
Table S6. Differentially regulated genes (up and down regulated) in the control compared with THyPRP silenced plants in FAZ at 16 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 254331010027_1_1 16h_9_AZ 16h

Control – New Yorker 254331010027_1_2 16h_10_AZ 16h

TAPG + TPRP 254331010036_1_1 16h_45_AZ 16h

TAPG + TPRP 254331010036_1_2 16h_46_AZ 16h

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

Sample Up Down 

Flagging Criteria: 16h_TPRP_ AZ vs. 16h_Control_AZ_Sense 2408 2491
Compromised: If the gProcessedSignal value is less than the background intensity 16h_TPRP_ AZ vs. 16h_Control_AZ_Antisense 1483 895
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 5

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. 

Set5
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 16h Flag 16h Fold 16h Flag 16h Geomean Fold 16h Flag 16h Fold 16h Flag 16h 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 16h 46 AZ
A 96 P00 Sense 0.462 Detected -0.462 Detected 0.000 2.830 Detected 1.913 Detected 2.372 0.068 A 96 P00 A 96 P00 A 96 P00 Unknown TCACTTGCCAAGACATTAACACAACTCATGCTTATTTGAAATCAGGTACATTTTGCTACA 1876.44 930.273 1701.76 955.311 10016.5 5291.61
A 96 P00 Sense 0.070 Detected -0.070 Detected 0.000 1.421 Detected 0.920 Detected 1.171 0.046 A 96 P00 AK320484 AK320484 Solanum        TGATGGGGGCAAAAGAGTACACGAAATTATGCGATGAAGAGGAAATTCATTGAAACTTGA 1232.31 1051.67 4861.47 1823.61 3250.9 2290.68
A 96 P01 Sense 0.509 Detected -0.509 Detected 0.000 1.753 Detected 0.950 Detected 1.352 0.172 A 96 P01 AK323732 AK323732 Solanum        TGGGAATCAAGCCAATTTTCATTACAGGGACGAAACAGAATTTCAAACAAGTAAGGATCG 13830.7 6429.8 12932.2 8810.26 33893.7 19374.7
A 96 P01 Sense 0.994 Detected -0.994 Detected 0.000 4.888 Detected 3.934 Detected 4.411 0.057 A 96 P01 AW94475 AW94475 EST33680                 ATCGAGTTCGTCTTTTTGTTAACATTTTGGGTGATGTTGTACAAATTCCCAGAGTGACTT 2523.05 598.356 2602.05 1105.06 38796 19973.3
A 96 P01 Sense 0.133 Detected -0.133 Detected 0.000 3.916 Detected 3.084 Detected 3.500 0.015 A 96 P01 BI933034 BI933034 EST55292                  CGAGACTTATGCCTTTGGCTTTAGCAAAGTAAACAACCATCTTGATGCATAGTTAATTAT 1496.63 1170.69 2784.44 1537.92 21313.4 11937.5
A 96 P01 Sense 0.171 Detected -0.171 Detected 0.000 1.990 Detected 2.294 Detected 2.142 0.011 A 96 P01 AW738222AW738222EST33964                AGCAGGCTATGTGGCGTCATGGTTTCAGATTAAGGAAGTTGAAGGTAATAATTCCACTGA 692.481 513.998 1089.75 222.226 2527.63 3110.58
A 96 P01 Sense 0.379 Detected -0.379 Detected 0.000 2.247 Detected 1.247 Detected 1.747 0.108 A 96 P01 LOC54400NM 00124Solanum      GACTTATTCATTTCTTATGAGGAACGCGAAAATGTTCAAGTTAGACGCTTGGCTGCCTCG 13751.9 7654.68 23710.2 11685 51935 25899.6
