g4008               GO:00055 GO:00055  contig134 Solyc04g At4g4008                GO:00054 SL2.40ch AT5G64320.1  pentatric      chr5:257  214.688 209.143 59.5025 148.361 109.468 61.3654
GT Sense Sense -0.572 Detected 0.572 Detected 0.000 -1.143 Detected -2.412 Detected -1.777 0.173 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  183.139 368.925 205.272 417.996 112.407 49.1272
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -1.236 Detected -1.487 Detected -1.362 0.025 GT Sens contig134 contig134 Zinc finge                TGGCCAGcontig134 Solyc05g Solyc05g Zinc finge                GO:00037 GO:00037      contig134 Solyc05g Zinc finge                 GO:00037 SL2.40ch AT5G26673.1  Encodes       chr5:927  273.238 320.127 199.847 222.263 119.883 106.12
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.545 Comprom -0.801 Detected -1.173 0.089 GT Sens contig135 contig135 Ring H2 fi                ATATCAC contig135 Solyc08g Solyc08g Ring H2 fi                GO:00082 GO:00082     contig135 Solyc08g Unknown Protein (A  SL2.40ch AT3G5694CRD1, CH    CRD1 (CO               chr3:210  21.6192 18.6268 30.1453 27.3472 6.56767 11.5896
GT Sense Sense -0.327 Detected 0.327 Detected 0.000 -1.576 Detected -1.582 Detected -1.579 0.040 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  72.3515 103.749 36.1894 67.878 27.7372 29.1222
GT Sense Sense -1.357 Detected 1.357 Detected 0.000 -1.074 Detected -1.311 Detected -1.192 0.474 GT Sens contig135 contig135 Ulp1 prote           TTGTTCT contig135 Solyc10g Solyc10g Ulp1 protease family C-termina         contig135 Solyc10g Ulp1 protease family         SL2.40ch AT5G61040.1  unknown   chr5:245  1509.94 9026.21 1766.27 3674.36 1674.24 1497.18
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -2.304 Detected -1.816 Detected -2.060 0.015 GT Sens contig135 contig135 Unknown   CAGTTGTcontig135 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig135 Solyc06g Unknown Protein (A  SL2.40ch AT1G533 ATPPC1  ATPPC1        chr1:198  117.994 97.2652 91.9947 92.7327 20.7095 30.6157
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -1.129 Detected -2.510 Detected -1.820 0.119 GT Sens contig135 contig135 Phosphoi           GAAAATGcontig135 Solyc02g Solyc02g Phosphoinositide-binding clat          contig135 Solyc02g Phosphoinositide-b           SL2.40ch AT4G04980.1  FUNCTIO                                                                             chr4:254  263.868 258.793 225.184 181.276 114.057 46.1483
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 -0.931 Detected -1.753 Detected -1.342 0.157 GT Sens contig135 contig135 Peroxidas              CAGGGG contig135 Solyc01g Solyc01g Peroxidas              GO:00551 GO:00551   contig135 Solyc01g Peroxidas               GO:00046 SL2.40ch AT2G41480.1  electron       chr2:172  25159.6 42404.1 24627.5 56290.5 16355.9 9751.38
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.330 Detected -1.724 Detected -1.527 0.018 GT Sens contig135 contig135 Cytochro                 GAGTGCAcontig135 Solyc05g Solyc05g Cytochro                 GO:00084 GO:00084     contig135 Solyc05g Cytochro  GO:00084 SL2.40ch AT5G361 CYP716A   CYP716A               chr5:141  49.3503 40.9485 20.8647 37.4556 17.077 13.6876
GT Sense Sense -0.253 Detected 0.253 Detected 0.000 -1.276 Detected -1.075 Detected -1.176 0.050 GT Sens contig136 contig136 Histone H             TTGTTGGcontig136 Solyc09g Solyc09g Histone H             GO:00056 GO:00056   contig136 Solyc09g Histone H              GO:00036 SL2.40ch AT1G5106HTA10  HTA10; D    chr1:189  634.19 821.301 471.671 1035.99 284.506 344.63
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -1.104 Detected -1.558 Detected -1.331 0.064 GT Sens contig136 contig136 Pectinest               CGTGCACcontig136 Solyc03g Solyc03g Pectinest               GO:00305 GO:00305  contig136 Solyc03g Pectinest                GO:00305 SL2.40ch AT5G61520.2  hexose tr    chr5:247  14489.4 19293.7 9182.61 5135.95 7427.52 5712.58
GT Sense Sense -0.967 Detected 0.967 Detected 0.000 -1.040 Detected -1.215 Detected -1.128 0.365 GT Sens contig136 contig136 Subtilisin               CGTTTAAcontig136 Solyc07g Solyc07g Subtilisin               GO:00042 GO:00042   contig136 Solyc07g Subtilisin                GO:00042 SL2.40ch AT5G67090.1  subtilase    chr5:267  45.3544 157.945 65.7139 117.172 39.3065 36.6693
GT Sense Sense -0.502 Detected 0.502 Detected 0.000 -0.873 Detected -1.556 Detected -1.215 0.184 GT Sens contig138 contig138 Pectinest             GCGGTAGcontig138 Solyc07g Solyc07g Pectinest             GO:00305 GO:00305  contig138 Solyc07g Pectinest              GO:00056 SL2.40ch AT3G43270.1  pectinest     chr3:152  12960 23700.2 11042.3 13593.5 9139.5 5994.13
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.517 Detected -2.507 Detected -2.012 0.058 GT Sens contig138 contig138 NAC dom                  CCTCATGcontig138 Solyc06g Solyc06g NAC dom                  GO:0045449 contig138 Solyc06g NAC dom                   GO:00454 SL2.40ch AT3G0406anac046  anac046          chr3:105  191.782 150.541 74.4331 54.7885 56.6857 30.0686
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -1.327 Detected -1.699 Detected -1.513 0.031 GT Sens contig139 contig139 Protein di               TTCCACT contig139 Solyc05g Solyc05g Protein di               GO:00454 GO:00454       contig139 Solyc05g Protein di                GO:00037 SL2.40ch AT1G2175ATPDIL1-   ATPDIL1        chr1:764  52.6194 63.1951 59.4871 56.6419 21.9528 17.8637
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -0.807 Detected -1.660 Comprom -1.233 0.107 GT Sens contig139 contig139 Nuclear tr                    AACAAAC contig139 Solyc12g Solyc12g Nuclear tr                    GO:00036 GO:00036  contig139 Solyc09g Nuclear tr                     GO:00037 SL2.40ch AT5G41040.2  transfera     chr5:164  36.6086 38.5166 14.0814 16.9129 20.4914 11.9575
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -0.934 Comprom -1.497 Comprom -1.215 0.053 GT Sens contig139 contig139 Unknown   TTCACCAcontig139 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig139 Solyc01g Unknown Protein (A  SL2.40ch AT4G2870AMT1;4  AMT1;4 (               chr4:141  14.687 14.9448 6.19664 17.4439 7.40628 5.27902
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -2.791 Detected -2.551 Detected -2.671 0.003 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  141.759 147.365 64.4614 133.335 19.9446 24.8074
GT Sense Sense -0.541 Detected 0.541 Detected 0.000 -1.852 Detected -3.235 Detected -2.544 0.101 GT Sens contig142 contig142 CHP-rich              ACAATGGcontig142 Solyc01g Solyc01g CHP-rich zinc finger protein (A            contig142 Solyc01g CHP-rich zinc finger             SL2.40ch AT2G42370.1  unknown   chr2:176  799.976 1543.88 1409.73 2641.72 293.839 118.711
GT Sense Sense -0.265 Detected 0.265 Detected 0.000 -1.024 Detected -1.779 Comprom -1.401 0.094 GT Sens contig142 contig142 Pathogen                GAAAAAAcontig142 Solyc10g Solyc10g Pathogen-induced calmodulin                contig142 Solyc10g Pathogen-induced c                SL2.40ch AT5G04020.1  calmodu    chr5:108  29.168 38.4126 15.5921 20.8927 15.7206 9.81262
GT Sense Sense -0.516 Detected 0.516 Detected 0.000 -0.954 Detected -1.307 Detected -1.130 0.174 GT Sens contig142 contig142 Unknown   AGTTCAT contig142 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig142 Solyc00g Unknown Protein (A  SL2.40ch AT5G53060.1  KH doma    chr5:215  74.8584 139.644 123.027 74.557 50.3992 41.5755
GT Sense Sense -0.140 Detected 0.140 Detected 0.000 -1.327 Detected -1.069 Detected -1.198 0.024 GT Sens contig142 contig142 Kinesin-li                CTCCACAcontig142 Solyc06g Solyc06g Kinesin-li                GO:00070 GO:00070  contig142 Solyc06g Kinesin-li                 GO:00070 SL2.40ch AT1G73860.1  ATP bind      chr1:277  70.1157 77.5808 70.4761 62.1609 28.0625 35.3752
GT Sense Sense -0.511 Detected 0.511 Detected 0.000 -1.827 Detected -1.686 Detected -1.756 0.076 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  251.777 466.08 157.298 345.44 92.1949 107.135
GT Sense Sense -0.511 Detected 0.511 Detected 0.000 -2.809 Comprom -2.204 Comprom -2.506 0.052 GT Sens contig142 contig142 Homeobo              CACATCAcontig142 Solyc09g Solyc09g Homeobo              GO:00435 GO:00435      contig142 Solyc09g Homeobo               GO:00435 SL2.40ch AT1G2696AtHB23  AtHB23 (A            chr1:935  18.4713 34.1827 5.77229 47.0591 3.42461 5.48709
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 -1.581 Detected -1.964 Detected -1.772 0.033 GT Sens contig143 contig143 Transcrip                  ATACTCAcontig143 Solyc06g Solyc06g Transcrip                  GO:0045449 contig143 Solyc06g Transcrip                   GO:00454 SL2.40ch AT1G62760.1  invertase       chr1:232  109.107 144.76 128.267 187.03 40.1078 32.4078
GT Sense Sense 0.244 Detected -0.244 Detected 0.000 -2.860 Detected -4.000 Detected -3.430 0.031 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  385.34 250.56 90.4687 178.429 40.8693 19.5366
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 -0.921 Detected -1.627 Detected -1.274 0.081 GT Sens contig143 contig143 Malonyl C              ACACACT contig143 Solyc10g Solyc10g Malonyl C              GO:00167 GO:00167         contig143 Solyc10g Malonyl C               GO:00167 SL2.40ch AT1G23240.3  caleosin-     chr1:825  419.242 474.091 58.1265 81.4698 224.836 145.187
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -2.463 Detected -2.203 Detected -2.333 0.018 GT Sens contig144 contig144 Gibberelli                TAAAATG contig144 Solyc12g Solyc12g Gibberellin-regulated protein 2              contig144 Solyc12g Gibberellin-regulate                 SL2.40ch AT2G1657ATASE, A   ATASE1        chr2:718  481.514 655.527 404.69 210.43 97.2663 122.775
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 -0.903 Detected -1.125 Detected -1.014 0.065 GT Sens contig144 contig144 Unknown   AAACACGcontig144 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig144 Solyc01g Unknown Protein (A  SL2.40ch AT3G5024KICP-02  KICP-02;       chr3:186  43.6428 28.1941 16.8778 27.4017 17.9055 16.1752
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.093 Detected -0.930 Detected -1.011 0.007 GT Sens contig144 contig144 Homocys              TATATCC contig144 Solyc09g Solyc09g Homocys              GO:00088 GO:00088   contig144 Solyc09g Homocys               GO:00088 SL2.40ch AT3G6325HMT-2, AT    HMT2 (HO       chr3:233  377.66 358.388 227.075 136.774 164.72 194.316
GT Sense Sense -0.371 Detected 0.371 Detected 0.000 -1.329 Detected -1.943 Detected -1.636 0.077 GT Sens contig145 contig145 Receptor-               CCTCTTT contig145 Solyc05g Solyc05g Receptor-               GO:00064 GO:00064  contig145 Solyc05g Receptor-                GO:00064 SL2.40ch AT1G7967RFO1, WA   RFO1 (RE        chr1:299  357.52 544.85 289.242 276.054 167.743 115.454
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -0.822 Comprom -2.173 Comprom -1.498 0.163 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  13.0159 14.649 8.08745 17.1009 7.45646 3.07943
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -0.848 Detected -2.001 Detected -1.425 0.132 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  6413.18 5929.89 4634.88 2218.76 3270.85 1549.46
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.180 Detected -3.011 Comprom -2.095 0.150 GT Sens contig145 contig145 Glycerop                AGAAAAGcontig145 Solyc01g Solyc01g Glycerop                GO:00066 GO:00066   contig145 Solyc01g Glycerop                 GO:00066 SL2.40ch AT2G26940.1  zinc finge       chr2:114  41.9515 34.9471 19.5265 37.0768 16.1322 4.77942
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -0.876 Detected -1.265 Detected -1.070 0.048 GT Sens contig145 contig145 Monoglyc               AACGCAGcontig145 Solyc02g Solyc02g Monoglyc               GO:00046 GO:00046  contig145 Solyc02g Monoglyc                GO:00046 SL2.40ch AT5G16120.2  hydrolas       chr5:526  37.7513 28.0532 37.7115 26.207 16.9295 13.6254
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -2.051 Comprom -2.210 Comprom -2.131 0.009 GT Sens contig146 contig146 Nodulin-li                  CACTGGAcontig146 Solyc07g Solyc07g Nodulin-li                  GO:00160 GO:00160 contig146 Solyc07g Nodulin-li                   GO:00160 SL2.40ch AT5G0424ELF6  ELF6 (EA       chr5:116  12.0911 14.2965 2.39878 7.53021 3.02888 2.85883
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 -1.802 Detected -1.136 Detected -1.469 0.066 GT Sens contig147 contig147 NADH flav                 GGAGGT contig147 Solyc09g Solyc09g NADH flav                 GO:00081 GO:00081  contig147 Solyc09g NADH flav                  GO:00081 SL2.40ch AT1G17990.2  12-oxoph     chr1:619  39.9576 49.1588 21.7726 35.0223 12.1337 20.2933
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -3.121 Detected -2.775 Detected -2.948 0.004 GT Sens contig147 contig147 Lipoxyge            GAGCTGAcontig147 Solyc01g Solyc01g Lipoxyge            GO:00551 GO:00551  contig147 Solyc01g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  2367.19 1934.98 1574.05 1221.97 234.848 314.473
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 -1.145 Detected -1.563 Detected -1.354 0.059 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  417.691 261.076 514.668 255.696 142.551 112.454
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 -0.850 Detected -1.707 Comprom -1.278 0.111 GT Sens contig148 contig148 Pentatrico               TGATGCAcontig148 Solyc11g Solyc11g Pentatricopeptide repeat-conta               contig148 Solyc11g043050.1.1 AT5G5318ATPTB2,   PTB2 (PO               chr5:215  17.877 21.0204 13.2387 13.511 10.2719 5.97484
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.516 Comprom -1.119 Comprom -1.318 0.046 GT Sens contig149 contig149 Tyrosine                CGATTGGcontig149 Solyc05g Solyc05g Tyrosine                GO:00163 GO:00163 contig149 Solyc05g Tyrosine                 GO:00163 SL2.40ch AT5G16480.1  tyrosine       chr5:538  22.3128 15.1187 3.34573 5.62395 6.13007 8.50559
GT Sense Sense -0.403 Detected 0.403 Detected 0.000 -1.624 Detected -1.790 Detected -1.707 0.053 GT Sens contig149 contig149 Peptidyl-p                   CATTATGcontig149 Solyc05g Solyc05g Peptidyl-p                   GO:00436 GO:00436     contig149 Solyc05g Peptidyl-p                    GO:00436 SL2.40ch AT1G54740.1  FUNCTIO                                                                  chr1:204  265.235 422.626 130.357 222.041 103.724 97.3821
GT Sense Sense -0.766 Detected 0.766 Detected 0.000 -1.790 Detected -2.830 Comprom -2.310 0.130 GT Sens contig149 contig149 Thaumati              GCAGTTCcontig149 Solyc04g Solyc04g Thaumati              GO:00055 GO:00055  contig149 Solyc04g Thaumati               GO:00055 SL2.40ch AT1G75800.1  pathogen      chr1:284  27.6142 72.7894 24.3552 34.9238 12.3764 6.34148
GT Sense Sense -1.007 Detected 1.007 Detected 0.000 -1.995 Detected -3.118 Detected -2.557 0.157 GT Sens contig149 contig149 Ethylene                    TCATCTT contig149 Solyc08g Solyc08g Ethylene                    GO:00063 GO:00063    contig149 Solyc08g Ethylene                     GO:00036 SL2.40ch AT1G64380.1  AP2 dom      chr1:238  1756.21 6469.19 1886.64 3300.71 807.195 390.466
GT Sense Sense 0.585 Detected -0.585 Detected 0.000 -1.308 Detected -1.012 Detected -1.160 0.195 GT Sens contig149 contig149 ABC trans                 CCACAGTcontig149 Solyc05g Solyc05g ABC trans                 GO:00168 GO:00168    contig149 Solyc05g ABC trans                  GO:00085 SL2.40ch AT3G6270ATMRP10  ATMRP10          chr3:231  136.375 55.2303 41.4175 87.9 33.4594 43.2981
GT Sense Sense 0.281 Detected -0.281 Detected 0.000 -1.479 Detected -0.986 Detected -1.233 0.081 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  79.8713 49.3311 41.0884 76.3466 21.4961 31.8758
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.647 Detected -1.174 Detected -1.411 0.027 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  1591.85 1422.17 849.608 1350.52 458.671 670.699
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 -0.971 Detected -1.261 Detected -1.116 0.099 GT Sens contig151 contig151 Potassium                     GTTAGAGcontig151 Solyc02g Solyc02g Potassium                     GO:00096 GO:00096   contig151 Solyc02g Potassium                      GO:00096 SL2.40ch AT5G14880.1  potassiu     chr5:481  970.843 1438.92 602.924 766.458 575.655 496.289
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -1.912 Detected -0.969 Detected -1.440 0.094 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  55.2114 46.1222 8.25605 115.312 12.8052 25.9425
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -1.216 Detected -0.959 Detected -1.088 0.076 GT Sens contig153 contig153 Tyrosine                   AACAGAT contig153 Solyc05g Solyc05g Tyrosine                   GO:00055 GO:00055    contig153 Solyc05g Tyrosine                    GO:00055 SL2.40ch AT5G16480.1  tyrosine       chr5:538  371.78 508.396 204.648 339.041 178.696 224.906
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -1.362 Detected -0.972 Detected -1.167 0.043 GT Sens contig153 contig153 Protein co                GATAGGCcontig153 Solyc03g Solyc03g Protein co                GO:00038 GO:00038     contig153 Solyc03g Protein co                 GO:00083 SL2.40ch AT4G26510.2  ATP bind             chr4:133  3917.34 4424.18 3138.58 3877.93 1546.47 2135.46
GT Sense Sense 0.774 Detected -0.774 Detected 0.000 -1.069 Detected -1.358 Detected -1.213 0.263 GT Sens contig153 contig153 Unknown          AATTTCA contig153 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3         contig153 Solyc06g Unknown Protein (A          SL2.40ch AT1G43770.2  PHD finge     chr1:165  92.5602 28.8629 18.2861 57.1581 23.5254 20.2906
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -1.662 Detected -1.639 Detected -1.651 0.009 GT Sens contig153 contig153 Shikimate              GCACTCAcontig153 Solyc10g Solyc10g Shikimate              GO:00081 GO:00081  contig153 Solyc10g Shikimate               GO:00081 SL2.40ch AT3G0635EMB3004    MEE32 (M                   chr3:192  1082.59 1230.91 698.732 1003.68 348.205 372.785
GT Sense Sense -0.357 Detected 0.357 Detected 0.000 -1.610 Comprom -1.299 Comprom -1.455 0.065 GT Sens contig154 contig154 Rapid alka                ATTTTCA contig154 Solyc09g Solyc09g Rapid alka                GO:00048 GO:00048   contig154 Solyc09g Rapid alka                 GO:00048 SL2.40ch AT4G1580RALFL33  RALFL33      chr4:898  15.4291 23.0642 5.89265 17.5774 5.90015 7.71194
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 -1.436 Detected -1.241 Detected -1.338 0.035 GT Sens contig154 contig154 Unknown   AGTAAAGcontig154 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig154 Solyc05g Unknown Protein (A  SL2.40ch AT1G24405.1  unknown   chr1:865  4839.89 6151.89 3397.46 3758.5 1926.08 2322.4
GT Sense Sense -0.754 Detected 0.754 Detected 0.000 -2.334 Detected -3.035 Detected -2.684 0.084 GT Sens contig155 contig155 EF hand f              GCATGAGcontig155 Solyc12g Solyc12g EF hand f              GO:00055 GO:00055   contig155 Solyc12g EF hand f               GO:00055 SL2.40ch AT1G7474CPK30, C    CPK30 (C            chr1:280  107.249 278.225 152.465 170.567 32.7213 21.205
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -1.302 Detected -1.350 Detected -1.326 0.022 GT Sens contig155 contig155 Calmodul              GTTTTGGcontig155 Solyc06g Solyc06g Calmodul              GO:00055 GO:00055   contig155 Solyc06g Calmodul               GO:00055 SL2.40ch AT1G05990.1  calcium-b     chr1:181  123.055 147.297 139.152 315.687 52.1496 53.1273
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -2.709 Comprom -2.797 Comprom -2.753 0.001 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  17.1482 14.0214 3.12204 23.2334 2.26412 2.24474
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -0.989 Detected -1.267 Detected -1.128 0.022 GT Sens contig156 contig156 Unknown   ATTTCTA contig156 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig156 Solyc10g Unknown Protein (A  SL2.40ch AT3G50690.1  leucine-r      chr3:188  154.784 161.616 103.502 226.813 76.0709 66.1359
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -1.915 Comprom -1.004 Detected -1.460 0.085 GT Sens contig156 contig156 Blue copp             CAAAAGCcontig156 Solyc10g Solyc10g Blue copp             GO:00090 GO:00090   contig156 Solyc10g Blue copp              GO:00090 SL2.40ch AT5G41300.1 21.7292 20.2575 16.1564 17.3809 5.31057 10.5202
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -3.382 Comprom -2.194 Detected -2.788 0.043 GT Sens contig156 contig156 Receptor                ACAAGGTcontig156 Solyc04g Solyc04g Receptor                GO:00046 GO:00046       contig156 Solyc04g Receptor                 GO:00046 SL2.40ch AT5G38250.1  serine/th      chr5:152  97.8343 97.4082 119.188 186.444 8.94004 21.469
GT Sense Sense -0.479 Detected 0.479 Detected 0.000 -0.942 Detected -1.321 Detected -1.132 0.159 GT Sens contig157 contig157 GDSL est              GGACAGAcontig157 Solyc07g Solyc07g GDSL est              GO:00066 GO:00066    contig157 Solyc07g GDSL est               GO:00040 SL2.40ch AT4G01140.1  unknown   chr4:491  953.409 1688.66 663.635 1501.03 630.52 510.954
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.263 Detected -1.426 Detected -1.345 0.005 GT Sens contig157 contig157 ATP synth                  GCCCACTcontig157 Solyc11g Solyc11g ATP synth                  GO:00452 GO:00452       contig157 Solyc11g ATP synth                   GO:00452 SL2.40ch ATMG004 ATP6-1, A   ATPase s    chrM:111  22631.4 19344.8 15849.4 18018.1 8321.53 7832.93
GT Sense Sense 1.074 Detected -1.074 Detected 0.000 -1.292 Detected -0.925 Detected -1.109 0.416 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  126.496 26.0328 77.2696 23.3097 22.376 30.4018
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -0.819 Detected -2.047 Detected -1.433 0.147 GT Sens contig158 contig158 Teosinte-                GGAAATTcontig158 Solyc06g Solyc06g Teosinte-branched-like protein               contig158 Solyc06g Teosinte-branched-                 SL2.40ch AT3G1855BRC1, TC    BRC1 (BR      chr3:638  761.035 609.48 196.695 252.822 368.605 165.778
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -2.188 Comprom -2.378 Comprom -2.283 0.002 GT Sens contig159 contig159 Mutator-li               CGAAGAAcontig159 Solyc08g Solyc08g Mutator-li               GO:00082 GO:00082   contig159 Solyc12g Unknown             GO:00082 SL2.40ch AT2G33450.1  50S ribos       chr2:141  12.5585 11.779 4.30641 11.8209 2.54762 2.35416
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.788 Detected -1.022 Detected -1.405 0.067 GT Sens contig159 contig159 Thaumati              ATTGCAAcontig159 Solyc04g Solyc04g Thaumati              GO:00055 GO:00055  contig159 Solyc04g Thaumati               GO:00055 SL2.40ch AT1G19320.1  pathogen      chr1:667  669.767 589.308 197.081 1167.53 173.644 311.259
GT Sense Sense -0.613 Detected 0.613 Detected 0.000 -0.931 Detected -1.777 Detected -1.354 0.211 GT Sens contig160 contig160 Serpin (Se                  AGATGGTcontig160 Solyc04g Solyc04g Serpin (Se                  GO:00048 GO:00048           contig160 Solyc04g Serpin (Se                   GO:00430 SL2.40ch AT2G26390.1  serpin, p        chr2:112  279.544 595.981 148.764 393.161 204.435 119.825
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -0.909 Detected -1.475 Detected -1.192 0.123 GT Sens contig160 contig160 Cytochro                    GTTTTCAcontig160 Solyc03g Solyc03g Cytochro                    GO:00160 GO:00160 contig160 Solyc01g Cytochro                     GO:00160 SL2.40ch ATCG007 PETD  A chlorop            chrC:764  89.7817 135.856 69.4763 90.4743 56.1658 39.978
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.916 Comprom -3.035 Comprom -2.476 0.049 GT Sens contig162 contig162 LINE-type              TTAAAGT contig162 Solyc06g Solyc06g LINE-type retrotransposon LIb            contig162 Solyc00g095460.1.1 AT5G5199CBF4, DR   CBF4 (C-            chr5:211  16.1027 17.0908 13.8045 17.5418 4.19693 2.03597
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -2.132 Detected -1.503 Detected -1.818 0.034 GT Sens contig163 contig163 Cysteine               AATACTT contig163 Solyc11g Solyc11g Cysteine               GO:00081 GO:00081  contig163 Solyc11g Cysteine                GO:00081 SL2.40ch AT5G631 HDA6, AX       HDA6 (HIS       chr5:253  206.307 154.486 185.936 178.471 38.8805 63.3705
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -0.909 Detected -1.112 Detected -1.011 0.010 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  30.8386 27.9451 15.4722 23.4608 14.9258 13.6598
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.002 Detected -1.538 Detected -1.270 0.046 GT Sens contig164 contig164 Solute ca                    ATTGTGTcontig164 Solyc02g Solyc02g Solute ca                    GO:00155 GO:00155      contig164 Solyc02g Solute ca                     GO:00155 SL2.40ch AT1G1126STP1, AT   STP1 (SU          chr1:377  12905.6 13306.9 8681.32 10754.3 6246.99 4539.76
GT Sense Sense -0.667 Detected 0.667 Detected 0.000 -1.327 Detected -1.916 Detected -1.621 0.156 GT Sens contig164 contig164 HAT famil                 GAATGCTcontig164 Solyc02g Solyc02g HAT famil                 GO:00469 GO:00469   contig164 Solyc04g HAT famil                  GO:00469 SL2.40ch AT5G27110.1  pentatric      chr5:953  2475.14 5692.16 2267.36 3456.88 1428.69 1000.73
GT Sense Sense -0.872 Detected 0.872 Detected 0.000 -1.380 Detected -1.942 Comprom -1.661 0.212 GT Sens contig164 contig164 NAC dom                  CATAATT contig164 Solyc02g Solyc02g NAC dom                  GO:00037 GO:00037      contig164 Solyc02g NAC dom                   GO:00037 SL2.40ch AT4G3616ANAC076    ANAC076          chr4:171  18.9904 58.0231 3.63485 34.8698 12.1748 8.6894
GT Sense Sense 0.421 Detected -0.421 Detected 0.000 -1.332 Detected -1.048 Detected -1.190 0.116 GT Sens contig164 contig164 Unknown   GCTGATCcontig164 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig164 Solyc02g Unknown Protein (A  SL2.40ch AT5G5256ATUSP  ATUSP (A               chr5:213  44.0252 22.3914 19.1854 31.3596 11.9066 15.2712
GT Sense Sense -0.620 Detected 0.620 Detected 0.000 -0.882 Detected -1.286 Comprom -1.084 0.238 GT Sens contig164 contig164 Glutaredo              AGTACCCcontig164 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig164 Solyc04g Glutaredo               GO:00087 SL2.40ch AT3G21460.1  electron      chr3:755  14.5286 31.2917 7.87322 10.9552 11.0477 8.7982
GT Sense Sense -0.620 Detected 0.620 Detected 0.000 -1.040 Detected -1.408 Detected -1.224 0.199 GT Sens contig165 contig165 Transcrip      CTTGTTCcontig165 Solyc07g Solyc07g Transcription factor (AHRD V1  contig165 Solyc07g Transcription factor    SL2.40ch AT1G48300.1  unknown   chr1:178  10329.8 22253 8088.51 11377.9 7040.68 5749.37
GT Sense Sense -0.918 Detected 0.918 Detected 0.000 -1.142 Detected -3.070 Detected -2.106 0.254 GT Sens contig165 contig165 TMV resp      CTGTCAAcontig165 Solyc02g Solyc02g TMV response-related protein    contig165 Solyc02g TMV resp      GO:00055 SL2.40ch AT2G23690.1  unknown   chr2:100  365.946 1191.89 375.44 410.483 285.694 79.1211
GT Sense Sense -0.369 Detected 0.369 Detected 0.000 -1.390 Detected -1.514 Detected -1.452 0.061 GT Sens contig165 contig165 CER1 (AH             GGTTTACcontig165 Solyc12g Solyc12g CER1 (AH             GO:00057 GO:00057  contig165 Solyc12g CER1 (AH              GO:00065 SL2.40ch AT2G36470.1  unknown   chr2:152  556.014 845.949 730.418 1333.49 249.824 241.547
GT Sense Sense 0.423 Detected -0.423 Detected 0.000 -2.798 Detected -1.793 Detected -2.295 0.073 GT Sens contig165 contig165 Unknown   ACTGGAAcontig165 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig165 Solyc12g Aldehyde              GO:00055 SL2.40ch AT1G29830.3  unknown   chr1:104  350.463 177.864 116.87 126.83 34.2782 72.5037
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.485 Detected -2.536 Detected -2.011 0.062 GT Sens contig166 contig166 GTP bind                 GCCATGGcontig166 Solyc08g Solyc08g GTP binding protein (AHRD V1              contig166 Solyc08g GTP binding protein                SL2.40ch AT2G4447BGLU29  BGLU29             chr2:183  89.0483 82.6148 55.0247 43.9376 29.2495 14.8745
GT Sense Sense -0.318 Detected 0.318 Detected 0.000 -1.186 Detected -1.050 Detected -1.118 0.075 GT Sens contig167 contig167 Calcium-b                  GGTTTAAcontig167 Solyc07g Solyc07g Calcium-b                  GO:00055 GO:00055   contig167 Solyc07g Calcium-b                   GO:00055 SL2.40ch AT5G5449PBP1  PBP1 (PI           chr5:221  828.671 1173.61 507.078 1039.87 413.783 479.253
GT Sense Sense -0.503 Detected 0.503 Detected 0.000 -0.877 Detected -1.348 Detected -1.112 0.183 GT Sens contig167 contig167 Myb famil                  GTAGACAcontig167 Solyc05g Solyc05g Myb famil                  GO:00037 GO:00037      contig167 Solyc05g Myb famil                   GO:00037 SL2.40ch AT1G69580.2  transcrip    chr1:261  782.89 1434.05 532.75 741.529 550.78 418.8
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.924 Detected -1.589 Detected -1.756 0.009 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  1069.08 949.58 653.999 802.083 253.512 336.955
GT Sense Sense -0.706 Detected 0.706 Detected 0.000 -0.892 Detected -1.324 Detected -1.108 0.272 GT Sens contig167 contig167 Receptor-               ACCATGGcontig167 Solyc01g Solyc01g Receptor-               GO:00055 GO:00055      contig167 Solyc01g Receptor-                GO:00055 SL2.40ch AT5G59680.1  leucine-r       chr5:240  20.5146 49.748 25.5 65.1045 16.4392 12.8337
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 -1.455 Detected -0.811 Detected -1.133 0.098 GT Sens contig167 contig167 Protein se               GTGGACTcontig167 Solyc07g Solyc07g Protein se               GO:00064 GO:00064      contig167 Solyc07g Protein se                GO:00047 SL2.40ch AT4G2689MAPKKK   MAPKKK               chr4:135  351.195 426.341 222.744 324.846 134.751 221.909
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GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -2.941 Comprom -3.004 Comprom -2.972 0.000 GT Sens contig168 contig168 Lipase-lik               GAGGCTAcontig168 Solyc06g Solyc06g Lipase-lik               GO:00066 GO:00066   contig168 Solyc06g Lipase-lik                GO:00066 SL2.40ch AT4G16820.1  lipase cla      chr4:946  44.5158 43.4784 51.8626 13.6263 5.46977 5.51836
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.449 Detected -3.808 Comprom -2.629 0.158 GT Sens contig168 contig168 Hydrolase        TTATCAT contig168 Solyc06g Solyc06g Hydrolase alpha/beta fold fami      contig168 Solyc06g Hydrolase        GO:00167 SL2.40ch AT5G24740.1  INVOLVE                                                                    chr5:847  37.7242 42.3325 12.3171 21.8828 13.9733 2.86956
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 -0.806 Detected -1.290 Detected -1.048 0.104 GT Sens contig168 contig168 Receptor               TCAAATC contig168 Solyc03g Solyc03g Receptor               GO:00055 GO:00055      contig168 Solyc03g Receptor   GO:00055 SL2.40ch AT5G2048EFR  EFR (EF-T           chr5:692  578.928 773.36 383.398 527.431 365.489 275.317
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -2.724 Detected -2.257 Detected -2.491 0.016 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  1209.92 1498.26 841.393 1308.05 194.541 283.388
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -1.092 Detected -1.452 Detected -1.272 0.043 GT Sens contig169 contig169 Unknown   TCTTTTGcontig169 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig169 Solyc03g Unknown Protein (A  SL2.40ch AT2G35155.1  catalytic  chr2:148  176.227 213.295 143.049 116.481 86.8358 71.2692
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -0.950 Detected -2.512 Detected -1.731 0.158 GT Sens contig170 contig170 Unknown              TTTTGCAcontig170 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3             contig170 Solyc03g Unknown Protein (A              SL2.40ch AT5G62280.1  unknown   chr5:250  83.4794 82.4103 67.7264 64.5812 40.9957 14.6292
GT Sense Sense -0.668 Detected 0.668 Detected 0.000 -1.548 Detected -1.340 Detected -1.444 0.166 GT Sens contig170 contig170 Receptor              CTTGGAAcontig170 Solyc08g Solyc08g Receptor              GO:00046 GO:00046     contig170 Solyc08g Receptor               GO:00046 SL2.40ch AT5G39030.1  protein k     chr5:156  45.5245 104.839 16.991 63.4673 22.5615 27.4597
GT Sense Sense -0.660 Detected 0.660 Detected 0.000 -1.316 Detected -2.667 Detected -1.991 0.170 GT Sens contig171 contig171 Cytochro                 AAAGGACcontig171 Solyc10g Solyc10g Cytochro                 GO:00198 GO:00198   contig171 Solyc10g Cytochro  GO:00198 SL2.40ch AT1G2843CYP705A   CYP705A               chr1:999  50.5971 115.223 53.3257 64.7601 29.2888 12.0962
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.868 Detected -2.059 Detected -1.964 0.005 GT Sens contig171 contig171 Myb-relat                TTGGACAcontig171 Solyc12g Solyc12g Myb-relat                GO:0045449 contig171 Solyc12g Myb-relat                 GO:00036 SL2.40ch AT5G5423MYB49, A   MYB49 (m        chr5:220  270.833 215.958 433.945 137.931 63.2573 58.3764
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -1.437 Detected -4.419 Comprom -2.928 0.194 GT Sens contig172 contig172 Nudix hyd               GAACTCTcontig172 Solyc07g Solyc07g Nudix hyd               GO:00512 GO:00512     contig172 Solyc07g Nudix hyd                GO:00512 SL2.40ch AT5G4765ATNUDT2    ATNUDT2                chr5:193  50.3831 69.9884 50.8394 594.064 20.9361 2.79334
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -0.946 Detected -1.286 Detected -1.116 0.024 GT Sens contig172 contig172 UDP-gluc               ATGCAAAcontig172 Solyc09g Solyc09g UDP-gluc               GO:00800 GO:00800    contig172 Solyc09g UDP-gluc                GO:00800 SL2.40ch AT2G220 RKP  RKP (Rela           chr2:936  58964.8 57092.6 24683.1 34282.3 28755.3 23940.3
GT Sense Sense -1.075 Detected 1.075 Detected 0.000 -2.108 Detected -4.720 Detected -3.414 0.181 GT Sens contig172 contig172 Unknown   CACTTGGcontig172 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig172 Solyc07g Unknown Protein (A  SL2.40ch AT3G53440.2  DNA bind   chr3:198  212.243 858.602 217.737 317.819 94.5312 16.2937
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.254 Detected -2.279 Detected -1.766 0.075 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  241.651 227.598 103.732 159.734 93.863 48.6245
GT Sense Sense -0.446 Detected 0.446 Detected 0.000 -1.274 Detected -1.747 Detected -1.511 0.096 GT Sens contig173 contig173 Peroxidas              ATGCCTTcontig173 Solyc06g Solyc06g Peroxidas              GO:00551 GO:00551   contig173 Solyc06g Peroxidas               GO:00046 SL2.40ch AT4G33420.1  peroxida    chr4:160  397.266 671.832 195.331 538.628 203.93 154.82
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.707 Detected -0.961 Detected -1.334 0.082 GT Sens contig174 contig174 Major alle                  TAATATT contig174 Solyc05g Solyc05g Major alle                  GO:00096 GO:00096    contig174 Solyc05g Major alle                   GO:00096 SL2.40ch AT5G4513ATRAB5A         RHA1 (RA       chr5:182  2373.36 1717.27 1412.66 905.645 590.334 1043.47
GT Sense Sense -0.267 Detected 0.267 Detected 0.000 -3.544 Detected -2.479 Detected -3.012 0.037 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  333.109 439.45 203.63 199.59 31.3097 69.0479
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 -1.322 Detected -2.667 Detected -1.994 0.134 GT Sens contig174 contig174 Receptor-               TCAGAACcontig174 Solyc03g Solyc03g Receptor-               GO:00064 GO:00064  contig174 Solyc03g Pto-like, S     GO:00064 SL2.40ch AT2G21480.1  protein k     chr2:920  90.4969 155.996 60.2541 108.348 45.3839 18.8173
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -2.196 Detected -0.875 Detected -1.536 0.148 GT Sens contig175 contig175 Unknown              GTTAAGAcontig175 Solyc01g Solyc01g Unknown              GO:0045449 contig175 Solyc01g Unknown               GO:00454 SL2.40ch AT2G47270.1  transcrip      chr2:194  99.7245 104.218 69.6131 116.485 21.2415 55.9046
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 -1.189 Detected -1.553 Detected -1.371 0.052 GT Sens contig175 contig175 ACT dom                 TAAAGGAcontig175 Solyc08g Solyc08g ACT dom                 GO:00081 GO:00081  contig175 Solyc08g ACT dom                  GO:00081 SL2.40ch AT1G1242ACR8  ACR8; am     chr1:422  485.968 644.675 176.887 409.476 234.394 191.915
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -1.132 Detected -3.631 Detected -2.382 0.203 GT Sens contig176 contig176 Xylanase              GACAATT contig176 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig176 Solyc01g Xylanase               GO:00065 SL2.40ch AT5G1375ZIFL1  ZIFL1 (ZIN        chr5:443  345.601 458.112 363.037 456.349 173.297 32.3139
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -3.655 Comprom -2.072 Comprom -2.863 0.070 GT Sens contig177 contig177 Transcrip              CAGTGGAcontig177 Solyc07g Solyc07g Transcrip              GO:00037 GO:00037      contig177 Solyc07g Transcrip               GO:00037 SL2.40ch AT3G06000.1  leucine-r      chr3:180  27.6212 20.95 4.95604 11.2751 1.82311 5.75734
GT Sense Sense -0.986 Detected 0.986 Detected 0.000 -2.007 Detected -2.458 Detected -2.233 0.158 GT Sens contig178 contig178 Transcrip              TTGTCTT contig178 Solyc01g Solyc01g Transcrip              GO:00056 GO:00056      contig178 Solyc01g Transcrip               GO:00037 SL2.40ch AT2G2277NAI1  NAI1; DN       chr2:968  67.021 239.819 17.281 87.8116 30.1221 23.2039
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 -0.961 Detected -1.681 Detected -1.321 0.121 GT Sens contig178 contig178 Receptor                TTTGGAAcontig178 Solyc07g Solyc07g Receptor                GO:00064 GO:00064  contig178 Solyc07g Receptor                 GO:00064 SL2.40ch AT1G33260.2  protein k     chr1:120  3742.77 5585.55 2478.7 3390.43 2241.91 1434.33
GT Sense Sense -0.415 Detected 0.415 Detected 0.000 -1.146 Detected -1.022 Detected -1.084 0.123 GT Sens contig178 contig178 Fasciclin-                ACCTATAcontig178 Solyc09g Solyc09g Fasciclin-                GO:00047 GO:00047  contig178 Solyc09g Fasciclin-                 GO:00047 SL2.40ch AT5G5633ATACA8,   ACA8 (AL           chr5:228  52.5646 85.2401 32.917 77.9889 28.885 33.161
GT Sense Sense -0.294 Detected 0.294 Detected 0.000 -1.389 Detected -1.037 Detected -1.213 0.071 GT Sens contig178 contig178 MYB tran                GAAAGTAcontig178 Solyc10g Solyc10g MYB tran                GO:0045449 contig178 Solyc10g MYB tran                 GO:00036 SL2.40ch AT4G3862ATMYB4,   MYB4; D       chr4:180  1692.8 2320.09 1342.1 1973.36 722.643 971.262
GT Sense Sense 0.842 Detected -0.842 Detected 0.000 -1.453 Detected -1.423 Detected -1.438 0.230 GT Sens contig178 contig178 Glycosylt               AATACAA contig178 Solyc07g Solyc07g Glycosylt               GO:00472 GO:00472       contig178 Solyc07g Glycosylt                GO:00472 SL2.40ch AT5G5469GAUT12,    GAUT12               chr5:222  95.8393 27.202 16.0177 33.888 17.8022 19.1608
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 -0.819 Detected -1.354 Detected -1.086 0.087 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  397.905 488.529 231.625 321.596 238.615 173.569
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 -1.654 Detected -1.228 Detected -1.441 0.064 GT Sens contig179 contig179 Ethylene                    GAAGTTCcontig179 Solyc03g Solyc03g Ethylene                    GO:00036 GO:00036  contig179 Solyc03g Ethylene                     GO:00036 SL2.40ch AT5G07310.1  AP2 dom      chr5:230  223.758 317.345 210.576 457.545 80.8721 114.425
GT Sense Sense -0.378 Detected 0.378 Detected 0.000 -0.972 Detected -1.105 Detected -1.038 0.114 GT Sens contig179 contig179 Uncharac                    TAGAGCTcontig179 Solyc02g Solyc02g Uncharacterized ACR COG167                   contig179 Solyc02g Uncharacterized AC                    SL2.40ch AT3G29240.2  unknown   chr3:111  14840.8 22851 16428.8 22615.8 8963.87 8613.77
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -1.416 Detected -1.668 Detected -1.542 0.026 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  4883.87 6039.87 2226.79 3154.34 1943.07 1719.66
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -1.450 Detected -1.374 Detected -1.412 0.045 GT Sens contig180 contig180 Kinase fa               CGCCATAcontig180 Solyc09g Solyc09g Kinase fa               GO:00064 GO:00064  contig180 Solyc09g Kinase fa                GO:00064 SL2.40ch AT4G13000.1  protein k     chr4:759  166.777 233.409 88.9492 152.126 68.9613 76.5982
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -1.248 Comprom -2.399 Comprom -1.824 0.089 GT Sens contig180 contig180 Vacuolar       CTAAAGCcontig180 Solyc08g Solyc08g Vacuolar protein sorting-assoc      contig180 Solyc08g Vacuolar protein so      SL2.40ch AT4G17140.2  FUNCTIO                                   chr4:961  11.2267 11.6398 5.01107 3.0833 4.59492 2.17985
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 -0.801 Detected -1.643 Comprom -1.222 0.131 GT Sens contig180 contig180 Unknown   GAACAAT contig180 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig180 Solyc02g Unknown Protein (A  SL2.40ch AT5G20635.1  FUNCTIO                                                           chr5:697  19.3047 25.0701 10.9766 19.1274 12.0533 7.0856
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 -0.946 Comprom -1.312 Comprom -1.129 0.062 GT Sens contig181 contig181 Unknown   CTATATT contig181 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig181 Solyc08g Unknown Protein (A  SL2.40ch AT3G1260atnudt16  atnudt16         chr3:400  11.5702 14.5578 13.698 19.8294 6.43407 5.25754
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.182 Detected -0.873 Detected -1.028 0.024 GT Sens contig181 contig181 RNase H f      CAGAGCAcontig181 Solyc00g Solyc00g RNase H family protein (AHRD V   contig181 Solyc00g RNase H family prote     SL2.40ch AT4G17940.1  binding  chr4:996  26.8602 22.9754 12.6611 21.8803 10.4512 13.6437
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.213 Detected -1.039 Detected -1.126 0.024 GT Sens contig181 contig181 Myb famil                CTAACGGcontig181 Solyc01g Solyc01g Myb famil                GO:00037 GO:00037       contig181 Solyc09g Cytochro                  GO:00055 SL2.40ch AT5G0163BRCA2B,    BRCA2B          chr5:235  321.714 236.482 353.283 544.587 113.587 135.082
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 -2.266 Detected -1.928 Detected -2.097 0.017 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  203.056 251.727 85.1561 447.392 44.8793 59.7791
GT Sense Sense -0.344 Detected 0.344 Detected 0.000 -1.928 Detected -1.674 Detected -1.801 0.039 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  169.136 248.407 84.6495 170.545 51.4328 64.6276
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 -1.304 Detected -0.856 Detected -1.080 0.120 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  37258.5 21048.6 66589.8 10227.3 10831.4 15561.3
GT Sense Sense -0.300 Detected 0.300 Detected 0.000 -1.121 Detected -1.309 Detected -1.215 0.061 GT Sens contig182 contig182 S-recepto               TCTGGTAcontig182 Solyc05g Solyc05g S-recepto               GO:00046 GO:00046    contig182 Solyc05g S-recepto                GO:00046 SL2.40ch AT5G40380.1  protein k     chr5:161  149.661 206.888 119.833 164.12 77.243 71.452
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -3.077 Comprom -1.717 Comprom -2.397 0.076 GT Sens contig182 contig182 Unknown   AGCTGGAcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc11g Unknown Protein (A  SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  20.6534 14.607 13.7491 21.9431 1.96583 5.31419
GT Sense Sense -0.470 Detected 0.470 Detected 0.000 -2.270 Detected -2.142 Detected -2.206 0.043 GT Sens contig182 contig182 Calmodul               GTTTTGAcontig182 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055   contig182 Solyc03g Calmodul                GO:00055 SL2.40ch AT3G50770.1  calmodu     chr3:188  2058.64 3600.18 1546.11 4189.6 538.981 620.443
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 -1.554 Detected -2.071 Detected -1.812 0.029 GT Sens contig182 contig182 Unknown   GTGTATCcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  68.393 79.7645 60.2644 107.104 24.0241 17.6879
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -2.145 Comprom -2.455 Comprom -2.300 0.006 GT Sens contig182 contig182 Cathepsin                TTGTCTGcontig182 Solyc12g Solyc12g Cathepsin                GO:00082 GO:00082   contig182 Solyc12g Cathepsin                 GO:00065 SL2.40ch AT1G2085XCP2  XCP2 (xy         chr1:725  26.1084 27.111 7.2776 22.8466 5.74334 4.87979
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.237 Detected -1.283 Detected -1.260 0.003 GT Sens contig182 contig182 Unknown   TTTGATGcontig182 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig182 Solyc04g Unknown Protein (A  SL2.40ch AT1G49490.1  leucine-r          chr1:183  61.6578 61.6838 44.8947 380.843 24.9797 25.4991
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.534 Detected -1.153 Detected -1.343 0.026 GT Sens contig182 contig182 Endochiti                 TAATGCT contig182 Solyc10g Solyc10g Endochiti                 GO:00080 GO:00080   contig182 Solyc10g Endochiti                  GO:00088 SL2.40ch AT5G43570.1  serine-ty     chr5:175  133.603 103.774 89.1699 69.7463 38.8347 53.2798
GT Sense Sense 1.538 Detected -1.538 Detected 0.000 -1.527 Detected -2.160 Detected -1.844 0.361 GT Sens contig183 contig183 Unknown   GGTAGG contig183 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig183 Solyc01g Ycf2 (AHRD V1 ***- A SL2.40ch AT1G16830.1 203.78 22.0351 23.4257 24.5247 22.195 15.0828
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 -1.121 Detected -1.094 Detected -1.107 0.047 GT Sens contig183 contig183 Homeodo     GGAGATTcontig183 Solyc01g Solyc01g Homeodomain-like (AHRD V1 *  contig183 Solyc01g Homeodo     GO:00037 SL2.40ch AT1G76870.1  FUNCTIO                                                                    chr1:288  443.632 571.535 403.404 447.075 221.049 237.372
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 -1.674 Comprom -0.882 Comprom -1.278 0.089 GT Sens contig183 contig183 ABC trans                  CAACTCT contig183 Solyc11g Solyc11g ABC trans                  GO:00053 GO:00053      contig183 Solyc11g ABC trans                   GO:00053 SL2.40ch AT1G5150CER5, D3      CER5 (EC           chr1:190  13.6717 14.3369 4.889 27.9964 4.18897 7.64135
GT Sense Sense -0.179 Detected 0.179 Detected 0.000 -1.272 Comprom -1.679 Comprom -1.476 0.032 GT Sens contig185 contig185 Gag-Pol p                CAAAAAA contig185 Solyc10g Solyc10g Gag-Pol polyprotein (AHRD V1              contig185 Solyc01g Gag-Pol p               GO:00082 SL2.40ch AT1G23950.4 13.0542 15.256 5.70276 12.1971 5.57831 4.4328
GT Sense Sense -0.525 Detected 0.525 Detected 0.000 -2.565 Detected -3.578 Detected -3.071 0.052 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  14879.7 28092 6653.07 15410.9 3299.66 1722.33
GT Sense Sense 0.488 Detected -0.488 Detected 0.000 -2.204 Detected -3.397 Comprom -2.800 0.068 GT Sens contig185 contig185 Peroxidas              TCATGGGcontig185 Solyc01g Solyc01g Peroxidas              GO:00055 GO:00055    contig185 Solyc11g Peroxidas                GO:00551 SL2.40ch AT1G6695PDR11, AT   PDR11 (P             chr1:249  82.3974 38.2093 34.4973 63.8861 11.6302 5.35755
GT Sense Sense 0.482 Detected -0.482 Detected 0.000 -1.915 Detected -1.940 Detected -1.927 0.057 GT Sens contig186 contig186 Ethylene                    CAGAAGAcontig186 Solyc10g Solyc10g Ethylene                    GO:00063 GO:00063     contig186 Solyc10g Ethylene                     GO:00036 SL2.40ch AT4G2375CRF2  CRF2 (CY           chr4:123  70.8185 33.0844 14.232 34.9906 12.2591 12.6906
GT Sense Sense -0.769 Detected 0.769 Detected 0.000 -1.299 Detected -3.228 Comprom -2.264 0.208 GT Sens contig187 contig187 Sensitivity                 AGGCTATcontig187 Solyc11g Solyc11g Sensitivity                 GO:00036 GO:00036   contig187 Solyc11g Sensitivity                  GO:00036 SL2.40ch AT3G13000.1  transcrip    chr3:415  18.2924 48.4325 3.63488 16.6445 11.5489 3.19535
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.094 Detected -1.122 Detected -1.108 0.002 GT Sens contig187 contig187 Unknown   TGGCGTGcontig187 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig187 Solyc01g Unknown Protein (A  SL2.40ch AT5G651 ACX2, AT   ACX2 (AC       chr5:260  65.575 56.0509 36.868 63.9499 27.1183 28.0278
GT Sense Sense -0.653 Detected 0.653 Detected 0.000 -3.466 Comprom -1.675 Detected -2.571 0.146 GT Sens contig187 contig187 Pathogen                GGACATTcontig187 Solyc01g Solyc01g Pathogen                GO:00055 GO:00055   contig187 Solyc01g Pathogen                 GO:00055 SL2.40ch AT5G26130.1  FUNCTIO                                                                                       chr5:912  23.0265 51.9107 2.86744 38.9876 2.98722 10.8911
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.613 Detected -1.142 Detected -1.378 0.031 GT Sens contig188 contig188 Thaumati              TTTGTTCcontig188 Solyc02g Solyc02g Thaumati              GO:00055 GO:00055  contig188 Solyc02g Thaumati               GO:00055 SL2.40ch AT5G40020.1  pathogen      chr5:160  273.207 222.577 87.4851 270.835 76.9909 112.377
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 -0.931 Detected -2.065 Detected -1.498 0.149 GT Sens contig188 contig188 Unknown   AGAGAAGcontig188 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig188 Solyc08g Unknown Protein (A  SL2.40ch AT3G05470.1  formin ho          chr3:157  120.79 70.2921 26.6914 60.3225 46.1546 22.1528
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -1.100 Detected -1.133 Detected -1.116 0.017 GT Sens contig190 contig190 Aspartic p               TCGGAGAcontig190 Solyc08g Solyc08g Aspartic p               GO:00065 GO:00065 contig190 Solyc01g ORF91 (AHRD V1 *--- SL2.40ch AT1G6639ATMYB90     MYB90 (M           chr1:247  416.348 308.917 465.794 568.378 159.795 164.545
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 -1.180 Detected -1.060 Detected -1.120 0.036 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  43.5587 53.1984 22.5683 40.9032 20.2818 23.2218
GT Sense Sense -0.582 Detected 0.582 Detected 0.000 -1.345 Detected -1.305 Detected -1.325 0.151 GT Sens contig191 contig191 LOB dom                 CTTGTCAcontig191 Solyc04g Solyc04g LOB dom                 GO:00055 GO:00055  contig191 Solyc04g LOB dom                  GO:00055 SL2.40ch AT2G3013ASL5, LB    ASL5; DN       chr2:128  50.7086 103.557 33.0938 72.5672 27.2419 29.5016
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 -1.388 Detected -1.602 Detected -1.495 0.019 GT Sens contig191 contig191 Mutator-li               CTTTGGGcontig191 Solyc12g Solyc12g Mutator-li               GO:00082 GO:00082   contig191 Solyc08g ATP-bind                 GO:00426 SL2.40ch AT4G345 KCS17  KCS17 (3               chr4:164  153.71 179.469 120.269 153.443 60.5808 55.0356
GT Sense Sense -0.785 Detected 0.785 Detected 0.000 -0.888 Detected -2.632 Detected -1.760 0.272 GT Sens contig191 contig191 Laccase-2              TCTAGGAcontig191 Solyc12g Solyc12g Laccase-2              GO:00551 GO:00551  contig191 Solyc12g Laccase-2               GO:00551 SL2.40ch AT1G4183SKS6  SKS6 (SK     chr1:156  5811.72 15734.2 6252.32 9716.88 4933.79 1551.42
GT Sense Sense -0.346 Detected 0.346 Detected 0.000 -1.279 Detected -1.401 Detected -1.340 0.062 GT Sens contig192 contig192 Coatomer                 CTCAACAcontig192 Solyc03g Solyc03g Coatomer beta%26apos subun                 contig192 Solyc03g Coatomer beta&apo                  SL2.40ch AT3G15980.3  coatome           chr3:541  4333.76 6380.24 3953.11 5457.91 2068.24 2002.48
GT Sense Sense -0.962 Detected 0.962 Detected 0.000 -0.839 Detected -2.165 Detected -1.502 0.328 GT Sens contig192 contig192 Integrase        TCCTAAT contig192 Solyc03g Solyc03g Integrase core domain contain      contig192 Solyc07g Integrase core doma                 SL2.40ch AT4G3965GGT2  GGT2 (GA        chr4:184  122.413 423.761 120.15 72.9918 121.594 51.0933
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 -2.537 Detected -2.301 Detected -2.419 0.011 GT Sens contig192 contig192 CHP-rich              GTTGAAGcontig192 Solyc01g Solyc01g CHP-rich zinc finger protein-lik             contig192 Solyc01g CHP-rich zinc finger             SL2.40ch AT2G1492ATST4A,   ST4A (SU       chr2:641  329.321 413.993 220.906 291.547 60.7457 75.3879
GT Sense Sense -0.620 Detected 0.620 Detected 0.000 -0.868 Detected -2.475 Detected -1.672 0.241 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  53.7013 115.614 35.6158 33.6891 41.2142 14.2567
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 -3.455 Comprom -2.952 Comprom -3.203 0.016 GT Sens contig193 contig193 Unknown   GAAAAAAcontig193 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig193 Solyc04g Unknown Protein (A  SL2.40ch AT3G05170.1  phospho      chr3:146  28.2445 16.2976 10.9268 14.1955 1.86863 2.78923
GT Sense Sense -0.299 Detected 0.299 Detected 0.000 -1.024 Detected -1.217 Detected -1.120 0.070 GT Sens contig193 contig193 Unknown   AACTTCT contig193 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig193 Solyc02g Unknown Protein (A  SL2.40ch AT3G22800.1  leucine-r          chr3:806  174.441 240.625 240.398 233.372 96.2124 88.6778
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 -1.534 Detected -1.773 Detected -1.654 0.012 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  11704.4 12871 7478.75 8295.02 4046.4 3611.58
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 -1.086 Comprom -2.966 Comprom -2.026 0.168 GT Sens contig193 contig193 Serine/thr               AAGTGCAcontig193 Solyc05g Solyc05g Serine/thr               GO:00055 GO:00055      contig193 Solyc05g Serine/thr                GO:00055 SL2.40ch AT3G07070.1 17.6689 20.5623 4.03182 4.59144 8.57457 2.45388
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.685 Detected -1.105 Detected -1.395 0.041 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  44.4932 42.0961 24.654 40.4854 12.8503 20.2466
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -0.891 Detected -1.613 Detected -1.252 0.080 GT Sens contig194 contig194 RING fing                 TCATCTAcontig194 Solyc10g Solyc10g RING fing                 GO:00082 GO:00082   contig194 Solyc10g RING fing                  GO:00082 SL2.40ch AT5G35100.2  peptidyl-     chr5:133  1192.51 1268.87 602.088 1887.83 633.267 404.643
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -1.868 Detected -1.447 Detected -1.658 0.016 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  80.6191 72.4388 16.2259 122.51 19.9848 28.194
GT Sense Sense -0.409 Detected 0.409 Detected 0.000 -1.096 Detected -4.007 Detected -2.551 0.234 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  6635.3 10665 4960.98 6109.75 3757.22 526.385
GT Sense Sense -0.719 Detected 0.719 Detected 0.000 -2.684 Comprom -2.315 Comprom -2.499 0.078 GT Sens contig195 contig195 Phytosulf             GTGATGGcontig195 Solyc11g Solyc11g Phytosulf             GO:00055 GO:00055  contig195 Solyc11g Phytosulf              GO:00055 SL2.40ch AT5G6587ATPSK5  ATPSK5       chr5:263  28.1128 69.4427 11.9104 12.2604 6.5638 8.93555
GT Sense Sense -0.312 Detected 0.312 Detected 0.000 -0.976 Detected -1.775 Detected -1.375 0.113 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  47.6156 66.87 22.8778 59.5841 27.397 16.5868
GT Sense Sense 0.313 Detected -0.313 Detected 0.000 -0.985 Detected -1.982 Detected -1.484 0.128 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  6599.46 3897.59 3411.14 3791.4 2446.02 1291.77
GT Sense Sense -0.441 Detected 0.441 Detected 0.000 -1.012 Detected -1.489 Detected -1.251 0.130 GT Sens contig196 contig196 Nudix hyd               CTCACAT contig196 Solyc11g Solyc11g Nudix hyd               GO:00167 GO:00167  contig196 Solyc11g Nudix hyd                GO:00167 SL2.40ch AT3G2669ATNUDT1    ATNUDX1           chr3:980  66.8516 112.302 39.5746 94.7156 41.023 31.0524
GT Sense Sense -0.379 Detected 0.379 Detected 0.000 -1.065 Detected -0.995 Detected -1.030 0.114 GT Sens contig196 contig196 Indole-3-a                 GCTCCACcontig196 Solyc07g Solyc07g Indole-3-a                 GO:00102 GO:00102     contig196 Solyc07g Indole-3-a                  GO:00102 SL2.40ch AT5G545 GH3.6, DF   DFL1 (DW          chr5:221  4219.8 6503.16 3625.51 2862.91 2390.12 2644.36
GT Sense Sense -0.763 Detected 0.763 Detected 0.000 -1.111 Detected -1.911 Detected -1.511 0.221 GT Sens contig196 contig196 Gag-pol p                AGCAAGAcontig196 Solyc01g Solyc01g Gag-pol polyprotein (AHRD V1              contig196 Solyc01g Gag-pol polyprotein                SL2.40ch AT4G12100.1 43.9001 115.193 27.1983 24.8923 31.4303 19.022
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 -1.290 Detected -1.241 Detected -1.265 0.050 GT Sens contig197 contig197 Unknown   TGAGAAAcontig197 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig197 Solyc01g Unknown Protein (A  SL2.40ch AT5G14440.2  FUNCTIO                                                                                   chr5:465  272.716 374.001 241.259 314.094 124.714 135.948
GT Sense Sense -0.498 Detected 0.498 Detected 0.000 -1.344 Detected -1.509 Detected -1.426 0.106 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  2583.76 4698.91 2065.36 4780.44 1310.69 1231.54
GT Sense Sense -0.607 Detected 0.607 Detected 0.000 -1.514 Comprom -1.753 Comprom -1.634 0.118 GT Sens contig197 contig197 Os03g085                  CAATTGCcontig197 Solyc11g Solyc11g Os03g0859900 protein (Fragm                 contig197 Solyc11g Os03g0859900 prote                  SL2.40ch AT2G39690.2  unknown   chr2:165  15.6848 33.1816 6.94741 15.5532 7.62414 6.80695
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -2.343 Detected -2.028 Detected -2.185 0.010 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  5642.24 6337.17 2081.48 4313.19 1125.36 1474.95
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.684 Detected -1.572 Detected -1.628 0.001 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  117.881 108.698 94.4186 116.899 33.6335 38.3004
GT Sense Sense -0.615 Detected 0.615 Detected 0.000 -1.586 Detected -2.359 Detected -1.973 0.113 GT Sens contig200 contig200 Pectinest             ATAGTTGcontig200 Solyc06g Solyc06g Pectinest             GO:00305 GO:00305  contig200 Solyc06g Pectinest              GO:00305 SL2.40ch AT3G29420.1 8623.36 18439.7 5783.38 13991.8 4009.22 2472.5
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 -1.206 Comprom -1.043 Comprom -1.125 0.005 GT Sens contig201 contig201 Actin dep                AGACAAGcontig201 Solyc10g Solyc10g Actin dep                GO:00510 GO:00510   contig201 Solyc10g017550.2.1 AT5G16810.1  ATP bind      chr5:552  14.8056 13.5059 11.3605 13.4474 5.85309 6.90214
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.026 Detected -0.976 Detected -1.001 0.007 GT Sens contig201 contig201 Fasciclin-                CTCCAGCcontig201 Solyc09g Solyc09g Fasciclin-like arabinogalactan               contig201 Solyc09g Fasciclin-like arabin                SL2.40ch AT1G69800.2  CBS dom    chr1:262  214.295 218.252 106.951 138.702 101.388 110.611
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.078 Detected -1.086 Detected -1.082 0.059 GT Sens contig201 contig201 Unknown   AATGGTGcontig201 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig201 Solyc01g Unknown Protein (A  SL2.40ch AT5G01290.1  mRNA gu            chr5:117  47.2086 62.9515 35.6412 36.8007 24.6473 25.841
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.516 Detected -1.485 Detected -1.500 0.005 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  338.88 358.387 259.455 210.992 116.358 125.287
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -1.288 Detected -1.296 Detected -1.292 0.001 GT Sens contig202 contig202 Polyprote     TTGTAAAcontig202 Solyc12g Solyc12g Polyprotein (AHRD V1 *-*- Q94Hcontig202 Solyc12g Polyprotein (AHRD V   SL2.40ch AT2G32410.2 714.001 612.169 635.426 631.868 258.499 270.874
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 -1.917 Detected -0.809 Detected -1.363 0.153 GT Sens contig202 contig202 Unknown   TATGGTAcontig202 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig202 Solyc10g Unknown Protein (A  SL2.40ch AT4G17140.2  FUNCTIO                                   chr4:961  92.0686 117.71 61.0926 102.138 26.3242 59.7747
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -1.044 Detected -1.311 Detected -1.178 0.045 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  1375.92 1709.55 648.938 779.924 710.03 621.791
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -1.592 Detected -1.564 Detected -1.578 0.009 GT Sens contig202 contig202 COBRA-li               AAGAATGcontig202 Solyc10g Solyc10g COBRA-like protein (AHRD V1 *            contig202 Solyc10g COBRA-like protein              SL2.40ch AT3G2058COBL10  COBL10      chr3:718  38.2387 42.6828 22.6363 16.4523 12.7982 13.7482
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.222 Detected -0.808 Detected -1.015 0.039 GT Sens contig203 contig203 WRKY tra               TAAAATG contig203 Solyc10g Solyc10g WRKY tra               GO:0045449 contig203 Solyc10g WRKY tra                GO:00454 SL2.40ch AT4G0125WRKY22,   WRKY22;    chr4:522  301.752 281.002 167.428 152.215 119.204 167.28
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -3.358 Comprom -1.705 Detected -2.531 0.096 GT Sens contig203 contig203 ATP bind                 CCTGACAcontig203 Solyc06g Solyc06g ATP bind                 GO:00055 GO:00055      contig203 Solyc06g ATP bind                  GO:00055 SL2.40ch AT5G35580.1  ATP bind             chr5:137  34.919 40.5271 11.879 22.0949 3.50431 11.6059
GT Sense Sense -0.934 Detected 0.934 Detected 0.000 -1.453 Detected -1.964 Detected -1.709 0.220 GT Sens contig203 contig203 AP2-like e                    TGGTAATcontig203 Solyc11g Solyc11g AP2-like e                    GO:00063 GO:00063    contig203 Solyc11g061750.1.1 AT1G22030.1  unknown   chr1:775  181.277 603.639 280.851 282.505 115.365 85.2866
GT Sense Sense -0.375 Detected 0.375 Detected 0.000 -1.400 Detected -0.917 Detected -1.159 0.122 GT Sens contig203 contig203 NAD-depe              GATGCTGcontig203 Solyc02g Solyc02g NAD-depe              GO:00442 GO:00442   contig203 Solyc02g NAD-depe               GO:00065 SL2.40ch AT4G36850.1  INVOLVE                                                                 chr4:173  62.5814 95.9898 91.0573 56.1027 28.0385 41.2818
GT Sense Sense -0.449 Detected 0.449 Detected 0.000 -1.574 Comprom -2.725 Comprom -2.150 0.099 GT Sens contig204 contig204 Receptor-                ATGTTGAcontig204 Solyc01g Solyc01g Receptor-                GO:00055 GO:00055     contig204 Solyc01g Receptor   GO:00055 SL2.40ch AT2G26730.1  leucine-r        chr2:113  13.2419 22.5047 7.57341 14.3037 5.53418 2.62728
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -1.540 Detected -1.744 Detected -1.642 0.021 GT Sens contig204 contig204 LuxR fam        TTGTTTGcontig204 Solyc02g Solyc02g LuxR family transcriptional reg      contig204 Solyc02g LuxR family transcri       SL2.40ch AT3G02500.1  unknown   chr3:519  1200.29 1483.36 432.254 724.772 438.215 400.783
GT Sense Sense -0.418 Detected 0.418 Detected 0.000 -3.200 Comprom -3.477 Comprom -3.338 0.017 GT Sens contig204 contig204 Subtilisin               GAGGGA contig204 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig204 Solyc08g Subtilisin                GO:00042 SL2.40ch AT4G10520.1  subtilase    chr4:649  29.9197 48.6956 77.043 61.4842 3.96658 3.44885
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 -1.432 Detected -1.328 Detected -1.380 0.001 GT Sens contig204 contig204 Os07g017       GATCTTT contig204 Solyc07g Solyc07g Os07g0175100 protein (Fragm     contig204 Solyc07g Os07g017       GO:00160 SL2.40ch AT5G6097TCP5  TCP5 (TE            chr5:245  2860.66 2606.35 1207.81 1613.25 966.002 1094.44
GT Sense Sense -0.508 Detected 0.508 Detected 0.000 -1.569 Detected -1.456 Detected -1.513 0.098 GT Sens contig204 contig204 Calmodul             GATAATAcontig204 Solyc04g Solyc04g Calmodul             GO:00055 GO:00055   contig204 Solyc04g Calmodul              GO:00055 SL2.40ch AT1G66400.1  calmodu     chr1:247  72.897 134.313 45.984 93.1797 31.8366 36.2886
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 -1.262 Detected -1.208 Detected -1.235 0.026 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  58.5188 40.4202 20.3771 29.8395 19.3624 21.1807
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 -0.961 Detected -1.064 Detected -1.013 0.023 GT Sens contig205 contig205 Serine/thr                CATGGGGcontig205 Solyc06g Solyc06g Serine/thr                GO:00047 GO:00047         contig205 Solyc06g Serine/thr                 GO:00047 SL2.40ch AT4G14480.1  protein k     chr4:833  75.6082 84.4561 39.7029 94.7784 39.1845 38.4464
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -1.270 Detected -1.909 Detected -1.590 0.066 GT Sens contig205 contig205 Non-spec                     CAAACAT contig205 Solyc03g Solyc03g Non-spec                     GO:00068 GO:00068  contig205 Solyc03g Non-spec                      GO:00068 SL2.40ch AT3G22600.1  protease         chr3:800  284.944 387.74 162.138 235.134 131.573 89.0175
GT Sense Sense -0.522 Detected 0.522 Detected 0.000 -3.353 Comprom -4.032 Comprom -3.693 0.027 GT Sens contig205 contig205 Unknown            CTCTATT contig205 Solyc12g Solyc12g Unknown            GO:00160 GO:00160 contig205 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  23.861 44.8808 11.7893 12.3583 3.0573 2.01252
GT Sense Sense 0.577 Detected -0.577 Detected 0.000 -1.535 Detected -1.670 Detected -1.602 0.110 GT Sens contig205 contig205 Abscisic a               GCACAGAcontig205 Solyc08g Solyc08g Abscisic a               GO:00048 GO:00048    contig205 Solyc08g Abscisic a                GO:00048 SL2.40ch AT3G16600.1  SNF2 dom             chr3:565  132.062 54.121 35.6732 56.0351 27.8503 26.7315
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -1.254 Detected -1.257 Detected -1.256 0.020 GT Sens contig205 contig205 Unknown   TCAATCAcontig205 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig205 Solyc12g Unknown Protein (A  SL2.40ch AT1G0550SYTE, AT     NTMC2T   chr1:162  23.0498 27.0265 27.7363 47.0387 9.98947 10.5058
GT Sense Sense -0.369 Detected 0.369 Detected 0.000 -2.273 Detected -1.521 Detected -1.897 0.069 GT Sens contig206 contig206 F-box fam               ATATGAT contig206 Solyc08g Solyc08g F-box family protein (AHRD V1            contig206 Solyc08g F-box family protein              SL2.40ch AT5G22560.1  unknown   chr5:749  91.9334 139.823 64.4314 87.3488 22.3952 39.7303
GT Sense Sense -0.829 Detected 0.829 Detected 0.000 -1.233 Detected -1.408 Detected -1.321 0.254 GT Sens contig207 contig207 Unknown   AGTCAAT contig207 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig207 Solyc03g Unknown Protein (A  SL2.40ch AT4G39040.2  RNA bind   chr4:181  1571.75 4522.93 2001.76 2908.83 1082.74 1010.69
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.559 Detected -1.416 Detected -1.488 0.002 GT Sens contig207 contig207 (R)-limone                TCTCTTCcontig207 Solyc05g Solyc05g (R)-limone                GO:00168 GO:00168  contig207 Solyc05g (R)-limone                 GO:00168 SL2.40ch AT1G6168TPS14, AT   TPS14 (T       chr1:227  38.6456 35.3644 18.453 78.0071 11.976 13.9339
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -2.410 Detected -1.894 Detected -2.152 0.016 GT Sens contig209 contig209 Unknown              GAAGTTGcontig209 Solyc04g Solyc04g Unknown              GO:00036 GO:00036  contig209 Solyc04g Unknown               GO:00036 SL2.40ch AT2G37670.1  WD-40 re     chr2:157  67.5004 53.3073 14.0627 30.2434 10.7771 16.2311
GT Sense Sense -0.620 Detected 0.620 Detected 0.000 -2.059 Detected -4.288 Comprom -3.174 0.131 GT Sens contig210 contig210 Calmodul                CAACTGCcontig210 Solyc01g Solyc01g Calmodul                GO:00055 GO:00055  contig210 Solyc01g Calmodul                 GO:00055 SL2.40ch AT3G13600.1  calmodu     chr3:444  52.1165 112.242 31.1822 134.357 17.5288 3.93769
GT Sense Sense -0.797 Detected 0.797 Detected 0.000 -3.523 Comprom -3.529 Comprom -3.526 0.048 GT Sens contig211 contig211 Non-spec                     CCACATGcontig211 Solyc10g Solyc10g Non-spec                     GO:00068 GO:00068     contig211 Solyc10g Non-spec                      GO:00055 SL2.40ch AT5G41580.1  zinc ion b   chr5:166  15.6259 43.0222 20.7105 24.2175 2.15402 2.26012
GT Sense Sense -0.488 Detected 0.488 Detected 0.000 -1.198 Detected -3.146 Comprom -2.172 0.184 GT Sens contig211 contig211 Cell numb                  CCAGAGAcontig211 Solyc05g Solyc05g Cell number regulator 3 (AHRD               contig211 Solyc05g Cell number regulat                  SL2.40ch AT3G43990.1  bromo-ad       chr3:157  58.4352 104.843 50.5544 31.7518 32.5724 8.89651
GT Sense Sense -1.094 Detected 1.094 Detected 0.000 -2.258 Comprom -0.880 Detected -1.569 0.349 GT Sens contig211 contig211 Pentatrico               GTTGATTcontig211 Solyc11g Solyc11g Pentatrico               GO:00045 GO:00045  contig211 Solyc11g Pentatrico                GO:00045 SL2.40ch AT5G19020.1  pentatric      chr5:635  14.1699 58.8904 13.0922 23.2832 5.76797 15.7866
GT Sense Sense -0.489 Detected 0.489 Detected 0.000 -1.031 Detected -1.917 Detected -1.474 0.155 GT Sens contig212 contig212 Dehydrat                    CAGAAGTcontig212 Solyc08g Solyc08g Dehydration-responsive family                   contig212 Solyc08g Dehydration-respon                     SL2.40ch AT4G1912ERD3  ERD3 (ea      chr4:104  198.014 355.571 110.983 219.29 123.969 70.6755
GT Sense Sense -0.450 Detected 0.450 Detected 0.000 -1.702 Detected -2.123 Detected -1.913 0.061 GT Sens contig212 contig212 U-box dom              AACTCAAcontig212 Solyc05g Solyc05g U-box dom              GO:00054 GO:00054   contig212 Solyc05g U-box dom               GO:00048 SL2.40ch AT5G4860ATSMC3,    ATSMC3             chr5:197  79.491 135.247 56.3181 77.2913 30.433 23.9412
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.114 Detected -1.119 Detected -1.117 0.006 GT Sens contig213 contig213 Unknown   TAGTTGTcontig213 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig213 Solyc00g Unknown Protein (A  SL2.40ch AT1G0498ATPDIL2-     ATPDIL2        chr1:141  532.305 429.552 638.739 789.692 210.94 221.416
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 -1.156 Detected -1.385 Detected -1.271 0.043 GT Sens contig213 contig213 Dynamin-       TCTGATGcontig213 Solyc06g Solyc06g Dynamin-related protein 1E (AH    contig213 Solyc06g Dynamin-related pro      SL2.40ch AT5G636 HEN3, CD    CDKE;1 (              chr5:254  1546.65 1984.65 1013.71 1742.58 750.599 674.793
GT Sense Sense -0.194 Detected 0.194 Detected 0.000 -0.875 Comprom -1.140 Comprom -1.008 0.050 GT Sens contig214 contig214 Auxin-ind                 AGTTTGAcontig214 Solyc01g Solyc01g Auxin-ind                 GO:00055 GO:00055  contig214 Solyc01g Auxin-ind                  GO:00055 SL2.40ch AT2G21220.1  auxin-res     chr2:908  16.7471 19.9737 8.14022 14.3185 9.52225 8.34743
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.199 Detected -1.271 Detected -1.235 0.001 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  48878.6 43120.4 47154.9 39953.5 19088.5 19143.2
GT Sense Sense -0.367 Detected 0.367 Detected 0.000 -1.600 Detected -2.044 Detected -1.822 0.051 GT Sens contig214 contig214 Protein to              CAGAACCcontig214 Solyc06g Solyc06g Protein tolB (AHRD V1 *-*- D3SF           contig214 Solyc06g Protein tolB (AHRD V             SL2.40ch AT4G01870.1  tolB prote   chr4:808  5568.41 8448.58 5832.71 6382.01 2159.89 1673.55
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.015 Comprom -1.803 Comprom -1.409 0.075 GT Sens contig215 contig215 MuDR fam                 CAATTGT contig215 Solyc09g Solyc09g MuDR family transposase cont                contig215 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT1G03720.1 12.2635 12.9649 4.93011 11.214 5.9576 3.63412
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -1.738 Detected -1.209 Detected -1.474 0.031 GT Sens contig216 contig216 Harpin-ind              GGGATG contig216 Solyc10g Solyc10g Harpin-induced 1 (AHRD V1 ***           contig216 Solyc10g Harpin-induced 1 (A             SL2.40ch AT5G63720.1  unknown   chr5:255  286.256 264.165 127.328 157.79 78.6865 119.662
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.046 Detected -1.109 Detected -1.077 0.002 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  16232.6 15717.2 18557.5 13468.1 7384.64 7451.25
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 -0.842 Detected -1.564 Detected -1.203 0.093 GT Sens contig216 contig216 Late emb       ACTGGACcontig216 Solyc03g Solyc03g Late embryogenesis abundant     contig216 Solyc03g Late embryogenesis      SL2.40ch AT3G15670.1  late embr          chr3:531  95.3987 108.294 36.2441 100.86 54.1458 34.5752
GT Sense Sense 0.370 Detected -0.370 Detected 0.000 -1.052 Detected -1.502 Detected -1.277 0.098 GT Sens contig216 contig216 Amino ac                  GTGCTACcontig216 Solyc03g Solyc03g Amino ac                  GO:00151 GO:00151          contig216 Solyc03g Amino ac                   GO:00151 SL2.40ch AT5G15240.1  amino ac      chr5:494  1997.46 1089.62 1674.93 1930.01 679.258 524.119
GT Sense Sense -0.728 Detected 0.728 Detected 0.000 -1.180 Detected -1.603 Detected -1.392 0.208 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  471.132 1177.92 486.789 872.037 313.815 246.637
GT Sense Sense -0.577 Detected 0.577 Detected 0.000 -1.018 Detected -1.395 Detected -1.206 0.185 GT Sens contig216 contig216 Ribosoma              TATGGAGcontig216 Solyc09g Solyc09g Ribosoma              GO:00081 GO:00081    contig216 Solyc09g Ribosoma               GO:00089 SL2.40ch AT2G32020.1  GCN5-rel       chr2:136  27.862 56.492 20.6901 41.7578 18.7112 15.1754
GT Sense Sense -0.325 Detected 0.325 Detected 0.000 -1.791 Detected -2.090 Detected -1.940 0.032 GT Sens contig217 contig217 Ubiquitin-                  GTATAACcontig217 Solyc07g Solyc07g Ubiquitin-conjugating enzyme-                  contig217 Solyc07g Ubiquitin-conjugatin                   SL2.40ch AT4G27030.1  small con     chr4:135  388.561 555.903 326.064 509.911 128.246 109.827
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -1.089 Detected -1.187 Detected -1.138 0.056 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  299.534 401.635 73.4373 229.233 155.627 153.226
GT Sense Sense -0.787 Detected 0.787 Detected 0.000 -3.703 Detected -4.716 Detected -4.209 0.046 GT Sens contig217 contig217 Cytochro                 GATTTGAcontig217 Solyc11g Solyc11g Cytochro                 GO:00200 GO:00200  contig217 Solyc11g Cytochro  GO:00198 SL2.40ch AT4G1377CYP83A1    CYP83A1                                 chr4:799  208.226 565.245 165.62 98.4293 25.1533 13.1344
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -1.991 Detected -1.305 Detected -1.648 0.045 GT Sens contig217 contig217 Glutathion               AGCAAAT contig217 Solyc01g Solyc01g Glutathione S-transferase (AHR              contig217 Solyc01g Glutathione S-transf               SL2.40ch AT2G2942ATGSTU7    ATGSTU7          chr2:126  955.968 1017.17 574.748 815.66 236.852 401.585
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.126 Detected -0.891 Detected -1.008 0.020 GT Sens contig217 contig217 Arabinoga                  TGTTGTGcontig217 Solyc10g Solyc10g Arabinoga                  GO:00051 GO:00051      contig217 Solyc10g Arabinoga                   GO:00051 SL2.40ch AT4G29000.1  tesmin/TS      chr4:142  141.588 144.744 83.9264 213.229 62.6446 77.6631
GT Sense Sense -0.721 Detected 0.721 Detected 0.000 -0.807 Detected -1.244 Detected -1.025 0.307 GT Sens contig219 contig219 Tir-nbs re              TTTTCAT contig219 Solyc08g Solyc08g Tir-nbs re              GO:00312 GO:00312   contig219 Solyc08g Tir-nbs re               GO:00312 SL2.40ch AT4G23440.1  nucleosid        chr4:122  234.723 581.587 215.032 331.767 201.687 156.933
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.016 Detected -1.566 Detected -1.291 0.043 GT Sens contig219 contig219 Unknown   TGGTGATcontig219 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig219 Solyc12g Unknown Protein (A  SL2.40ch AT3G5459ATHRGP1  ATHRGP          chr3:202  80.629 77.648 65.5566 69.0371 37.3663 26.8865
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 -1.540 Detected -2.428 Detected -1.984 0.073 GT Sens contig219 contig219 AT5G2815                   AGAAGAAcontig219 Solyc01g Solyc01g AT5G28150-like protein (Fragm                  contig219 Solyc01g AT5G28150-like pro                   SL2.40ch AT5G1055GTE2  GTE2 (Gl          chr5:333  456.508 677.198 296.576 326.538 182.499 103.947
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 -1.498 Detected -1.683 Detected -1.591 0.033 GT Sens contig219 contig219 Unknown   GCTATGAcontig219 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig219 Solyc09g Universal               GO:00069 SL2.40ch AT5G52680.1 4333.59 5850.38 4621.62 5533.92 1701.68 1577.18
GT Sense Sense -0.690 Detected 0.690 Detected 0.000 -2.153 Detected -2.760 Detected -2.456 0.083 GT Sens contig220 contig220 Unknown   ATTAGCCcontig220 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig220 Solyc12g Unknown Protein (A  SL2.40ch AT5G38880.1  unknown   chr5:155  1758.04 4170.42 1799.04 1860.79 581.396 402.208
GT Sense Sense -0.483 Detected 0.483 Detected 0.000 -1.297 Comprom -3.311 Comprom -2.304 0.175 GT Sens contig220 contig220 NBS-LRR        TGAGCATcontig220 Solyc07g Solyc07g NBS-LRR class disease resista      contig220 Solyc07g NBS-LRR class dise       SL2.40ch AT5G5722CYP81F2  CYP81F2               chr5:231  15.8144 28.159 20.6685 62.2258 8.19889 2.13838
GT Sense Sense -0.733 Detected 0.733 Detected 0.000 -0.900 Detected -1.937 Detected -1.418 0.255 GT Sens contig220 contig220 Genomic          CTCTGCTcontig220 Solyc12g Solyc12g Genomic DNA chromosome 3       contig220 Solyc12g Genomic DNA chrom         SL2.40ch AT3G23930.1  unknown   chr3:864  373.407 940.62 165.13 420.03 303.283 155.741
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 -1.176 Detected -1.080 Detected -1.128 0.047 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  366.397 472.098 348.713 486.065 175.768 197.916
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -0.939 Detected -2.473 Comprom -1.706 0.156 GT Sens contig221 contig221 Chalcone                 GTGTATGcontig221 Solyc01g Solyc01g Chalcone                 GO:00081 GO:00081  contig221 Solyc01g Chalcone                  GO:00084 SL2.40ch AT4G34850.1  chalcone       chr4:166  40.6551 37.7251 29.0726 49.1052 19.5023 7.09757
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 -1.632 Detected -1.115 Detected -1.374 0.075 GT Sens contig221 contig221 Os03g029                   ATCAATGcontig221 Solyc03g Solyc03g Os03g0291800 protein (Fragm                  contig221 Solyc03g Os03g0291800 prote                   SL2.40ch AT3G5599ESK1  ESK1 (ES    chr3:207  28.3182 39.4258 11.8845 35.1832 10.2906 15.5193
GT Sense Sense -0.552 Detected 0.552 Detected 0.000 -0.899 Detected -2.178 Detected -1.539 0.210 GT Sens contig221 contig221 Ethylene                    ATCAGGAcontig221 Solyc12g Solyc12g Ethylene                    GO:00063 GO:00063    contig221 Solyc12g Ethylene                     GO:00036 SL2.40ch AT1G22190.1  AP2 dom      chr1:783  2408.4 4717.61 1869.64 3310.56 1725.45 749.268
GT Sense Sense -0.290 Detected 0.290 Detected 0.000 -2.756 Comprom -2.015 Comprom -2.386 0.037 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  32.0654 43.728 25.9492 38.5504 5.29116 9.3178
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -1.656 Detected -2.374 Detected -2.015 0.031 GT Sens contig223 contig223 Lipase fam               CGTTTAAcontig223 Solyc10g Solyc10g Lipase fam               GO:00477 GO:00477      contig223 Solyc10g Lipase fam                GO:00477 SL2.40ch AT5G32470.1  FUNCTIO                                                                        chr5:120  297.129 251.991 161.873 249.439 82.8914 53.0952
GT Sense Sense -0.329 Detected 0.329 Detected 0.000 -1.276 Comprom -0.827 Detected -1.051 0.119 GT Sens contig223 contig223 Unknown   GAGTTGCcontig223 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig223 Solyc09g Unknown Protein (A  SL2.40ch AT5G57720.1  transcrip       chr5:233  16.7373 24.0858 3.0455 11.5442 7.91502 11.3881
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -1.118 Detected -1.587 Detected -1.353 0.044 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  9744.22 11301 5469.87 8829.19 4616.01 3512.93
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.300 Comprom -1.361 Comprom -1.330 0.001 GT Sens contig224 contig224 Tropinon              TGACCCGcontig224 Solyc10g Solyc10g Tropinon              GO:00081 GO:00081  contig224 Solyc10g Tropinon               GO:00160 SL2.40ch AT2G2933TRI  TRI (trop        chr2:125  19.2809 18.1569 13.1538 16.1403 7.25529 7.32896
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.385 Detected -1.266 Detected -1.326 0.002 GT Sens contig224 contig224 Cytochro                 CCAAGTGcontig224 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig224 Solyc01g Cytochro  GO:00198 SL2.40ch AT5G5726CYP71B1   CYP71B1               chr5:231  61.7667 57.4983 29.6999 80.5926 21.7844 24.9278
GT Sense Sense -0.698 Detected 0.698 Detected 0.000 -1.224 Detected -1.882 Detected -1.553 0.182 GT Sens contig224 contig224 Ycf2 (AHR    CAAAAAC contig224 Solyc03g Solyc03g Ycf2 (AHRD V1 *-*- A6Y9X1 HA contig224 Solyc03g058220.1.1 AT5G53930.1 98.2092 235.671 321.146 564.738 62.1637 41.5162
GT Sense Sense -0.520 Detected 0.520 Detected 0.000 -1.564 Detected -2.045 Detected -1.805 0.088 GT Sens contig224 contig224 Auxin-res                 GGCTATTcontig224 Solyc06g Solyc06g Auxin-res                 GO:00055 GO:00055  contig224 Solyc06g Auxin-res                  GO:00055 SL2.40ch AT5G3968EMB2744  EMB2744     chr5:158  82.7447 155.113 60.7833 76.3684 36.5728 27.6247
GT Sense Sense -0.431 Detected 0.431 Detected 0.000 -1.454 Detected -1.539 Detected -1.496 0.074 GT Sens contig225 contig225 Methylene               TCGAAAAcontig225 Solyc05g Solyc05g Methylene               GO:00055 GO:00055      contig225 Solyc05g Methylene                GO:00055 SL2.40ch AT2G4416MTHFR2  MTHFR2        chr2:182  401.904 665.612 177.754 394.923 180.259 179.095
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 -1.277 Detected -0.828 Detected -1.053 0.085 GT Sens contig225 contig225 Cell divisi                 TTCAAGGcontig225 Solyc06g Solyc06g Cell divisi                 GO:00064 GO:00064  contig225 Solyc06g Cell divisi                  GO:00064 SL2.40ch AT1G33770.1  protein k     chr1:122  63.7988 81.0865 45.4386 53.73 28.3389 40.748
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 -1.123 Detected -1.529 Detected -1.326 0.099 GT Sens contig225 contig225 Unknown   TGACATT contig225 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig225 Solyc12g Unknown Protein (A  SL2.40ch AT5G66500.1  pentatric      chr5:265  167.862 268.021 253.843 206.169 92.9647 73.9483
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -1.160 Comprom -0.997 Comprom -1.079 0.006 GT Sens contig225 contig225 DNA poly                    TAAGGAGcontig225 Solyc03g Solyc03g DNA poly                    GO:00062 GO:00062  contig225 Solyc03g DNA poly                     GO:00093 SL2.40ch AT4G24790.2  ATP bind          chr4:127  18.5733 17.4012 2.14353 19.4487 7.68235 9.05842
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -1.119 Detected -1.044 Detected -1.082 0.065 GT Sens contig225 contig225 BZIP trans      GCTGCTGcontig225 Solyc05g Solyc05g BZIP transcription factor (AHRD   contig225 Solyc05g BZIP transcription fa     SL2.40ch ATCG001 RPOC2  RNA poly     chrC:159  169.942 230.818 140.387 181.316 87.0498 96.5951
GT Sense Sense -0.487 Detected 0.487 Detected 0.000 -1.544 Detected -2.152 Detected -1.848 0.084 GT Sens contig226 contig226 Strictosid               AAATTTA contig226 Solyc07g Solyc07g Strictosid               GO:00040 GO:00040    contig226 Solyc07g Strictosid                GO:00055 SL2.40ch AT3G57030.1  strictosid      chr3:211  41.7058 74.6913 16.3536 110.945 18.2717 12.6345
GT Sense Sense -0.533 Detected 0.533 Detected 0.000 -2.862 Comprom -2.395 Comprom -2.629 0.046 GT Sens contig226 contig226 Unknown   TCTTGAGcontig226 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig226 Solyc10g Unknown Protein (A  SL2.40ch AT3G19310.1  phospho       chr3:669  12.3396 23.5452 6.01696 5.08992 2.23786 3.26074
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.635 Detected -3.300 Detected -2.467 0.099 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  1243.74 958.649 762.806 942.833 335.731 111.544
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -1.187 Detected -1.111 Detected -1.149 0.021 GT Sens contig226 contig226 Glycine-ri                  GATATTT contig226 Solyc02g Solyc02g Glycine-rich protein (Fragment                 contig226 Solyc02g Glycine-rich protein                 SL2.40ch AT2G22660.2  FUNCTIO                                                                             chr2:962  438.166 503.352 259.856 321.861 196.898 218.72
GT Sense Sense 0.602 Detected -0.602 Detected 0.000 -1.843 Detected -1.645 Detected -1.744 0.104 GT Sens contig227 contig227 Transcrip                 AGTAGGAcontig227 Solyc00g Solyc00g Transcrip                 GO:00056 GO:00056 contig227 Solyc00g Transcrip                  GO:00056 SL2.40ch AT2G27660.1  DC1 dom    chr2:117  207.638 82.1542 97.8653 195.583 34.7537 42.0063
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -1.078 Detected -1.839 Detected -1.458 0.062 GT Sens contig227 contig227 Unknown   TCACGTTcontig227 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig227 Solyc10g Unknown Protein (A  SL2.40ch AT1G63980.2  D111/G-p     chr1:237  540.1 487.292 299.549 365.855 232.055 144.267
GT Sense Sense 0.392 Detected -0.392 Detected 0.000 -3.225 Comprom -2.340 Comprom -2.783 0.042 GT Sens contig227 contig227 Polyubiqu             AGATTGTcontig227 Solyc07g Solyc07g Polyubiquitin (Fragment) (AHR            contig227 Solyc02g ABC-type                 GO:00053 SL2.40ch AT3G52700.1  unknown   chr3:195  39.6818 21.0125 15.819 15.2749 2.94799 5.7365
GT Sense Sense -0.482 Detected 0.482 Detected 0.000 -1.256 Detected -2.758 Detected -2.007 0.154 GT Sens contig228 contig228 GATA tran                AAATGAGcontig228 Solyc04g Solyc04g GATA tran                GO:00063 GO:00063    contig228 Solyc04g GATA tran                 GO:00063 SL2.40ch AT3G548 BME3-ZF,   zinc finge       chr3:202  201.464 358.405 109.926 157.526 107.446 39.9668
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -1.812 Detected -1.407 Detected -1.610 0.016 GT Sens contig228 contig228 Peroxidas                GAAGTATcontig228 Solyc02g Solyc02g Peroxidas                GO:00161 GO:00161   contig228 Solyc02g Peroxidas                 GO:00161 SL2.40ch AT3G0142ALPHA-DO     DOX1; lip   chr3:159  1341.81 1304.74 855.107 686.534 359.709 501.935
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.416 Detected -2.001 Detected -1.709 0.037 GT Sens contig228 contig228 MYB tran               TTTGATGcontig228 Solyc08g Solyc08g MYB tran               GO:0045449 contig228 Solyc08g MYB tran                GO:00036 SL2.40ch AT1G7443MYB95, A    MYB95 (m           chr1:279  266.448 192.599 150.294 324.146 81.0596 56.9211
GT Sense Sense -0.369 Detected 0.369 Detected 0.000 -2.024 Comprom -1.804 Comprom -1.914 0.038 GT Sens contig228 contig228 Actin (AHR           GAAGAAAcontig228 Solyc01g Solyc01g Actin (AHR           GO:00055 GO:00055  contig228 Solyc01g066800.1.1 AT5G59010.1  protein k   chr5:238  10.9448 16.6384 10.6018 11.0359 3.16757 3.88746
GT Sense Sense -0.700 Detected 0.700 Detected 0.000 -2.114 Detected -2.344 Detected -2.229 0.088 GT Sens contig228 contig228 Transcrip               AGTTGACcontig228 Solyc01g Solyc01g Transcrip               GO:00056 GO:00056      contig228 Solyc01g Transcrip                GO:00037 SL2.40ch AT3G61950.2  basic hel      chr3:229  151.315 364.304 106.543 253.095 51.7744 46.5262
GT Sense Sense 0.867 Detected -0.867 Detected 0.000 -1.000 Detected -2.445 Comprom -1.722 0.267 GT Sens contig228 contig228 GTP bind                 GACAAAAcontig228 Solyc00g Solyc00g GTP binding protein (AHRD V1              contig228 Solyc00g GTP binding protein                SL2.40ch AT1G21910.1  AP2 dom       chr1:769  64.288 17.6083 15.7903 47.0739 16.0657 6.21728
GT Sense Sense -0.556 Detected 0.556 Detected 0.000 -1.540 Detected -2.102 Detected -1.821 0.100 GT Sens contig229 contig229 Genomic          CTGAACGcontig229 Solyc12g Solyc12g Genomic DNA chromosome 5 T       contig229 Solyc12g Genomic DNA chrom         SL2.40ch AT5G49100.1  unknown   chr5:198  217.561 428.704 128.279 171.167 100.282 71.5837
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.479 Detected -1.130 Detected -1.304 0.019 GT Sens contig229 contig229 Pectinest             CTCAGAAcontig229 Solyc09g Solyc09g Pectinest             GO:00305 GO:00305   contig229 Solyc09g Pectinest              GO:00305 SL2.40ch AT3G52700.1  unknown   chr3:195  79.6044 78.1732 37.5793 125.915 27.0191 36.2621
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.898 Detected -2.575 Detected -2.236 0.025 GT Sens contig230 contig230 Fatty acid                GTAGATAcontig230 Solyc12g Solyc12g Fatty acid                GO:00551 GO:00551  contig230 Solyc12g Fatty acid                 GO:00551 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  1128.9 876.788 819.447 1413.81 254.939 167.986
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 -2.610 Detected -3.346 Detected -2.978 0.021 GT Sens contig230 contig230 ABC trans                  CCTAATGcontig230 Solyc05g Solyc05g ABC trans                  GO:00168 GO:00168    contig230 Solyc05g ABC trans                   GO:00085 SL2.40ch AT1G1784WBC11, A      WBC11 (W                  chr1:614  1234.54 1573.32 382.626 1639.65 217.889 137.882
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.898 Detected -2.573 Detected -2.236 0.024 GT Sens contig230 contig230 N-acetyltr             GAATGGGcontig230 Solyc12g Solyc12g N-acetyltr             GO:00081 GO:00081  contig230 Solyc12g N-acetyltr              GO:00081 SL2.40ch AT2G39020.1  GCN5-rel       chr2:162  99.6295 79.873 147.348 17.1788 22.8488 15.0796
GT Sense Sense -0.897 Detected 0.897 Detected 0.000 -1.177 Detected -1.673 Detected -1.425 0.265 GT Sens contig230 contig230 Expansin            TACAATGcontig230 Solyc05g Solyc05g Expansin            GO:00051 GO:00051        contig230 Solyc05g Expansin             GO:00051 SL2.40ch AT2G0309ATEXPA1        ATEXPA1       chr2:917  389.714 1232.42 695.317 566.248 292.553 218.628
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -1.188 Detected -1.252 Detected -1.220 0.024 GT Sens contig230 contig230 Receptor               GTGACACcontig230 Solyc09g Solyc09g Receptor               GO:00055 GO:00055     contig230 Solyc09g Receptor                GO:00055 SL2.40ch AT4G2138ARK3  ARK3 (A.            chr4:113  537.131 635.872 483.878 478.737 244.912 246.859
GT Sense Sense 0.607 Detected -0.607 Detected 0.000 -1.716 Detected -2.926 Detected -2.321 0.114 GT Sens contig231 contig231 Tryptoph                   GTCATGCcontig231 Solyc10g Solyc10g Tryptoph                   GO:00048 GO:00048     contig231 Solyc10g Tryptoph                    GO:00048 SL2.40ch AT5G28237.1  tryptopha       chr5:102  14307.7 5620.16 14317.5 5212.84 2606.26 1186.64
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -1.465 Detected -2.404 Detected -1.935 0.063 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 1211.84 1450.58 753.858 712.151 458.516 251.994
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 -1.363 Detected -1.424 Detected -1.393 0.043 GT Sens contig233 contig233 Diacylglyc                 AGGATACcontig233 Solyc05g Solyc05g Diacylglyc                 GO:00041 GO:00041   contig233 Solyc05g Diacylglyc                  GO:00041 SL2.40ch AT5G6377ATDGK2  ATDGK2       chr5:255  305.416 420.901 265.038 296.706 133.128 134.388
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -1.069 Detected -0.975 Detected -1.022 0.002 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  1619.06 1469.81 1135.39 1587.01 701.886 789.65
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -0.887 Comprom -1.346 Comprom -1.116 0.088 GT Sens contig234 contig234 Unknown              ATTCAGCcontig234 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3             contig234 Solyc04g Unknown Protein (A              SL2.40ch AT5G39910.1  glycoside           chr5:159  12.7781 16.9324 5.51223 13.233 7.59473 5.82305
GT Sense Sense -0.361 Detected 0.361 Detected 0.000 -1.227 Detected -1.211 Detected -1.219 0.078 GT Sens contig234 contig234 Cytochro                 TCCTTTAcontig234 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig234 Solyc09g Cytochro  GO:00198 SL2.40ch AT1G0119CYP78A8  CYP78A8               chr1:830  5292.95 7956.44 3516.11 4379.43 2646.42 2819.71
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 -1.094 Detected -0.937 Detected -1.016 0.026 GT Sens contig236 contig236 Potassium                     GTTTGCAcontig236 Solyc06g Solyc06g Potassium                     GO:00096 GO:00096   contig236 Solyc06g Potassium                      GO:00096 SL2.40ch AT2G4054KT2, ATK       KT2 (POT         chr2:169  6445.78 7206.85 3585.89 5788.19 3047.58 3582.31
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -1.550 Detected -1.669 Detected -1.610 0.030 GT Sens contig236 contig236 Myb-relat                ATGGAACcontig236 Solyc03g Solyc03g Myb-relat                GO:00037 GO:00037      contig236 Solyc03g Myb-relat                 GO:00037 SL2.40ch AT1G0618ATMYB13    ATMYB1            chr1:188  47.868 64.1542 54.4594 200.917 18.064 17.5287
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.037 Detected -1.420 Detected -1.228 0.024 GT Sens contig236 contig236 Unknown   ATATGGCcontig236 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig236 Solyc09g Unknown Protein (A  SL2.40ch AT5G15870.1  glycosyl      chr5:518  102.665 92.7481 62.4983 94.5281 45.412 36.6814
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 -1.109 Detected -1.232 Detected -1.170 0.043 GT Sens contig236 contig236 NBS-codi               GGCTAAAcontig236 Solyc12g Solyc12g NBS-codi               GO:00069 GO:00069  contig236 Solyc12g Nbs, resis   GO:00069 SL2.40ch AT2G0427RNEE/G  RNEE/G (     chr2:147  34.7111 44.2774 31.6176 54.073 17.3596 16.7896
GT Sense Sense -0.402 Detected 0.402 Detected 0.000 -1.119 Detected -1.020 Detected -1.069 0.119 GT Sens contig238 contig238 Low affini                  TTACTTGcontig238 Solyc02g Solyc02g Low affini                  GO:00000 GO:00000              contig238 Solyc02g Low affini                   GO:00000 SL2.40ch AT1G0530ZIP5  ZIP5; cat         chr1:154  1660.2 2643.61 1131.86 1212.98 920.978 1039.6
GT Sense Sense -1.089 Detected 1.089 Detected 0.000 -3.239 Comprom -3.875 Comprom -3.557 0.088 GT Sens contig238 contig238 Expansin            ATGCAAAcontig238 Solyc10g Solyc10g Expansin            GO:00096 GO:00096    contig238 Solyc10g Expansin             GO:00055 SL2.40ch AT3G5550ATEXPA1        ATEXPA1       chr3:205  26.7602 110.336 22.0607 49.9571 5.4946 3.72566
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.191 Detected -1.588 Detected -1.389 0.027 GT Sens contig239 contig239 Auxin res                 CGTTCGTcontig239 Solyc01g Solyc01g Auxin res                 GO:00055 GO:00055  contig239 Solyc01g Auxin res                  GO:00055 SL2.40ch AT5G4785CCR4  CCR4 (AR        chr5:193  391.648 421.218 190.749 275.947 169.847 135.951
GT Sense Sense 0.467 Detected -0.467 Detected 0.000 -2.038 Detected -2.146 Detected -2.092 0.047 GT Sens contig239 contig239 Ethylene-                    ATGGCAAcontig239 Solyc08g Solyc08g Ethylene-                    GO:00165 GO:00165    contig239 Solyc08g Ethylene-                     GO:00165 SL2.40ch AT2G44940.1  AP2 dom       chr2:185  208.01 99.2794 58.7209 151.72 33.4219 32.6599
GT Sense Sense -0.689 Detected 0.689 Detected 0.000 -1.355 Detected -1.768 Detected -1.562 0.162 GT Sens contig240 contig240 SKIP inter                 CTCGAAGcontig240 Solyc08g Solyc08g SKIP inter                 GO:00165 GO:00165   contig240 Solyc08g SKIP inter                  GO:00165 SL2.40ch AT5G52280.1  protein tr    chr5:212  66.61 157.729 47.3679 119.575 38.2653 30.2681
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 -1.124 Detected -1.763 Detected -1.444 0.083 GT Sens contig240 contig240 Pathogen                     GTAGATCcontig240 Solyc01g Solyc01g Pathogen                     GO:00508 GO:00508    contig240 Solyc01g Pathogen                      GO:00169 SL2.40ch AT3G0472PR4, HEL    PR4 (PAT      chr3:128  18269.8 25530.3 20851.2 22307.3 9459.45 6400.87
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -0.947 Detected -1.075 Detected -1.011 0.050 GT Sens contig241 contig241 Fatty acid                TTCAAAT contig241 Solyc06g Solyc06g Fatty acid                GO:00099 GO:00099    contig241 Solyc06g Fatty acid                 GO:00099 SL2.40ch AT2G1628KCS9  KCS9 (3-               chr2:705  215.217 268.713 117.598 380.079 119.118 114.8
GT Sense Sense -0.537 Detected 0.537 Detected 0.000 -1.873 Detected -2.343 Detected -2.108 0.069 GT Sens contig241 contig241 CXE carb              AACAATGcontig241 Solyc02g Solyc02g CXE carb              GO:00081 GO:00081  contig241 Solyc02g CXE carb               GO:00081 SL2.40ch AT1G02020.2  nitroredu     chr1:353  6418.6 12322.4 6416.15 23134.6 2318.93 1763.02
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.455 Detected -1.018 Detected -1.237 0.031 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  1183.21 1012.58 368.152 2387.55 381.204 543.58
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -0.819 Detected -1.341 Comprom -1.080 0.077 GT Sens contig241 contig241 Unknown   TGCAGACcontig241 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig241 Solyc01g Unknown Protein (A  SL2.40ch AT4G0250ATXT2, X    XT2 (UDP             chr4:110  23.6651 16.7989 10.9912 11.6252 10.791 7.91769
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -1.491 Detected -1.137 Detected -1.314 0.060 GT Sens contig241 contig241 Laccase (           GGCAATTcontig241 Solyc07g Solyc07g Laccase (           GO:00055 GO:00055    contig241 Solyc07g Laccase (            GO:00055 SL2.40ch AT3G0922LAC7  LAC7 (lac     chr3:282  199.36 270.818 77.144 168.492 78.9209 106.259
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -1.291 Detected -1.341 Detected -1.316 0.037 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  2981.85 1893.58 2664.47 3893.14 927.252 943.335
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -1.117 Detected -1.233 Detected -1.175 0.076 GT Sens contig242 contig242 Unknown               GGCAGC contig242 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3              contig242 Solyc01g Unknown Protein (A               SL2.40ch AT3G2674ICE1, ATIC    ICE1 (IND              chr3:983  154.089 224.669 207.565 256.855 81.9007 79.6114
GT Sense Sense -0.544 Detected 0.544 Detected 0.000 -2.174 Detected -2.051 Detected -2.112 0.061 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  39.2829 76.163 35.0439 18.9368 11.5713 13.2828
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 -0.989 Detected -1.487 Detected -1.238 0.049 GT Sens contig242 contig242 5-AMP-ac                      TATTGAAcontig242 Solyc07g Solyc07g 5-AMP-ac                      GO:00199 GO:00199   contig242 Solyc07g 5-AMP-ac                       GO:00199 SL2.40ch AT3G1007TAF12, TA   TAF12 (T           chr3:310  390.388 429.261 134.371 265.835 196.956 146.896
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 -3.243 Comprom -2.124 Detected -2.683 0.042 GT Sens contig242 contig242 Fatty acid                GGTGTCCcontig242 Solyc12g Solyc12g Fatty acid                GO:00551 GO:00551  contig242 Solyc12g Fatty acid                 GO:00551 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  59.7486 47.229 71.244 75.9526 5.35645 12.2636
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.673 Comprom -1.339 Comprom -1.506 0.022 GT Sens contig243 contig243 IFA-bindin                 CTGAAGTcontig243 Solyc07g Solyc07g IFA-binding protein (AHRD V1 *              contig243 Solyc07g IFA-binding protein                SL2.40ch AT5G57830.1  unknown   chr5:234  16.8074 12.3625 7.34017 3.85036 4.31653 5.73244
GT Sense Sense -0.502 Detected 0.502 Detected 0.000 -1.430 Detected -2.581 Detected -2.006 0.120 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  141.203 258.191 92.8686 72.4559 67.6752 32.0908
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -1.436 Detected -0.804 Detected -1.120 0.081 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 7607.62 8274.6 5611.38 5843.57 2800.76 4572.59
GT Sense Sense -0.823 Detected 0.823 Detected 0.000 -0.812 Detected -1.777 Detected -1.295 0.308 GT Sens contig244 contig244 Gag/pol p     AGGATTTcontig244 Solyc10g Solyc10g Gag/pol polyprotein (AHRD V1  contig244 Solyc10g Gag/pol polyprotein    SL2.40ch AT3G10840.1  hydrolas       chr3:339  48.0908 137.236 49.7387 27.9307 44.1729 23.8505
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.608 Comprom -2.319 Comprom -1.964 0.033 GT Sens contig244 contig244 Reverse t                   AATAATC contig244 Solyc12g Solyc12g Reverse t                   GO:00062 GO:00062   contig244 Solyc12g Genomic DNA chrom         SL2.40ch AT2G1548UGT73B5  UGT73B5             chr2:675  18.5824 18.9308 16.9365 19.5228 5.87419 3.78039
GT Sense Sense -0.406 Detected 0.406 Detected 0.000 -1.914 Detected -2.873 Detected -2.393 0.063 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  477.418 764.306 282.042 353.48 153.07 82.9407
GT Sense Sense -0.586 Detected 0.586 Detected 0.000 -1.472 Comprom -0.949 Detected -1.210 0.200 GT Sens contig245 contig245 Unknown   TGTGGAGcontig245 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig245 Solyc04g Unknown Protein (A  SL2.40ch AT4G12460.2 14.0538 28.8595 16.3867 27.8811 6.93332 10.495
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -0.958 Detected -1.395 Detected -1.177 0.033 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  39.0632 35.379 13.835 28.2026 18.2679 14.2223
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.458 Detected -1.238 Detected -1.348 0.010 GT Sens contig245 contig245 Zinc finge                CAGAAACcontig245 Solyc08g Solyc08g Zinc finge                GO:00037 GO:00037       contig245 Solyc08g Zinc finge                 GO:00055 SL2.40ch AT2G2450FZF  FZF; tran    chr2:104  1082.83 1095.62 757.886 892.299 378.632 464.605
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -1.867 Comprom -1.892 Comprom -1.880 0.000 GT Sens contig245 contig245 Unknown             AGGATTTcontig245 Solyc10g Solyc10g Unknown Protein (AHRD V1)%3            contig245 Solyc10g Unknown Protein (A             SL2.40ch AT5G1299CLE40  CLE40 (C         chr5:410  16.8228 15.7227 11.5173 4.05345 4.25783 4.40718
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -1.065 Detected -1.189 Detected -1.127 0.034 GT Sens contig246 contig246 C4-dicarb                     AGCAACTcontig246 Solyc09g Solyc09g C4-dicarb                     GO:00160 GO:00160    contig246 Solyc09g C4-dicarb                      GO:00052 SL2.40ch AT5G2403SLAH3  SLAH3 (S      chr5:811  290.956 351.688 183.957 308.224 145.956 141.121
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 -0.872 Detected -2.628 Comprom -1.750 0.198 GT Sens contig246 contig246 Unknown   AGCAGCAcontig246 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig246 Solyc01g Peroxired                    GO:00164 SL2.40ch AT4G12740.1  adenine-      chr4:749  28.2344 17.4193 33.8906 11.035 11.5682 3.60924
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 -1.240 Detected -1.157 Detected -1.199 0.009 GT Sens contig247 contig247 Hypotheti       GGATATGcontig247 Solyc11g Solyc11g Hypothetical chloroplast RF1 (A    contig247 Solyc11g Hypothetical chlorop      SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  272.134 288.386 145.009 309.479 113.252 126.349
GT Sense Sense -0.822 Detected 0.822 Detected 0.000 -1.410 Detected -2.813 Detected -2.111 0.190 GT Sens contig247 contig247 Phosphat               GAGCAGGcontig247 Solyc03g Solyc03g Phosphat               GO:00038 GO:00038   contig247 Solyc03g Phosphat                GO:00038 SL2.40ch AT1G17710.1  phospha   chr1:609  74.9306 213.438 260.719 267.966 45.4491 18.1009
GT Sense Sense -0.654 Detected 0.654 Detected 0.000 -1.039 Detected -1.088 Detected -1.063 0.246 GT Sens contig247 contig247 Xylogluca               GGGATCAcontig247 Solyc03g Solyc03g Xylogluca               GO:00059 GO:00059          contig247 Solyc03g Xylogluca                GO:00167 SL2.40ch AT1G11545.1  xylogluca             chr1:387  249.197 562.715 218.354 367.921 174.015 177.226
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.265 Detected -0.923 Detected -1.094 0.024 GT Sens contig247 contig247 Glutathion                TTCTTGGcontig247 Solyc05g Solyc05g Glutathion                GO:00043 GO:00043   contig247 Solyc05g Glutathion                 GO:00043 SL2.40ch AT1G5967ATGSTU1   ATGSTU         chr1:219  134.733 117.735 33.2235 281.878 50.0527 66.8403
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 -1.326 Detected -1.650 Detected -1.488 0.042 GT Sens contig248 contig248 Unknown   CTAAAAT contig248 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig248 Solyc02g Unknown Protein (A  SL2.40ch AT5G5457BGLU41  BGLU41             chr5:221  49.0166 65.0907 36.858 49.277 21.5144 18.1122
GT Sense Sense -0.353 Detected 0.353 Detected 0.000 -0.894 Detected -1.563 Detected -1.228 0.128 GT Sens contig248 contig248 Delta-6 de     GTGTGTGcontig248 Solyc10g Solyc10g Delta-6 desaturase (AHRD V1 *  contig248 Solyc10g Delta-6 desaturase (    SL2.40ch AT3G52700.1  unknown   chr3:195  48.3967 72.02 44.6331 44.406 30.3429 20.1008
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.587 Detected -2.148 Detected -1.867 0.022 GT Sens contig249 contig249 Inosine-u                   AAGACTT contig249 Solyc01g Solyc01g Inosine-u                   GO:00167 GO:00167  contig249 Solyc01g Inosine-u                    GO:00167 SL2.40ch AT5G18860.1  inosine-u        chr5:629  544.561 515.336 340.988 405.295 168.415 120.281
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -2.534 Detected -1.680 Detected -2.107 0.039 GT Sens contig249 contig249 Gibberelli                GTTATTAcontig249 Solyc09g Solyc09g Gibberelli                GO:00040 GO:00040   contig249 Solyc09g Gibberelli                 GO:00040 SL2.40ch AT5G37350.2  RIO1 fam    chr5:147  279.906 242.772 175.015 174.923 42.9611 81.8229
GT Sense Sense 0.411 Detected -0.411 Detected 0.000 -1.583 Detected -1.064 Detected -1.323 0.113 GT Sens contig249 contig249 RNase H f                 AACATTA contig249 Solyc07g Solyc07g RNase H f                 GO:00036 GO:00036   contig249 Solyc07g RNase H f                  GO:00036 SL2.40ch AT4G37210.1  tetratrico      chr4:175  70.3236 36.2455 31.8123 35.397 16.094 24.2895
GT Sense Sense -0.179 Detected 0.179 Detected 0.000 -1.231 Detected -1.256 Detected -1.243 0.020 GT Sens contig249 contig249 C4-dicarb                     CTCAGTAcontig249 Solyc06g Solyc06g C4-dicarb                     GO:00160 GO:00160    contig249 Solyc06g C4-dicarb                      GO:00052 SL2.40ch AT5G2403SLAH3  SLAH3 (S      chr5:811  99.9418 116.771 60.955 110.193 43.9489 45.5035
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -2.015 Comprom -1.551 Comprom -1.783 0.021 GT Sens contig249 contig249 Ripening-               TCACCTCcontig249 Solyc11g Solyc11g Ripening-related protein 3 (AHR             contig249 Solyc11g Ripening-related pro               SL2.40ch AT5G08230.1  PWWP do    chr5:264  18.2393 13.9872 15.2804 7.60126 3.772 5.48443
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.029 Detected -1.098 Detected -1.064 0.035 GT Sens contig251 contig251 Unknown   GCTGCTGcontig251 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig251 Solyc12g Unknown Protein (A  SL2.40ch AT5G18460.1  unknown   chr5:612  56.2443 38.7379 28.6348 63.2707 21.8426 21.9319
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.126 Comprom -1.167 Comprom -1.147 0.001 GT Sens contig252 contig252 Disease r              TGCAGGTcontig252 Solyc06g Solyc06g Disease r              GO:00055 GO:00055  contig252 Solyc06g Lrr,  resis   GO:00055 SL2.40ch AT3G1457ATGSL04     ATGSL04           chr3:489  12.6961 12.1595 2.66017 11.9873 5.43427 5.56532
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -2.376 Detected -1.301 Detected -1.839 0.077 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  297.716 248.35 62.3561 519.791 49.9973 111.033
GT Sense Sense 0.633 Detected -0.633 Detected 0.000 -1.796 Comprom -2.548 Comprom -2.172 0.098 GT Sens contig252 contig252 Coiled-co                   CTTTTCAcontig252 Solyc03g Solyc03g Coiled-coil domain-containing                  contig252 Solyc03g Coiled-coil domain-c                   SL2.40ch AT4G36820.1  unknown   chr4:173  41.1761 15.6156 108.043 14.9147 6.97196 4.36108
GT Sense Sense -0.828 Detected 0.828 Detected 0.000 -1.408 Detected -1.706 Detected -1.557 0.206 GT Sens contig253 contig253 Ring H2 fi                CAGAAGGcontig253 Solyc07g Solyc07g Ring H2 fi                GO:00082 GO:00082   contig253 Solyc07g Ring H2 fi                 GO:00082 SL2.40ch AT5G17600.1  zinc finge        chr5:580  23.2562 66.8391 24.3971 29.9943 14.1888 12.1576
GT Sense Sense 1.166 Detected -1.166 Detected 0.000 -2.993 Comprom -2.756 Comprom -2.874 0.134 GT Sens contig253 contig253 Unknown   GTATGGCcontig253 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig253 Solyc09g Unknown Protein (A  SL2.40ch AT2G43970.2  La doma    chr2:182  61.3644 11.1091 4.24556 4.45816 3.13168 3.88934
GT Sense Sense -0.366 Detected 0.366 Detected 0.000 -2.695 Comprom -2.345 Comprom -2.520 0.025 GT Sens contig253 contig253 IFA bindin                 TTTGGTGcontig253 Solyc12g Solyc12g IFA binding protein (AHRD V1 *              contig253 Solyc12g IFA binding protein (                SL2.40ch ATCG007 PETD  A chlorop            chrC:764  23.6069 35.7249 30.7857 34.2276 4.28128 5.74985
GT Sense Sense 0.567 Detected -0.567 Detected 0.000 -1.092 Detected -1.385 Detected -1.238 0.169 GT Sens contig254 contig254 Transpos     TATCAAC contig254 Solyc00g Solyc00g Transposase (AHRD V1 **-- A8Wcontig254 Solyc00g Transposase (AHRD   SL2.40ch AT1G21550.1  calcium-b     chr1:755  61.0579 25.3564 17.5629 43.3715 17.6241 15.1593
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 -1.228 Detected -1.086 Detected -1.157 0.053 GT Sens contig254 contig254 GDP-man               AAACCAAcontig254 Solyc02g Solyc02g GDP-man               GO:00084 GO:00084   contig254 Solyc02g GDP-man                GO:00084 SL2.40ch AT3G5116MUR1, MU    MUR1 (M      chr3:190  151.394 200.382 115.992 176.042 71.0053 82.5569
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -1.416 Comprom -2.919 Comprom -2.168 0.118 GT Sens contig254 contig254 Glycosylp                   TTTAGTT contig254 Solyc12g Solyc12g Glycosylp                   GO:00160 GO:00160   contig254 Solyc12g Glycosylp                    GO:00160 SL2.40ch AT1G16040.1  FUNCTIO                                                                         chr1:550  13.9263 19.7794 6.07732 10.8937 5.93853 2.20703
GT Sense Sense -0.327 Detected 0.327 Detected 0.000 -2.340 Comprom -2.430 Comprom -2.385 0.019 GT Sens contig254 contig254 Beta-gala               GTGAGCAcontig254 Solyc07g Solyc07g Beta-gala               GO:00059 GO:00059     contig254 Solyc07g Beta-gala                GO:00045 SL2.40ch AT1G3174BGAL15  BGAL15     chr1:113  11.4197 16.3736 11.2841 4.51929 2.57882 2.55222
GT Sense Sense -1.284 Detected 1.284 Detected 0.000 -3.485 Comprom -3.639 Comprom -3.562 0.109 GT Sens contig254 contig254 Amino ac                ATGAGTTcontig254 Solyc09g Solyc09g Amino ac                GO:00151 GO:00151     contig254 Solyc09g Amino ac                 GO:00151 SL2.40ch AT4G32970.1  unknown   chr4:159  37.5397 202.945 92.5306 51.9237 7.44311 7.0486
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -2.788 Comprom -1.841 Detected -2.314 0.041 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  45.5395 46.6377 29.335 41.8961 6.37168 12.9419
GT Sense Sense -0.777 Detected 0.777 Detected 0.000 -1.595 Detected -1.347 Detected -1.471 0.202 GT Sens contig255 contig255 Zinc finge                    GGTTGG contig255 Solyc04g Solyc04g Zinc finge                    GO:00037 GO:00037        contig255 Solyc04g Zinc finge                     GO:00165 SL2.40ch AT1G7524AtHB33  AtHB33 (A            chr1:282  20.659 55.3026 18.1641 33.2389 10.6834 13.3676



GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -0.943 Detected -1.183 Detected -1.063 0.034 GT Sens contig255 contig255 Proteinas                  ATTTTGT contig255 Solyc07g Solyc07g Proteinas                  GO:00048 GO:00048    contig255 Solyc07g Proteinas                   GO:00048 SL2.40ch AT1G15760.1  FUNCTIO                                                                  chr1:542  90473.4 102912 84451.4 71638.6 47925 42748.5
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -3.126 Detected -2.829 Detected -2.978 0.003 GT Sens contig255 contig255 Pathogen              AGATGTGcontig255 Solyc01g Solyc01g Pathogen              GO:00055 GO:00055   contig255 Solyc01g Pathogen               GO:00055 SL2.40ch AT3G61410.1  FUNCTIO                                                                chr3:227  1520.86 1412.8 1125.81 1037.71 160.274 207.506
GT Sense Sense 0.753 Detected -0.753 Detected 0.000 -1.060 Detected -1.175 Detected -1.118 0.277 GT Sens contig255 contig255 Unknown   AGCCAGCcontig255 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig255 Solyc03g Retinobla               GO:00056 SL2.40ch AT5G15170.1  tyrosyl-D    chr5:492  84.0748 26.9888 28.7617 29.6537 21.8105 21.2204
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -1.147 Detected -0.967 Detected -1.057 0.023 GT Sens contig256 contig256 Calcium-t                 TTATCAT contig256 Solyc09g Solyc09g Calcium-t                 GO:00053 GO:00053   contig256 Solyc09g Calcium-t                  GO:00053 SL2.40ch AT1G69430.1  unknown   chr1:260  256.391 281.495 187.328 340.332 115.807 138.239
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 -3.540 Comprom -1.747 Detected -2.643 0.101 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  42.8429 48.3942 6.68586 59.8836 3.73814 13.6478
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -1.357 Detected -0.966 Detected -1.161 0.081 GT Sens contig256 contig256 60S ribos                TCTGTAAcontig256 Solyc04g Solyc04g 60S ribos                GO:00055 GO:00055  contig256 Solyc06g Ribosoma                 GO:00055 SL2.40ch AT2G37190.1  60S ribos      chr2:156  55.8394 76.2874 44.6897 67.5774 24.332 33.6088
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.208 Detected -1.597 Detected -1.402 0.022 GT Sens contig257 contig257 Ring H2 fi               CAATATGcontig257 Solyc01g Solyc01g Ring H2 fi               GO:00082 GO:00082   contig257 Solyc01g Ring H2 fi                GO:00082 SL2.40ch AT2G25409.1  unknown   chr2:108  67.8299 69.3231 49.0062 41.6718 28.3391 22.8058
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 -1.171 Comprom -1.560 Comprom -1.365 0.023 GT Sens contig257 contig257 Unknown   GTGTTCGcontig257 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig257 Solyc11g Ulp1 protease family         SL2.40ch AT5G13860.1 14.4074 14.8005 13.9974 7.21749 6.19281 4.98361
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.098 Detected -1.057 Detected -1.077 0.002 GT Sens contig259 contig259 HAT famil         ATGTTGTcontig259 Solyc07g Solyc07g HAT family dimerisation domai       contig259 Solyc04g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 390.021 380.226 283.075 372.851 171.816 186.172
GT Sense Sense -0.516 Detected 0.516 Detected 0.000 -1.374 Detected -1.174 Detected -1.274 0.136 GT Sens contig259 contig259 Omega-3                  CAGGGG contig259 Solyc06g Solyc06g Omega-3                  GO:00423 GO:00423      contig259 Solyc06g Omega-3                   GO:00423 SL2.40ch AT3G1117FAD7, FA   FAD7 (FA          chr3:349  85.8732 160.098 96.7696 166.843 43.1969 52.2659
GT Sense Sense 0.948 Detected -0.948 Detected 0.000 -2.438 Comprom -2.846 Comprom -2.642 0.112 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  59.6634 14.6237 3.77935 15.2322 5.20556 4.1334
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -1.116 Detected -1.393 Detected -1.255 0.017 GT Sens contig259 contig259 Pentatrico               CAAGAAGcontig259 Solyc03g Solyc03g Pentatrico               GO:00037 GO:00037    contig259 Solyc03g Pentatrico                GO:00037 SL2.40ch AT3G15200.1  pentatric      chr3:511  150.409 155.003 103.988 121.023 67.2699 58.4704
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -2.170 Detected -2.836 Detected -2.503 0.017 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  303.224 278.177 212.883 355.509 61.6094 40.9308
GT Sense Sense -0.395 Detected 0.395 Detected 0.000 -2.299 Detected -2.697 Detected -2.498 0.030 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  2079.88 3278.3 1093.23 1941.19 506.784 405.016
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 -2.078 Comprom -1.139 Detected -1.609 0.081 GT Sens contig260 contig260 Mutator-li                GTGCACTcontig260 Solyc10g Solyc10g Mutator-like transposase (AHR               contig260 Solyc08g Mutator-li                 GO:00082 SL2.40ch AT3G51120.1  DNA bind              chr3:189  37.2808 28.4666 24.4131 19.4177 7.36613 14.8794
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.274 Detected -1.467 Detected -1.371 0.006 GT Sens contig260 contig260 UDP-gluc               TTTGCAAcontig260 Solyc10g Solyc10g UDP-gluc               GO:00081 GO:00081  contig260 Solyc10g UDP-gluc                GO:00081 SL2.40ch AT3G5316UGT73C7  UGT73C7          chr3:197  99.2208 85.0257 63.1498 71.3318 36.26 33.4127
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.548 Detected -1.126 Detected -1.337 0.024 GT Sens contig260 contig260 F-box pro              AACAGTGcontig260 Solyc01g Solyc01g F-box pro              GO:00302 GO:00302  contig260 Solyc01g F-box pro               GO:00302 SL2.40ch AT5G59000.1  zinc finge        chr5:238  1848.22 1716.09 954.094 935.489 581.559 821.059
GT Sense Sense -0.473 Detected 0.473 Detected 0.000 -1.668 Comprom -2.539 Comprom -2.104 0.082 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  12.7287 22.3502 3.66956 5.38297 5.06737 2.9193
GT Sense Sense -0.466 Detected 0.466 Detected 0.000 -3.214 Comprom -3.231 Comprom -3.222 0.020 GT Sens contig261 contig261 Unknown   GTTATTGcontig261 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig261 Solyc07g Unknown Protein (A  SL2.40ch AT3G2873ATHMG, S    ATHMG (         chr3:107  25.4975 44.3384 3.21446 15.4401 3.46072 3.60365
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -1.101 Detected -0.911 Detected -1.006 0.080 GT Sens contig261 contig261 Acyl-CoA      CCTCAGAcontig261 Solyc12g Solyc12g Acyl-CoA thioesterase 9 (AHRD   contig261 Solyc12g Acyl-CoA thioestera      SL2.40ch AT3G57470.2  peptidase         chr3:212  56.1801 76.4062 31.3054 94.721 29.1601 35.0473
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -0.921 Detected -1.368 Detected -1.145 0.048 GT Sens contig262 contig262 Serine/thr                    CAGATGCcontig262 Solyc07g Solyc07g Serine/threonine-protein phos                    contig262 Solyc07g Serine/threonine-pro                     SL2.40ch AT5G14410.1 186.241 141.283 76.7092 166.625 81.7761 63.2025
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 -1.744 Detected -2.523 Detected -2.133 0.068 GT Sens contig262 contig262 Unknown   TGCACAAcontig262 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig262 Solyc03g Unknown Protein (A  SL2.40ch AT2G35610.1  FUNCTIO                                                                         chr2:149  423.034 708.894 292.781 463.019 156.108 95.8616
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -3.237 Detected -3.044 Detected -3.140 0.003 GT Sens contig263 contig263 Cinnamyl      AGACATT contig263 Solyc05g Solyc05g Cinnamyl alcohol dehydrogen     contig263 Solyc11g Alcohol d                GO:00081 SL2.40ch AT1G02330.1  FUNCTIO                                                                   chr1:462  144.376 109.444 49.8432 62.9249 12.7332 15.3314
GT Sense Sense -1.164 Detected 1.164 Detected 0.000 -1.053 Detected -1.311 Detected -1.182 0.419 GT Sens contig263 contig263 Pectate ly               AATTGCAcontig263 Solyc09g Solyc09g Pectate ly               GO:00168 GO:00168  contig263 Solyc09g Pectate ly                GO:00168 SL2.40ch AT4G13710.1  pectate ly     chr4:796  62.9702 288.115 63.7007 101.538 61.9982 54.6127
GT Sense Sense -0.827 Detected 0.827 Detected 0.000 -1.672 Detected -3.366 Detected -2.519 0.167 GT Sens contig263 contig263 Unknown              GCTACAAcontig263 Solyc11g Solyc11g Unknown Protein (AHRD V1)%3             contig263 Solyc11g Unknown Protein (A              SL2.40ch AT5G2073NPH4, MS         NPH4 (NO             chr5:701  202.82 581.637 74.7703 224.887 102.888 33.5221
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -2.711 Detected -2.823 Detected -2.767 0.000 GT Sens contig264 contig264 Hypotheti       AAGTTGTcontig264 Solyc10g Solyc10g Hypothetical chloroplast RF1 (A    contig264 Solyc10g Hypothetical chlorop      SL2.40ch AT4G04790.1  FUNCTIO                                                                          chr4:243  91.1216 80.3165 41.2985 75.2051 12.478 12.1589
GT Sense Sense -0.765 Detected 0.765 Detected 0.000 -1.368 Detected -1.649 Detected -1.509 0.192 GT Sens contig264 contig264 Phototrop             TTCTCTT contig264 Solyc07g Solyc07g Phototrop             GO:00055 GO:00055  contig264 Solyc07g Phototrop              GO:00055 SL2.40ch AT3G14900.1  unknown   chr3:501  55.7672 146.922 40.3437 77.334 33.4734 29.0379
GT Sense Sense -0.582 Detected 0.582 Detected 0.000 -1.436 Detected -2.795 Detected -2.116 0.142 GT Sens contig264 contig264 UDP-D-glu                 ATGAGCCcontig264 Solyc06g Solyc06g UDP-D-glu                 GO:00090 GO:00090      contig264 Solyc06g UDP-D-glu                  GO:00039 SL2.40ch AT5G39320.1  UDP-gluc     chr5:157  165.342 337.784 151.8 314.041 83.3841 34.2482
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 -3.254 Comprom -2.729 Comprom -2.991 0.014 GT Sens contig264 contig264 Patatin-lik              TGCATCAcontig264 Solyc04g Solyc04g Patatin-lik              GO:00162 GO:00162     contig264 Solyc04g Patatin-lik               GO:00457 SL2.40ch AT2G2656PLP2, PLA    PLA2A (P        chr2:112  21.9523 27.9785 23.0925 16.3593 2.48066 3.75992
GT Sense Sense -1.220 Detected 1.220 Detected 0.000 -0.841 Detected -1.891 Detected -1.366 0.412 GT Sens contig265 contig265 Chloropla                 TTGACGGcontig265 Solyc05g Solyc05g Chloropla                 GO:00065 GO:00065  contig265 Solyc05g Chloropla                  GO:00036 SL2.40ch AT3G25700.2  chloropla      chr3:935  209.777 1037.78 370.139 513.097 248.716 126.545
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.830 Comprom -1.044 Detected -1.437 0.068 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  27.2908 25.8316 17.7067 24.2073 7.12826 12.958
GT Sense Sense -0.470 Detected 0.470 Detected 0.000 -1.643 Detected -1.014 Detected -1.328 0.143 GT Sens contig265 contig265 Auxin res              AGTGAGAcontig265 Solyc09g Solyc09g Auxin res              GO:00056 GO:00056  contig265 Solyc09g Auxin res               GO:00170 SL2.40ch AT5G4370ATAUX2-1    ATAUX2-           chr5:175  28.1343 49.2047 16.3036 83.5554 11.3769 18.5367
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -1.669 Detected -1.108 Detected -1.388 0.040 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  135.62 132.263 47.4473 255.21 40.2197 62.5059
GT Sense Sense -0.815 Detected 0.815 Detected 0.000 -3.270 Comprom -3.799 Comprom -3.535 0.054 GT Sens contig266 contig266 Unknown   CAAACGAcontig266 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig266 Solyc07g Unknown Protein (A  SL2.40ch AT3G57720.1 16.4433 46.4112 2.10268 1.94333 2.73381 1.99627
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.702 Detected -1.806 Detected -1.754 0.005 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  1082.96 1163.66 521.6 742.731 329.464 322.894
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 -1.936 Detected -1.711 Detected -1.824 0.005 GT Sens contig267 contig267 Receptor-                 AGTATGAcontig267 Solyc10g Solyc10g Receptor-                 GO:00311 GO:00311  contig267 Solyc10g Receptor-                  GO:00064 SL2.40ch AT1G56240.1 1088.2 1072.87 700.702 916.626 269.677 331.935
GT Sense Sense -0.306 Detected 0.306 Detected 0.000 -1.044 Detected -1.209 Detected -1.126 0.071 GT Sens contig267 contig267 Solute ca                    ACAAAAA contig267 Solyc11g Solyc11g Solute carrier family 35 membe                  contig267 Solyc11g Solute carrier family                   SL2.40ch AT2G28315.1  LOCATE                                                         chr2:120  63.1723 88.0756 26.6959 76.9927 34.5356 32.4663
GT Sense Sense -0.485 Detected 0.485 Detected 0.000 -1.040 Detected -1.155 Detected -1.098 0.154 GT Sens contig268 contig268 Ethylene-                    GAGTTACcontig268 Solyc12g Solyc12g Ethylene-                    GO:00063 GO:00063    contig268 Solyc12g Ethylene-                     GO:00036 SL2.40ch AT5G258 tny  tny (TINY        chr5:898  252.518 451.068 224.471 476.956 156.735 152.425
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 -2.555 Comprom -1.033 Comprom -1.794 0.152 GT Sens contig268 contig268 Anthranila       ATCCCGGcontig268 Solyc03g Solyc03g Anthranilate phosphoribosyltr      contig268 Solyc06g Fumarate                GO:00038 SL2.40ch AT5G50950.3  fumarate       chr5:207  16.2292 10.8178 3.32934 9.08411 2.15236 6.51212
GT Sense Sense -0.346 Detected 0.346 Detected 0.000 -0.976 Detected -2.091 Detected -1.533 0.144 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  107.712 158.596 113.709 562.589 63.4521 30.8685
GT Sense Sense -0.693 Detected 0.693 Detected 0.000 -1.126 Detected -1.056 Detected -1.091 0.256 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  224.173 533.839 285.35 670.204 151.357 167.335
GT Sense Sense -0.415 Detected 0.415 Detected 0.000 -2.769 Comprom -3.421 Comprom -3.095 0.028 GT Sens contig268 contig268 Unknown   TGACAACcontig268 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig268 Solyc00g Unknown Protein (A  SL2.40ch AT5G07650.1  formin ho          chr5:241  17.2784 27.9934 2.13628 2.38167 3.08112 2.06612
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.291 Detected -1.445 Detected -1.368 0.009 GT Sens contig268 contig268 UDP-gluc             GGGACTAcontig268 Solyc01g Solyc01g UDP-gluc             GO:00081 GO:00081  contig268 Solyc01g UDP-gluc              GO:00081 SL2.40ch AT1G2410UGT74B1  UGT74B1            chr1:852  218.251 172.894 113.42 204.514 75.7803 71.7571
GT Sense Sense -0.643 Detected 0.643 Detected 0.000 -0.814 Detected -1.799 Detected -1.306 0.248 GT Sens contig269 contig269 Stachyos              GCATACAcontig269 Solyc01g Solyc01g Stachyos              GO:00472 GO:00472     contig269 Solyc01g Stachyos               GO:00472 SL2.40ch AT4G0197AtSTS  AtSTS (A            chr4:854  107.732 239.372 123.988 161.455 87.2329 46.4297
GT Sense Sense -0.985 Detected 0.985 Detected 0.000 -1.126 Detected -0.875 Detected -1.000 0.420 GT Sens contig270 contig270 Unknown   ATGCTTT contig270 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig270 Solyc02g Unknown Protein (A  SL2.40ch AT5G66800.1  unknown   chr5:266  34.0497 121.626 84.1065 84.629 28.156 35.2962
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -0.904 Comprom -2.371 Comprom -1.638 0.155 GT Sens contig270 contig270 Unknown   GGGTTTGcontig270 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig270 Solyc12g Unknown Protein (A  SL2.40ch ATCG010 NDHD  Represen                            chrC:115  13.0163 11.8172 16.6816 12.1968 6.32739 2.41162
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -1.123 Detected -1.048 Detected -1.085 0.016 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  990.261 1083.53 518.403 761.287 454.249 504.135
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 -1.500 Detected -1.194 Detected -1.347 0.088 GT Sens contig271 contig271 Pre-mRNA       GGGAAAGcontig271 Solyc10g Solyc10g Pre-mRNA splicing factor CLF1    contig271 Solyc03g Kunitz-typ                     GO:00048 SL2.40ch AT5G112 ATGLR2.5    ATGLR2.       chr5:357  238.12 124.891 204.78 205.967 58.1951 75.8513
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.599 Detected -1.509 Detected -1.554 0.005 GT Sens contig271 contig271 BCS1 pro      TATGATGcontig271 Solyc03g Solyc03g BCS1 protein-like protein (AHR    contig271 Solyc03g BCS1 protein-like pr     SL2.40ch AT5G14680.1  universa        chr5:473  116.86 123.395 100.9 266.109 37.859 42.4383
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -1.015 Detected -1.238 Detected -1.126 0.024 GT Sens contig272 contig272 HAD-supe                      TTGAGGAcontig272 Solyc07g Solyc07g HAD-supe                      GO:00085 GO:00085      contig272 Solyc07g HAD-supe                       GO:00039 SL2.40ch AT3G12900.1  oxidored       chr3:410  1598.29 1762.94 1368.02 1606.71 793.212 716.092
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -1.703 Detected -1.583 Detected -1.643 0.005 GT Sens contig272 contig272 Lipoxyge             CACGACAcontig272 Solyc09g Solyc09g Lipoxyge             GO:00161 GO:00161    contig272 Solyc09g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  60.0612 63.1923 60.0652 47.251 18.064 20.6825
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -2.731 Comprom -1.507 Comprom -2.119 0.075 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  14.4933 11.7864 3.20757 8.13679 1.87923 4.62463
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 -1.179 Comprom -0.842 Comprom -1.011 0.092 GT Sens contig272 contig272 Unknown   GAAAGCTcontig272 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig272 Solyc06g Unknown Protein (A  SL2.40ch AT4G22030.1  F-box fam    chr4:116  15.6555 21.1175 7.20309 16.1541 7.66863 10.2015
GT Sense Sense -0.482 Detected 0.482 Detected 0.000 -1.059 Comprom -1.475 Comprom -1.267 0.137 GT Sens contig272 contig272 Glycogen     GATGAAAcontig272 Solyc02g Solyc02g Glycogen synthase (AHRD V1 *  contig272 Solyc02g Glycogen synthase    SL2.40ch AT5G65685.1  soluble g    chr5:262  15.8604 28.1871 13.7883 16.7585 9.68787 7.65332
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 -1.149 Detected -2.396 Comprom -1.773 0.135 GT Sens contig273 contig273 Predicted        GTCAAGCcontig273 Solyc05g Solyc05g Predicted by genscan and gen     contig273 Solyc05g Predicted by gensca       SL2.40ch AT2G01300.1  unknown   chr2:151  57.6491 31.1951 44.8472 31.6393 18.2582 8.10306
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -0.919 Detected -1.272 Detected -1.096 0.085 GT Sens contig273 contig273 Tyrosine-                TTTAAAT contig273 Solyc12g Solyc12g Tyrosine-                GO:00096 GO:00096    contig273 Solyc12g038700.1.1 AT1G6244LRX2  LRX2 (LE             chr1:231  57.4156 78.455 53.475 61.9917 33.8815 27.964
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 -1.384 Detected -1.007 Detected -1.195 0.049 GT Sens contig274 contig274 Serine/thr                TCTACTGcontig274 Solyc07g Solyc07g Serine/thr                GO:00191 GO:00191        contig274 Solyc07g Serine/thr                 GO:00191 SL2.40ch AT3G25490.1  wall-asso     chr3:924  885.713 1064.83 628.074 588.903 355.194 486.274
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -0.811 Detected -1.203 Detected -1.007 0.036 GT Sens contig274 contig274 Plant syn               GGCTATGcontig274 Solyc09g Solyc09g Plant synaptotagmin (AHRD V1             contig274 Solyc09g Plant synaptotagmin               SL2.40ch AT5G0422SYTC, AT     SYTC  chr5:115  130.839 115.056 65.707 85.6566 66.7604 53.6164
GT Sense Sense -0.538 Detected 0.538 Detected 0.000 -3.435 Detected -2.992 Detected -3.214 0.031 GT Sens contig274 contig274 FAD-bind                 ATTCTTA contig274 Solyc06g Solyc06g FAD-bind                 GO:00506 GO:00506    contig274 Solyc06g FAD-bind                  GO:00506 SL2.40ch AT5G44410.1  FAD-bind     chr5:178  1489.8 2861.78 1200.67 552.694 182.325 261.029
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -0.953 Detected -2.486 Detected -1.720 0.182 GT Sens contig275 contig275 Unknown   TCTGTGTcontig275 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig275 Solyc02g Unknown Protein (A  SL2.40ch AT3G5326PAL2, AT   PAL2; ph    chr3:197  87.8034 135.016 34.4933 58.2386 53.7161 19.5451
GT Sense Sense -0.373 Detected 0.373 Detected 0.000 -1.981 Detected -2.929 Detected -2.455 0.055 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  330.522 505.086 186.039 373.156 98.8521 53.9597
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -2.159 Detected -1.035 Detected -1.597 0.106 GT Sens contig275 contig275 Transfera              GTTGTATcontig275 Solyc02g Solyc02g Transfera              GO:00167 GO:00167          contig275 Solyc02g Transfera               GO:00167 SL2.40ch AT4G29250.1  transfera     chr4:144  412.654 409.012 100.677 766.373 87.8471 201.687
GT Sense Sense -0.495 Detected 0.495 Detected 0.000 -1.892 Detected -1.830 Detected -1.861 0.064 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  133.752 242.079 141.949 256.792 46.2936 50.9164
GT Sense Sense -0.397 Detected 0.397 Detected 0.000 -1.063 Detected -1.203 Detected -1.133 0.107 GT Sens contig277 contig277 Receptor-                 ACACCACcontig277 Solyc02g Solyc02g Receptor-                 GO:00055 GO:00055     contig277 Solyc02g Receptor-                  GO:00046 SL2.40ch AT4G2138ARK3  ARK3 (A.            chr4:113  314.403 496.938 188.004 345.265 180.656 172.752
GT Sense Sense -0.532 Detected 0.532 Detected 0.000 -1.224 Detected -1.706 Detected -1.465 0.129 GT Sens contig277 contig277 Os06g020                   CCCCAGCcontig277 Solyc12g Solyc12g Os06g0207500 protein (Fragm                  contig277 Solyc12g Os06g0207500 prote                   SL2.40ch AT1G48880.1  unknown   chr1:180  33.2076 63.2945 36.0721 44.6044 18.7361 14.1389
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.629 Detected -1.176 Detected -1.402 0.025 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  233.313 213.562 70.6192 598.879 68.9212 99.3757
GT Sense Sense -0.450 Detected 0.450 Detected 0.000 -2.122 Detected -3.193 Comprom -2.658 0.063 GT Sens contig277 contig277 Unknown   GGGCATTcontig277 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig277 Solyc08g Unknown Protein (A  SL2.40ch AT4G1628FCA  FCA; RNA   chr4:920  43.2293 73.5773 17.8165 30.1946 12.3688 6.20332
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.658 Detected -1.198 Detected -1.428 0.025 GT Sens contig277 contig277 ATP bind                 AATACAA contig277 Solyc04g Solyc04g ATP bind                 GO:00055 GO:00055      contig277 Solyc04g ATP bind                  GO:00055 SL2.40ch AT4G3560CONNEXI    CONNEX             chr4:168  888.053 804.769 494.937 845.95 255.846 370.643
GT Sense Sense -0.463 Detected 0.463 Detected 0.000 -1.589 Detected -1.853 Detected -1.721 0.070 GT Sens contig278 contig278 Squamos                  AAATTCA contig278 Solyc10g Solyc10g Squamos                  GO:00056 GO:00056 contig278 Solyc10g Squamos                   GO:00056 SL2.40ch AT1G0206SPL8  SPL8 (SQ         chr1:365  98.8359 171.206 84.1216 283.675 41.294 36.2209
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -1.772 Detected -1.562 Detected -1.667 0.052 GT Sens contig278 contig278 Tyrosine-               TTTCAAGcontig278 Solyc10g Solyc10g Tyrosine-               GO:00053 GO:00053    contig278 Solyc10g Tyrosine-                GO:00053 SL2.40ch AT2G33260.1  tryptopha      chr2:141  862.197 1331.89 448.094 567.784 299.56 365.152
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -2.187 Detected -1.041 Detected -1.614 0.108 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  2406.24 1952.67 1269.63 1818.05 454.654 1059.76
GT Sense Sense -0.402 Detected 0.402 Detected 0.000 -1.080 Detected -1.196 Detected -1.138 0.107 GT Sens contig279 contig279 Cyclin-de                   CAATCACcontig279 Solyc01g Solyc01g Cyclin-de                   GO:00055 GO:00055      contig279 Solyc01g Cyclin-de                    GO:00055 SL2.40ch AT2G4474CYCP4;1  CYCP4;1       chr2:184  72.9907 116.122 52.4647 76.7152 41.5703 40.4151
GT Sense Sense -0.808 Detected 0.808 Detected 0.000 -1.068 Detected -2.362 Detected -1.715 0.239 GT Sens contig279 contig279 Unknown   GGAGGA contig279 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig279 Solyc04g Unknown Protein (A  SL2.40ch AT4G39840.1  unknown   chr4:184  207.92 581.017 219.509 311.486 158.259 68.0016
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -1.859 Detected -1.587 Detected -1.723 0.007 GT Sens contig280 contig280 Unknown   TTGTTTCcontig280 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig280 Solyc05g Unknown Protein (A  SL2.40ch AT5G11000.1  unknown   chr5:347  618.488 603.236 548.667 624.74 160.773 204.553
GT Sense Sense 0.663 Detected -0.663 Detected 0.000 -2.652 Detected -1.386 Detected -2.019 0.159 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  220.806 80.2401 21.0395 204.685 20.2254 51.2462
GT Sense Sense -0.646 Detected 0.646 Detected 0.000 -2.153 Detected -1.798 Detected -1.975 0.098 GT Sens contig281 contig281 Regulator      GGTAATAcontig281 Solyc08g Solyc08g Regulatory protein (AHRD V1 **  contig281 Solyc08g Regulatory protein (    SL2.40ch AT1G14590.1  FUNCTIO                                                                  chr1:499  179.199 399.877 106.662 236.367 57.4777 77.4651
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.098 Detected -1.999 Detected -1.548 0.078 GT Sens contig282 contig282 Light-dep                   GCTATTT contig282 Solyc04g Solyc04g Light-dependent short hypoco                  contig282 Solyc04g Light-dependent sho                   SL2.40ch AT3G045 LSH2  LSH2 (LIG      chr3:121  67.0139 53.7253 20.8405 87.2679 26.7672 15.1047
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 -1.410 Detected -1.282 Detected -1.346 0.025 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  78.2818 94.8513 49.1893 34.2082 30.9545 35.6438
GT Sense Sense -0.695 Detected 0.695 Detected 0.000 -0.940 Detected -1.177 Detected -1.058 0.272 GT Sens contig283 contig283 Glucosylt            CATAGGAcontig283 Solyc01g Solyc01g Glucosylt            GO:00081 GO:00081  contig283 Solyc09g Peptide tr                  GO:00429 SL2.40ch AT2G36810.1  binding  chr2:154  508.094 1213.17 596.369 809.571 390.793 349.432
GT Sense Sense -0.329 Detected 0.329 Detected 0.000 -1.194 Detected -1.046 Detected -1.120 0.080 GT Sens contig283 contig283 B3 domai                GATGATGcontig283 Solyc01g Solyc01g B3 domai                GO:00063 GO:00063    contig283 Solyc01g B3 domai                 GO:00063 SL2.40ch AT5G45460.1  unknown   chr5:184  916.574 1318.42 471.194 683.876 458.858 535.709
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -2.609 Detected -1.302 Detected -1.956 0.097 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  75.0125 75.3515 62.0917 86.3608 11.7622 30.6772
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 -2.275 Comprom -2.681 Comprom -2.478 0.008 GT Sens contig284 contig284 Unknown   ATACAGT contig284 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig284 Solyc02g Unknown Protein (A  SL2.40ch AT3G10810.1  zinc finge        chr3:338  14.2604 11.2764 29.1566 41.2351 2.50102 1.9893
GT Sense Sense -0.685 Detected 0.685 Detected 0.000 -2.280 Comprom -2.602 Comprom -2.441 0.074 GT Sens contig284 contig284 Pathogen               CATTATA contig284 Solyc08g Solyc08g Pathogen               GO:00055 GO:00055  contig284 Solyc08g Pathogen                GO:00055 SL2.40ch AT3G19690.1  pathogen     chr3:684  14.026 33.041 36.2393 37.6711 4.2335 3.56621
GT Sense Sense -0.306 Detected 0.306 Detected 0.000 -0.930 Detected -1.247 Detected -1.088 0.087 GT Sens contig284 contig284 Ethylene-                    AGAAGATcontig284 Solyc10g Solyc10g Ethylene-                    GO:00063 GO:00063    contig284 Solyc10g Ethylene-                     GO:00036 SL2.40ch AT5G18450.1  AP2 dom      chr5:611  26.0182 36.2352 7.21041 15.6076 15.3901 13.0175
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -1.191 Comprom -1.187 Comprom -1.189 0.046 GT Sens contig285 contig285 Calmodul                TACGAAGcontig285 Solyc10g Solyc10g Calmodulin binding protein (AH              contig285 Solyc10g Calmodulin binding               SL2.40ch AT3G52870.1  calmodu     chr3:195  12.4089 16.3053 2.44269 14.2865 5.94757 6.28422
GT Sense Sense -0.303 Detected 0.303 Detected 0.000 -3.802 Comprom -2.337 Detected -3.069 0.061 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  51.7884 71.828 35.874 58.5304 4.17536 12.1443
GT Sense Sense -1.384 Detected 1.384 Detected 0.000 -0.935 Detected -5.581 Comprom -3.258 0.351 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  48.0417 298.272 56.8936 54.6092 59.7825 2.51615
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.969 Comprom -2.705 Comprom -2.337 0.024 GT Sens contig286 contig286 Cys2/His2                CAAAAGCcontig286 Solyc05g Solyc05g Cys2/His2                GO:00037 GO:00037      contig286 Solyc05g Cys2/His2                 GO:00037 SL2.40ch AT3G10470.1  zinc finge       chr3:326  16.8525 14.5405 2.21837 6.69074 3.81658 2.41509
GT Sense Sense -0.807 Detected 0.807 Detected 0.000 -0.908 Detected -1.691 Detected -1.299 0.284 GT Sens contig287 contig287 Pectate ly              GTAGCCAcontig287 Solyc03g Solyc03g Pectate ly              GO:00168 GO:00168  contig287 Solyc03g Pectate ly               GO:00168 SL2.40ch AT4G24780.1  pectate ly     chr4:127  8853.6 24700.1 7536.91 9921.58 7526.29 4609.02
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -1.775 Detected -1.428 Detected -1.602 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  400.245 615.686 526.982 345.127 138.512 185.547
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.702 Detected -1.719 Detected -1.710 0.000 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  291.134 257.776 186.399 291.49 80.4063 83.7098
GT Sense Sense -0.392 Detected 0.392 Detected 0.000 -1.455 Comprom -1.628 Comprom -1.542 0.062 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  11.6969 18.3556 3.53484 16.7355 5.1031 4.76882
GT Sense Sense -0.563 Detected 0.563 Detected 0.000 -1.336 Detected -2.733 Detected -2.034 0.151 GT Sens contig290 contig290 Unknown   GAGGTTTcontig290 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig290 Solyc02g Unknown Protein (A  SL2.40ch AT5G14370.1  LOCATE                                                                chr5:463  296.659 590.169 165.689 351.76 158.28 63.3206
GT Sense Sense -0.895 Detected 0.895 Detected 0.000 -1.148 Detected -1.374 Detected -1.261 0.297 GT Sens contig291 contig291 Unknown   GACAAAAcontig291 Solyc06g Solyc06g Unknown Protein (AHRD V1);O contig291 Solyc05g Eukaryoti                     GO:00037 SL2.40ch AT5G35680.2  eukaryot              chr5:138  1632.35 5144.39 1384.57 2098.82 1248.44 1124.77
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.328 Detected -0.979 Detected -1.153 0.022 GT Sens contig291 contig291 UDP-gluc                  GCTTTCAcontig291 Solyc07g Solyc07g UDP-gluc                  GO:00054 GO:00054    contig291 Solyc07g UDP-gluc                   GO:00054 SL2.40ch AT4G32272.1  FUNCTIO                                                                    chr4:155  49.3469 45.1545 18.3749 25.8703 17.9551 24.0887
GT Sense Sense -0.674 Detected 0.674 Detected 0.000 -1.950 Comprom -1.654 Comprom -1.802 0.121 GT Sens contig291 contig291 Unknown   ATCTGAAcontig291 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig291 Solyc02g Unknown Protein (A  SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  13.2001 30.6173 4.64005 4.70846 4.96803 6.42543
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.604 Detected -1.032 Detected -1.318 0.048 GT Sens contig291 contig291 Copper c               CTTTCAGcontig291 Solyc01g Solyc01g Copper c               GO:00300 GO:00300   contig291 Solyc01g Copper c                GO:00300 SL2.40ch AT5G02600.1  heavy-me     chr5:585  137.585 141.566 40.5619 298.056 43.8207 68.6756
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 -1.226 Detected -1.023 Detected -1.124 0.026 GT Sens contig292 contig292 Calmodul      AACAAGT contig292 Solyc12g Solyc12g Calmodulin-binding protein (AH    contig292 Solyc12g Calmodulin-binding     SL2.40ch AT2G26190.1  calmodu     chr2:111  2015.82 2270.61 1162.57 2067.05 873.467 1059.33
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.061 Detected -2.683 Comprom -1.872 0.149 GT Sens contig293 contig293 Ulp1 prote           GAAAGAAcontig293 Solyc10g Solyc10g Ulp1 protease family C-termina         contig293 Solyc10g Ulp1 protease family         SL2.40ch AT3G44440.1 22.4334 23.3036 16.3067 13.2362 10.4627 3.58079
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.564 Detected -1.439 Detected -1.502 0.002 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  453.418 425.986 354.041 435.161 141.956 163.013
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -1.250 Detected -1.410 Detected -1.330 0.004 GT Sens contig293 contig293 Peroxisom              TTCAACT contig293 Solyc06g Solyc06g Peroxisom              GO:00055 GO:00055    contig293 Solyc06g Peroxisom               GO:00055 SL2.40ch AT4G14305.1  FUNCTIO                                                               chr4:823  1023.87 908.081 1281.05 1232.75 386.998 365.052
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -1.090 Comprom -1.105 Comprom -1.098 0.023 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  15.7371 18.0998 15.861 19.7266 7.56818 7.89401
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -1.189 Detected -1.127 Detected -1.158 0.001 GT Sens contig294 contig294 Unknown   CTTGGTAcontig294 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig294 Solyc04g Unknown Protein (A  SL2.40ch AT2G41330.1  glutaredo     chr2:172  172.327 161.087 89.528 190.437 69.7609 76.7652
GT Sense Sense -0.444 Detected 0.444 Detected 0.000 -2.609 Detected -1.481 Detected -2.045 0.104 GT Sens contig294 contig294 ATP-bind                AATGACT contig294 Solyc09g Solyc09g ATP-bind                GO:00171 GO:00171         contig294 Solyc09g ATP-bind                 GO:00426 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  6091.74 10277 3275.18 3007.75 1238.44 2850.81
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -1.801 Comprom -1.323 Comprom -1.562 0.027 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  11.7058 12.4616 5.20618 11.6017 3.30967 4.85795
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 -0.849 Detected -1.654 Detected -1.252 0.170 GT Sens contig294 contig294 Myb famil                  GATGTCAcontig294 Solyc10g Solyc10g Myb famil                  GO:0045449 contig294 Solyc10g Myb famil                   GO:00454 SL2.40ch AT3G04030.3  myb fami     chr3:104  808.023 1353.36 720.338 922.475 554.189 334.311
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 -1.554 Detected -1.588 Detected -1.571 0.047 GT Sens contig294 contig294 MYB tran               CTACGCCcontig294 Solyc02g Solyc02g MYB tran               GO:00037 GO:00037       contig294 Solyc02g MYB tran                GO:00037 SL2.40ch AT4G0510AtMYB74  AtMYB74           chr4:261  107.99 160.42 76.5722 162.325 42.8023 44.0303
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.801 Comprom -0.963 Comprom -1.382 0.083 GT Sens contig295 contig295 Unknown   AGAAAGGcontig295 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig295 Solyc04g Unknown Protein (A  SL2.40ch AT3G07050.1  GTP-bind     chr3:222  14.49 14.4456 12.8127 13.515 3.96383 7.46476
GT Sense Sense -0.555 Detected 0.555 Detected 0.000 -1.188 Detected -2.150 Detected -1.669 0.151 GT Sens contig295 contig295 Unknown   ACTAGAGcontig295 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig295 Solyc00g Unknown Protein (A  SL2.40ch AT1G12000.1  pyrophos           chr1:405  50.0971 98.6379 57.6618 34.6413 29.466 15.938
GT Sense Sense -0.473 Detected 0.473 Detected 0.000 -1.516 Detected -2.536 Detected -2.026 0.100 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  660.958 1160.41 387.909 703.487 292.338 151.896
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -1.514 Detected -2.303 Detected -1.909 0.059 GT Sens contig296 contig296 Glutamate             CGGCTAGcontig296 Solyc04g Solyc04g Glutamate             GO:00043 GO:00043       contig296 Solyc04g Glutamate              GO:00043 SL2.40ch AT5G1733GAD, GAD   GAD; cal       chr5:571  1117.35 1504.22 1069.97 1658.66 433.316 264.339
GT Sense Sense 0.470 Detected -0.470 Detected 0.000 -1.953 Detected -1.446 Detected -1.700 0.086 GT Sens contig296 contig296 Monooxy               GGGGAA contig296 Solyc09g Solyc09g Monooxy               GO:00551 GO:00551  contig296 Solyc09g Monooxy                GO:00551 SL2.40ch AT3G14170.1  unknown   chr3:469  1984.71 943.449 618.011 772.741 337.402 505.092
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.580 Detected -0.860 Detected -1.220 0.080 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  1027.8 852.733 336.892 1984.14 299.007 518.978
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.968 Detected -1.103 Detected -1.535 0.074 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  995.952 802.07 711.958 457.77 218.159 418.629
GT Sense Sense -0.814 Detected 0.814 Detected 0.000 -1.930 Comprom -3.954 Comprom -2.942 0.152 GT Sens contig300 contig300 Gibberelli                TGTTTACcontig300 Solyc04g Solyc04g Gibberellin regulated protein (A              contig300 Solyc04g Gibberellin regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  23.1369 65.1612 30.3038 61.5525 9.73121 2.51952
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -1.008 Detected -1.138 Detected -1.073 0.007 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  406.27 401.73 373.678 589.972 191.843 184.645
GT Sense Sense 0.397 Detected -0.397 Detected 0.000 -2.836 Detected -2.677 Detected -2.757 0.021 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  100.038 52.6341 14.3979 32.4673 9.70161 11.4151
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -1.584 Detected -1.061 Detected -1.322 0.074 GT Sens contig300 contig300 Unknown   GTATTTT contig300 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig300 Solyc10g036650.1.1 AT4G31100.1  wall-asso     chr4:151  849.626 1139.57 789.662 1172.5 313.457 474.388
GT Sense Sense -0.299 Detected 0.299 Detected 0.000 -1.902 Detected -1.291 Detected -1.596 0.065 GT Sens contig301 contig301 Serine/thr                CGTTAGGcontig301 Solyc07g Solyc07g Serine/thr                GO:00055 GO:00055      contig301 Solyc07g Serine/thr                 GO:00055 SL2.40ch AT1G52540.1  protein k    chr1:195  71.7641 99.0178 52.4527 50.0932 21.5421 34.6513
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -1.644 Comprom -1.267 Detected -1.456 0.030 GT Sens contig301 contig301 Phosphol               ATTCAAA contig301 Solyc04g Solyc04g Phosphol               GO:00046 GO:00046    contig301 Solyc04g Phosphol                GO:00046 SL2.40ch AT4G3579ATPLDDE    ATPLDDE     chr4:169  22.2543 25.9422 15.4844 13.8488 7.33849 10.046
GT Sense Sense -0.813 Detected 0.813 Detected 0.000 -1.034 Detected -2.002 Detected -1.518 0.250 GT Sens contig302 contig302 Plant-spe                     TGCAATT contig302 Solyc12g Solyc12g Plant-specific domain TIGR015                    contig302 Solyc12g Plant-specific doma                     SL2.40ch AT5G42680.1  unknown   chr5:171  829.272 2332.06 909.598 1368.23 648.537 349.16
GT Sense Sense -0.332 Detected 0.332 Detected 0.000 -0.990 Detected -1.689 Detected -1.340 0.109 GT Sens contig303 contig303 F-box fam              ATATCAGcontig303 Solyc09g Solyc09g F-box family protein (AHRD V1           contig303 Solyc09g F-box family protein             SL2.40ch AT3G25250.1 62.3359 90.0731 40.1029 55.9719 36.0159 23.3756
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 -1.877 Detected -0.895 Detected -1.386 0.114 GT Sens contig304 contig304 Cytochro                 TTAGAAT contig304 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig304 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G6490CYP89A2    CYP89A2                 chr1:241  264.958 296.733 54.9438 256.706 72.8877 151.644
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -1.111 Detected -1.898 Detected -1.504 0.088 GT Sens contig304 contig304 Unknown   ATACACCcontig304 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig304 Solyc04g Unknown Protein (A  SL2.40ch AT5G53700.1  INVOLVE                                                          chr5:218  141.708 187.752 78.8265 119.468 72.121 44.0333
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.065 Detected -1.932 Detected -1.499 0.076 GT Sens contig305 contig305 Homeobo                CTTGGAAcontig305 Solyc05g Solyc05g Homeobo                GO:00056 GO:00056     contig305 Solyc05g Homeobo                 GO:00165 SL2.40ch AT5G653 ATHB5, A   ATHB5 (A                 chr5:261  4427.22 3694.23 2725.61 3265.53 1845.25 1066.19
GT Sense Sense -0.527 Detected 0.527 Detected 0.000 -2.833 Detected -1.994 Detected -2.413 0.070 GT Sens contig305 contig305 Glutathion                GTGAAAAcontig305 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig305 Solyc09g Glutathion                 GO:00043 SL2.40ch AT1G7832ATGSTU2   ATGSTU2         chr1:294  84.396 159.805 64.6316 89.2186 15.5598 29.3388
GT Sense Sense -0.548 Detected 0.548 Detected 0.000 -1.467 Detected -2.257 Detected -1.862 0.110 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  849.006 1654.12 624.533 1000.53 409.27 249.427
GT Sense Sense -0.430 Detected 0.430 Detected 0.000 -1.155 Detected -2.065 Comprom -1.610 0.124 GT Sens contig305 contig305 Unknown   TAAATCA contig305 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig305 Solyc09g Unknown Protein (A  SL2.40ch AT1G2412ARL1  ARL1 (AR            chr1:852  23.8669 39.4986 19.2144 51.2549 13.1646 7.38237
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 -1.720 Detected -0.952 Detected -1.336 0.084 GT Sens contig305 contig305 Auxin-reg                 TAGAAGGcontig305 Solyc11g Solyc11g Auxin-regulated protein (AHRD               contig305 Solyc11g Auxin-regulated pro                 SL2.40ch AT5G10150.1  unknown   chr5:318  34.1846 38.6495 25.4164 47.0532 10.5371 18.9047
GT Sense Sense -0.528 Detected 0.528 Detected 0.000 -1.809 Detected -2.836 Detected -2.322 0.088 GT Sens contig306 contig306 Unknown   AACTTAT contig306 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig306 Solyc12g Unknown Protein (A  SL2.40ch AT3G0108WRKY58,   WRKY58;    chr3:255  1328.85 2520.09 1012.06 1388.88 498.799 257.749
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.420 Detected -1.414 Detected -1.417 0.006 GT Sens contig306 contig306 Unknown   AAGGGTAcontig306 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig306 Solyc06g TO54-2 (Fragment) (    SL2.40ch AT3G48185.1  unknown   chr3:177  378.76 294.611 277.026 368.472 119.19 126.114
GT Sense Sense -0.497 Detected 0.497 Detected 0.000 -1.825 Detected -1.733 Detected -1.779 0.070 GT Sens contig306 contig306 ELF4-like                ATAGCAT contig306 Solyc06g Solyc06g ELF4-like protein (AHRD V1 ***-             contig306 Solyc06g ELF4-like protein (A                SL2.40ch AT2G4008ELF4  ELF4 (EA     chr2:167  135.09 245.241 91.903 91.059 49.058 55.0673
GT Sense Sense -0.412 Detected 0.412 Detected 0.000 -1.524 Detected -1.535 Detected -1.529 0.066 GT Sens contig306 contig306 Dirigent p                GGGAGT contig306 Solyc08g Solyc08g Dirigent protein (AHRD V1 ***- Q             contig306 Solyc08g Dirigent protein (AH                SL2.40ch AT4G11190.1  disease r         chr4:682  54.9153 88.663 21.3579 68.3662 23.1667 24.2313
GT Sense Sense -0.384 Detected 0.384 Detected 0.000 -0.964 Detected -1.455 Detected -1.210 0.117 GT Sens contig306 contig306 RING fing                ATGTGAGcontig306 Solyc04g Solyc04g RING fing                GO:00055 GO:00055      contig306 Solyc04g RING fing                 GO:00055 SL2.40ch AT3G0940PLL3  PLL3; ca      chr3:289  1402.74 2177.48 930.431 1670.98 855.285 641.116
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -2.381 Detected -0.891 Detected -1.636 0.165 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  2666.77 1957.39 540.361 5075.43 418.842 1239.03
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -1.239 Detected -2.445 Detected -1.842 0.100 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  364.494 427.386 124.731 184.694 159.66 72.9378
GT Sense Sense 0.406 Detected -0.406 Detected 0.000 -1.053 Detected -1.063 Detected -1.058 0.121 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  62.6843 32.5591 16.9357 28.914 20.7865 21.7488
GT Sense Sense -0.257 Detected 0.257 Detected 0.000 -1.325 Detected -0.864 Detected -1.095 0.086 GT Sens contig308 contig308 Glutathion                AGAGATGcontig308 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig308 Solyc09g Glutathion                 GO:00043 SL2.40ch AT3G5624CCH  CCH (CO      chr3:208  30703.3 39953.6 25766.8 28812.3 13351.2 19352
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -2.896 Detected -2.343 Detected -2.619 0.012 GT Sens contig308 contig308 Heat stres                  GATGAAAcontig308 Solyc04g Solyc04g Heat stres                  GO:00056 GO:00056  contig308 Solyc04g Heat stres                   GO:00036 SL2.40ch AT2G4169AT-HSFB3    AT-HSFB        chr2:173  428.279 447.327 209.159 208.958 56.1532 86.7735
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -1.177 Detected -2.350 Detected -1.763 0.097 GT Sens contig309 contig309 IST1 hom                 AACAGAAcontig309 Solyc05g Solyc05g IST1 homolog (AHRD V1 *--- IST              contig309 Solyc05g IST1 homolog (AHRD                SL2.40ch AT1G13340.1  unknown   chr1:456  282.855 294.178 184.655 364.262 121.789 56.9377
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -2.094 Detected -1.078 Detected -1.586 0.089 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  581.568 538.664 146.491 1342.45 125.16 266.704
GT Sense Sense -0.558 Detected 0.558 Detected 0.000 -1.274 Detected -2.399 Detected -1.837 0.146 GT Sens contig310 contig310 Receptor-                CTAGATAcontig310 Solyc11g Solyc11g Receptor-                GO:00064 GO:00064  contig310 Solyc11g Receptor-                 GO:00055 SL2.40ch AT1G70250.1  receptor     chr1:264  388.092 767.122 486.206 666.938 215.413 104.048
GT Sense Sense -0.251 Detected 0.251 Detected 0.000 -0.973 Detected -1.056 Detected -1.014 0.057 GT Sens contig310 contig310 CONSTAN                GAATTAGcontig310 Solyc07g Solyc07g CONSTAN                GO:00305 GO:00305   contig310 Solyc07g CONSTAN                 GO:00305 SL2.40ch AT5G5718CIA2  CIA2 (CH        chr5:231  803.449 1036.9 580.008 1333.58 444.122 441.628
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.760 Comprom -1.723 Comprom -1.741 0.000 GT Sens contig310 contig310 Unknown   GACTTAGcontig310 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig310 Solyc09g Unknown Protein (A  SL2.40ch ATCG003 PSAA  Encodes                      chrC:396  16.2827 15.2882 4.21577 20.1601 4.44794 4.80849
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -2.181 Detected -1.435 Detected -1.808 0.040 GT Sens contig312 contig312 Laccase (           CCTCTTCcontig312 Solyc04g Solyc04g Laccase (           GO:00480 GO:00480  contig312 Solyc04g Laccase (            GO:00043 SL2.40ch AT2G302 LAC3  LAC3 (lac     chr2:128  5646.89 5421.22 3212.55 1920.73 1164.78 2058.11
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -3.228 Comprom -3.201 Comprom -3.214 0.000 GT Sens contig312 contig312 3%26apos              GTGATGTcontig312 Solyc01g Solyc01g 3%26apos              GO:00036 GO:00036   contig312 Solyc01g 3&apos-5               GO:00036 SL2.40ch AT4G01800.1  preprote       chr4:770  18.5512 17.3483 13.8222 2.88621 1.82849 1.96266
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -3.673 Detected -1.820 Detected -2.746 0.106 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  6950.07 9484.09 3109.47 3073.35 607.851 2313.33
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -1.693 Detected -2.654 Detected -2.173 0.064 GT Sens contig312 contig312 Unknown   TCAGTCAcontig312 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig312 Solyc04g Unknown Protein (A  SL2.40ch AT3G18930.2  zinc finge        chr3:652  175.852 249.805 45.61 176.735 61.9097 33.4943
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 -0.920 Detected -1.367 Detected -1.144 0.091 GT Sens contig313 contig313 Unannota GGGAAGAAACTTGTGTTCCAGATATACTTGATATGGCAATTAGAAAATC contig313 Solyc08g CUGBP E                 GO:00036 SL2.40ch AT1G51790.1 42.6536 58.5386 52.0908 46.4456 25.2182 19.4845
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 -1.422 Detected -1.656 Detected -1.539 0.034 GT Sens contig313 contig313 Unannota TAATGAAATTTGTTTAGAGGAAAATTCAACAAGTTATGATGATGTTAGAGcontig313 Solyc11g Unknown Protein (A  SL2.40ch AT3G24190.1  ABC1 fam    chr3:874  35.4904 46.896 24.8237 27.3913 14.5351 13.0254
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -2.196 Comprom -2.612 Comprom -2.404 0.007 GT Sens contig313 contig313 Unannota TTTTCTTAAAATGGGATTCTTCATATGAAATAATGTTTGATCACTAATAA contig313 Solyc03g Unknown Protein (A              SL2.40ch AT3G28770.1  unknown   chr3:107  12.8519 11.6468 2.1591 7.55503 2.54863 2.01325
GT Sense Sense -0.746 Detected 0.746 Detected 0.000 -0.901 Detected -1.341 Detected -1.121 0.286 GT Sens contig313 contig313 Unannota CCAGTTTATTCACTGCACTTGAACCTCCTTTGTTTTTCAAAACTAAACATcontig313 Solyc06g Protein T               GO:00054 SL2.40ch AT5G1554EMB2773     EMB2773             chr5:504  19.5446 50.1455 14.5955 29.8648 16.0092 12.4324
GT Sense Sense -0.885 Detected 0.885 Detected 0.000 -1.072 Detected -1.554 Detected -1.313 0.288 GT Sens contig313 contig313 Unannota GAGTTTGTTCACTTTGGAGCATTTTTCATTTCTCTTTTCTGTTCCTGTT contig313 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  185.298 575.77 149.683 216.741 148.295 111.88
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 -1.118 Detected -1.071 Detected -1.095 0.057 GT Sens contig314 contig314 Unannota GTGATAAATTAGTGATCTTTGGTGGTAGTGGTGAAGGTGAGGCAAACTAcontig314 Solyc01g Kelch domain-conta                 SL2.40ch AT1G65040.3  protein b       chr1:241  25.1308 33.3738 16.2368 23.0707 12.7355 13.8669
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.077 Comprom -2.120 Comprom -1.598 0.092 GT Sens contig314 contig314 Unannota AAAGAGTACATACTCAGCAAGCCAGAAACTCAGAAACCCAAACTTAACT contig314 Solyc08g Unknown Protein (A  SL2.40ch AT5G43560.2  meprin a           chr5:175  12.8318 11.7566 4.67507 8.43087 5.55855 2.8434
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.458 Detected -0.812 Detected -1.135 0.077 GT Sens contig315 contig315 Unannota AGTGATGAATGGATGAAGAAATCCCTAATTTTCCCAGCAGAATCTCAAT contig315 Solyc05g009440.1.1 AT1G6806ATMAP70   ATMAP70        chr1:255  81.3317 83.0966 39.1046 97.6872 28.5735 47.1122
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.515 Comprom -1.873 Comprom -1.694 0.021 GT Sens contig315 contig315 Dof zinc f               TGGAAGAcontig315 Solyc05g Solyc05g Dof zinc f               GO:0045449 contig315 Solyc05g Dof zinc f                GO:00454 SL2.40ch AT5G66940.1  Dof-type      chr5:267  16.8625 12.081 12.3879 13.8974 4.76685 3.92062
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 -0.980 Detected -1.312 Comprom -1.146 0.059 GT Sens contig316 contig316 Unannota CCGTGTTACATAGTCTATAGTGATGAGATTAATCAAAATTCTGAACTTAAcontig316 Solyc10g Nodulin M                     GO:00160 SL2.40ch AT5G5407AT-HSFA9    AT-HSFA        chr5:219  20.3311 25.8545 30.8734 16.5938 11.095 9.29166
GT Sense Sense -0.419 Detected 0.419 Detected 0.000 -1.096 Detected -1.200 Detected -1.148 0.113 GT Sens contig316 contig316 Unannota TTTAAGTATGCAATTGGAACAACGTATCGTTTCTTCTTCTCTGTTTCTCCcontig316 Solyc01g Auxin-ind                  GO:00055 SL2.40ch AT4G38840.1  auxin-res     chr4:181  23.1132 37.6584 22.5549 23.5163 13.1752 12.9202
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -0.916 Detected -1.509 Detected -1.213 0.082 GT Sens contig316 contig316 Unannota CTTGATCTATGTCTTGATCTCTGACATCTAAGAGGTGATTTGTCGGGTT contig316 Solyc10g MYB tran              GO:00036 SL2.40ch AT2G0768ATMRP11  ATMRP1          chr2:351  26.5711 32.9832 15.9544 14.5806 14.9781 10.4625
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.669 Comprom -1.627 Comprom -1.648 0.002 GT Sens contig317 contig317 Unknown   TTTTAAG contig317 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig317 Solyc07g Multidrug                   GO:00052 SL2.40ch AT5G24140.1 15.621 15.8818 4.22347 7.81421 4.72901 5.12951
GT Sense Sense -0.417 Detected 0.417 Detected 0.000 -1.986 Comprom -1.194 Comprom -1.590 0.110 GT Sens contig317 contig317 Unannota GAAGTGAGCAATTTAAAGAATTTTGTTGTGAACCATGACATGGCACATG contig317 Solyc09g HAT famil                  GO:00469 SL2.40ch AT3G52700.1  unknown   chr3:195  11.0688 18.0009 3.17016 9.96793 3.40137 6.20787
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -1.003 Comprom -1.633 Comprom -1.318 0.070 GT Sens contig317 contig317 Unannota TCGAATTTGTGTTTGTTGAAGGTTGGTGAAACAAGATTTGCCTCAAACA contig317 Solyc09g HAT famil                  GO:00469 SL2.40ch AT3G52700.1  unknown   chr3:195  15.4253 10.8233 3.35055 15.4019 6.15397 4.19179
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 -1.399 Comprom -1.228 Comprom -1.314 0.016 GT Sens contig317 contig317 Unannota CAGTTGTTATGAACAGTATCGAATAAAGGGTATTGTCTAGGAAACTGTG contig317 Solyc04g F-box/kelch-repeat p               SL2.40ch AT5G43190.1  F-box fam     chr5:173  18.8203 20.9601 13.2771 16.7668 7.19067 8.52968
GT Sense Sense -0.676 Detected 0.676 Detected 0.000 -1.143 Detected -2.268 Comprom -1.706 0.192 GT Sens contig317 contig317 Unannota GATACTATTGGATTCAAGATGTGTTGGATTCTAGGTTGCTTGAACTTAC contig317 Solyc06g Gag-Pol polyprotein    SL2.40ch AT4G12740.1  adenine-      chr4:749  21.7528 50.6478 20.013 16.8822 14.3542 6.9307
GT Sense Sense -0.392 Detected 0.392 Detected 0.000 -1.753 Comprom -1.604 Comprom -1.678 0.052 GT Sens contig317 contig317 Unannota CTTTTGATTGGCAGAAAGTAATGATCCGGATGTCGGTTGCTTTGTCGTAcontig317 Solyc02g Hydrolase                GO:00038 SL2.40ch AT1G17330.1  metal-dep       chr1:592  13.4033 21.0268 3.22161 6.87346 4.75659 5.55674
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -1.246 Detected -1.189 Detected -1.217 0.022 GT Sens contig318 contig318 Unannota GAGTCAGTGAGTTCAAAAATATGTGTGTGGTTTAATTGTATCGATACAT contig318 Solyc12g Unknown Protein (A  SL2.40ch AT1G68390.1  unknown   chr1:256  755.613 886.806 763.969 661.982 329.585 361.174
GT Sense Sense -0.328 Detected 0.328 Detected 0.000 -2.807 Comprom -1.682 Comprom -2.244 0.075 GT Sens contig318 contig318 Unannota GCTCTTTAATGTCTACATTTTAATGTTTTGCTTTGTTTTAGGTTCCTGTTcontig318 Solyc09g Unknown Protein (A  SL2.40ch AT5G06690.2 14.0379 20.1549 13.0021 7.72007 2.29521 5.27332
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -1.403 Detected -1.571 Detected -1.487 0.061 GT Sens contig318 contig318 Unannota GGTATTGAAAAAGAGAAGAGCCAAGTTGAGGACGATCAAGAACAAATTT contig318 Solyc12g Katanin p                 GO:00055 SL2.40ch AT2G04850.1 79.9801 123.006 56.0593 62.3195 35.8142 33.5746
GT Sense Sense -0.376 Detected 0.376 Detected 0.000 -1.206 Detected -1.932 Detected -1.569 0.095 GT Sens contig318 contig318 Unannota GGAGGGAATTTTATGTTTTGAAGTGGTCAAATTGAAGAAAATGAGGAGT contig318 Solyc01g Sterol 4-a                GO:00800 SL2.40ch AT1G53035.1  unknown   chr1:197  92.2782 141.697 68.1 92.4695 47.3185 30.1536
GT Sense Sense -0.416 Detected 0.416 Detected 0.000 -1.334 Detected -2.059 Detected -1.696 0.092 GT Sens contig318 contig318 Unannota TAATTCAACAAATTCTCTTGAGTTATTATGTACTTATAATTGGTGTTTCT contig318 Solyc01g Sterol 4-a                GO:00800 SL2.40ch AT1G53035.1  unknown   chr1:197  45.6133 74.0712 31.73 34.4058 22.0133 14.0376
GT Sense Sense -1.045 Detected 1.045 Detected 0.000 -1.533 Detected -1.078 Detected -1.306 0.346 GT Sens contig318 contig318 Unannota AAGTCTACGCACTTACCAATGATCTGCAATTCCTGGAAATGCACAAGCC contig318 Solyc04g Pentatrico                GO:00037 SL2.40ch AT3G05240.1  pentatric      chr3:149  16.8419 65.3316 14.5984 18.8142 10.9423 15.8051
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 -1.114 Detected -1.004 Detected -1.059 0.084 GT Sens contig319 contig319 Unannota GAGGTAAGAATAAGATTTATATACATTTCATGACCTGCTTATGAAATCATcontig319 Solyc10g Linalool s                GO:00340 SL2.40ch AT5G38850.1  disease r       chr5:155  39.46 23.0001 15.1375 32.478 13.292 15.1144
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.717 Detected -1.683 Detected -1.700 0.004 GT Sens contig320 contig320 Unannota CCAAGGCTTCACCAAATTTGAAAGAATTAGAAAATGTTTATGTTACTGG contig320 Solyc06g Adaptin e                     GO:00055 SL2.40ch AT5G0936LAC14  LAC14 (la     chr5:290  886.517 694.595 442.511 603.872 227.948 245.86
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -2.262 Comprom -1.594 Comprom -1.928 0.029 GT Sens contig321 contig321 Unannota TGACAAGAAAATACAAAGTCAAGAGGAGGGCTATACAGTCGTTGGAAAGcontig321 Solyc12g Potassium             GO:00160 SL2.40ch AT2G32000.2  DNA topo     chr2:136  17.277 14.7722 4.35233 6.06468 3.17911 5.32327
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -1.339 Detected -1.780 Detected -1.560 0.026 GT Sens contig321 contig321 Unannota TACAGTGTCCTTTCTGTTGTTGGGGAAAAATCGAAGATTTCACATGGTA contig321 Solyc01g065760.1.1 AT4G10540.1  subtilase    chr4:651  164.088 180.094 210.678 231.267 64.8609 50.3474
GT Sense Sense 0.408 Detected -0.408 Detected 0.000 -3.130 Comprom -4.607 Comprom -3.868 0.044 GT Sens contig322 contig322 Unannota ATGCTCCATTTGCTACTTACCATAGACACAACTATGATCACCTCCGTTC contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  69.5417 35.9918 3.22443 1.93578 5.45803 2.06486
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -2.710 Comprom -2.729 Comprom -2.719 0.002 GT Sens contig322 contig322 Unannota CATTTACCTAGAAGATTAGAAGCAACTTTCGAAATCTTCAGGAAATCTG contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  15.8992 12.2043 2.10193 2.01506 2.03277 2.11424
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -1.018 Detected -1.198 Detected -1.108 0.046 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  35.3201 44.2648 47.0965 45.0333 18.6433 17.3366
GT Sense Sense -0.332 Detected 0.332 Detected 0.000 -1.263 Detected -1.342 Detected -1.302 0.060 GT Sens contig324 contig324 Unannota GCGATGGTGCCTTTTATGCAAGATTTTTTCATACTTGTATTGAAAATCG contig324 Solyc08g Genomic DNA chrom                  SL2.40ch AT5G4860ATSMC3,    ATSMC3             chr5:197  1680.75 2428.92 1141.39 1493.53 803.774 802.022
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -1.026 Detected -1.215 Detected -1.120 0.019 GT Sens contig324 contig324 Unannota GTCCTGAAATCTATAATTAGTCTACTCTGATTACAGATAGATAACCTACTcontig324 Solyc04g Ribonucle                   GO:00036 SL2.40ch AT5G4327SPL2  SPL2 (SQ            chr5:173  45.0184 48.9537 41.8233 26.327 22.0138 20.3478
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -0.869 Detected -1.209 Detected -1.039 0.034 GT Sens contig324 contig324 Unannota AGCCCCCAAGTGCCTTTGCATGGTAGCAGCACTTTCTTTTTTAGTCAAT contig324 Solyc11g Unknown Protein (A  SL2.40ch AT5G40490.1  RNA reco      chr5:162  41.0106 32.7163 17.8322 20.0105 19.1456 15.9391
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.233 Comprom -3.046 Comprom -2.140 0.142 GT Sens contig324 contig324 Unannota GGAAGTAAGACTTCCATTTTCTTTTCATCTAAACATTTGTAGAGGATATAcontig324 Solyc04g Auxin F-box protein                SL2.40ch AT4G1657ATPRMT7    PRMT7 (P       chr4:933  16.9937 16.5005 9.29953 20.0495 6.80163 2.03929
GT Sense Sense -0.198 Detected 0.198 Detected 0.000 -1.401 Detected -1.477 Detected -1.439 0.019 GT Sens contig326 contig326 Aspartic p              GCTTTTGcontig326 Solyc08g Solyc08g Aspartic p              GO:00065 GO:00065  contig326 Solyc08g Aspartic p               GO:00036 SL2.40ch AT4G35280.1  zinc finge       chr4:167  1647.98 1976.3 1771.33 2293.81 652.643 652.131
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -1.794 Detected -0.832 Detected -1.313 0.114 GT Sens contig327 contig327 Unannota GACACACCAAAGTAGAGAAGTAATAGAGAGTAGAGAGAGTAATCCACAA contig327 Solyc05g Transposon Ty1-A G                  SL2.40ch AT4G13650.1  pentatric      chr4:793  771.492 778.567 285.386 490.969 213.351 437.949
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 -1.275 Detected -1.203 Detected -1.239 0.087 GT Sens contig327 contig327 Unannota CTACGAATGAAAGCTATTCTTGACCCACAAATGAGGAAACTTTGCCCTC contig327 Solyc05g Transposon Ty1-A G                  SL2.40ch AT4G13650.1  pentatric      chr4:793  1729.75 2704.08 1158.51 1277.57 853.331 945.212
GT Sense Sense 0.295 Detected -0.295 Detected 0.000 -1.316 Detected -1.053 Detected -1.184 0.067 GT Sens contig327 contig327 Unannota TATATATTGTAGCCTCCAGTAAGAATAAGATGATGTTGGATCTTTGAGG contig327 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  2680.59 1623.44 1343.34 1610.32 800.263 1011.76
GT Sense Sense -0.317 Detected 0.317 Detected 0.000 -1.494 Comprom -1.827 Comprom -1.660 0.043 GT Sens contig327 contig327 Unannota TTTGATCAACGAAAAAACAGAGACTCACGAAAACGAAGAGGGGATAGGT contig327 Solyc08g ORM1-like              GO:00428 SL2.40ch AT5G42000.1  ORMDL f    chr5:167  16.3287 23.0897 5.65888 4.95374 6.58264 5.50594
GT Sense Sense 0.204 Detected -0.204 Detected 0.000 -1.971 Comprom -1.892 Comprom -1.932 0.011 GT Sens contig327 contig327 Unannota TGCCTTCCTGTTTCTAATCAGACACCAGAGCAGAGTCACCTCACAAAGC contig327 Solyc04g Early resp                   GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  26.0904 17.9166 14.6311 11.8884 5.26417 5.86151
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -1.299 Detected -2.086 Detected -1.693 0.064 GT Sens contig328 contig328 Unannota TTTCTGCAACATTGAAGTCGTAATTTATAGTCATCAACAATATATATATA contig328 Solyc12g Translatio                   GO:00422 SL2.40ch AT5G1018AST68, SU   AST68; s     chr5:319  90.1248 111.655 52.3481 101.749 38.9134 23.7701
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -0.961 Detected -1.728 Detected -1.345 0.075 GT Sens contig328 contig328 Unannota AAGAAGAAATTCCAATAACATTTGAACAGGCCCAAACAATTTTGGGTCA contig328 Solyc08g Unknown Protein (A  SL2.40ch AT1G30640.1  protein k    chr1:108  682.108 692.709 346.104 541.16 337.04 208.76
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.049 Detected -1.466 Detected -1.257 0.027 GT Sens contig328 contig328 Unannota GGACAGGTCATTGAATTTGGAATTTGGGCTAAAAGCACAAGTTCAATAT contig328 Solyc08g Unknown Protein (A  SL2.40ch AT1G30640.1  protein k    chr1:108  1394.26 1244.29 699.035 1060.8 607.771 479.671
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -1.310 Detected -1.007 Detected -1.158 0.040 GT Sens contig328 contig328 High mob                 AATCTAT contig328 Solyc12g Solyc12g High mob                 GO:00056 GO:00056 contig328 Solyc12g High mob                  GO:00056 SL2.40ch AT1G76110.1  high mob            chr1:285  56.5313 39.9545 64.0232 38.722 18.3009 23.7911
GT Sense Sense -0.293 Detected 0.293 Detected 0.000 -1.145 Detected -1.443 Detected -1.294 0.059 GT Sens contig328 contig328 Unannota GCGAAAATTAAACAAATGCTAGAACAGACGACTATTGCTTCCTGATTTT contig328 Solyc07g LanC-like                GO:00104 SL2.40ch AT1G15510.1  pentatric      chr1:532  104.95 143.573 84.3573 133.895 53.0078 45.4285
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 -3.436 Comprom -2.598 Comprom -3.017 0.023 GT Sens contig328 contig328 Unannota TTGTGTTTCAATTATATATGTATGCCTTTTTTAATTAAGAATAAAAAGAA contig328 Solyc01g Legumin-               GO:00082 SL2.40ch AT4G39753.1 33.515 41.0107 20.1879 56.9949 3.27024 6.16167
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -1.258 Detected -1.483 Detected -1.371 0.018 GT Sens contig329 contig329 Unannota CGATAATATGAATTTTCACTGATCATATCGATTCGGATAATCTCATATACcontig329 Solyc09g Unknown           GO:00055 SL2.40ch AT1G15040.2  glutamine   chr1:518  51.7944 58.0685 29.2926 50.6832 21.8918 19.7317
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -0.930 Detected -2.021 Comprom -1.476 0.121 GT Sens contig329 contig329 Unannota GGTGGAAAATAAGAGAAAGAACTGTACATCATCTGAAATCTTCTTGTAC contig329 Solyc09g Unknown           GO:00055 SL2.40ch AT1G15040.2  glutamine   chr1:518  23.2506 17.157 16.1871 16.6822 10.0111 4.94945
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.133 Detected -1.583 Detected -1.358 0.027 GT Sens contig329 contig329 Unannota GGCTTTAGTGATGTAGCTTCTGCTTTTTAGACTTTTAGCAGTAGTATAG contig329 Solyc01g011270.1.1 AT4G08910.1 641.386 602.923 746.135 1428.66 270.694 208.872
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.246 Detected -1.505 Detected -1.375 0.010 GT Sens contig329 contig329 Unannota TTTTAGCAAAGACTTTTCCTCCATTTTCTACCTATCCATTATTTTTTTAC contig329 Solyc01g011270.1.1 AT4G08910.1 391.487 377.005 474.543 857.895 154.642 136.187
GT Sense Sense -0.683 Detected 0.683 Detected 0.000 -1.598 Comprom -1.868 Comprom -1.733 0.131 GT Sens contig329 contig329 Unannota GCAAGGGCATGGATAGTTTCTCACTACTCTACATTTTTATGCATTTTCA contig329 Solyc11g Unknown Protein (A              SL2.40ch AT1G05370.1  FUNCTIO                                                                                         chr1:156  15.617 36.716 14.828 11.7272 7.5502 6.60044
GT Sense Sense -0.521 Detected 0.521 Detected 0.000 -1.370 Detected -1.565 Detected -1.468 0.109 GT Sens contig329 contig329 Unannota GGGTAATGTATGGCCATTTGGAATTTTGAGAACAAAATCTTGATGGGGTcontig329 Solyc11g Unknown Protein (A              SL2.40ch AT1G05370.1  FUNCTIO                                                                                         chr1:156  46.2501 86.7811 39.4638 37.8079 23.3993 21.5404
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -0.845 Detected -2.194 Comprom -1.519 0.153 GT Sens contig329 contig329 Unannota ATCTCATCTATTGTACAAGCAAAACTGTTCTCTGTACATTAGGTCTACATcontig329 Solyc12g Photosys                       GO:00160 SL2.40ch AT1G0695ATTIC110    TIC110 (T           chr1:213  17.7187 16.8293 8.08044 15.0958 9.18132 3.79568
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 -2.089 Detected -2.409 Detected -2.249 0.020 GT Sens contig330 contig330 Unannota AATTGATGTATTGAACTTTTTCATTTTTACAAAATCGTCTGAATTTGTTG contig330 Solyc11g Flowering                GO:00084 SL2.40ch AT3G19080.1 239.761 323.465 132.929 251.679 62.5166 52.7421
GT Sense Sense -0.272 Detected 0.272 Detected 0.000 -1.855 Detected -2.242 Detected -2.048 0.026 GT Sens contig330 contig330 Unannota TTTTCCTCGACAATTAACGAAAAGACTCTGTTTATTTTTTATGAAGCACTcontig330 Solyc11g Flowering                GO:00084 SL2.40ch AT3G19080.1 443.475 589.811 305.188 538.188 134.981 108.778
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 -1.304 Comprom -1.625 Comprom -1.464 0.023 GT Sens contig330 contig330 Unannota ACCGAGTGATAATTATATGTAAAAAGGTTCAGATTGAGACCAGGATCAG contig330 Solyc11g SKP1 (AH                  GO:00055 SL2.40ch AT5G4219ASK2, SK   ASK2 (AR          chr5:168  10.8463 12.372 3.79426 58.6297 4.48024 3.77754
GT Sense Sense 1.305 Detected -1.305 Detected 0.000 -2.611 Comprom -1.435 Detected -2.023 0.293 GT Sens contig331 contig331 Unannota CCATATCACATTAGATCCGTGACAGAAAAACCCTAAAGCTTACAAGAAG contig331 Solyc12g019900.1.1 AT5G16550.1  unknown   chr5:540  122.04 18.2135 5.75149 49.3123 7.36581 17.5467
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.185 Comprom -1.471 Comprom -1.328 0.012 GT Sens contig331 contig331 Unannota TCAGAGAGGCCCAGTGGCAATTTCTTCAAGGGACCATAGTTCATGGCTGcontig331 Solyc01g Acyl-CoA                GO:00066 SL2.40ch AT4G00520.3  acyl-CoA     chr4:227  13.1147 12.5515 4.25322 4.35575 5.3873 4.65528
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.345 Comprom -1.249 Comprom -1.297 0.007 GT Sens contig332 contig332 Unannota CGGAGTTTTTGTGAATGTAGACAAAATTTGACAGAAATAGAGATAAGAT contig332 Solyc04g Mitogen-a                 GO:00064 SL2.40ch AT5G64340.1 18.3835 14.583 3.89816 12.4865 6.15408 6.93235
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.294 Detected -0.850 Detected -1.072 0.044 GT Sens contig332 contig332 Unannota CTTCTATTATACAATAAATTTATCATTTGTAGAAACAGTATGTACAAATT contig332 Solyc11g CCR4-NO                    GO:00036 SL2.40ch AT2G20330.1  transduc          chr2:877  187.456 154.346 150.643 151.253 66.2511 94.9603
GT Sense Sense -0.838 Detected 0.838 Detected 0.000 -0.841 Detected -1.850 Comprom -1.345 0.303 GT Sens contig333 contig333 Unannota ATCTCCACAATTATATGGCCGGGAACAGTTAAGACGGGATGTAAACCAT contig333 Solyc03g AT3g47831/T23J7 (A    SL2.40ch AT4G03230.1  ATP bind               chr4:141  12.6024 36.7299 5.3281 3.70931 11.4669 6.005
GT Sense Sense -0.312 Detected 0.312 Detected 0.000 -1.546 Detected -1.046 Detected -1.296 0.084 GT Sens contig333 contig333 Unannota CTTGTAAAAAGGATTTATATGTCATATCAAATATACTGTTAATTAATTAC contig333 Solyc11g Unknown Protein (A  SL2.40ch AT4G14105.1 76.139 107.002 51.3565 82.0651 29.5051 43.9848
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -0.931 Detected -1.352 Detected -1.141 0.032 GT Sens contig333 contig333 Unannota GTGGAGGAAGACAAGCCATGTAAACGAAAGATGAAAATTCGTTGATTCAcontig333 Solyc00g Dehydrog                   GO:00081 SL2.40ch AT4G29960.1  unknown   chr4:146  37.0494 33.4821 24.4093 35.149 17.6426 13.883
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 -1.249 Detected -1.594 Detected -1.422 0.026 GT Sens contig333 contig333 Unannota CGTAGTTTTTTAGGGATTAGTTAATAGTTATTCCTACAGAGGATTTGAT contig333 Solyc00g Dehydrog                   GO:00081 SL2.40ch AT4G29960.1  unknown   chr4:146  154.656 174.947 94.7943 162.233 66.095 54.7981
GT Sense Sense 0.951 Detected -0.951 Detected 0.000 -0.884 Detected -2.698 Detected -1.791 0.306 GT Sens contig334 contig334 Unannota CTTGAGCTTATGGCTAGTGGTGGATAGTATATGAAGGGTGACATTTTTAcontig334 Solyc05g Transcrip               GO:00037 SL2.40ch AT5G62610.1 393.251 95.9567 49.1999 262.123 100.499 30.1134
GT Sense Sense -0.532 Detected 0.532 Detected 0.000 -0.925 Detected -2.889 Detected -1.907 0.230 GT Sens contig334 contig334 Unannota CCTTTTGTGCAAATAAGAGAGGAGTGTATAGTATGCATTCCTTTGTGTG contig334 Solyc06g Acetyl est               GO:00048 SL2.40ch AT1G6270VND5, AN   ANAC026     chr1:232  4694.2 8953.09 10316.1 11928.6 3260.22 880.223
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -0.948 Detected -1.602 Detected -1.275 0.064 GT Sens contig335 contig335 Unannota CTGTTCAAACTATGTCCTAACTTGTGGCTATCAAGTTTGGAGGTTGTAG contig335 Solyc05g Pyrrolido                  GO:00082 SL2.40ch AT3G0305CSLD3, K    CSLD3 (C           chr3:687  98.2982 101.426 52.4394 79.2543 49.4235 33.0857
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 -0.975 Detected -1.782 Detected -1.379 0.092 GT Sens contig335 contig335 Unannota GAAAGATGAGCTATCTATCCTTGTGAAAGACCAAATTTATAGGCGATAC contig335 Solyc05g Pyrrolido                  GO:00082 SL2.40ch AT3G0305CSLD3, K    CSLD3 (C           chr3:687  61.2529 73.8433 33.3576 55.7335 32.6591 19.6745
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 -2.196 Comprom -1.707 Comprom -1.951 0.044 GT Sens contig335 contig335 Unannota CTTAGGTACTTTTAGCCCAGCTTATGAAGAAAACATTTGTGACTGTTTC contig335 Solyc01g Unknown              GO:00062 SL2.40ch AT3G43850.1  unknown   chr3:157  16.5841 24.4943 5.85909 12.5166 4.20094 6.2123
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 -1.086 Comprom -1.989 Comprom -1.537 0.078 GT Sens contig335 contig335 Unannota CTATCTTTTAATATGATATTTGTGCTTCCTTCATGCTGATCGAACCTGTGcontig335 Solyc08g Unknown Protein (A  SL2.40ch AT5G1663ATRAD4,   RAD4; da     chr5:545  14.005 14.0882 2.22593 10.8346 6.3194 3.55877
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 -0.967 Detected -1.464 Detected -1.216 0.095 GT Sens contig336 contig336 Unannota AAGTTGTTGGAGCTTGGATAGTTCTTAATATTGCTTCATAAAAAGGCAT contig336 Solyc04g Pollen allergen Phl p                   SL2.40ch ATCG001 ATPI  Encodes                             chrC:140  3784.55 5372.89 2493.96 3431.95 2202.24 1644.15
GT Sense Sense -0.379 Detected 0.379 Detected 0.000 -1.068 Detected -1.444 Detected -1.256 0.097 GT Sens contig336 contig336 Unannota TAAGTACTTTCATATGTAACATGGTATTACTTGTGGGATTCCTAATGGA contig336 Solyc04g Pollen allergen Phl p                   SL2.40ch ATCG001 ATPI  Encodes                             chrC:140  2018.35 3109.72 1361.31 1912.63 1140.68 926.52
GT Sense Sense -0.745 Detected 0.745 Detected 0.000 -0.963 Detected -1.977 Detected -1.470 0.244 GT Sens contig336 contig336 Unannota GCTGCATTCTACCATCATCCTCCAAAGTGACCAATCTTTTGTTTTTGTA contig336 Solyc07g Retroelement pol po     SL2.40ch AT3G51690.1 48.1496 123.262 63.3799 35.8597 37.7457 19.6926
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.578 Detected -0.982 Detected -1.280 0.050 GT Sens contig336 contig336 Unannota AGTAATCCTAGAAGCACAATAATAGCTATTTGTGAGGTAGCCATGATGT contig336 Solyc01g Beta-gluc                GO:00059 SL2.40ch AT1G6637MYB113,   MYB113           chr1:247  397.053 352.953 291.833 361.18 119.694 190.606
GT Sense Sense -1.005 Detected 1.005 Detected 0.000 -0.992 Detected -1.054 Detected -1.023 0.416 GT Sens contig336 contig336 Unannota GGAGCTTGTCGATGAAGTCAAGTGAAGAAGAAGTCAGAGAACTTCTTTAcontig336 Solyc12g Armadillo                GO:00054 SL2.40ch AT5G47530.1  auxin-res     chr5:192  19.5316 71.7207 46.6302 32.581 17.9723 18.1315
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -1.653 Comprom -1.237 Comprom -1.445 0.035 GT Sens contig337 contig337 Unannota ATTATTATCAATTATATTTATCAAAACACACATACATAAACTATCATTTGTcontig337 Solyc07g Proteinas                   GO:00048 SL2.40ch AT5G25820.1  exostosin    chr5:899  17.674 12.4656 9.89054 12.163 4.50715 6.33703
GT Sense Sense -0.533 Detected 0.533 Detected 0.000 -1.230 Detected -1.519 Detected -1.374 0.131 GT Sens contig338 contig338 Calmodul             CGAGCTAcontig338 Solyc06g Solyc06g Calmodul             GO:00055 GO:00055    contig338 Solyc06g Calmodul              GO:00055 SL2.40ch AT4G1464CAM8  CAM8 (CA       chr4:839  107.827 205.774 224.74 279.197 60.6373 52.283
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -1.049 Detected -1.485 Detected -1.267 0.038 GT Sens contig338 contig338 Unannota ATGAAGTGTACATATGGAGAAGTGAGAACCTTCATCCTTGGCATACTCGcontig338 Solyc01g Unknown Protein (A  SL2.40ch AT4G3546ATNTRB,    NTRB (NA        chr4:168  65.4561 71.2588 21.2391 27.1917 31.5196 24.5456
GT Sense Sense -1.021 Detected 1.021 Detected 0.000 -1.089 Detected -1.524 Detected -1.306 0.337 GT Sens contig338 contig338 Unannota AGACCATCCATGTGGAACAATTTGTACTATCATAAAACAACTATTTGGACcontig338 Solyc08g Endogluc                 GO:00088 SL2.40ch AT1G26200.1 136.069 510.578 111.552 262.181 118.325 92.2055
GT Sense Sense -1.031 Detected 1.031 Detected 0.000 -0.981 Detected -1.545 Detected -1.263 0.359 GT Sens contig338 contig338 Unannota CTATAACCATATGTCTTTACCTTTTTCTTGCTAAAAGCTCTATAGGACAGcontig338 Solyc08g Endogluc                 GO:00088 SL2.40ch AT1G26200.1 179.438 683.539 143.585 351.577 169.444 120.718
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -3.195 Comprom -1.775 Detected -2.485 0.077 GT Sens contig339 contig339 Stig1 (Fra              GTTACAAcontig339 Solyc07g Solyc07g Stig1 (Fragment) (AHRD V1 *-*-           contig339 Solyc07g Stig1 (Fragment) (AH              SL2.40ch AT2G1726GLR2, AT     GLR2 (GL         chr2:750  36.7241 42.6939 6.66964 46.0596 4.12851 11.6388
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 -2.137 Comprom -0.845 Comprom -1.491 0.157 GT Sens contig339 contig339 Unannota CACTGAGGGAAAGACTCATCAACATAATTGCAGAAGCAAAGAGGGGAGAcontig339 Solyc01g Serine/thr                  GO:00170 SL2.40ch AT1G59830.1 13.0476 15.5158 8.00792 13.556 3.08827 7.97019
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.053 Detected -1.078 Detected -1.065 0.001 GT Sens contig339 contig339 Unannota GCAGAACATCTCCCTCCAATCAATTGAATCTATAAGTTGACGCAATATC contig339 Solyc05g Transmem                   GO:00055 SL2.40ch AT5G42140.1  zinc finge             chr5:168  60.5427 56.9769 33.5804 43.6109 27.0347 27.9873
GT Sense Sense -0.477 Detected 0.477 Detected 0.000 -3.061 Comprom -2.101 Comprom -2.581 0.062 GT Sens contig339 contig339 Unannota GCACAAACAGAATGAACAAGCTTTTCAACTGCAAATCTGCAATAAATGAAcontig339 Solyc10g Polyaden                  GO:00037 SL2.40ch AT5G25440.1 14.6413 25.8751 2.16939 6.55911 2.22641 4.56537
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -1.881 Comprom -1.245 Detected -1.563 0.056 GT Sens contig340 contig340 Unannota TAATGAATGAGTAAAAATAATCATTTGCCAAATGTAAAGTACCTACAACAcontig340 Solyc09g Nicotiana lesion-ind               SL2.40ch AT4G14420.1  lesion ind    chr4:830  21.449 26.6304 17.7038 20.8748 6.19429 10.1414
GT Sense Sense 0.853 Detected -0.853 Detected 0.000 -2.986 Comprom -1.739 Detected -2.362 0.155 GT Sens contig340 contig340 Unannota CATTAATGTTTTCATTCTAGAGCCTGACTCAACCCTAAATCCTCTTCAAGcontig340 Solyc04g Transposase family               SL2.40ch AT5G1513WRKY72,   WRKY72;    chr5:490  112.073 31.3125 2.9165 36.35 7.13887 17.8552
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -2.834 Detected -2.484 Detected -2.659 0.004 GT Sens contig340 contig340 Unannota AACAACAAAACTGTAAAAGACCAAAAAATTGTAAAAATCAGTTGAACAAA contig340 Solyc10g Early response to de                 SL2.40ch AT5G62270.1  FUNCTIO                                                         chr5:250  272.168 241.485 139.907 147.017 34.3282 46.1034
GT Sense Sense 0.404 Detected -0.404 Detected 0.000 -0.833 Detected -1.622 Comprom -1.228 0.162 GT Sens contig340 contig340 Unannota CCAGACCCGAATTTGTTTCTCAGTAAAGAAAAAGGATAAGCTTTCGGCA contig340 Solyc11g Unknown Protein (A  SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  26.2134 13.6522 6.82073 20.379 10.1365 6.1821
GT Sense Sense -0.546 Detected 0.546 Detected 0.000 -2.152 Detected -2.292 Detected -2.222 0.056 GT Sens contig341 contig341 LRR recep                  GTTGATTcontig341 Solyc07g Solyc07g LRR recep                  GO:00055 GO:00055        contig341 Solyc07g Receptor   GO:00055 SL2.40ch AT2G24130.1  leucine-r        chr2:102  78.2726 152.055 37.2083 29.3529 23.4407 22.4024
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -2.162 Comprom -2.241 Comprom -2.202 0.005 GT Sens contig342 contig342 Unannota CACAGCTAAATGTCCGCGCATTTAATTGTCCAAAAAATGTTCCATTCATTcontig342 Solyc07g Os02g0169000 prote      SL2.40ch AT5G54890.1  RNA bind   chr5:222  12.2177 13.6868 2.8943 11.7633 2.75802 2.75211
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -0.997 Detected -1.020 Detected -1.009 0.075 GT Sens contig344 contig344 Unannota GGTTGAGAAGATTGTTGAAGTAACTCAATTTTCCATTAATTGAAGCCAC contig344 Solyc04g Copia-type polyprot     SL2.40ch AT4G21040.1  Dof-type      chr4:112  5707.81 7805.54 3473.47 3813.81 3192.81 3311.15
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.829 Comprom -1.304 Comprom -1.567 0.035 GT Sens contig345 contig345 Unannota CACACAAGAACAATGGCTCTCCTGGATGATGAGTATTTTTATCTCAAGA contig345 Solyc02g055540.1.1 AT5G2358CDPK9, A     CDPK9 (C                       chr5:795  13.7582 10.219 2.42168 3.7877 3.18681 4.82991
GT Sense Sense -0.785 Detected 0.785 Detected 0.000 -2.184 Detected -2.118 Detected -2.151 0.111 GT Sens contig345 contig345 Unknown   ATGAGTCcontig345 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig345 Solyc09g Unknown Protein (A  SL2.40ch AT5G28235.1  Ulp1 prot     chr5:102  42.9996 116.319 23.758 81.4822 14.8649 16.3942
GT Sense Sense -1.242 Detected 1.242 Detected 0.000 -1.170 Detected -1.397 Detected -1.283 0.412 GT Sens contig345 contig345 Unannota TACCTCTGTGGTATTTCTTTCCAAACAAACTTCAGCTCAATAATCAGAACcontig345 Solyc11g Glucan en                   GO:00059 SL2.40ch AT5G51930.1  glucose-       chr5:211  23.7966 121.427 19.4819 21.2136 22.8124 20.5375
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -1.866 Detected -1.359 Detected -1.613 0.026 GT Sens contig345 contig345 Unannota TTCACATATCGGAGTTTCATCTTCACCATCATCTATTGAGTGGCCTGGA contig345 Solyc10g Endochiti                                       GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  847.58 868.051 772.582 797.791 224.63 336.352



GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.211 Comprom -1.861 Comprom -1.536 0.042 GT Sens contig345 contig345 Unannota ACAACCTTTTTGCCAAAAATCGTCCCATTCTAGAACAGGATTAGGAGAA contig345 Solyc04g Unknown Protein (A  SL2.40ch AT4G14490.1  forkhead         chr4:833  12.3399 11.8892 3.22665 8.23941 4.9942 3.35445
GT Sense Sense 0.612 Detected -0.612 Detected 0.000 -2.808 Comprom -2.180 Comprom -2.494 0.068 GT Sens contig345 contig345 Unknown   AATCAGCcontig345 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig345 Solyc05g Unknown Protein (A  SL2.40ch AT5G46920.1  intron ma       chr5:190  28.5609 11.141 11.4795 16.0932 2.4319 3.96035
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -0.978 Comprom -1.329 Comprom -1.154 0.024 GT Sens contig347 contig347 Unannota GGCATAGAGCACATAACATTGTGTCAGTTAATGTTACTGTTTATTTTGT contig347 Solyc06g N-(5&apos                GO:00088 SL2.40ch AT3G07810.1 14.1608 13.7934 4.61076 10.1951 6.77323 5.5969
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -1.217 Detected -2.725 Detected -1.971 0.124 GT Sens contig347 contig347 Unannota TTTTTTGGGGTGTTGTCTTTGTAATTTTGAGGAAATTTTATTTGTGTGT contig347 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT1G1613WAKL2  WAKL2 (w       chr1:552  45861.7 50283.2 50675.3 45264 19721.1 7305.09
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -1.534 Detected -3.194 Detected -2.364 0.113 GT Sens contig347 contig347 Unannota TCTGGTGTAATATTTATTCTGGTTTGCATTGTATTGTATAATAAGATGAGcontig347 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT1G1613WAKL2  WAKL2 (w       chr1:552  29882.6 39146.1 28662.1 28032.9 11273.8 3758.46
GT Sense Sense -0.652 Detected 0.652 Detected 0.000 -2.333 Comprom -2.661 Comprom -2.497 0.065 GT Sens contig348 contig348 Unannota CAGATGGTTACTGAGAGTGCCTTCGGTACAAAATACAAAATTTATCCTC contig348 Solyc11g Pto-like, S     GO:00046 SL2.40ch AT1G7732MEI1  MEI1 (me       chr1:290  12.5718 28.2934 3.36713 8.6287 3.5738 3.00058
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 -1.902 Comprom -1.543 Comprom -1.723 0.011 GT Sens contig349 contig349 Unannota ACATCTAGTAAGTTTCCAAAAGATAATGCTTAGGCTAGTTCAATATAATCcontig349 Solyc09g WRKY-like               GO:00055 SL2.40ch AT1G05805.1  basic hel      chr1:174  21.8302 19.0358 5.92057 13.9196 5.2069 7.03546
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -0.980 Detected -2.059 Comprom -1.519 0.112 GT Sens contig349 contig349 class I he               CCTCAAGcontig349 Solyc12g Solyc12g class I heat shock protein (AHR             contig349 Solyc12g class I heat shock p              SL2.40ch AT5G41020.1  myb fami     chr5:164  20.6542 22.6314 10.9307 22.8603 10.4658 5.22008
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -2.403 Comprom -1.096 Comprom -1.750 0.117 GT Sens contig350 contig350 Unannota CTTCTTGAGATAATAACTATTTAGCAAAGTGACCATATGAGAAATCAATCcontig350 Solyc02g Aldehyde               GO:00040 SL2.40ch AT1G2380ALDH2B7    ALDH2B7         chr1:841  12.9991 13.2028 5.6835 11.8848 2.36526 6.16341
GT Sense Sense -0.474 Detected 0.474 Detected 0.000 -0.928 Detected -1.465 Detected -1.196 0.159 GT Sens contig351 contig351 Unannota ACAACAAATAAAGAATTTTGTTGTAATAATTTACCGGGTAGTATAACTGTcontig351 Solyc03g Zinc trans                 GO:00160 SL2.40ch AT4G09770.1  meprin a           chr4:615  746.581 1313.54 590.065 655.787 497.102 360.787
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -2.847 Comprom -1.944 Comprom -2.396 0.034 GT Sens contig352 contig352 Unannota AGCGAGGAATAACCAACCTTTTGCTATTTTTCTCACATTTCCTTCATGTCcontig352 Solyc09g HAT famil                      GO:00469 SL2.40ch AT4G3116DCAF1  DCAF1 (D        chr4:151  16.0543 13.4924 4.53089 19.3656 1.95254 3.84677
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 -1.055 Detected -1.988 Detected -1.521 0.114 GT Sens contig352 contig352 Unannota CTCCTCTTTTTGAGAACAATAGTTCGTTTTAAGTATGACTTGATAGTGG contig352 Solyc02g Malonyl-CoA decarb       SL2.40ch AT3G17010.1 42.5147 60.0375 32.6845 43.7587 23.2227 12.8123
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -0.915 Detected -1.927 Detected -1.421 0.132 GT Sens contig352 contig352 Unannota GTACACCATTCGAGCTGAACAGAAGTCTAAACACACCGACAACAAAAAA contig352 Solyc04g Cellular retinaldehyd                  SL2.40ch AT5G11160.1 71.224 94.9264 67.9748 34.7526 41.6401 21.756
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 -0.974 Detected -1.947 Comprom -1.460 0.131 GT Sens contig352 contig352 Unannota GGCAAAGCATCCATCTTCCGTGTGACTTTCGACCTCCCAAATATTAACA contig352 Solyc04g Cellular retinaldehyd                  SL2.40ch AT5G11160.1 29.7663 17.1782 12.9771 7.03589 10.9938 5.9017
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -0.976 Detected -1.047 Detected -1.011 0.029 GT Sens contig352 contig352 Unannota TGTGTGTTTGATTTTCAGGTTTGATTTAAATTGATTGATTTAAGGAACG contig352 Solyc12g Arf GTPas                  GO:00055 SL2.40ch AT5G43950.1  unknown   chr5:176  32.2532 37.415 34.3381 51.2642 16.8624 16.9167
GT Sense Sense -0.501 Detected 0.501 Detected 0.000 -1.356 Detected -1.280 Detected -1.318 0.120 GT Sens contig353 contig353 Unannota ACAGGTTAGATTCCGTTAGCACCATTTCTTGAAATTGCTTATTCTTTATAcontig353 Solyc08g BHLH tran               GO:00305 SL2.40ch AT3G52700.1  unknown   chr3:195  24.7119 45.0946 14.1485 31.9807 12.4482 13.8273
GT Sense Sense -0.332 Detected 0.332 Detected 0.000 -1.081 Comprom -1.166 Comprom -1.124 0.078 GT Sens contig353 contig353 Unannota GCCCCCGAAGAGAAGAGATATCTAAAAAAGTTAAAACCTTCATTGCTAC contig353 Solyc08g BHLH tran               GO:00305 SL2.40ch AT3G52700.1  unknown   chr3:195  12.7684 18.4491 5.66485 15.5879 6.92487 6.88169
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -1.679 Comprom -1.024 Detected -1.352 0.054 GT Sens contig354 contig354 Unannota TCGTAAGTTGCTCTGGTGGTTATTACAATATGATTAAAATTCTGGGAAG contig354 Solyc05g Protein re             GO:00036 SL2.40ch AT1G02440.1 30.6485 28.2074 14.1457 24.1534 8.76485 14.549
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -1.115 Comprom -1.558 Comprom -1.336 0.027 GT Sens contig355 contig355 Unannota TACAGAAGAATACAAGTAAGAAAGAATAACATGGCTGGGGTCCTCAAAC contig355 Solyc02g Unknown Protein (A  SL2.40ch AT3G02930.1  unknown   chr3:655  11.8759 11.4819 4.97635 5.90091 5.14901 3.99081
GT Sense Sense 0.908 Detected -0.908 Detected 0.000 -1.868 Comprom -2.447 Comprom -2.157 0.152 GT Sens contig355 contig355 Unannota AACAATTTTCATAGTTTTCATGGGTTTCACTTCCCTGCGCTTCGTCTAC contig355 Solyc03g DNA excis                   GO:00171 SL2.40ch AT4G14180.1 48.4513 12.5419 3.21265 8.01941 6.4475 4.5486
GT Sense Sense 0.424 Detected -0.424 Detected 0.000 -1.487 Detected -1.214 Detected -1.350 0.094 GT Sens contig355 contig355 Unannota CTTGCGCCCCCTTGTGTGACTGATCATCGTCTCAGACCAGTTACAGATCcontig355 Solyc00g Unknown Protein (A  SL2.40ch AT4G04570.2  protein k     chr4:229  180.091 91.19 125.396 123.434 43.6617 55.5726
GT Sense Sense -0.531 Detected 0.531 Detected 0.000 -2.931 Detected -4.528 Detected -3.730 0.060 GT Sens contig356 contig356 Unknown             TTTGGGAcontig356 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3            contig356 Solyc08g Unknown Protein (A             SL2.40ch AT5G16520.1  unknown   chr5:539  192.231 365.653 164.85 593.912 33.2 11.5574
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 -1.387 Comprom -0.903 Comprom -1.145 0.092 GT Sens contig356 contig356 Unannota CACAGAACTCAGTGTACAATCAATGATGATCAATACAAGTATCACTCTCGcontig356 Solyc04g 5&apos-3                 GO:00045 SL2.40ch AT3G27906.1 11.2376 15.2211 7.88051 13.7722 4.77595 7.03479
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 -0.998 Detected -1.216 Detected -1.107 0.012 GT Sens contig357 contig357 Os05g023       TGACCCTcontig357 Solyc04g Solyc04g Os05g0235100 protein (Fragm     contig357 Solyc04g Os05g0235100 prote      SL2.40ch AT4G35040.1 59.2467 58.266 29.2318 40.0455 28.0932 25.4454
GT Sense Sense -0.640 Detected 0.640 Detected 0.000 -0.843 Detected -1.216 Detected -1.029 0.263 GT Sens contig357 contig357 Unannota GTAGAGAGAGTTCAATGATGTCATATGCTAGATTGGAAGGCATTCTACGcontig357 Solyc02g Proteasom                  GO:00197 SL2.40ch AT5G5414ILL3  ILL3; IAA       chr5:219  42.4974 94.1446 48.996 42.3091 33.6777 27.3977
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -1.095 Comprom -1.134 Comprom -1.115 0.045 GT Sens contig357 contig357 Unknown   TTTGCCTcontig357 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig357 Solyc11g Unknown Protein (A  SL2.40ch AT5G57670.2  protein k     chr5:233  11.1791 14.2835 10.0304 14.302 5.6478 5.79206
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -0.802 Comprom -1.617 Comprom -1.209 0.097 GT Sens contig357 contig357 Unannota AAGAGCACATACAGGCCATCCACAAGAAGGTCTTCTGTTCTGCATTTAT contig357 Solyc07g RING-H2 f                 GO:00082 SL2.40ch AT2G18938.1 12.6243 11.5391 3.28048 6.9953 6.60908 3.95916
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.562 Comprom -0.995 Comprom -1.278 0.049 GT Sens contig357 contig357 Unannota GAAATCTTGAAAGCAAGACAGCTTACCTGGTACAACAAGTAAAGATCAC contig357 Solyc05g Ethylene-                     GO:00036 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  14.036 11.4856 9.25134 8.72788 4.10667 6.408
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 -1.382 Detected -1.416 Detected -1.399 0.058 GT Sens contig357 contig357 Unannota ACCCTTTTTCTGAATTTTCTGTAAAACGGGATGTTCTGTGTACCGAACT contig357 Solyc12g Unknown                GO:00160 SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  360.271 534.165 234.627 602.856 160.71 165.355
GT Sense Sense -0.425 Detected 0.425 Detected 0.000 -1.056 Detected -1.437 Detected -1.247 0.116 GT Sens contig357 contig357 Unannota CGATAAATTTGTTTCCGTGTGATTTATACGTCAAGGGTTCAAGCCGTGCcontig357 Solyc12g Unknown                GO:00160 SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  272.635 448.153 170.56 456.622 160.475 129.833
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 -1.258 Detected -2.302 Comprom -1.780 0.079 GT Sens contig358 contig358 Unannota ATCTTACGTACATTAATGGAAATTTCAATTTAGGTAATTGTTATTTTGTA contig358 Solyc12g NEDD8 ac                    GO:00081 SL2.40ch AT4G19430.1 33.8422 26.7313 14.462 24.8574 12.0062 6.13583
GT Sense Sense -0.179 Detected 0.179 Detected 0.000 -1.859 Comprom -2.038 Comprom -1.948 0.010 GT Sens contig358 contig358 Unannota GAGAGAGAGGAGATGAAGGTGGTGAATTATGATTGGATGAGAATGGTG contig358 Solyc10g Polyaden                    GO:00036 SL2.40ch AT4G37850.1 14.3799 16.8032 15.3744 11.5533 4.09175 3.80831
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -0.964 Comprom -1.407 Comprom -1.185 0.036 GT Sens contig358 contig358 Unannota ATCCTAAAATGCTTATAATTTCAAGATGAGTCGCTAGCACCGTCCCATG contig358 Solyc09g Unknown Protein (A  SL2.40ch AT5G40340.1  PWWP do    chr5:161  12.3746 12.3221 4.00351 6.19734 6.04567 4.68404
GT Sense Sense 0.499 Detected -0.499 Detected 0.000 -1.097 Detected -1.388 Detected -1.242 0.140 GT Sens contig358 contig358 Unannota CTGAGATGTTTCACTTCCCCTCGTTCGCCTTACACACCTATGTATTCAG contig358 Solyc08g Pentatricopeptide re               SL2.40ch AT3G27473.1 78.0086 35.5966 24.1784 32.3287 23.5282 20.2573
GT Sense Sense 0.542 Detected -0.542 Detected 0.000 -1.931 Comprom -2.477 Comprom -2.204 0.068 GT Sens contig358 contig358 Unannota GGCCCCACCTATGTGACGCCACATAAATCAGAATTTCCTTTTAAATTTA contig358 Solyc09g Ubiquitin                   GO:00048 SL2.40ch AT1G1092LOV1  LOV1; AT    chr1:364  47.2085 20.2937 6.74703 5.67834 7.75022 5.59221
GT Sense Sense -0.511 Detected 0.511 Detected 0.000 -1.431 Detected -1.314 Detected -1.373 0.116 GT Sens contig359 contig359 Unannota GGGTCTGACAATTTTGATGATTTCGTTCAATATCAGTTGAAGAATTGGA contig359 Solyc01g Aspartic p                GO:00065 SL2.40ch AT1G0868ZIGA4  ZIGA4 (AR                 chr1:276  489.656 906.492 379.981 520.583 235.92 269.489
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 -0.855 Detected -1.249 Detected -1.052 0.119 GT Sens contig359 contig359 Unannota TTGGGGCTATATCAAGAACGGTGAAAGAATTGGTGTTCAGTTGGAAGAGcontig359 Solyc04g Phosphoe                 GO:00055 SL2.40ch AT5G11600.1  unknown   chr5:373  24.6898 36.4528 34.073 33.8193 15.8389 12.6941
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -1.274 Comprom -2.611 Comprom -1.943 0.101 GT Sens contig359 contig359 Unannota AAATACATTGACTGGCAGGGACAACGACAGGTCTTTCGTGATGATTATGcontig359 Solyc03g Uncharacterized con                 SL2.40ch AT5G57960.1  GTP-bind     chr5:234  15.4316 14.7273 8.78018 19.0531 5.95004 2.48208
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -1.566 Comprom -1.850 Comprom -1.708 0.008 GT Sens contig360 contig360 Unannota CATATTGATACGAGGACATTGCAAAGCTAGAAATATGAAAGAGGCTTGG contig360 Solyc09g Pentatricopeptide re               SL2.40ch AT1G05670.2  UDP-gluc      chr1:169  20.4894 17.5639 11.0937 11.4179 6.11751 5.29372
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -2.905 Detected -1.768 Detected -2.337 0.058 GT Sens contig361 contig361 Calmodul              TAGGATTcontig361 Solyc04g Solyc04g Calmodul              GO:00055 GO:00055   contig361 Solyc04g Calmodul               GO:00055 SL2.40ch AT4G3935CESA2, A    CESA2 (C           chr4:182  228.568 255.239 146.276 355.686 30.7806 71.3234
GT Sense Sense -0.408 Detected 0.408 Detected 0.000 -1.252 Detected -0.844 Detected -1.048 0.149 GT Sens contig361 contig361 Unannota GCTTTGATACACAAGTCAAGTAAATTATACAGAGAAAAGTTAGACTGCA contig361 Solyc09g 30S ribos                  GO:00037 SL2.40ch AT5G02960.1  40S ribos      chr5:693  112.519 180.688 76.274 109.574 57.1599 79.899
GT Sense Sense -0.528 Detected 0.528 Detected 0.000 -0.831 Detected -1.170 Detected -1.000 0.213 GT Sens contig361 contig361 Unannota GTGATCTAAGTTTCATTTTCCATTGAGAGTGAAAAATTGTTGTCATTTG contig361 Solyc12g Cytochro  GO:00198 SL2.40ch AT1G73210.2  unknown   chr1:275  28.4089 53.8415 23.419 25.5987 20.9922 17.4859
GT Sense Sense -0.495 Detected 0.495 Detected 0.000 -1.905 Comprom -2.552 Comprom -2.229 0.064 GT Sens contig362 contig362 Unannota TAACATTATACTGATAGTATGATAGTATAAACCATAACTCTTTATACTAT contig362 Solyc12g 1-aminocy                 GO:00164 SL2.40ch AT1G12010.1  1-aminoc         chr1:405  16.1086 29.1504 19.5197 14.9283 5.52302 3.71661
GT Sense Sense -0.516 Detected 0.516 Detected 0.000 -1.999 Detected -2.081 Detected -2.040 0.059 GT Sens contig362 contig362 Unannota TTGAGTCAGAATAACATGACTTTTTGTTGGTTGAGCCCTAATGTGTTGG contig362 Solyc12g 1-aminocy                 GO:00164 SL2.40ch AT1G12010.1  1-aminoc         chr1:405  82.031 153.023 67.865 46.693 26.7551 26.6395
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 -1.163 Detected -1.023 Detected -1.093 0.051 GT Sens contig362 contig362 Unannota TAACTTAAACTAAGATTTATTACTTGTTAGGAGGTGGTCAGCTACATTAAcontig362 Solyc06g BRCT dom              GO:00082 SL2.40ch AT3G0468CLPS3  CLPS3 (C      chr3:127  198.157 128.429 136.116 271.966 67.9996 78.9704
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.286 Detected -0.963 Detected -1.124 0.037 GT Sens contig362 contig362 Unannota CCACTTGCTCCAAATATAAATTACAATGAAAATGATGGCAGTAGATGGG contig362 Solyc06g BRCT dom              GO:00082 SL2.40ch AT3G0468CLPS3  CLPS3 (C      chr3:127  223.061 164.362 157.529 322.909 74.9804 98.8116
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -1.393 Detected -1.552 Detected -1.472 0.012 GT Sens contig362 contig362 Unannota TGGTTGCTCACTTCTCTGCTTGTGCCTGCTAGCTTTATTCTCAAGAGTGcontig362 Solyc02g Pentatrico                GO:00340 SL2.40ch AT1G64930.1 53.6354 59.8479 38.9199 41.8332 20.6041 19.4405
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 -0.925 Detected -1.140 Detected -1.033 0.019 GT Sens contig362 contig362 Unannota AGAATCTGACACGACAGACCCATAATAGAAGTATCTACTAAGACTTAAC contig362 Solyc10g 26S proteasome non        SL2.40ch AT1G66330.2  senescen     chr1:247  32.3198 33.6767 30.8037 33.0787 16.5918 15.0577
GT Sense Sense -0.558 Detected 0.558 Detected 0.000 -1.038 Detected -1.499 Comprom -1.269 0.171 GT Sens contig363 contig363 Unannota GGAAAATTAATAGGATGCTGCTTTAACACTAGGAGTTGGTCAAGGCAAT contig363 Solyc06g Genomic DNA chrom         SL2.40ch AT5G4756ATTDT, A    TDT (TON          chr5:192  19.5463 38.6454 24.17 18.4293 12.78 9.77886
GT Sense Sense -0.565 Detected 0.565 Detected 0.000 -2.249 Comprom -2.873 Comprom -2.561 0.058 GT Sens contig363 contig363 Ethylene-                    ATTAATG contig363 Solyc11g Solyc11g Ethylene-                    GO:00063 GO:00063    contig363 Solyc11g Ethylene-                     GO:00036 SL2.40ch AT1G71450.1  AP2 dom      chr1:269  27.476 54.7905 10.8885 47.8211 7.79453 5.32724
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -1.270 Detected -0.943 Detected -1.107 0.065 GT Sens contig363 contig363 Receptor-                GTAGACAcontig363 Solyc03g Solyc03g Receptor-                GO:0005529 contig363 Solyc03g Receptor-                 GO:00055 SL2.40ch AT1G11300.1  ATP bind                  chr1:379  55.2396 70.8225 43.2264 87.0128 24.7575 32.7368
GT Sense Sense -0.752 Detected 0.752 Detected 0.000 -1.879 Detected -2.418 Detected -2.149 0.115 GT Sens contig364 contig364 Unannota AGACACGACAACAATTTTAAAGAGTCCAAGCACAAAAAAAGTAGAGTGG contig364 Solyc05g Pectate ly               GO:00168 SL2.40ch AT4G13210.1  lyase/ pe    chr4:767  39.4547 102.028 10.8297 40.9399 16.4721 11.9393
GT Sense Sense -0.702 Detected 0.702 Detected 0.000 -1.754 Detected -2.585 Comprom -2.169 0.117 GT Sens contig364 contig364 Unannota GAAATAAAAATGTATGGTTAGTTACTTTATTAACCTATTTAAGTAGGGACcontig364 Solyc05g Pectate ly               GO:00168 SL2.40ch AT4G13210.1  lyase/ pe    chr4:767  32.9985 79.6287 3.4386 26.7895 14.5141 8.59619
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 -1.022 Detected -1.104 Detected -1.063 0.058 GT Sens contig364 contig364 Unannota AACTAGGCACATCTTGATTAATCATTTTGGCACCATGATTAAATAAGAAAcontig364 Solyc11g Genomic DNA chrom         SL2.40ch AT3G57770.1 1113.86 1468.12 748.902 862.034 601.311 598.326
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -1.307 Comprom -1.532 Comprom -1.419 0.019 GT Sens contig364 contig364 Unannota CCATTGGGAGTTCCATAAGATGCATACCCGCTCATTTGTTGCCTTCTGAcontig364 Solyc11g Unknown Protein (A  SL2.40ch AT1G58050.1  helicase    chr1:214  13.1669 15.1222 3.60831 10.1144 5.4466 4.90833
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -0.859 Detected -1.460 Detected -1.159 0.081 GT Sens contig365 contig365 Unannota TAGTGTGTATAAGTTGGTTCACAAGTAATTGAGATTGCATAGACAAATC contig365 Solyc12g Unknown Protein (A          SL2.40ch AT5G50830.2  unknown   chr5:206  130.667 153.118 76.7915 109.59 74.4704 51.7305
GT Sense Sense 0.256 Detected -0.256 Detected 0.000 -0.841 Detected -1.303 Detected -1.072 0.090 GT Sens contig365 contig365 Unannota GGATGATTCAAGTTGTCGTCATTGTTGTGATCTTTCTACTTCTTGTCTA contig365 Solyc05g Dihydrofla                GO:00040 SL2.40ch AT5G0163BRCA2B,    BRCA2B          chr5:235  42.5833 27.2317 10.8048 31.8609 18.1498 13.8821
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.402 Detected -1.492 Detected -1.447 0.001 GT Sens contig365 contig365 Unannota CCTGGATGTTGAATCTTTTTCCTGTTATTTTGTTGGCTTTAAGCTCTAA contig365 Solyc05g Dihydrofla                GO:00040 SL2.40ch AT5G0163BRCA2B,    BRCA2B          chr5:235  32.9519 29.2405 14.618 20.4154 11.2131 11.098
GT Sense Sense 1.414 Detected -1.414 Detected 0.000 -2.663 Comprom -3.973 Comprom -3.318 0.167 GT Sens contig365 contig365 Unannota GTATCATCATCCACCCTAATAGGGGCATCTATATTTGTGTAAATCTATATcontig365 Solyc09g Ethylene-                      GO:00036 SL2.40ch AT4G1719FPS2  FPS2 (FA        chr4:964  109.066 14.0014 28.9224 10.0734 5.89058 2.50355
GT Sense Sense 0.481 Detected -0.481 Detected 0.000 -2.561 Detected -3.386 Detected -2.973 0.043 GT Sens contig365 contig365 Unannota TTATTTGGATATATAGAGAAAAGCCATATGTGTTCTTATATAATTGCTTAcontig365 Solyc10g Pyrimidine-specific                SL2.40ch AT5G66620.1 811.973 379.89 716.465 250.581 89.8815 53.4528
GT Sense Sense 0.654 Detected -0.654 Detected 0.000 -1.911 Detected -2.827 Detected -2.369 0.097 GT Sens contig365 contig365 Unannota TAGTTCTCTAGATATATAATAGTGACGTGATAGTAGTCTTCTAAGTTGA contig365 Solyc10g Pyrimidine-specific                SL2.40ch AT5G66620.1 8485.5 3125.95 7241.57 2749.62 1307.52 729.936
GT Sense Sense -0.371 Detected 0.371 Detected 0.000 -1.512 Comprom -1.934 Comprom -1.723 0.056 GT Sens contig365 contig365 Unannota GGTTTGGTGAAGATTGTCAGTGTTAGTTCAGTCTGTAGTTAAAGAATGT contig365 Solyc12g Os06g0183700 prote      SL2.40ch AT5G41630.1  F-box fam    chr5:166  13.2234 20.1606 10.4717 15.6456 5.46608 4.2992
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.241 Comprom -2.130 Comprom -1.685 0.065 GT Sens contig366 contig366 Unannota CTATAGATCAAGGGGTTGTTTGGTATGGTGCATAAAAATAGTGCATTAG contig366 Solyc08g Unknown            GO:00160 SL2.40ch AT4G2319CRK11, A   CRK11 (C       chr4:121  11.1153 11.4311 3.53015 5.32429 4.5532 2.59101
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.365 Comprom -0.823 Detected -1.094 0.066 GT Sens contig366 contig366 Unannota TATAAAATTTATCTTAGTCATAAAGTTGAATTACTAGTTGAGGTTGTCAAcontig366 Solyc09g Gibberelli                 GO:00040 SL2.40ch AT2G46950.1 26.2516 20.2914 5.6485 16.8237 8.55251 13.1283
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -1.276 Detected -1.775 Detected -1.526 0.044 GT Sens contig366 contig366 Unannota ATATCACTACTATGAAAATTCACAATAAAATTCCTCGTTAATCCTGTTCA contig366 Solyc12g DNA-direc                     GO:00063 SL2.40ch AT4G1733ATG2484   ATG2484     chr4:968  259.224 320.574 126.241 168.803 113.632 84.7091
GT Sense Sense -0.577 Detected 0.577 Detected 0.000 -1.151 Detected -1.614 Detected -1.382 0.156 GT Sens contig366 contig366 Unannota ACTTTAAGAATTACTTGATATTGTTAATCCTATTCAGCGATGAATTATCAcontig366 Solyc12g DNA-direc                     GO:00063 SL2.40ch AT4G1733ATG2484   ATG2484     chr4:968  116.641 236.761 77.0764 113.847 71.4544 54.619
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -3.984 Comprom -3.948 Comprom -3.966 0.000 GT Sens contig366 contig366 Unannota TGATCTTGAGTCTTATAAGTGTTTAAATATTTGGAAGTTGATGTAACCTCcontig366 Solyc04g Appr-1-p processing               SL2.40ch AT1G69340.1  appr-1-p      chr1:260  33.3175 28.1592 2.08052 2.26509 1.84773 1.99633
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 -1.475 Detected -2.068 Detected -1.772 0.083 GT Sens contig367 contig367 Unannota AGATTATAGGAACATGCTTGACATATTAATGTGCAGGATTAATTAGTATTcontig367 Solyc11g Fatty acyl                GO:00081 SL2.40ch AT1G44790.1  ChaC-like    chr1:169  2416.99 4160.74 2082.35 1815.73 1089.21 760.638
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 -1.028 Detected -1.739 Detected -1.384 0.120 GT Sens contig367 contig367 Unannota TAGAGATGATGAGCTTGCTATAAATAGGTGGATAGGTCAACACATTCTT contig367 Solyc11g Proteinas                  GO:00048 SL2.40ch AT5G43620.1  S-locus p   chr5:175  325.063 508.117 412.746 586.527 190.278 122.46
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -1.302 Detected -0.946 Detected -1.124 0.025 GT Sens contig367 contig367 Chloropla        AAATGGGcontig367 Solyc09g Solyc09g Chloroplast unusual positionin      contig367 Solyc09g Chloroplast unusua       SL2.40ch AT1G1875AGL65  AGL65 (A         chr1:646  231.303 220.617 149.508 163.751 87.485 117.941
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -2.083 Comprom -2.323 Comprom -2.203 0.003 GT Sens contig367 contig367 Unannota GAAGTTATTGTGACTATAATTCATTTCAGTAAGGTTACAATGGTTATTTTcontig367 Solyc11g Alcohol d                GO:00081 SL2.40ch AT5G04320.2  FUNCTIO                                                                             chr5:120  14.1847 13.078 6.98552 11.6179 3.07033 2.73884
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -3.922 Comprom -4.050 Comprom -3.986 0.001 GT Sens contig367 contig367 Unannota CATACTAACACAACACCTTCTAGCTTTTACATATCTGTAACTGAATTAGGcontig367 Solyc12g Plant synaptotagmin    SL2.40ch AT2G30400.1 61.302 61.0677 3.36219 8.49712 3.85317 3.71659
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 -0.840 Detected -2.787 Comprom -1.813 0.209 GT Sens contig367 contig367 Unannota TTGAGAAAGGTAGAGAGGCTGTTTCCGGCTACACCCTCAGACTCAATGAcontig367 Solyc07g GPI-anchored prote     SL2.40ch AT5G67530.1  peptidyl-        chr5:269  24.0367 16.7253 9.16824 24.6784 10.6968 2.92338
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -1.013 Detected -1.099 Comprom -1.056 0.056 GT Sens contig367 contig367 Unannota TTGACCAAATATGACTATAACAAACACAAATTATTTGTTAGTTATATACA contig367 Solyc11g Sucrose t               GO:00058 SL2.40ch AT1G796 ATNHX6,   sodium p      chr1:299  25.1881 16.0486 10.1592 14.2925 9.51251 9.44463
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.111 Comprom -0.976 Comprom -1.043 0.026 GT Sens contig367 contig367 Unannota GCAGCAAAAGATTGTTCCTTTTTTATTGCCCCTTTCGATTTCTTTTTTCAcontig367 Solyc08g BEL1-like               GO:00055 SL2.40ch ATMG01370.1 11.6735 13.222 4.01309 8.88633 5.49042 6.35594
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -2.208 Comprom -1.247 Comprom -1.728 0.077 GT Sens contig367 contig367 Unannota CAAGGAATGCCCTAAAACAGAAATTAGAGAAGGTTAGCAGATCAGTCAA contig367 Solyc04g CONSTANS interact                     SL2.40ch AT5G62360.1  invertase       chr5:250  11.7626 13.5885 7.08701 5.91897 2.61263 5.3576
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -1.012 Detected -1.087 Detected -1.049 0.006 GT Sens contig368 contig368 Unannota TTGGAATTGAATGTTTAATGCAAAATGATTAGTTAGGTGATTAGTGATT contig368 Solyc09g Transcrip               GO:00037 SL2.40ch AT5G657 HSL2  HSL2 (HA           chr5:262  217.546 219.647 121.112 201.154 103.498 103.526
GT Sense Sense -0.235 Detected 0.235 Detected 0.000 -1.497 Comprom -1.207 Comprom -1.352 0.039 GT Sens contig369 contig369 Unannota AATATAAACAAAGAAATATAGAAAAAATTATGAAGATTGGAATAATTTGT contig369 Solyc10g Unknown                GO:00331 SL2.40ch AT4G18160.1 16.2241 20.4969 11.2407 13.748 6.16887 7.94617
GT Sense Sense -0.465 Detected 0.465 Detected 0.000 -0.815 Detected -1.191 Comprom -1.003 0.183 GT Sens contig369 contig369 Unannota ACACTTCACGAGTTCAAGCATTGTGGATCATAGGCCTCGAAGATACTAC contig369 Solyc02g Leaf senescence pr                  SL2.40ch AT2G0280APK2B  APK2B (P              chr2:796  17.0558 29.6124 15.0815 14.1599 12.1986 9.90273
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.496 Detected -2.126 Detected -1.811 0.029 GT Sens contig370 contig370 Unannota GTGATTTCACAGTCGAACAAGGTAATGAAAATTACGGTGACATTTTTTC contig370 Solyc03g U-box dom               GO:00054 SL2.40ch AT2G25850.3  nucleotid     chr2:110  5597.43 4928.61 3025.94 3281.66 1778.3 1210.28
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.623 Detected -1.884 Detected -1.753 0.006 GT Sens contig370 contig370 Unannota AATATAAAAAACAAAAGATGGAAGCTGTATAGATTGCGTGGTCAACTCT contig370 Solyc03g U-box dom               GO:00054 SL2.40ch AT2G25850.3  nucleotid     chr2:110  1075.96 945.326 544.128 567.698 312.613 274.932
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -1.354 Detected -0.816 Detected -1.085 0.074 GT Sens contig370 contig370 Unannota CGTATCGTTCTTCATTATTTGGTCTGCTTTGTTGGTATTCATGACCATG contig370 Solyc11g006330.1.1 AT5G38120.1  4-couma           chr5:152  755.694 859.389 403.674 555.395 300.948 460.397
GT Sense Sense -1.161 Detected 1.161 Detected 0.000 -1.324 Detected -1.456 Detected -1.390 0.354 GT Sens contig370 contig370 Unannota CCTTGATCTAGTGATTTGATTTTGCGCACACTAAAATCACTACGATAAG contig370 Solyc06g054040.1.1 AT5G1896FRS12  FRS12 (F        chr5:633  16.0541 73.1685 11.0929 21.4373 13.0736 12.5666
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -0.814 Comprom -1.256 Comprom -1.035 0.051 GT Sens contig370 contig370 Unannota GAAAACTGAACTGATCCTTCCATGTTCAACGTGCCCCGATAGGTGATAT contig370 Solyc10g Unknown Protein (A  SL2.40ch AT5G096 APUM21  APUM21         chr5:298  16.7634 17.553 7.74285 16.7052 9.31488 7.22644
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 -1.498 Comprom -1.461 Comprom -1.479 0.022 GT Sens contig371 contig371 26S prote                  GACATTGcontig371 Solyc05g Solyc05g 26S prote                  GO:00055 GO:00055   contig371 Solyc05g 26S prote                   GO:00168 SL2.40ch AT5G17740.1  AAA-type     chr5:585  19.8147 13.2794 11.3059 15.1819 5.48306 5.92892
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 -1.315 Detected -1.487 Detected -1.401 0.011 GT Sens contig371 contig371 Unannota AACTGTTGTAAGTGGATTTATGAAAAAAAGAGAAAACAATTTGTGATTCAcontig371 Solyc02g Peptidyl-p                  GO:00064 SL2.40ch AT4G1557MAA3  MAA3 (M    chr4:889  512.926 549.662 399.447 479.998 203.723 190.566
GT Sense Sense 0.331 Detected -0.331 Detected 0.000 -2.109 Detected -1.045 Detected -1.577 0.128 GT Sens contig371 contig371 Unannota TTATTAAAGAATATCTATGAAGAATATCCAAGGTGGTTATATATATATAG contig371 Solyc09g Unknown            GO:00057 SL2.40ch AT2G3269ATGRP23    GRP23 (G     chr2:138  225.182 129.767 60.7297 444.657 37.8307 83.3506
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.976 Detected -1.089 Detected -1.533 0.085 GT Sens contig371 contig371 Unannota TGTTGCTGAAAGTATGAATAAATGTATATGACAAAAGATTGTGTTGGAG contig371 Solyc09g Unknown            GO:00057 SL2.40ch AT2G3269ATGRP23    GRP23 (G     chr2:138  297.641 213.215 65.5611 568.749 61.1304 119.121
GT Sense Sense -0.228 Detected 0.228 Detected 0.000 -0.986 Detected -2.181 Comprom -1.584 0.132 GT Sens contig372 contig372 Unannota GAGGAAGACTCATAGTTCAAACATTTGCAACAATTGGAGATGAGCCATG contig372 Solyc01g Nuclear tr                    GO:00055 SL2.40ch AT3G2642ATRZ-1A  ATRZ-1A        chr3:967  37.4647 46.8216 26.0674 70.4367 20.1839 9.29069
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 -2.202 Detected -2.292 Detected -2.247 0.024 GT Sens contig372 contig372 Unannota GCATGCATGCAATCCCATTAGTACTGTACTACACTACTAATGAAGTAGA contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  78.0358 43.9205 14.6274 96.8618 12.1479 12.0299
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.024 Detected -1.494 Detected -1.259 0.037 GT Sens contig372 contig372 Unannota GCCACGGTGGCTACATTCCTTGAACTTTCATAACTTTGTACTATAAAAG contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  43.0977 34.9867 11.4329 27.7428 18.2333 13.8718
GT Sense Sense 0.756 Detected -0.756 Detected 0.000 -1.588 Detected -2.261 Comprom -1.925 0.146 GT Sens contig372 contig372 Unannota GACACCCAAATAGCCACAATTAGCAACCAAGACTGAATACACAAAGACC contig372 Solyc02g RING fing                 GO:00082 SL2.40ch AT3G5804SINAT2  SINAT2 (S                chr3:214  53.7958 17.1877 2.09871 9.12803 9.65774 6.3802
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -1.103 Comprom -1.166 Comprom -1.134 0.010 GT Sens contig372 contig372 Unannota GCCTTGCAATAGGCACCCTGTTATAAATTATACAAAAATCATTAGCCAATcontig372 Solyc01g Pyruvate                GO:00502 SL2.40ch AT5G4202BIP  BIP2; AT    chr5:168  13.3616 14.2126 14.0542 23.7636 6.12716 6.17703
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.241 Detected -1.553 Detected -1.397 0.014 GT Sens contig373 contig373 Unannota CTACACAAGAAATTAGTCATGCATTTTCATAACAATACTAACAAAATCAT contig373 Solyc10g Glycine-ri                    GO:00082 SL2.40ch AT5G40490.1  RNA reco      chr5:162  56.4656 56.0891 37.9317 52.7883 22.7359 19.2887
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -1.280 Detected -1.543 Detected -1.412 0.031 GT Sens contig373 contig373 Unannota AAGTCATCATATTATGTGGATTGTACGTTAGATTTATTCATGAATTAGTTcontig373 Solyc10g Glycine-ri                    GO:00082 SL2.40ch AT5G40490.1  RNA reco      chr5:162  155.847 192.673 106.601 158.279 68.1254 59.8236
GT Sense Sense -0.198 Detected 0.198 Detected 0.000 -1.471 Comprom -1.447 Comprom -1.459 0.018 GT Sens contig373 contig373 Unannota AAGCGCTAACGACTAACAAATGAAGATTCAGTATCGTAGTAGAGGGTTGcontig373 Solyc07g Unknown Protein (A  SL2.40ch AT5G15140.1  aldose 1-     chr5:490  13.8145 16.5622 7.73953 10.9582 5.21159 5.57971
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 -1.557 Comprom -1.360 Comprom -1.458 0.060 GT Sens contig374 contig374 Unannota TTGTTGTATCAGAAGAGAAAAAAAACATTGGAGTAAAGTTGGGGCTAAA contig374 Solyc05g Protein VA               GO:00306 SL2.40ch AT1G65250.1  protein k     chr1:242  26.7664 14.7759 5.93961 6.21185 6.4549 7.7942
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -2.412 Comprom -1.127 Comprom -1.770 0.117 GT Sens contig374 contig374 Unannota GCTGGAGGTTATATTAACATTCAAATTGGCCAAATAATCGTGTGTCCTG contig374 Solyc12g Unknown             GO:00160 SL2.40ch AT2G19790.1  clathrin a        chr2:852  15.659 18.0831 4.80593 11.9203 3.01789 7.75212
GT Sense Sense -0.329 Detected 0.329 Detected 0.000 -1.104 Detected -1.337 Detected -1.220 0.073 GT Sens contig375 contig375 Unannota CTTGCATTACTGAAAGGTACTGGTGACTGGTGAGTAATGACAAAGCTAGcontig375 Solyc07g Cyclic nu                 GO:00052 SL2.40ch AT3G480 ATCNGC1    ATCNGC            chr3:177  379.121 545.703 302.068 287.373 202.086 181.095
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -1.184 Detected -0.937 Detected -1.060 0.067 GT Sens contig375 contig375 Unannota TTAGTAGGTCTGCAGTGTACTCAGATGTCAAAGGGTTGGTTATGCTGG contig375 Solyc06g Pentatrico                   GO:00045 SL2.40ch AT3G54700.1  carbohyd          chr3:202  70.8422 92.723 44.1368 82.7658 34.0705 42.5908
GT Sense Sense -0.275 Detected 0.275 Detected 0.000 -0.936 Detected -1.618 Detected -1.277 0.100 GT Sens contig375 contig375 Unannota CTCACCATTCACGCTTATCTATTGCAATTCTCATAAATTTTGCAAGTTTGcontig375 Solyc08g Inhibitor o                   GO:00082 SL2.40ch AT3G26150.1 51.4625 68.7021 21.8257 35.7905 29.6782 19.4814
GT Sense Sense -0.636 Detected 0.636 Detected 0.000 -1.219 Detected -2.137 Detected -1.678 0.166 GT Sens contig375 contig375 Unannota GAGGATATACCACTTCAAAATCACAAAGTTGAGGGTAAATCGAATCGTC contig375 Solyc08g Inhibitor o                   GO:00082 SL2.40ch AT3G26150.1 49.3984 108.711 22.5696 27.4831 30.0586 16.7618
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 -1.468 Comprom -1.580 Comprom -1.524 0.012 GT Sens contig375 contig375 Unannota CGATTTGTTGCTGTTTCAATTGATGAGAATTGGGAAATTCAGAAGTTGA contig375 Solyc03g At1g1524               GO:00071 SL2.40ch AT5G0288UPL4  UPL4; ub    chr5:662  17.8049 20.2935 7.52598 18.3813 6.55856 6.3972
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.690 Detected -1.607 Detected -1.648 0.004 GT Sens contig376 contig376 Unannota TAGACTTTAATATTTTGCTTTACAAACCAGAAAAAAGATTGAGAAAAGGGcontig376 Solyc12g RPM1 interacting pr                  SL2.40ch AT5G55660.1  LOCATE                                                                 chr5:225  338.076 351.262 181.143 315.254 102.005 113.809
GT Sense Sense -0.440 Detected 0.440 Detected 0.000 -2.192 Detected -2.955 Detected -2.573 0.048 GT Sens contig376 contig376 Unannota CGCGACTTAAAACAAAGATCATATTAAAAAGCAAGGCTTAAGAAAAACATcontig376 Solyc09g Uncharac                   GO:00103 SL2.40ch AT1G68875.1 114.705 192.339 64.4113 74.5404 31.0314 19.2739
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.349 Comprom -1.174 Comprom -1.262 0.018 GT Sens contig376 contig376 Unannota GCACAGAAGTCTATCGATCAACAAGCCTAGTTATCTAACTTAAACTCTAGcontig376 Solyc08g Pectinace                GO:00040 SL2.40ch AT1G44780.2  unknown   chr1:169  21.7928 16.2472 14.4376 17.795 7.05058 8.38657
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -1.404 Detected -1.061 Detected -1.232 0.039 GT Sens contig377 contig377 Unannota AATGGTATTTTAAAGTTTGTAAAATTCAAATTATGAGTTTATCTTCATAT contig377 Solyc03g Genomic DNA chrom                     SL2.40ch AT5G1685ATTERT  ATTERT           chr5:553  1687.76 1976.67 1002.64 1187.34 658.957 880.825
GT Sense Sense -0.610 Detected 0.610 Detected 0.000 -1.978 Detected -2.307 Detected -2.143 0.077 GT Sens contig377 contig377 Ethylene-                    CTTTGAT contig377 Solyc11g Solyc11g Ethylene-                    GO:00063 GO:00063     contig377 Solyc11g Ethylene-                     GO:00036 SL2.40ch AT1G21910.1  AP2 dom       chr1:769  58.8277 124.885 69.0065 86.2641 20.7714 17.4217
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 -1.188 Detected -1.355 Detected -1.271 0.026 GT Sens contig377 contig377 Unannota CGCGACGGATTTCCTTCGTGATTAAAAATATAATGTAAAGAAGGCGTAT contig377 Solyc11g Transposase family      SL2.40ch AT4G21850.2 32.8416 39.065 23.0849 28.5761 15.0149 14.0858
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -2.432 Comprom -2.296 Comprom -2.364 0.005 GT Sens contig377 contig377 Gelsolin (            GGAGCTTcontig377 Solyc00g Solyc00g Gelsolin (            GO:00037 GO:00037  contig377 Solyc10g Gelsolin (             GO:00070 SL2.40ch AT5G1940SMG7  SMG7  chr5:654  12.4439 13.8745 3.67782 20.1117 2.32448 2.6923
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.233 Detected -1.075 Detected -1.154 0.035 GT Sens contig378 contig378 Unannota TTATAATCGTTTGTTTTGATAATAAACAAAGACTACGATGGTTCTTATTCcontig378 Solyc10g Endochiti                                       GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  36559.5 44377.1 28322.5 34052.6 16366.8 19238.1
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -1.282 Detected -1.119 Detected -1.201 0.048 GT Sens contig378 contig378 Unannota GGTGACGGGTCATATGTTAATTAGCATTATGGAAGCTTATTAACAATCG contig378 Solyc10g Endochiti                                       GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  8683.91 11358.1 7129.38 8452.65 3898.08 4599.32
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 -1.031 Detected -1.579 Detected -1.305 0.072 GT Sens contig378 contig378 Unannota CTCAAAGGAGAAAAATTATAGATCCATGAAATTAATTCTGCTTAATTATA contig378 Solyc06g Baculovir                   GO:00082 SL2.40ch AT5G1093CIPK5, Sn   CIPK5 (C               chr5:344  284.743 366.358 184.034 431.324 150.887 108.777
GT Sense Sense -0.476 Detected 0.476 Detected 0.000 -1.379 Detected -1.108 Detected -1.244 0.128 GT Sens contig379 contig379 Unannota CACCAGAGAATGACCTTCTCTATGGTGATTTGCTATGTTGAATTATTCT contig379 Solyc07g ADP-ribos               GO:00050 SL2.40ch AT5G0936LAC14  LAC14 (la     chr5:290  210.84 371.697 156.763 206.541 102.778 130.632
GT Sense Sense -0.425 Detected 0.425 Detected 0.000 -1.500 Detected -1.269 Detected -1.384 0.088 GT Sens contig379 contig379 Unannota TTCTTCACGAAGTTGAGCTGTGTAACACATACATTGGTAATAGCGAAAT contig379 Solyc07g ADP-ribos               GO:00050 SL2.40ch AT5G0936LAC14  LAC14 (la     chr5:290  302.192 496.461 209.378 303.929 130.776 161.712
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -0.863 Detected -1.354 Comprom -1.109 0.085 GT Sens contig379 contig379 Unannota GTCTTTTAATCTTGTGGTCTTAAACATGCCATATGAAAAACTGAAACTAAcontig379 Solyc11g Acyl carri                 GO:00066 SL2.40ch AT5G06810.1  mitochon        chr5:210  18.84 24.0517 19.3318 22.0665 11.174 8.37516
GT Sense Sense -0.253 Detected 0.253 Detected 0.000 -1.212 Comprom -1.598 Comprom -1.405 0.048 GT Sens contig381 contig381 Unannota GTACATCACTTGCAGATCATAAATTACGCTATAAGTTAATAGTAGAGACAcontig381 Solyc01g RING-H2 finger prote                 SL2.40ch AT5G16020.1  stress pr   chr5:522  17.7741 23.0258 11.5356 15.5759 8.33729 6.72204
GT Sense Sense -0.314 Detected 0.314 Detected 0.000 -1.297 Detected -1.590 Detected -1.444 0.053 GT Sens contig381 contig381 Unannota GAGTTATGTGCCTAATTCAGACTGAAATGCTTTTTGGGAATAAACATAA contig381 Solyc03g Pentatrico                GO:00082 SL2.40ch ATCG009 RPS12C,   chloropla                           chrC:979  133.752 188.319 73.5238 72.7984 61.6503 53.0246
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.582 Comprom -1.354 Comprom -1.468 0.008 GT Sens contig381 contig381 Unannota GCTGGCTAGTATAGAATAGAATATATCTATCTAGCTTTTGCCAACAAGA contig381 Solyc09g 60S acidic                 GO:00055 SL2.40ch AT1G20800.1  F-box fam    chr1:722  11.685 11.6081 6.17752 9.86102 3.71371 4.58458
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -0.984 Detected -2.107 Detected -1.546 0.113 GT Sens contig381 contig381 Unannota TAGCAGTGCCAATTCTCTTTAGGGTTCTACACCCATCTGAAATCTTATC contig381 Solyc06g Chromodomain heli        SL2.40ch ATMG01350.1 143.977 149.538 664.603 755.217 70.8064 34.2563
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.328 Detected -0.827 Detected -1.078 0.051 GT Sens contig382 contig382 Unannota TGACATTCCTAAAGTTGGTCCTGGTTAAGATGAACCAGTCTTTTGAGAA contig382 Solyc12g FAM32A protein (AH                 SL2.40ch AT3G57490.1  40S ribos      chr3:212  517.534 489.925 342.661 400.882 191.472 285.489
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.265 Comprom -1.281 Comprom -1.273 0.007 GT Sens contig382 contig382 Unannota AGAATGGATGATCTTCTACCTAGCTTCCTATATCCCTTTTCCTTCCCTG contig382 Solyc07g Protein FA                  GO:00037 SL2.40ch AT2G21040.1 14.4913 11.3821 6.03982 11.2861 5.1019 5.31563
GT Sense Sense -0.257 Detected 0.257 Detected 0.000 -0.956 Detected -1.136 Detected -1.046 0.062 GT Sens contig382 contig382 Unannota TATGAATAACTGCAACTTTCTACCATCACAATTACATACCCGGTAACAGAcontig382 Solyc02g Os03g0395600 prote      SL2.40ch AT3G04310.1 51.9515 67.6591 41.3461 40.1914 29.1746 27.1338
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.348 Detected -1.248 Detected -1.298 0.006 GT Sens contig382 contig382 Unannota TGACAAAAAATTAAATAAACTAAATTGGATATCGCAGTTGGAGGAAAATTcontig382 Solyc12g098750.1.1 AT5G1627ATRAD21    SYN4 (SIS        chr5:531  260.984 210.573 148.263 234.307 87.9099 99.2853
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -1.332 Comprom -2.407 Comprom -1.869 0.084 GT Sens contig383 contig383 Unannota CTCCTAAAATCTTATCCACCACCCTTTAACCTAATGAGCCAACTATTCTTcontig383 Solyc08g067170.1.1 AT2G23620.1 23.4838 15.8459 3.24397 4.12418 7.31434 3.66013
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -2.786 Comprom -3.549 Comprom -3.168 0.014 GT Sens contig384 contig384 C4-dicarb                     ACTGCTTcontig384 Solyc07g Solyc07g C4-dicarb                     GO:00160 GO:00160   contig384 Solyc07g C4-dicarb                      GO:00160 SL2.40ch AT1G6226SLAH4  SLAH4 (S     chr1:230  27.3182 25.2936 30.8897 40.7067 3.63875 2.2589
GT Sense Sense -0.716 Detected 0.716 Detected 0.000 -1.658 Detected -3.756 Detected -2.707 0.167 GT Sens contig386 contig386 WRKY tra               TGGCTGTcontig386 Solyc03g Solyc03g WRKY tra               GO:0045449 contig386 Solyc03g WRKY tra                GO:00454 SL2.40ch AT1G1886WRKY61,   WRKY61;    chr1:650  250.131 615.419 149.54 302.092 118.728 29.2132
GT Sense Sense -1.074 Detected 1.074 Detected 0.000 -1.105 Detected -1.869 Detected -1.487 0.322 GT Sens contig386 contig386 Unannota TTGAAGTGATTATAGGTATTAATAGTTGTTATGGAACACTAAGAAGACC contig386 Solyc10g Ycf20-like protein (A                SL2.40ch AT5G41450.1  zinc finge        chr5:165  21.0624 85.0997 14.9793 15.7604 18.7892 11.6568
GT Sense Sense -0.198 Detected 0.198 Detected 0.000 -0.986 Detected -1.032 Detected -1.009 0.037 GT Sens contig386 contig386 Unannota CTGCTTTTAGTATGTTAGTTATTTTGAAATGTTATAGTTGATATACCAAT contig386 Solyc11g Expressed protein (                  SL2.40ch ATCG003 RPS4  Chloropla       chrC:452  179.675 215.58 127.441 169.485 94.9051 96.797
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -2.086 Comprom -1.189 Detected -1.638 0.070 GT Sens contig386 contig386 Unannota AAAGAGATGTGGAAATGAGATCTTAAAAGTATTCAATTGTTTGAAATAAGcontig386 Solyc06g Histone H              GO:00056 SL2.40ch AT3G46320.1  histone H   chr3:170  33.406 34.1516 14.3566 28.6384 7.59554 14.901
GT Sense Sense -0.839 Detected 0.839 Detected 0.000 -1.238 Detected -2.360 Detected -1.799 0.217 GT Sens contig387 contig387 Unannota GTCAGAATGAATAAGTTGAAAAGGTGCAGTTGTACGCTTCTCAGATAAA contig387 Solyc12g Retroelement pol po                 SL2.40ch AT1G075 ftsh10  ftsh10 (Ft                 chr1:230  148.577 433.571 112.431 73.7498 102.727 49.7486
GT Sense Sense -0.311 Detected 0.311 Detected 0.000 -0.882 Detected -1.543 Detected -1.213 0.116 GT Sens contig387 contig387 Unannota GGATTTTCACACTGAAAGCAAGTGTGTTATTGATTTCTGATGTTTCATT contig387 Solyc02g Receptor   GO:00046 SL2.40ch AT5G01420.1 2745.89 3854.51 1825.63 2568.53 1685.15 1123.34
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 -0.972 Detected -1.651 Detected -1.312 0.122 GT Sens contig387 contig387 Unannota GATGGTCTGAACTGGTAAAATCTGTTTGTTTATCAACTTTGGTATTAGT contig387 Solyc02g Receptor   GO:00046 SL2.40ch AT5G01420.1 4781.85 7322.83 3104.36 4476.14 2879.42 1895.63
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.279 Comprom -1.370 Comprom -1.325 0.002 GT Sens contig387 contig387 Unannota CACAAAAGTCAAGTTTTATACAGACAGAAGGTTCAAGTCGGTTAAAGTC contig387 Solyc11g DNA (Cyto               GO:00081 SL2.40ch AT5G01250.1  alpha 1,4           chr5:102  18.1757 15.733 15.9772 17.2435 6.65389 6.5794
GT Sense Sense -0.536 Detected 0.536 Detected 0.000 -1.056 Detected -1.747 Comprom -1.402 0.159 GT Sens contig387 contig387 Unannota CATTTCTTCTATTGTCAATATTTTATCCCATATTTGTATTTTTATATTTTTcontig387 Solyc11g Unknown Protein (A  SL2.40ch AT5G034 DPB, ATD   DPB; pro       chr5:842  18.5013 35.4594 27.4177 50.2493 11.7598 7.67447
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -0.995 Comprom -1.793 Comprom -1.394 0.106 GT Sens contig388 contig388 Unannota TAGCCAATGGGGTTTTGGTTTAGATCTTGGTTGTGTATTACAGCTCTAGcontig388 Solyc10g Beta-1 3-g                 GO:00160 SL2.40ch AT5G07570.1  glycine/p    chr5:239  13.1089 17.8497 4.12409 18.6505 7.32678 4.44059
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.283 Comprom -1.151 Comprom -1.217 0.008 GT Sens contig388 contig388 Unannota GGTTCATCACACGACATGAAATCTACACCTTCATAACAACATACTTATCAcontig388 Solyc01g Unknown Protein (A  SL2.40ch AT3G2838PGP17  PGP17 (P                   chr3:106  15.5898 12.5743 5.45797 9.1639 5.49195 6.34082
GT Sense Sense -1.169 Detected 1.169 Detected 0.000 -2.185 Detected -3.373 Detected -2.779 0.168 GT Sens contig389 contig389 Unannota ATCTATCTTATGACTAGTACTATTAAGCAGTGATGAATGTCTTATGTGTTcontig389 Solyc06g Aluminum                   GO:00085 SL2.40ch AT4G36680.1 1533 7069.28 2137.17 3677.19 691.123 319.693
GT Sense Sense -1.108 Detected 1.108 Detected 0.000 -2.028 Detected -3.345 Detected -2.687 0.172 GT Sens contig389 contig389 Unannota GATGAATGGACATATTTGAGCTCTATTTACTCCCAAGTATATGTATCAAAcontig389 Solyc06g Aluminum                   GO:00085 SL2.40ch AT4G36680.1 1952 8269.25 2736.72 4319.6 940.264 397.624
GT Sense Sense 1.030 Detected -1.030 Detected 0.000 -2.538 Comprom -1.175 Detected -1.857 0.272 GT Sens contig391 contig391 Unannota ATAGGGTTTTCCAATATGCAACTCACACATCATACAATTAACCCAAAACCcontig391 Solyc05g Transcrip                   GO:00037 SL2.40ch AT5G45310.1  unknown   chr5:183  111.629 24.396 7.29499 67.405 8.57804 23.2496
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 -1.241 Detected -1.026 Detected -1.133 0.060 GT Sens contig392 contig392 Unannota TAATATAGTACTTACTATACATATAATTAAATACTTTTGAATTATGGTGT contig392 Solyc10g Allene ox               GO:00198 SL2.40ch AT4G01640.1 51.5529 32.3218 29.0147 54.8579 16.4942 20.1659
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -0.925 Detected -1.287 Detected -1.106 0.054 GT Sens contig392 contig392 Germin-lik                 GCCAACAcontig392 Solyc11g Solyc11g Germin-lik                 GO:00480 GO:00480 contig392 Solyc11g Germin-lik                  GO:00457 SL2.40ch AT5G43300.1  glycerop       chr5:173  76.8049 53.3414 41.0055 50.3665 32.1819 26.39
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.498 Comprom -1.093 Comprom -1.295 0.037 GT Sens contig393 contig393 Unannota AATCCTTCTCAAGGTGTTGTTGCTAAGGCCTACTGGGAAATGTCATCTAcontig393 Solyc11g Coiled-co                GO:00055 SL2.40ch AT4G15980.1 15.6649 11.5249 5.19802 13.6017 4.54326 6.33588
GT Sense Sense -0.569 Detected 0.569 Detected 0.000 -1.251 Detected -1.793 Detected -1.522 0.137 GT Sens contig394 contig394 Unannota TATTACCTATATAACTGTGTATCCAACTCAAGCTGTGCGTAAACTGTAAGcontig394 Solyc01g SOUL heme-binding                 SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  45.5349 91.3624 38.6168 51.7115 25.8796 18.7232
GT Sense Sense -0.486 Detected 0.486 Detected 0.000 -1.129 Detected -2.519 Comprom -1.824 0.164 GT Sens contig394 contig394 Unannota GTGGATCTAAGATCAGAGTATATTGAAGCTCAAATAGAAACATCTGATT contig394 Solyc01g SOUL heme-binding                 SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  36.3205 64.9394 33.4677 36.602 21.2047 8.52209
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 -1.222 Detected -0.921 Detected -1.072 0.068 GT Sens contig394 contig394 Unannota TTTTCTTTAAAGATTTATTATTTTCAAAATCAATGATTAGTTGGGTCAAG contig394 Solyc12g Peptide-N4-(N-acety       SL2.40ch AT5G24420.1 301.752 390.205 245.927 301.73 140.44 182.261
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 -1.345 Detected -1.030 Detected -1.188 0.049 GT Sens contig394 contig394 Unannota GTTCGTCGAAAATTATTCAGAATTGAGATTGAGGCATAGTTTTTATGGT contig394 Solyc12g Peptide-N4-(N-acety       SL2.40ch AT5G24420.1 1872.49 2320.72 1363.35 1674.23 783.393 1026.75
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -1.601 Comprom -1.823 Comprom -1.712 0.014 GT Sens contig394 contig394 Unannota GATGAAGGATGCACATAAAGTCGCGACAAATGATCAGAATCTCTAATTC contig394 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT3G32904.1 13.6144 15.8056 3.31967 11.2401 4.61754 4.17026
GT Sense Sense -0.658 Detected 0.658 Detected 0.000 -1.092 Detected -1.897 Detected -1.495 0.192 GT Sens contig396 contig396 Unannota CTTGTTGGTTTGCCAAGAAAATAAAAACAGAATCTTTGCCCATCTGGTA contig396 Solyc10g Response                   GO:00063 SL2.40ch AT3G28480.1  oxidored       chr3:106  595.502 1351.26 563.695 755.796 401.702 242.288
GT Sense Sense -0.566 Detected 0.566 Detected 0.000 -0.940 Detected -1.958 Detected -1.449 0.197 GT Sens contig396 contig396 Unannota CGGATGCACAGATTAAAGCATCTCTCAGTTAATCCCTTTTTTGTTTATC contig396 Solyc10g Response                   GO:00063 SL2.40ch AT3G28480.1  oxidored       chr3:106  40.3776 80.6504 38.8768 53.2038 28.4002 14.7784
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.038 Detected -1.053 Detected -1.045 0.004 GT Sens contig396 contig396 Unannota AGCATATTGGGGTGGTTGTTTTGGAACAATTAGTTGTTGTTTTCAAGAT contig396 Solyc03g Unknown Protein (A  SL2.40ch AT5G22310.1  unknown   chr5:738  86.4148 86.1063 66.5878 51.9006 40.1143 41.8303
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 -1.162 Comprom -1.433 Comprom -1.298 0.075 GT Sens contig396 contig396 Unannota GACTTCTCTGTTCCAGTCGGTGATATCTTGTTTAAGACACCTCAATTTC contig396 Solyc03g Kinesin like protein    SL2.40ch AT3G0474SWP, MED    SWP (ST   chr3:129  16.4289 24.3911 17.1598 8.96155 8.54289 7.45598
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.888 Comprom -0.832 Comprom -1.360 0.124 GT Sens contig396 contig396 Unannota GAGTAGTTCTGCCACCATTCTTTAATTTTATCTAAGAACCATTCCTCTTGcontig396 Solyc03g Kinesin like protein    SL2.40ch AT3G0474SWP, MED    SWP (ST   chr3:129  13.5719 12.9976 11.362 11.4911 3.42725 7.50331
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 -1.644 Comprom -1.597 Comprom -1.620 0.068 GT Sens contig397 contig397 Unannota CCCCAATACTCCCTGTAAATCAACATTCAAATATCTTCAATGCGATTCCTcontig397 Solyc08g Unknown Protein (A               SL2.40ch AT5G67290.1  FAD-depe      chr5:268  36.6639 18.07 21.5277 18.5162 7.86415 8.5607
GT Sense Sense -0.721 Detected 0.721 Detected 0.000 -1.562 Comprom -2.088 Comprom -1.825 0.140 GT Sens contig397 contig397 Unannota GTAGAAACCAGGCATAATAATTGCCACCATTTCAATTTTTGAGAACTCG contig397 Solyc10g WRKY tra                GO:00454 SL2.40ch AT3G57770.1 10.7626 26.654 2.0562 7.35823 5.47624 4.00692
GT Sense Sense -0.759 Detected 0.759 Detected 0.000 -1.949 Detected -3.287 Detected -2.618 0.122 GT Sens contig398 contig398 Unannota TGTATAAAGATGTAGGAGGTTATAGTAAAGAAGTAGATGACATATAGTT contig398 Solyc05g tRNA/rRNA               GO:00089 SL2.40ch AT4G04760.1 174.304 455.22 132.799 190.434 69.6335 29.0229
GT Sense Sense -0.587 Detected 0.587 Detected 0.000 -1.597 Detected -3.078 Detected -2.337 0.132 GT Sens contig398 contig398 Unannota TAGTGTTAAGAGATGAAAATGGAGTCAGGCTAAGGCAGCTTTAGTGTTAcontig398 Solyc05g tRNA/rRNA               GO:00089 SL2.40ch AT4G04760.1 1611.74 3317 1158.75 1491.02 729.851 275.535
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 -1.536 Detected -1.224 Detected -1.380 0.047 GT Sens contig398 contig398 Unannota GAATCTGTCTCATTCTCATTGTAATTAGCATCATTGGCCTTTTCATTTCTcontig398 Solyc03g Chromod               GO:00045 SL2.40ch AT2G19530.1  unknown   chr2:846  1080.83 1428.63 710.376 948.863 409.195 535.269
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.412 Detected -1.275 Detected -1.344 0.009 GT Sens contig398 contig398 Unannota CAATGCCTCTTTTAACTTTAAGTAAGATGGAAGAGATATGCCATTGTTT contig398 Solyc03g Chromod               GO:00045 SL2.40ch AT2G19530.1  unknown   chr2:846  494.983 525.802 327.713 401.352 183.033 212
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.065 Detected -1.254 Detected -1.160 0.013 GT Sens contig399 contig399 Unannota TTCAGCTAAAAATTATATTACGTCTTGAAAATCACGATTATATCTTCCCT contig399 Solyc06g Auxin-regulated pro                 SL2.40ch AT3G52700.1  unknown   chr3:195  284.888 295.72 166.944 249.372 132.432 122.416
GT Sense Sense 0.535 Detected -0.535 Detected 0.000 -1.033 Detected -1.686 Comprom -1.359 0.162 GT Sens contig399 contig399 Unannota GAATTTATGAAAGAACCCTCCTAACCCTCCTTCACCCCTTAAGGAATCC contig399 Solyc11g Unknown Protein (A  SL2.40ch AT2G2517PKL, GYM      PKL (PIC         chr2:107  34.405 14.9385 12.41 22.7848 10.5812 7.08773
GT Sense Sense -0.307 Detected 0.307 Detected 0.000 -0.898 Comprom -1.890 Comprom -1.394 0.139 GT Sens contig399 contig399 Unannota TACTGCTTTCATTTTAGTTAACCTCCCCAGCAGCTATGCTCCCAAAACT contig399 Solyc06g Dynamin-related pro      SL2.40ch AT1G1312emb1745  emb1745     chr1:446  14.4077 20.101 13.5395 13.0186 8.71848 4.61871
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 -1.004 Detected -2.188 Comprom -1.596 0.143 GT Sens contig399 contig399 Unannota GGAGAGGCACAGAAACAAGAAATTCAAGTTTACCCCTAAGCTATCAGAT contig399 Solyc05g WRKY tra                GO:00037 SL2.40ch AT1G43260.1 17.8911 25.7699 10.7096 16.7932 10.2233 4.74112
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 -6.981 Comprom -7.130 Comprom -7.055 0.001 GT Sens contig399 contig399 Unannota CAAAAACACATTTGTTCTAGTGGGAATTGCTTGTGGCAATTTAGATGGA contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  360.528 230.972 2.20562 1.97805 2.18145 2.07247
GT Sense Sense 0.297 Detected -0.297 Detected 0.000 -6.187 Comprom -6.081 Comprom -6.134 0.002 GT Sens contig399 contig399 Unannota GGCAATTAAAAAGGCTACATAATACAATTCAAAGAGGTAGGTTTCTCAT contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  221.698 133.905 2.19761 2.6262 2.25845 2.56095
GT Sense Sense 0.539 Detected -0.539 Detected 0.000 -1.736 Detected -1.467 Detected -1.601 0.102 GT Sens contig400 contig400 Unannota CCACCGACCACAACCATAACCACCGCCATTTTATTTAAAAGAAATAATCAcontig400 Solyc12g Protein T              GO:00055 SL2.40ch AT3G1184PUB24  PUB24 (P         chr3:373  88.4486 38.1858 17.3826 25.7605 16.656 21.151
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 -1.335 Comprom -1.116 Comprom -1.226 0.015 GT Sens contig400 contig400 Unannota TCATGAAATGTAGTCCTTTTTGCACTACGTGGCTCAATCTCCCGCAACC contig400 Solyc01g057130.1.1 AT1G08230.2  amino ac      chr1:258  13.8927 14.5889 6.88059 3.27157 5.38923 6.60604
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 -2.131 Detected -2.587 Detected -2.359 0.017 GT Sens contig400 contig400 Unannota TTTGTACTAAGTTATATAAACAATGAAATAGATACTTTTTCTTCTTCTAA contig400 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT5G50540.1  unknown   chr5:205  1081.78 734.085 563.591 818.087 194.281 149.212
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -1.343 Detected -1.899 Detected -1.621 0.040 GT Sens contig400 contig400 Unannota TGGGCTAGTTTTATCCAAAAGTGAACAGCCCAAAGCCTAAAAAATAAGA contig400 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT5G50540.1  unknown   chr5:205  509.756 357.722 270.436 357.748 160.731 115.19
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.289 Comprom -1.220 Comprom -1.255 0.001 GT Sens contig400 contig400 Unannota GTTCAAATCTCAGCTATGACACTCTAGTGTTTCTGAATCCTATTATATAAcontig400 Solyc11g ATP synth                   GO:00452 SL2.40ch ATMG004 ATP6-1, A   ATPase s    chrM:111  15.9146 15.0369 13.4333 13.7946 6.04295 6.68128
GT Sense Sense -1.030 Detected 1.030 Detected 0.000 -1.659 Detected -1.957 Detected -1.808 0.224 GT Sens contig400 contig400 Unannota CATGTTCAATTTATCCACCTATTGTAAAGATATAGTTGACCCCATGGCT contig400 Solyc01g Transcrip               GO:00037 SL2.40ch AT5G53010.1  calcium-t     chr5:214  108.219 411.287 46.5799 171.129 63.7792 54.6572
GT Sense Sense -1.089 Detected 1.089 Detected 0.000 -1.660 Detected -2.206 Detected -1.933 0.227 GT Sens contig400 contig400 Unannota GGTTGAGAAATTCAACGTATACCAAGTGGTTAGAGAAAAGGGACAATAC contig400 Solyc01g Transcrip               GO:00037 SL2.40ch AT5G53010.1  calcium-t     chr5:214  121.011 498.97 59.8527 220.89 74.2218 53.576
GT Sense Sense -0.621 Detected 0.621 Detected 0.000 -1.356 Detected -1.441 Detected -1.398 0.154 GT Sens contig400 contig400 Unannota CTTTTGGTCAAAATATAAATAGGGGTTGAAAGAAAAGAATCTTTCGATTTcontig400 Solyc12g Beta-1,3-g                 GO:00167 SL2.40ch AT5G59930.1  DC1 dom         chr5:241  32.9102 70.978 34.9999 35.6164 18.0304 17.9065
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -1.810 Comprom -0.907 Comprom -1.359 0.107 GT Sens contig401 contig401 Pentatrico               TTAAGAGcontig401 Solyc08g Solyc08g Pentatrico               GO:00045 GO:00045    contig401 Solyc08g Pentatrico                GO:00045 SL2.40ch AT4G21065.2  FUNCTIO                                                              chr4:112  12.7844 14.8607 4.66291 7.69871 3.75207 7.39454
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -1.671 Detected -1.594 Detected -1.633 0.007 GT Sens contig401 contig401 Unannota CTGTGACTGTCGATTTTCTCTAGTGATATTCTAAATCGTTATATGTGTT contig401 Solyc07g Unknown Protein (A  SL2.40ch AT5G61140.1  DEAD bo      chr5:245  263.859 286.974 141.475 218.221 82.5007 91.6932
GT Sense Sense -0.397 Detected 0.397 Detected 0.000 -0.913 Detected -1.631 Detected -1.272 0.141 GT Sens contig401 contig401 Unannota ACGAGGTGGCTGTTGAAACATACGTATGCCTACTAGTATCCTAATATCC contig401 Solyc12g 2-oxoisov                  GO:00081 SL2.40ch AT3G08530.1  clathrin h     chr3:258  26.1218 41.2823 18.8623 37.4748 16.656 10.6658
GT Sense Sense 0.991 Detected -0.991 Detected 0.000 -2.072 Detected -1.406 Detected -1.739 0.238 GT Sens contig401 contig401 Unannota CAGCGGAAACCCTAACACAGTAAGCCATACGTTTTCGTTCATCAAGGTC contig401 Solyc07g Argonaut                   GO:00351 SL2.40ch AT3G52700.1  unknown   chr3:195  98.6942 22.792 4.11462 49.8562 10.7725 18.0076
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -2.037 Comprom -2.193 Comprom -2.115 0.004 GT Sens contig401 contig401 Unannota AATATTTTAGAGAAGGATTTGGAGGGGAAAATTAAAGAATACTCATAAAAcontig401 Solyc09g Cation/H+              GO:00153 SL2.40ch AT5G61200.2  FUNCTIO                                                       chr5:246  20.6862 22.2376 7.56769 16.7152 4.99118 4.71769
GT Sense Sense -0.375 Detected 0.375 Detected 0.000 -1.239 Detected -1.619 Detected -1.429 0.077 GT Sens contig401 contig401 NAC dom                  TGAACTGcontig401 Solyc10g Solyc10g NAC dom                  GO:0045449 contig401 Solyc10g NAC dom                   GO:00454 SL2.40ch AT1G5289ANAC019  ANAC019          chr1:196  369.166 565.976 400.899 527.486 184.945 149.721
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -0.876 Comprom -1.241 Comprom -1.059 0.028 GT Sens contig402 contig402 Unannota TCAAAACGACAAATTCCTGAAAACCTTTTTTCCTTGCTGGCCACAATTCCcontig402 Solyc10g F-box pro               GO:00302 SL2.40ch AT5G38435.1 13.0479 11.6908 5.50302 12.3257 6.42324 5.25741
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -0.944 Detected -1.091 Detected -1.018 0.013 GT Sens contig402 contig402 Unannota GGAGTACTCTACGCAAGTTTAAGCAATACATGGTGATTGAATTTGAAAC contig402 Solyc09g Ring H2 fi                 GO:00082 SL2.40ch AT5G0378TRFL10  TRFL10 (      chr5:999  175.155 181.154 121.607 104.487 88.3807 84.105
GT Sense Sense -0.430 Detected 0.430 Detected 0.000 -1.169 Detected -1.407 Detected -1.288 0.102 GT Sens contig403 contig403 Unannota GCATCACCAATTGTTTCTCCGGAATTTTGACGATTCTGAAGTTCAGTAT contig403 Solyc02g DNA prim               GO:00062 SL2.40ch AT3G24240.1  leucine-r        chr3:878  130.568 215.96 90.946 154.502 71.2911 63.6976
GT Sense Sense -0.410 Detected 0.410 Detected 0.000 -1.340 Detected -1.548 Detected -1.444 0.076 GT Sens contig403 contig403 Receptor-      AACGCAGcontig403 Solyc02g Solyc02g Receptor-like kinase (AHRD V1  contig403 Solyc02g Receptor-like kinase    SL2.40ch AT1G29080.1  peptidase      chr1:101  214.485 345.381 346.982 582.246 102.643 93.6625
GT Sense Sense 0.827 Detected -0.827 Detected 0.000 -1.695 Detected -1.791 Detected -1.743 0.170 GT Sens contig403 contig403 Unannota AGCAGATCCTCTCAAATTTCCAGCGCCCATGGTAGATAGGGACCGAACTcontig403 Solyc10g Peroxidas               GO:00551 SL2.40ch AT1G28135.1 157.448 45.5838 73.884 62.241 24.9821 24.6242
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 -1.064 Detected -2.576 Detected -1.820 0.174 GT Sens contig403 contig403 Unannota CTGGGTATGATGTTGTTGTTGTTGTTGTATGAGTTAACGTAGTTATCTGcontig403 Solyc12g Invertase              GO:00305 SL2.40ch AT2G44410.1  protein b       chr2:183  231.807 392.477 199.105 157.876 137.775 50.903
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 -1.101 Comprom -0.927 Comprom -1.014 0.107 GT Sens contig403 contig403 Unannota CAGCTTACATGGTCTAACTTTGGATTATCTTGATGAATGACACATTAAG contig403 Solyc02g Receptor               GO:00046 SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  11.045 16.3933 7.52641 13.5237 5.98795 7.11836
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 -0.913 Detected -1.553 Comprom -1.233 0.116 GT Sens contig403 contig403 Unannota TAAAAGCTTAGAATTAATAGAATCGTTTTCTTTTAATTTATTGACTTGAT contig403 Solyc04g Unknown Protein (A  SL2.40ch AT5G23110.1  zinc finge        chr5:775  17.6673 25.4594 14.177 17.1954 10.7566 7.27033
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -0.969 Comprom -2.424 Comprom -1.696 0.155 GT Sens contig403 contig403 Unannota TAAAAGTTTGGCTTATTTATGTCATTACCGTTAAAGAAAAAACTCATTCAcontig403 Solyc07g Unknown Protein (A  SL2.40ch AT3G0155ATPPT2,   PPT2 (PH          chr3:216  13.7731 16.9573 21.1981 19.1625 7.45576 2.86575
GT Sense Sense -0.615 Detected 0.615 Detected 0.000 -1.872 Detected -1.697 Detected -1.784 0.103 GT Sens contig404 contig404 Unannota ATACGAATAGGCTTCGGCCCCGGACCTTAGCAGGGCATAACTCCTCTC contig404 Solyc00g Unknown Protein (A  SL2.40ch AT4G025 TOC159, T      TOC159 (             chr4:110  25.9021 55.4113 51.4295 10.3259 9.88521 11.7572
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 -1.259 Comprom -2.227 Comprom -1.743 0.117 GT Sens contig404 contig404 Unannota GCCTATGTCACATAATCATTAGAATCAAACTCAACCAACCAAACAACAACcontig404 Solyc10g Transcrip                 GO:00036 SL2.40ch AT3G1396AtGRF5  AtGRF5 (       chr3:460  11.692 19.7089 2.44167 3.51547 6.05706 3.26203
GT Sense Sense -0.388 Detected 0.388 Detected 0.000 -1.659 Detected -1.668 Detected -1.664 0.050 GT Sens contig405 contig405 Unknown   TTTCATA contig405 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig405 Solyc05g Ribonucle               GO:00045 SL2.40ch AT5G48790.1  unknown   chr5:197  13301.8 20760.8 10407.3 5331.76 5023.27 5259.38
GT Sense Sense 2.249 Detected -2.249 Detected 0.000 -3.557 Comprom -3.399 Comprom -3.478 0.262 GT Sens contig405 contig405 Unannota CCACTAGTAACGATACATTCAAATGTCCACGTTCAATAAAGTAACAAGG contig405 Solyc00g Cytochrome P450 lik     SL2.40ch AT3G52700.1  unknown   chr3:195  320.443 12.923 21.4076 45.3659 5.22047 6.13841
GT Sense Sense 2.713 Detected -2.713 Detected 0.000 -3.412 Detected -3.697 Detected -3.554 0.321 GT Sens contig405 contig405 Unannota CCACCGTCGGGCTGTCTAGATGAACTAACACCTTTTGTGGTGTCTGATGcontig405 Solyc00g Cytochrome P450 lik     SL2.40ch AT3G52700.1  unknown   chr3:195  882.875 18.7182 24.7839 21.092 11.5348 9.96894
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.352 Detected -0.950 Detected -1.151 0.033 GT Sens contig405 contig405 Unannota CTGTAAACTTGAATACAACCCGAAAGACTATCTTTTGAAAAGTGTATTAAcontig405 Solyc08g Growth-re               GO:00056 SL2.40ch AT3G03230.1 52.9026 53.5841 26.7632 61.8431 19.9157 27.7224
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 -1.740 Comprom -1.276 Comprom -1.508 0.049 GT Sens contig405 contig405 Unannota CTTGATTGTTAGGAAAGTAAGATTCTTTTTAATATTATTTCTGGATATTT contig405 Solyc08g Growth-re               GO:00056 SL2.40ch AT3G03230.1 18.0613 23.4819 11.7865 27.5908 5.88822 8.55702
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 -1.007 Detected -1.343 Detected -1.175 0.070 GT Sens contig405 contig405 Unannota AAGGTTGCCAGGGTGGTATTTCAAGGATGGCTCCACGCGAACTGGCGT contig405 Solyc01g Lipoprotein (AHRD V   SL2.40ch AT5G16970.1 59.5433 36.7421 27.9376 50.4242 22.2196 18.5437
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 -2.081 Comprom -1.729 Comprom -1.905 0.037 GT Sens contig405 contig405 Unannota AACCAGCGCGTAACGACTGAAAAGTCGTTCTTGCTTCTGCTTGCATACT contig405 Solyc09g030470.1.1 AT3G49305.1 19.198 10.9833 3.14029 5.09993 3.27673 4.40542
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -0.816 Detected -1.295 Detected -1.055 0.104 GT Sens contig406 contig406 Unannota GGGAACCTTAATAAAATCCCATCAACAAGACAGTGAAGCTCTTTTCATT contig406 Solyc03g Unknown Protein (A  SL2.40ch AT3G09160.1 52.5722 70.7472 38.6976 60.7451 33.085 25.005
GT Sense Sense -0.326 Detected 0.326 Detected 0.000 -1.065 Detected -1.303 Detected -1.184 0.076 GT Sens contig406 contig406 Unannota TCATGATGAATCCTCATAGTATTTGTTGAGATGATGTCCTAAAGAAATTGcontig406 Solyc02g ATP-depe                     GO:00064 SL2.40ch AT3G6003SPL12  SPL12 (s        chr3:221  40.3512 57.842 23.671 22.2533 22.0495 19.6985
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -0.827 Detected -1.332 Detected -1.079 0.108 GT Sens contig407 contig407 Unannota GTCGCAAACAAGCCTAATTACGTCATTCTTACCTTACATAGGTTTTGTG contig407 Solyc11g ATPase (A              GO:00160 SL2.40ch AT4G21900.1  antiporte      chr4:116  229.922 314.357 243.783 280.016 144.732 107.453
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 -1.370 Detected -2.092 Comprom -1.731 0.054 GT Sens contig407 contig407 Unannota GGAACCAGGACTTTTACTTTGAAAAAATTAGAGTGTTCAAAGCAGGCCT contig407 Solyc11g Phototrop                GO:00055 SL2.40ch AT1G30820.1  CTP synt        chr1:109  35.7559 43.6901 22.9258 72.2292 14.604 9.32916
GT Sense Sense -0.891 Detected 0.891 Detected 0.000 -1.885 Detected -0.937 Detected -1.411 0.297 GT Sens contig407 contig407 Unannota AGTACTGGTCCGGCTGGACCTTTCCTTCTGGGGAACCTCATGGCCTTC contig407 Solyc11g Phototrop                GO:00055 SL2.40ch AT1G30820.1  CTP synt        chr1:109  133.285 417.9 564.754 151.974 61.0246 123.98
GT Sense Sense 1.060 Detected -1.060 Detected 0.000 -1.779 Comprom -2.361 Comprom -2.070 0.200 GT Sens contig407 contig407 Unannota GCAAATTACAACTCGGACCCTGAAAGAGCCAGATTTCAAATTTGAGCTG contig407 Solyc03g cDNA clon                     GO:00058 SL2.40ch AT5G56730.1  peptidase         chr5:229  64.6997 13.5646 12.1659 14.958 8.24125 5.79955
GT Sense Sense -0.533 Detected 0.533 Detected 0.000 -1.496 Detected -2.053 Detected -1.774 0.098 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  244.659 467.239 110.173 345.341 114.439 81.9756
GT Sense Sense -0.540 Detected 0.540 Detected 0.000 -2.317 Detected -3.947 Detected -3.132 0.085 GT Sens contig408 contig408 Glycosylt                     CTCCACCcontig408 Solyc01g Solyc01g Glycosyltransferase CAZy fam                    contig408 Solyc01g Glycosyltransferase                     SL2.40ch AT2G4583DTA2  DTA2 (DO       chr2:188  149.874 288.717 96.6021 77.2421 39.867 13.5687
GT Sense Sense -0.504 Detected 0.504 Detected 0.000 -1.477 Comprom -1.073 Comprom -1.275 0.143 GT Sens contig408 contig408 SAR8.2 pr                GGGAGT contig408 Solyc09g Solyc09g SAR8.2 pr                GO:00515 GO:00515   contig408 Solyc09g SAR8.2 pr                 GO:00515 SL2.40ch AT5G51812.1 14.7176 26.9942 47.6491 117.519 6.8346 9.52814
GT Sense Sense -0.491 Detected 0.491 Detected 0.000 -1.040 Detected -1.042 Detected -1.041 0.168 GT Sens contig409 contig409 Unannota TGCTGCTCATTCATTATCATCTGGTTTAGGTGTAGCTTCTTTGATCTCA contig409 Solyc11g 14-3-3 pro               GO:00199 SL2.40ch AT4G0900GRF1, GF    14-3-3-lik             chr4:577  70.2477 126.558 91.6369 95.8041 43.779 46.0513
GT Sense Sense 0.522 Detected -0.522 Detected 0.000 -1.670 Comprom -1.378 Comprom -1.524 0.107 GT Sens contig409 contig409 Unannota CCTCTCACATATTCTAGCACCACCAGTATCACATGCAGTTCCCAGGTTA contig409 Solyc01g Unknow protein (AH            SL2.40ch AT2G24460.1 32.7266 14.4727 27.045 17.4518 6.52975 8.42154
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.023 Detected -1.595 Comprom -1.309 0.045 GT Sens contig409 contig409 Unannota AATTCCCAAATTGGGGGAGGAGACAACAACAACTACAAAAAGTTAACTC contig409 Solyc02g Lipase-lik                GO:00477 SL2.40ch AT5G238 AAP7  AAP7; am      chr5:802  27.0601 25.5721 3.99986 15.77 12.3559 8.76051
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -0.808 Detected -1.290 Detected -1.049 0.063 GT Sens contig410 contig410 Unannota ACTCTGTCCCAATTTAGATGAACATATTACTATAAATTACTTGAATATTT contig410 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  97.668 107.233 115.506 143.534 55.8058 42.0936
GT Sense Sense 0.866 Detected -0.866 Detected 0.000 -2.133 Comprom -1.527 Comprom -1.830 0.184 GT Sens contig410 contig410 Unannota GGTGTTCTTGCGAATATCTACGAATTTCACCTCTACACTCGCAGTTCCA contig410 Solyc03g Unknown Protein (A  SL2.40ch AT3G54470.1  uridine 5         chr3:201  42.9887 11.7943 12.5141 17.3663 4.90181 7.85798
GT Sense Sense -0.069 Detected 0.069 Detected 0.000 -1.092 Comprom -1.381 Comprom -1.237 0.016 GT Sens contig410 contig410 Unannota ATCACACATGACCTTCCTCTTTTTTTTAAAAATTATTCTCTTTGCTCCGT contig410 Solyc02g Unknown Protein (A  SL2.40ch AT3G22670.1  pentatric      chr3:801  16.653 16.6953 11.0412 14.0009 7.46747 6.4408
GT Sense Sense 0.555 Detected -0.555 Detected 0.000 -2.886 Detected -2.081 Detected -2.484 0.068 GT Sens contig411 contig411 Unannota CGTTTCGATGAGTGGAGACGAATTTAGGATTTGAATGTTGAAGTTCAAT contig411 Solyc04g WPP domain-associ      SL2.40ch AT1G48660.1  auxin-res      chr1:179  700.476 295.901 145.36 199.658 58.7921 108.213
GT Sense Sense -0.510 Detected 0.510 Detected 0.000 -2.061 Detected -2.804 Detected -2.432 0.061 GT Sens contig411 contig411 CHP-rich              ATCATGGcontig411 Solyc09g Solyc09g CHP-rich zinc finger protein-lik             contig411 Solyc09g CHP-rich zinc finger             SL2.40ch AT2G37800.1  DC1 dom    chr2:158  65.5126 121.199 49.6322 174.225 20.3913 12.8392
GT Sense Sense -0.369 Detected 0.369 Detected 0.000 -1.715 Comprom -1.284 Comprom -1.499 0.073 GT Sens contig412 contig412 Unannota AATCAATGAAAAATATAAATGATATCCAAATAATTCAAAATTTGGGTTCT contig412 Solyc09g AGAP009276-PA (Fr     SL2.40ch AT4G21900.1  antiporte      chr4:116  11.7719 17.9015 3.31271 4.65484 4.22212 5.99738
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 -0.997 Detected -1.772 Comprom -1.384 0.145 GT Sens contig412 contig412 Unannota GGACTCCACGAGATGATTTGATTGAAAATAGTTTTGATTTATATGCTGA contig412 Solyc08g Unknown Protein (A               SL2.40ch AT5G6433NPH3, RP    NPH3 (NO          chr5:257  33.2534 16.2617 6.81383 15.8272 11.1266 6.84846
GT Sense Sense -1.135 Detected 1.135 Detected 0.000 -1.055 Detected -2.333 Detected -1.694 0.323 GT Sens contig412 contig412 Unannota AATAACAAGAATCTTGTGTTTTTGACCTTTTTTACCTAGGGATGAACGA contig412 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT4G1789UBP20  UBP20 (U         chr4:993  28.54 125.443 20.1629 26.8819 27.4919 11.9505
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 -0.931 Detected -1.106 Detected -1.019 0.014 GT Sens contig413 contig413 Unannota GGTGTTTTTGGTTTGTTGTTTTGTTGAATTATTTGTTGATTAGAGAATC contig413 Solyc09g LRR recep    GO:00051 SL2.40ch AT5G4587SCRL27  SCRL27 (    chr5:186  66.3396 68.1692 61.1724 78.3659 33.6685 31.4306
GT Sense Sense -0.911 Detected 0.911 Detected 0.000 -0.918 Detected -2.252 Detected -1.585 0.296 GT Sens contig413 contig413 Unannota TACAACCCACACGATGTCTACAGACCTCTAAGAGTATAGTAGTGAAACT contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  59.2002 190.799 103.576 48.5981 53.7165 22.4486
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.884 Comprom -2.022 Comprom -1.953 0.001 GT Sens contig413 contig413 Unannota GGATGTCACTTGAAACTTAACTGCTGATTGCTGTCATCAACATATCTAT contig413 Solyc09g NBS-LRR resistance     SL2.40ch AT5G43570.1  serine-ty     chr5:175  12.1476 11.0044 2.27359 3.39183 2.99179 2.86339
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 -1.943 Comprom -2.323 Comprom -2.133 0.024 GT Sens contig414 contig414 Unannota TTTAAGAAGATTTCTTCTTCTTTATTTCTGAAAAATCTGTAATTAATTAA contig414 Solyc01g Glutamine                 GO:00038 SL2.40ch AT3G01970.1 34.2066 21.1826 11.7329 26.167 6.68484 5.41172
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 -0.999 Detected -1.077 Detected -1.038 0.017 GT Sens contig414 contig414 Unannota GCATCAAAAGTGGAGAGTCCGCGCAACTAAGGCTTACACTACTTGGTCTcontig414 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G48375.1 253.158 192.62 169.321 229.182 105.524 105.294
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.482 Detected -1.086 Detected -1.284 0.025 GT Sens contig414 contig414 Unannota TATTTTCTGAAATTCGATGTCGGTTTCTTTCAGGAACTCAGCTGGTGCT contig414 Solyc05g Unknown Protein (A  SL2.40ch AT5G400 AATP1  AATP1 (A           chr5:160  50.9969 50.9322 28.1327 19.6628 17.4257 24.154
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 -1.106 Detected -1.744 Comprom -1.425 0.062 GT Sens contig415 contig415 Unannota TACAGCTTCACACTGGCATCAGGCCGGTCATGTGCAGGATAGGTGGTA contig415 Solyc01g Lipoprotein (AHRD V   SL2.40ch AT5G20680.3  unknown   chr5:699  28.9002 34.3997 13.1127 22.9112 13.9899 9.46956
GT Sense Sense 0.473 Detected -0.473 Detected 0.000 -1.291 Detected -1.185 Detected -1.238 0.122 GT Sens contig415 contig415 Unannota TGAAATCAAACCTTGGGGAATAGAGTCGTCTTTAGTATGGAGTGGTTTAcontig415 Solyc10g Importin a               GO:00056 SL2.40ch AT4G02180.1  DC1 dom    chr4:959  40.5879 19.1954 10.1416 21.8355 10.8895 12.3529
GT Sense Sense -0.353 Detected 0.353 Detected 0.000 -1.516 Detected -1.658 Detected -1.587 0.048 GT Sens contig415 contig415 Unannota ACCAAAACATGAGTTCCAACTCTTTTAAAACTTGAAATATAAAAACTATA contig415 Solyc10g Acetyltran               GO:00081 SL2.40ch AT4G01895.1  systemic        chr4:819  31.3749 46.6384 29.3666 36.7743 12.7666 12.1949
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 -1.989 Comprom -2.231 Comprom -2.110 0.006 GT Sens contig415 contig415 Unannota TTCATACTAATATTAACCTAAAGAAAAATCTCCATTACTTTTTTTTCTTG contig415 Solyc10g Acetyltran               GO:00081 SL2.40ch AT4G01895.1  systemic        chr4:819  19.0326 20.4925 18.1534 28.299 4.74862 4.23254
GT Sense Sense 1.687 Detected -1.687 Detected 0.000 -3.666 Comprom -1.714 Detected -2.690 0.302 GT Sens contig416 contig416 Unannota AGTGTTTGATCCTGTGTTACTCACGGTTGTTCCAATATGTGTTTTGCAT contig416 Solyc03g S-layer domain prot               SL2.40ch AT5G56790.1  protein k     chr5:229  178.883 15.7268 5.0088 10.3951 3.99062 16.2691
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 -2.248 Detected -3.842 Comprom -3.045 0.067 GT Sens contig416 contig416 Kunitz try                 GACAGATcontig416 Solyc03g Solyc03g Kunitz try                 GO:00048 GO:00048        contig416 Solyc03g Kunitz try                  GO:00048 SL2.40ch AT1G73325.1  trypsin a           chr1:275  63.041 80.3869 80.4793 26.9888 14.3042 4.99432
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 -1.405 Detected -1.413 Detected -1.409 0.032 GT Sens contig416 contig416 Unannota TGAGTAATTTTTTAGTGGGCAATAAATAACACATTATAGATCATTGAAGTcontig416 Solyc10g Adenosin                 GO:00040 SL2.40ch AT1G65140.1 144.954 189.217 130.66 142.003 59.7201 62.5693
GT Sense Sense -0.546 Detected 0.546 Detected 0.000 -1.384 Detected -2.912 Detected -2.148 0.149 GT Sens contig416 contig416 Unannota GGGAAGACTCCATCCTCAAGGTATAAAAACTCACTAACTAATTTTAAGTTcontig416 Solyc02g Gibberellin regulate                SL2.40ch AT5G43570.1  serine-ty     chr5:175  202.066 392.475 137.461 195.303 103.012 37.6378
GT Sense Sense -0.674 Detected 0.674 Detected 0.000 -1.414 Detected -3.705 Detected -2.560 0.194 GT Sens contig416 contig416 Unannota CGTACAAATTTTTAATAAAGGTAGGTAGCTCCGTCCTGATGAAGTGTGT contig416 Solyc02g Gibberellin regulate                SL2.40ch AT5G43570.1  serine-ty     chr5:175  187.224 434.228 95.3059 156.545 102.163 21.9935
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 -3.049 Detected -4.899 Detected -3.974 0.052 GT Sens contig416 contig416 Unannota TTATTACTTGTATAATCGCTAATTCATTTGATTTTTTTTCTTTATATATTGcontig416 Solyc11g Peroxidas                GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  1913.55 1311.62 1191.18 1673.05 182.764 53.4197
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 -2.724 Detected -4.905 Detected -3.814 0.077 GT Sens contig416 contig416 Unannota AAGAATGAAATAAATCTTCCTTGTGAAAGAAAATGTTTGGCAATGTAACTcontig416 Solyc11g Peroxidas                GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  1925.11 1200.13 1006.43 1318.33 219.697 51.0366
GT Sense Sense -0.407 Detected 0.407 Detected 0.000 -1.593 Detected -1.924 Detected -1.759 0.057 GT Sens contig417 contig417 Unannota TCGGCGAATGAGTTTAGAAATGAAGAAAATTAGGGTTCAGATGTGTGGAcontig417 Solyc05g Unknown Protein (A  SL2.40ch AT4G0495ATALN  ATALN (A      chr4:252  174.297 279.55 191.802 122.622 69.8523 58.5059
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.023 Comprom -1.995 Comprom -1.509 0.092 GT Sens contig417 contig417 Unannota GTGCATCTTGTCCATGATGGTGGTTTCAGCATTATCAAAAGCGAAAAGCcontig417 Solyc10g Adenosin                 GO:00040 SL2.40ch AT5G63750.1 13.0351 13.2847 8.32147 11.9532 6.18151 3.32163
GT Sense Sense 0.239 Detected -0.239 Detected 0.000 -0.925 Detected -2.452 Comprom -1.688 0.169 GT Sens contig417 contig417 Unannota TTCAACTTTATTTTCCTATCATCTGGACAAAAACCCTACCCTACCGGACTcontig417 Solyc04g078430.1.1 AT2G47090.1 27.6052 18.0735 5.10391 17.7726 11.2352 4.10758
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -1.022 Detected -1.932 Detected -1.477 0.127 GT Sens contig417 contig417 Unannota GTGTAAGAATAACACATATCATATGCAAAGATTGCAAGTACGGGTATCC contig417 Solyc01g Unknown Protein (A  SL2.40ch AT4G3765SHR, SGR   SHR (SHO             chr4:176  189.344 286.343 99.3936 127.055 109.489 61.394
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -0.909 Detected -1.279 Detected -1.094 0.092 GT Sens contig418 contig418 Transpos              GAATACT contig418 Solyc12g Solyc12g Transpos              GO:00063 GO:00063  contig418 Solyc03g SLL2-S9-protein-like    SL2.40ch AT5G27650.1  PWWP do    chr5:978  539.494 749.962 286.677 426.223 323.329 263.778
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.220 Detected -1.809 Detected -1.515 0.037 GT Sens contig418 contig418 Unannota ATGTCAGCGGCAGACGGGTGAGTAACGCGTGGGAACGTACCTTTTGGT contig418 Solyc01g Conserved protein (    SL2.40ch AT2G23700.1 206.715 173.716 164.854 285.798 77.6449 54.3993
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -2.275 Comprom -2.353 Comprom -2.314 0.000 GT Sens contig418 contig418 Unannota TTTTTGCTGCAAGTACGAGTTGAGAGCGACATTTATAGAAGACGACAAT contig418 Solyc10g Nuclear c                 GO:00055 SL2.40ch AT1G04970.2  lipid-bind       chr1:141  14.8079 13.3206 6.90639 4.76943 2.77115 2.76538
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.054 Detected -1.226 Detected -1.140 0.007 GT Sens contig419 contig419 Unannota CACTTTGCCTTGCTTAATGTGTGCTTCAATATCGTCATCAAGGTTCTAA contig419 Solyc04g Protein LTV1 homol                SL2.40ch AT1G55870.2 114.064 109.223 86.4967 117.439 51.3324 48.0086
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.994 Detected -1.813 Detected -1.904 0.003 GT Sens contig419 contig419 Unannota GAAGTTTTATTCTGGCTAATTTCTAAAGTATTTAATTTAAAATCATAAAG contig419 Solyc03g Potassium             GO:00052 SL2.40ch AT3G53235.1  unknown   chr3:197  1050.24 1019.52 589.523 785.74 247.99 296.195
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -2.196 Detected -1.257 Detected -1.727 0.068 GT Sens contig419 contig419 Unannota ACAACTATATTACTACTACTATACTATGAAGTTTGAACTTAGAAGAGATT contig419 Solyc02g Protection                   GO:00007 SL2.40ch AT5G43570.1  serine-ty     chr5:175  53.5858 54.0989 18.7149 47.6525 11.2219 22.656



GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -2.208 Detected -1.370 Detected -1.789 0.051 GT Sens contig419 contig419 Unannota TAAAAAGAGTACCAAGTGTTTGACATTTAATTTAATGTTATTGTCTACTAcontig419 Solyc02g Protection                   GO:00007 SL2.40ch AT5G43570.1  serine-ty     chr5:175  56.9005 55.4694 25.0846 43.339 11.6081 21.8681
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -1.313 Comprom -0.946 Comprom -1.129 0.034 GT Sens contig419 contig419 Unannota AGGCAGTTAACTTGTGTTATATGGCACTAGGAAGAAGGGAAGACGAACAcontig419 Solyc09g Cysteine-                     GO:00300 SL2.40ch AT5G56200.1  zinc finge       chr5:227  13.6905 14.565 4.24722 5.30331 5.42577 7.37529
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.460 Detected -1.620 Detected -1.540 0.003 GT Sens contig420 contig420 Unannota GAGCTAGCTTTTGGGGTTGAGTTACGTTAGACTGGATGTCATATCTTGAcontig420 Solyc07g Carboxyl-                   GO:00055 SL2.40ch AT5G42320.1  metalloca      chr5:169  199.455 186.718 94.4295 193.914 66.9585 63.1809
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 -1.428 Comprom -1.182 Comprom -1.305 0.017 GT Sens contig421 contig421 Unannota TGTCATTCCACTATACACCATTACATGAAACACTTATTTGCTCCTACTCCcontig421 Solyc12g F-box family protein             SL2.40ch AT4G1232CYP706A   CYP706A               chr4:731  12.8859 13.8288 8.69758 12.3288 4.73563 5.91965
GT Sense Sense -0.729 Detected 0.729 Detected 0.000 -2.151 Detected -5.740 Comprom -3.945 0.179 GT Sens contig421 contig421 Unannota GCATATTAATTGAATCCGAGTCCTTTTCCTCTTATTAATTAAACCTGGCCcontig421 Solyc07g Protein ki                GO:00055 SL2.40ch AT3G27680.1 64.6123 161.875 37.6984 76.8781 21.9933 1.9252
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -1.657 Comprom -1.923 Comprom -1.790 0.026 GT Sens contig421 contig421 Unannota TAAGCATAAGGTATACTAATTGACTACGAGTGTAATAAGAGCATCAGTC contig421 Solyc09g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  30.9695 40.5619 33.6149 38.3452 10.7291 9.40342
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 -0.856 Detected -1.262 Detected -1.059 0.063 GT Sens contig421 contig421 Unannota TCATTTTCGAAGTCAATTTGAGGTTAGATCTATGTGATACAAGCGGGGAcontig421 Solyc04g Mutator-li                GO:00082 SL2.40ch AT5G0818MIR162A  MIR162A    chr5:263  218.736 259.569 129.339 187.598 125.721 99.9175
GT Sense Sense 0.788 Detected -0.788 Detected 0.000 -1.764 Detected -1.270 Detected -1.517 0.208 GT Sens contig422 contig422 Unannota TATAACGAGATCAAGTCCCCCATCCTACCACCATATAGGACAACAATAT contig422 Solyc06g NAC dom                   GO:00454 SL2.40ch AT5G4654PGP7  PGP7 (P-           chr5:188  180.224 55.1248 45.7029 52.941 28.0154 41.5815
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -0.940 Detected -2.100 Detected -1.520 0.124 GT Sens contig422 contig422 Unannota CACGATCTGAATATTTCAGGGCATATAATCCTTGTGCTTTCCAAATTAC contig422 Solyc05g Dof zinc f                GO:00055 SL2.40ch AT5G10650.2 94.4723 73.5224 38.2183 98.0688 41.4682 19.5609
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.126 Comprom -1.082 Comprom -1.104 0.007 GT Sens contig422 contig422 Unannota GCTAGCGAATGAATGTTGCAGGTCCAAAACAGTTCTGAATTTGGTCAGCcontig422 Solyc02g Unknown Protein (A  SL2.40ch AT3G4653RPP13  RPP13 (R         chr3:171  16.719 13.491 11.1754 13.5283 6.57155 7.13903
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.183 Detected -1.612 Detected -1.398 0.025 GT Sens contig422 contig422 Unannota GTTAGACAATAGCATGGAACAATAGATTTAGTTGTTGGATGGGTTTAGA contig422 Solyc08g Neurochondrin fami              SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  33.3343 33.3264 15.8504 26.8932 14.0151 10.9699
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 -0.988 Detected -1.415 Detected -1.201 0.055 GT Sens contig422 contig422 Unannota CTCGATTAGCGACAGATCATCTATGGACAAACACATATGTTATGTGGCA contig422 Solyc08g Neurochondrin fami              SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  80.8741 97.5982 45.5739 80.681 42.773 33.5241
GT Sense Sense -0.819 Detected 0.819 Detected 0.000 -1.008 Detected -1.992 Detected -1.500 0.257 GT Sens contig423 contig423 Unannota CAAATCTTGATAAAAACCTAATCTCTTTTTAATGATGATGCCTTGGTAAGcontig423 Solyc11g045300.1.1 AT1G75530.1  forkhead         chr1:283  211.178 599.582 188.59 116.525 168.943 89.9952
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -0.850 Comprom -1.219 Comprom -1.035 0.054 GT Sens contig423 contig423 Unannota ATGAAGAAACAGGTGTCCTAAGGGAAGCCCCTGGAAGAGAATGAGAATTcontig423 Solyc04g MYB tran                GO:00036 SL2.40ch AT4G0815KNAT1, B    KNAT1 (K        chr4:514  14.3115 16.4655 5.94241 13.4525 8.13061 6.63257
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 -1.586 Comprom -1.058 Comprom -1.322 0.099 GT Sens contig424 contig424 Cyclin-de                  GCGGAAAcontig424 Solyc01g Solyc01g Cyclin-de                  GO:00056 GO:00056 contig424 Solyc01g Cyclin-de                   GO:00056 SL2.40ch AT1G4962KRP7, ICN    ICK5; cyc         chr1:183  11.6033 17.515 4.07231 13.4899 4.53393 6.88717
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.063 Detected -1.150 Detected -1.106 0.017 GT Sens contig425 contig425 Unannota GATGATTTAGTTGATCACTCCATTTGGGTACACTGAAGCTCTTAAACTC contig425 Solyc11g Cc-nbs-lr   GO:00055 SL2.40ch AT5G4525RPS4  RPS4 (RE        chr5:183  1972.23 2178.95 2189.94 3046.87 947.484 939.633
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.097 Detected -1.480 Detected -1.289 0.027 GT Sens contig425 contig425 Unannota GAAGTCATTAGATTCCCCATTAACAAGTACAAAGTACCAATTATTTGATAcontig425 Solyc11g Cc-nbs-lr   GO:00055 SL2.40ch AT5G4525RPS4  RPS4 (RE        chr5:183  206.606 216.272 205.667 304.816 94.327 76.2285
GT Sense Sense 0.834 Detected -0.834 Detected 0.000 -1.445 Detected -1.351 Detected -1.398 0.236 GT Sens contig425 contig425 Unannota TCGCCTTAGGGGCCGACTAACCCTGCGCAGATTAGCTTTACGCAGGAA contig425 Solyc11g Unknown Protein (A  SL2.40ch AT5G10990.1 84.6012 24.2657 19.7318 24.5977 15.8917 17.8628
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.437 Detected -1.072 Detected -1.254 0.031 GT Sens contig427 contig427 Histone H      GGTGTTGAAGCAGGTTCATCCAGAATTCTTAGATTTAGATTTGTTTGTT contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1016.39 1111.78 732.854 987.373 374.899 508.762
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.198 Detected -2.320 Detected -1.759 0.089 GT Sens contig427 contig427 F22L4.5 p      AAAGAAAGGCCTTGAAGACAGTTTCCGCTCTAACAGGGATTGATGAGATcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 130.3 112.234 58.117 85.605 50.3105 24.3626
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -1.038 Detected -1.176 Detected -1.107 0.008 GT Sens contig428 contig428 Putative C         CACCCAGTCAGCTATCCCTTAATTTTTACTGAATTTTCATATCTATTGAT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 32.1516 32.4191 15.4521 34.9338 15.0078 14.3737
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -0.878 Detected -1.767 Detected -1.322 0.101 GT Sens contig428 contig428 Calcium-t          TGTGTTCACTGCAAAAGCCATAGCAACAGAATGTGGAATTCTTCATCCT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 43.4897 45.565 14.4545 57.7405 23.1347 13.1545
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.164 Detected -1.355 Detected -1.260 0.008 GT Sens contig428 contig428 At5g5949      GAAGACAGCTACAAGGGAGTTTCGGAGCCAAAATATGAGTGCCTTCTGTcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 249.073 207.845 177.598 195.044 96.9451 89.4518
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.552 Detected -4.064 Detected -2.808 0.157 GT Sens contig428 contig428 Peroxidas       TGAGTGGAGGATCTACCGATGATATTGTTTTAGAATATAGCAATAGCCC contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 10931.3 7830.54 6378.05 10145.6 3011.61 556.651
GT Sense Sense -0.488 Detected 0.488 Detected 0.000 -0.897 Detected -1.781 Detected -1.339 0.179 GT Sens contig429 contig429 Calcium-t          TTCATGGGAATCATCGGAATAACATTGGTTCTCCAAGTGGTGATGGTGGcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1336.14 2396.77 795.807 2134.51 917.727 523.721
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -1.296 Comprom -1.253 Comprom -1.275 0.007 GT Sens contig429 contig429 AT3G208        GGCTTAGCTCTGTAGCTAAATGACAGATACAAGAGCTACAACAAGATAT contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 14.5627 15.3583 3.90647 13.5126 5.81539 6.31108
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.748 Detected -2.185 Detected -1.966 0.014 GT Sens contig430 contig430 Unknown CCTTTGGAGGCCAATGGCAGATCTGTTAATTTTGAGGAAACTAGGTGCCcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 16992.3 17353.9 10115.6 13828 4882.29 3799.14
GT Sense Sense -0.415 Detected 0.415 Detected 0.000 -1.079 Detected -1.204 Detected -1.141 0.113 GT Sens contig431 contig431 N.tabacum      GCAGTTCAACTCTGGAGTTACCAGAGATATCAGTATCTACTATAATAAA contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1203.55 1949.32 1069.18 1966.95 692.078 669.077
GT Sense Sense -0.343 Detected 0.343 Detected 0.000 -1.833 Detected -2.908 Detected -2.370 0.065 GT Sens contig432 contig432 Nicotia ta            ACCTTAAATGCTAAACCTAAGTGGTTACAGCTACTAGTGTGTGTTTTCT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 59643.2 87496.3 47796 52019.2 19363.8 9682.94
GT Sense Sense -0.887 Detected 0.887 Detected 0.000 -0.809 Detected -1.817 Detected -1.313 0.327 GT Sens contig432 contig432 Nicotia ta        TAATCTAGAGCAAATTGAGTTTCCCCTCAAGTAACTTCATGGTGCAGAA contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 22.3499 69.6678 34.2852 22.0485 21.5016 11.2686
GT Sense Sense -0.987 Detected 0.987 Detected 0.000 -1.360 Detected -2.072 Detected -1.716 0.244 GT Sens contig432 contig432 Nicotia ta         CAGTGTTGGTCTTGTTAGATGTTTTAAGGCTTTTATTCTTGTCCTTAGG contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3489.73 12498.4 2515.08 3667.73 2457.08 1579.8
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 -3.112 Comprom -2.068 Detected -2.590 0.047 GT Sens contig433 contig433 Nicotia ta       AACTCAAAACTGTTTGTAAACAAATCATAGAACAAAAGAACAATAAGGAT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 73.2475 46.6061 38.9618 24.3552 6.45457 14.0136
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -0.826 Comprom -1.789 Comprom -1.308 0.113 GT Sens contig433 contig433 Nicotia ta       TGGCTTCAAAAGCTAGCAATTCATATGTGTGGTCGGAAGGACAGCTTCCcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 14.704 12.9364 6.11283 13.4368 7.4275 4.01458
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 -1.245 Detected -1.108 Detected -1.177 0.149 GT Sens contig433 contig433 Nicotia ta      GTTATATAAAATACATCTTCTAATCATTGTAAAAAGGCTATGCCTTGTTT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 16113.5 29736.3 13574.2 21228.6 8816.22 10214.5
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.362 Detected -1.290 Detected -1.326 0.001 GT Sens contig433 contig433 Nicotia ta            TCACATCGCCAAGTGTAAAAGGGGGCTTCGAAGATGGAACTCTTTGGAGcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 36.2686 32.4232 27.2437 55.0158 12.7361 14.1068
GT Sense Sense -0.296 Detected 0.296 Detected 0.000 -1.033 Detected -1.275 Detected -1.154 0.069 GT Sens contig434 contig434 Nicotiana              CTACAGAcontig434 Solyc01g Solyc01g Nicotiana              GO:00304 GO:00304   contig434 Solyc01g Nicotiana               GO:00304 SL2.40ch AT5G5608ATNAS2,   NAS2 (NIC       chr5:227  387.033 531.945 305.796 270.602 211.749 188.684
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 -1.317 Detected -1.290 Detected -1.303 0.065 GT Sens contig434 contig434 NTU74325        CTAGTATTTACTAGATTTCACACAAATAAAACTAACTTCGCATATTGCGCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 382.507 564.952 276.436 472.011 178.199 191.287
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.313 Detected -0.826 Detected -1.069 0.049 GT Sens contig434 contig434 N.tabacum       AAATGATGTGATTATTTAATAACTTGGATTAATTAGAAGAATGATCATGCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5019.72 4756.49 3035.87 4384.03 1878.22 2772.26
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -1.142 Detected -1.071 Detected -1.106 0.094 GT Sens contig434 contig434 N.tabacum   TTGAAATTGTTTGTTCTTTTGGTCATAGTGTAAGTTCTGCTTTTACTTTTcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 746.241 1128 535.709 964.993 397.037 439.295
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.119 Detected -1.122 Detected -1.120 0.008 GT Sens contig442 contig442 Adenylate               TATAGGAcontig442 Solyc02g Solyc02g Adenylate               GO:00061 GO:00061    contig442 Solyc02g Adenylate                GO:00061 SL2.40ch AT5G6238VND6, AN   ANAC101            chr5:250  183.893 145.526 120.144 167.94 71.9162 75.6356
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.095 Comprom -1.049 Comprom -1.072 0.013 GT Sens contig448 contig448 Unknown   GAAAAAT contig448 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig448 Solyc10g Cell divisi                  GO:00064 SL2.40ch AT5G19855.1 16.912 18.1768 14.0484 13.9486 7.83554 8.52693
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -1.232 Detected -1.649 Detected -1.441 0.060 GT Sens contig450 contig450 Glucan 1               GGATTACcontig450 Solyc12g Solyc12g Glucan 1               GO:00059 GO:00059   contig450 Solyc12g Glucan 1                GO:00059 SL2.40ch AT1G1787ATEGY3,   EGY3 (ET       chr1:615  6096.64 8475.72 5990.15 5891.18 2921.42 2305.88
GT Sense Sense -0.375 Detected 0.375 Detected 0.000 -2.202 Detected -1.879 Detected -2.041 0.038 GT Sens contig450 contig450 WRKY tra               CAAAAAT contig450 Solyc08g Solyc08g WRKY tra               GO:0045449 contig450 Solyc08g WRKY tra                GO:00454 SL2.40ch AT5G5283WRKY27,   WRKY27;    chr5:214  41.1001 62.9814 11.3712 31.6682 10.5561 13.9142
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 -1.562 Detected -1.992 Detected -1.777 0.041 GT Sens contig456 contig456 Dienelact                TAAATGAcontig456 Solyc01g Solyc01g Dienelact                GO:00055 GO:00055   contig456 Solyc01g Dienelact                 GO:00055 SL2.40ch AT5G45160.1  root hair        chr5:182  865.343 1198.16 679.192 714.706 329.382 257.441
GT Sense Sense -0.398 Detected 0.398 Detected 0.000 -0.841 Detected -1.279 Detected -1.060 0.145 GT Sens contig462 contig462 Unknown              GGCTGG contig462 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3             contig462 Solyc08g Unknown Protein (A              SL2.40ch AT1G62500.1  protease         chr1:231  96.2546 152.35 74.4061 136.502 64.5478 50.1881
GT Sense Sense -0.501 Detected 0.501 Detected 0.000 -3.333 Detected -2.684 Detected -3.009 0.037 GT Sens contig464 contig464 Peroxidas               ATAGTACcontig464 Solyc06g Solyc06g Peroxidas               GO:00055 GO:00055   contig464 Solyc06g Peroxidas                GO:00055 SL2.40ch AT5G64120.1  peroxida    chr5:256  177.751 324.648 36.8967 70.0926 22.756 37.6077
GT Sense Sense -0.483 Detected 0.483 Detected 0.000 -1.371 Detected -1.569 Detected -1.470 0.097 GT Sens contig468 contig468 Unknown   ATGAAGCcontig468 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig468 Solyc10g Unknown Protein (A  SL2.40ch AT4G29450.1  leucine-r       chr4:144  191.38 340.988 137.986 165.405 94.2991 86.591
GT Sense Sense -0.470 Detected 0.470 Detected 0.000 -0.912 Detected -2.771 Detected -1.842 0.219 GT Sens contig481 contig481 CHP-rich              GATACCCcontig481 Solyc01g Solyc01g CHP-rich zinc finger protein-lik             contig481 Solyc01g CHP-rich zinc finger             SL2.40ch AT5G25590.1  INVOLVE                                                                               chr5:890  120.129 210 85.9094 157.4 80.5777 23.4087
GT Sense Sense -0.470 Detected 0.470 Detected 0.000 -1.316 Detected -0.972 Detected -1.144 0.150 GT Sens contig483 contig483 Serine/thr                 AATTGTT contig483 Solyc02g Solyc02g Serine/thr                 GO:00191 GO:00191         contig483 Solyc02g Serine/thr                  GO:00191 SL2.40ch AT4G2314CRK6  CRK6 (CY      chr4:121  26.7641 46.8138 20.425 24.3607 13.5777 18.1554
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 -0.919 Detected -1.517 Detected -1.218 0.086 GT Sens contig486 contig486 Acyltrans             CAAGACAcontig486 Solyc12g Solyc12g Acyltrans             GO:00167 GO:00167         contig486 Solyc12g Acyltrans              GO:00167 SL2.40ch AT1G35460.1  basic hel      chr1:130  5357.73 6798.96 7980.01 7685.92 3047.83 2121.58
GT Sense Sense -0.461 Detected 0.461 Detected 0.000 -2.426 Detected -3.341 Detected -2.884 0.047 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  3110.16 5368.79 1319.05 2193.69 725.817 405.585
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 -1.152 Comprom -1.122 Comprom -1.137 0.022 GT Sens contig515 contig515 Leucine-r                  GAGGACCcontig515 Solyc01g Solyc01g Leucine-r                  GO:00055 GO:00055       contig515 Solyc01g LRR recep    GO:00046 SL2.40ch AT2G2514HSP98.7,    CLPB4 (C                chr2:106  15.741 18.2137 13.0648 17.9207 7.27507 7.82523
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -2.917 Comprom -1.743 Comprom -2.330 0.061 GT Sens contig517 contig517 C4-dicarb                     GCTTAAGcontig517 Solyc03g Solyc03g C4-dicarb                     GO:00160 GO:00160   contig517 Solyc08g 50S ribos                  GO:00321 SL2.40ch AT4G2458REN1  REN1 (RO              chr4:126  27.0038 29.8528 19.8966 40.9485 3.58997 8.53484
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -2.188 Detected -1.678 Detected -1.933 0.020 GT Sens contig518 contig518 Calmodul               ACTTTTGcontig518 Solyc12g Solyc12g Calmodulin-binding protein-lik               contig518 Solyc12g Calmodulin-binding               SL2.40ch AT1G73805.1  calmodu    chr1:277  1800.4 1911.6 865.712 1902.66 388.614 583.124
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.023 Comprom -1.379 Comprom -1.201 0.030 GT Sens contig520 contig520 Ethylene-                    TGATTACcontig520 Solyc03g Solyc03g Ethylene-                    GO:00036 GO:00036  contig520 Solyc03g Ethylene-                     GO:00036 SL2.40ch AT5G1979RAP2.11  RAP2.11           chr5:668  18.4355 14.261 2.09031 8.38144 7.61738 6.27163
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -1.521 Detected -1.466 Detected -1.494 0.015 GT Sens contig521 contig521 Mitochon                      AAAGTGCcontig521 Solyc06g Solyc06g Mitochon                      GO:00016 GO:00016      contig521 Solyc06g Mitochon                       GO:00016 SL2.40ch AT5G03030.1  DNAJ hea       chr5:708  1447.56 1699.27 945.12 853.523 521.764 571.149
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -1.039 Detected -1.176 Detected -1.108 0.004 GT Sens contig528 contig528 ATP bind                 CACCAAAcontig528 Solyc07g Solyc07g ATP bind                 GO:00055 GO:00055      contig528 Solyc07g ATP bind                  GO:00055 SL2.40ch AT2G05940.1  protein k    chr2:228  70.848 64.8088 19.7275 51.0803 31.4762 30.1732
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -0.968 Comprom -1.150 Comprom -1.059 0.086 GT Sens contig532 contig532 AT5G2815                   ACATTCAcontig532 Solyc11g Solyc11g AT5G28150-like protein (Fragm                  contig532 Solyc11g AT5G28150-like pro                   SL2.40ch AT2G27770.1  unknown   chr2:118  11.9101 16.9413 12.8949 18.5954 6.93201 6.44138
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 -0.909 Detected -1.596 Detected -1.253 0.105 GT Sens contig539 contig539 Serine/thr         TTCTATT contig539 Solyc12g Solyc12g Serine/threonine protein kinas       contig539 Solyc12g Serine/threonine pro        SL2.40ch AT5G1615GLT1, PG   PGLCT (P          chr5:527  209.054 279.491 230.941 320.854 122.901 80.4411
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 -1.084 Detected -1.553 Detected -1.319 0.070 GT Sens contig542 contig542 Unknown   TACGAGAcontig542 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig542 Solyc01g Unknown Protein (A  SL2.40ch AT4G25160.1  protein k     chr4:129  3806.29 5155.2 2776.31 3544.18 1994.71 1518.79
GT Sense Sense -0.353 Detected 0.353 Detected 0.000 -1.381 Detected -2.202 Detected -1.791 0.080 GT Sens contig548 contig548 Genomic          TCATTCAcontig548 Solyc11g Solyc11g Genomic DNA chromosome 5       contig548 Solyc11g Genomic DNA chrom         SL2.40ch AT5G59350.1  unknown   chr5:239  332.635 494.518 204.534 252.988 148.732 88.6951
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.595 Detected -1.309 Detected -1.452 0.010 GT Sens contig550 contig550 Unknown   GAAAATT contig550 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig550 Solyc08g AT-hook m                     GO:00036 SL2.40ch AT3G20270.2  lipid-bind       chr3:706  153.549 135.448 100.369 131.27 45.5861 58.559
GT Sense Sense -0.726 Detected 0.726 Detected 0.000 -2.188 Detected -3.462 Comprom -2.825 0.100 GT Sens contig561 contig561 Legumin               ATTAGAGcontig561 Solyc09g Solyc09g Legumin               GO:00457 GO:00457   contig561 Solyc09g Legumin                GO:00457 SL2.40ch AT5G25590.1  INVOLVE                                                                               chr5:890  54.5563 136.054 71.737 32.1568 18.0563 7.86671
GT Sense Sense -0.581 Detected 0.581 Detected 0.000 -1.686 Detected -2.542 Detected -2.114 0.099 GT Sens contig562 contig562 Thiamin p               GATAATAcontig562 Solyc09g Solyc09g Thiamin p               GO:00092 GO:00092      contig562 Solyc09g Thiamin p                GO:00047 SL2.40ch AT1G0288TPK1  TPK1 (TH      chr1:643  1657.75 3380.07 1019.16 1419.3 702.503 408.988
GT Sense Sense -0.487 Detected 0.487 Detected 0.000 -1.837 Comprom -2.603 Comprom -2.220 0.070 GT Sens contig564 contig564 Reverse t                   GGGGGG contig564 Solyc09g Solyc09g Reverse t                   GO:00062 GO:00062   contig564 Solyc04g BZIP trans                 GO:00037 SL2.40ch #N/A #N/A #N/A #N/A 12.1388 21.7452 10.3301 3.75849 4.3422 2.69065
GT Sense Sense -0.726 Detected 0.726 Detected 0.000 -0.961 Detected -1.834 Detected -1.398 0.241 GT Sens contig573 contig573 Plant-spe                     TTTATTA contig573 Solyc11g Solyc11g Plant-specific domain TIGR015                    contig573 Solyc11g Plant-specific doma                     SL2.40ch AT5G6492CIP8  CIP8 (CO           chr5:259  305.675 762.145 184.054 402.331 236.767 136.173
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.464 Detected -1.201 Detected -1.333 0.010 GT Sens contig577 contig577 WD-40 rep                  ATGACAGcontig577 Solyc01g Solyc01g WD-40 rep                  GO:00001 GO:00001  contig577 Solyc01g WD-40 rep                   GO:00001 SL2.40ch AT3G50390.1  transduc          chr3:187  1318.28 1202.81 980.152 1547.76 435.739 551.089
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 -2.948 Detected -1.715 Detected -2.332 0.074 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  647.379 408.15 268.881 403.557 63.593 157.527
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 -1.285 Detected -0.883 Detected -1.084 0.037 GT Sens contig587 contig587 Cullin 1-li               ATTACCT contig587 Solyc01g Solyc01g Cullin 1-li               GO:00314 GO:00314    contig587 Solyc01g Cullin 1-li                GO:00314 SL2.40ch AT1G59790.1  cullin-rela   chr1:220  133.31 135.149 106.553 207.419 52.6059 73.2135
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.308 Comprom -2.979 Comprom -2.144 0.124 GT Sens contig589 contig589 Cytochro                 GTTCCCGcontig589 Solyc06g Solyc06g Cytochro                 GO:00198 GO:00198     contig589 Solyc06g Cytochro  GO:00198 SL2.40ch AT1G0160CYP86A4  CYP86A4        chr1:219  16.4085 14.5871 2.10076 2.93335 5.96445 1.97404
GT Sense Sense -0.641 Detected 0.641 Detected 0.000 -1.396 Detected -2.346 Comprom -1.871 0.144 GT Sens contig591 contig591 Ulp1 prote                    TATATGAcontig591 Solyc12g Solyc12g Ulp1 prote                    GO:00065 GO:00065 contig591 Solyc12g Ulp1 prote                     GO:00065 SL2.40ch AT1G69980.1  unknown   chr1:263  17.7177 39.2598 19.9121 18.3299 9.56944 5.21806
GT Sense Sense -0.302 Detected 0.302 Detected 0.000 -1.907 Detected -2.165 Detected -2.036 0.025 GT Sens contig596 contig596 Acyl-CoA                 CATACACcontig596 Solyc02g Solyc02g Acyl-CoA                 GO:00188 GO:00188     contig596 Solyc02g Acyl-CoA                  GO:00188 SL2.40ch AT1G6588BZO1  BZO1 (BE      chr1:245  112.972 156.576 177.393 328.847 33.8502 29.8336
GT Sense Sense -0.410 Detected 0.410 Detected 0.000 -0.966 Detected -1.163 Detected -1.065 0.128 GT Sens contig596 contig596 Unknown   AGCTAGAcontig596 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig596 Solyc05g Unknown Protein (A  SL2.40ch AT1G48330.1  unknown   chr1:178  198.472 319.62 224.847 255.938 123.081 113.151
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.449 Detected -1.252 Detected -1.351 0.006 GT Sens contig597 contig597 Acyl-CoA                     TTAATTT contig597 Solyc03g Solyc03g Acyl-CoA                     GO:00055 GO:00055  contig597 Solyc03g Acyl-CoA                      GO:00055 SL2.40ch AT3G23480.1  cyclopro      chr3:842  106.164 90.6462 30.1248 197.489 34.2978 41.431
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 -2.605 Detected -1.243 Detected -1.924 0.121 GT Sens contig599 contig599 Nudix hyd               GGATGG contig599 Solyc05g Solyc05g Nudix hyd               GO:00512 GO:00512     contig599 Solyc05g Nudix hyd                GO:00512 SL2.40ch AT2G0445ATNUDT6  ATNUDT6                chr2:154  61.7106 83.6396 26.202 28.8747 11.2787 30.5426
GT Sense Sense -0.504 Detected 0.504 Detected 0.000 -1.440 Detected -1.286 Detected -1.363 0.116 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  4368.76 8007.21 3340.38 5444.67 2081.1 2439.79
GT Sense Sense -0.987 Detected 0.987 Detected 0.000 -1.282 Detected -1.407 Detected -1.345 0.307 GT Sens contig609 contig609 GATA tran                GATGTTGcontig609 Solyc01g Solyc01g GATA tran                GO:00063 GO:00063    contig609 Solyc01g GATA tran                 GO:00063 SL2.40ch AT3G20750.1  zinc finge       chr3:725  70.8711 253.709 41.3526 91.4954 52.6325 50.8591
GT Sense Sense -0.855 Detected 0.855 Detected 0.000 -1.019 Detected -1.083 Detected -1.051 0.344 GT Sens contig609 contig609 Arabinoga     TGAGACAcontig609 Solyc07g Solyc07g Arabinogalactan-protein (AHRD   contig609 Solyc07g Arabinogalactan-pro     SL2.40ch AT5G19340.1  unknown   chr5:651  2280.19 6797.36 1629.49 2695.71 1854.29 1870.05
GT Sense Sense -0.872 Detected 0.872 Detected 0.000 -1.964 Detected -3.887 Detected -2.925 0.153 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  371.473 1134.6 331.172 854.112 158.893 44.1587
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.805 Detected -0.847 Detected -1.326 0.112 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  865.587 881.644 264.163 1721.22 238.753 488.728
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -1.132 Detected -1.079 Detected -1.106 0.039 GT Sens contig610 contig610 Bifunction                 TATGTTT contig610 Solyc05g Solyc05g Bifunction                 GO:00081 GO:00081    contig610 Solyc05g Bifunction                  GO:00480 SL2.40ch AT3G4644UXS5  UXS5; UD     chr3:170  41.9456 52.1027 11.4827 48.1782 20.3669 22.2569
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 -1.196 Detected -1.045 Detected -1.120 0.038 GT Sens contig611 contig611 Metalloca               GCAAGAAcontig611 Solyc07g Solyc07g Metalloca               GO:00048 GO:00048   contig611 Solyc07g Metalloca                GO:00081 SL2.40ch AT4G36980.2  unknown   chr4:174  3695.79 4515.77 2830.29 1906.01 1702.56 1992.3
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -1.261 Detected -0.969 Detected -1.115 0.017 GT Sens contig613 contig613 Ankyrin re             GGAGCTGcontig613 Solyc08g Solyc08g Ankyrin re             GO:00055 GO:00055  contig613 Solyc08g Ankyrin re              GO:00055 SL2.40ch AT4G0023XSP1  XSP1 (xy            chr4:939  440.2 410.866 276.486 541.514 169.46 218.514
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 -2.042 Detected -3.320 Detected -2.681 0.059 GT Sens contig616 contig616 Unknown   TATTTTC contig616 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig616 Solyc06g Unknown Protein (A  SL2.40ch AT5G07800.1  flavin-con          chr5:248  117.155 150.422 127.439 410.774 30.7707 13.3718
GT Sense Sense -0.395 Detected 0.395 Detected 0.000 -0.969 Detected -1.181 Comprom -1.075 0.119 GT Sens contig618 contig618 Neuralize              GACGTTGcontig618 Solyc10g Solyc10g Neuralize              GO:00082 GO:00082   contig618 Solyc10g Neuralize               GO:00082 SL2.40ch AT5G01590.1  unknown   chr5:224  17.2301 27.1634 12.4206 19.8284 10.5504 9.59694
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.656 Detected -0.824 Detected -1.240 0.104 GT Sens contig620 contig620 FIP1 (AHR           CCAGTGTcontig620 Solyc03g Solyc03g FIP1 (AHRD V1 **-- B6TFD3 MA         contig620 Solyc03g FIP1 (AHRD V1 **-- B         SL2.40ch AT5G23350.1  GRAM do       chr5:785  756.434 820.665 425.528 632.787 238.79 447.731
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -2.574 Comprom -1.437 Comprom -2.006 0.072 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  14.0846 12.0965 68.8682 15.0955 2.09247 4.84913
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -1.670 Detected -1.976 Detected -1.823 0.011 GT Sens contig623 contig623 WRKY tra               AATTCAC contig623 Solyc05g Solyc05g WRKY tra               GO:0045449 contig623 Solyc05g WRKY tra                GO:00454 SL2.40ch AT2G4726WRKY23,   WRKY23;    chr2:194  139.703 151.174 57.3027 119.54 43.595 37.1601
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.065 Detected -1.015 Detected -1.040 0.016 GT Sens contig625 contig625 Non-spec                    GCGACG contig625 Solyc03g Solyc03g Non-spec                    GO:00082 GO:00082  contig625 Solyc03g Non-spec                     GO:00082 SL2.40ch AT5G60300.3  lectin pro      chr5:242  2105.71 2296.07 1056.63 2251.65 1003.45 1094.29
GT Sense Sense -0.676 Detected 0.676 Detected 0.000 -1.268 Detected -2.109 Detected -1.689 0.168 GT Sens contig625 contig625 Unknown   GTTGACGcontig625 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig625 Solyc08g Unknown Protein (A  SL2.40ch AT3G46160.1  protein k   chr3:169  768.739 1789.68 511.433 809.237 465.011 273.45
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.037 Detected -1.599 Detected -1.318 0.048 GT Sens contig632 contig632 Pyrimidin              AGGCATAcontig632 Solyc06g Solyc06g Pyrimidin              GO:00081 GO:00081   contig632 Solyc06g Pyrimidin               GO:00082 SL2.40ch AT5G59480.2  haloacid      chr5:239  799.294 837.349 697.265 667.446 380.559 271.608
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -0.987 Detected -1.195 Detected -1.091 0.091 GT Sens contig638 contig638 Unknown   AAGAAGAcontig638 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig638 Solyc01g Unknown Protein (A  SL2.40ch AT2G21640.1  Encodes               chr2:925  315.827 460.548 328.596 437.182 183.769 167.595
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 -1.060 Detected -1.445 Detected -1.252 0.053 GT Sens contig643 contig643 Multidrug                  TGGGAAGcontig643 Solyc01g Solyc01g Multidrug                  GO:00152 GO:00152      contig643 Solyc01g Multidrug                   GO:00152 SL2.40ch AT5G49130.1  MATE eff     chr5:199  3119.89 3918.49 1190.73 2070.71 1601.43 1292.24
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.125 Comprom -1.474 Comprom -1.299 0.022 GT Sens contig645 contig645 Plant-spe                     TGCAGAAcontig645 Solyc06g Solyc06g Plant-specific domain TIGR016                    contig645 Solyc06g Plant-specific doma                     SL2.40ch AT3G25240.1  unknown   chr3:919  17.0668 13.7439 8.92715 17.7621 6.70639 5.54776
GT Sense Sense -0.923 Detected 0.923 Detected 0.000 -1.158 Detected -2.144 Detected -1.651 0.255 GT Sens contig647 contig647 Integrase        CAGCATTcontig647 Solyc06g Solyc06g Integrase core domain contain      contig647 Solyc06g Integrase core doma       SL2.40ch AT5G46380.1  unknown   chr5:188  126.37 414.279 116.063 66.0058 97.8719 52.0913
GT Sense Sense -0.515 Detected 0.515 Detected 0.000 -0.993 Detected -2.746 Comprom -1.870 0.207 GT Sens contig651 contig651 Lipid tran                    TTGTCTT contig651 Solyc03g Solyc03g Lipid tran                    GO:00068 GO:00068  contig651 Solyc03g Lipid tran                     GO:00068 SL2.40ch AT4G35987.1  unknown   chr4:170  16.1961 30.1374 10.8297 14.7566 10.6005 3.3119
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 -1.862 Comprom -1.506 Comprom -1.684 0.035 GT Sens contig652 contig652 Zinc finge               TCGTTGGcontig652 Solyc05g Solyc05g Zinc finge               GO:00037 GO:00037      contig652 Solyc05g Zinc finge                GO:00037 SL2.40ch AT1G64880.1  ribosoma       chr1:241  14.1043 18.6444 6.14139 13.7292 4.25911 5.74443
GT Sense Sense -0.620 Detected 0.620 Detected 0.000 -1.552 Detected -1.451 Detected -1.502 0.137 GT Sens contig652 contig652 Acetyl coe                GTATGTTcontig652 Solyc07g Solyc07g Acetyl coe                GO:00103 GO:00103            contig652 Solyc07g Acetyl coe                 GO:00103 SL2.40ch AT3G0348CHAT  CHAT (ac        chr3:828  2376.8 5116.17 4103.5 13579.3 1135.38 1283.18
GT Sense Sense -0.357 Detected 0.357 Detected 0.000 -1.832 Comprom -1.460 Comprom -1.646 0.055 GT Sens contig653 contig653 Unknown   CCACTAAcontig653 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig653 Solyc11g Unknown Protein (A  SL2.40ch AT5G67610.2  unknown   chr5:269  14.0853 21.0651 7.07424 11.9184 4.62022 6.30017
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.301 Detected -1.568 Detected -1.434 0.009 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  77.397 68.3908 54.3628 101.986 28.191 24.6884
GT Sense Sense -1.299 Detected 1.299 Detected 0.000 -3.516 Comprom -4.677 Comprom -4.096 0.102 GT Sens contig655 contig655 Xylanase              GGAGAAGcontig655 Solyc02g Solyc02g Xylanase              GO:00065 GO:00065 contig655 Solyc02g Xylanase               GO:00065 SL2.40ch AT5G60250.1  zinc finge        chr5:242  30.1825 166.704 33.7258 54.2705 5.92138 2.78958
GT Sense Sense -0.766 Detected 0.766 Detected 0.000 -1.371 Detected -3.327 Comprom -2.349 0.199 GT Sens contig664 contig664 Unknown   GAAAAAAcontig664 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig664 Solyc11g Unknown Protein (A  SL2.40ch AT1G48300.1  unknown   chr1:178  22.2247 58.5766 4.43096 4.66819 13.3198 3.61757
GT Sense Sense -0.318 Detected 0.318 Detected 0.000 -1.527 Detected -1.065 Detected -1.296 0.081 GT Sens contig667 contig667 Metacasp                ACCCTAT contig667 Solyc10g Solyc10g Metacasp                GO:00065 GO:00065 contig667 Solyc10g Metacasp                 GO:00065 SL2.40ch AT5G0420AtMC9  AtMC9 (m      chr5:115  401.284 568.486 222.25 460.758 158.266 229.711
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.313 Comprom -1.076 Comprom -1.194 0.010 GT Sens contig676 contig676 Pre-mRNA                 CAAGAGAcontig676 Solyc02g Solyc02g Pre-mRNA                 GO:00054 GO:00054 contig676 Solyc02g Pre-mRNA                  GO:00054 SL2.40ch AT5G23480.1  DNA bind   chr5:791  16.4608 14.8645 2.24832 2.82359 6.01323 7.46632
GT Sense Sense -0.901 Detected 0.901 Detected 0.000 -1.228 Detected -1.105 Detected -1.167 0.326 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  61.7073 196.137 89.5889 154.667 44.8554 51.4355
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -1.643 Detected -1.782 Detected -1.713 0.035 GT Sens contig684 contig684 Tobacco                CAGAATGcontig684 Solyc07g Solyc07g Tobacco rattle virus-induced p               contig684 Solyc07g Tobacco rattle virus                SL2.40ch AT1G7359PIN1, ATP   PIN1 (PIN     chr1:276  43.4847 61.8371 47.6459 56.5289 15.8482 15.1667
GT Sense Sense -0.469 Detected 0.469 Detected 0.000 -1.118 Detected -1.018 Detected -1.068 0.152 GT Sens contig686 contig686 Chaperon                  GAGTCTCcontig686 Solyc05g Solyc05g Chaperon                  GO:00310 GO:00310    contig686 Solyc05g Chaperon                   GO:00310 SL2.40ch AT1G71000.1  heat shoc     chr1:267  229.455 400.777 205.226 214.607 133.429 150.686
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -0.944 Detected -1.081 Detected -1.013 0.005 GT Sens contig687 contig687 LL-diamin               TTCCTGGcontig687 Solyc11g Solyc11g LL-diamin               GO:00301 GO:00301       contig687 Solyc11g LL-diamin                GO:00102 SL2.40ch AT2G138 ALD1  ALD1 (AG                chr2:576  248.301 233.797 218.318 278.656 119.571 114.548
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -2.477 Comprom -0.912 Comprom -1.695 0.165 GT Sens contig687 contig687 Os05g027       TTTATGGcontig687 Solyc02g Solyc02g Os05g0272200 protein (Fragm     contig687 Solyc02g Os05g0272200 prote      SL2.40ch AT1G17030.1  unknown   chr1:582  18.217 14.2929 2.37879 11.4687 2.76707 8.62508
GT Sense Sense -0.385 Detected 0.385 Detected 0.000 -1.642 Detected -1.433 Detected -1.537 0.061 GT Sens contig700 contig700 1-aminocy                CAGCTCTcontig700 Solyc12g Solyc12g 1-aminocy                GO:00164 GO:00164  contig700 Solyc12g 1-aminocy                 GO:00164 SL2.40ch AT1G6238ACO2, AT   ACO2 (AC       chr1:230  7413.15 11525.6 11564.3 4575.12 2828.67 3444.65
GT Sense Sense -0.356 Detected 0.356 Detected 0.000 -1.261 Detected -1.129 Detected -1.195 0.081 GT Sens contig703 contig703 Unknown              CCCTGTGcontig703 Solyc11g Solyc11g Unknown Protein (AHRD V1)%3             contig703 Solyc11g Unknown Protein (A              SL2.40ch AT3G44940.1  unknown   chr3:164  4746.53 7089.25 4022.69 4146.58 2311.16 2668.18
GT Sense Sense -0.398 Detected 0.398 Detected 0.000 -0.890 Detected -1.631 Detected -1.261 0.146 GT Sens contig704 contig704 Cytochro                 GAAGTAGcontig704 Solyc07g Solyc07g Cytochro                 GO:00551 GO:00551  contig704 Solyc07g Cytochro  GO:00200 SL2.40ch AT5G1440CYP724A   CYP724A               chr5:464  554.925 878.073 535.782 263.22 359.621 226.693
GT Sense Sense -0.885 Detected 0.885 Detected 0.000 -1.119 Detected -1.150 Detected -1.134 0.328 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  47.0362 146.183 74.461 138.342 36.462 37.6028
GT Sense Sense 0.773 Detected -0.773 Detected 0.000 -1.600 Detected -2.640 Comprom -2.120 0.151 GT Sens contig709 contig709 Cytochro                 ATTGGCAcontig709 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig709 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3732CYP81D5  CYP81D5               chr4:175  65.9968 20.6179 330.438 109.843 11.6222 5.9522
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 -1.522 Detected -2.662 Detected -2.092 0.072 GT Sens contig710 contig710 Homeobo               TTGAAACcontig710 Solyc01g Solyc01g Homeobo               GO:00056 GO:00056     contig710 Solyc01g Homeobo                GO:00165 SL2.40ch AT3G6189ATHB-12,   ATHB-12          chr3:229  358.845 409.422 126.846 677.684 127.412 60.9148
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -2.149 Comprom -1.215 Comprom -1.682 0.070 GT Sens contig714 contig714 LOB dom                TCTCTCT contig714 Solyc03g Solyc03g LOB dom                GO:00055 GO:00055   contig714 Solyc03g LOB dom                 GO:00055 SL2.40ch AT1G6562AS2  AS2 (ASY       chr1:244  17.4771 15.1794 4.85921 7.32665 3.50583 7.05794
GT Sense Sense 0.856 Detected -0.856 Detected 0.000 -1.595 Detected -1.476 Detected -1.536 0.215 GT Sens contig717 contig717 Non-spec                     TTGCTCGcontig717 Solyc08g Solyc08g Non-spec                     GO:00068 GO:00068     contig717 Solyc08g Non-spec                      GO:00055 SL2.40ch AT5G1510PIN8  PIN8 (PIN       chr5:489  113.393 31.5553 20.2365 272.735 18.9046 21.6307
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -0.905 Detected -1.181 Detected -1.043 0.032 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  1639.37 1794.87 1126.02 1185.65 874.544 760.932
GT Sense Sense -0.412 Detected 0.412 Detected 0.000 -1.551 Detected -1.980 Detected -1.765 0.063 GT Sens contig726 contig726 Acyltrans             TGATCAAcontig726 Solyc02g Solyc02g Acyltrans             GO:00167 GO:00167          contig726 Solyc02g Acyltrans              GO:00167 SL2.40ch AT1G03390.1  transfera     chr1:841  110.26 178.015 55.6012 91.9497 45.6549 35.7375
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -1.624 Detected -1.161 Detected -1.393 0.027 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  883.448 766.724 287.743 579.651 254.956 370.203
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.831 Detected -1.628 Detected -1.729 0.004 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  510.175 491.622 69.8449 243.181 134.366 163.051
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.065 Comprom -1.400 Comprom -1.233 0.021 GT Sens contig744 contig744 Unknown   ACAAACT contig744 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig744 Solyc00g Unknown Protein (A  SL2.40ch AT5G46870.1  RNA reco      chr5:190  13.1522 13.2557 3.95574 11.9435 6.02549 5.03243
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 -2.697 Detected -2.535 Detected -2.616 0.010 GT Sens contig747 contig747 Patatin-lik              GGGGGA contig747 Solyc04g Solyc04g Patatin-lik              GO:00162 GO:00162      contig747 Solyc04g Patatin-lik               GO:00457 SL2.40ch AT4G3706PLP5, PLA   PLP5 (PA       chr4:174  71.6902 93.0295 58.6683 97.3688 12.0211 14.1734
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -0.919 Detected -1.985 Detected -1.452 0.113 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  186.554 179.605 148.83 190.822 92.4082 46.5313
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 -1.466 Detected -1.692 Detected -1.579 0.030 GT Sens contig751 contig751 Zinc finge                 GGAATTTcontig751 Solyc12g Solyc12g Zinc finge                 GO:00056 GO:00056 contig751 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT5G498 MMT  MMT; S-a    chr5:202  175.711 228.33 96.007 214.625 69.2396 62.3536
GT Sense Sense -0.674 Detected 0.674 Detected 0.000 -1.035 Detected -0.969 Detected -1.002 0.276 GT Sens contig753 contig753 Polyprote              TTGGTGTcontig753 Solyc05g Solyc05g Polyprote              GO:00082 GO:00082   contig753 Solyc05g Polyprote               GO:00082 SL2.40ch AT5G40700.3  unknown   chr5:162  18.814 43.6903 11.9795 14.5108 13.3608 14.7317
GT Sense Sense -0.582 Detected 0.582 Detected 0.000 -1.109 Detected -1.657 Comprom -1.383 0.164 GT Sens contig755 contig755 Unknown   TCATTTC contig755 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig755 Solyc01g Unknown Protein (A  SL2.40ch AT5G0639FLA17  FLA17 (F       chr5:195  17.1256 34.9787 12.0483 20.2404 10.834 7.80805
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.037 Detected -1.086 Detected -1.061 0.005 GT Sens contig767 contig767 Unknown   TTGCTTGcontig767 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig767 Solyc07g Unknown Protein (A  SL2.40ch AT5G1856PUCHI  PUCHI; D       chr5:616  64.408 53.2331 58.0511 59.0484 27.2554 27.7536
GT Sense Sense -0.375 Detected 0.375 Detected 0.000 -2.153 Detected -1.666 Detected -1.909 0.051 GT Sens contig769 contig769 Centrin 2             GCTCATCcontig769 Solyc10g Solyc10g Centrin 2             GO:00316 GO:00316      contig769 Solyc10g Centrin 2              GO:00316 SL2.40ch AT5G5449PBP1  PBP1 (PI           chr5:221  134.661 206.468 81.7456 216.76 35.8081 52.875
GT Sense Sense -1.082 Detected 1.082 Detected 0.000 -0.916 Detected -2.636 Detected -1.776 0.327 GT Sens contig772 contig772 AAA-ATPa              CTCGAAGcontig772 Solyc12g Solyc12g AAA-ATPa              GO:00171 GO:00171  contig772 Solyc12g AAA-ATPa               GO:00055 SL2.40ch AT5G57480.1  AAA-type     chr5:232  33.5476 137.019 60.2705 67.0473 34.2995 10.9724
GT Sense Sense -1.049 Detected 1.049 Detected 0.000 -1.360 Detected -2.912 Detected -2.136 0.243 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  1592.14 6214.22 1728.39 3233.07 1170.03 420.533
GT Sense Sense -1.156 Detected 1.156 Detected 0.000 -2.786 Comprom -3.159 Comprom -2.973 0.126 GT Sens contig782 contig782 Glutathion               TTGTGGAcontig782 Solyc07g Solyc07g Glutathion               GO:00043 GO:00043    contig782 Solyc07g Glutathion                GO:00043 SL2.40ch AT1G17180.1 11.2166 50.7591 11.5519 131.313 3.30221 2.68687
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.599 Detected -1.075 Detected -1.337 0.038 GT Sens contig786 contig786 Ferric red                GAATGTGcontig786 Solyc00g Solyc00g Ferric red                GO:00002 GO:00002     contig786 Solyc00g Ferric red                 GO:00002 SL2.40ch AT5G0288UPL4  UPL4; ub    chr5:662  336.039 281.927 81.7936 217.678 97.0128 146.984
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 -1.203 Comprom -2.191 Comprom -1.697 0.079 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  11.3575 12.2853 5.91456 4.64056 4.89815 2.60241
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 -2.071 Detected -3.820 Detected -2.946 0.092 GT Sens contig796 contig796 Peroxidas               TAGTGGAcontig796 Solyc11g Solyc11g Peroxidas               GO:00551 GO:00551  contig796 Solyc11g Peroxidas                GO:00551 SL2.40ch AT2G41480.1  electron       chr2:172  1528.17 797.536 1035.3 1148.85 250.846 78.628
GT Sense Sense 0.412 Detected -0.412 Detected 0.000 -1.947 Detected -1.112 Detected -1.529 0.121 GT Sens contig796 contig796 Unknown   TGAAGCTcontig796 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig796 Solyc07g026990.1.1 AT5G24280.1  EXPRESS                                                            chr5:825  390.173 200.93 245.926 234.79 69.3271 130.36
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -1.443 Detected -1.669 Detected -1.556 0.013 GT Sens contig798 contig798 Ring H2 fi                TAACGAT contig798 Solyc04g Solyc04g Ring H2 fi                GO:00082 GO:00082     contig798 Solyc04g Ring H2 fi                 GO:00048 SL2.40ch AT5G42200.1  zinc finge        chr5:168  272.093 302.273 142.45 244.932 100.742 90.7274
GT Sense Sense -0.947 Detected 0.947 Detected 0.000 -1.726 Detected -1.055 Detected -1.391 0.300 GT Sens contig799 contig799 RING fing               GTATGTGcontig799 Solyc01g Solyc01g RING fing               GO:00082 GO:00082   contig799 Solyc01g RING fing                GO:00082 SL2.40ch AT5G57540.1  xylogluca             chr5:233  45.6325 154.629 51.3704 97.4928 24.2447 40.6587
GT Sense Sense -0.953 Detected 0.953 Detected 0.000 -1.941 Detected -3.723 Detected -2.832 0.162 GT Sens contig804 contig804 Expansin           CAATCAGcontig804 Solyc04g Solyc04g Expansin           GO:00096 GO:00096    contig804 Solyc04g Expansin            GO:00055 SL2.40ch AT1G2019ATEXPA1        ATEXPA1       chr1:699  3018.89 10314.8 2362.51 4037.58 1387.46 425.093
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -3.092 Detected -2.178 Detected -2.635 0.029 GT Sens contig805 contig805 Calmodul              CGATGGGcontig805 Solyc03g Solyc03g Calmodul              GO:00055 GO:00055   contig805 Solyc03g Calmodul               GO:00055 SL2.40ch AT5G58000.1  LOCATE                                                         chr5:234  108.766 95.5059 43.6619 77.4452 11.4126 22.6567
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.626 Detected -1.294 Detected -1.460 0.014 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 33.711 33.506 29.4519 48.9569 10.394 13.7899
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -1.194 Comprom -2.586 Comprom -1.890 0.117 GT Sens contig820 contig820 Xylanase              CGGGCA contig820 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig820 Solyc01g Xylanase               GO:00065 SL2.40ch AT1G6368ATMURE,    MURE; A         chr1:236  16.5556 18.4845 5.2168 12.0356 7.29877 2.93049
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 -1.787 Detected -1.716 Detected -1.752 0.020 GT Sens contig821 contig821 Unknown   AATTGACcontig821 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig821 Solyc12g Unknown Protein (A  SL2.40ch AT4G24275.1  Identified        chr4:125  350.531 453.247 217.421 202.808 110.249 122.079
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -0.977 Detected -1.053 Detected -1.015 0.001 GT Sens contig823 contig823 BZIP trans                 GTTGAGGcontig823 Solyc12g Solyc12g BZIP trans                 GO:00063 GO:00063    contig823 Solyc12g BZIP trans                  GO:00056 SL2.40ch AT2G4238ATBZIP34    bZIP tran      chr2:176  31.4268 28.2925 36.0036 43.3391 14.4599 14.462
GT Sense Sense -0.737 Detected 0.737 Detected 0.000 -1.437 Comprom -1.388 Comprom -1.412 0.195 GT Sens contig825 contig825 Gag-pol p                CGATACAcontig825 Solyc01g Solyc01g Gag-pol polyprotein (AHRD V1              contig825 Solyc01g Gag-pol polyprotein                SL2.40ch AT4G3574RecQl3  RecQl3; A           chr4:169  12.5108 31.6663 12.02 12.9595 7.01788 7.65296
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -1.125 Detected -0.982 Detected -1.053 0.015 GT Sens contig827 contig827 Patatin-lik              TTGGTAAcontig827 Solyc02g Solyc02g Patatin-lik              GO:00046 GO:00046   contig827 Solyc02g Patatin-lik               GO:00046 SL2.40ch AT1G61390.2  S-locus p     chr1:226  449.576 478.535 286.356 565.143 203.095 236.205
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -0.859 Detected -1.217 Detected -1.038 0.093 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  677.729 922.014 442.841 821.894 416.175 342.182
GT Sense Sense -0.732 Detected 0.732 Detected 0.000 -0.809 Detected -1.500 Detected -1.155 0.290 GT Sens contig827 contig827 Pto-like se               GACACCAcontig827 Solyc07g Solyc07g Pto-like se               GO:00055 GO:00055      contig827 Solyc07g Pto-like, S     GO:00055 SL2.40ch AT1G30570.1  protein k     chr1:108  662.498 1665.27 647.584 1185.9 572.364 373.523
GT Sense Sense -0.831 Detected 0.831 Detected 0.000 -0.974 Detected -1.882 Detected -1.428 0.270 GT Sens contig831 contig831 Transpos                   TGCAAACcontig831 Solyc12g Solyc12g Transposon Ty1-BL Gag-Pol p                 contig831 Solyc12g Transposon Ty1-BL                  SL2.40ch AT5G5634ATCRT1  zinc finge        chr5:228  47.2682 136.356 37.6112 27.909 39.011 21.9085
GT Sense Sense -0.412 Detected 0.412 Detected 0.000 -1.612 Detected -2.279 Detected -1.945 0.067 GT Sens contig834 contig834 Os01g061                  CTTAGAT contig834 Solyc06g Solyc06g Os01g0611000 protein (Fragm                 contig834 Solyc06g Os01g0611000 prote                  SL2.40ch AT5G25460.1  unknown   chr5:886  4126.97 6662.58 8169.93 5698.58 1638.33 1086.64
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 -1.335 Detected -1.308 Detected -1.322 0.005 GT Sens contig837 contig837 Proteasom                 GAAATTAcontig837 Solyc07g Solyc07g Proteasom                 GO:00197 GO:00197     contig837 Solyc07g Proteasom                  GO:00197 SL2.40ch AT1G1647PAB1  PAB1 (PR         chr1:562  449.489 468.438 312.645 417.349 173.674 186.415
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 -0.897 Detected -3.294 Comprom -2.096 0.242 GT Sens contig837 contig837 Os04g058                  TCATCTCcontig837 Solyc06g Solyc06g Os04g0585900 protein (Fragm                 contig837 Solyc06g Os04g0585900 prote                  SL2.40ch AT5G47060.1  senescen    chr5:191  17.2709 28.9368 11.874 20.6633 11.4625 2.29238
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 -0.885 Detected -1.490 Detected -1.187 0.080 GT Sens contig845 contig845 Unknown   TAACTTT contig845 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig845 Solyc10g Unknown Protein (A  SL2.40ch AT3G23450.1  unknown   chr3:841  38.2793 45.4617 14.6287 21.6562 21.5648 14.943
GT Sense Sense -0.492 Detected 0.492 Detected 0.000 -1.798 Detected -1.000 Detected -1.399 0.158 GT Sens contig848 contig848 Auxin effl                 GATCCTTcontig848 Solyc03g Solyc03g Auxin effl                 GO:00096 GO:00096     contig848 Solyc03g Auxin effl                  GO:00096 SL2.40ch AT1G20925.1  auxin effl      chr1:729  42.5284 76.657 24.6928 52.4402 15.6719 28.7261
GT Sense Sense -0.570 Detected 0.570 Detected 0.000 -1.107 Detected -1.075 Detected -1.091 0.196 GT Sens contig849 contig849 F-box/LRR              CCTAACCcontig849 Solyc03g Solyc03g F-box/LRR-repeat protein At3g             contig849 Solyc09g Unknown Protein (A  SL2.40ch AT3G22580.1  protease         chr3:800  103.886 208.808 84.7594 91.375 65.299 70.35
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 -1.050 Detected -1.177 Detected -1.113 0.007 GT Sens contig849 contig849 Unknown   ATATACC contig849 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig849 Solyc09g Unknown Protein (A  SL2.40ch AT4G10790.1  UBX dom    chr4:664  2523.18 2096.73 1693.47 2440.04 1060.67 1023.62
GT Sense Sense -0.463 Detected 0.463 Detected 0.000 -0.843 Detected -2.491 Comprom -1.667 0.220 GT Sens contig850 contig850 Serine/thr               GCAGGAGcontig850 Solyc11g Solyc11g Serine/thr               GO:00064 GO:00064  contig850 Solyc11g Serine/thr                GO:00064 SL2.40ch AT3G4420ATNEK6,    NEK6 ("N                  chr3:159  35.919 62.1961 21.9485 33.0837 25.1651 8.45654
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -1.301 Detected -1.221 Detected -1.261 0.020 GT Sens contig851 contig851 Glutathion               GCTGAAAcontig851 Solyc06g Solyc06g Glutathion               GO:00043 GO:00043   contig851 Solyc06g Glutathion                GO:00043 SL2.40ch AT5G5944ZEU1  ZEU1 (ZE        chr5:239  1234.42 882.831 1163.24 1567.65 404.455 450.54
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.220 Detected -1.733 Detected -1.476 0.034 GT Sens contig853 contig853 Pseudo re                  TTGACAAcontig853 Solyc03g Solyc03g Pseudo re                  GO:00108 GO:00108       contig853 Solyc03g Timing of  GO:00305 SL2.40ch AT5G6138TOC1, AP    TOC1 (TI            chr5:246  1625.87 1267.98 712.558 932.343 588.704 434.374
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -1.507 Detected -1.187 Detected -1.347 0.035 GT Sens contig862 contig862 Cysteine-                   TTAGTTT contig862 Solyc03g Solyc03g Cysteine-rich receptor-like pro                  contig862 Solyc08g Protein se                GO:00163 SL2.40ch AT4G38950.2 210.163 253.949 168.69 251.264 77.587 102.051
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -1.305 Detected -1.284 Detected -1.295 0.056 GT Sens contig866 contig866 UDP-gluc               TGACCAAcontig866 Solyc12g Solyc12g UDP-gluc               GO:00081 GO:00081  contig866 Solyc12g UDP-gluc                GO:00081 SL2.40ch AT1G01390.1  UDP-gluc      chr1:148  95.8431 136.391 65.547 107.032 44.1731 47.2404
GT Sense Sense -0.363 Detected 0.363 Detected 0.000 -1.224 Detected -1.893 Comprom -1.559 0.087 GT Sens contig878 contig878 O-methylt              TTTAGTCcontig878 Solyc02g Solyc02g O-methylt              GO:00469 GO:00469   contig878 Solyc02g O-methylt               GO:00081 SL2.40ch AT5G5416ATOMT1,   ATOMT1          chr5:219  28.4238 42.8768 15.6255 20.8839 14.2697 9.45302
GT Sense Sense -0.337 Detected 0.337 Detected 0.000 -1.642 Detected -1.795 Detected -1.719 0.038 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  328.188 477.537 203.564 412.555 121.091 114.772
GT Sense Sense -0.537 Detected 0.537 Detected 0.000 -0.858 Detected -1.598 Detected -1.228 0.200 GT Sens contig888 contig888 Kinase-ST                  CTTGCAAcontig888 Solyc06g Solyc06g Kinase-ST                  GO:00350 GO:00350  contig888 Solyc06g Kinase-ST                   GO:00350 SL2.40ch AT2G28320.1  pleckstri            chr2:120  203.839 391.043 102.56 229.19 148.712 93.7937
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -1.139 Detected -1.295 Detected -1.217 0.004 GT Sens contig889 contig889 Transcrip                  TTGCAGCcontig889 Solyc06g Solyc06g Transcrip                  GO:00037 GO:00037      contig889 Solyc06g Transcrip                   GO:00037 SL2.40ch AT5G59570.1  myb fami     chr5:240  181.946 168.437 93.9911 111.423 75.8736 71.7937
GT Sense Sense 0.440 Detected -0.440 Detected 0.000 -0.861 Detected -1.361 Detected -1.111 0.159 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  808.245 400.484 281.319 458.82 298.983 222.863
GT Sense Sense 0.516 Detected -0.516 Detected 0.000 -0.871 Detected -1.570 Detected -1.220 0.189 GT Sens contig895 contig895 Potassium             GCAAGGAcontig895 Solyc07g Solyc07g Potassium             GO:00550 GO:00550      contig895 Solyc07g Potassium              GO:00150 SL2.40ch AT2G17970.2  oxidored       chr2:781  65.6652 29.2574 16.6108 96.4423 22.8812 14.8527
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -0.896 Detected -1.381 Detected -1.138 0.064 GT Sens contig899 contig899 ATP-bind                AATTTGGcontig899 Solyc05g Solyc05g ATP-bind                GO:00171 GO:00171         contig899 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  864.379 1014.2 461.024 928.272 480.537 361.744
GT Sense Sense -0.417 Detected 0.417 Detected 0.000 -0.925 Detected -1.260 Detected -1.093 0.136 GT Sens contig902 contig902 cDNA clon                    GAAAAGAcontig902 Solyc11g Solyc11g cDNA clone J033118E13 full in                  contig902 Solyc11g cDNA clone J033118                    SL2.40ch AT3G52900.1  unknown   chr3:196  50.1654 81.5558 21.3656 54.0311 32.1583 26.8626
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.211 Detected -1.161 Detected -1.186 0.001 GT Sens contig910 contig910 Unknown   ACTTTCAcontig910 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig910 Solyc08g Pectinace                GO:00040 SL2.40ch AT1G26976.1 1103.13 971.482 1172.18 1403.64 426.962 465.778
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 -1.492 Detected -1.463 Detected -1.477 0.023 GT Sens contig914 contig914 Disease r                 GTGTTTAcontig914 Solyc10g Solyc10g Disease resistance response (                contig914 Solyc10g Disease resistance                 SL2.40ch AT5G5426MRE11, A   MRE11 (m               chr5:220  1420.86 1780.57 1116.41 2941.7 539.969 580.569
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.739 Detected -0.870 Detected -1.305 0.096 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  118.204 112.34 13.2742 67.2327 32.96 63.4062
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 -2.530 Detected -2.113 Detected -2.321 0.008 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  326.762 311.176 233.853 74.1279 52.7205 74.1583
GT Sense Sense -0.359 Detected 0.359 Detected 0.000 -0.948 Detected -1.935 Detected -1.441 0.142 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  361.452 542.313 624.874 520.994 219.061 116.519
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -1.018 Detected -1.323 Detected -1.171 0.027 GT Sens contig930 contig930 F-box pro      AGATTTGcontig930 Solyc12g Solyc12g F-box protein PP2-B1 (AHRD V   contig930 Solyc12g F-box protein PP2-B     SL2.40ch AT5G63120.2  ethylene-         chr5:253  60.8996 46.7468 51.4852 232.385 25.1524 21.4518
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -1.271 Detected -1.113 Detected -1.192 0.035 GT Sens contig937 contig937 Calmodul             TGTGATGcontig937 Solyc01g Solyc01g Calmodul             GO:00055 GO:00055   contig937 Solyc01g Calmodul              GO:00055 SL2.40ch AT3G5680CAM3, ac   CAM3 (CA       chr3:210  621.481 762.396 485.645 707.189 272.308 320.225
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -2.630 Comprom -2.531 Comprom -2.581 0.001 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  57.1322 49.5932 22.4559 56.4137 8.20784 9.26261
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.914 Detected -2.063 Detected -1.988 0.006 GT Sens contig954 contig954 Zinc finge       GCCAAGCcontig954 Solyc07g Solyc07g Zinc finger family protein (AHR    contig954 Solyc03g E3 ubiqui                 GO:00055 SL2.40ch AT2G02960.3  zinc finge        chr2:862  2817.26 2109.61 1665.77 2636.73 617.691 587.048
GT Sense Sense -0.494 Detected 0.494 Detected 0.000 -1.729 Detected -2.824 Detected -2.276 0.091 GT Sens contig955 contig955 BZIP trans                 GAGTTAGcontig955 Solyc07g Solyc07g BZIP trans                 GO:00056 GO:00056    contig955 Solyc07g BZIP trans                  GO:00165 SL2.40ch AT3G5812ATBZIP61    BZIP61; D         chr3:215  117.84 213.036 42.6 86.3263 45.631 22.5167
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.153 Detected -1.503 Detected -1.328 0.024 GT Sens contig956 contig956 Unknown   TTATCCGcontig956 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig956 Solyc01g Unknown Protein (A  SL2.40ch AT4G29180.1  leucine-r       chr4:143  77.502 60.4516 41.5908 44.6124 29.399 24.286
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.000 Detected -1.175 Detected -1.088 0.023 GT Sens contig959 contig959 Ring H2 fi                GGATTTCcontig959 Solyc12g Solyc12g Ring H2 fi                GO:00082 GO:00082   contig959 Solyc12g Ring H2 fi                 GO:00082 SL2.40ch AT4G28890.1  protein b         chr4:142  44.9335 33.5522 19.1906 44.1759 18.5345 17.294
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -1.895 Detected -2.181 Detected -2.038 0.021 GT Sens contig960 contig960 Unknown   AAGAAACcontig960 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig960 Solyc07g Unknown Protein (A  SL2.40ch AT5G50000.1  protein k    chr5:203  333.996 436.504 175.021 240.191 98.0075 84.6883
GT Sense Sense -0.408 Detected 0.408 Detected 0.000 -1.525 Detected -2.201 Detected -1.863 0.072 GT Sens contig961 contig961 Zinc finge                TTGCACAcontig961 Solyc11g Solyc11g Zinc finge                GO:00056 GO:00056 contig961 Solyc11g Zinc finge                 GO:00056 SL2.40ch AT5G26770.3  unknown   chr5:940  164.529 263.918 89.5995 138.191 69.1378 45.5885
GT Sense Sense -0.723 Detected 0.723 Detected 0.000 -1.237 Detected -1.905 Detected -1.571 0.187 GT Sens contig961 contig961 Expresse                  AATGTCCcontig961 Solyc10g Solyc10g Expressed protein (Fragment)                contig961 Solyc10g Expressed protein (                 SL2.40ch AT2G1723EXL5  EXL5 (EX     chr2:749  170.146 422.673 152.003 205.405 108.598 72.0591
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 -1.166 Detected -1.178 Detected -1.172 0.052 GT Sens contig974 contig974 Ovarian c                    CACCATCcontig974 Solyc11g Solyc11g Ovarian c                    GO:00171 GO:00171   contig974 Solyc11g Ovarian c                     GO:00171 SL2.40ch AT5G65400.1  unknown   chr5:261  1362.41 1828.44 773.353 1318.25 671.594 701.718
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 -1.242 Detected -1.039 Detected -1.141 0.033 GT Sens contig975 contig975 B3 domai                GGAGGA contig975 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig975 Solyc02g026080.1.1 AT3G44440.1 1463.23 1030.54 843.47 1266.14 495.672 600.99
GT Sense Sense -0.473 Detected 0.473 Detected 0.000 -1.147 Detected -2.148 Detected -1.648 0.139 GT Sens contig976 contig976 Protein se               GGCAAACcontig976 Solyc12g Solyc12g Protein se               GO:00064 GO:00064  contig976 Solyc12g Protein se                GO:00064 SL2.40ch AT5G6685MAPKKK5  MAPKKK            chr5:266  234.153 411.23 127.527 231.705 133.783 70.4256
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.599 Detected -1.936 Detected -1.768 0.014 GT Sens contig983 contig983 Calcium-b                  AATGGAGcontig983 Solyc02g Solyc02g Calcium-b                  GO:00316 GO:00316      contig983 Solyc02g Calcium-b                   GO:00316 SL2.40ch AT5G08570.1  pyruvate    chr5:277  295.99 224.37 74.88 314.732 81.2029 67.7319
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -2.435 Comprom -2.254 Comprom -2.345 0.008 GT Sens contig985 contig985 Unknown   TGTTGGTcontig985 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig985 Solyc09g020030.1.1 AT1G69800.2  CBS dom    chr1:262  19.991 13.9187 5.17164 6.92377 2.94446 3.51709
GT Sense Sense -0.438 Detected 0.438 Detected 0.000 -1.922 Detected -1.347 Detected -1.635 0.089 GT Sens contig102 contig102 UDP-gluc             AGCCAAGcontig102 Solyc10g Solyc10g UDP-gluc             GO:00081 GO:00081  contig102 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT5G12890.1  UDP-gluc      chr5:406  56.9645 95.3098 32.1124 127.247 18.5628 29.1355
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -1.716 Detected -1.476 Detected -1.596 0.037 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  55.7283 76.125 41.121 132.637 18.9326 23.5505
GT Sense Sense -0.549 Detected 0.549 Detected 0.000 -2.385 Detected -1.592 Detected -1.988 0.099 GT Sens contig104 contig104 Disease r                  GAAAGGAcontig104 Solyc01g Solyc01g Disease resistance response p                 contig104 Solyc01g Disease resistance                  SL2.40ch AT1G58170.1  disease r       chr1:215  51.6517 100.734 13.9345 87.5782 13.1877 24.0697
GT Sense Sense -0.433 Detected 0.433 Detected 0.000 -0.950 Detected -1.880 Detected -1.415 0.156 GT Sens contig106 contig106 Transcrip              CTGAGCAcontig106 Solyc06g Solyc06g Transcrip              GO:00037 GO:00037      contig106 Solyc06g Transcrip               GO:00037 SL2.40ch AT3G07340.1  basic hel      chr3:234  156.818 260.51 135.044 121.714 99.8772 55.2265
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -2.064 Detected -2.169 Detected -2.116 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  11987.4 10620.1 16946.7 8525.58 2576.6 2524.75
GT Sense Sense -0.318 Detected 0.318 Detected 0.000 -1.827 Comprom -1.340 Detected -1.584 0.058 GT Sens contig101 contig101 Serine/thr                   TCAACTGcontig101 Solyc07g Solyc07g Serine/thr                GO:00191 GO:00191        contig101 Solyc07g Serine/thr                 GO:00191 SL2.40ch AT1G11300.1  ATP bind                  chr1:379  30.1002 42.6159 9.75937 14.8199 9.63543 14.2285
GT Sense Sense -0.594 Detected 0.594 Detected 0.000 -1.445 Detected -1.336 Detected -1.390 0.145 GT Sens contig101 contig101 Unknown      GTTCCCCcontig101 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig101 Solyc06g Unknown Protein (A  SL2.40ch AT3G076 IBM1  IBM1 (inc             chr3:242  39.3832 81.8403 47.4096 49.2636 19.9108 22.6283
GT Sense Sense -0.733 Detected 0.733 Detected 0.000 -1.043 Detected -2.094 Detected -1.568 0.224 GT Sens contig101 contig101 Pol polyp                   GGGTGC contig101 Solyc10g Solyc10g Pol polyp                GO:00062 GO:00062   contig101 Solyc10g Pol polyp                 GO:00065 SL2.40ch AT4G103 HKT1, AT   HKT1 (HIG          chr4:639  116.704 294.048 124.213 76.283 85.8581 43.6625
GT Sense Sense -0.318 Detected 0.318 Detected 0.000 -2.045 Detected -1.371 Detected -1.708 0.066 GT Sens contig106 contig106 Sulfotrans                 TTACAGAcontig106 Solyc04g Solyc04g Sulfotrans              GO:00081 GO:00081  contig106 Solyc04g Sulfotrans               GO:00081 SL2.40ch AT1G59680.1 36.7522 52.0593 35.3067 57.2936 10.1232 17.0147
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.887 Detected -2.512 Detected -2.200 0.020 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  783.557 664.091 312.452 605.218 186.19 127.219
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -0.947 Detected -1.991 Detected -1.469 0.115 GT Sens contig110 contig110 CM0216.3                      CAACATAcontig110 Solyc02g Solyc02g CM0216.330.nc protein (AHRD                contig110 Solyc02g CM0216.330.nc prot                  SL2.40ch AT5G05160.1  leucine-r        chr5:152  92.9766 106.211 78.8759 124.709 49.2253 25.1561
GT Sense Sense -0.842 Detected 0.842 Detected 0.000 -0.854 Detected -2.226 Detected -1.540 0.292 GT Sens contig111 contig111 Unknown      ACAAGAT contig111 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig111 Solyc06g Unknown Protein (A  SL2.40ch AT5G03870.1  glutaredo     chr5:103  317.25 929.398 283.44 169.821 286.906 116.737
GT Sense Sense -0.464 Detected 0.464 Detected 0.000 -1.857 Detected -1.673 Detected -1.765 0.065 GT Sens contig111 contig111 Long-cha                   GAAAATCcontig111 Solyc02g Solyc02g Long-cha                GO:00188 GO:00188        contig111 Solyc02g Long-cha                 GO:00044 SL2.40ch AT1G68270.1  AMP-dep        chr1:255  162.208 281.433 380.082 718.736 56.3292 67.4189
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -1.056 Detected -1.351 Detected -1.204 0.034 GT Sens contig112 contig112 Cc-nbs-lr          GAGAAGAcontig112 Solyc11g Solyc11g Cc-nbs-lrr resistance protein (A    contig112 Solyc05g014620.1.1 AT1G0868ZIGA4  ZIGA4 (AR                 chr1:276  9804.11 11389 6385.15 9393.22 4851.4 4165.89
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 -1.129 Detected -1.399 Detected -1.264 0.044 GT Sens contig115 contig115 Ribosoma                   ACGCCAAcontig115 Solyc11g Solyc11g Ribosoma                GO:00058 GO:00058 contig115 Solyc11g Ribosoma                 GO:00058 SL2.40ch ATMG002 RPL5  encodes                 chrM:577  81.3785 103.53 58.0796 69.6481 40.061 35.0021
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -1.688 Detected -1.199 Detected -1.443 0.085 GT Sens contig115 contig115 Tracheary          CTAATAA contig115 Solyc03g Solyc03g Tracheary element differentiat      contig115 Solyc03g Tracheary element d      SL2.40ch AT2G1777ATBZIP27    ATBZIP27     chr2:772  73.2182 112.568 68.754 118.527 26.8975 39.7945
GT Sense Sense -0.696 Detected 0.696 Detected 0.000 -0.870 Detected -1.808 Detected -1.339 0.252 GT Sens contig115 contig115 Ycf15 (AH                   ATATTCA contig115 Solyc11g Solyc11g Ycf15 (AHRD V1 ***- D2KLP6 O             contig115 Solyc11g Ycf15 (AHRD V1 ***-             SL2.40ch ATCG012 ORF77.2  hypothet    chrC:144  434.185 1038.48 381.4 313.572 350.763 192.88
GT Sense Sense 0.427 Detected -0.427 Detected 0.000 -1.201 Detected -0.847 Detected -1.024 0.157 GT Sens contig117 contig117 Myb-relat                   GCTCCTTcontig117 Solyc07g Solyc07g Myb-relat                GO:0045449 contig117 Solyc07g Myb-relat                 GO:00036 SL2.40ch AT5G1028MYB92, A    ATMYB9            chr5:323  105.606 53.2842 169.205 152.525 31.1648 41.9388
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.557 Detected -1.106 Detected -1.332 0.035 GT Sens contig118 contig118 Leucine-r                      GTAATTT contig118 Solyc02g Solyc02g Leucine-r                   GO:00199 GO:00199    contig118 Solyc02g Receptor   GO:00046 SL2.40ch AT3G0514RBK2  RBK2 (Ro                chr3:143  103.296 79.1606 81.6844 120.911 29.3437 42.249
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 -1.388 Detected -1.172 Detected -1.280 0.037 GT Sens contig119 contig119 Developm                   TTCTGCTcontig119 Solyc10g Solyc10g Developmentally-regulated GT               contig119 Solyc10g Developmentally-reg                SL2.40ch AT1G72660.3  developm       chr1:273  116.648 77.267 45.9726 97.5128 34.6329 42.3856
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.557 Detected -0.926 Detected -1.241 0.060 GT Sens contig120 contig120 Alpha-hyd                  GAGTGTTcontig120 Solyc07g Solyc07g Alpha-hyd               GO:00800 GO:00800       contig120 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT3G049 WNK1, ZIK   WNK1 (W             chr3:135  261.83 225.358 56.8864 477.74 78.8451 128.602
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.415 Detected -1.229 Detected -1.322 0.016 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  177.234 132.491 150.985 226.667 54.8864 65.7768
GT Sense Sense 0.375 Detected -0.375 Detected 0.000 -2.368 Detected -1.075 Detected -1.722 0.148 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  604.992 327.878 233.364 418.248 82.3761 212.622
GT Sense Sense -0.804 Detected 0.804 Detected 0.000 -1.616 Detected -2.667 Detected -2.142 0.155 GT Sens contig121 contig121 Retrotran                       AGGAATAcontig121 Solyc07g Solyc07g Retrotran                    GO:00150 GO:00150  contig121 Solyc00g Pol polyp               GO:00036 SL2.40ch AT5G66790.1 325.508 904.028 282.242 137.105 168.914 85.9381
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 -0.952 Comprom -3.230 Comprom -2.091 0.216 GT Sens contig122 contig122 Unknown      GCAGCAGcontig122 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig122 Solyc11g Avr9/Cf-9 rapidly elic       SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  16.3492 21.5557 14.569 30.1646 9.26794 2.01213
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -4.021 Detected -3.163 Detected -3.592 0.019 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  3978.74 5232.9 1186.07 498.622 268.444 512.43
GT Sense Sense -0.722 Detected 0.722 Detected 0.000 -1.050 Detected -2.161 Comprom -1.605 0.220 GT Sens contig127 contig127 Nitrate tra                    GACAACAcontig127 Solyc06g Solyc06g Nitrate tra                 GO:00800 GO:00800        contig127 Solyc06g Nitrate tra                  GO:00800 SL2.40ch AT3G45680.1  proton-de        chr3:167  29.4521 73.0107 4.43314 27.4446 21.3896 10.4279
GT Sense Sense -0.402 Detected 0.402 Detected 0.000 -1.350 Detected -2.080 Detected -1.715 0.087 GT Sens contig128 contig128 Pol polyp                   GGTTTTGcontig128 Solyc04g Solyc04g Pol polyp                GO:00062 GO:00062   contig128 Solyc04g040100.1.1 AT5G40450.2  unknown   chr5:161  369.785 588.314 325.032 226.849 174.741 111.007
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 -1.509 Detected -2.268 Comprom -1.889 0.063 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  38.7514 55.2039 19.3821 67.7039 15.5139 9.66123
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 -1.315 Detected -1.231 Detected -1.273 0.030 GT Sens contig129 contig129 Unknown      GTGAAACcontig129 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig129 Solyc08g061470.1.1 AT3G45040.1  phospha      chr3:164  3632.29 2439.16 2567.37 4312.74 1142.26 1275.29
GT Sense Sense -0.553 Detected 0.553 Detected 0.000 -1.037 Comprom -1.505 Comprom -1.271 0.168 GT Sens contig129 contig129 UDP-gluc               GGAAAGAcontig129 Solyc12g Solyc12g UDP-gluc            GO:00081 GO:00081  contig129 Solyc12g UDP-gluc             GO:00081 SL2.40ch AT1G2237AtUGT85A   AtUGT85           chr1:789  15.3367 30.0901 19.3064 35.5124 9.99615 7.61154
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.169 Comprom -1.321 Comprom -1.245 0.010 GT Sens contig130 contig130 60s acidic                   CTTTGAGcontig130 Solyc07g Solyc07g 60s acidic                GO:00058 GO:00058 contig130 Solyc06g Receptor-                  GO:00055 SL2.40ch AT5G40710.1  zinc finge       chr5:162  16.6397 13.2655 8.11142 9.73736 6.31057 5.98359
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.584 Detected -1.836 Detected -1.710 0.008 GT Sens contig132 contig132 F-box fam                 TATAGTAcontig132 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig132 Solyc12g Pistil exte                      GO:00096 SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  48.0478 49.5661 57.3005 53.9145 15.5454 13.7469
GT Sense Sense -0.846 Detected 0.846 Detected 0.000 -3.186 Comprom -4.496 Comprom -3.841 0.070 GT Sens contig132 contig132 Acyltrans                GTGTGTCcontig132 Solyc11g Solyc11g Acyltrans             GO:00167 GO:00167         contig132 Solyc11g Acyltrans              GO:00167 SL2.40ch AT5G59400.2  unknown   chr5:239  27.2923 80.4485 166.472 171.544 4.91668 2.08836
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -1.399 Detected -0.816 Detected -1.108 0.078 GT Sens contig135 contig135 Copper io                  TGGGGC contig135 Solyc10g Solyc10g Copper ion binding protein (AH            contig135 Solyc10g Copper ion binding             SL2.40ch AT5G07650.1  formin ho          chr5:241  148.809 168 48.6339 100.171 57.2467 90.3311
GT Sense Sense -0.706 Detected 0.706 Detected 0.000 -1.833 Comprom -3.421 Comprom -2.627 0.132 GT Sens contig136 contig136 Transpos        GGGTCC contig136 Solyc08g Solyc08g Transposase (AHRD V1 **-- Q6 contig136 Solyc11g Transposase (AHRD   SL2.40ch AT4G38650.1 17.2123 41.7583 9.92817 9.30473 7.1827 2.51732
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -1.477 Detected -1.155 Detected -1.316 0.022 GT Sens contig140 contig140 Unknown      TTTGGAAcontig140 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig140 Solyc05g Unknown Protein (A  SL2.40ch AT1G7085MLP34  MLP34 (M     chr1:267  79.7867 85.132 22.8881 178.2 28.2703 37.2413
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.306 Detected -0.874 Detected -1.090 0.039 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  1520.03 1297.63 495.79 3150.15 542.345 770.698
GT Sense Sense -0.562 Detected 0.562 Detected 0.000 -0.893 Detected -1.121 Detected -1.007 0.221 GT Sens contig143 contig143 Receptor-                   ATCAGTT contig143 Solyc03g Solyc03g Receptor-                GO:00055 |GO:00046    contig143 Solyc03g Receptor-                 GO:00046 SL2.40ch AT5G24080.1  protein k     chr5:813  558.4 1109.84 388.927 909.613 404.639 364.07
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 -1.004 Comprom -1.600 Comprom -1.302 0.117 GT Sens contig143 contig143 Cytochro                    AACAGAT contig143 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig143 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3194CYP82C4  CYP82C4               chr4:154  11.6076 18.1343 2.56044 10.3818 6.90588 4.81496
GT Sense Sense 0.411 Detected -0.411 Detected 0.000 -2.548 Detected -1.132 Detected -1.840 0.154 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  816.42 420.983 346.722 489.762 95.7322 269.027
GT Sense Sense 0.594 Detected -0.594 Detected 0.000 -0.815 Detected -1.350 Detected -1.083 0.238 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  1438.34 575.875 486.036 971.395 493.862 359.142
GT Sense Sense -0.836 Detected 0.836 Detected 0.000 -0.852 Detected -1.986 Detected -1.419 0.295 GT Sens contig154 contig154 %26aposc                   TACAGAT contig154 Solyc11g Solyc11g %26aposc                GO:00056 GO:00056 contig154 Solyc11g &aposchr                 GO:00056 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  4151.68 12054.8 4151.68 2423.9 3743.1 1796.66
GT Sense Sense -0.748 Detected 0.748 Detected 0.000 -2.196 Detected -1.601 Detected -1.898 0.142 GT Sens contig157 contig157 Peroxidas                 ATCGGTGcontig157 Solyc01g Solyc01g Peroxidas              GO:00551 GO:00551   contig157 Solyc01g Peroxidas               GO:00046 SL2.40ch AT5G19890.1  peroxida    chr5:672  12996.3 33400 12196.2 17656 4342.35 6908.14
GT Sense Sense -0.455 Detected 0.455 Detected 0.000 -1.379 Detected -1.042 Detected -1.210 0.130 GT Sens contig157 contig157 Dirigent-li                      ATGGAAGcontig157 Solyc01g Solyc01g Dirigent-like protein 1 (AHRD V               contig157 Solyc01g Disease resistance                  SL2.40ch AT1G58170.1  disease r       chr1:215  825.465 1413.72 277.344 1430.57 396.522 527.949
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 -1.238 Detected -1.175 Detected -1.206 0.020 GT Sens contig159 contig159 Pathogen                    TGCAATT contig159 Solyc00g Solyc00g Pathogen                 GO:00055 GO:00055  contig159 Solyc00g Pathogen                  GO:00055 SL2.40ch AT2G1980MIOX2  MIOX2 (M       chr2:853  748.568 539.851 1216.87 639.775 257.362 283.297
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -2.150 Comprom -1.708 Comprom -1.929 0.019 GT Sens contig160 contig160 Ycf1 (AHR       ACTCCAGcontig160 Solyc11g Solyc11g Ycf1 (AHRD V1 ***- D2KLR1 OL contig160 Solyc11g Ycf1 (AHRD V1 ***- D SL2.40ch AT5G48830.1  unknown   chr5:198  21.7585 24.5435 10.7793 14.3865 4.97228 7.11448
GT Sense Sense 0.482 Detected -0.482 Detected 0.000 -1.215 Detected -2.006 Detected -1.610 0.123 GT Sens contig160 contig160 Glutathion                   TTTACAGcontig160 Solyc01g Solyc01g Glutathione S-transferase (AHR              contig160 Solyc01g Glutathione S-transf               SL2.40ch AT2G2949ATGSTU1    ATGSTU         chr2:126  205.781 96.1942 43.2078 73.1015 57.8752 35.2414
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -2.271 Detected -1.844 Detected -2.057 0.020 GT Sens contig161 contig161 Unknown      CCTGTGAcontig161 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig161 Solyc02g067600.1.1 AT5G25590.1  INVOLVE                                                                               chr5:890  472.243 322.935 258.682 320.128 77.2778 109.444
GT Sense Sense 0.372 Detected -0.372 Detected 0.000 -2.251 Detected -1.964 Detected -2.108 0.034 GT Sens contig162 contig162 Peroxidas                  AATGAGAcontig162 Solyc10g Solyc10g Peroxidas               GO:00551 GO:00551  contig162 Solyc10g Peroxidas                GO:00551 SL2.40ch AT5G06720.1  peroxida    chr5:207  15336.3 8349.95 8836.68 3803.65 2269.18 2918.22
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -3.755 Comprom -3.024 Comprom -3.389 0.011 GT Sens contig163 contig163 Stearoyl-a                      AAGAAGAcontig163 Solyc06g Solyc06g Stearoyl-a                   GO:00047 GO:00047    contig163 Solyc06g Stearoyl-a                    GO:00047 SL2.40ch AT1G13940.1 30.6381 27.5418 7.52034 55.1873 2.05493 3.59241
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.246 Detected -0.928 Detected -1.087 0.022 GT Sens contig164 contig164 Transcrip            TCAGATCcontig164 Solyc06g Solyc06g Transcription factor homolog      contig164 Solyc07g Nascent p                   GO:00510 SL2.40ch AT5G25500.1  unknown   chr5:888  762.855 731.229 535.328 1058.45 300.695 394.98
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -1.488 Detected -1.773 Detected -1.630 0.008 GT Sens contig165 contig165 Unknown      ACGACCCcontig165 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig165 Solyc10g Ulp1 protease family                     SL2.40ch AT2G32360.1 102.624 89.1261 64.649 69.1258 32.5596 28.1524
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 -1.661 Detected -1.158 Detected -1.409 0.057 GT Sens contig165 contig165 NAC dom                     AACAAGT contig165 Solyc07g Solyc07g NAC dom                  GO:0045449 contig165 Solyc02g Calcium-t                  GO:00160 SL2.40ch AT1G2777ACA1, PE   ACA1 (AU           chr1:967  62.8444 40.6907 34.3928 31.1647 15.2709 22.8015
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.571 Detected -1.742 Detected -1.657 0.004 GT Sens contig173 contig173 Delta 12 fa          TTACACT contig173 Solyc12g Solyc12g Delta 12 fatty acid desaturase (    contig173 Solyc12g Delta 12 fatty acid de     SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  291.88 291.962 199.21 342.165 93.8003 87.7893