A 96 P01 Sense -0.089 Detected 0.089 Detected 0.000 2.318 Detected 1.667 Detected 1.993 0.028 A 96 P01 LOX1.1 NM 00124Solanum     ACTTACAGGCAAAGGAATTCCAAACAGTGTGTCAATATAGAAGAGTTTTGAGTACACATG 2412.08 2569.31 2592.72 2151.81 13240.6 8406.01
A 96 P01 Sense -0.197 Detected 0.197 Detected 0.000 1.931 Detected 1.885 Detected 1.908 0.011 A 96 P01 LOC54384NM 00124Solanum      AATAATGATAGAGTAAGGAGGATGTCAATTCATGATCCCACACCCACCTACTGTAGGTAG 179.517 221.986 249.297 262.65 811.61 783.78
A 96 P01 Sense -0.167 Detected 0.167 Detected 0.000 1.043 Detected 1.014 Detected 1.028 0.026 A 96 P01 PPCK2 NM 00124Solanum        CAAGTTCTCAGGCATCCATGGATGACTAGCAACGGAGAAATCAGAACAGTTGCTCCATTT 663.137 786.322 995.893 860.128 1586.46 1550.23
A 96 P01 Sense 0.762 Detected -0.762 Comprom 0.000 4.293 Detected 3.368 Detected 3.830 0.050 A 96 P01 wus NM 00124Solanum      GTTTGTAGTAAGTAAGTACTAATCTAATTTGGTATGTGCCAAGCTATTTGGACCTTATGG 18.018 5.89878 143.013 35.8825 215.504 113.17
A 96 P01 Sense -0.180 Detected 0.180 Detected 0.000 1.915 Detected 1.441 Detected 1.678 0.030 A 96 P01 TA37803 TA37803 Rep: Chro             GTGAATGTTTCGTCAGAGGCTCATCGATTTGCATACAGAGAAGGAATTCGGTTTGACAAA 835.087 1007.9 1539.63 1104.63 3688.16 2648.76
A 96 P03 Sense 0.486 Detected -0.486 Detected 0.000 1.858 Detected 1.088 Detected 1.473 0.141 A 96 P03 Td M61914 L.esculen        CTGAGATGGATGAGTTCAAAAATCAAGCTGATAAGCTTGGTTATCCATATGAACTTGATA 33276.7 15967.8 23198.6 15219.3 89078.3 52110.3
A 96 P03 Sense -0.006 Detected 0.006 Detected 0.000 1.275 Detected 0.917 Detected 1.096 0.026 A 96 P03 AK321342 AK321342 Solanum        TAGCTTCAAACCCCTGGCAGAAGCTTCTGATGAAGATTTAATTCAAGTTGTCACTACAAA 155.497 147.529 271.917 163.442 390.822 304.119
A 96 P05 Sense -0.056 Detected 0.056 Detected 0.000 2.737 Detected 1.903 Detected 2.320 0.031 A 96 P05 GO376239GO376239ctsd3j1 To             ATTGCGTTTGTAAGTCTGGTTGAAAAATCCTGGATAGCAAAGACTCCTTTTCACCTACCA 25.5763 25.9917 131.375 42.9089 183.353 102.503
A 96 P05 Sense -0.030 Detected 0.030 Detected 0.000 1.494 Detected 0.891 Detected 1.193 0.059 A 96 P05 LOC77834NM 00124Solanum      CAAAAACTTCGACGAACTATACCTTTATTGTTATTATGTTGCTGGTACGGTTGGGTTGAT 1854.84 1820.26 2370.97 1835.5 5520.2 3623.34
A 96 P05 Sense 0.077 Detected -0.077 Detected 0.000 0.993 Detected 1.173 Detected 1.083 0.012 A 96 P05 AI483528 AI483528 EST24937            TATATTTGTTCGTAGTTTACTAGCTAGTCTGAGTCGTATAGGGTCCTAAAGGGAGAAATA 4834.56 4090.49 6132.36 7274.19 9441.55 10659.5
A 96 P05 Sense 0.681 Detected -0.681 Detected 0.000 4.678 Detected 2.944 Detected 3.811 0.074 A 96 P05 LOC10014Z75519 L.esculen      CAGGATGATTCGTTTGTATCATTATTGTCGTATTTGTGAACCTGCTCATGTTAATGTTGT 71.2742 26.0841 2877.43 1577.54 1177.16 352.75
A 96 P05 Sense 0.386 Detected -0.386 Detected 0.000 2.099 Detected 1.306 Detected 1.702 0.091 A 96 P05 AK322587 AK322587 Solanum        AACAACAATATCATCCCAATTAGGGTTTGTTCTGATTGCAACACTACTAAAACCCCTCTT 89.3992 49.2327 258.764 59.5836 302.985 174.404
A 96 P05 Sense 0.152 Detected -0.152 Detected 0.000 1.712 Detected 0.805 Detected 1.258 0.119 A 96 P05 DB693071DB693071DB693071              TTTCAACAGTTAATCGCTGCAGTCGATTTCTGTCATAGCCGTGATGTCTACCACCGTGAT 60.4042 46.0356 50.4181 34.263 184.213 97.9401
A 96 P06 Sense -0.372 Detected 0.372 Detected 0.000 1.365 Detected 1.029 Detected 1.197 0.100 A 96 P06 AK324771 AK324771 Solanum        GTCAGTCTTATGGAGAAAGAAATAAATCAAAGGGAGCAAGAAGGCCAACTTGATGAAGGG 15.0525 23.7356 56.788 26.439 51.9223 40.9955
A 96 P06 Sense -0.008 Detected 0.008 Detected 0.000 4.087 Detected 2.170 Detected 3.129 0.082 A 96 P06 DB693091DB693091DB693091              GAATACTCGAGACCTTTCGTATCCCTTCGTAGATGAATTAAATTTGGTCTTATGTAACAT 573.624 546.138 2138.91 775.251 10144.3 2678.74
A 96 P06 Sense 0.486 Detected -0.486 Detected 0.000 1.317 Detected 1.919 Detected 1.618 0.106 A 96 P06 AK319237 AK319237 Solanum        GATAATAGAACCTCCTCTCAACGCAATAGCAGGAGCTGGAGACAAGTTCTATATAAGCTG 474.096 227.283 1205.84 524.379 871.929 1319.48
A 96 P06 Sense -0.381 Detected 0.381 Detected 0.000 5.397 Detected 3.110 Detected 4.253 0.072 A 96 P06 AK224831 AK224831 Solanum        GGTCATATGGTGCAATACATACGATCAAACTTCTCTGTAATATCGTTTGTTTGTCCAAAT 159.439 254.514 2138.47 895.994 9050.6 1849.18
A 96 P07 Sense -0.289 Detected 0.289 Detected 0.000 1.744 Detected 1.166 Detected 1.455 0.070 A 96 P07 DB711244DB711244DB711244              GTTAGCTCTATTGCAACACTATGTTTTCATGTCCCAATTTGTTGGTTATGTGTGTTCACC 26.8929 37.7571 37.2171 22.1418 113.785 76.0405
A 96 P07 Sense 0.020 Detected -0.020 Detected 0.000 1.213 Detected 1.568 Detected 1.390 0.016 A 96 P07 DB702002DB702002DB702002              GGAGCGCTTTATCTCTAATGCACCTACTCGATGTAAATTTGTGAATCTTAATAGTAAGTG 164.865 150.802 368.003 217.558 389.81 496.976
A 96 P07 Sense 0.868 Detected -0.868 Detected 0.000 2.284 Detected 1.397 Detected 1.841 0.200 A 96 P07 LOC54395AK247244 Solanum        GATGGCATGCTAATCACTATAATGTGGGCATCAAAGTTGTGTTATGTGTAACTACTTATT 11741.3 3315.49 7506.69 3582.34 32414 17467.3
A 96 P07 Sense 1.091 Detected -1.091 Detected 0.000 3.876 Detected 2.490 Detected 3.183 0.133 A 96 P07 LOC54408NM 00124Solanum        CTTTGTCCATTTTGCCGTGGTGATGGCTTCTGTGCAAAAGTGGGTGTAATTAATCAAGAT 13153.7 2725.62 18446.1 9780.97 93743.8 35757.2