GT Sense Sense 0.592 Detected -0.592 Detected 0.000 -4.373 Comprom -3.271 Comprom -3.822 0.042 GT Sens contig174 contig174 Peroxidas                  ATAAAAG contig174 Solyc12g Solyc12g Peroxidas               GO:00551 GO:00551  contig174 Solyc10g Peroxidas                GO:00551 SL2.40ch AT2G38500.1  FUNCTIO                                                                               chr2:161  68.1613 27.3682 33.2366 11.1152 1.98989 4.50101
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -0.920 Detected -1.283 Detected -1.102 0.033 GT Sens contig177 contig177 Unknown      TGACTTGcontig177 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig177 Solyc12g Protein kinase like p     SL2.40ch AT4G1812AML3  AML3 (AR              chr4:100  49.4772 39.5354 17.0079 20.0623 22.3157 18.2843
GT Sense Sense -0.312 Detected 0.312 Detected 0.000 -1.867 Detected -1.647 Detected -1.757 0.034 GT Sens contig178 contig178 Equilibrat                     TATGTCGcontig178 Solyc02g Solyc02g Equilibrat                  GO:00053 GO:00053    contig178 Solyc02g079330.2.1 AT4G05140.1  equilibra       chr4:265  162.357 228.212 33.9608 109.37 50.3672 61.8439
GT Sense Sense -0.253 Detected 0.253 Detected 0.000 -1.146 Detected -2.341 Comprom -1.743 0.115 GT Sens contig178 contig178 CM0216.3                      CCTTTCCcontig178 Solyc02g Solyc02g CM0216.330.nc protein (AHRD                contig178 Solyc02g CM0216.330.nc prot                  SL2.40ch AT3G15080.1  exonucle     chr3:507  26.2267 33.9325 13.2491 37.1659 12.8742 5.92431
GT Sense Sense -0.335 Detected 0.335 Detected 0.000 -1.176 Comprom -2.732 Comprom -1.954 0.147 GT Sens contig179 contig179 UDP-gluc               CAACGCCcontig179 Solyc10g Solyc10g UDP-gluc            GO:00800 GO:00800    contig179 Solyc10g UDP-gluc             GO:00800 SL2.40ch AT2G36970.1  UDP-gluc      chr2:155  13.4693 19.5457 11.362 60.2437 6.85548 2.45714
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -1.160 Detected -1.504 Detected -1.332 0.029 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  11505.4 8481.73 5702.75 8700.11 4221.98 3504.54
GT Sense Sense -0.548 Detected 0.548 Detected 0.000 -1.392 Detected -2.145 Comprom -1.769 0.117 GT Sens contig184 contig184 DC1 doma                  ACTGCATcontig184 Solyc01g Solyc01g DC1 domain containing protein            contig184 Solyc01g CHP-rich zinc finger             SL2.40ch AT2G16250.1  leucine-r        chr2:703  21.6011 42.0916 30.2246 83.8904 10.9665 6.85629
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -2.048 Detected -1.041 Detected -1.544 0.097 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  41572.3 32028.5 19540.3 31017.1 8424.29 17844
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 -1.191 Detected -1.184 Detected -1.187 0.012 GT Sens contig186 contig186 Aberrant                      ATTTGCCcontig186 Solyc10g Solyc10g Aberrant                   GO:00160 GO:00160 contig186 Solyc10g Aberrant                    GO:00160 SL2.40ch AT5G1969STT3A  STT3A (S          chr5:665  24.2153 26.4196 5.5397 64.8694 10.5802 11.1994
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.156 Detected -0.928 Detected -1.042 0.022 GT Sens contig186 contig186 Calcium-t                   TACCTGAcontig186 Solyc09g Solyc09g Calcium-t                GO:00160 GO:00160 contig186 Solyc09g Calcium-t                  GO:00053 SL2.40ch AT5G1960SULTR3;5  SULTR3;         chr5:661  83.4127 88.6205 61.6781 106.381 36.8304 45.4564
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.462 Detected -0.829 Detected -1.146 0.078 GT Sens contig188 contig188 Sulfotrans                 GAAGAGCcontig188 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig188 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  682.686 522.036 157.27 1265.77 206.901 337.986
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 -0.981 Detected -1.209 Detected -1.095 0.085 GT Sens contig189 contig189 Reverse t                     ATGGTTTcontig189 Solyc04g Solyc04g Reverse t                  GO:00062 GO:00062   contig189 Solyc01g Glutamate              GO:00065 SL2.40ch AT5G11410.1  protein k     chr5:363  50.043 71.287 48.8861 73.4969 28.9 25.9925
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -1.671 Detected -2.480 Detected -2.076 0.046 GT Sens contig189 contig189 Mutant re            CTCCAAAcontig189 Solyc08g Solyc08g Mutant required to maintain re      contig189 Solyc08g077640.1.1 AT4G38200.1  guanine      chr4:179  551.196 678.734 267.187 299.067 183.406 110.285
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -3.263 Detected -2.401 Detected -2.832 0.023 GT Sens contig19 contig19 Unknown             ATAGGATcontig19 Solyc07g Solyc07g Unknown          GO:0045449 contig19 Solyc10g045250.1.1 AT3G02900.1  unknown   chr3:645  254.854 256.704 160.38 240.026 25.4397 48.7255
GT Sense Sense -0.749 Detected 0.749 Detected 0.000 -1.408 Detected -1.152 Detected -1.280 0.234 GT Sens contig190 contig190 Unknown      CATGGGAcontig190 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig190 Solyc01g Disease resistance                  SL2.40ch AT3G13650.1 1421.4 3660.4 711.599 3394.51 820.739 1032.51
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 -0.874 Detected -1.262 Detected -1.068 0.071 GT Sens contig191 contig191 Mutator-li                  ACAATAA contig191 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig191 Solyc12g Unknown             GO:00082 SL2.40ch AT4G36400.2  FAD linke      chr4:171  12069.9 15147.4 11651.5 9962.03 7043.75 5670.47
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.222 Detected -1.033 Detected -1.127 0.019 GT Sens contig191 contig191 Unknown      GCATCAGcontig191 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig191 Solyc07g Unknown Protein (A  SL2.40ch AT5G08630.1  DDT dom    chr5:279  49.282 37.7847 28.0084 46.4116 17.6662 21.2209
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.139 Detected -1.049 Detected -1.094 0.037 GT Sens contig192 contig192 Cytochro                    TTTCAAA contig192 Solyc03g Solyc03g Cytochro                 GO:00200 GO:00200    contig192 Solyc03g Cytochro  GO:00045 SL2.40ch AT3G483 CYP71A2   CYP71A2               chr3:178  168.401 205.492 196.041 730.416 80.6482 90.4164
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.442 Detected -1.750 Detected -1.596 0.013 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  3048.14 3188.46 2586.21 2736.74 1095.67 932.463
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.591 Detected -1.143 Detected -1.367 0.027 GT Sens contig194 contig194 Unknown      CAAATGAcontig194 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig194 Solyc01g Unknown Protein (A  SL2.40ch AT1G20970.1  FUNCTIO                                                                      chr1:731  2204.81 1898.83 666.892 5302.4 648.28 932.131
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -2.228 Detected -1.362 Detected -1.795 0.056 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  64.3203 51.7413 47.502 45.5462 11.7574 22.5803
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -1.879 Detected -1.521 Detected -1.700 0.017 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  60.16 45.5522 33.6436 67.3463 13.5911 18.3476
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -0.996 Detected -1.254 Detected -1.125 0.013 GT Sens contig198 contig198 Receptor-                  TTAAACT contig198 Solyc08g Solyc08g Receptor-               GO:00055 GO:00055       contig198 Solyc08g Receptor   GO:00046 SL2.40ch AT1G24650.1  leucine-r           chr1:873  714.164 653.831 418.278 392.493 327.168 288.193
GT Sense Sense -0.465 Detected 0.465 Detected 0.000 -1.099 Detected -1.402 Comprom -1.251 0.125 GT Sens contig198 contig198 FIP1 (AHR               TATCTGCcontig198 Solyc11g Solyc11g FIP1 (AHRD V1 **-- B6U778 MA         contig198 Solyc11g FIP1 (AHRD V1 **-- B         SL2.40ch AT5G08350.1  GRAM do       chr5:268  17.0885 29.6968 9.38459 3.71047 10.0406 8.57373
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.790 Detected -1.674 Detected -2.232 0.058 GT Sens contig200 contig200 Gibberelli                   TTTCGCGcontig200 Solyc09g Solyc09g Gibberelli                GO:00040 GO:00040   contig200 Solyc09g Gibberelli                 GO:00040 SL2.40ch AT3G08530.1  clathrin h     chr3:258  943.585 790.978 556.255 410.198 119.277 272.319
GT Sense Sense -0.613 Detected 0.613 Detected 0.000 -0.915 Detected -1.363 Detected -1.139 0.223 GT Sens contig200 contig200 Expansin               AATAATG contig200 Solyc01g Solyc01g Expansin            GO:00051 GO:00051        contig200 Solyc05g Expansin             GO:00051 SL2.40ch AT2G0309ATEXPA1        ATEXPA1       chr2:917  84.6239 180.37 66.3275 103.381 62.5427 48.331
GT Sense Sense -0.258 Detected 0.258 Detected 0.000 -1.219 Detected -2.095 Detected -1.657 0.083 GT Sens contig201 contig201 Unknown      TGAAAAGcontig201 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig201 Solyc06g Unknown Protein (A  SL2.40ch AT2G01021.1  unknown   chr2:657  32515 42395.9 22515.7 29562.1 15224.8 8744.97
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -1.042 Detected -1.234 Detected -1.138 0.028 GT Sens contig207 contig207 Unknown              TGTCATCcontig207 Solyc03g Solyc03g Unknown           GO:00056 GO:00056 contig207 Solyc03g Unknown            GO:00056 SL2.40ch AT1G0424SHY2, IAA   SHY2 (SH       chr1:112  234.48 269.736 133.736 374.108 116.577 107.589
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 -2.144 Comprom -1.244 Detected -1.694 0.069 GT Sens contig208 contig208 Sulfotrans                 ACTCAAT contig208 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081  contig208 Solyc05g Sulfotrans               GO:00081 SL2.40ch AT2G27570.1  sulfotran     chr2:117  42.0092 31.7121 17.845 50.2236 7.88512 15.4976
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -1.154 Detected -1.755 Detected -1.455 0.041 GT Sens contig208 contig208 Unknown      AAGGAGAcontig208 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig208 Solyc04g Unknown Protein (A  SL2.40ch AT3G32180.1  unknown   chr3:131  77.1341 74.5232 81.8498 69.4451 32.5286 22.5903
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.114 Detected -1.423 Detected -1.269 0.028 GT Sens contig208 contig208 FIP1 (AHR               CAAAAGAcontig208 Solyc04g Solyc04g FIP1 (AHRD V1 **-- B6U778 MA         contig208 Solyc04g FIP1 (AHRD V1 **-- B         SL2.40ch AT5G08350.1  GRAM do       chr5:268  29.503 33.1214 15.349 21.8816 13.7877 11.7278
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -2.014 Comprom -1.590 Comprom -1.802 0.014 GT Sens contig210 contig210 Endochiti                   TTCTTTGcontig210 Solyc10g Solyc10g Endochiti                GO:00059 GO:00059    contig210 Solyc10g Endochiti                 GO:00088 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  29.0333 28.2805 11.5936 19.5641 6.7722 9.57805
GT Sense Sense -0.616 Detected 0.616 Detected 0.000 -2.197 Detected -2.043 Detected -2.120 0.076 GT Sens contig212 contig212 Receptor-                   CATTGCTcontig212 Solyc06g Solyc06g Receptor-                GO:00055 |GO:00046    contig212 Solyc06g Receptor-                 GO:00046 SL2.40ch AT5G24080.1  protein k     chr5:813  126.046 269.781 81.1321 181.881 38.391 45.001
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.092 Detected -0.927 Detected -1.009 0.016 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  219.303 174.36 136.391 226.461 87.6108 103.443
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.379 Detected -0.983 Detected -1.181 0.028 GT Sens contig213 contig213 Decarbox                   GCCAGG contig213 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig213 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  2309.69 2017.84 1270.87 2491.97 792.612 1098.97
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.026 Detected -1.644 Detected -1.335 0.062 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  19626.9 14367.8 10492.4 15747.7 7874.58 5403.62
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.045 Detected -1.536 Detected -1.290 0.045 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  18108 13546.7 9745.3 14765.9 7249.4 5434.65
GT Sense Sense -0.429 Detected 0.429 Detected 0.000 -1.187 Detected -0.900 Detected -1.043 0.147 GT Sens contig218 contig218 Short cha                  TCATCTGcontig218 Solyc06g Solyc06g Short cha               GO:00055 GO:00055      contig218 Solyc06g Short cha                GO:00055 SL2.40ch AT2G29310.1  tropinone        chr2:125  254.853 420.869 170.589 322.451 137.322 176.589
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 -1.244 Detected -1.062 Detected -1.153 0.074 GT Sens contig221 contig221 Unknown      TACATAT contig221 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig221 Solyc12g Unknown Protein (A  SL2.40ch AT1G0182PEX11C  PEX11C (    chr1:296  58.3733 82.8212 84.725 71.8475 28.0222 33.4917
GT Sense Sense -0.290 Detected 0.290 Detected 0.000 -1.430 Comprom -1.093 Detected -1.262 0.064 GT Sens contig222 contig222 Tracheary          GAACCTCcontig222 Solyc03g Solyc03g Tracheary element differentiat      contig222 Solyc03g Tracheary element d      SL2.40ch AT4G0339SRF3  SRF3 (ST            chr4:149  23.9363 32.6335 13.1336 29.5619 9.90291 13.1787
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.034 Detected -1.011 Detected -1.023 0.000 GT Sens contig223 contig223 Unknown      GATGAGTcontig223 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig223 Solyc06g En/Spm-like transpo      SL2.40ch AT5G5843ATEXO70   ATEXO70           chr5:236  48.3369 43.2691 22.8124 49.3158 21.3211 22.8215
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -1.187 Detected -1.084 Detected -1.136 0.032 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  472.42 325.065 263.73 414.123 164.333 185.935
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -2.503 Comprom -2.343 Detected -2.423 0.003 GT Sens contig223 contig223 Periaxin-l         AGGAAGCcontig223 Solyc01g Solyc01g Periaxin-like protein (AHRD V1  contig223 Solyc12g Unknown Protein (A  SL2.40ch AT5G42090.1  LOCATE                                                                      chr5:168  71.4672 74.5432 48.4168 90.6033 12.2952 14.4694
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -1.825 Detected -1.355 Detected -1.590 0.027 GT Sens contig228 contig228 Unknown      GAGATCGcontig228 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig228 Solyc07g Unknown Protein (A  SL2.40ch AT3G19520.2 196.438 213.857 125.489 192.473 55.2168 80.5852
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.642 Detected -2.152 Detected -1.897 0.021 GT Sens contig229 contig229 Receptor-                   AATAAAT contig229 Solyc02g Solyc02g Receptor-                GO:00064 GO:00064  contig229 Solyc02g Receptor-                 GO:00064 SL2.40ch AT4G23240.1 398.922 426.144 264.541 370.429 126.131 93.339
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -1.596 Comprom -1.254 Detected -1.425 0.016 GT Sens contig230 contig230 Tracheary          ATTCGGTcontig230 Solyc07g Solyc07g Tracheary element differentiat      contig230 Solyc07g Tracheary element d      SL2.40ch AT1G56040.1  binding /       chr1:209  28.3735 28.0061 21.1339 35.123 8.90419 11.8871
GT Sense Sense -0.726 Detected 0.726 Detected 0.000 -1.107 Detected -2.713 Detected -1.910 0.220 GT Sens contig230 contig230 Unknown      GCTACGGcontig230 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig230 Solyc12g Unknown Protein (A  SL2.40ch AT5G18570.1  GTP1/OB     chr5:617  1226.45 3061.06 1125.62 643.895 858.723 297.373
GT Sense Sense -0.821 Detected 0.821 Detected 0.000 -0.892 Detected -1.909 Detected -1.401 0.284 GT Sens contig231 contig231 Pro-Pol p                 ATTCAGGcontig231 Solyc01g Solyc01g Pro-Pol p              GO:00150 GO:00150  contig231 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  4696.46 13370.4 4731.11 2624.56 4077.58 2122.07
GT Sense Sense -0.345 Detected 0.345 Detected 0.000 -1.296 Comprom -0.935 Detected -1.116 0.103 GT Sens contig231 contig231 Mutator-li                   AGTTAGGcontig231 Solyc01g Solyc01g Mutator-like transposase (AHR              contig231 Solyc01g Mutator-like transpo               SL2.40ch AT5G03406.1  ATP bind          chr5:839  21.4928 31.6241 18.4144 40.0122 10.1384 13.7143
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -0.920 Comprom -1.602 Comprom -1.261 0.102 GT Sens contig231 contig231 Solute ca                       GGGATTGcontig231 Solyc02g Solyc02g Solute ca                    GO:00155 GO:00155   contig231 Solyc02g Solute ca                     GO:00155 SL2.40ch AT2G18480.1  mannitol    chr2:800  12.8945 17.158 4.07219 14.9154 7.50585 4.93004
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.227 Detected -1.271 Detected -1.249 0.010 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  1670.02 1799.87 872.242 1170.91 706.94 722.958
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -2.047 Detected -0.866 Detected -1.457 0.134 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  414.651 340.725 100.472 824.319 86.8297 207.433
GT Sense Sense -0.387 Detected 0.387 Detected 0.000 -1.363 Comprom -2.069 Comprom -1.716 0.082 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  17.2834 26.9425 9.06022 15.1963 8.00874 5.1736
GT Sense Sense -0.761 Detected 0.761 Detected 0.000 -2.557 Detected -1.564 Detected -2.060 0.152 GT Sens contig235 contig235 Subtilisin                            CTACCAGcontig235 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig235 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT3G19540.1  unknown   chr3:678  379.524 994.009 1560.43 1290.66 99.6613 208.961
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 -1.785 Detected -1.633 Detected -1.709 0.016 GT Sens contig236 contig236 Unknown      AGAAGAAcontig236 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig236 Solyc03g Iron-sulfu                        GO:00081 SL2.40ch AT1G01240.3 1264.97 866.504 781.314 1156.53 290.112 339.489
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 -0.965 Detected -1.082 Detected -1.023 0.063 GT Sens contig239 contig239 Mutator-li                   ATAGGTTcontig239 Solyc08g Solyc08g Mutator-like transposase (AHR              contig239 Solyc08g Mutator-like transpo               SL2.40ch AT5G30490.2  FUNCTIO                                                                   chr5:116  82.4653 52.1069 41.094 51.2539 32.0736 31.1503
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -2.575 Detected -2.844 Detected -2.710 0.004 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  2083.14 1678.97 917.071 1034.23 299.664 261.954
GT Sense Sense -0.936 Detected 0.936 Detected 0.000 -0.949 Detected -1.877 Detected -1.413 0.309 GT Sens contig240 contig240 Transpos                    CAAGATGcontig240 Solyc01g Solyc01g Transpos                 GO:00036 GO:00036   contig240 Solyc01g Transpos                  GO:00036 SL2.40ch AT1G4934ATPI4K A   ATPI4K A         chr1:182  64.3225 214.625 62.938 37.1698 58.1032 32.1791
GT Sense Sense -0.796 Detected 0.796 Detected 0.000 -0.864 Detected -2.373 Detected -1.618 0.278 GT Sens contig241 contig241 Peroxidas                 AAGAATCcontig241 Solyc05g Solyc05g Peroxidas              GO:00055 GO:00055    contig241 Solyc05g046020.2.1 AT3G21770.1  peroxida       chr3:767  71.1334 195.406 68.3396 90.1894 61.866 22.8973
GT Sense Sense -0.909 Detected 0.909 Detected 0.000 -1.051 Detected -1.156 Detected -1.103 0.349 GT Sens contig244 contig244 Indole-3-a                    TCAAGAAcontig244 Solyc08g Solyc08g Indole-3-a                 GO:00801 GO:00801    contig244 Solyc08g Indole-3-a                  GO:00801 SL2.40ch AT4G0340DFL2, GH   DFL2 (DW      chr4:149  23.0244 73.9657 18.6646 48.7015 19.0204 18.6306
GT Sense Sense -0.754 Detected 0.754 Detected 0.000 -2.818 Detected -1.970 Detected -2.394 0.109 GT Sens contig247 contig247 Subtilisin                  ACATTTT contig247 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig247 Solyc08g Subtilisin                GO:00042 SL2.40ch AT3G19540.1  unknown   chr3:678  1008.3 2613.91 4015.71 2916.78 219.876 416.76
GT Sense Sense -0.825 Detected 0.825 Detected 0.000 -1.334 Detected -3.332 Comprom -2.333 0.213 GT Sens contig248 contig248 Pol polyp                   CCATATCcontig248 Solyc08g Solyc08g Pol polyp                GO:00082 GO:00082   contig248 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G28210.1  mRNA ca      chr5:101  53.6525 153.439 47.8851 26.4373 34.3531 9.06259
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -2.608 Comprom -2.646 Comprom -2.627 0.002 GT Sens contig249 contig249 O-methylt                 GAAGGAAcontig249 Solyc02g Solyc02g O-methylt              GO:00337 GO:00337      contig249 Solyc02g O-methylt               GO:00307 SL2.40ch AT4G3935CESA2, A    CESA2 (C           chr4:182  12.6153 13.3405 3.86582 6.90103 2.03117 2.08521
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.412 Detected -1.632 Detected -1.522 0.005 GT Sens contig251 contig251 Unknown      CGACCCTcontig251 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig251 Solyc03g Unknown Protein (A  SL2.40ch AT5G47490.1  unknown   chr5:192  146.268 130.805 94.976 101.405 49.643 44.9035
GT Sense Sense -0.834 Detected 0.834 Detected 0.000 -0.842 Detected -2.445 Detected -1.644 0.291 GT Sens contig251 contig251 Unknown      AGACAAGcontig251 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig251 Solyc10g Unknown Protein (A  SL2.40ch AT5G115 MYB3R-4    MYB3R-4             chr5:368  1038.9 3009.44 1047.44 598.697 941.633 326.659
GT Sense Sense -0.609 Detected 0.609 Detected 0.000 -1.415 Detected -2.253 Detected -1.834 0.131 GT Sens contig253 contig253 Unknown      ACCCAAAcontig253 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig253 Solyc02g Unknown Protein (A  SL2.40ch AT2G3589CPK25  CPK25; A              chr2:150  493.849 1046.74 437.341 465.912 257.454 151.712
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -1.609 Detected -2.333 Detected -1.971 0.039 GT Sens contig254 contig254 GTP bind                     GGATCAAcontig254 Solyc08g Solyc08g GTP binding protein (AHRD V1              contig254 Solyc08g GTP binding protein                SL2.40ch AT1G7714VPS45, AT   VPS45 (V        chr1:289  187.347 216.618 178.387 159.594 63.0398 40.2219
GT Sense Sense -0.778 Detected 0.778 Detected 0.000 -1.048 Detected -1.980 Comprom -1.514 0.237 GT Sens contig256 contig256 Polyprote                 CGGGAATcontig256 Solyc09g Solyc09g Polyprote              GO:00082 GO:00082   contig256 Solyc09g Polyprote               GO:00082 SL2.40ch AT2G4643ATCNGC3     ATCNGC                 chr2:190  12.7275 34.1209 9.90089 11.9378 9.62467 5.31337
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.080 Detected -1.194 Detected -1.137 0.009 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  129.536 103.862 81.0714 74.6916 52.3869 50.9911
GT Sense Sense 0.590 Detected -0.590 Detected 0.000 -0.935 Detected -2.126 Comprom -1.531 0.209 GT Sens contig258 contig258 RNA-direc                        ACTGGGAcontig258 Solyc11g Solyc11g RNA-direc                     GO:00062 GO:00062   contig258 Solyc05g Phosphat                   GO:00442 SL2.40ch AT1G5964ZCW32, B   ZCW32; D       chr1:219  60.3709 24.3054 24.4971 76.8341 19.1295 8.82722
GT Sense Sense -0.533 Detected 0.533 Detected 0.000 -1.137 Detected -1.450 Detected -1.293 0.145 GT Sens contig260 contig260 Peptide tr                    ATTGGCGcontig260 Solyc09g Solyc09g Peptide tr                 GO:00429 GO:00429     contig260 Solyc05g Peptide tr                  GO:00429 SL2.40ch AT5G46040.1  proton-de        chr5:186  167.235 319.364 147.76 228.263 100.35 85.0998
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -1.142 Comprom -2.014 Comprom -1.578 0.070 GT Sens contig261 contig261 Unknown      CTATAAT contig261 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig261 Solyc02g Unknown Protein (A  SL2.40ch AT5G65230.1 21.2806 21.1672 8.62808 14.2582 9.18333 5.28572
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -2.792 Detected -2.860 Detected -2.826 0.002 GT Sens contig261 contig261 FAD-bind                    ACATTGT contig261 Solyc06g Solyc06g FAD-bind                 GO:00506 GO:00506    contig261 Solyc06g FAD-bind                  GO:00506 SL2.40ch AT4G20840.1  FAD-bind     chr4:111  98.2577 104.421 49.9098 29.6912 13.9642 14.0376
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -2.565 Comprom -3.512 Comprom -3.039 0.026 GT Sens contig263 contig263 Blue copp                 GAAAATT contig263 Solyc07g Solyc07g Blue copp              GO:00090 GO:00090   contig263 Solyc07g Blue copp               GO:00090 SL2.40ch AT1G03055.2  unknown   chr1:710  21.197 23.8652 13.5268 31.0781 3.62973 1.9827
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 -1.302 Comprom -0.915 Comprom -1.109 0.050 GT Sens contig264 contig264 Laccase (                 TTCGATAcontig264 Solyc09g Solyc09g Laccase (              GO:00551 GO:00551  contig264 Solyc09g011000.2.1 AT5G6002LAC17, AT   LAC17 (la     chr5:241  17.1339 12.3592 4.23795 23.3612 5.63447 7.76397
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 -1.702 Detected -0.916 Detected -1.309 0.124 GT Sens contig267 contig267 Omega-6                     GTTGTATcontig267 Solyc04g Solyc04g Omega-6                  GO:00423 GO:00423      contig267 Solyc04g Omega-6                   GO:00423 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  653.173 379.939 396.822 737.457 146.22 265.662
GT Sense Sense -0.647 Detected 0.647 Detected 0.000 -0.831 Detected -2.360 Detected -1.595 0.252 GT Sens contig268 contig268 Pol polyp        CAGTACTcontig268 Solyc10g Solyc10g Pol polyprotein (AHRD V1 ***- P contig268 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G29750.1  RNA bind   chr4:145  488.891 1092.17 550.591 301.811 392.207 143.229
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 -1.620 Comprom -2.385 Comprom -2.002 0.050 GT Sens contig268 contig268 Ulp1 pept                 CACAACAcontig268 Solyc08g Solyc08g Ulp1 pept              GO:00065 GO:00065 contig268 Solyc08g Ulp1 pept               GO:00065 SL2.40ch AT3G26140.1  glycosyl          chr3:955  38.0257 23.9445 17.6073 14.1989 9.37546 5.81095
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 -1.936 Comprom -1.297 Detected -1.616 0.065 GT Sens contig268 contig268 Thioester                    ACAAACAcontig268 Solyc03g Solyc03g Thioester                 GO:00055 GO:00055  contig268 Solyc03g Thioester                  GO:00055 SL2.40ch AT2G47250.1 38.3027 23.2696 11.8062 59.6862 7.44928 12.223
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 -1.001 Detected -1.262 Detected -1.131 0.035 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  102118 118818 66078.5 63864.2 52539.4 46215.9
GT Sense Sense -0.449 Detected 0.449 Detected 0.000 -2.339 Detected -1.887 Detected -2.113 0.052 GT Sens contig270 contig270 Tir-nbs-lr                   TCACTTCcontig270 Solyc12g Solyc12g Tir-nbs-lr                GO:00312 GO:00312   contig270 Solyc12g Tir, resist   GO:00312 SL2.40ch AT2G2715AAO3  AAO3 (Ab             chr2:116  154.156 262.072 91.8955 251.866 37.9218 54.6711
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 -1.848 Detected -1.576 Detected -1.712 0.020 GT Sens contig272 contig272 Unknown      CTGTGATcontig272 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig272 Solyc02g Unknown Protein (A  SL2.40ch AT1G18170.1  immunop          chr1:625  917.221 632.578 603.691 691.766 202.092 256.991
GT Sense Sense -0.866 Detected 0.866 Detected 0.000 -2.406 Detected -2.306 Detected -2.356 0.113 GT Sens contig272 contig272 Acyl-CoA                    ATCTTGAcontig272 Solyc07g Solyc07g Acyl-CoA                 GO:00081 GO:00081     contig272 Solyc07g Acyl-CoA                  GO:00156 SL2.40ch AT2G17650.1  AMP-dep        chr2:767  73.3075 222.013 67.9133 32.8679 22.9811 25.9542
GT Sense Sense -0.695 Detected 0.695 Detected 0.000 -1.352 Detected -2.590 Detected -1.971 0.169 GT Sens contig272 contig272 Pol polyp                 CTATTCAcontig272 Solyc10g Solyc10g Pol polyp              GO:00150 GO:00150  contig272 Solyc00g Pol polyp               GO:00036 SL2.40ch AT5G59980.2  RNase P      chr5:241  674.965 1613.51 557.697 297.982 390.446 174.374
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.247 Detected -1.487 Detected -1.367 0.010 GT Sens contig274 contig274 F-box fam                  TTTTTTT contig274 Solyc04g Solyc04g F-box family protein (AHRD V1           contig274 Solyc11g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 7415.62 7499.68 5992.73 7225.36 2999.07 2676.76
GT Sense Sense 0.622 Detected -0.622 Detected 0.000 -2.620 Detected -4.031 Comprom -3.325 0.072 GT Sens contig274 contig274 Peroxidas                  ACATCAAcontig274 Solyc10g Solyc10g Peroxidas               GO:00551 GO:00551  contig274 Solyc10g Peroxidas                GO:00551 SL2.40ch AT5G06720.1  peroxida    chr5:207  115.34 44.4115 53.1985 24.1833 11.1176 4.4039
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 -1.405 Comprom -2.054 Comprom -1.730 0.073 GT Sens contig279 contig279 Serine/thr                        TGATAGTcontig279 Solyc05g Solyc05g Serine/threonine-protein phos                    contig279 Solyc09g Serine/threonine-pro                     SL2.40ch AT4G046 APR1, AP     APR1 (AP       chr4:232  15.7805 24.1776 7.11231 19.6584 7.04027 4.73097
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.432 Detected -1.193 Detected -1.312 0.012 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  11290.8 9255.92 8319.45 12928.1 3617.01 4499.67
GT Sense Sense -0.680 Detected 0.680 Detected 0.000 -0.994 Detected -2.346 Detected -1.670 0.224 GT Sens contig284 contig284 Polyprote        CTACTGAcontig284 Solyc11g Solyc11g Polyprotein (AHRD V1 ***- Q6ATcontig284 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G29750.1  RNA bind   chr4:145  1302.34 3047.6 1029.73 655.339 955.263 394.325
GT Sense Sense -0.767 Detected 0.767 Detected 0.000 -0.835 Detected -2.501 Detected -1.668 0.279 GT Sens contig284 contig284 Polyprote         TTTTGTAcontig284 Solyc12g Solyc12g Polyprotein (Fragment) (AHRD   contig284 Solyc11g Pol polyp               GO:00036 SL2.40ch ATMG00750.1 2483.04 6555.9 2384.79 1454.97 2160.26 716.847
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.669 Detected -1.203 Detected -1.936 0.119 GT Sens contig286 contig286 Major late                   GATGAAAcontig286 Solyc05g Solyc05g Major late                GO:00096 GO:00096    contig286 Solyc05g Major late                 GO:00096 SL2.40ch AT5G02620.1 95.7962 80.2993 16.2143 188.448 13.1699 38.3255
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.371 Detected -1.491 Detected -1.431 0.012 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  10259.1 11440.6 6129.01 11398.6 3997.87 3876.81
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.339 Detected -1.421 Detected -1.380 0.020 GT Sens contig290 contig290 Cytochro         TGACACAcontig290 Solyc09g Solyc09g Cytochrome P450 (AHRD V1 ***  contig290 Solyc11g Cytochro  GO:00198 SL2.40ch AT5G64600.1  unknown   chr5:258  223.006 155.753 240.489 157.114 70.3606 69.9987
GT Sense Sense -0.438 Detected 0.438 Detected 0.000 -2.148 Comprom -3.918 Comprom -3.033 0.092 GT Sens contig290 contig290 Chitinase                  TTTTCTT contig290 Solyc10g Solyc10g Chitinase               GO:00169 GO:00169     contig290 Solyc10g Chitinase                GO:00059 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  33.8288 56.6236 26.3333 23.3067 9.42643 2.91261
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -2.508 Detected -1.782 Detected -2.145 0.028 GT Sens contig291 contig291 Phosphom                 ACTAGCCcontig291 Solyc05g Solyc05g Phosphom              GO:00046 GO:00046  contig291 Solyc05g Phosphom  GO:00046 SL2.40ch AT4G15830.1  binding  chr4:899  1508.9 1467.08 606.218 451.391 249.745 435.213
GT Sense Sense -0.385 Detected 0.385 Detected 0.000 -0.925 Detected -1.876 Detected -1.400 0.149 GT Sens contig291 contig291 Receptor-                    ATGTTGAcontig291 Solyc09g Solyc09g Receptor-                 GO:00064 GO:00064  contig291 Solyc09g Receptor-                  GO:00064 SL2.40ch AT1G1613WAKL2  WAKL2 (w       chr1:552  44.515 69.1744 34.4088 51.2384 27.9093 15.208
GT Sense Sense -0.360 Detected 0.360 Detected 0.000 -1.312 Detected -1.043 Detected -1.177 0.092 GT Sens contig292 contig292 FAD-bind                    AATCTCCcontig292 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig292 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT5G44410.1  FAD-bind     chr5:178  71.7534 107.823 38.9191 62.354 33.8216 42.9533
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 -1.410 Comprom -1.805 Comprom -1.607 0.027 GT Sens contig293 contig293 Strictosid                   GCAGGG contig293 Solyc03g Solyc03g Strictosid                GO:00040 GO:00040   contig293 Solyc03g Strictosid                 GO:00040 SL2.40ch AT4G36690.3 13.0978 15.4159 2.14714 11.2063 5.10572 4.09078
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.175 Detected -1.769 Comprom -1.472 0.045 GT Sens contig294 contig294 Serine/thr                        GGGATTAcontig294 Solyc09g Solyc09g Serine/threonine-protein phos                    contig294 Solyc09g Serine/threonine-pro                     SL2.40ch AT3G13228.1 29.2006 31.9343 19.3214 27.7232 12.9168 9.01189
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.286 Detected -0.887 Detected -1.086 0.032 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  166.937 149.052 124.301 170.625 61.7646 85.8369
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.358 Detected -0.990 Detected -1.174 0.024 GT Sens contig299 contig299 Decarbox                   CCAGGCAcontig299 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig299 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  1683.56 1563.06 1026.67 1981.54 604.07 821.773
GT Sense Sense -0.331 Detected 0.331 Detected 0.000 -1.303 Detected -2.096 Comprom -1.699 0.081 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  34.1161 49.2381 32.0626 21.0709 15.8629 9.64673
GT Sense Sense -0.471 Detected 0.471 Detected 0.000 -1.058 Detected -1.908 Detected -1.483 0.144 GT Sens contig300 contig300 Cytochro                    CGTTGATcontig300 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig300 Solyc12g Cytochro  GO:00198 SL2.40ch AT2G2516CYP82F1  CYP82F1               chr2:107  1120.38 1961.98 1217.79 1160.43 679.778 397.303
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -2.143 Detected -1.890 Detected -2.017 0.012 GT Sens contig301 contig301 Wound-in                   AGCAGAAcontig301 Solyc06g Solyc06g Wound-induced basic protein (             contig301 Solyc06g Wound-induced bas               SL2.40ch AT3G07230.1  wound-re    chr3:229  84.7532 99.3079 32.406 44.2218 19.8325 24.894
GT Sense Sense -0.558 Detected 0.558 Detected 0.000 -1.406 Detected -2.657 Detected -2.031 0.136 GT Sens contig302 contig302 Pol polyp        CAGTATGcontig302 Solyc01g Solyc01g Pol polyprotein (AHRD V1 *-*- P contig302 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT3G27025.1 228.406 451.55 185.745 106.656 115.733 51.2404
GT Sense Sense -0.491 Detected 0.491 Detected 0.000 -2.422 Detected -1.346 Detected -1.884 0.123 GT Sens contig309 contig309 Serine/thr                   ACTTCTAcontig309 Solyc02g Solyc02g Serine/thr                GO:00191 GO:00191        contig309 Solyc02g Serine/thr                 GO:00191 SL2.40ch AT1G61610.1  S-locus le       chr1:227  197.457 355.447 102.859 207.635 47.1843 104.863
GT Sense Sense -0.883 Detected 0.883 Detected 0.000 -1.011 Detected -2.083 Detected -1.547 0.273 GT Sens contig310 contig310 Polyprote                  TTGATCCcontig310 Solyc10g Solyc10g Polyprote               GO:00036 GO:00036   contig310 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT2G03740.1 357.566 1109.02 327.502 216.186 298.4 149.547
GT Sense Sense -0.731 Detected 0.731 Detected 0.000 -0.995 Detected -1.340 Detected -1.167 0.260 GT Sens contig311 contig311 Cytochro                 GGGAATTcontig311 Solyc06g Solyc06g Cytochro              GO:00200 GO:00200  contig311 Solyc06g Cytochro                 GO:00200 SL2.40ch AT4G2314CRK6  CRK6 (CY      chr4:121  66.8677 167.918 74.9884 85.1307 50.7796 42.1202
GT Sense Sense -0.381 Detected 0.381 Detected 0.000 -0.944 Detected -1.185 Detected -1.064 0.117 GT Sens contig317 contig317 Auxin-ind                    GCAGCAAcontig317 Solyc02g Solyc02g Auxin-ind                 GO:00055 GO:00055  contig317 Solyc02g Auxin-ind                  GO:00055 SL2.40ch AT2G18010.1  auxin-res     chr2:783  33.5228 51.8536 9.23674 24.4927 20.6958 18.4532
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -1.867 Detected -2.515 Detected -2.191 0.031 GT Sens contig322 contig322 Peroxidas                 GATGGAAcontig322 Solyc05g Solyc05g Peroxidas              GO:00055 GO:00055    contig322 Solyc05g Peroxidas               GO:00046 SL2.40ch AT3G21770.1  peroxida       chr3:767  141.902 176.119 137.629 187.182 41.3741 27.8195
GT Sense Sense -0.416 Detected 0.416 Detected 0.000 -0.904 Detected -1.211 Detected -1.057 0.140 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  1696.88 2752.68 1170.81 2607.09 1102.71 939.388
GT Sense Sense -0.478 Detected 0.478 Detected 0.000 -1.052 Detected -1.045 Detected -1.049 0.159 GT Sens contig340 contig340 Ulp1 prote              TTCAGAT contig340 Solyc11g Solyc11g Ulp1 protease family C-termina         contig340 Solyc01g Endo-1 4-                              GO:00088 SL2.40ch AT2G42870.1 289.807 512.355 306.378 277.5 177.397 187.837
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -1.691 Detected -1.187 Detected -1.439 0.031 GT Sens contig344 contig344 Serine/thr                   ATCAACT contig344 Solyc07g Solyc07g Serine/thr                GO:00191 GO:00191        contig344 Solyc07g Serine/thr                 GO:00191 SL2.40ch AT1G11340.1  S-locus le       chr1:381  201.398 199.301 93.0896 78.674 59.2649 88.5431
GT Sense Sense -1.060 Detected 1.060 Detected 0.000 -0.889 Detected -1.233 Detected -1.061 0.428 GT Sens contig355 contig355 Endogluc                   TTACAAC contig355 Solyc08g Solyc08g Endogluc                GO:00059 GO:00059   contig355 Solyc08g Endogluc                                    GO:00302 SL2.40ch AT1G6439AtGH9C2  AtGH9C2               chr1:239  55.1296 218.612 54.5963 124.309 56.6182 46.9785
GT Sense Sense -0.734 Detected 0.734 Detected 0.000 -0.827 Detected -2.294 Detected -1.560 0.271 GT Sens contig366 contig366 Pol polyp                   ATGCTTCcontig366 Solyc11g Solyc11g Pol polyp                GO:00082 GO:00082   contig366 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  1790.37 4513.16 1586.06 964.486 1529.86 583.275
GT Sense Sense -0.793 Detected 0.793 Detected 0.000 -0.912 Detected -2.151 Detected -1.531 0.267 GT Sens contig371 contig371 Pol polyp                   TCGCTATcontig371 Solyc08g Solyc08g Pol polyp                GO:00062 GO:00062   contig371 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G40450.2  unknown   chr5:161  2164 5920.35 1986.06 1179.86 1816.55 810.684
GT Sense Sense -0.694 Detected 0.694 Detected 0.000 -0.811 Detected -2.443 Detected -1.627 0.268 GT Sens contig374 contig374 Unknown      AACCTCAcontig374 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig374 Solyc11g Unknown Protein (A  SL2.40ch AT2G45990.4  unknown   chr2:189  584.617 1394.56 726.347 431.088 491.393 167.034
GT Sense Sense -0.761 Detected 0.761 Detected 0.000 -1.075 Detected -1.767 Detected -1.421 0.231 GT Sens contig383 contig383 Gag-pol p                    GATCTTCcontig383 Solyc12g Solyc12g Gag-pol polyprotein (AHRD V1              contig383 Solyc12g Gag-pol polyprotein                SL2.40ch AT5G65910.1  BSD dom    chr5:263  70.0374 183.297 49.9196 40.6567 51.3387 33.4857
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.172 Detected -0.869 Detected -1.021 0.025 GT Sens contig387 contig387 Terminal                     AATTGTT contig387 Solyc01g Solyc01g Terminal ear1-like 2 protein (A               contig387 Solyc12g Unknown Protein (A            SL2.40ch AT1G53200.2 2231.59 1859.35 1408.15 2299.55 863.2 1121.7
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -0.829 Detected -1.668 Detected -1.248 0.119 GT Sens contig391 contig391 Unknown                ATGCTTT contig391 Solyc01g Solyc01g Unknown             GO:00062 GO:00062  contig391 Solyc01g Unknown              GO:00062 SL2.40ch AT5G40750.1  FUNCTIO                                                                      chr5:163  34.2088 42.2918 13.9174 21.9726 20.4477 12.0402
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -1.803 Detected -2.348 Detected -2.075 0.047 GT Sens contig391 contig391 Unannota    GCGACCAACGCGATTAAGCCATTGCTAGGAGATTATTACCAAGTTGATGcontig391 Solyc12g Omega-6                   GO:00423 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  6774.69 10458.9 7098.4 11976.8 2303.89 1663.1
GT Sense Sense -0.449 Detected 0.449 Detected 0.000 -3.159 Detected -2.465 Detected -2.812 0.038 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  72.2341 122.799 38.4285 84.3045 10.0689 17.1616
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 -1.732 Detected -2.196 Detected -1.964 0.036 GT Sens contig406 contig406 Endo-1 31        TATCCGCcontig406 Solyc12g Solyc12g Endo-1 31 4-beta-D-glucanase    contig406 Solyc01g Dienelact                 GO:00055 SL2.40ch AT1G15130.1  hydroxyp      chr1:520  2074.15 2885.96 1613.92 1651.11 703.201 537.302
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 -0.907 Detected -1.284 Detected -1.095 0.053 GT Sens contig409 contig409 Unannota    AACTTAGAATCATTTCATGCATTTAACTTGGCTTTAAAAAATATTTCAAA contig409 Solyc11g Unknown Protein (A  SL2.40ch AT5G4633FLS2  FLS2 (FL                   chr5:187  96.2745 113.199 55.4136 119.391 53.1698 43.1325
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 -1.365 Comprom -1.163 Comprom -1.264 0.056 GT Sens contig409 contig409 Unannota    GACTACTTTTATTCAAGTCACGCTTCCCTTTCTTTCTCCGAGCTGGAGA contig409 Solyc12g TNP2 (AHRD V1 *--- CSL2.40ch AT3G2047ATMSH5,   MSH5 (M              chr3:714  11.3811 15.6268 11.7321 9.23981 4.94288 5.98996
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -1.018 Detected -1.146 Detected -1.082 0.008 GT Sens contig411 contig411 Unannota    AATAGATGTTGAATATTGATAGTTATTGAATTGGTTTTTATTAATGAGTT contig411 Solyc03g Polyprote               GO:00065 SL2.40ch AT3G24530.1  AAA-type          chr3:894  218.223 220.432 169.85 241.901 103.437 99.7162
GT Sense Sense -0.466 Detected 0.466 Detected 0.000 -1.792 Detected -1.854 Detected -1.823 0.060 GT Sens contig411 contig411 Tir-nbs-lr                   CCATCAAcontig411 Solyc07g Solyc07g Tir-nbs-lr                GO:00312 GO:00312   contig411 Solyc07g Tir, resist   GO:00312 SL2.40ch AT5G44900.1  transmem    chr5:181  104.163 181.184 93.8948 235.059 37.8776 38.2275
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 -1.279 Detected -1.740 Detected -1.509 0.049 GT Sens contig412 contig412 Unannota    GACGTTAGGCAAACTTTAGGCCGATAATTATTGCTTTATTGTGTGTATT contig412 Solyc01g ATP depe                    GO:00080 SL2.40ch AT4G2356AtGH9B15  AtGH9B1             chr4:122  815.065 1063.6 547.676 1052.6 366.314 280.501
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -1.319 Detected -1.524 Detected -1.422 0.027 GT Sens contig415 contig415 Unannota    CGCTGATAAACAGTAATTATCCGCTAAAGTACGATGCTAATAGTGACTA contig415 Solyc12g Ulp1 protease family         SL2.40ch AT5G24880.1  INVOLVE                                                                            chr5:855  353.256 433.441 309.322 472.79 149.725 136.844
GT Sense Sense -0.904 Detected 0.904 Detected 0.000 -1.202 Detected -2.859 Comprom -2.031 0.240 GT Sens contig421 contig421 Unannota    GCTCCTGTTGTGAAGTTAATCTCTATTTGAATTCTGTTGAGAATTGTTG contig421 Solyc06g Peroxisom                 GO:00055 SL2.40ch AT2G22400.1  NOL1/NO     chr2:950  30.5869 97.6947 33.2 18.9644 22.6819 7.58121
GT Sense Sense -0.370 Detected 0.370 Detected 0.000 -2.110 Detected -2.608 Detected -2.359 0.034 GT Sens contig423 contig423 Fatty acid        CCAAGTTcontig423 Solyc12g Solyc12g Fatty acid desaturase (AHRD V   contig423 Solyc12g100240.1.1 AT3G1212FAD2  FAD2 (FA             chr3:386  8654.44 13170.9 8452.45 13309.7 2361.42 1761.17
GT Sense Sense 0.401 Detected -0.401 Detected 0.000 -2.980 Detected -2.897 Detected -2.939 0.018 GT Sens contig430 contig430 Cross hyb  ATCAGGATCGGTCGATGGTGCGCCCCGAGGGGTTCCCACCTCCGTTCAcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 518.913 271.423 176.186 164.298 45.4121 50.6794
GT Sense Sense -0.396 Detected 0.396 Detected 0.000 -1.994 Detected -3.022 Detected -2.508 0.061 GT Sens contig434 contig434 Nicotia ta               ACTAGTACTCGTACTTGCCTTCACTCTAACTTTTGCATGGCCTTTATAC contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4770.26 7529.73 3769.14 4535.79 1436.39 742.098
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 -1.505 Comprom -2.098 Comprom -1.801 0.033 GT Sens contig454 contig454 Gibberelli                   AGAATCCcontig454 Solyc05g Solyc05g Gibberelli                GO:00040 GO:00040   contig454 Solyc05g Gibberelli                 GO:00040 SL2.40ch AT3G08660.1  phototro     chr3:263  24.9256 28.4157 8.13075 26.0715 8.95508 6.25364
GT Sense Sense -0.754 Detected 0.754 Detected 0.000 -0.991 Detected -2.062 Detected -1.526 0.241 GT Sens contig460 contig460 Reverse t                    TATACTGcontig460 Solyc02g Solyc02g Reverse t                 GO:00062 GO:00062   contig460 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G2922PFK1  PFK1 (PH     chr4:144  170.023 440.956 190.411 106.63 131.511 65.9842
GT Sense Sense 1.061 Detected -1.061 Detected 0.000 -1.029 Detected -2.189 Detected -1.609 0.315 GT Sens contig476 contig476 Tryptoph                       CACGGCGcontig476 Solyc10g Solyc10g Tryptoph                    GO:00081 GO:00081  contig476 Solyc10g Tryptoph                    GO:00048 SL2.40ch AT3G12100.2  cation eff          chr3:385  1130.1 236.618 832.316 427.062 242.032 114.06
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -1.791 Comprom -1.864 Comprom -1.827 0.020 GT Sens contig499 contig499 Unknown      TCAAATGcontig499 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig499 Solyc12g Unknown Protein (A  SL2.40ch AT1G35330.1 33.2819 21.1209 23.1811 21.3047 7.31609 7.32865
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 -1.490 Detected -1.186 Detected -1.338 0.049 GT Sens contig518 contig518 Glutathion                   AGGAATAcontig518 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig518 Solyc09g Glutathion                 GO:00043 SL2.40ch AT3G0927ATGSTU8  ATGSTU8        chr3:284  42.881 56.7273 49.7446 92.0411 16.7612 21.8
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.201 Comprom -1.072 Detected -1.137 0.010 GT Sens contig521 contig521 Disease r                 AGCAGACcontig521 Solyc07g Solyc07g Disease r              GO:00069 GO:00069  contig521 Solyc07g Nbs-lrr, re  GO:00069 SL2.40ch AT3G51080.1  zinc finge       chr3:189  26.7537 21.3622 12.419 24.3829 9.92723 11.4393
GT Sense Sense -0.543 Detected 0.543 Detected 0.000 -0.880 Detected -2.214 Detected -1.547 0.214 GT Sens contig526 contig526 Reverse t                    AGAATGGcontig526 Solyc01g Solyc01g Reverse t                 GO:00062 GO:00062   contig526 Solyc09g Polyprote               GO:00082 SL2.40ch AT5G1248CPK7  CPK7 (ca                      chr5:404  806.424 1561.17 762.585 471.259 582.274 243.205
GT Sense Sense -0.733 Detected 0.733 Detected 0.000 -0.800 Detected -2.129 Detected -1.465 0.277 GT Sens contig545 contig545 Retrotran          ATATTGGcontig545 Solyc08g Solyc08g Retrotransposon gag protein (    contig545 Solyc08g022190.1.1 AT5G14050.1  transduc          chr5:453  1942.48 4891.17 1943.29 1113.27 1690.15 708.776
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -1.693 Detected -1.641 Detected -1.667 0.013 GT Sens contig582 contig582 Helicase-l                      CAATGGTcontig582 Solyc01g Solyc01g Helicase-like protein (AHRD V1               contig582 Solyc01g Helicase-like protein                 SL2.40ch AT3G20700.1 2985.21 2093.38 1704.56 2850.43 738.191 806.532
GT Sense Sense -0.432 Detected 0.432 Detected 0.000 -1.430 Detected -1.395 Detected -1.412 0.082 GT Sens contig585 contig585 GRAM-co          TGGGATTcontig585 Solyc11g Solyc11g GRAM-containing/ABA-respon       contig585 Solyc11g GRAM-containing/AB       SL2.40ch AT4G13600.1  EXPRESS                                                                     chr4:791  338.785 562.451 192.895 184.553 154.681 166.992
GT Sense Sense -0.962 Detected 0.962 Detected 0.000 -3.975 Detected -5.736 Comprom -4.856 0.065 GT Sens contig600 contig600 Acyltrans                CCAAGTGcontig600 Solyc11g Solyc11g Acyltrans             GO:00167 GO:00167         contig600 Solyc11g Acyltrans              GO:00167 SL2.40ch AT4G37950.1  lyase  chr4:178  127.508 440.856 974.968 687.009 14.3909 4.47379
GT Sense Sense 0.297 Detected -0.297 Detected 0.000 -1.506 Detected -1.880 Detected -1.693 0.040 GT Sens contig612 contig612 Cysteine                  AAGTACGcontig612 Solyc11g Solyc11g Cysteine               GO:00081 GO:00081  contig612 Solyc11g Cysteine                GO:00081 SL2.40ch AT4G30260.1  integral m      chr4:148  156.83 94.7395 94.9074 91.4033 40.9746 33.326
GT Sense Sense -0.394 Detected 0.394 Detected 0.000 -0.870 Detected -1.236 Comprom -1.053 0.136 GT Sens contig657 contig657 Unknown      AATGCAGcontig657 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig657 Solyc09g055770.1.1 AT2G43180.2  catalytic  chr2:179  17.1884 27.0474 19.0903 20.3071 11.2665 9.21064
GT Sense Sense -0.901 Detected 0.901 Detected 0.000 -2.643 Comprom -1.975 Detected -2.309 0.138 GT Sens contig671 contig671 Cytochro                    GTTCAAGcontig671 Solyc10g Solyc10g Cytochro                 GO:00200 GO:00200    contig671 Solyc10g Cytochro  GO:00464 SL2.40ch AT2G4089CYP98A3  CYP98A3             chr2:170  32.636 103.689 48.9006 72.7259 8.89411 14.8818
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.183 Detected -1.765 Comprom -1.474 0.038 GT Sens contig681 contig681 SWIB com           CTGATGAcontig681 Solyc01g Solyc01g SWIB complex BAF60b domain      contig681 Solyc01g SWIB complex BAF6       SL2.40ch AT5G37950.2  transfera      chr5:151  31.3788 27.0763 17.2462 28.0052 12.259 8.62631
GT Sense Sense 0.377 Detected -0.377 Detected 0.000 -1.866 Detected -3.104 Detected -2.485 0.076 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  170.661 92.2888 58.2191 99.5149 32.8742 14.6811
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 -2.075 Detected -2.628 Detected -2.352 0.034 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  3746.89 5562.6 3223.93 2593.32 1034.6 742.738
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -1.268 Detected -1.625 Detected -1.446 0.059 GT Sens contig729 contig729 Beta-fruct                     GAGAATCcontig729 Solyc09g Solyc09g Beta-fruct                  GO:00059 GO:00059   contig729 Solyc10g Beta-fruct                                    GO:00059 SL2.40ch AT3G52700.1  unknown   chr3:195  27607.2 39240.6 24451.5 27687.4 13053.3 10735.7
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -2.546 Detected -3.681 Detected -3.114 0.034 GT Sens contig749 contig749 Abscisic s                   ACCGTTTcontig749 Solyc04g Solyc04g Abscisic s                GO:00069 GO:00069   contig749 Solyc04g Abscisic s                 GO:00069 SL2.40ch AT1G76940.1  RNA reco      chr1:289  206.613 235.959 110.47 206.928 36.0859 17.3174
GT Sense Sense 1.235 Detected -1.235 Detected 0.000 -1.167 Detected -1.970 Detected -1.568 0.351 GT Sens contig752 contig752 Phosphat          AGAGTACcontig752 Solyc09g Solyc09g Phosphatidylinositol 3-kinase     contig752 Solyc09g Phosphatidylinosito       SL2.40ch AT2G4798SCC3, AT   SCC3 (SI       chr2:196  116.166 19.108 16.0373 19.8493 20.0327 12.0998
GT Sense Sense -0.332 Detected 0.332 Detected 0.000 -1.391 Detected -1.379 Detected -1.385 0.053 GT Sens contig756 contig756 Peroxidas                              TTTTCAGcontig756 Solyc02g Solyc02g Peroxidas                           GO:00055 GO:00055    contig756 Solyc02g Peroxidas                            GO:00046 SL2.40ch AT1G14540.1  anionic p    chr1:497  6256.07 9035.69 3666.48 7000.69 2738 2908.93
GT Sense Sense 0.432 Detected -0.432 Detected 0.000 -2.489 Detected -1.842 Detected -2.165 0.057 GT Sens contig796 contig796 Peroxidas                  TATTTGT contig796 Solyc10g Solyc10g Peroxidas               GO:00551 GO:00551  contig796 Solyc10g Peroxidas                GO:00551 SL2.40ch AT5G05340.1  peroxida    chr5:157  790.561 395.785 392.68 182.398 95.162 156.939
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -2.278 Detected -4.424 Comprom -3.351 0.095 GT Sens contig810 contig810 Abscisic s                   CACCGTTcontig810 Solyc04g Solyc04g Abscisic s                GO:00069 GO:00069   contig810 Solyc04g071590.1.1 AT3G44590.1  60S acidi       chr3:161  185.739 252.85 108.357 163.777 42.6478 10.1528
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -3.526 Comprom -3.195 Detected -3.361 0.006 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  115.687 79.3672 30.9333 38.6362 7.94173 10.5224
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -1.201 Detected -1.948 Detected -1.575 0.061 GT Sens contig838 contig838 CM0216.3                      AGTGGAAcontig838 Solyc02g Solyc02g CM0216.330.nc protein (AHRD                contig838 Solyc02g083000.1.1 AT4G38200.1  guanine      chr4:179  217.54 249.194 178.541 293.581 96.6694 60.6945
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 -3.354 Detected -3.596 Detected -3.475 0.010 GT Sens contig843 contig843 Glutathion                  GGCGTATcontig843 Solyc01g Solyc01g Glutathione-S-transferase (AHR              contig843 Solyc01g Glutathione-S-transf               SL2.40ch AT3G4924emb1796  emb1796       chr3:182  8489.13 4961.94 513.761 1047.72 606.05 539.994
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -1.023 Detected -1.126 Detected -1.074 0.057 GT Sens contig856 contig856 Cytochro                    TCAAAAA contig856 Solyc03g Solyc03g Cytochro                 GO:00200 GO:00200    contig856 Solyc03g Cytochro  GO:00045 SL2.40ch AT3G483 CYP71A2   CYP71A2               chr3:178  344.075 452.213 339.538 1386.01 185.391 181.842
GT Sense Sense -0.732 Detected 0.732 Detected 0.000 -1.463 Detected -2.049 Detected -1.756 0.156 GT Sens contig870 contig870 AP2/ERF d                      AAGAAGAcontig870 Solyc10g Solyc10g AP2/ERF d                   GO:00063 GO:00063    contig870 Solyc10g AP2/ERF d                    GO:00063 SL2.40ch AT5G5008ERF110  DNA bind      chr5:203  38.1231 95.8849 15.4533 22.7262 20.9378 14.702
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -1.356 Detected -0.813 Detected -1.085 0.060 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  1456.9 1217.44 418.989 2633.64 496.646 762.548
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -3.432 Comprom -2.208 Detected -2.820 0.044 GT Sens contig909 contig909 Inosine-u                      GCATACAcontig909 Solyc01g Solyc01g Inosine-u                   GO:00167 GO:00167  contig909 Solyc01g Inosine-u                    GO:00167 SL2.40ch AT5G18890.1  inosine-u        chr5:630  67.0494 65.4699 41.8032 52.9607 5.86063 14.4221
GT Sense Sense -0.687 Detected 0.687 Detected 0.000 -1.062 Detected -1.375 Detected -1.218 0.226 GT Sens contig911 contig911 Pectate ly                 ATTTTGGcontig911 Solyc06g Solyc06g Pectate ly              GO:00168 GO:00168  contig911 Solyc06g071840.1.1 AT4G24780.1  pectate ly     chr4:127  921.116 2175.69 571.786 843.592 647.339 549.178
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -2.704 Comprom -3.470 Comprom -3.087 0.015 GT Sens contig929 contig929 Self-incom                    CCTGGCGcontig929 Solyc05g Solyc05g Self-incompatibility protein-like               contig929 Solyc05g Self-incompatibility                SL2.40ch AT4G12430.1  trehalose     chr4:736  51.4911 46.5236 24.3738 20.014 7.17353 4.44445
GT Sense Sense -0.456 Detected 0.456 Detected 0.000 -1.572 Detected -1.649 Detected -1.611 0.072 GT Sens contig931 contig931 Auxin-ind                    ATACCTT contig931 Solyc01g Solyc01g Auxin-ind                 GO:00055 GO:00055  contig931 Solyc01g Auxin-ind                  GO:00055 SL2.40ch AT4G38840.1  auxin-res     chr4:181  2737.77 4695.58 2935.39 2798.37 1151.09 1150.37
GT Sense Sense -0.435 Detected 0.435 Detected 0.000 -2.243 Detected -3.190 Detected -2.717 0.052 GT Sens contig934 contig934 Fatty acid        TGTAGAGcontig934 Solyc12g Solyc12g Fatty acid desaturase (AHRD V   contig934 Solyc12g Fatty acid desaturas     SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  6885.38 11470.2 7197.64 11521.2 1792.07 979.819
GT Sense Sense -0.326 Detected 0.326 Detected 0.000 -1.394 Detected -1.422 Detected -1.408 0.050 GT Sens contig938 contig938 Laccase (              GTTATTAcontig938 Solyc05g Solyc05g Laccase (           GO:00480 GO:00480 contig938 Solyc07g Laccase (            GO:00055 SL2.40ch AT5G589 LAC16  LAC16 (la     chr5:237  521.589 747.133 215.383 469.152 226.767 234.413
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -0.962 Detected -1.667 Detected -1.315 0.072 GT Sens contig956 contig956 Ulp1 prote              CAGCAAAcontig956 Solyc11g Solyc11g Ulp1 protease family C-termina         contig956 Solyc07g041690.1.1 AT1G08040.2  unknown   chr1:249  657.832 507.842 433.392 589.402 283.214 183.075
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -2.178 Detected -1.585 Detected -1.881 0.026 GT Sens contig993 contig993 Glutathion                   CACGCAGcontig993 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043    contig993 Solyc09g Glutathion                 GO:00043 SL2.40ch AT3G21940.1  receptor    chr3:772  1172.29 1219.76 971.439 1184.36 252.329 400.96
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.638 Detected -0.803 Detected -1.221 0.104 GT Sens contig993 contig993 Unknown      TATTAGAcontig993 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig993 Solyc04g 30S ribos                    GO:00055 SL2.40ch AT3G4604RPS15AD  RPS15AD          chr3:169  3679.28 3786.77 2740.73 4418.87 1144.92 2152.41
GT Sense Sense -0.678 Detected 0.678 Detected 0.000 -1.161 Comprom -1.159 Comprom -1.160 0.229 GT Sens GmHAESAGmHAESACross hyb  AACAGATGACGAGTGTCTTCAAATTAGCTCTCCTTTGCACAAGCTCGTTGCCCTCAACTA 11.8453 27.6566 2.11329 5.00526 7.73071 8.15161
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.381 Detected -1.134 Detected -1.257 0.011 GT Sens U70481 U70481 LEU70481            CTGGAGGAAGAGCTTCTGGTTTTGAAGAACTTAGTAAATGCTTATAAATTATACAACAAA 133945 130247 98439.8 108698 48415.9 60562.8
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.779 Detected -1.274 Detected -1.527 0.027 GT Sens U70481 U70481 TAPG4; C   AAGAGCAAGGAGTACAAAATGTGACAGTTAAGATGGTTAGCTTCACAAGTACTGAGAATG 93272.9 78811.9 53485.9 78438 23853.1 35665.1