A 96 P07 Sense -0.497 Detected 0.497 Detected 0.000 1.337 Detected 3.236 Detected 2.287 0.166 A 96 P07 ADH2 NM 00124Solanum      GCTTAGATGTTGTGCTTTGCCATATCTCTTTCGATTCTTGTAAAAAATGCAAATTCTCTC 83.6814 156.762 290.971 190.712 308.561 1147.6
A 96 P07 Sense 0.547 Detected -0.547 Detected 0.000 2.227 Detected 0.943 Detected 1.585 0.201 A 96 P07 LOC54422NM 00124Solanum      CGCTGGTTAGAGGGCAAGAAGATATGATAATATGAAGATTGAATTGGAAGAGTGGCTAGA 3832.03 1688.8 6632 1159.26 12703.9 5199.26
A 96 P07 Sense -0.247 Detected 0.247 Detected 0.000 1.291 Detected 1.633 Detected 1.462 0.040 A 96 P07 TA36339 TA36339 Unknown CATGCTGTGCCTCTGGTTGTAACTGATAATATTATTAAGACTGATGTTGGAATTTGTGGT 7972.49 10566.8 21177.9 16220.7 23944.4 30266.4
A 96 P08 Sense -0.146 Detected 0.146 Detected 0.000 1.388 Detected 1.147 Detected 1.267 0.022 A 96 P08 EG553672EG553672to00628 T               ACCTATGTGTTTGGTGGCAGTATGTAATACTGTGTTCTTCTGTTATTGTGGCTTAATTTA 171.012 196.96 454.845 160.461 512.238 431.989
A 96 P08 Sense -0.146 Comprom 0.146 Comprom 0.000 2.994 Detected 2.525 Detected 2.759 0.010 A 96 P08 BG129155BG129155EST47480    AAATAGTTTCAAAGTCAATCTTCTCATTCTGGCTAAATCGAGATCCCACGTCTAGGATGG 2.56261 2.95251 2.94134 2.36485 23.3698 16.8297
A 96 P08 Sense 0.207 Detected -0.207 Detected 0.000 1.477 Detected 0.843 Detected 1.160 0.092 A 96 P08 TA35649 TA35649 Unknown TTGAGGTAGCACAGAAAGACTGGGCTGAAATCTTCTTCTACTTGGCTGAAAACAATGCCA 943.357 666.302 2077.24 963.381 2353.71 1512
A 96 P08 Sense -0.173 Detected 0.173 Detected 0.000 1.042 Detected 0.960 Detected 1.001 0.030 A 96 P08 TA35693 TA35693 Rep: Secr          GTTTGTGTAGTGGACATGACCATGTTCATTACATTCCATGTACTGTTTGTAAAATTTCAC 1340.65 1603.99 4000.62 2887.36 3219.99 3033.25
A 96 P08 Sense -0.280 Detected 0.280 Detected 0.000 5.425 Detected 3.148 Detected 4.287 0.067 A 96 P08 AK224831 AK224831 Solanum        GCAGGGAAGGTGAAAGAGGTGTTTCGTTTGTTGTGTTCTATGAATATGTGATATGTTTAG 144.552 200.502 1982.84 780.292 7799.06 1604.73
A 96 P08 Sense 0.302 Detected -0.302 Detected 0.000 4.204 Detected 3.029 Detected 3.616 0.032 A 96 P08 TA36105 TA36105 Rep: Carb           CCCAGAATTAATCCGGTATTCTTGCTCATGTAGACCAAAAATTGGCCATAATAATCTACA 35.4109 21.9318 588.394 197.631 547.534 241.81
A 96 P08 Sense -0.312 Detected 0.312 Detected 0.000 1.299 Detected 1.619 Detected 1.459 0.053 A 96 P08 TA36340 TA36340 Rep: Histo              AAATAAGCAAAGCAGGGGAAGTTATAGCTGAATGCGGAGAAGGTTGCATTTGCTTTGTGG 4684.46 6790.13 10997.2 8772.31 14801.3 18422.1
A 96 P08 Sense -0.406 Detected 0.406 Detected 0.000 0.923 Detected 3.039 Detected 1.981 0.223 A 96 P08 ADH2 NM 00124Solanum      CCTCGTTCGGATATTCCTTGTGTTGTTGAGAAATACATGAACAAAGAACTTGAATTGGAG 40.4019 66.7312 91.6099 75.1533 104.958 453.844
A 96 P08 Sense -0.464 Detected 0.464 Detected 0.000 1.174 Detected 3.070 Detected 2.122 0.182 A 96 P08 ADH2 NM 00124Solanum      GGTTGAGTTGTAACATTCCATCCATGTCTCTTCTTTTGTCTTTTGCTTAGATGTTGTGCT 119.798 214.42 353.815 240.431 385.711 1430.69
A 96 P09 Sense 0.797 Detected -0.797 Detected 0.000 2.432 Detected 1.534 Detected 1.983 0.162 A 96 P09 TA38240 TA38240 Rep: Wou              GTCTTATTGACAACATTTTGGGTGTTGTTGTACAAATTCCTAGGGTGGCTTAATATAATG 24035.1 7493.11 14215.3 4733.04 77223.4 41310.1
A 96 P10 Sense -0.359 Detected 0.359 Detected 0.000 2.809 Detected 2.746 Detected 2.777 0.016 A 96 P10 TA44511 TA44511 Rep: Wou           TAGGACAAAGATTGTACTAGTTGAAGGGCATGCCATTTTAAAGATAAGCATGTATCTGTA 194.908 301.546 1529.3 678.189 1811.99 1728.85
A 96 P10 Sense -0.087 Comprom 0.087 Comprom 0.000 5.534 Detected 3.049 Detected 4.291 0.075 A 96 P10 BG129743BG129743EST47538    GTAGATGCCTGTTTGATGCCAAATGGGGTGATCTTAGACTATCAATTGTTGAAATGTTTA 2.18226 2.31552 56.2271 11.2195 111.042 19.7827
A 96 P11 Sense 0.113 Detected -0.113 Detected 0.000 1.232 Detected 1.639 Detected 1.435 0.025 A 96 P11 AK321070 AK321070 Solanum        CACTAAATTGCTCAACTCGGTCCAGCTCTGAAATTGCTCCTACCAGATAAATACATCCAG 37.4012 30.1003 73.9815 42.5613 84.0408 111.094
A 96 P11 Sense -0.065 Comprom 0.065 Comprom 0.000 1.465 Detected 1.501 Detected 1.483 0.002 A 96 P11 TA53569 TA53569 Unknown CCTGTTAGGGCATAGCTTATCTCTATATATAGACCCTATGGGAAACCCTATTCTGTAATT 6.77348 6.97157 8.82538 25.3891 20.2283 20.6773
A 96 P11 Sense -0.370 Comprom 0.370 Detected 0.000 4.862 Detected 2.865 Detected 3.864 0.068 A 96 P11 AK328772 AK328772 Solanum        TCTTGTCATTTGCTGTTGTGGTATCTTGCAGCTGCTGGTTTACCTATGCCATGCTAGGAA 9.18889 14.4377 175.915 33.9467 357.238 89.2164
A 96 P11 Sense -0.371 Detected 0.371 Detected 0.000 2.028 Detected 1.532 Detected 1.780 0.057 A 96 P11 TA54138 TA54138 Rep: Clas             GATGATGATGATGATGACCCATTTCCTTGCCTGTACTTGGATTATATATTCACTTTGATT 123.342 194.055 369.628 380.897 672.795 475.545
A 96 P12 Sense 0.359 Detected -0.359 Detected 0.000 2.134 Detected 1.505 Detected 1.820 0.062 A 96 P12 AK322587 AK322587 Solanum        AGCACCAAATTAGTTGTGTGAAACTGAGCTAGAATTAATACTAGTGAGAGTGAGAGTTTT 257.047 146.997 1147.76 215.311 909.831 586.771
A 96 P12 Sense -0.782 Comprom 0.782 Detected 0.000 2.774 Detected 1.953 Detected 2.363 0.116 A 96 P12 TA56320 TA56320 Rep: Gibb           CAGCTGAGAATAAAAAACAGGAGTCATCCACCAGCTAGACCTGAAGATCTCATCCATATA 4.24859 11.8196 12.6685 12.4464 51.6807 29.161