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
8530 GO:0015116 sulfate transmembrane  0.00 5 0.74294204 26 0.075085916
5793 GO:0008272|GO:0006sulfate transport 0.00 5 0.74294204 28 0.080861755
8736 GO:0015381 high affinity sulfate tran   0.00 4 0.5943536 18 0.051982556
5792 GO:0008271 secondary active sulfa    0.00 4 0.5943536 18 0.051982556
8584 GO:0015171|GO:0015amino acid transmemb   0.00 9 1.3372957 118 0.34077454
2521 GO:0003333 amino acid transmemb  0.00 9 1.3372957 118 0.34077454
4951 GO:0006865|GO:0006amino acid transport 0.00 9 1.3372957 123 0.35521415
3761 GO:0005275|GO:0005amine transmembrane  0.00 9 1.3372957 126 0.3638779
9806 GO:0016752 sinapoyltransferase ac 0.00 4 0.5943536 23 0.06642216
9807 GO:0016753 O-sinapoyltransferase 0.00 4 0.5943536 23 0.06642216
9808 GO:0016754 sinapoylglucose-malat   0.00 4 0.5943536 23 0.06642216
9114 GO:0015849 organic acid transport 0.00 10 1.4858841 156 0.45051548

22443 GO:0046942 carboxylic acid transpo 0.00 10 1.4858841 156 0.45051548
9600 GO:0016491 oxidoreductase activity 0.00 52 7.7265973 1724 4.9787736
9103 GO:0015837 amine transport 0.00 9 1.3372957 135 0.38986918
3801 GO:0005342 organic acid transmem   0.00 9 1.3372957 136 0.3927571

22444 GO:0046943 carboxylic acid transm   0.00 9 1.3372957 136 0.3927571
5729 GO:0008191 metalloendopeptidase  0.00 2 0.2971768 4 0.011551679

23942 GO:0048551 metalloenzyme inhibito  0.00 2 0.2971768 4 0.011551679
7792 GO:0010576 metalloenzyme regulat  0.00 2 0.2971768 4 0.011551679
8967 GO:0015698 inorganic anion transp 0.00 10 1.4858841 176 0.5082739

11827 GO:0019898|GO:0030extrinsic to membrane 0.00 4 0.5943536 30 0.086637594
3884 GO:0005524 ATP binding 0.00 20 2.9717681 524 1.51327

21949 GO:0046424 ferulate 5-hydroxylase 0.00 2 0.2971768 5 0.0144396
7220 GO:0009973 adenylyl-sulfate reduct  0.01 2 0.2971768 6 0.01732752
7690 GO:0010466 negative regulation of  0.01 7 1.0401188 110 0.31767118

12946 GO:0030414 peptidase inhibitor acti 0.01 7 1.0401188 110 0.31767118
25636 GO:0051346 negative regulation of  0.01 7 1.0401188 110 0.31767118
13041 GO:0030554 adenyl nucleotide bind 0.01 20 2.9717681 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide b 0.01 20 2.9717681 550 1.5883559
12547 GO:0022857|GO:0005transmembrane transp  0.01 43 6.389302 1483 4.282785
26711 GO:0052547 regulation of peptidase 0.01 7 1.0401188 112 0.32344702
28100 GO:0061134 peptidase regulator ac 0.01 7 1.0401188 112 0.32344702
26931 GO:0055085 transmembrane transp 0.01 44 6.53789 1548 4.4705
5981 GO:0008509 anion transmembrane  0.01 11 1.6344725 245 0.70754033
5704 GO:0008150|GO:0000biological_process 0.01 461 68.49926 22215 64.155136
4917 GO:0006820|GO:0006anion transport 0.01 11 1.6344725 247 0.7133162

26959 GO:0055114 oxidation-reduction pro 0.01 65 9.658247 2490 7.1909204
11776 GO:0019825 oxygen binding 0.01 15 2.228826 389 1.1234008
3472 GO:0004866 endopeptidase inhibito  0.01 6 0.89153045 95 0.27435237
8159 GO:0010951 negative regulation of  0.01 6 0.89153045 95 0.27435237

26712 GO:0052548 regulation of endopept  0.01 6 0.89153045 95 0.27435237
28101 GO:0061135 endopeptidase regulat  0.01 6 0.89153045 95 0.27435237
8517 GO:0015103 inorganic anion transm   0.01 8 1.1887072 154 0.44473964
3723 GO:0005215|GO:0005transporter activity 0.01 50 7.4294205 1844 5.325324

19393 GO:0043086 negative regulation of  0.01 9 1.3372957 188 0.54292893
20342 GO:0044092 negative regulation of  0.01 9 1.3372957 188 0.54292893
3464 GO:0004857 enzyme inhibitor activi 0.01 8 1.1887072 157 0.4534034

12516 GO:0022804 active transmembrane  0.01 25 3.7147102 787 2.2727928
25379 GO:0051082 unfolded protein bindin 0.01 6 0.89153045 98 0.28301615
12574 GO:0022892 substrate-specific tran  0.01 41 6.092125 1463 4.2250266
4878 GO:0006772 thiamine metabolic pro 0.02 2 0.2971768 10 0.0288792
6592 GO:0009228 thiamine biosynthetic p 0.02 2 0.2971768 10 0.0288792
8651 GO:0015248 sterol transporter activ 0.02 2 0.2971768 10 0.0288792
9178 GO:0015918 sterol transport 0.02 2 0.2971768 10 0.0288792

10072 GO:0017127 cholesterol transporter 0.02 2 0.2971768 10 0.0288792
12859 GO:0030301 cholesterol transport 0.02 2 0.2971768 10 0.0288792
30069 GO:0071705 nitrogen compound tra 0.02 9 1.3372957 202 0.5833598
3380 GO:0004766 spermidine synthase a 0.02 2 0.2971768 11 0.03176712

12573 GO:0022891 substrate-specific tran   0.02 35 5.2005944 1241 3.5839086
4261 GO:0006023 aminoglycan biosynthe  0.02 1 0.1485884 1 0.00288792
4262 GO:0006024 glycosaminoglycan bio  0.02 1 0.1485884 1 0.00288792
6615 GO:0009252|GO:0009peptidoglycan biosynth  0.02 1 0.1485884 1 0.00288792
7606 GO:0010382 cellular cell wall macro   0.02 1 0.1485884 1 0.00288792

12766 GO:0030203 glycosaminoglycan me  0.02 1 0.1485884 1 0.00288792
20289 GO:0044038 cell wall macromolecu   0.02 1 0.1485884 1 0.00288792
28953 GO:0070589 cellular component ma   0.02 1 0.1485884 1 0.00288792

205 GO:0000270|GO:0009peptidoglycan metabo  0.02 1 0.1485884 1 0.00288792
3827 GO:0005372 water transmembrane  0.02 5 0.74294204 81 0.23392151
4927 GO:0006833 water transport 0.02 5 0.74294204 81 0.23392151
8652 GO:0015250 water channel activity 0.02 5 0.74294204 81 0.23392151

18429 GO:0042044 fluid transport 0.02 5 0.74294204 81 0.23392151
6826 GO:0009538 photosystem I reaction 0.02 2 0.2971768 12 0.03465504

19047 GO:0042723 thiamine-containing co   0.02 2 0.2971768 12 0.03465504
19048 GO:0042724 thiamine-containing co   0.02 2 0.2971768 12 0.03465504
4894 GO:0006790 sulfur compound meta  0.02 4 0.5943536 55 0.15883559
6515 GO:0009150 purine ribonucleotide m  0.02 24 3.5661218 791 2.2843447
9933 GO:0016903 oxidoreductase activity          0.02 6 0.89153045 113 0.32633495
4493 GO:0006298|GO:0006mismatch repair 0.03 3 0.44576523 33 0.09530135

24966 GO:0050660 flavin adenine dinucleo  0.03 6 0.89153045 118 0.34077454
4373 GO:0006163 purine nucleotide meta  0.03 24 3.5661218 810 2.339215

18000 GO:0035639 purine ribonucleoside t  0.03 23 3.4175334 769 2.2208104
6622 GO:0009259|GO:0009ribonucleotide metabo  0.03 24 3.5661218 812 2.344991

12533 GO:0022838 substrate-specific chan  0.03 9 1.3372957 221 0.63823026
9719 GO:0016638 oxidoreductase activity        0.03 5 0.74294204 89 0.25702485
4405 GO:0006195 purine nucleotide cata  0.03 23 3.4175334 773 2.232362
6508 GO:0009143 nucleoside triphosphat   0.03 23 3.4175334 773 2.232362
6509 GO:0009144 purine nucleoside triph   0.03 23 3.4175334 773 2.232362
6511 GO:0009146 purine nucleoside triph   0.03 23 3.4175334 773 2.232362
6519 GO:0009154 purine ribonucleotide c  0.03 23 3.4175334 773 2.232362



6530 GO:0009166 nucleotide catabolic pr 0.03 23 3.4175334 773 2.232362
6567 GO:0009203 ribonucleoside triphosp   0.03 23 3.4175334 773 2.232362
6569 GO:0009205 purine ribonucleoside t   0.03 23 3.4175334 773 2.232362
6571 GO:0009207 purine ribonucleoside t   0.03 23 3.4175334 773 2.232362
6624 GO:0009261 ribonucleotide cataboli  0.03 23 3.4175334 773 2.232362

17034 GO:0034655 nucleobase, nucleosid       0.03 23 3.4175334 773 2.232362
17035 GO:0034656 nucleobase, nucleosid     0.03 23 3.4175334 773 2.232362
22209 GO:0046700 heterocycle catabolic p 0.03 23 3.4175334 773 2.232362
30879 GO:0072523 purine-containing com   0.03 23 3.4175334 773 2.232362
20520 GO:0044270 cellular nitrogen compo   0.03 23 3.4175334 777 2.2439137
8660 GO:0015267|GO:0015channel activity 0.03 9 1.3372957 226 0.6526699

12515 GO:0022803 passive transmembran   0.03 9 1.3372957 226 0.6526699
6810 GO:0009522 photosystem I 0.03 2 0.2971768 15 0.043318797

12650 GO:0030060 L-malate dehydrogena  0.03 2 0.2971768 15 0.043318797
24968 GO:0050662 coenzyme binding 0.03 8 1.1887072 191 0.5515927
30877 GO:0072521 purine-containing com   0.03 24 3.5661218 827 2.3883097
6563 GO:0009199 ribonucleoside triphosp   0.04 23 3.4175334 790 2.2814567
3334 GO:0004713|GO:0004protein tyrosine kinase 0.04 2 0.2971768 16 0.046206716
206 GO:0000271 polysaccharide biosyn  0.04 2 0.2971768 16 0.046206716

2878 GO:0004072 aspartate kinase activi 0.04 1 0.1485884 2 0.00577584
3013 GO:0004328|GO:0034formamidase activity 0.04 1 0.1485884 2 0.00577584
3069 GO:0004392 heme oxygenase (dec  0.04 1 0.1485884 2 0.00577584
3335 GO:0004714 transmembrane recep     0.04 1 0.1485884 2 0.00577584
3337 GO:0004716 receptor signaling prot    0.04 1 0.1485884 2 0.00577584
3434 GO:0004825 methionine-tRNA ligas  0.04 1 0.1485884 2 0.00577584
3595 GO:0005017 platelet-derived growth   0.04 1 0.1485884 2 0.00577584
3664 GO:0005128 erythropoietin receptor 0.04 1 0.1485884 2 0.00577584
3709 GO:0005176 ErbB-2 class receptor 0.04 1 0.1485884 2 0.00577584
3751 GO:0005251 delayed rectifier potass   0.04 1 0.1485884 2 0.00577584
3899 GO:0005547 phosphatidylinositol-3,  0.04 1 0.1485884 2 0.00577584
4907 GO:0006808 regulation of nitrogen u 0.04 1 0.1485884 2 0.00577584
5907 GO:0008413 8-oxo-7,8-dihydroguan    0.04 1 0.1485884 2 0.00577584
5923 GO:0008430 selenium binding 0.04 1 0.1485884 2 0.00577584
6023 GO:0008569 minus-end-directed mi   0.04 1 0.1485884 2 0.00577584
7532 GO:0010307 acetylglutamate kinase  0.04 1 0.1485884 2 0.00577584
8513 GO:0015098 molybdate ion transme   0.04 1 0.1485884 2 0.00577584
8958 GO:0015689 molybdate ion transpo 0.04 1 0.1485884 2 0.00577584
9380 GO:0016151 nickel ion binding 0.04 1 0.1485884 2 0.00577584

11186 GO:0019177 dihydroneopterin tripho   0.04 1 0.1485884 2 0.00577584
23486 GO:0048008 platelet-derived growth    0.04 1 0.1485884 2 0.00577584
24640 GO:0050321 tau-protein kinase activ 0.04 1 0.1485884 2 0.00577584
24919 GO:0050613|GO:0000delta14-sterol reductas  0.04 1 0.1485884 2 0.00577584
24987 GO:0050681 androgen receptor bind 0.04 1 0.1485884 2 0.00577584

190 GO:0000247 C-8 sterol isomerase a 0.04 1 0.1485884 2 0.00577584
10058 GO:0017111 nucleoside-triphosphat  0.04 25 3.7147102 878 2.5355935
14959 GO:0032553 ribonucleotide binding 0.04 23 3.4175334 795 2.2958963
14961 GO:0032555 purine ribonucleotide b 0.04 23 3.4175334 795 2.2958963
3473 GO:0004867 serine-type endopeptid   0.04 4 0.5943536 66 0.1906027
6888 GO:0009611|GO:0002response to wounding 0.04 4 0.5943536 66 0.1906027
6506 GO:0009141 nucleoside triphosphat   0.04 23 3.4175334 796 2.2987843

10033 GO:0017076 purine nucleotide bindi 0.04 23 3.4175334 797 2.3016722
9923 GO:0016892 endoribonuclease activ   0.04 2 0.2971768 17 0.049094636
9925 GO:0016894 endonuclease activity,          0.04 2 0.2971768 17 0.049094636
9930 GO:0016899 oxidoreductase activity           0.04 2 0.2971768 17 0.049094636

16281 GO:0033897 ribonuclease T2 activit 0.04 2 0.2971768 17 0.049094636
11828 GO:0019899 enzyme binding 0.04 9 1.3372957 237 0.684437
22409 GO:0046906 tetrapyrrole binding 0.05 18 2.6745913 596 1.7212002
4408 GO:0006200 ATP catabolic process 0.05 19 2.8231797 641 1.8511566
9918 GO:0016887|GO:0004ATPase activity 0.05 19 2.8231797 641 1.8511566

21600 GO:0046034 ATP metabolic proces 0.05 19 2.8231797 641 1.8511566
20532 GO:0044282 small molecule catabo  0.05 24 3.5661218 854 2.4662836
5874 GO:0008374 O-acyltransferase activ 0.05 5 0.74294204 102 0.29456782
3744 GO:0005244 voltage-gated ion chan  0.05 4 0.5943536 72 0.20793022

12528 GO:0022832 voltage-gated channel 0.05 4 0.5943536 72 0.20793022
15280 GO:0032879 regulation of localizatio 0.05 4 0.5943536 72 0.20793022
17141 GO:0034762 regulation of transmem  0.05 4 0.5943536 72 0.20793022
17144 GO:0034765 regulation of ion transm  0.05 4 0.5943536 72 0.20793022
19568 GO:0043269 regulation of ion transp 0.05 4 0.5943536 72 0.20793022
25348 GO:0051049 regulation of transport 0.05 4 0.5943536 72 0.20793022
2895 GO:0004089 carbonate dehydratase 0.05 2 0.2971768 19 0.054870475

20522 GO:0044272 sulfur compound biosy  0.05 3 0.44576523 44 0.12706847
19253 GO:0042936 dipeptide transporter a 0.05 5 0.74294204 105 0.3032316
19255 GO:0042938 dipeptide transport 0.05 5 0.74294204 105 0.3032316
9579 GO:0016462 pyrophosphatase activ 0.05 26 3.8632987 954 2.7550755
9859 GO:0016818 hydrolase activity, acti       0.06 26 3.8632987 956 2.7608514
9768 GO:0016706 oxidoreductase activity                           0.06 7 1.0401188 175 0.505386

30066 GO:0071702 organic substance tran 0.06 16 2.3774145 529 1.5277096
4867 GO:0006753 nucleoside phosphate  0.06 25 3.7147102 914 2.6395588
6484 GO:0009117 nucleotide metabolic p 0.06 25 3.7147102 914 2.6395588