A 96 P12 Sense 0.193 Detected -0.193 Detected 0.000 1.592 Detected 1.079 Detected 1.335 0.053 A 96 P12 NP000066 NP000066 GB CTGTTTCTCACCTAATGGCGTACTTGCTGTAAAATTTCATGTTGAAAGATGTAATAGTAG 190.461 137.13 247.864 206.262 519.476 363.002
A 96 P12 Sense -0.254 Detected 0.254 Detected 0.000 1.196 Detected 1.891 Detected 1.543 0.070 A 96 P12 NP232858 NP232858 GB TTGACGACTGATTTCTTCATGCCTCCTTCAGATTTCGATAAAGAACGTTCTCGAGTCTAG 153.305 205.269 304.338 400.911 433.285 699.473
A 96 P12 Sense -0.474 Comprom 0.474 Detected 0.000 1.026 Detected 1.009 Detected 1.017 0.165 A 96 P12 NP928749 NP928749 GB GCTGCCATCAGATGGAGAAAATTTCAAGCAGCAAAGACAGTGACCAATTGTCCAAATTGA 8.19671 14.8856 1.71869 17.7636 23.9828 23.628
A 96 P12 Sense 0.163 Comprom -0.163 Comprom 0.000 2.173 Detected 3.718 Detected 2.946 0.065 A 96 P12 NP928782 NP928782 GB ATGGAGGACTAAACTTACTGTCCTAGAAAAGGAGCTTCTAGCTAGTCGCTTTTGTTTGAG 5.66974 4.25534 12.0558 17.1624 23.6249 68.7167
A 96 P12 Sense -0.002 Detected 0.002 Detected 0.000 1.876 Detected 1.257 Detected 1.566 0.037 A 96 P12 AK320484 AK320484 Solanum        GAGCAATCCATCAGAGCTTGAATCTCTGATGGGGGCAAAAGAGTACACGAAATTATGCGA 722.132 681.606 3012.98 1094.29 2746.17 1782.65
A 96 P12 Sense 0.347 Comprom -0.347 Comprom 0.000 1.276 Detected 1.808 Detected 1.542 0.072 A 96 P12 NP928749 NP928749 GB CTCACGAGTCTGCTCGGATAATATACATGAGGACATGATTGACTGTAGTATTAACAAGAA 9.99802 5.81653 14.1739 13.6154 19.6912 28.3855
A 96 P13 Sense 0.249 Detected -0.249 Detected 0.000 2.178 Detected 1.154 Detected 1.666 0.100 A 96 P13 AI485885 AI485885 Unknown GGCACCAACTACAATGGGCCCATATTCTCAAGGAATTAATGCTAATAATATCATTTATGT 91.901 61.2698 68.0996 36.4707 362.126 177.524
A 96 P13 Sense -0.238 Detected 0.238 Detected 0.000 4.757 Detected 3.712 Detected 4.234 0.018 A 96 P13 LOC54400BI931665 EST55155                  GTTGTGTTAGTATTGGCCTATAGTAGCCATTTGACACATTAAATAAGTTTGTGACACATC 129.428 169.481 304.211 306.354 4270.8 2063.01
A 96 P13 Sense 0.480 Detected -0.480 Detected 0.000 2.440 Detected 1.760 Detected 2.100 0.070 A 96 P13 AI487256 AI487256 Unknown CTTAGCAATGTGTTAAACACATTAAAGTCTTCAACTTTCATGGCCGCTATGACTTTAGAT 2548.25 1232.31 2536.26 1395.89 10253.9 6381.46
A 96 P13 Sense 0.386 Detected -0.386 Detected 0.000 2.990 Detected 1.459 Detected 2.225 0.122 A 96 P13 systemin M84801 Lycopers       CCCAATATATCATCAAGATTGAAGGAGATGATGATGCACAAGAAAAACTAAAGGTTGAGT 535.792 295.277 717.553 634.88 3370.71 1162.37
A 96 P13 Sense 0.917 Detected -0.917 Detected 0.000 2.848 Detected 1.958 Detected 2.403 0.142 A 96 P13 TA38240 TA38240 Rep: Wou              TTGACAACATTCTGGGTGTTGATGCACAAATTCCTAGGGTGGCTTAATATAATGGATTAT 10139.6 2675.55 7093.23 2271.86 39990.7 21522.5
A 96 P13 Sense 0.019 Detected -0.019 Detected 0.000 2.280 Detected 1.568 Detected 1.924 0.033 A 96 P13 ca2 NM 00124Solanum      TCAAGACTGAGAAATATGACACAAACCCAGCCTTATATGGTGAGCTAGCAAAGGGCCAGA 101.122 92.7075 521.937 232.125 501.352 305.261
A 96 P13 Sense -0.047 Detected 0.047 Detected 0.000 0.965 Detected 1.068 Detected 1.017 0.005 A 96 P13 AI778706 AI778706 Unknown GTCTGGATACAAATTGTGATAAATCTAAGTAATATTTGGCCAAAATTTCACCCCCAATGG 465.438 467.35 1060.51 459.477 970.956 1039.64
A 96 P14 Sense -0.468 Detected 0.468 Detected 0.000 1.320 Detected 3.152 Detected 2.236 0.162 A 96 P14 ADH2 NM 00124Solanum      ATCACCATGGCGGACTAAACTTTTTGTCCTAGAAAAGGAGCTTCTACTGTTTGAGAAATA 62.06 111.75 195.642 121.701 221.661 787.032
A 96 P14 Sense -0.507 Detected 0.507 Detected 0.000 5.166 Detected 2.977 Detected 4.071 0.078 A 96 P14 AK224831 AK224831 Solanum        GACATTTTTTCGTGATTTCGAGGATCTGGAGAAGCCTAGTTATCCTTAAGTTTCAGAAAA 91.409 173.7 1185.03 513.995 4822.87 1054.91
A 96 P15 Sense -0.131 Detected 0.131 Detected 0.000 1.656 Detected 1.162 Detected 1.409 0.037 A 96 P15 AK320484 AK320484 Solanum        ATCTCAAGCGAGATCGTTGAGGTCAACACAAAGCTCAGTGAAACACCTGGTTTGATCAAC 694.031 782.612 2675.96 1062.85 2476.52 1753.1
A 96 P15 Sense 0.119 Detected -0.119 Detected 0.000 2.734 Detected 1.672 Detected 2.203 0.056 A 96 P15 ca2 NM 00124Solanum      CAAAGGTCTCATGTCACTACCTGAAGATGGTAGTGAATCAACTGCCTTTATTGAGGATTG 306.306 244.545 2218.63 921.841 1941.46 927.111
A 96 P15 Sense -0.006 Detected 0.006 Detected 0.000 2.403 Detected 1.563 Detected 1.983 0.042 A 96 P15 ca2 NM 00124Solanum      GAGCACATGAAAGCTGGCTTTATTCTTTTAAGACTGAGAAATATGACACAAACCCAGCCT 46.3987 43.9943 219.075 105.503 254.845 141.9
A 96 P15 Sense 0.084 Detected -0.084 Detected 0.000 2.645 Detected 1.541 Detected 2.093 0.064 A 96 P15 ca2 NM 00124Solanum      TATTGAGGATTGGGTAAAAATTTGTTTACCTGCCAAGGCAAAGGTTCTGGCCGATCACGG 493.25 413.182 3369.44 1411.62 3010.93 1396.46
A 96 P15 Sense 0.210 Detected -0.210 Detected 0.000 3.623 Detected 2.580 Detected 3.101 0.031 A 96 P15 AW094124AW094124Rep: Carb            AGATCGTCAAGCAACAAGAGGATTCCCAGATTTAATCTGTTATTCTTGCTCAAGTAGACC 258.245 181.51 3653.96 1274.79 2843.82 1376.63
A 96 P15 Sense 0.341 Detected -0.341 Detected 0.000 1.399 Detected 0.838 Detected 1.118 0.127 A 96 P15 AK325110 AK325110 Solanum        TTGGAACGATCTTTGGGATTTACATGATCAAAGACGGTCATGAACCAACACTAGATGATG 277.26 162.701 374.259 184.024 597.236 403.694