31431 GO:0080054 low affinity nitrate trans   0.06 3 0.44576523 45 0.1299564
3747 GO:0005247 voltage-gated chloride  0.06 2 0.2971768 20 0.0577584
3754 GO:0005254 chloride channel activi 0.06 2 0.2971768 20 0.0577584
6201 GO:0008794 arsenate reductase (gl  0.06 2 0.2971768 20 0.0577584
9707 GO:0016624 oxidoreductase activity             0.06 2 0.2971768 20 0.0577584

13086 GO:0030611 arsenate reductase ac 0.06 2 0.2971768 20 0.0577584
13088 GO:0030613 oxidoreductase activity        0.06 2 0.2971768 20 0.0577584
13089 GO:0030614 oxidoreductase activity           0.06 2 0.2971768 20 0.0577584
6636 GO:0009273 peptidoglycan-based c   0.06 1 0.1485884 3 0.00866376

18884 GO:0042546 cell wall biogenesis 0.06 1 0.1485884 3 0.00866376
9858 GO:0016817 hydrolase activity, acti    0.06 26 3.8632987 959 2.769515

28364 GO:0065007 biological regulation 0.06 99 14.710253 4376 12.637537



9396 GO:0016168 chlorophyll binding 0.06 3 0.44576523 46 0.13284431
3129 GO:0004467 long-chain fatty acid-C   0.06 2 0.2971768 21 0.060646318
9698 GO:0016615 malate dehydrogenase 0.06 2 0.2971768 21 0.060646318
2986 GO:0004252 serine-type endopeptid  0.06 6 0.89153045 144 0.41586044
7074 GO:0009815 1-aminocyclopropane-   0.07 3 0.44576523 49 0.14150807

25094 GO:0050789|GO:0050regulation of biological 0.07 97 14.413075 4315 12.461374
4755 GO:0006629 lipid metabolic process 0.07 17 2.526003 590 1.7038727
4478 GO:0006281 DNA repair 0.07 6 0.89153045 149 0.43030006
5037 GO:0006974|GO:0034response to DNA dam  0.07 6 0.89153045 149 0.43030006
4918 GO:0006821 chloride transport 0.07 2 0.2971768 23 0.06642216
4216 GO:0005976 polysaccharide metabo  0.07 3 0.44576523 50 0.14439599
7166 GO:0009914 hormone transport 0.07 3 0.44576523 50 0.14439599

27891 GO:0060918 auxin transport 0.07 3 0.44576523 50 0.14439599
31536 GO:0080161 auxin transmembrane  0.07 3 0.44576523 50 0.14439599
26932 GO:0055086 nucleobase, nucleosid     0.08 25 3.7147102 944 2.7261963
2789 GO:0003968 RNA-directed RNA po  0.08 1 0.1485884 4 0.011551679
3057 GO:0004373 glycogen (starch) synt  0.08 1 0.1485884 4 0.011551679
3084 GO:0004412 homoserine dehydroge  0.08 1 0.1485884 4 0.011551679
3336 GO:0004715 non-membrane spann     0.08 1 0.1485884 4 0.011551679
3557 GO:0004970 ionotropic glutamate re  0.08 1 0.1485884 4 0.011551679
4039 GO:0005751|GO:0005mitochondrial respirato    0.08 1 0.1485884 4 0.011551679
5641 GO:0008066 glutamate receptor act 0.08 1 0.1485884 4 0.011551679
5942 GO:0008456 alpha-N-acetylgalactos  0.08 1 0.1485884 4 0.011551679
7170 GO:0009918 sterol delta7 reductase 0.08 1 0.1485884 4 0.011551679
7538 GO:0010313 phytochrome binding 0.08 1 0.1485884 4 0.011551679
8594 GO:0015184 L-cystine transmembra   0.08 1 0.1485884 4 0.011551679
8598 GO:0015188 L-isoleucine transmem   0.08 1 0.1485884 4 0.011551679
9072 GO:0015803 branched-chain alipha    0.08 1 0.1485884 4 0.011551679
9080 GO:0015811 L-cystine transport 0.08 1 0.1485884 4 0.011551679
9086 GO:0015818 isoleucine transport 0.08 1 0.1485884 4 0.011551679
9745 GO:0016672 oxidoreductase activity              0.08 1 0.1485884 4 0.011551679

10089 GO:0017151 DEAD/H-box RNA hel  0.08 1 0.1485884 4 0.011551679
15186 GO:0032784 regulation of transcript   0.08 1 0.1485884 4 0.011551679
15188 GO:0032786 positive regulation of tr   0.08 1 0.1485884 4 0.011551679
15369 GO:0032968|GO:0090positive regulation of tr       0.08 1 0.1485884 4 0.011551679
16626 GO:0034243|GO:0090regulation of transcript       0.08 1 0.1485884 4 0.011551679
17623 GO:0035257 nuclear hormone recep  0.08 1 0.1485884 4 0.011551679
17624 GO:0035258 steroid hormone recep  0.08 1 0.1485884 4 0.011551679
20810 GO:0045174 glutathione dehydroge   0.08 1 0.1485884 4 0.011551679
20901 GO:0045277|GO:0045respiratory chain comp  0.08 1 0.1485884 4 0.011551679
23084 GO:0047598 7-dehydrocholesterol r  0.08 1 0.1485884 4 0.011551679
25055 GO:0050750 low-density lipoprotein   0.08 1 0.1485884 4 0.011551679
25711 GO:0051427 hormone receptor bind 0.08 1 0.1485884 4 0.011551679
28689 GO:0070325 lipoprotein particle rece  0.08 1 0.1485884 4 0.011551679
31507 GO:0080132 fatty acid alpha-hydrox  0.08 1 0.1485884 4 0.011551679

75 GO:0000099 sulfur amino acid trans   0.08 1 0.1485884 4 0.011551679
77 GO:0000101 sulfur amino acid trans 0.08 1 0.1485884 4 0.011551679

4311 GO:0006073 cellular glucan metabo  0.08 2 0.2971768 24 0.06931008
4692 GO:0006563 L-serine metabolic pro 0.08 2 0.2971768 24 0.06931008

20293 GO:0044042 glucan metabolic proce 0.08 2 0.2971768 24 0.06931008
2809 GO:0003993 acid phosphatase activ 0.08 3 0.44576523 52 0.15017183
6424 GO:0009055|GO:0009electron carrier activity 0.08 6 0.89153045 154 0.44473964
5705 GO:0008152 metabolic process 0.08 357 53.046062 17432 50.34222

21145 GO:0045543 gibberellin 2-beta-dioxy  0.08 2 0.2971768 25 0.072197996
22007 GO:0046483 heterocycle metabolic 0.09 28 4.1604753 1094 3.1593843
25626 GO:0051336 regulation of hydrolase 0.09 7 1.0401188 196 0.5660323
11224 GO:0019222 regulation of metabolic 0.09 71 10.549777 3115 8.995871
28365 GO:0065008 regulation of biological 0.09 10 1.4858841 316 0.9125827
2962 GO:0004160 dihydroxy-acid dehydra  0.09 1 0.1485884 5 0.0144396
3392 GO:0004779 sulfate adenylyltransfe  0.09 1 0.1485884 5 0.0144396
3394 GO:0004781 sulfate adenylyltransfe   0.09 1 0.1485884 5 0.0144396
5243 GO:0007218 neuropeptide signaling 0.09 1 0.1485884 5 0.0144396

14047 GO:0031625 ubiquitin protein ligase 0.09 1 0.1485884 5 0.0144396
24603 GO:0050284 sinapate 1-glucosyltran  0.09 1 0.1485884 5 0.0144396
4909 GO:0006810|GO:0015transport 0.09 54 8.023774 2315 6.6855345

25529 GO:0051234 establishment of locali 0.09 54 8.023774 2315 6.6855345
21331 GO:0045735 nutrient reservoir activ 0.10 4 0.5943536 89 0.25702485
8919 GO:0015645 fatty acid ligase activity 0.10 2 0.2971768 27 0.077973835

12794 GO:0030234 enzyme regulator activ 0.10 12 1.7830609 403 1.1638317
25476 GO:0051179 localization 0.10 54 8.023774 2319 6.697086
8673 GO:0015291|GO:0015secondary active trans   0.10 12 1.7830609 407 1.1753833
6438 GO:0009069 serine family amino ac   0.10 2 0.2971768 28 0.080861755
6809 GO:0009521|GO:0030photosystem 0.10 2 0.2971768 28 0.080861755
6940 GO:0009672 auxin:hydrogen sympo  0.10 2 0.2971768 28 0.080861755
8028 GO:0010817 regulation of hormone 0.10 3 0.44576523 58 0.16749935
9422 GO:0016209 antioxidant activity 0.10 6 0.89153045 165 0.47650677

20498 GO:0044248 cellular catabolic proce 0.11 23 3.4175334 894 2.5818002
2694 GO:0003844 1,4-alpha-glucan branc   0.11 1 0.1485884 6 0.01732752
2713 GO:0003863 3-methyl-2-oxobutanoa    0.11 1 0.1485884 6 0.01732752
3029 GO:0004345 glucose-6-phosphate d  0.11 1 0.1485884 6 0.01732752
3058 GO:0004375 glycine dehydrogenase  0.11 1 0.1485884 6 0.01732752
3065 GO:0004382 guanosine-diphosphat  0.11 1 0.1485884 6 0.01732752
3777 GO:0005302|GO:0015L-tyrosine transmembr   0.11 1 0.1485884 6 0.01732752
3845 GO:0005452 inorganic anion exchan  0.11 1 0.1485884 6 0.01732752
4532 GO:0006357|GO:0006regulation of transcript      0.11 1 0.1485884 6 0.01732752
4953 GO:0006868|GO:0015glutamine transport 0.11 1 0.1485884 6 0.01732752
8586 GO:0015173 aromatic amino acid tr   0.11 1 0.1485884 6 0.01732752
8596 GO:0015186 L-glutamine transmem   0.11 1 0.1485884 6 0.01732752
9070 GO:0015801 aromatic amino acid tr 0.11 1 0.1485884 6 0.01732752
9096 GO:0015828 tyrosine transport 0.11 1 0.1485884 6 0.01732752
9723 GO:0016642 oxidoreductase activity           0.11 1 0.1485884 6 0.01732752
9825 GO:0016774 phosphotransferase ac     0.11 1 0.1485884 6 0.01732752

11169 GO:0019156 isoamylase activity 0.11 1 0.1485884 6 0.01732752
13832 GO:0031409 pigment binding 0.11 1 0.1485884 6 0.01732752
22095 GO:0046577 long-chain-alcohol oxid  0.11 1 0.1485884 6 0.01732752



23230 GO:0047746 chlorophyllase activity 0.11 1 0.1485884 6 0.01732752
30707 GO:0072348 sulfur compound trans 0.11 1 0.1485884 6 0.01732752

191 GO:0000248 C-5 sterol desaturase 0.11 1 0.1485884 6 0.01732752
9266 GO:0016020 membrane 0.11 83 12.332838 3741 10.803708
4215 GO:0005975 carbohydrate metaboli  0.11 25 3.7147102 990 2.8590407
3886 GO:0005527 macrolide binding 0.11 2 0.2971768 30 0.086637594
3887 GO:0005528 FK506 binding 0.11 2 0.2971768 30 0.086637594
8526 GO:0015112 nitrate transmembrane  0.12 3 0.44576523 61 0.1761631
8975 GO:0015706|GO:0006nitrate transport 0.12 3 0.44576523 61 0.1761631

21058 GO:0045454|GO:0030cell redox homeostasis 0.12 7 1.0401188 211 0.6093511
11931 GO:0020037 heme binding 0.12 15 2.228826 550 1.5883559
20514 GO:0044264 cellular polysaccharide  0.12 2 0.2971768 31 0.08952551
15949 GO:0033554 cellular response to str 0.12 6 0.89153045 173 0.49961013
3242 GO:0004601|GO:0016peroxidase activity 0.12 5 0.74294204 135 0.38986918
9754 GO:0016684 oxidoreductase activity      0.12 5 0.74294204 135 0.38986918
5766 GO:0008236 serine-type peptidase 0.13 7 1.0401188 214 0.6180149
3717 GO:0005199 structural constituent o   0.13 2 0.2971768 32 0.09241343

21041 GO:0045431 flavonol synthase activ 0.13 2 0.2971768 32 0.09241343
25836 GO:0051552 flavone metabolic proc 0.13 2 0.2971768 32 0.09241343
25837 GO:0051553 flavone biosynthetic pr 0.13 2 0.2971768 32 0.09241343
25838 GO:0051554 flavonol metabolic proc 0.13 2 0.2971768 32 0.09241343
25839 GO:0051555 flavonol biosynthetic p 0.13 2 0.2971768 32 0.09241343
9293 GO:0016051|GO:0006carbohydrate biosynth  0.13 3 0.44576523 64 0.18482687
3357 GO:0004738 pyruvate dehydrogena  0.13 1 0.1485884 7 0.020215439
3358 GO:0004739 pyruvate dehydrogena   0.13 1 0.1485884 7 0.020215439
3367 GO:0004748|GO:0016ribonucleoside-diphosp   0.13 1 0.1485884 7 0.020215439
4260 GO:0006022 aminoglycan metabolic 0.13 1 0.1485884 7 0.020215439
9786 GO:0016725 oxidoreductase activity       0.13 1 0.1485884 7 0.020215439
9789 GO:0016728 oxidoreductase activity          0.13 1 0.1485884 7 0.020215439

21107 GO:0045505 dynein intermediate ch  0.13 1 0.1485884 7 0.020215439
2632 GO:0003682 chromatin binding 0.13 2 0.2971768 33 0.09530135
4942 GO:0006855 drug transmembrane t 0.14 5 0.74294204 139 0.40142086
8607 GO:0015197|GO:0015peptide transporter act 0.14 5 0.74294204 139 0.40142086
8608 GO:0015198 oligopeptide transporte  0.14 5 0.74294204 139 0.40142086
8642 GO:0015238|GO:0015drug transmembrane t  0.14 5 0.74294204 139 0.40142086
9154 GO:0015893 drug transport 0.14 5 0.74294204 139 0.40142086

18832 GO:0042493|GO:0017response to drug 0.14 5 0.74294204 139 0.40142086
25098 GO:0050794|GO:0051regulation of cellular pr 0.14 87 12.927192 3987 11.514136
3872 GO:0005506 iron ion binding 0.14 15 2.228826 563 1.6258988

10103 GO:0017171 serine hydrolase activi 0.14 7 1.0401188 220 0.63534236
4944 GO:0006857 oligopeptide transport 0.14 5 0.74294204 141 0.4071967
9099 GO:0015833 peptide transport 0.14 5 0.74294204 141 0.4071967
3749 GO:0005249 voltage-gated potassiu   0.14 2 0.2971768 34 0.09818927
5700 GO:0008144 drug binding 0.14 2 0.2971768 34 0.09818927
5827 GO:0008308|GO:0022voltage-gated anion ch  0.14 2 0.2971768 34 0.09818927

20321 GO:0044070 regulation of anion tran 0.14 2 0.2971768 34 0.09818927
2932 GO:0004130 cytochrome-c peroxida  0.15 1 0.1485884 8 0.023103358
2935 GO:0004133 glycogen debranching  0.15 1 0.1485884 8 0.023103358
3280 GO:0004645 phosphorylase activity 0.15 1 0.1485884 8 0.023103358
3356 GO:0004737 pyruvate decarboxylas  0.15 1 0.1485884 8 0.023103358
3803 GO:0005344|GO:0015oxygen transporter act 0.15 1 0.1485884 8 0.023103358
4035 GO:0005746 mitochondrial respirato  0.15 1 0.1485884 8 0.023103358
4486 GO:0006289|GO:0045nucleotide-excision rep 0.15 1 0.1485884 8 0.023103358
4664 GO:0006535 cysteine biosynthetic p   0.15 1 0.1485884 8 0.023103358
5724 GO:0008184 glycogen phosphorylas  0.15 1 0.1485884 8 0.023103358
6613 GO:0009250 glucan biosynthetic pro 0.15 1 0.1485884 8 0.023103358
8940 GO:0015669 gas transport 0.15 1 0.1485884 8 0.023103358
8942 GO:0015671 oxygen transport 0.15 1 0.1485884 8 0.023103358

10057 GO:0017110 nucleoside-diphosphat  0.15 1 0.1485884 8 0.023103358
12818 GO:0030259 lipid glycosylation 0.15 1 0.1485884 8 0.023103358
22702 GO:0047209 coniferyl-alcohol gluco  0.15 1 0.1485884 8 0.023103358
28833 GO:0070469 respiratory chain 0.15 1 0.1485884 8 0.023103358
29068 GO:0070704 sterol desaturase activ 0.15 1 0.1485884 8 0.023103358
30696 GO:0072337 modified amino acid tra 0.15 1 0.1485884 8 0.023103358
30708 GO:0072349 modified amino acid tra   0.15 1 0.1485884 8 0.023103358
4530 GO:0006355|GO:0032regulation of transcript  0.15 58 8.618128 2591 7.4826

25095 GO:0050790 regulation of catalytic a 0.15 13 1.9316493 480 1.3862015
25544 GO:0051252 regulation of RNA met  0.15 58 8.618128 2593 7.488376
9722 GO:0016641 oxidoreductase activity           0.15 3 0.44576523 69 0.19926646

28366 GO:0065009 regulation of molecula  0.15 13 1.9316493 484 1.3977532
9185 GO:0015925 galactosidase activity 0.15 2 0.2971768 36 0.10396511

12626 GO:0030029 actin filament-based p 0.15 2 0.2971768 36 0.10396511
12633 GO:0030036 actin cytoskeleton orga 0.15 2 0.2971768 36 0.10396511
7141 GO:0009889 regulation of biosynthe  0.16 58 8.618128 2605 7.523031
7772 GO:0010556 regulation of macromo   0.16 58 8.618128 2605 7.523031

13756 GO:0031326 regulation of cellular bi  0.16 58 8.618128 2605 7.523031
32213 GO:2000112 regulation of cellular m   0.16 58 8.618128 2605 7.523031
3758 GO:0005267 potassium channel act 0.16 2 0.2971768 37 0.10685303
2655 GO:0003725 double-stranded RNA 0.16 1 0.1485884 9 0.025991278
2837 GO:0004028 3-chloroallyl aldehyde  0.16 1 0.1485884 9 0.025991278

19342 GO:0043027 caspase inhibitor activ 0.16 1 0.1485884 9 0.025991278
19343 GO:0043028 caspase regulator activ 0.16 1 0.1485884 9 0.025991278
19458 GO:0043154|GO:0001negative regulation of  0.16 1 0.1485884 9 0.025991278
19579 GO:0043281|GO:0043regulation of caspase a 0.16 1 0.1485884 9 0.025991278
21104 GO:0045502 dynein binding 0.16 1 0.1485884 9 0.025991278

79 GO:0000103|GO:0019sulfate assimilation 0.16 1 0.1485884 9 0.025991278
9740 GO:0016667 oxidoreductase activity        0.16 3 0.44576523 72 0.20793022

18953 GO:0042623 ATPase activity, coupl 0.17 14 2.0802376 537 1.550813
5066 GO:0007010 cytoskeleton organizat 0.17 2 0.2971768 38 0.10974095
8588 GO:0015175 neutral amino acid tran   0.17 2 0.2971768 38 0.10974095
9073 GO:0015804 neutral amino acid tran 0.17 2 0.2971768 38 0.10974095

12538 GO:0022843 voltage-gated cation c  0.17 2 0.2971768 38 0.10974095
9703 GO:0016620 oxidoreductase activity               0.17 3 0.44576523 73 0.21081814

11695 GO:0019725 cellular homeostasis 0.17 7 1.0401188 234 0.67577326
7692 GO:0010468 regulation of gene exp 0.18 58 8.618128 2635 7.6096687



2897 GO:0004091|GO:0004carboxylesterase activ 0.18 6 0.89153045 194 0.5602564
3056 GO:0004372 glycine hydroxymethyl  0.18 1 0.1485884 10 0.0288792
3203 GO:0004557 alpha-galactosidase ac 0.18 1 0.1485884 10 0.0288792
3362 GO:0004743 pyruvate kinase activit 0.18 1 0.1485884 10 0.0288792
4663 GO:0006534 cysteine metabolic pro 0.18 1 0.1485884 10 0.0288792
8470 GO:0015037 peptide disulfide oxido  0.18 1 0.1485884 10 0.0288792
8471 GO:0015038 glutathione disulfide ox  0.18 1 0.1485884 10 0.0288792
9659 GO:0016572 histone phosphorylatio 0.18 1 0.1485884 10 0.0288792

10220 GO:0018105 peptidyl-serine phosph 0.18 1 0.1485884 10 0.0288792
10320 GO:0018209 peptidyl-serine modific 0.18 1 0.1485884 10 0.0288792
11205 GO:0019202 amino acid kinase acti 0.18 1 0.1485884 10 0.0288792
11337 GO:0019344 cysteine biosynthetic p 0.18 1 0.1485884 10 0.0288792
13472 GO:0031013 troponin I binding 0.18 1 0.1485884 10 0.0288792
17539 GO:0035173 histone kinase activity 0.18 1 0.1485884 10 0.0288792
17540 GO:0035174 histone serine kinase a 0.18 1 0.1485884 10 0.0288792
17541 GO:0035175|GO:0044histone kinase activity  0.18 1 0.1485884 10 0.0288792
17770 GO:0035404 histone-serine phosph 0.18 1 0.1485884 10 0.0288792
20239 GO:0043987|GO:0043histone H3-S10 phosp 0.18 1 0.1485884 10 0.0288792
23419 GO:0047938 glucose-6-phosphate 1  0.18 1 0.1485884 10 0.0288792
26022 GO:0051740 ethylene binding 0.18 1 0.1485884 10 0.0288792
28451 GO:0070085 glycosylation 0.18 1 0.1485884 10 0.0288792
30687 GO:0072328 alkene binding 0.18 1 0.1485884 10 0.0288792
3627 GO:0005085|GO:0008guanyl-nucleotide exch   0.18 3 0.44576523 75 0.21659398
9801 GO:0016747 transferase activity, tra       0.18 12 1.7830609 456 1.3168914
7072 GO:0009813 flavonoid biosynthetic 0.18 2 0.2971768 40 0.1155168

18925 GO:0042592 homeostatic process 0.18 7 1.0401188 238 0.68732494
5663 GO:0008094|GO:0004DNA-dependent ATPa  0.18 3 0.44576523 76 0.2194819
8494 GO:0015075 ion transmembrane tra  0.19 20 2.9717681 827 2.3883097

23515 GO:0048037 cofactor binding 0.19 9 1.3372957 327 0.94434977
9767 GO:0016705 oxidoreductase activity            0.19 9 1.3372957 329 0.95012563
5196 GO:0007166 cell surface receptor lin   0.19 3 0.44576523 78 0.22525774
2791 GO:0003973 (S)-2-hydroxy-acid oxi  0.19 1 0.1485884 11 0.03176712
2989 GO:0004301 epoxide hydrolase acti 0.19 1 0.1485884 11 0.03176712
3202 GO:0004556 alpha-amylase activity 0.19 1 0.1485884 11 0.03176712
6288 GO:0008891 glycolate oxidase activ 0.19 1 0.1485884 11 0.03176712
9849 GO:0016803 ether hydrolase activity 0.19 1 0.1485884 11 0.03176712

11152 GO:0019139|GO:0046cytokinin dehydrogena  0.19 1 0.1485884 11 0.03176712
3753 GO:0005253 anion channel activity 0.20 2 0.2971768 42 0.121292636
4874 GO:0006767 water-soluble vitamin m  0.20 2 0.2971768 42 0.121292636
8461 GO:0015020|GO:0003glucuronosyltransferas  0.20 2 0.2971768 42 0.121292636

18713 GO:0042364 water-soluble vitamin b  0.20 2 0.2971768 42 0.121292636
27228 GO:0060255 regulation of macromo   0.20 58 8.618128 2660 7.6818666
16603 GO:0034220 ion transmembrane tra 0.20 20 2.9717681 833 2.4056373

131 GO:0000166 nucleotide binding 0.20 28 4.1604753 1213 3.5030468
8589 GO:0015179 L-amino acid transmem   0.20 2 0.2971768 43 0.124180555
9076 GO:0015807 L-amino acid transport 0.20 2 0.2971768 43 0.124180555
9875 GO:0016836 hydro-lyase activity 0.20 3 0.44576523 80 0.2310336

11221 GO:0019219 regulation of nucleoba        0.21 58 8.618128 2675 7.7251854
25468 GO:0051171 regulation of nitrogen c   0.21 58 8.618128 2675 7.7251854
2838 GO:0004029 aldehyde dehydrogena   0.21 1 0.1485884 12 0.03465504
3037 GO:0004353 glutamate dehydrogen   0.21 1 0.1485884 12 0.03465504
3049 GO:0004365 glyceraldehyde-3-phos     0.21 1 0.1485884 12 0.03465504
3246 GO:0004605 phosphatidate cytidyly  0.21 1 0.1485884 12 0.03465504
4217 GO:0005977 glycogen metabolic pro 0.21 1 0.1485884 12 0.03465504
4344 GO:0006112 energy reserve metabo  0.21 1 0.1485884 12 0.03465504
6336 GO:0008943 glyceraldehyde-3-phos   0.21 1 0.1485884 12 0.03465504
6439 GO:0009070 serine family amino ac   0.21 1 0.1485884 12 0.03465504

21503 GO:0045935 positive regulation of n        0.21 1 0.1485884 12 0.03465504
25470 GO:0051173 positive regulation of n    0.21 1 0.1485884 12 0.03465504
25546 GO:0051254 positive regulation of R   0.21 1 0.1485884 12 0.03465504

37 GO:0000049 tRNA binding 0.21 1 0.1485884 12 0.03465504
4873 GO:0006766 vitamin metabolic proc 0.21 2 0.2971768 44 0.12706847
6477 GO:0009110 vitamin biosynthetic pr 0.21 2 0.2971768 44 0.12706847
7071 GO:0009812 flavonoid metabolic pro 0.21 2 0.2971768 44 0.12706847

12532 GO:0022836 gated channel activity 0.21 4 0.5943536 122 0.3523262
3630 GO:0005088 Ras guanyl-nucleotide   0.22 2 0.2971768 45 0.1299564
3787 GO:0005319 lipid transporter activity 0.22 3 0.44576523 83 0.23969735
4912 GO:0006813|GO:0015potassium ion transpo 0.22 3 0.44576523 84 0.24258527

30168 GO:0071804 cellular potassium ion 0.22 3 0.44576523 84 0.24258527
30169 GO:0071805 potassium ion transme  0.22 3 0.44576523 84 0.24258527
4357 GO:0006139|GO:0055nucleobase, nucleosid       0.22 70 10.401189 3285 9.486816
2896 GO:0004090 carbonyl reductase (NA  0.23 1 0.1485884 13 0.037542958
7551 GO:0010327 acetyl CoA:(Z)-3-hexe   0.23 1 0.1485884 13 0.037542958
8149 GO:0010941 regulation of cell death 0.23 1 0.1485884 13 0.037542958

13443 GO:0030984 kininogen binding 0.23 1 0.1485884 13 0.037542958
19298 GO:0042981 regulation of apoptosis 0.23 1 0.1485884 13 0.037542958
19381 GO:0043067|GO:0043regulation of programm   0.23 1 0.1485884 13 0.037542958
6425 GO:0009056 catabolic process 0.24 24 3.5661218 1051 3.0352037

31465 GO:0080090 regulation of primary m  0.24 58 8.618128 2710 7.826263
2976 GO:0004176|GO:0004ATP-dependent peptid  0.24 2 0.2971768 48 0.13862015
2977 GO:0004177 aminopeptidase activit 0.24 1 0.1485884 14 0.040430877
3204 GO:0004558|GO:0004alpha-glucosidase acti 0.24 1 0.1485884 14 0.040430877
3629 GO:0005087 Ran guanyl-nucleotide   0.24 1 0.1485884 14 0.040430877
5197 GO:0007167 enzyme linked recepto    0.24 1 0.1485884 14 0.040430877
5199 GO:0007169 transmembrane recep      0.24 1 0.1485884 14 0.040430877
7413 GO:0010181 FMN binding 0.24 1 0.1485884 14 0.040430877
9720 GO:0016639 oxidoreductase activity             0.24 1 0.1485884 14 0.040430877
9847 GO:0016801 hydrolase activity, acti    0.24 1 0.1485884 14 0.040430877

28373 GO:0070006 metalloaminopeptidase 0.24 1 0.1485884 14 0.040430877
3756 GO:0005261|GO:0015cation channel activity 0.25 2 0.2971768 49 0.14150807
9725 GO:0016645 oxidoreductase activity        0.25 2 0.2971768 49 0.14150807
4605 GO:0006457|GO:0007protein folding 0.25 5 0.74294204 173 0.49961013
8675 GO:0015293 symporter activity 0.25 5 0.74294204 173 0.49961013

13753 GO:0031323 regulation of cellular m  0.25 59 8.766716 2770 7.999538
8635 GO:0015229 L-ascorbic acid transp  0.26 1 0.1485884 15 0.043318797



9144 GO:0015882 L-ascorbic acid transp 0.26 1 0.1485884 15 0.043318797
16081 GO:0033692 cellular polysaccharide  0.26 1 0.1485884 15 0.043318797
2758 GO:0003924 GTPase activity 0.26 4 0.5943536 132 0.3812054
4394 GO:0006184 GTP catabolic process 0.26 4 0.5943536 132 0.3812054

21605 GO:0046039 GTP metabolic proces 0.26 4 0.5943536 132 0.3812054
4906 GO:0006807 nitrogen compound me  0.26 78 11.589896 3725 10.757502

19126 GO:0042803 protein homodimerizat  0.26 7 1.0401188 265 0.7652988
30207 GO:0071843 cellular component bio    0.26 2 0.2971768 51 0.14728391
9800 GO:0016746 transferase activity, tra   0.26 12 1.7830609 498 1.438184
6965 GO:0009699 phenylpropanoid biosy  0.27 2 0.2971768 52 0.15017183
2667 GO:0003777 microtubule motor acti 0.27 1 0.1485884 16 0.046206716
3742 GO:0005242 inward rectifier potassi   0.27 1 0.1485884 16 0.046206716
7178 GO:0009927 histidine phosphotrans   0.27 1 0.1485884 16 0.046206716
9189 GO:0015929 hexosaminidase activi 0.27 1 0.1485884 16 0.046206716
9727 GO:0016647 oxidoreductase activity           0.27 1 0.1485884 16 0.046206716
9797 GO:0016742 hydroxymethyl-, formy     0.27 1 0.1485884 16 0.046206716
9898 GO:0016863 intramolecular oxidore     0.27 1 0.1485884 16 0.046206716

13435 GO:0030976 thiamine pyrophospha  0.27 1 0.1485884 16 0.046206716
18757 GO:0042409 caffeoyl-CoA O-methy  0.27 1 0.1485884 16 0.046206716
22110 GO:0046592 polyamine oxidase act 0.27 1 0.1485884 16 0.046206716

72 GO:0000096 sulfur amino acid meta  0.27 1 0.1485884 16 0.046206716
73 GO:0000097 sulfur amino acid biosy  0.27 1 0.1485884 16 0.046206716

219 GO:0000287 magnesium ion binding 0.27 1 0.1485884 16 0.046206716
2643 GO:0003700|GO:0000sequence-specific DNA    0.27 31 4.6062407 1417 4.0921826
716 GO:0001071 nucleic acid binding tra   0.27 31 4.6062407 1417 4.0921826

8585 GO:0015172 acidic amino acid trans   0.28 1 0.1485884 17 0.049094636
9069 GO:0015800 acidic amino acid trans 0.28 1 0.1485884 17 0.049094636
2674 GO:0003824 catalytic activity 0.29 216 32.095097 10750 31.045137
3724 GO:0005216 ion channel activity 0.29 4 0.5943536 140 0.40430877
8676 GO:0015294 solute:cation symporte  0.29 4 0.5943536 141 0.4071967
5767 GO:0008237 metallopeptidase activ 0.30 2 0.2971768 56 0.16172351
5765 GO:0008235 metalloexopeptidase a 0.30 1 0.1485884 18 0.051982556
6491 GO:0009126 purine nucleoside mon   0.30 1 0.1485884 18 0.051982556
6492 GO:0009127 purine nucleoside mon   0.30 1 0.1485884 18 0.051982556
6517 GO:0009152 purine ribonucleotide b  0.30 1 0.1485884 18 0.051982556
6531 GO:0009167 purine ribonucleoside   0.30 1 0.1485884 18 0.051982556
6532 GO:0009168 purine ribonucleoside   0.30 1 0.1485884 18 0.051982556
8469 GO:0015036 disulfide oxidoreductas  0.30 1 0.1485884 18 0.051982556
8662 GO:0015271 outward rectifier potas   0.30 1 0.1485884 18 0.051982556

22917 GO:0047429 nucleoside-triphosphat   0.30 1 0.1485884 18 0.051982556
28931 GO:0070567 cytidylyltransferase ac 0.30 1 0.1485884 18 0.051982556
17020 GO:0034641 cellular nitrogen compo   0.30 76 11.292719 3678 10.621769
5763 GO:0008233 peptidase activity 0.31 13 1.9316493 565 1.6316746

20531 GO:0044281 small molecule metabo  0.31 38 5.6463594 1788 5.1636004
3290 GO:0004656 procollagen-proline 4-d  0.31 1 0.1485884 19 0.054870475

11752 GO:0019798 procollagen-proline dio  0.31 1 0.1485884 19 0.054870475
13966 GO:0031543 peptidyl-proline dioxyg  0.31 1 0.1485884 19 0.054870475
13968 GO:0031545 peptidyl-proline 4-dioxy  0.31 1 0.1485884 19 0.054870475
4910 GO:0006811 ion transport 0.32 21 3.1203566 959 2.769515
2626 GO:0003674|GO:0005molecular_function 0.32 480 71.32243 24394 70.447914
2675 GO:0003825 alpha,alpha-trehalose-    0.32 1 0.1485884 20 0.0577584
3628 GO:0005086 ARF guanyl-nucleotide   0.32 1 0.1485884 20 0.0577584
9706 GO:0016623 oxidoreductase activity             0.32 1 0.1485884 20 0.0577584
9784 GO:0016723 oxidoreductase activity         0.32 1 0.1485884 20 0.0577584

24482 GO:0050162 oxalate oxidase activit 0.32 1 0.1485884 20 0.0577584
25477 GO:0051180 vitamin transport 0.32 1 0.1485884 20 0.0577584
25480 GO:0051183 vitamin transporter act 0.32 1 0.1485884 20 0.0577584

122 GO:0000154|GO:0016rRNA modification 0.32 1 0.1485884 20 0.0577584
225 GO:0000293 ferric-chelate reductas  0.32 1 0.1485884 20 0.0577584

6964 GO:0009698 phenylpropanoid meta  0.33 2 0.2971768 60 0.17327519
8943 GO:0015672 monovalent inorganic  0.33 9 1.3372957 383 1.1060733

11426 GO:0019438 aromatic compound bi  0.33 4 0.5943536 149 0.43030006
2818 GO:0004003 ATP-dependent DNA h  0.33 2 0.2971768 61 0.1761631
3474 GO:0004869|GO:0004cysteine-type endopep   0.34 1 0.1485884 21 0.060646318
3195 GO:0004540 ribonuclease activity 0.34 3 0.44576523 106 0.3061195
5213 GO:0007186 G-protein coupled rece    0.34 2 0.2971768 62 0.17905103
9697 GO:0016614 oxidoreductase activity       0.34 7 1.0401188 293 0.84616053

17016 GO:0034637 cellular carbohydrate b  0.35 2 0.2971768 63 0.18193895
6521 GO:0009156 ribonucleoside monop   0.35 1 0.1485884 22 0.06353424
6525 GO:0009161 ribonucleoside monop   0.35 1 0.1485884 22 0.06353424
7143 GO:0009891 positive regulation of b  0.35 1 0.1485884 22 0.06353424
8489 GO:0015066 alpha-amylase inhibito  0.35 1 0.1485884 22 0.06353424
8774 GO:0015431 glutathione S-conjugat   0.35 1 0.1485884 22 0.06353424

13031 GO:0030544 Hsp70 protein binding 0.35 1 0.1485884 22 0.06353424
13758 GO:0031328 positive regulation of c   0.35 1 0.1485884 22 0.06353424
24858 GO:0050551 myrcene synthase act 0.35 1 0.1485884 22 0.06353424
30359 GO:0071997 glutathione S-conjugat   0.35 1 0.1485884 22 0.06353424
28378 GO:0070011 peptidase activity, acti     0.35 12 1.7830609 537 1.550813
9710 GO:0016628 oxidoreductase activity             0.36 2 0.2971768 65 0.18771479
2633 GO:0003684 damaged DNA binding 0.36 1 0.1485884 23 0.06642216
3662 GO:0005126 cytokine receptor bind 0.36 1 0.1485884 23 0.06642216
7527 GO:0010302 2-oxoglutarate-depend   0.36 1 0.1485884 23 0.06642216
3626 GO:0005083 small GTPase regulato  0.37 3 0.44576523 111 0.3205591
3180 GO:0004521 endoribonuclease activ 0.37 2 0.2971768 66 0.1906027
9765 GO:0016702 oxidoreductase activity                0.37 2 0.2971768 66 0.1906027

11829 GO:0019900 kinase binding 0.37 2 0.2971768 66 0.1906027
2629 GO:0003678|GO:0003DNA helicase activity 0.38 2 0.2971768 67 0.19349062
8559 GO:0015146 pentose transmembra   0.38 1 0.1485884 24 0.06931008
8561 GO:0015148 D-xylose transmembra   0.38 1 0.1485884 24 0.06931008
8829 GO:0015519 D-xylose:hydrogen sym  0.38 1 0.1485884 24 0.06931008
9019 GO:0015750 pentose transport 0.38 1 0.1485884 24 0.06931008
9022 GO:0015753 D-xylose transport 0.38 1 0.1485884 24 0.06931008
9779 GO:0016717 oxidoreductase activity                        0.38 1 0.1485884 24 0.06931008

20488 GO:0044238 primary metabolic proc 0.38 182 27.04309 9167 26.47356
9836 GO:0016787 hydrolase activity 0.39 75 11.144131 3723 10.751725



3620 GO:0005057 receptor signaling prot  0.39 2 0.2971768 69 0.19926646
21710 GO:0046148 pigment biosynthetic p 0.39 2 0.2971768 69 0.19926646
2649 GO:0003713 transcription coactivato  0.40 2 0.2971768 70 0.20215438
5726 GO:0008187 poly-pyrimidine tract b 0.40 2 0.2971768 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.40 2 0.2971768 70 0.20215438
3210 GO:0004565 beta-galactosidase act 0.40 1 0.1485884 26 0.075085916
3415 GO:0004805 trehalose-phosphatase 0.40 1 0.1485884 26 0.075085916
7000 GO:0009734 auxin mediated signali  0.40 1 0.1485884 26 0.075085916
7540 GO:0010315 auxin efflux 0.40 1 0.1485884 26 0.075085916
7553 GO:0010329 auxin efflux transmem   0.40 1 0.1485884 26 0.075085916

17147 GO:0034768 (E)-beta-ocimene synt  0.40 1 0.1485884 26 0.075085916
29729 GO:0071365 cellular response to au  0.40 1 0.1485884 26 0.075085916

126 GO:0000160 two-component signal   0.40 1 0.1485884 26 0.075085916
9764 GO:0016701 oxidoreductase activity          0.41 2 0.2971768 72 0.20793022
5018 GO:0006950 response to stress 0.41 13 1.9316493 611 1.764519
3631 GO:0005089 Rho guanyl-nucleotide   0.41 1 0.1485884 27 0.077973835
9389 GO:0016160 amylase activity 0.41 1 0.1485884 27 0.077973835
9541 GO:0016413 O-acetyltransferase ac 0.41 1 0.1485884 27 0.077973835

18786 GO:0042440 pigment metabolic pro 0.42 2 0.2971768 73 0.21081814
17617 GO:0035251 UDP-glucosyltransfera  0.42 5 0.74294204 218 0.62956655
3284 GO:0004650 polygalacturonase acti 0.42 1 0.1485884 28 0.080861755
4374 GO:0006164 purine nucleotide biosy  0.42 1 0.1485884 28 0.080861755
6079 GO:0008654 phospholipid biosynthe  0.42 1 0.1485884 28 0.080861755
7145 GO:0009893 positive regulation of m  0.42 1 0.1485884 28 0.080861755
7819 GO:0010604 positive regulation of m   0.42 1 0.1485884 28 0.080861755
8863 GO:0015562 efflux transmembrane  0.42 1 0.1485884 28 0.080861755
9238 GO:0015980 energy derivation by o    0.42 1 0.1485884 28 0.080861755

13144 GO:0030674 protein binding, bridgin 0.42 1 0.1485884 28 0.080861755
13755 GO:0031325 positive regulation of c   0.42 1 0.1485884 28 0.080861755
27064 GO:0060090 binding, bridging 0.42 1 0.1485884 28 0.080861755

139 GO:0000175 3'-5'-exoribonuclease a 0.42 1 0.1485884 28 0.080861755
4526 GO:0006351|GO:0006transcription, DNA-dep 0.42 32 4.754829 1575 4.548474

15176 GO:0032774 RNA biosynthetic proc 0.42 32 4.754829 1575 4.548474
6884 GO:0009607 response to biotic stim 0.42 3 0.44576523 122 0.3523262

25195 GO:0050896|GO:0051response to stimulus 0.43 38 5.6463594 1881 5.432177
22049 GO:0046527 glucosyltransferase ac 0.43 6 0.89153045 270 0.77973837
3260 GO:0004620 phospholipase activity 0.43 3 0.44576523 123 0.35521415
2975 GO:0004175|GO:0016endopeptidase activity 0.43 7 1.0401188 320 0.9241344

25510 GO:0051213 dioxygenase activity 0.43 2 0.2971768 75 0.21659398
3490 GO:0004888|GO:0004transmembrane recep  0.43 12 1.7830609 571 1.6490022
4968 GO:0006886 intracellular protein tra 0.43 1 0.1485884 29 0.083749674

16992 GO:0034613|GO:0016cellular protein localiza 0.43 1 0.1485884 29 0.083749674
29091 GO:0070727 cellular macromolecule 0.43 1 0.1485884 29 0.083749674
5732 GO:0008194 UDP-glycosyltransfera  0.44 7 1.0401188 322 0.9299102
6529 GO:0009165 nucleotide biosynthetic 0.44 2 0.2971768 77 0.22236982
2666 GO:0003774 motor activity 0.45 1 0.1485884 30 0.086637594
3518 GO:0004930|GO:0001G-protein coupled rece  0.45 1 0.1485884 30 0.086637594
6216 GO:0008810 cellulase activity 0.45 1 0.1485884 30 0.086637594
6488 GO:0009123 nucleoside monophosp   0.45 1 0.1485884 30 0.086637594
6489 GO:0009124 nucleoside monophosp   0.45 1 0.1485884 30 0.086637594
8683 GO:0015301|GO:0015anion:anion antiporter 0.45 1 0.1485884 30 0.086637594
5681 GO:0008116 prostaglandin-I syntha  0.45 2 0.2971768 78 0.22525774
9909 GO:0016877 ligase activity, forming  0.45 2 0.2971768 78 0.22525774

25998 GO:0051716 cellular response to sti 0.45 23 3.4175334 1138 3.2864528
19590 GO:0043295 glutathione binding 0.46 1 0.1485884 31 0.08952551
3190 GO:0004532 exoribonuclease activi 0.47 1 0.1485884 32 0.09241343
3265 GO:0004630 phospholipase D activ 0.47 1 0.1485884 32 0.09241343
6942 GO:0009674 potassium:sodium sym  0.47 1 0.1485884 32 0.09241343
9927 GO:0016896 exoribonuclease activi   0.47 1 0.1485884 32 0.09241343

12522 GO:0022820 potassium ion symport  0.47 1 0.1485884 32 0.09241343
12833 GO:0030275 LRR domain binding 0.47 1 0.1485884 32 0.09241343
23914 GO:0048522|GO:0051positive regulation of c  0.47 1 0.1485884 32 0.09241343
30878 GO:0072522 purine-containing com   0.48 1 0.1485884 33 0.09530135
16738 GO:0034357 photosynthetic membr 0.48 2 0.2971768 83 0.23969735
4844 GO:0006725 cellular aromatic comp   0.49 4 0.5943536 185 0.53426516
9486 GO:0016298 lipase activity 0.49 4 0.5943536 185 0.53426516
9818 GO:0016765|GO:0016transferase activity, tra        0.49 4 0.5943536 185 0.53426516
2985 GO:0004222 metalloendopeptidase 0.49 1 0.1485884 34 0.09818927
6004 GO:0008536 Ran GTPase binding 0.49 1 0.1485884 34 0.09818927
4327 GO:0006091 generation of precurso    0.49 2 0.2971768 84 0.24258527

19125 GO:0042802 identical protein bindin 0.49 14 2.0802376 697 2.01288
4538 GO:0006364|GO:0006rRNA processing 0.50 1 0.1485884 35 0.10107719
6355 GO:0008970 phospholipase A1 activ 0.50 1 0.1485884 35 0.10107719
9310 GO:0016072 rRNA metabolic proce 0.50 1 0.1485884 35 0.10107719

11206 GO:0019203 carbohydrate phospha  0.50 1 0.1485884 35 0.10107719
12817 GO:0030258 lipid modification 0.50 1 0.1485884 35 0.10107719
21146 GO:0045544 gibberellin 20-oxidase 0.50 1 0.1485884 35 0.10107719
23199 GO:0047714 galactolipase activity 0.50 1 0.1485884 35 0.10107719
2657 GO:0003727|GO:0003single-stranded RNA b 0.50 4 0.5943536 188 0.54292893
5768 GO:0008238 exopeptidase activity 0.50 2 0.2971768 86 0.24836111
4916 GO:0006818 hydrogen transport 0.50 6 0.89153045 292 0.84327257
9246 GO:0015992 proton transport 0.50 6 0.89153045 292 0.84327257
4232 GO:0005992 trehalose biosynthetic 0.51 1 0.1485884 36 0.10396511
5902 GO:0008408 3'-5' exonuclease activ 0.51 1 0.1485884 36 0.10396511
6794 GO:0009505 plant-type cell wall 0.51 1 0.1485884 36 0.10396511
8739 GO:0015385|GO:0015sodium:hydrogen antip  0.51 1 0.1485884 36 0.10396511
9393 GO:0016165 lipoxygenase activity 0.51 1 0.1485884 36 0.10396511

20649 GO:0044455 mitochondrial membra  0.51 1 0.1485884 36 0.10396511
4641 GO:0006508 proteolysis 0.51 19 2.8231797 965 2.7868426
3318 GO:0004693|GO:0016cyclin-dependent prote   0.52 1 0.1485884 37 0.10685303

11202 GO:0019199 transmembrane recep    0.52 10 1.4858841 504 1.4555116
13164 GO:0030695 GTPase regulator activ 0.52 3 0.44576523 142 0.4100846
20630 GO:0044436 thylakoid part 0.52 2 0.2971768 90 0.2599128
4231 GO:0005991 trehalose metabolic pr 0.53 1 0.1485884 38 0.10974095
9308 GO:0016070 RNA metabolic proces 0.53 36 5.3491826 1855 5.3570914



3644 GO:0005102 receptor binding 0.53 2 0.2971768 91 0.2628007
6784 GO:0009451|GO:0016RNA modification 0.53 2 0.2971768 91 0.2628007
6623 GO:0009260 ribonucleotide biosynth  0.54 1 0.1485884 39 0.11262887

16785 GO:0034404 nucleobase, nucleosid     0.54 2 0.2971768 92 0.26568863
17033 GO:0034654 nucleobase, nucleosid       0.54 2 0.2971768 92 0.26568863
12805 GO:0030246 carbohydrate binding 0.54 5 0.74294204 251 0.7248679
3178 GO:0004519 endonuclease activity 0.54 7 1.0401188 356 1.0280994
9895 GO:0016860 intramolecular oxidore  0.54 3 0.44576523 146 0.42163628

20336 GO:0044085 cellular component bio 0.54 2 0.2971768 93 0.26857653
5891 GO:0008395|GO:0008steroid hydroxylase ac 0.54 1 0.1485884 40 0.1155168
7021 GO:0009755 hormone-mediated sig  0.54 1 0.1485884 40 0.1155168
9843 GO:0016796 exonuclease activity, a          0.54 1 0.1485884 40 0.1155168

15271 GO:0032870 cellular response to ho  0.54 1 0.1485884 40 0.1155168
16446 GO:0034062 RNA polymerase activ 0.54 1 0.1485884 40 0.1155168
23910 GO:0048518|GO:0043positive regulation of b  0.54 1 0.1485884 40 0.1155168
3808 GO:0005351|GO:0005sugar:hydrogen sympo  0.55 2 0.2971768 94 0.27146447
3835 GO:0005402 cation:sugar symporte  0.55 2 0.2971768 94 0.27146447
6863 GO:0009579 thylakoid 0.55 2 0.2971768 94 0.27146447

22479 GO:0046983 protein dimerization ac 0.55 10 1.4858841 517 1.4930545
9829 GO:0016779 nucleotidyltransferase 0.55 3 0.44576523 148 0.42741212

22415 GO:0046914 transition metal ion bin 0.55 50 7.4294205 2599 7.5057034
31895 GO:0090304 nucleic acid metabolic 0.55 45 6.6864786 2340 6.7577324
11712 GO:0019748 secondary metabolic p 0.55 2 0.2971768 95 0.27435237
9874 GO:0016835 carbon-oxygen lyase a 0.55 4 0.5943536 202 0.5833598
6666 GO:0009312 oligosaccharide biosyn  0.56 1 0.1485884 42 0.121292636
9370 GO:0016138 glycoside biosynthetic 0.56 1 0.1485884 42 0.121292636

21880 GO:0046351 disaccharide biosynthe  0.56 1 0.1485884 42 0.121292636
3200 GO:0004553|GO:0016hydrolase activity, hyd   0.57 6 0.89153045 312 0.90103096
8679 GO:0015297 antiporter activity 0.57 3 0.44576523 152 0.4389638
8682 GO:0015300 solute:solute antiporte  0.57 3 0.44576523 152 0.4389638

27562 GO:0060589 nucleoside-triphosphat   0.57 3 0.44576523 152 0.4389638
8677 GO:0015295 solute:hydrogen sympo  0.57 2 0.2971768 98 0.28301615
8681 GO:0015299 solute:hydrogen antipo  0.57 2 0.2971768 98 0.28301615

20619 GO:0044425 membrane part 0.57 29 4.309064 1523 4.398302
3307 GO:0004675 transmembrane recep     0.57 7 1.0401188 367 1.0598665

16851 GO:0034470 ncRNA processing 0.58 2 0.2971768 99 0.28590405
17039 GO:0034660 ncRNA metabolic proc 0.58 2 0.2971768 99 0.28590405
4954 GO:0006869 lipid transport 0.58 4 0.5943536 208 0.6006873
8085 GO:0010876 lipid localization 0.58 4 0.5943536 208 0.6006873
5797 GO:0008276 protein methyltransfera  0.58 1 0.1485884 44 0.12706847
9186 GO:0015926 glucosidase activity 0.58 1 0.1485884 44 0.12706847
9753 GO:0016682 oxidoreductase activity            0.58 1 0.1485884 44 0.12706847

29859 GO:0071495 cellular response to en  0.58 1 0.1485884 44 0.12706847
16430 GO:0034046 poly(G) RNA binding 0.58 2 0.2971768 100 0.28879198
7229 GO:0009987|GO:0008cellular process 0.58 204 30.312037 10601 30.614838
8666 GO:0015276 ligand-gated ion chann  0.59 1 0.1485884 45 0.1299564
9893 GO:0016857 racemase and epimera       0.59 1 0.1485884 45 0.1299564

12530 GO:0022834 ligand-gated channel a 0.59 1 0.1485884 45 0.1299564
18956 GO:0042626 ATPase activity, coupl      0.59 4 0.5943536 211 0.6093511
3177 GO:0004518 nuclease activity 0.59 8 1.1887072 427 1.2331418
9699 GO:0016616 oxidoreductase activity             0.59 5 0.74294204 266 0.7681867
9861 GO:0016820 hydrolase activity, acti         0.59 4 0.5943536 212 0.612239
4329 GO:0006096|GO:0019glycolysis 0.59 1 0.1485884 46 0.13284431
6999 GO:0009733 response to auxin stim 0.59 1 0.1485884 46 0.13284431

12498 GO:0022613 ribonucleoprotein com  0.59 1 0.1485884 46 0.13284431
18614 GO:0042254|GO:0007ribosome biogenesis 0.59 1 0.1485884 46 0.13284431
26845 GO:0052689 carboxylic ester hydrol  0.60 10 1.4858841 538 1.5537009
3421 GO:0004812|GO:0017aminoacyl-tRNA ligase 0.60 1 0.1485884 47 0.13573223
8497 GO:0015079|GO:0022potassium ion transme   0.60 1 0.1485884 47 0.13573223
9907 GO:0016875 ligase activity, forming  0.60 1 0.1485884 47 0.13573223
9908 GO:0016876 ligase activity, forming    0.60 1 0.1485884 47 0.13573223
9709 GO:0016627 oxidoreductase activity        0.60 2 0.2971768 104 0.30034366
4849 GO:0006730|GO:0019one-carbon metabolic 0.61 6 0.89153045 325 0.93857396
9869 GO:0016829 lyase activity 0.61 9 1.3372957 488 1.4093049
4188 GO:0005938 cell cortex 0.61 1 0.1485884 48 0.13862015

20642 GO:0044448 cell cortex part 0.61 1 0.1485884 48 0.13862015
28930 GO:0070566 adenylyltransferase ac 0.61 1 0.1485884 48 0.13862015

113 GO:0000145 exocyst 0.61 1 0.1485884 48 0.13862015
18582 GO:0042221 response to chemical s 0.62 6 0.89153045 328 0.94723773
3844 GO:0005451 monovalent cation:hyd   0.62 1 0.1485884 49 0.14150807

31421 GO:0080044 quercetin 7-O-glucosy  0.62 1 0.1485884 49 0.14150807
5055 GO:0006996 organelle organization 0.62 3 0.44576523 164 0.47361887
5909 GO:0008415 acyltransferase activity 0.62 6 0.89153045 330 0.95301354
4459 GO:0006259|GO:0055DNA metabolic proces 0.62 9 1.3372957 493 1.4237444
3185 GO:0004527|GO:0008exonuclease activity 0.63 1 0.1485884 50 0.14439599
4622 GO:0006479 protein methylation 0.63 1 0.1485884 50 0.14439599
5750 GO:0008213 protein alkylation 0.63 1 0.1485884 50 0.14439599
9783 GO:0016722 oxidoreductase activity    0.63 1 0.1485884 50 0.14439599
9993 GO:0017016 Ras GTPase binding 0.63 1 0.1485884 50 0.14439599

29674 GO:0071310 cellular response to or  0.63 1 0.1485884 50 0.14439599
13656 GO:0031224 intrinsic to membrane 0.63 22 3.268945 1193 3.4452884
22375 GO:0046872 metal ion binding 0.63 56 8.3209505 2985 8.6204405
7173 GO:0009922 fatty acid elongase act 0.63 1 0.1485884 51 0.14728391

22410 GO:0046907 intracellular transport 0.63 1 0.1485884 51 0.14728391
25925 GO:0051641 cellular localization 0.63 1 0.1485884 51 0.14728391
25933 GO:0051649 establishment of locali   0.63 1 0.1485884 51 0.14728391
5097 GO:0007049 cell cycle 0.64 1 0.1485884 52 0.15017183

20287 GO:0044036 cell wall macromolecu   0.64 1 0.1485884 52 0.15017183
9812 GO:0016758 transferase activity, tra   0.64 9 1.3372957 501 1.4468478

19470 GO:0043167 ion binding 0.64 56 8.3209505 2997 8.655096
19472 GO:0043169 cation binding 0.64 56 8.3209505 2997 8.655096
5070 GO:0007017 microtubule-based pro 0.64 2 0.2971768 112 0.32344702
5071 GO:0007018 microtubule-based mo 0.64 2 0.2971768 112 0.32344702
8680 GO:0015298 solute:cation antiporte  0.64 2 0.2971768 112 0.32344702
9730 GO:0016651 oxidoreductase activity      0.64 2 0.2971768 112 0.32344702



29081 GO:0070717 poly-purine tract bindin 0.64 2 0.2971768 112 0.32344702
17024 GO:0034645|GO:0034cellular macromolecule  0.65 37 5.4977713 1999 5.7729516
9750 GO:0016679 oxidoreductase activity         0.65 1 0.1485884 53 0.15305975

29246 GO:0070882 cellular cell wall organ   0.65 1 0.1485884 53 0.15305975
6428 GO:0009059|GO:0043macromolecule biosyn  0.65 37 5.4977713 2003 5.7845035

30205 GO:0071841 cellular component org      0.65 5 0.74294204 285 0.8230572
3156 GO:0004497 monooxygenase activi 0.65 3 0.44576523 172 0.49672222

29251 GO:0070887 cellular response to ch  0.65 1 0.1485884 54 0.15594767
9267 GO:0016021 integral to membrane 0.66 20 2.9717681 1103 3.1853757
3476 GO:0004872|GO:0019receptor activity 0.66 12 1.7830609 672 1.9406822
4224 GO:0005984 disaccharide metabolic 0.67 1 0.1485884 56 0.16172351
9369 GO:0016137 glycoside metabolic pr 0.67 1 0.1485884 56 0.16172351
9883 GO:0016846 carbon-sulfur lyase act 0.67 1 0.1485884 56 0.16172351

13697 GO:0031267 small GTPase binding 0.67 1 0.1485884 56 0.16172351
3955 GO:0005634 nucleus 0.67 26 3.8632987 1433 4.138389

20533 GO:0044283 small molecule biosynt  0.67 6 0.89153045 347 1.0021082
3475 GO:0004871|GO:0005signal transducer activ 0.67 14 2.0802376 787 2.2727928

27063 GO:0060089 molecular transducer a 0.67 14 2.0802376 787 2.2727928
25416 GO:0051119 sugar transmembrane  0.67 2 0.2971768 118 0.34077454
19758 GO:0043492 ATPase activity, coupl     0.67 4 0.5943536 235 0.67866117
5715 GO:0008171 O-methyltransferase a 0.67 1 0.1485884 57 0.16461143
7557 GO:0010333 terpene synthase activ 0.67 1 0.1485884 57 0.16461143
9813 GO:0016759 cellulose synthase act 0.67 1 0.1485884 57 0.16461143
3877 GO:0005516 calmodulin binding 0.68 4 0.5943536 236 0.6815491
2628 GO:0003677 DNA binding 0.68 22 3.268945 1224 3.534814
9824 GO:0016773 phosphotransferase ac     0.68 27 4.011887 1493 4.311664
3304 GO:0004672|GO:0050protein kinase activity 0.68 24 3.5661218 1333 3.8495972
3323 GO:0004702 receptor signaling prot    0.68 1 0.1485884 58 0.16749935
4913 GO:0006814|GO:0006sodium ion transport 0.68 1 0.1485884 58 0.16749935
6665 GO:0009311 oligosaccharide metab  0.68 1 0.1485884 58 0.16749935
8499 GO:0015081|GO:0022sodium ion transmemb   0.68 1 0.1485884 58 0.16749935
8558 GO:0015145 monosaccharide trans   0.68 1 0.1485884 58 0.16749935
9018 GO:0015749 monosaccharide trans 0.68 1 0.1485884 58 0.16749935

18086 GO:0035725 sodium ion transmemb  0.68 1 0.1485884 58 0.16749935
29800 GO:0071436 sodium ion export 0.68 1 0.1485884 58 0.16749935
30700 GO:0072341 modified amino acid bi 0.69 1 0.1485884 59 0.17038727
5195 GO:0007165|GO:0023signal transduction 0.69 17 2.526003 961 2.775291

12602 GO:0023052|GO:0023signaling 0.69 17 2.526003 961 2.775291
9823 GO:0016772 transferase activity, tra   0.69 35 5.2005944 1932 5.579461
2980 GO:0004185 serine-type carboxype  0.69 1 0.1485884 60 0.17327519
5652 GO:0008081|GO:0004phosphoric diester hyd  0.69 1 0.1485884 60 0.17327519

14811 GO:0032403 protein complex bindin 0.69 1 0.1485884 60 0.17327519
25319 GO:0051020 GTPase binding 0.69 1 0.1485884 60 0.17327519
28375 GO:0070008 serine-type exopeptida  0.69 1 0.1485884 60 0.17327519
5610 GO:0008026 ATP-dependent helica  0.69 3 0.44576523 183 0.52848935

28401 GO:0070035 purine NTP-dependen   0.69 3 0.44576523 183 0.52848935
4768 GO:0006644 phospholipid metabolic 0.70 1 0.1485884 61 0.1761631
2978 GO:0004180 carboxypeptidase activ 0.70 1 0.1485884 62 0.17905103
6018 GO:0008559|GO:0005xenobiotic-transporting  0.70 1 0.1485884 62 0.17905103

11210 GO:0019207 kinase regulator activit 0.70 1 0.1485884 62 0.17905103
17457 GO:0035091 phosphatidylinositol bin 0.70 1 0.1485884 62 0.17905103
19225 GO:0042908 xenobiotic transport 0.70 1 0.1485884 62 0.17905103
19227 GO:0042910 xenobiotic transporter 0.70 1 0.1485884 62 0.17905103
2648 GO:0003712 transcription cofactor a 0.71 2 0.2971768 126 0.3638779
634 GO:0000988 protein binding transcr   0.71 2 0.2971768 126 0.3638779
635 GO:0000989 transcription factor bin    0.71 2 0.2971768 126 0.3638779

20512 GO:0044262|GO:0006cellular carbohydrate m  0.71 4 0.5943536 248 0.7162041
3068 GO:0004386 helicase activity 0.71 3 0.44576523 189 0.54581684

25820 GO:0051536 iron-sulfur cluster bind 0.72 1 0.1485884 64 0.18482687
25824 GO:0051540 metal cluster binding 0.72 1 0.1485884 64 0.18482687
20521 GO:0044271 cellular nitrogen compo   0.72 6 0.89153045 367 1.0598665
5840 GO:0008324 cation transmembrane  0.72 9 1.3372957 538 1.5537009

11616 GO:0019637 organophosphate meta  0.72 1 0.1485884 65 0.18771479
4561 GO:0006399 tRNA metabolic proces 0.73 1 0.1485884 66 0.1906027
5615 GO:0008033 tRNA processing 0.73 1 0.1485884 66 0.1906027
9890 GO:0016854 racemase and epimera  0.73 1 0.1485884 66 0.1906027

30206 GO:0071842 cellular component org    0.73 3 0.44576523 193 0.5573685
9837 GO:0016788 hydrolase activity, acti    0.73 27 4.011887 1534 4.430069
6662 GO:0009308 amine metabolic proce 0.73 5 0.74294204 314 0.9068068
2999 GO:0004312 fatty acid synthase act 0.74 1 0.1485884 68 0.19637854
7691 GO:0010467 gene expression 0.74 35 5.2005944 1974 5.7007537
5809 GO:0008289 lipid binding 0.74 4 0.5943536 258 0.74508333

31420 GO:0080043 quercetin 3-O-glucosy  0.74 1 0.1485884 69 0.19926646
10244 GO:0018130 heterocycle biosynthet  0.75 3 0.44576523 199 0.57469606
8749 GO:0015399 primary active transme   0.75 4 0.5943536 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-d    0.75 4 0.5943536 260 0.75085914
9853 GO:0016811 hydrolase activity, acti          0.75 1 0.1485884 70 0.20215438
9796 GO:0016741 transferase activity, tra   0.75 4 0.5943536 261 0.7537471

20499 GO:0044249 cellular biosynthetic pr 0.75 47 6.9836555 2635 7.6096687
6427 GO:0009058 biosynthetic process 0.75 50 7.4294205 2796 8.074624
4612 GO:0006468 protein phosphorylatio 0.75 39 5.794948 2205 6.367863
3306 GO:0004674|GO:0004protein serine/threonin   0.76 18 2.6745913 1062 3.0669708
9839 GO:0016791|GO:0016phosphatase activity 0.76 6 0.89153045 383 1.1060733
3895 GO:0005543 phospholipid binding 0.76 2 0.2971768 140 0.40430877
9811 GO:0016757|GO:0016transferase activity, tra   0.76 12 1.7830609 729 2.1052935
4247 GO:0006007 glucose catabolic proc 0.76 1 0.1485884 73 0.21081814

11313 GO:0019320 hexose catabolic proce 0.76 1 0.1485884 73 0.21081814
20525 GO:0044275 cellular carbohydrate c  0.76 1 0.1485884 73 0.21081814
21726 GO:0046164 alcohol catabolic proce 0.76 1 0.1485884 73 0.21081814
21894 GO:0046365 monosaccharide catab  0.76 1 0.1485884 73 0.21081814
18912 GO:0042578 phosphoric ester hydro  0.76 7 1.0401188 444 1.2822365
6046 GO:0008610 lipid biosynthetic proce 0.76 2 0.2971768 141 0.4071967
8557 GO:0015144 carbohydrate transmem   0.77 2 0.2971768 143 0.41297254

16602 GO:0034219 carbohydrate transmem  0.77 2 0.2971768 143 0.41297254
8810 GO:0015491 cation:cation antiporte  0.77 1 0.1485884 75 0.21659398



9488 GO:0016301 kinase activity 0.78 30 4.457652 1740 5.0249805
3873 GO:0005507 copper ion binding 0.78 2 0.2971768 146 0.42163628
9493 GO:0016310 phosphorylation 0.78 44 6.53789 2504 7.2313514
9877 GO:0016838 carbon-oxygen lyase a    0.78 1 0.1485884 77 0.22236982
6071 GO:0008643|GO:0006carbohydrate transport 0.78 2 0.2971768 147 0.42452422
2819 GO:0004004 ATP-dependent RNA h  0.78 1 0.1485884 78 0.22525774
5725 GO:0008186|GO:0004RNA-dependent ATPa  0.78 1 0.1485884 78 0.22525774
8495 GO:0015077 monovalent inorganic    0.79 3 0.44576523 214 0.6180149
4649 GO:0006520|GO:0006cellular amino acid me  0.79 4 0.5943536 277 0.7999538
2654 GO:0003724 RNA helicase activity 0.79 1 0.1485884 80 0.2310336
9655 GO:0016568 chromatin modification 0.79 1 0.1485884 80 0.2310336
9656 GO:0016569 covalent chromatin mo 0.79 1 0.1485884 80 0.2310336
9657 GO:0016570 histone modification 0.79 1 0.1485884 80 0.2310336
9682 GO:0016597 amino acid binding 0.79 1 0.1485884 80 0.2310336

19479 GO:0043176 amine binding 0.79 1 0.1485884 80 0.2310336
9845 GO:0016798 hydrolase activity, acti    0.79 6 0.89153045 401 1.1580559
9795 GO:0016740 transferase activity 0.80 67 9.955423 3764 10.870131

18674 GO:0042325 regulation of phosphor 0.80 1 0.1485884 81 0.23392151
6991 GO:0009725 response to hormone s 0.80 1 0.1485884 82 0.23680943
4558 GO:0006396|GO:0006RNA processing 0.80 3 0.44576523 219 0.63245445
3048 GO:0004364 glutathione transferase 0.81 1 0.1485884 84 0.24258527
5624 GO:0008047 enzyme activator activ 0.81 1 0.1485884 85 0.24547319

11222 GO:0019220 regulation of phosphat   0.81 1 0.1485884 85 0.24547319
25471 GO:0051174 regulation of phosphor   0.81 1 0.1485884 85 0.24547319
4460 GO:0006260|GO:0055DNA replication 0.81 3 0.44576523 224 0.64689404
3888 GO:0005529 sugar binding 0.81 2 0.2971768 158 0.45629135
6985 GO:0009719 response to endogeno  0.82 1 0.1485884 86 0.24836111
4246 GO:0006006 glucose metabolic proc 0.82 1 0.1485884 87 0.25124902
4990 GO:0006915|GO:0008apoptosis 0.82 3 0.44576523 227 0.6555578
8496 GO:0015078 hydrogen ion transmem   0.82 2 0.2971768 160 0.4620672
4032 GO:0005743 mitochondrial inner me 0.82 1 0.1485884 88 0.25413695
119 GO:0000151 ubiquitin ligase comple 0.82 1 0.1485884 88 0.25413695

6796 GO:0009507 chloroplast 0.82 3 0.44576523 229 0.6613336
10304 GO:0018193 peptidyl-amino acid mo 0.83 1 0.1485884 89 0.25702485
4911 GO:0006812|GO:0006cation transport 0.83 10 1.4858841 662 1.9118029
9294 GO:0016052|GO:0006carbohydrate catabolic 0.83 1 0.1485884 91 0.2628007

30204 GO:0071840 cellular component org   0.83 5 0.74294204 362 1.045427
4476 GO:0006278 RNA-dependent DNA 0.84 2 0.2971768 166 0.4793947
9494 GO:0016311 dephosphorylation 0.84 6 0.89153045 425 1.227366

11803 GO:0019866 organelle inner membr 0.84 1 0.1485884 94 0.27146447
20356 GO:0044106 cellular amine metabo  0.84 4 0.5943536 303 0.8750397
6077 GO:0008652 cellular amino acid bio  0.84 2 0.2971768 169 0.48805845

18633 GO:0042277 peptide binding 0.85 1 0.1485884 95 0.27435237
5756 GO:0008219 cell death 0.85 3 0.44576523 239 0.69021285
8209 GO:0012501|GO:0016programmed cell death 0.85 3 0.44576523 239 0.69021285
9462 GO:0016265 death 0.85 3 0.44576523 239 0.69021285
3341 GO:0004722|GO:0000protein serine/threonin   0.85 2 0.2971768 171 0.4938343
9889 GO:0016853 isomerase activity 0.85 4 0.5943536 306 0.8837035
4897 GO:0006793 phosphorus metabolic 0.85 50 7.4294205 2925 8.4471655
4900 GO:0006796 phosphate metabolic p 0.85 50 7.4294205 2925 8.4471655
5791 GO:0008270 zinc ion binding 0.85 31 4.6062407 1880 5.4292893
2653 GO:0003723 RNA binding 0.85 12 1.7830609 797 2.3016722

12608 GO:0030001 metal ion transport 0.85 5 0.74294204 374 1.080082
13829 GO:0031406 carboxylic acid binding 0.85 1 0.1485884 98 0.28301615
4067 GO:0005783 endoplasmic reticulum 0.85 2 0.2971768 174 0.50249803
5712 GO:0008168|GO:0004methyltransferase activ 0.86 3 0.44576523 244 0.7046524
3885 GO:0005525 GTP binding 0.86 3 0.44576523 245 0.70754033

11032 GO:0019001 guanyl nucleotide bind 0.86 3 0.44576523 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide b 0.86 3 0.44576523 245 0.70754033
7271 GO:0010033 response to organic su 0.86 1 0.1485884 100 0.28879198

11787 GO:0019842 vitamin binding 0.86 2 0.2971768 177 0.5111618
6824 GO:0009536 plastid 0.86 3 0.44576523 247 0.7133162

11311 GO:0019318 hexose metabolic proc 0.86 1 0.1485884 101 0.2916799
2627 GO:0003676 nucleic acid binding 0.86 41 6.092125 2453 7.0840673

13082 GO:0030599 pectinesterase activity 0.86 2 0.2971768 178 0.5140497
6166 GO:0008757 S-adenosylmethionine   0.87 2 0.2971768 180 0.5198256
6663 GO:0009309 amine biosynthetic pro 0.87 2 0.2971768 181 0.5227135

19392 GO:0043085 positive regulation of c  0.87 1 0.1485884 104 0.30034366
20343 GO:0044093 positive regulation of m  0.87 1 0.1485884 104 0.30034366
2668 GO:0003779 actin binding 0.87 1 0.1485884 105 0.3032316

20505 GO:0044255 cellular lipid metabolic 0.88 2 0.2971768 184 0.53137726
20487 GO:0044237 cellular metabolic proc 0.88 147 21.842497 8185 23.637625
3942 GO:0005618 cell wall 0.88 1 0.1485884 107 0.30900744

19473 GO:0043170|GO:0043macromolecule metab  0.88 116 17.236256 6553 18.92454
11833 GO:0019904 protein domain specific 0.88 1 0.1485884 109 0.31478328
9285 GO:0016043 cellular component org 0.88 3 0.44576523 261 0.7537471

15436 GO:0033036 macromolecule localiz 0.89 5 0.74294204 397 1.1465042
12868 GO:0030312 external encapsulating 0.89 1 0.1485884 111 0.3205591
4512 GO:0006325 chromatin organization 0.89 1 0.1485884 112 0.32344702

25568 GO:0051276|GO:0007chromosome organiza 0.89 1 0.1485884 112 0.32344702
29918 GO:0071554 cell wall organization o  0.89 1 0.1485884 112 0.32344702
19686 GO:0043414 macromolecule methy 0.89 1 0.1485884 113 0.32633495
14379 GO:0031966 mitochondrial membra 0.89 1 0.1485884 114 0.32922286
22478 GO:0046982 protein heterodimeriza  0.89 1 0.1485884 114 0.32922286
9535 GO:0016407 acetyltransferase activ 0.90 1 0.1485884 115 0.3321108
9871 GO:0016831 carboxy-lyase activity 0.90 1 0.1485884 115 0.3321108

20510 GO:0044260|GO:0034cellular macromolecule  0.90 97 14.413075 5577 16.105928
3340 GO:0004721 phosphoprotein phosp  0.90 2 0.2971768 199 0.57469606
4236 GO:0005996 monosaccharide meta  0.91 1 0.1485884 125 0.36099

12741 GO:0030170 pyridoxal phosphate b 0.92 1 0.1485884 126 0.3638779
28643 GO:0070279 vitamin B6 binding 0.92 1 0.1485884 126 0.3638779
14667 GO:0032259 methylation 0.92 3 0.44576523 285 0.8230572
9295 GO:0016053 organic acid biosynthe  0.92 2 0.2971768 211 0.6093511

21922 GO:0046394 carboxylic acid biosynt  0.92 2 0.2971768 211 0.6093511
22376 GO:0046873 metal ion transmembra   0.92 2 0.2971768 213 0.6151269



9852 GO:0016810 hydrolase activity, acti       0.93 1 0.1485884 134 0.38698125
4320 GO:0006082 organic acid metabolic 0.93 4 0.5943536 369 1.0656425

11716 GO:0019752 carboxylic acid metabo  0.93 4 0.5943536 369 1.0656425
19707 GO:0043436 oxoacid metabolic proc 0.93 4 0.5943536 369 1.0656425
5019 GO:0006952|GO:0002defense response 0.93 2 0.2971768 221 0.63823026

18541 GO:0042180 cellular ketone metabo  0.93 4 0.5943536 375 1.0829699
13531 GO:0031072 heat shock protein bind 0.94 2 0.2971768 230 0.6642216
4304 GO:0006066 alcohol metabolic proc 0.94 1 0.1485884 143 0.41297254

11522 GO:0019538|GO:0006protein metabolic proc 0.94 68 10.104012 4134 11.938661
4029 GO:0005740 mitochondrial envelope 0.95 1 0.1485884 151 0.4360759

19526 GO:0043227 membrane-bounded o 0.95 32 4.754829 2142 6.185924
19530 GO:0043231 intracellular membrane  0.95 32 4.754829 2142 6.185924
3449 GO:0004842|GO:0004ubiquitin-protein ligase 0.95 3 0.44576523 326 0.94146186
4609 GO:0006464 protein modification pr 0.95 43 6.389302 2781 8.031305
5661 GO:0008092 cytoskeletal protein bin 0.96 2 0.2971768 249 0.719092

19684 GO:0043412 macromolecule modific 0.96 45 6.6864786 2900 8.374968
19831 GO:0043565 sequence-specific DNA 0.96 1 0.1485884 159 0.45917925
9654 GO:0016567 protein ubiquitination 0.96 3 0.44576523 332 0.9587894

12572 GO:0022890|GO:0015inorganic cation transm   0.96 3 0.44576523 332 0.9587894
14854 GO:0032446 protein modification by   0.96 3 0.44576523 332 0.9587894
29011 GO:0070647 protein modification by     0.96 3 0.44576523 332 0.9587894
9870 GO:0016830 carbon-carbon lyase a 0.96 1 0.1485884 161 0.4649551
5764 GO:0008234|GO:0004cysteine-type peptidas  0.96 1 0.1485884 163 0.47073093

20623 GO:0044429 mitochondrial part 0.96 1 0.1485884 165 0.47650677
11747 GO:0019787|GO:0008small conjugating prote   0.96 3 0.44576523 339 0.9790048
30306 GO:0071944 cell periphery 0.96 2 0.2971768 259 0.74797124
3946 GO:0005623 cell 0.97 140 20.802378 8227 23.758917

20657 GO:0044464 cell part 0.97 140 20.802378 8227 23.758917
3874 GO:0005509 calcium ion binding 0.97 2 0.2971768 279 0.8057296
8466 GO:0015031|GO:0015protein transport 0.97 1 0.1485884 185 0.53426516

20820 GO:0045184 establishment of prote  0.97 1 0.1485884 185 0.53426516
20517 GO:0044267 cellular protein metabo  0.97 49 7.2808323 3225 9.313541
3863 GO:0005488 binding 0.98 246 36.55275 13903 40.15075
5669 GO:0008104 protein localization 0.98 1 0.1485884 189 0.54581684
9906 GO:0016874 ligase activity 0.98 6 0.89153045 597 1.7240882

14380 GO:0031967 organelle envelope 0.98 1 0.1485884 201 0.5804719
14387 GO:0031975 envelope 0.98 1 0.1485884 205 0.59202355
9913 GO:0016881 acid-amino acid ligase 0.98 3 0.44576523 391 1.1291766
4028 GO:0005739 mitochondrion 0.99 1 0.1485884 219 0.63245445

13547 GO:0031090 organelle membrane 0.99 1 0.1485884 224 0.64689404
3903 GO:0005575|GO:0008cellular_component 0.99 140 20.802378 8515 24.590637
9911 GO:0016879 ligase activity, forming  0.99 3 0.44576523 456 1.3168914
3716 GO:0005198 structural molecule act 1.00 2 0.2971768 393 1.1349525
3876 GO:0005515|GO:0045protein binding 1.00 108 16.047548 6933 20.021948

19533 GO:0043234 protein complex 1.00 5 0.74294204 848 2.448956
19525 GO:0043226 organelle 1.00 34 5.052006 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 34 5.052006 3013 8.701303
20618 GO:0044424 intracellular part 1.00 47 6.9836555 3853 11.127155
4027 GO:0005737 cytoplasm 1.00 18 2.6745913 2001 5.7787275
3945 GO:0005622 intracellular 1.00 59 8.766716 4751 13.720507
4109 GO:0005840|GO:0033ribosome 1.00 2 0.2971768 682 1.9695613

13018 GO:0030529 ribonucleoprotein com 1.00 2 0.2971768 741 2.1399486
20640 GO:0044446 intracellular organelle p 1.00 1 0.1485884 710 2.0504231
20616 GO:0044422 organelle part 1.00 1 0.1485884 712 2.0561988
19527 GO:0043228 non-membrane-bound  1.00 2 0.2971768 923 2.66555
19531 GO:0043232 intracellular non-memb  1.00 2 0.2971768 923 2.66555
20638 GO:0044444 cytoplasmic part 1.00 9 1.3372957 1644 4.7477403
15392 GO:0032991 macromolecular comp 1.00 7 1.0401188 1616 4.666878



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
5704 GO:0008150|GO:0000004|Gbiological_process 0.00 449 72.41936 22215 64.155136

28101 GO:0061135 endopeptidase regulator activ 0.00 10 1.6129032 95 0.27435237
8159 GO:0010951 negative regulation of endope  0.00 10 1.6129032 95 0.27435237
3472 GO:0004866 endopeptidase inhibitor activi 0.00 10 1.6129032 95 0.27435237

26712 GO:0052548 regulation of endopeptidase a 0.00 10 1.6129032 95 0.27435237
3473 GO:0004867 serine-type endopeptidase in  0.00 8 1.2903225 66 0.1906027

25636 GO:0051346 negative regulation of hydrola  0.00 10 1.6129032 110 0.31767118
12946 GO:0030414 peptidase inhibitor activity 0.00 10 1.6129032 110 0.31767118
7690 GO:0010466 negative regulation of peptida  0.00 10 1.6129032 110 0.31767118

26711 GO:0052547 regulation of peptidase activit 0.00 10 1.6129032 112 0.32344702
28100 GO:0061134 peptidase regulator activity 0.00 10 1.6129032 112 0.32344702
3874 GO:0005509 calcium ion binding 0.00 16 2.580645 279 0.8057296

25626 GO:0051336 regulation of hydrolase activit 0.00 12 1.9354838 196 0.5660323
3167 GO:0004508 steroid 17-alpha-monooxyge  0.00 2 0.32258064 2 0.00577584
3464 GO:0004857 enzyme inhibitor activity 0.00 10 1.6129032 157 0.4534034
3048 GO:0004364 glutathione transferase activit 0.00 7 1.1290323 84 0.24258527
4476 GO:0006278 RNA-dependent DNA replica 0.00 10 1.6129032 166 0.4793947
3877 GO:0005516 calmodulin binding 0.00 12 1.9354838 236 0.6815491
8919 GO:0015645 fatty acid ligase activity 0.00 4 0.6451613 27 0.077973835
9816 GO:0016762 xyloglucan:xyloglucosyl transf  0.00 4 0.6451613 27 0.077973835
9869 GO:0016829 lyase activity 0.00 19 3.064516 488 1.4093049
6932 GO:0009664 plant-type cell wall organizati 0.00 5 0.8064516 50 0.14439599
5096 GO:0007047 cellular cell wall organization 0.00 5 0.8064516 50 0.14439599

20857 GO:0045229 external encapsulating structu  0.00 5 0.8064516 50 0.14439599
30033 GO:0071669 plant-type cell wall organizati   0.00 5 0.8064516 50 0.14439599
12805 GO:0030246 carbohydrate binding 0.00 12 1.9354838 251 0.7248679
19393 GO:0043086 negative regulation of catalyt  0.00 10 1.6129032 188 0.54292893
20342 GO:0044092 negative regulation of molecu  0.00 10 1.6129032 188 0.54292893
14101 GO:0031683 G-protein beta/gamma-subun   0.00 3 0.48387095 15 0.043318797
4460 GO:0006260|GO:0055133 DNA replication 0.00 11 1.7741935 224 0.64689404

29246 GO:0070882 cellular cell wall organization  0.00 5 0.8064516 53 0.15305975
9422 GO:0016209 antioxidant activity 0.00 9 1.451613 165 0.47650677
3242 GO:0004601|GO:0016685|Gperoxidase activity 0.00 8 1.2903225 135 0.38986918
9754 GO:0016684 oxidoreductase activity, actin     0.00 8 1.2903225 135 0.38986918

11224 GO:0019222 regulation of metabolic proce 0.00 76 12.258064 3115 8.995871
4459 GO:0006259|GO:0055132 DNA metabolic process 0.00 18 2.903226 493 1.4237444

29919 GO:0071555 cell wall organization 0.00 5 0.8064516 58 0.16749935
9393 GO:0016165 lipoxygenase activity 0.00 4 0.6451613 36 0.10396511

29918 GO:0071554 cell wall organization or bioge 0.00 7 1.1290323 112 0.32344702
9096 GO:0015828 tyrosine transport 0.00 2 0.32258064 6 0.01732752
8586 GO:0015173 aromatic amino acid transme   0.00 2 0.32258064 6 0.01732752
9070 GO:0015801 aromatic amino acid transpor 0.00 2 0.32258064 6 0.01732752
3777 GO:0005302|GO:0015508 L-tyrosine transmembrane tra  0.00 2 0.32258064 6 0.01732752
3904 GO:0005576 extracellular region 0.00 9 1.451613 178 0.5140497

21331 GO:0045735 nutrient reservoir activity 0.01 6 0.9677419 89 0.25702485
5705 GO:0008152 metabolic process 0.01 344 55.48387 17432 50.34222
3129 GO:0004467 long-chain fatty acid-CoA liga  0.01 3 0.48387095 21 0.060646318
9818 GO:0016765|GO:0016766 transferase activity, transferri        0.01 9 1.451613 185 0.53426516
6884 GO:0009607 response to biotic stimulus 0.01 7 1.1290323 122 0.3523262
8489 GO:0015066 alpha-amylase inhibitor activi 0.01 3 0.48387095 22 0.06353424
5636 GO:0008061 chitin binding 0.01 3 0.48387095 23 0.06642216
3888 GO:0005529 sugar binding 0.01 8 1.2903225 158 0.45629135
4530 GO:0006355|GO:0032583|Gregulation of transcription, DN 0.01 63 10.16129 2591 7.4826

25544 GO:0051252 regulation of RNA metabolic 0.01 63 10.16129 2593 7.488376
6248 GO:0008843 endochitinase activity 0.01 3 0.48387095 24 0.06931008
3213 GO:0004568 chitinase activity 0.01 3 0.48387095 24 0.06931008
7141 GO:0009889 regulation of biosynthetic pro 0.01 63 10.16129 2605 7.523031

13756 GO:0031326 regulation of cellular biosynth  0.01 63 10.16129 2605 7.523031
32213 GO:2000112 regulation of cellular macrom   0.01 63 10.16129 2605 7.523031
7772 GO:0010556 regulation of macromolecule  0.01 63 10.16129 2605 7.523031
9764 GO:0016701 oxidoreductase activity, actin         0.01 5 0.8064516 72 0.20793022
8493 GO:0015074 DNA integration 0.01 4 0.6451613 47 0.13573223
2864 GO:0004058|GO:0016400 aromatic-L-amino-acid decar  0.01 2 0.32258064 9 0.025991278

25094 GO:0050789|GO:0050791 regulation of biological proce 0.01 97 15.645162 4315 12.461374
13753 GO:0031323 regulation of cellular metabol  0.01 66 10.645162 2770 7.999538
11221 GO:0019219 regulation of nucleobase, nuc       0.01 64 10.32258 2675 7.7251854
25468 GO:0051171 regulation of nitrogen compo   0.01 64 10.32258 2675 7.7251854
28364 GO:0065007 biological regulation 0.01 98 15.806452 4376 12.637537
7692 GO:0010468 regulation of gene expression 0.01 63 10.16129 2635 7.6096687

21148 GO:0045547 dehydrodolichyl diphosphate  0.01 2 0.32258064 10 0.0288792
23116 GO:0047631 ADP-ribose diphosphatase a 0.01 2 0.32258064 10 0.0288792
9909 GO:0016877 ligase activity, forming carbon  0.01 5 0.8064516 78 0.22525774
9845 GO:0016798 hydrolase activity, acting on g  0.01 14 2.2580645 401 1.1580559

27228 GO:0060255 regulation of macromolecule  0.01 63 10.16129 2660 7.6818666
31465 GO:0080090 regulation of primary metabo  0.01 64 10.32258 2710 7.826263
13082 GO:0030599 pectinesterase activity 0.02 8 1.2903225 178 0.5140497
5702 GO:0008146 sulfotransferase activity 0.02 4 0.6451613 54 0.15594767
9871 GO:0016831 carboxy-lyase activity 0.02 6 0.9677419 115 0.3321108

26845 GO:0052689 carboxylic ester hydrolase ac 0.02 17 2.7419355 538 1.5537009
6424 GO:0009055|GO:0009053|Gelectron carrier activity 0.02 7 1.1290323 154 0.44473964

25098 GO:0050794|GO:0051244 regulation of cellular process 0.02 88 14.193548 3987 11.514136
12806 GO:0030247 polysaccharide binding 0.02 3 0.48387095 35 0.10107719
1169 GO:0001871 pattern binding 0.02 3 0.48387095 35 0.10107719

11157 GO:0019144 ADP-sugar diphosphatase ac 0.03 2 0.32258064 14 0.040430877
9870 GO:0016830 carbon-carbon lyase activity 0.03 7 1.1290323 161 0.4649551
9765 GO:0016702 oxidoreductase activity, actin               0.03 4 0.6451613 66 0.1906027
3382 GO:0004768|GO:0016214|Gstearoyl-CoA 9-desaturase a 0.03 2 0.32258064 16 0.046206716
9427 GO:0016215 CoA desaturase activity 0.03 2 0.32258064 16 0.046206716

26959 GO:0055114 oxidation-reduction process 0.03 57 9.193548 2490 7.1909204
5952 GO:0008470 isovaleryl-CoA dehydrogenas  0.04 1 0.16129032 2 0.00577584
6593 GO:0009229 thiamine diphosphate biosynt  0.04 1 0.16129032 2 0.00577584
9558 GO:0016433 rRNA (adenine) methyltransf  0.04 1 0.16129032 2 0.00577584
9595 GO:0016485 protein processing 0.04 1 0.16129032 2 0.00577584
9638 GO:0016539 intein-mediated protein splicin 0.04 1 0.16129032 2 0.00577584
9686 GO:0016602 CCAAT-binding factor compl 0.04 1 0.16129032 2 0.00577584

12948 GO:0030417 nicotianamine metabolic proc 0.04 1 0.16129032 2 0.00577584
12949 GO:0030418 nicotianamine biosynthetic pr 0.04 1 0.16129032 2 0.00577584
13372 GO:0030908 protein splicing 0.04 1 0.16129032 2 0.00577584
18706 GO:0042357 thiamine diphosphate metabo  0.04 1 0.16129032 2 0.00577584
22759 GO:0047268 galactinol-raffinose galactosy  0.04 1 0.16129032 2 0.00577584
25888 GO:0051604 protein maturation 0.04 1 0.16129032 2 0.00577584
30709 GO:0072350 tricarboxylic acid metabolic p 0.04 1 0.16129032 2 0.00577584
30710 GO:0072351 tricarboxylic acid biosynthetic 0.04 1 0.16129032 2 0.00577584

143 GO:0000179|GO:0043790 rRNA (adenine-N6,N6-)-dime  0.04 1 0.16129032 2 0.00577584
3148 GO:0004489|GO:0008702 methylenetetrahydrofolate re   0.04 1 0.16129032 2 0.00577584

18738 GO:0042389 omega-3 fatty acid desaturas  0.04 2 0.32258064 17 0.049094636
23522 GO:0048046 apoplast 0.04 4 0.6451613 70 0.20215438
10899 GO:0018858 benzoate-CoA ligase activity 0.04 2 0.32258064 18 0.051982556
2674 GO:0003824 catalytic activity 0.04 213 34.35484 10750 31.045137
9832 GO:0016782 transferase activity, transferri   0.04 4 0.6451613 74 0.21370606

18750 GO:0042401 cellular biogenic amine biosy  0.04 2 0.32258064 19 0.054870475
25510 GO:0051213 dioxygenase activity 0.05 4 0.6451613 75 0.21659398
3124 GO:0004462 lactoylglutathione lyase activi 0.05 2 0.32258064 20 0.0577584
9877 GO:0016838 carbon-oxygen lyase activity,   0.05 4 0.6451613 77 0.22236982



9486 GO:0016298 lipase activity 0.05 7 1.1290323 185 0.53426516
3853 GO:0005463 UDP-N-acetylgalactosamine   0.05 1 0.16129032 3 0.00866376
9058 GO:0015789 UDP-N-acetylgalactosamine 0.05 1 0.16129032 3 0.00866376

13651 GO:0031219 levanase activity 0.05 1 0.16129032 3 0.00866376
21936 GO:0046409 p-coumarate 3-hydroxylase a 0.05 1 0.16129032 3 0.00866376
9600 GO:0016491 oxidoreductase activity 0.06 40 6.451613 1724 4.9787736

24858 GO:0050551 myrcene synthase activity 0.06 2 0.32258064 22 0.06353424
9783 GO:0016722 oxidoreductase activity, oxidiz   0.06 3 0.48387095 50 0.14439599

12794 GO:0030234 enzyme regulator activity 0.06 12 1.9354838 403 1.1638317
9779 GO:0016717 oxidoreductase activity, actin                       0.07 2 0.32258064 24 0.06931008

13657 GO:0031225 anchored to membrane 0.07 2 0.32258064 24 0.06931008
25578 GO:0051287|GO:0051288 NAD binding 0.07 2 0.32258064 24 0.06931008
3399 GO:0004788 thiamine diphosphokinase ac 0.07 1 0.16129032 4 0.011551679
3834 GO:0005395 eye pigment precursor transp  0.07 1 0.16129032 4 0.011551679
5826 GO:0008307 structural constituent of musc 0.07 1 0.16129032 4 0.011551679
5896 GO:0008401 retinoic acid 4-hydroxylase ac 0.07 1 0.16129032 4 0.011551679
5934 GO:0008446 GDP-mannose 4,6-dehydrata  0.07 1 0.16129032 4 0.011551679
6293 GO:0008898 homocysteine S-methyltransf  0.07 1 0.16129032 4 0.011551679
7511 GO:0010285|GO:0043742 L,L-diaminopimelate aminotr  0.07 1 0.16129032 4 0.011551679
8130 GO:0010921 regulation of phosphatase ac 0.07 1 0.16129032 4 0.011551679
8598 GO:0015188 L-isoleucine transmembrane  0.07 1 0.16129032 4 0.011551679
8877 GO:0015578|GO:0015589 mannose transmembrane tra  0.07 1 0.16129032 4 0.011551679
9030 GO:0015761 mannose transport 0.07 1 0.16129032 4 0.011551679
9072 GO:0015803 branched-chain aliphatic ami   0.07 1 0.16129032 4 0.011551679
9086 GO:0015818 isoleucine transport 0.07 1 0.16129032 4 0.011551679

16391 GO:0034007 S-linalool synthase activity 0.07 1 0.16129032 4 0.011551679
17669 GO:0035303 regulation of dephosphorylati 0.07 1 0.16129032 4 0.011551679
19932 GO:0043666 regulation of phosphoprotein  0.07 1 0.16129032 4 0.011551679
24433 GO:0050113 inositol oxygenase activity 0.07 1 0.16129032 4 0.011551679
2689 GO:0003839 gamma-glutamylcyclotransfe  0.07 1 0.16129032 4 0.011551679
2753 GO:0003919 FMN adenylyltransferase act 0.07 1 0.16129032 4 0.011551679
3291 GO:0004657 proline dehydrogenase activit 0.07 1 0.16129032 4 0.011551679
9482 GO:0016291|GO:0008778|Gacyl-CoA thioesterase activity 0.07 2 0.32258064 25 0.072197996

17147 GO:0034768 (E)-beta-ocimene synthase a 0.08 2 0.32258064 26 0.075085916
7557 GO:0010333 terpene synthase activity 0.08 3 0.48387095 57 0.16461143

18956 GO:0042626 ATPase activity, coupled to t    0.09 7 1.1290323 211 0.6093511
22765 GO:0047274 galactinol-sucrose galactosyl  0.09 1 0.16129032 5 0.0144396
3035 GO:0004351 glutamate decarboxylase act 0.09 1 0.16129032 5 0.0144396
9861 GO:0016820 hydrolase activity, acting on a       0.09 7 1.1290323 212 0.612239

30700 GO:0072341 modified amino acid binding 0.09 3 0.48387095 59 0.17038727
14811 GO:0032403 protein complex binding 0.09 3 0.48387095 60 0.17327519
25095 GO:0050790 regulation of catalytic activity 0.09 13 2.096774 480 1.3862015
28366 GO:0065009 regulation of molecular functi 0.10 13 2.096774 484 1.3977532
6216 GO:0008810 cellulase activity 0.10 2 0.32258064 30 0.086637594
9785 GO:0016724 oxidoreductase activity, oxidiz      0.10 2 0.32258064 30 0.086637594
2870 GO:0004064 arylesterase activity 0.10 2 0.32258064 30 0.086637594
3009 GO:0004322 ferroxidase activity 0.10 2 0.32258064 30 0.086637594
4953 GO:0006868|GO:0015815 glutamine transport 0.10 1 0.16129032 6 0.01732752
6000 GO:0008531 riboflavin kinase activity 0.10 1 0.16129032 6 0.01732752
6317 GO:0008923 lysine decarboxylase activity 0.10 1 0.16129032 6 0.01732752
8505 GO:0015089 high affinity copper ion transm   0.10 1 0.16129032 6 0.01732752
8596 GO:0015186 L-glutamine transmembrane  0.10 1 0.16129032 6 0.01732752

11899 GO:0019992 diacylglycerol binding 0.10 1 0.16129032 6 0.01732752
19761 GO:0043495 protein anchor 0.10 1 0.16129032 6 0.01732752
31395 GO:0080018 anthocyanin 5-O-glucosyltran  0.10 1 0.16129032 6 0.01732752

5 GO:0000007 low-affinity zinc ion transmem   0.10 1 0.16129032 6 0.01732752
2713 GO:0003863 3-methyl-2-oxobutanoate deh   0.10 1 0.16129032 6 0.01732752
2811 GO:0003995|GO:0019109 acyl-CoA dehydrogenase act 0.10 1 0.16129032 6 0.01732752

19590 GO:0043295 glutathione binding 0.11 2 0.32258064 31 0.08952551
3717 GO:0005199 structural constituent of cell w 0.11 2 0.32258064 32 0.09241343
6942 GO:0009674 potassium:sodium symporter 0.11 2 0.32258064 32 0.09241343

12522 GO:0022820 potassium ion symporter acti 0.11 2 0.32258064 32 0.09241343
4705 GO:0006576 cellular biogenic amine meta  0.12 2 0.32258064 33 0.09530135
9812 GO:0016758 transferase activity, transferri   0.12 13 2.096774 501 1.4468478
3443 GO:0004834 tryptophan synthase activity 0.12 1 0.16129032 7 0.020215439

21776 GO:0046219 indolalkylamine biosynthetic p 0.12 1 0.16129032 7 0.020215439
128 GO:0000162|GO:0009096 tryptophan biosynthetic proce 0.12 1 0.16129032 7 0.020215439

2945 GO:0004143 diacylglycerol kinase activity 0.12 1 0.16129032 7 0.020215439
3255 GO:0004615|GO:0008971 phosphomannomutase activi 0.12 1 0.16129032 7 0.020215439

11931 GO:0020037 heme binding 0.12 14 2.2580645 550 1.5883559
3873 GO:0005507 copper ion binding 0.12 5 0.8064516 146 0.42163628

22375 GO:0046872 metal ion binding 0.12 62 10 2985 8.6204405
4320 GO:0006082 organic acid metabolic proce 0.13 10 1.6129032 369 1.0656425

11716 GO:0019752 carboxylic acid metabolic pro 0.13 10 1.6129032 369 1.0656425
19707 GO:0043436 oxoacid metabolic process 0.13 10 1.6129032 369 1.0656425
9480 GO:0016289 CoA hydrolase activity 0.13 2 0.32258064 35 0.10107719

24968 GO:0050662 coenzyme binding 0.13 6 0.9677419 191 0.5515927
19470 GO:0043167 ion binding 0.13 62 10 2997 8.655096
19472 GO:0043169 cation binding 0.13 62 10 2997 8.655096
19758 GO:0043492 ATPase activity, coupled to m   0.13 7 1.1290323 235 0.67866117
3402 GO:0004791 thioredoxin-disulfide reductas  0.13 1 0.16129032 8 0.023103358
6378 GO:0008999 ribosomal-protein-alanine N-a  0.13 1 0.16129032 8 0.023103358

4 GO:0000006 high affinity zinc uptake trans   0.13 1 0.16129032 8 0.023103358
3872 GO:0005506 iron ion binding 0.14 14 2.2580645 563 1.6258988

18541 GO:0042180 cellular ketone metabolic pro 0.14 10 1.6129032 375 1.0829699
9767 GO:0016705 oxidoreductase activity, actin           0.14 9 1.451613 329 0.95012563
3306 GO:0004674|GO:0004695|Gprotein serine/threonine kinas  0.15 24 3.8709676 1062 3.0669708
3694 GO:0005160 transforming growth factor be   0.15 1 0.16129032 9 0.025991278
4697 GO:0006568 tryptophan metabolic process 0.15 1 0.16129032 9 0.025991278
4715 GO:0006586 indolalkylamine metabolic pro 0.15 1 0.16129032 9 0.025991278
7506 GO:0010279 indole-3-acetic acid amido sy  0.15 1 0.16129032 9 0.025991278

13224 GO:0030755 quercetin 3-O-methyltransfer  0.15 1 0.16129032 9 0.025991278
19254 GO:0042937 tripeptide transporter activity 0.15 1 0.16129032 9 0.025991278
19342 GO:0043027 caspase inhibitor activity 0.15 1 0.16129032 9 0.025991278
19343 GO:0043028 caspase regulator activity 0.15 1 0.16129032 9 0.025991278
19458 GO:0043154|GO:0001719 negative regulation of caspas  0.15 1 0.16129032 9 0.025991278
19579 GO:0043281|GO:0043026 regulation of caspase activity 0.15 1 0.16129032 9 0.025991278
9874 GO:0016835 carbon-oxygen lyase activity 0.16 6 0.9677419 202 0.5833598
5891 GO:0008395|GO:0008394 steroid hydroxylase activity 0.16 2 0.32258064 40 0.1155168

24966 GO:0050660 flavin adenine dinucleotide bi 0.16 4 0.6451613 118 0.34077454
5716 GO:0008172 S-methyltransferase activity 0.17 1 0.16129032 10 0.0288792
7175 GO:0009924 octadecanal decarbonylase a 0.17 1 0.16129032 10 0.0288792
9741 GO:0016668|GO:0016654 oxidoreductase activity, actin            0.17 1 0.16129032 10 0.0288792
9828 GO:0016778 diphosphotransferase activity 0.17 1 0.16129032 10 0.0288792

15183 GO:0032781 positive regulation of ATPase 0.17 1 0.16129032 10 0.0288792
19728 GO:0043462 regulation of ATPase activity 0.17 1 0.16129032 10 0.0288792
27563 GO:0060590 ATPase regulator activity 0.17 1 0.16129032 10 0.0288792
30135 GO:0071771 aldehyde decarbonylase activ 0.17 1 0.16129032 10 0.0288792

989 GO:0001671 ATPase activator activity 0.17 1 0.16129032 10 0.0288792
2797 GO:0003979 UDP-glucose 6-dehydrogena  0.17 1 0.16129032 10 0.0288792
4954 GO:0006869 lipid transport 0.17 6 0.9677419 208 0.6006873
8085 GO:0010876 lipid localization 0.17 6 0.9677419 208 0.6006873
9682 GO:0016597 amino acid binding 0.17 3 0.48387095 80 0.2310336

19479 GO:0043176 amine binding 0.17 3 0.48387095 80 0.2310336
13884 GO:0031461 cullin-RING ubiquitin ligase co 0.17 2 0.32258064 42 0.121292636
9795 GO:0016740 transferase activity 0.18 75 12.096774 3764 10.870131
3260 GO:0004620 phospholipase activity 0.18 4 0.6451613 123 0.35521415
8589 GO:0015179 L-amino acid transmembrane  0.18 2 0.32258064 43 0.124180555
9076 GO:0015807 L-amino acid transport 0.18 2 0.32258064 43 0.124180555

16183 GO:0033799 myricetin 3'-O-methyltransfer  0.18 1 0.16129032 11 0.03176712
18781 GO:0042435 indole-containing compound  0.18 1 0.16129032 11 0.03176712



19256 GO:0042939 tripeptide transport 0.18 1 0.16129032 11 0.03176712
22376 GO:0046873 metal ion transmembrane tra  0.18 6 0.9677419 213 0.6151269
22409 GO:0046906 tetrapyrrole binding 0.19 14 2.2580645 596 1.7212002
8749 GO:0015399 primary active transmembran   0.19 7 1.1290323 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-driven tr   0.19 7 1.1290323 260 0.75085914
4912 GO:0006813|GO:0015458 potassium ion transport 0.19 3 0.48387095 84 0.24258527

30168 GO:0071804 cellular potassium ion transpo 0.19 3 0.48387095 84 0.24258527
30169 GO:0071805 potassium ion transmembran  0.19 3 0.48387095 84 0.24258527
3386 GO:0004773 steryl-sulfatase activity 0.19 1 0.16129032 12 0.03465504
4506 GO:0006313|GO:0006317|Gtransposition, DNA-mediated 0.19 1 0.16129032 12 0.03465504
5965 GO:0008484 sulfuric ester hydrolase activi 0.19 1 0.16129032 12 0.03465504
9775 GO:0016713 oxidoreductase activity, actin                        0.19 1 0.16129032 12 0.03465504

10743 GO:0018685|GO:0008393 alkane 1-monooxygenase ac 0.19 1 0.16129032 12 0.03465504
14604 GO:0032196 transposition 0.19 1 0.16129032 12 0.03465504
19047 GO:0042723 thiamine-containing compoun   0.19 1 0.16129032 12 0.03465504
19048 GO:0042724 thiamine-containing compoun   0.19 1 0.16129032 12 0.03465504
31380 GO:0080002 UDP-glucose:4-aminobenzoa   0.19 1 0.16129032 12 0.03465504
3156 GO:0004497 monooxygenase activity 0.20 5 0.8064516 172 0.49672222
3200 GO:0004553|GO:0016800 hydrolase activity, hydrolyzing  0.20 8 1.2903225 312 0.90103096

30204 GO:0071840 cellular component organizat   0.20 9 1.451613 362 1.045427
8497 GO:0015079|GO:0022817 potassium ion transmembran   0.21 2 0.32258064 47 0.13573223
119 GO:0000151 ubiquitin ligase complex 0.21 3 0.48387095 88 0.25413695

7551 GO:0010327 acetyl CoA:(Z)-3-hexen-1-ol a  0.21 1 0.16129032 13 0.037542958
8149 GO:0010941 regulation of cell death 0.21 1 0.16129032 13 0.037542958
8578 GO:0015165 pyrimidine nucleotide sugar t   0.21 1 0.16129032 13 0.037542958
9050 GO:0015781 pyrimidine nucleotide-sugar t 0.21 1 0.16129032 13 0.037542958

18777 GO:0042430|GO:0042434 indole-containing compound  0.21 1 0.16129032 13 0.037542958
19298 GO:0042981 regulation of apoptosis 0.21 1 0.16129032 13 0.037542958
19381 GO:0043067|GO:0043070 regulation of programmed ce  0.21 1 0.16129032 13 0.037542958
28930 GO:0070566 adenylyltransferase activity 0.21 2 0.32258064 48 0.13862015
9725 GO:0016645 oxidoreductase activity, actin       0.22 2 0.32258064 49 0.14150807
6075 GO:0008649 rRNA methyltransferase activ 0.22 1 0.16129032 14 0.040430877

31408 GO:0080031 methyl salicylate esterase ac 0.22 1 0.16129032 14 0.040430877
12608 GO:0030001 metal ion transport 0.23 9 1.451613 374 1.080082
9975 GO:0016998 cell wall macromolecule cata  0.23 2 0.32258064 51 0.14728391
3293 GO:0004659 prenyltransferase activity 0.23 2 0.32258064 51 0.14728391

23515 GO:0048037 cofactor binding 0.23 8 1.2903225 327 0.94434977
7520 GO:0010294 abscisic acid glucosyltransfer  0.24 1 0.16129032 15 0.043318797

11733 GO:0019773 proteasome core complex, a  0.24 1 0.16129032 15 0.043318797
2868 GO:0004062 aryl sulfotransferase activity 0.24 1 0.16129032 15 0.043318797
3209 GO:0004564 beta-fructofuranosidase activ 0.24 1 0.16129032 15 0.043318797

20287 GO:0044036 cell wall macromolecule meta  0.24 2 0.32258064 52 0.15017183
30066 GO:0071702 organic substance transport 0.24 12 1.9354838 529 1.5277096
3742 GO:0005242 inward rectifier potassium ch  0.25 1 0.16129032 16 0.046206716

13624 GO:0031167 rRNA methylation 0.25 1 0.16129032 16 0.046206716
31396 GO:0080019 fatty-acyl-CoA reductase (alc  0.25 1 0.16129032 16 0.046206716
30205 GO:0071841 cellular component organizat      0.25 7 1.1290323 285 0.8230572
13829 GO:0031406 carboxylic acid binding 0.26 3 0.48387095 98 0.28301615
2986 GO:0004252 serine-type endopeptidase ac 0.26 4 0.6451613 144 0.41586044
9533 GO:0016405 CoA-ligase activity 0.26 2 0.32258064 55 0.15883559

11776 GO:0019825 oxygen binding 0.26 9 1.451613 389 1.1234008
30887 GO:0072531 pyrimidine-containing compo   0.26 1 0.16129032 17 0.049094636
31498 GO:0080123 jasmonate-amino synthetase 0.26 1 0.16129032 17 0.049094636
9883 GO:0016846 carbon-sulfur lyase activity 0.27 2 0.32258064 56 0.16172351
9910 GO:0016878 acid-thiol ligase activity 0.27 2 0.32258064 57 0.16461143
9906 GO:0016874 ligase activity 0.28 13 2.096774 597 1.7240882
3832 GO:0005388 calcium-transporting ATPase 0.28 1 0.16129032 18 0.051982556
5776 GO:0008252 nucleotidase activity 0.28 1 0.16129032 18 0.051982556
9726 GO:0016646 oxidoreductase activity, actin            0.28 1 0.16129032 18 0.051982556

12887 GO:0030332 cyclin binding 0.28 1 0.16129032 18 0.051982556
16595 GO:0034212 peptide N-acetyltransferase a 0.28 1 0.16129032 18 0.051982556
28368 GO:0070001 aspartic-type peptidase activ 0.28 1 0.16129032 18 0.051982556
2981 GO:0004190 aspartic-type endopeptidase 0.28 1 0.16129032 18 0.051982556
3239 GO:0004596 peptide alpha-N-acetyltransfe  0.28 1 0.16129032 18 0.051982556
8558 GO:0015145 monosaccharide transmemb   0.28 2 0.32258064 58 0.16749935
9018 GO:0015749 monosaccharide transport 0.28 2 0.32258064 58 0.16749935
9800 GO:0016746 transferase activity, transferri   0.28 11 1.7741935 498 1.438184
3304 GO:0004672|GO:0050222 protein kinase activity 0.28 27 4.354839 1333 3.8495972

19253 GO:0042936 dipeptide transporter activity 0.29 3 0.48387095 105 0.3032316
19255 GO:0042938 dipeptide transport 0.29 3 0.48387095 105 0.3032316
3799 GO:0005338|GO:0005339 nucleotide-sugar transmemb   0.29 1 0.16129032 19 0.054870475
9049 GO:0015780 nucleotide-sugar transport 0.29 1 0.16129032 19 0.054870475
9809 GO:0016755 transferase activity, transferri   0.29 1 0.16129032 19 0.054870475

11202 GO:0019199 transmembrane receptor pro   0.29 11 1.7741935 504 1.4555116
8526 GO:0015112 nitrate transmembrane transp  0.30 2 0.32258064 61 0.1761631
8975 GO:0015706|GO:0006872 nitrate transport 0.30 2 0.32258064 61 0.1761631
9801 GO:0016747 transferase activity, transferri       0.30 10 1.6129032 456 1.3168914
3798 GO:0005337 nucleoside transmembrane tr  0.30 1 0.16129032 20 0.0577584
6201 GO:0008794 arsenate reductase (glutared  0.30 1 0.16129032 20 0.0577584
9122 GO:0015858 nucleoside transport 0.30 1 0.16129032 20 0.0577584
9707 GO:0016624 oxidoreductase activity, actin            0.30 1 0.16129032 20 0.0577584
9784 GO:0016723 oxidoreductase activity, oxidiz        0.30 1 0.16129032 20 0.0577584

13086 GO:0030611 arsenate reductase activity 0.30 1 0.16129032 20 0.0577584
13088 GO:0030613 oxidoreductase activity, actin       0.30 1 0.16129032 20 0.0577584
13089 GO:0030614 oxidoreductase activity, actin          0.30 1 0.16129032 20 0.0577584

122 GO:0000154|GO:0016548 rRNA modification 0.30 1 0.16129032 20 0.0577584
225 GO:0000293 ferric-chelate reductase activ 0.30 1 0.16129032 20 0.0577584

6018 GO:0008559|GO:0005226|Gxenobiotic-transporting ATPa  0.31 2 0.32258064 62 0.17905103
19225 GO:0042908 xenobiotic transport 0.31 2 0.32258064 62 0.17905103
19227 GO:0042910 xenobiotic transporter activity 0.31 2 0.32258064 62 0.17905103
3474 GO:0004869|GO:0004870 cysteine-type endopeptidase  0.32 1 0.16129032 21 0.060646318
5878 GO:0008378 galactosyltransferase activity 0.32 1 0.16129032 21 0.060646318
9902 GO:0016868|GO:0016777 intramolecular transferase ac  0.32 1 0.16129032 21 0.060646318

23518 GO:0048040 UDP-glucuronate decarboxyl  0.32 1 0.16129032 21 0.060646318
22416 GO:0046915 transition metal ion transmem   0.32 2 0.32258064 64 0.18482687
9838 GO:0016790 thiolester hydrolase activity 0.32 2 0.32258064 65 0.18771479
9285 GO:0016043 cellular component organizat 0.33 6 0.9677419 261 0.7537471
3490 GO:0004888|GO:0004926 transmembrane receptor act 0.33 12 1.9354838 571 1.6490022
3828 GO:0005375|GO:0005378|Gcopper ion transmembrane tr  0.33 1 0.16129032 22 0.06353424
3831 GO:0005385 zinc ion transmembrane tran  0.33 1 0.16129032 22 0.06353424
4920 GO:0006825 copper ion transport 0.33 1 0.16129032 22 0.06353424
4924 GO:0006829 zinc ion transport 0.33 1 0.16129032 22 0.06353424

10032 GO:0017075 syntaxin-1 binding 0.33 1 0.16129032 22 0.06353424
13038 GO:0030551 cyclic nucleotide binding 0.33 1 0.16129032 22 0.06353424
17800 GO:0035434 copper ion transmembrane tr 0.33 1 0.16129032 22 0.06353424
29941 GO:0071577 zinc ion transmembrane tran 0.33 1 0.16129032 22 0.06353424
9811 GO:0016757|GO:0016932 transferase activity, transferri   0.33 15 2.419355 729 2.1052935

11829 GO:0019900 kinase binding 0.33 2 0.32258064 66 0.1906027
9837 GO:0016788 hydrolase activity, acting on e  0.34 30 4.83871 1534 4.430069
3662 GO:0005126 cytokine receptor binding 0.34 1 0.16129032 23 0.06642216

22753 GO:0047262|GO:0050375 polygalacturonate 4-alpha-ga  0.34 1 0.16129032 23 0.06642216
2633 GO:0003684 damaged DNA binding 0.34 1 0.16129032 23 0.06642216

32 GO:0000041 transition metal ion transport 0.34 2 0.32258064 68 0.19637854
9836 GO:0016787 hydrolase activity 0.35 70 11.290322 3723 10.751725
8559 GO:0015146 pentose transmembrane tran  0.35 1 0.16129032 24 0.06931008
8561 GO:0015148 D-xylose transmembrane tran  0.35 1 0.16129032 24 0.06931008
8829 GO:0015519 D-xylose:hydrogen symporte  0.35 1 0.16129032 24 0.06931008
9019 GO:0015750 pentose transport 0.35 1 0.16129032 24 0.06931008
9022 GO:0015753 D-xylose transport 0.35 1 0.16129032 24 0.06931008

31407 GO:0080030 methyl indole-3-acetate ester  0.35 1 0.16129032 24 0.06931008
3262 GO:0004622|GO:0045126 lysophospholipase activity 0.35 1 0.16129032 24 0.06931008

17617 GO:0035251 UDP-glucosyltransferase act 0.35 5 0.8064516 218 0.62956655



9824 GO:0016773 phosphotransferase activity,    0.35 29 4.677419 1493 4.311664
8584 GO:0015171|GO:0015359 amino acid transmembrane t  0.35 3 0.48387095 118 0.34077454
2521 GO:0003333 amino acid transmembrane t 0.35 3 0.48387095 118 0.34077454

22049 GO:0046527 glucosyltransferase activity 0.35 6 0.9677419 270 0.77973837
10103 GO:0017171 serine hydrolase activity 0.36 5 0.8064516 220 0.63534236
4503 GO:0006310 DNA recombination 0.36 1 0.16129032 25 0.072197996

21145 GO:0045543 gibberellin 2-beta-dioxygenas  0.36 1 0.16129032 25 0.072197996
31393 GO:0080016 (-)-E-beta-caryophyllene synt  0.36 1 0.16129032 25 0.072197996
31394 GO:0080017 alpha-humulene synthase act 0.36 1 0.16129032 25 0.072197996
31493 GO:0080118 brassinosteroid sulfotransfera  0.36 1 0.16129032 25 0.072197996
8675 GO:0015293 symporter activity 0.37 4 0.6451613 173 0.49961013
9421 GO:0016208 AMP binding 0.37 1 0.16129032 26 0.075085916
9897 GO:0016862 intramolecular oxidoreductas      0.37 1 0.16129032 26 0.075085916
9899 GO:0016864 intramolecular oxidoreductas     0.37 1 0.16129032 26 0.075085916

25135 GO:0050832|GO:0042831 defense response to fungus 0.37 1 0.16129032 26 0.075085916
2665 GO:0003756 protein disulfide isomerase a 0.37 1 0.16129032 26 0.075085916
3210 GO:0004565 beta-galactosidase activity 0.37 1 0.16129032 26 0.075085916
4951 GO:0006865|GO:0006866 amino acid transport 0.38 3 0.48387095 123 0.35521415

12572 GO:0022890|GO:0015082 inorganic cation transmembra   0.38 7 1.1290323 332 0.9587894
9541 GO:0016413 O-acetyltransferase activity 0.39 1 0.16129032 27 0.077973835
3761 GO:0005275|GO:0005279 amine transmembrane transp  0.39 3 0.48387095 126 0.3638779
3332 GO:0004711 ribosomal protein S6 kinase a 0.40 1 0.16129032 28 0.080861755
6940 GO:0009672 auxin:hydrogen symporter ac 0.40 1 0.16129032 28 0.080861755

13634 GO:0031177 phosphopantetheine binding 0.40 1 0.16129032 28 0.080861755
3284 GO:0004650 polygalacturonase activity 0.40 1 0.16129032 28 0.080861755
9913 GO:0016881 acid-amino acid ligase activit 0.40 8 1.2903225 391 1.1291766
6166 GO:0008757 S-adenosylmethionine-depen   0.40 4 0.6451613 180 0.5198256
7558 GO:0010334 sesquiterpene synthase activ 0.41 1 0.16129032 29 0.083749674

11834 GO:0019905 syntaxin binding 0.41 1 0.16129032 29 0.083749674
20887 GO:0045263 proton-transporting ATP synt     0.41 1 0.16129032 29 0.083749674
30865 GO:0072509 divalent inorganic cation trans   0.41 2 0.32258064 78 0.22525774
3975 GO:0005667 transcription factor complex 0.42 1 0.16129032 30 0.086637594
2774 GO:0003950 NAD+ ADP-ribosyltransferas  0.42 1 0.16129032 30 0.086637594
9875 GO:0016836 hydro-lyase activity 0.42 2 0.32258064 80 0.2310336
4612 GO:0006468 protein phosphorylation 0.42 41 6.612903 2205 6.367863
3476 GO:0004872|GO:0019041 receptor activity 0.43 13 2.096774 672 1.9406822
7222 GO:0009975 cyclase activity 0.43 1 0.16129032 31 0.08952551

29202 GO:0070838 divalent metal ion transport 0.43 2 0.32258064 82 0.23680943
9103 GO:0015837 amine transport 0.44 3 0.48387095 135 0.38986918
3787 GO:0005319 lipid transporter activity 0.44 2 0.32258064 83 0.23969735
4108 GO:0005839|GO:0000503 proteasome core complex 0.44 1 0.16129032 32 0.09241343
4481 GO:0006284 base-excision repair 0.44 1 0.16129032 32 0.09241343
4510 GO:0006323 DNA packaging 0.44 1 0.16129032 32 0.09241343
4514 GO:0006334 nucleosome assembly 0.44 1 0.16129032 32 0.09241343

12833 GO:0030275 LRR domain binding 0.44 1 0.16129032 32 0.09241343
13920 GO:0031497 chromatin assembly 0.44 1 0.16129032 32 0.09241343
17107 GO:0034728 nucleosome organization 0.44 1 0.16129032 32 0.09241343
28361 GO:0065004 protein-DNA complex assem 0.44 1 0.16129032 32 0.09241343
29467 GO:0071103 DNA conformation change 0.44 1 0.16129032 32 0.09241343
30188 GO:0071824 protein-DNA complex subuni  0.44 1 0.16129032 32 0.09241343
3265 GO:0004630 phospholipase D activity 0.44 1 0.16129032 32 0.09241343
3475 GO:0004871|GO:0005062|Gsignal transducer activity 0.44 15 2.419355 787 2.2727928

12516 GO:0022804 active transmembrane transp  0.44 15 2.419355 787 2.2727928
27063 GO:0060089 molecular transducer activity 0.44 15 2.419355 787 2.2727928
3801 GO:0005342 organic acid transmembrane  0.44 3 0.48387095 136 0.3927571

22444 GO:0046943 carboxylic acid transmembra   0.44 3 0.48387095 136 0.3927571
30867 GO:0072511 divalent inorganic cation trans 0.45 2 0.32258064 84 0.24258527
4493 GO:0006298|GO:0006300 mismatch repair 0.45 1 0.16129032 33 0.09530135

11222 GO:0019220 regulation of phosphate meta  0.45 2 0.32258064 85 0.24547319
25471 GO:0051174 regulation of phosphorus met  0.45 2 0.32258064 85 0.24547319
31895 GO:0090304 nucleic acid metabolic proces 0.45 43 6.935484 2340 6.7577324
4942 GO:0006855 drug transmembrane transpo 0.45 3 0.48387095 139 0.40142086
8607 GO:0015197|GO:0015637 peptide transporter activity 0.45 3 0.48387095 139 0.40142086
8608 GO:0015198 oligopeptide transporter activ 0.45 3 0.48387095 139 0.40142086
8642 GO:0015238|GO:0015239|Gdrug transmembrane transpo  0.45 3 0.48387095 139 0.40142086
9154 GO:0015893 drug transport 0.45 3 0.48387095 139 0.40142086

18832 GO:0042493|GO:0017035 response to drug 0.45 3 0.48387095 139 0.40142086
2897 GO:0004091|GO:0004302|Gcarboxylesterase activity 0.46 4 0.6451613 194 0.5602564
3749 GO:0005249 voltage-gated potassium cha  0.46 1 0.16129032 34 0.09818927
5717 GO:0008173 RNA methyltransferase activ 0.46 1 0.16129032 34 0.09818927
6072 GO:0008645 hexose transport 0.46 1 0.16129032 34 0.09818927
8562 GO:0015149 hexose transmembrane trans  0.46 1 0.16129032 34 0.09818927

11831 GO:0019902 phosphatase binding 0.46 1 0.16129032 34 0.09818927
11832 GO:0019903 protein phosphatase binding 0.46 1 0.16129032 34 0.09818927
17794 GO:0035428 hexose transmembrane trans 0.46 1 0.16129032 34 0.09818927
4944 GO:0006857 oligopeptide transport 0.46 3 0.48387095 141 0.4071967
9099 GO:0015833 peptide transport 0.46 3 0.48387095 141 0.4071967
4538 GO:0006364|GO:0006365 rRNA processing 0.47 1 0.16129032 35 0.10107719
6355 GO:0008970 phospholipase A1 activity 0.47 1 0.16129032 35 0.10107719
9310 GO:0016072 rRNA metabolic process 0.47 1 0.16129032 35 0.10107719

23199 GO:0047714 galactolipase activity 0.47 1 0.16129032 35 0.10107719
8557 GO:0015144 carbohydrate transmembrane  0.47 3 0.48387095 143 0.41297254

16602 GO:0034219 carbohydrate transmembrane 0.47 3 0.48387095 143 0.41297254
4513 GO:0006333 chromatin assembly or disass 0.48 1 0.16129032 36 0.10396511
9185 GO:0015925 galactosidase activity 0.48 1 0.16129032 36 0.10396511
3758 GO:0005267 potassium channel activity 0.49 1 0.16129032 37 0.10685303
8934 GO:0015662 ATPase activity, coupled to t      0.49 1 0.16129032 37 0.10685303

30069 GO:0071705 nitrogen compound transport 0.49 4 0.6451613 202 0.5833598
6071 GO:0008643|GO:0006861|Gcarbohydrate transport 0.49 3 0.48387095 147 0.42452422
5840 GO:0008324 cation transmembrane transp  0.50 10 1.6129032 538 1.5537009
6893 GO:0009620|GO:0009621 response to fungus 0.50 1 0.16129032 38 0.10974095
8501 GO:0015085 calcium ion transmembrane t  0.50 1 0.16129032 38 0.10974095
8588 GO:0015175 neutral amino acid transmem   0.50 1 0.16129032 38 0.10974095
9073 GO:0015804 neutral amino acid transport 0.50 1 0.16129032 38 0.10974095
9637 GO:0016538|GO:0003751|Gcyclin-dependent protein kina   0.50 1 0.16129032 38 0.10974095

12538 GO:0022843 voltage-gated cation channel 0.50 1 0.16129032 38 0.10974095
117 GO:0000149 SNARE binding 0.50 1 0.16129032 38 0.10974095

20336 GO:0044085 cellular component biogenes 0.50 2 0.32258064 93 0.26857653
868 GO:0001510 RNA methylation 0.51 1 0.16129032 39 0.11262887

18633 GO:0042277 peptide binding 0.51 2 0.32258064 95 0.27435237
5732 GO:0008194 UDP-glycosyltransferase act 0.52 6 0.9677419 322 0.9299102
2628 GO:0003677 DNA binding 0.52 22 3.548387 1224 3.534814
4911 GO:0006812|GO:0006819|Gcation transport 0.52 12 1.9354838 662 1.9118029
3449 GO:0004842|GO:0004840|Gubiquitin-protein ligase activity 0.53 6 0.9677419 326 0.94146186
8943 GO:0015672 monovalent inorganic cation t 0.53 7 1.1290323 383 1.1060733
9114 GO:0015849 organic acid transport 0.53 3 0.48387095 156 0.45051548

22443 GO:0046942 carboxylic acid transport 0.53 3 0.48387095 156 0.45051548
4874 GO:0006767 water-soluble vitamin metabo  0.53 1 0.16129032 42 0.121292636

18713 GO:0042364 water-soluble vitamin biosynt  0.53 1 0.16129032 42 0.121292636
5766 GO:0008236 serine-type peptidase activity 0.54 4 0.6451613 214 0.6180149
8495 GO:0015077 monovalent inorganic cation t   0.54 4 0.6451613 214 0.6180149
9654 GO:0016567 protein ubiquitination 0.55 6 0.9677419 332 0.9587894

14854 GO:0032446 protein modification by small  0.55 6 0.9677419 332 0.9587894
29011 GO:0070647 protein modification by small    0.55 6 0.9677419 332 0.9587894
4873 GO:0006766 vitamin metabolic process 0.55 1 0.16129032 44 0.12706847
4914 GO:0006816 calcium ion transport 0.55 1 0.16129032 44 0.12706847
6477 GO:0009110 vitamin biosynthetic process 0.55 1 0.16129032 44 0.12706847

20522 GO:0044272 sulfur compound biosynthetic 0.55 1 0.16129032 44 0.12706847
28952 GO:0070588 calcium ion transmembrane t 0.55 1 0.16129032 44 0.12706847

409 GO:0000502 proteasome complex 0.55 1 0.16129032 44 0.12706847
5195 GO:0007165|GO:0023033 signal transduction 0.55 17 2.7419355 961 2.775291

12602 GO:0023052|GO:0023046 signaling 0.55 17 2.7419355 961 2.775291



8666 GO:0015276 ligand-gated ion channel activ 0.56 1 0.16129032 45 0.1299564
11780 GO:0019829 cation-transporting ATPase a 0.56 1 0.16129032 45 0.1299564
12530 GO:0022834 ligand-gated channel activity 0.56 1 0.16129032 45 0.1299564
17001 GO:0034622 cellular macromolecular com  0.56 1 0.16129032 45 0.1299564
28360 GO:0065003 macromolecular complex ass 0.56 1 0.16129032 45 0.1299564
31431 GO:0080054 low affinity nitrate transmemb   0.56 1 0.16129032 45 0.1299564
9709 GO:0016627 oxidoreductase activity, actin       0.56 2 0.32258064 104 0.30034366
4641 GO:0006508 proteolysis 0.56 17 2.7419355 965 2.7868426
2668 GO:0003779 actin binding 0.56 2 0.32258064 105 0.3032316

12498 GO:0022613 ribonucleoprotein complex bi 0.56 1 0.16129032 46 0.13284431
18614 GO:0042254|GO:0007046 ribosome biogenesis 0.56 1 0.16129032 46 0.13284431
11747 GO:0019787|GO:0008639|Gsmall conjugating protein liga  0.57 6 0.9677419 339 0.9790048
9911 GO:0016879 ligase activity, forming carbon  0.57 8 1.2903225 456 1.3168914
5714 GO:0008170 N-methyltransferase activity 0.57 1 0.16129032 47 0.13573223
6442 GO:0009073|GO:0016089 aromatic amino acid family b  0.57 1 0.16129032 47 0.13573223

21943 GO:0046417 chorismate metabolic proces 0.57 1 0.16129032 47 0.13573223
17024 GO:0034645|GO:0034961 cellular macromolecule biosy  0.58 35 5.645161 1999 5.7729516
14591 GO:0032183 SUMO binding 0.58 1 0.16129032 48 0.13862015
6428 GO:0009059|GO:0043284 macromolecule biosynthetic p 0.58 35 5.645161 2003 5.7845035
3756 GO:0005261|GO:0015281|Gcation channel activity 0.59 1 0.16129032 49 0.14150807
7074 GO:0009815 1-aminocyclopropane-1-carb   0.59 1 0.16129032 49 0.14150807

11830 GO:0019901 protein kinase binding 0.59 1 0.16129032 49 0.14150807
31421 GO:0080044 quercetin 7-O-glucosyltransfe  0.59 1 0.16129032 49 0.14150807
7166 GO:0009914 hormone transport 0.60 1 0.16129032 50 0.14439599

19914 GO:0043648 dicarboxylic acid metabolic p 0.60 1 0.16129032 50 0.14439599
27891 GO:0060918 auxin transport 0.60 1 0.16129032 50 0.14439599
31536 GO:0080161 auxin transmembrane transp  0.60 1 0.16129032 50 0.14439599
7173 GO:0009922 fatty acid elongase activity 0.60 1 0.16129032 51 0.14728391

12492 GO:0022607 cellular component assembly 0.60 1 0.16129032 51 0.14728391
30207 GO:0071843 cellular component biogenes    0.60 1 0.16129032 51 0.14728391
30208 GO:0071844 cellular component assembly   0.60 1 0.16129032 51 0.14728391
9933 GO:0016903 oxidoreductase activity, actin         0.60 2 0.32258064 113 0.32633495
4215 GO:0005975 carbohydrate metabolic proc 0.60 17 2.7419355 990 2.8590407

22478 GO:0046982 protein heterodimerization ac 0.61 2 0.32258064 114 0.32922286
9535 GO:0016407 acetyltransferase activity 0.61 2 0.32258064 115 0.3321108

25635 GO:0051345 positive regulation of hydrolas  0.62 1 0.16129032 53 0.15305975
11787 GO:0019842 vitamin binding 0.62 3 0.48387095 177 0.5111618
17918 GO:0035556|GO:0007242|Gintracellular signal transductio 0.62 1 0.16129032 54 0.15594767
25416 GO:0051119 sugar transmembrane transp  0.63 2 0.32258064 118 0.34077454
4894 GO:0006790 sulfur compound metabolic p 0.63 1 0.16129032 55 0.15883559
9493 GO:0016310 phosphorylation 0.64 43 6.935484 2504 7.2313514

15576 GO:0033177 proton-transporting two-secto     0.64 1 0.16129032 56 0.16172351
5712 GO:0008168|GO:0004480 methyltransferase activity 0.64 4 0.6451613 244 0.7046524
5715 GO:0008171 O-methyltransferase activity 0.64 1 0.16129032 57 0.16461143
5964 GO:0008483 transaminase activity 0.64 1 0.16129032 57 0.16461143
6441 GO:0009072 aromatic amino acid family m  0.64 1 0.16129032 57 0.16461143
9813 GO:0016759 cellulose synthase activity 0.64 1 0.16129032 57 0.16461143
9821 GO:0016769 transferase activity, transferri   0.64 1 0.16129032 57 0.16461143

25195 GO:0050896|GO:0051869 response to stimulus 0.64 32 5.16129 1881 5.432177
4913 GO:0006814|GO:0006834|Gsodium ion transport 0.65 1 0.16129032 58 0.16749935
8028 GO:0010817 regulation of hormone levels 0.65 1 0.16129032 58 0.16749935
8499 GO:0015081|GO:0022816 sodium ion transmembrane t  0.65 1 0.16129032 58 0.16749935

11820 GO:0019887 protein kinase regulator activ 0.65 1 0.16129032 58 0.16749935
18086 GO:0035725 sodium ion transmembrane t 0.65 1 0.16129032 58 0.16749935
25989 GO:0051707|GO:0009613|Gresponse to other organism 0.65 1 0.16129032 58 0.16749935
29800 GO:0071436 sodium ion export 0.65 1 0.16129032 58 0.16749935
3323 GO:0004702 receptor signaling protein ser   0.65 1 0.16129032 58 0.16749935

13656 GO:0031224 intrinsic to membrane 0.65 20 3.2258065 1193 3.4452884
25998 GO:0051716 cellular response to stimulus 0.65 19 3.064516 1138 3.2864528
9900 GO:0016866 intramolecular transferase ac 0.66 1 0.16129032 59 0.17038727
2831 GO:0004022 alcohol dehydrogenase (NAD  0.66 1 0.16129032 59 0.17038727
5652 GO:0008081|GO:0004434|Gphosphoric diester hydrolase 0.66 1 0.16129032 60 0.17327519

12741 GO:0030170 pyridoxal phosphate binding 0.66 2 0.32258064 126 0.3638779
28643 GO:0070279 vitamin B6 binding 0.66 2 0.32258064 126 0.3638779
2818 GO:0004003 ATP-dependent DNA helicas  0.67 1 0.16129032 61 0.1761631

22415 GO:0046914 transition metal ion binding 0.67 44 7.096774 2599 7.5057034
11210 GO:0019207 kinase regulator activity 0.67 1 0.16129032 62 0.17905103
17000 GO:0034621 cellular macromolecular com   0.67 1 0.16129032 62 0.17905103
17457 GO:0035091 phosphatidylinositol binding 0.67 1 0.16129032 62 0.17905103
20186 GO:0043933|GO:0034600 macromolecular complex sub  0.67 1 0.16129032 62 0.17905103
20883 GO:0045259|GO:0045255 proton-transporting ATP synt  0.67 1 0.16129032 62 0.17905103
25987 GO:0051704|GO:0051706 multi-organism process 0.67 1 0.16129032 62 0.17905103
2975 GO:0004175|GO:0016809 endopeptidase activity 0.68 5 0.8064516 320 0.9241344
5809 GO:0008289 lipid binding 0.68 4 0.6451613 258 0.74508333
9488 GO:0016301 kinase activity 0.68 29 4.677419 1740 5.0249805
4609 GO:0006464 protein modification process 0.68 47 7.580645 2781 8.031305

25820 GO:0051536 iron-sulfur cluster binding 0.69 1 0.16129032 64 0.18482687
25824 GO:0051540 metal cluster binding 0.69 1 0.16129032 64 0.18482687
9796 GO:0016741 transferase activity, transferri   0.69 4 0.6451613 261 0.7537471
9710 GO:0016628 oxidoreductase activity, actin            0.69 1 0.16129032 65 0.18771479

25314 GO:0051015 actin filament binding 0.69 1 0.16129032 65 0.18771479
10244 GO:0018130 heterocycle biosynthetic proc 0.69 3 0.48387095 199 0.57469606
5651 GO:0008080 N-acetyltransferase activity 0.70 1 0.16129032 67 0.19349062
2629 GO:0003678|GO:0003679 DNA helicase activity 0.70 1 0.16129032 67 0.19349062

18955 GO:0042625 ATPase activity, coupled to t    0.71 1 0.16129032 68 0.19637854
2999 GO:0004312 fatty acid synthase activity 0.71 1 0.16129032 68 0.19637854
3620 GO:0005057 receptor signaling protein act 0.71 1 0.16129032 69 0.19926646
9722 GO:0016641 oxidoreductase activity, actin          0.71 1 0.16129032 69 0.19926646

31420 GO:0080043 quercetin 3-O-glucosyltransfe  0.71 1 0.16129032 69 0.19926646
4408 GO:0006200 ATP catabolic process 0.71 10 1.6129032 641 1.8511566
9918 GO:0016887|GO:0004002 ATPase activity 0.71 10 1.6129032 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.71 10 1.6129032 641 1.8511566
716 GO:0001071 nucleic acid binding transcrip   0.71 23 3.7096775 1417 4.0921826

2643 GO:0003700|GO:0000130 sequence-specific DNA bindi    0.71 23 3.7096775 1417 4.0921826
15436 GO:0033036 macromolecule localization 0.72 6 0.9677419 397 1.1465042
3895 GO:0005543 phospholipid binding 0.72 2 0.32258064 140 0.40430877
9191 GO:0015931 nucleobase, nucleoside, nucl     0.72 1 0.16129032 70 0.20215438
9192 GO:0015932 nucleobase, nucleoside, nucl       0.72 1 0.16129032 70 0.20215438
8676 GO:0015294 solute:cation symporter activ 0.72 2 0.32258064 141 0.4071967

12547 GO:0022857|GO:0005386|Gtransmembrane transporter a 0.72 24 3.8709676 1483 4.282785
3744 GO:0005244 voltage-gated ion channel ac 0.73 1 0.16129032 72 0.20793022
6475 GO:0009108 coenzyme biosynthetic proce 0.73 1 0.16129032 72 0.20793022
9740 GO:0016667 oxidoreductase activity, actin       0.73 1 0.16129032 72 0.20793022

12528 GO:0022832 voltage-gated channel activity 0.73 1 0.16129032 72 0.20793022
15280 GO:0032879 regulation of localization 0.73 1 0.16129032 72 0.20793022
17141 GO:0034762 regulation of transmembrane 0.73 1 0.16129032 72 0.20793022
17144 GO:0034765 regulation of ion transmembr  0.73 1 0.16129032 72 0.20793022
19568 GO:0043269 regulation of ion transport 0.73 1 0.16129032 72 0.20793022
25348 GO:0051049 regulation of transport 0.73 1 0.16129032 72 0.20793022
21058 GO:0045454|GO:0030503|Gcell redox homeostasis 0.73 3 0.48387095 211 0.6093511
9703 GO:0016620 oxidoreductase activity, actin              0.73 1 0.16129032 73 0.21081814

19684 GO:0043412 macromolecule modification 0.74 48 7.7419353 2900 8.374968
9817 GO:0016763 transferase activity, transferri   0.74 1 0.16129032 74 0.21370606
3965 GO:0005654 nucleoplasm 0.74 1 0.16129032 75 0.21659398

20645 GO:0044451 nucleoplasm part 0.74 1 0.16129032 75 0.21659398
9829 GO:0016779 nucleotidyltransferase activity 0.75 2 0.32258064 148 0.42741212
5663 GO:0008094|GO:0004011 DNA-dependent ATPase act 0.75 1 0.16129032 76 0.2194819

18953 GO:0042623 ATPase activity, coupled 0.75 8 1.2903225 537 1.550813
4478 GO:0006281 DNA repair 0.75 2 0.32258064 149 0.43030006
5037 GO:0006974|GO:0034984 response to DNA damage st 0.75 2 0.32258064 149 0.43030006

11426 GO:0019438 aromatic compound biosynth  0.75 2 0.32258064 149 0.43030006
9538 GO:0016410 N-acyltransferase activity 0.75 1 0.16129032 77 0.22236982



14667 GO:0032259 methylation 0.75 4 0.6451613 285 0.8230572
9823 GO:0016772 transferase activity, transferri   0.76 31 5 1932 5.579461
4358 GO:0006140 regulation of nucleotide meta  0.76 1 0.16129032 80 0.2310336
7146 GO:0009894 regulation of catabolic proces 0.76 1 0.16129032 80 0.2310336

13278 GO:0030811 regulation of nucleotide catab  0.76 1 0.16129032 80 0.2310336
13759 GO:0031329 regulation of cellular catabolic 0.76 1 0.16129032 80 0.2310336
15521 GO:0033121 regulation of purine nucleotid   0.76 1 0.16129032 80 0.2310336
8517 GO:0015103 inorganic anion transmembra   0.77 2 0.32258064 154 0.44473964
4357 GO:0006139|GO:0055134 nucleobase, nucleoside, nucl      0.77 54 8.709678 3285 9.486816

18674 GO:0042325 regulation of phosphorylation 0.77 1 0.16129032 81 0.23392151
4990 GO:0006915|GO:0008632 apoptosis 0.77 3 0.48387095 227 0.6555578

19831 GO:0043565 sequence-specific DNA bindi 0.78 2 0.32258064 159 0.45917925
5624 GO:0008047 enzyme activator activity 0.79 1 0.16129032 85 0.24547319
3307 GO:0004675 transmembrane receptor pro    0.79 5 0.8064516 367 1.0598665

19473 GO:0043170|GO:0043283 macromolecule metabolic pro 0.79 110 17.741936 6553 18.92454
3723 GO:0005215|GO:0005478 transporter activity 0.79 29 4.677419 1844 5.325324

11695 GO:0019725 cellular homeostasis 0.79 3 0.48387095 234 0.67577326
26931 GO:0055085 transmembrane transport 0.79 24 3.8709676 1548 4.4705
11828 GO:0019899 enzyme binding 0.80 3 0.48387095 237 0.684437
9719 GO:0016638 oxidoreductase activity, actin       0.80 1 0.16129032 89 0.25702485

18925 GO:0042592 homeostatic process 0.80 3 0.48387095 238 0.68732494
4897 GO:0006793 phosphorus metabolic proces 0.80 47 7.580645 2925 8.4471655
4900 GO:0006796 phosphate metabolic process 0.80 47 7.580645 2925 8.4471655
5756 GO:0008219 cell death 0.80 3 0.48387095 239 0.69021285
8209 GO:0012501|GO:0016244 programmed cell death 0.80 3 0.48387095 239 0.69021285
9462 GO:0016265 death 0.80 3 0.48387095 239 0.69021285

14590 GO:0032182 small conjugating protein bind 0.80 1 0.16129032 90 0.2599128
3644 GO:0005102 receptor binding 0.81 1 0.16129032 91 0.2628007
6784 GO:0009451|GO:0016547 RNA modification 0.81 1 0.16129032 91 0.2628007
8494 GO:0015075 ion transmembrane transport  0.81 12 1.9354838 827 2.3883097
9579 GO:0016462 pyrophosphatase activity 0.81 14 2.2580645 954 2.7550755
9859 GO:0016818 hydrolase activity, acting on a     0.81 14 2.2580645 956 2.7608514

16603 GO:0034220 ion transmembrane transport 0.82 12 1.9354838 833 2.4056373
4910 GO:0006811 ion transport 0.82 14 2.2580645 959 2.769515
9858 GO:0016817 hydrolase activity, acting on a  0.82 14 2.2580645 959 2.769515
3808 GO:0005351|GO:0005403 sugar:hydrogen symporter ac 0.82 1 0.16129032 94 0.27146447
3835 GO:0005402 cation:sugar symporter activi 0.82 1 0.16129032 94 0.27146447

15949 GO:0033554 cellular response to stress 0.82 2 0.32258064 173 0.49961013
4526 GO:0006351|GO:0006350|Gtranscription, DNA-dependen 0.82 24 3.8709676 1575 4.548474

15176 GO:0032774 RNA biosynthetic process 0.82 24 3.8709676 1575 4.548474
28365 GO:0065008 regulation of biological quality 0.82 4 0.6451613 316 0.9125827
4067 GO:0005783 endoplasmic reticulum 0.82 2 0.32258064 174 0.50249803
8967 GO:0015698 inorganic anion transport 0.83 2 0.32258064 176 0.5082739
8677 GO:0015295 solute:hydrogen symporter ac 0.83 1 0.16129032 98 0.28301615
8681 GO:0015299 solute:hydrogen antiporter ac 0.83 1 0.16129032 98 0.28301615

25379 GO:0051082 unfolded protein binding 0.83 1 0.16129032 98 0.28301615
4909 GO:0006810|GO:0015457|Gtransport 0.83 36 5.806452 2315 6.6855345

25529 GO:0051234 establishment of localization 0.83 36 5.806452 2315 6.6855345
16851 GO:0034470 ncRNA processing 0.83 1 0.16129032 99 0.28590405
17039 GO:0034660 ncRNA metabolic process 0.83 1 0.16129032 99 0.28590405
3716 GO:0005198 structural molecule activity 0.83 5 0.8064516 393 1.1349525

25476 GO:0051179 localization 0.84 36 5.806452 2319 6.697086
4849 GO:0006730|GO:0019753|Gone-carbon metabolic proces 0.84 4 0.6451613 325 0.93857396

16430 GO:0034046 poly(G) RNA binding 0.84 1 0.16129032 100 0.28879198
6663 GO:0009309 amine biosynthetic process 0.84 2 0.32258064 181 0.5227135
5874 GO:0008374 O-acyltransferase activity 0.84 1 0.16129032 102 0.29456782
4844 GO:0006725 cellular aromatic compound m  0.85 2 0.32258064 185 0.53426516

19392 GO:0043085 positive regulation of catalytic 0.85 1 0.16129032 104 0.30034366
20343 GO:0044093 positive regulation of molecu  0.85 1 0.16129032 104 0.30034366
12573 GO:0022891 substrate-specific transmemb   0.85 18 2.903226 1241 3.5839086
8673 GO:0015291|GO:0015290|Gsecondary active transmemb   0.86 5 0.8064516 407 1.1753833
3942 GO:0005618 cell wall 0.86 1 0.16129032 107 0.30900744

11833 GO:0019904 protein domain specific bindin 0.86 1 0.16129032 109 0.31478328
10058 GO:0017111 nucleoside-triphosphatase ac 0.86 12 1.9354838 878 2.5355935
17020 GO:0034641 cellular nitrogen compound m  0.86 58 9.354838 3678 10.621769
12868 GO:0030312 external encapsulating structu 0.87 1 0.16129032 111 0.3205591
4512 GO:0006325 chromatin organization 0.87 1 0.16129032 112 0.32344702
5070 GO:0007017 microtubule-based process 0.87 1 0.16129032 112 0.32344702
5071 GO:0007018 microtubule-based movemen 0.87 1 0.16129032 112 0.32344702
8680 GO:0015298 solute:cation antiporter activit 0.87 1 0.16129032 112 0.32344702
9730 GO:0016651 oxidoreductase activity, actin     0.87 1 0.16129032 112 0.32344702

25568 GO:0051276|GO:0007001|Gchromosome organization 0.87 1 0.16129032 112 0.32344702
29081 GO:0070717 poly-purine tract binding 0.87 1 0.16129032 112 0.32344702
4850 GO:0006732|GO:0006752 coenzyme metabolic process 0.87 1 0.16129032 113 0.32633495

19686 GO:0043414 macromolecule methylation 0.87 1 0.16129032 113 0.32633495
20510 GO:0044260|GO:0034960 cellular macromolecule meta  0.87 90 14.5161295 5577 16.105928
12574 GO:0022892 substrate-specific transporter 0.88 21 3.387097 1463 4.2250266
11522 GO:0019538|GO:0006411 protein metabolic process 0.88 65 10.4838705 4134 11.938661
4906 GO:0006807 nitrogen compound metabolic 0.89 58 9.354838 3725 10.757502
4405 GO:0006195 purine nucleotide catabolic pr 0.89 10 1.6129032 773 2.232362
6508 GO:0009143 nucleoside triphosphate cata  0.89 10 1.6129032 773 2.232362
6509 GO:0009144 purine nucleoside triphosphat   0.89 10 1.6129032 773 2.232362
6511 GO:0009146 purine nucleoside triphosphat   0.89 10 1.6129032 773 2.232362
6519 GO:0009154 purine ribonucleotide catabol  0.89 10 1.6129032 773 2.232362
6530 GO:0009166 nucleotide catabolic process 0.89 10 1.6129032 773 2.232362
6567 GO:0009203 ribonucleoside triphosphate c  0.89 10 1.6129032 773 2.232362
6569 GO:0009205 purine ribonucleoside triphos   0.89 10 1.6129032 773 2.232362
6571 GO:0009207 purine ribonucleoside triphos   0.89 10 1.6129032 773 2.232362
6624 GO:0009261 ribonucleotide catabolic proc 0.89 10 1.6129032 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, nucl      0.89 10 1.6129032 773 2.232362
17035 GO:0034656 nucleobase, nucleoside and n   0.89 10 1.6129032 773 2.232362
22209 GO:0046700 heterocycle catabolic process 0.89 10 1.6129032 773 2.232362
30879 GO:0072523 purine-containing compound  0.89 10 1.6129032 773 2.232362
12532 GO:0022836 gated channel activity 0.89 1 0.16129032 122 0.3523262
9267 GO:0016021 integral to membrane 0.89 15 2.419355 1103 3.1853757

20520 GO:0044270 cellular nitrogen compound c  0.89 10 1.6129032 777 2.2439137
14392 GO:0031981 nuclear lumen 0.89 1 0.16129032 123 0.35521415
25485 GO:0051188 cofactor biosynthetic process 0.89 1 0.16129032 123 0.35521415
9295 GO:0016053 organic acid biosynthetic proc 0.89 2 0.32258064 211 0.6093511

21922 GO:0046394 carboxylic acid biosynthetic p 0.89 2 0.32258064 211 0.6093511
4916 GO:0006818 hydrogen transport 0.90 3 0.48387095 292 0.84327257
9246 GO:0015992 proton transport 0.90 3 0.48387095 292 0.84327257
9583 GO:0016469 proton-transporting two-secto   0.90 1 0.16129032 127 0.36676583
6563 GO:0009199 ribonucleoside triphosphate m  0.90 10 1.6129032 790 2.2814567
6515 GO:0009150 purine ribonucleotide metabo  0.90 10 1.6129032 791 2.2843447

22479 GO:0046983 protein dimerization activity 0.90 6 0.9677419 517 1.4930545
6506 GO:0009141 nucleoside triphosphate meta  0.91 10 1.6129032 796 2.2987843

20356 GO:0044106 cellular amine metabolic proc 0.91 3 0.48387095 303 0.8750397
20619 GO:0044425 membrane part 0.91 21 3.387097 1523 4.398302
19532 GO:0043233 organelle lumen 0.92 1 0.16129032 137 0.39564502
28380 GO:0070013 intracellular organelle lumen 0.92 1 0.16129032 137 0.39564502
4373 GO:0006163 purine nucleotide metabolic p 0.92 10 1.6129032 810 2.339215
6622 GO:0009259|GO:0009121 ribonucleotide metabolic proc 0.92 10 1.6129032 812 2.344991

13531 GO:0031072 heat shock protein binding 0.92 2 0.32258064 230 0.6642216
20531 GO:0044281 small molecule metabolic pro 0.92 25 4.032258 1788 5.1636004
28378 GO:0070011 peptidase activity, acting on L   0.92 6 0.9677419 537 1.550813
3724 GO:0005216 ion channel activity 0.92 1 0.16129032 140 0.40430877
6662 GO:0009308 amine metabolic process 0.92 3 0.48387095 314 0.9068068

30877 GO:0072521 purine-containing compound  0.93 10 1.6129032 827 2.3883097
9895 GO:0016860 intramolecular oxidoreductas  0.93 1 0.16129032 146 0.42163628
5791 GO:0008270 zinc ion binding 0.93 26 4.193548 1880 5.4292893

20499 GO:0044249 cellular biosynthetic process 0.93 38 6.129032 2635 7.6096687



18582 GO:0042221 response to chemical stimulu 0.93 3 0.48387095 328 0.94723773
5981 GO:0008509 anion transmembrane transp  0.94 2 0.32258064 245 0.70754033
8679 GO:0015297 antiporter activity 0.94 1 0.16129032 152 0.4389638
8682 GO:0015300 solute:solute antiporter activit 0.94 1 0.16129032 152 0.4389638

27562 GO:0060589 nucleoside-triphosphatase re  0.94 1 0.16129032 152 0.4389638
2660 GO:0003735|GO:0003736|Gstructural constituent of ribos 0.94 2 0.32258064 246 0.7104283
5909 GO:0008415 acyltransferase activity 0.94 3 0.48387095 330 0.95301354
4917 GO:0006820|GO:0006822 anion transport 0.94 2 0.32258064 247 0.7133162

14386 GO:0031974 membrane-enclosed lumen 0.94 1 0.16129032 154 0.44473964
5661 GO:0008092 cytoskeletal protein binding 0.94 2 0.32258064 249 0.719092
5763 GO:0008233 peptidase activity 0.94 6 0.9677419 565 1.6316746

20532 GO:0044282 small molecule catabolic proc 0.94 10 1.6129032 854 2.4662836
8496 GO:0015078 hydrogen ion transmembrane  0.94 1 0.16129032 160 0.4620672

20517 GO:0044267 cellular protein metabolic pro 0.94 47 7.580645 3225 9.313541
6427 GO:0009058 biosynthetic process 0.95 40 6.451613 2796 8.074624
9308 GO:0016070 RNA metabolic process 0.95 25 4.032258 1855 5.3570914
9494 GO:0016311 dephosphorylation 0.95 4 0.6451613 425 1.227366
5764 GO:0008234|GO:0004220 cysteine-type peptidase activ 0.95 1 0.16129032 163 0.47073093
5055 GO:0006996 organelle organization 0.95 1 0.16129032 164 0.47361887

25483 GO:0051186 cofactor metabolic process 0.95 1 0.16129032 164 0.47361887
20533 GO:0044283 small molecule biosynthetic p 0.95 3 0.48387095 347 1.0021082
19126 GO:0042803 protein homodimerization act 0.95 2 0.32258064 265 0.7652988
9699 GO:0016616 oxidoreductase activity, actin            0.95 2 0.32258064 266 0.7681867
6077 GO:0008652 cellular amino acid biosynthe  0.95 1 0.16129032 169 0.48805845
4755 GO:0006629 lipid metabolic process 0.95 6 0.9677419 590 1.7038727

22007 GO:0046483 heterocycle metabolic proces 0.96 13 2.096774 1094 3.1593843
3955 GO:0005634 nucleus 0.96 18 2.903226 1433 4.138389
9768 GO:0016706 oxidoreductase activity, actin                          0.96 1 0.16129032 175 0.505386

18912 GO:0042578 phosphoric ester hydrolase a 0.96 4 0.6451613 444 1.2822365
4649 GO:0006520|GO:0006519 cellular amino acid metabolic 0.96 2 0.32258064 277 0.7999538

20498 GO:0044248 cellular catabolic process 0.96 10 1.6129032 894 2.5818002
20622 GO:0044428 nuclear part 0.96 1 0.16129032 178 0.5140497
20521 GO:0044271 cellular nitrogen compound b  0.96 3 0.48387095 367 1.0598665
4109 GO:0005840|GO:0033279 ribosome 0.96 7 1.1290323 682 1.9695613
7691 GO:0010467 gene expression 0.96 26 4.193548 1974 5.7007537
5018 GO:0006950 response to stress 0.96 6 0.9677419 611 1.764519
5610 GO:0008026 ATP-dependent helicase acti 0.96 1 0.16129032 183 0.52848935

28401 GO:0070035 purine NTP-dependent helica  0.96 1 0.16129032 183 0.52848935
6425 GO:0009056 catabolic process 0.97 12 1.9354838 1051 3.0352037
4867 GO:0006753 nucleoside phosphate metab  0.97 10 1.6129032 914 2.6395588
6484 GO:0009117 nucleotide metabolic process 0.97 10 1.6129032 914 2.6395588
2657 GO:0003727|GO:0003728 single-stranded RNA binding 0.97 1 0.16129032 188 0.54292893
3068 GO:0004386 helicase activity 0.97 1 0.16129032 189 0.54581684
9697 GO:0016614 oxidoreductase activity, actin      0.97 2 0.32258064 293 0.84616053
9839 GO:0016791|GO:0016302 phosphatase activity 0.97 3 0.48387095 383 1.1060733
2626 GO:0003674|GO:0005554 molecular_function 0.97 416 67.09677 24394 70.447914

30206 GO:0071842 cellular component organizat    0.97 1 0.16129032 193 0.5573685
20488 GO:0044238 primary metabolic process 0.97 144 23.225807 9167 26.47356
3340 GO:0004721 phosphoprotein phosphatase 0.97 1 0.16129032 199 0.57469606
9889 GO:0016853 isomerase activity 0.97 2 0.32258064 306 0.8837035

26932 GO:0055086 nucleobase, nucleoside and n   0.98 10 1.6129032 944 2.7261963
13018 GO:0030529 ribonucleoprotein complex 0.98 7 1.1290323 741 2.1399486
4558 GO:0006396|GO:0006394 RNA processing 0.98 1 0.16129032 219 0.63245445
5019 GO:0006952|GO:0002217|Gdefense response 0.98 1 0.16129032 221 0.63823026

12533 GO:0022838 substrate-specific channel ac 0.98 1 0.16129032 221 0.63823026
8660 GO:0015267|GO:0015249|Gchannel activity 0.98 1 0.16129032 226 0.6526699

12515 GO:0022803 passive transmembrane tran  0.98 1 0.16129032 226 0.6526699
8211 GO:0012505 endomembrane system 0.99 1 0.16129032 242 0.6988766
3178 GO:0004519 endonuclease activity 0.99 2 0.32258064 356 1.0280994

20487 GO:0044237 cellular metabolic process 0.99 123 19.838709 8185 23.637625
30306 GO:0071944 cell periphery 0.99 1 0.16129032 259 0.74797124
2627 GO:0003676 nucleic acid binding 0.99 30 4.83871 2453 7.0840673
3177 GO:0004518 nuclease activity 1.00 2 0.32258064 427 1.2331418

13041 GO:0030554 adenyl nucleotide binding 1.00 3 0.48387095 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide binding 1.00 3 0.48387095 550 1.5883559
19527 GO:0043228 non-membrane-bounded org 1.00 7 1.1290323 923 2.66555
19531 GO:0043232 intracellular non-membrane-b  1.00 7 1.1290323 923 2.66555
19533 GO:0043234 protein complex 1.00 6 0.9677419 848 2.448956
3876 GO:0005515|GO:0045308 protein binding 1.00 97 15.645162 6933 20.021948
7229 GO:0009987|GO:0008151|Gcellular process 1.00 157 25.32258 10601 30.614838
3863 GO:0005488 binding 1.00 212 34.19355 13903 40.15075
3884 GO:0005524 ATP binding 1.00 2 0.32258064 524 1.51327

19125 GO:0042802 identical protein binding 1.00 3 0.48387095 697 2.01288
19526 GO:0043227 membrane-bounded organel 1.00 20 3.2258065 2142 6.185924
19530 GO:0043231 intracellular membrane-boun  1.00 20 3.2258065 2142 6.185924
15392 GO:0032991 macromolecular complex 1.00 13 2.096774 1616 4.666878
9266 GO:0016020 membrane 1.00 42 6.774194 3741 10.803708
131 GO:0000166 nucleotide binding 1.00 8 1.2903225 1213 3.5030468

14959 GO:0032553 ribonucleotide binding 1.00 3 0.48387095 795 2.2958963
14961 GO:0032555 purine ribonucleotide binding 1.00 3 0.48387095 795 2.2958963
10033 GO:0017076 purine nucleotide binding 1.00 3 0.48387095 797 2.3016722
18000 GO:0035639 purine ribonucleoside triphos  1.00 2 0.32258064 769 2.2208104
19525 GO:0043226 organelle 1.00 27 4.354839 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 27 4.354839 3013 8.701303
2653 GO:0003723 RNA binding 1.00 2 0.32258064 797 2.3016722

20640 GO:0044446 intracellular organelle part 1.00 1 0.16129032 710 2.0504231
20616 GO:0044422 organelle part 1.00 1 0.16129032 712 2.0561988
3945 GO:0005622 intracellular 1.00 49 7.903226 4751 13.720507
4027 GO:0005737 cytoplasm 1.00 13 2.096774 2001 5.7787275

20638 GO:0044444 cytoplasmic part 1.00 9 1.451613 1644 4.7477403
20618 GO:0044424 intracellular part 1.00 36 5.806452 3853 11.127155
3903 GO:0005575|GO:0008372 cellular_component 1.00 101 16.290323 8515 24.590637
3946 GO:0005623 cell 1.00 92 14.83871 8227 23.758917

20657 GO:0044464 cell part 1.00 92 14.83871 8227 23.758917
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