A 96 P15 Sense -0.323 Comprom 0.323 Detected 0.000 1.614 Detected 2.725 Detected 2.169 0.078 A 96 P15 AW22169 AW22169 Unknown ATCAAGTGTGAATGTTGCTAAACCAACAAAAGGCTCAAGTGTGGCTATATTTGGACTAAG 9.91936 14.6027 22.5165 18.9947 39.2958 84.5775
A 96 P15 Sense -0.725 Detected 0.725 Detected 0.000 1.833 Detected 1.576 Detected 1.705 0.147 A 96 P15 AW224403AW224403Unknown ATAGTGATCATGGACGTGCTGGAGTGCTTGGAATGCCTACGAATACTTACCTTTATGTAT 1257.7 3232.97 3716.89 3839.19 7660.16 6393.79
A 96 P15 Sense -0.123 Detected 0.123 Detected 0.000 0.908 Detected 1.452 Detected 1.180 0.059 A 96 P15 AW621356AW621356Rep: Chro              GTTTTTTAGTGGGGATTCAATTGGTTTAATTGACATAGCTTTTGGGTGGCTGGCTTTCTG 92.0632 102.747 126.128 124.277 194.582 282.898
A 96 P15 Sense -0.452 Detected 0.452 Detected 0.000 1.237 Detected 0.850 Detected 1.044 0.168 A 96 P15 AK320973 AK320973 Solanum        CTGAAGTACTTACATTGATAGGGCTGTTGGATTTCTTCTACGCAGAGAGCACATCAGGCA 66.4284 116.889 116.662 61.0852 221.563 168.84
A 96 P16 Sense -0.122 Detected 0.122 Detected 0.000 2.553 Detected 2.145 Detected 2.349 0.010 A 96 P16 AW650322AW650322Unknown ATGTTGGATCCGACTTCTAATTCAAGAGTCACTACTTCAAAGATCATCGATTCTTCATGG 18.1977 20.2872 20.4385 34.1169 120.216 90.3479
A 96 P16 Sense 0.325 Detected -0.325 Detected 0.000 1.881 Detected 1.068 Detected 1.475 0.105 A 96 P16 TA36834 TA36834 Rep: Wou             TGATCCAAAAAGGCCAAATGCTTGCACCTTTAATTGTGATCCAAATATTGCCTATTCAAG 36472 21881.2 36718.4 17300.8 110986 62973.3
A 96 P16 Sense -0.178 Detected 0.178 Detected 0.000 2.048 Detected 1.069 Detected 1.558 0.096 A 96 P16 LOX1.1 NM 00124Solanum     TCCAAATTTGCCATGGAAATGTCAGCTGTCGTTTACAAAGACTGGGTCTTCCCTGATCAA 293.583 353.691 139.396 140.942 1421.02 718.686
A 96 P16 Sense 0.606 Comprom -0.606 Comprom 0.000 3.658 Detected 2.701 Detected 3.179 0.054 A 96 P16 TA40055 TA40055 Unknown TATCCAGTTGGAGCAACATCTGTTTGCTGTGCAGTTTGCAATGCAGTAACAGCAGTACCA 6.00372 2.43862 32.9215 16.8833 51.5073 26.4507
A 96 P16 Sense 0.346 Detected -0.346 Comprom 0.000 3.411 Detected 2.624 Detected 3.018 0.029 A 96 P16 AW934340AW934340Unknown CAATGGGGAAGAATTGCAATGTGTATATCATGGTTGGTGTTTTAGTGGCTCTGGTGATTG 14.9779 8.72053 30.5747 26.4688 129.672 74.9061
A 96 P17 Sense 0.574 Detected -0.574 Detected 0.000 1.852 Detected 0.816 Detected 1.334 0.227 A 96 P17 Td M61914 L.esculen        AGTGGAGCTAATATGGATTTCAGCAAACTACACAAAGTTACAGAGTTAGCAGGGTTAGGT 20123.5 8549.45 9721.37 6580.97 50498.8 24544.1
A 96 P17 Sense 0.397 Detected -0.397 Comprom 0.000 0.835 Detected 2.341 Detected 1.588 0.203 A 96 P17 BE435310 BE435310 Rep: Catio             CTTGCCTTGTTTTCAACATGCTCCTTTGTTTGGATTGTCTAATACTTTGACTAGATTGTA 14.9913 8.1364 12.648 8.98582 21.0077 59.4776
A 96 P17 Sense 0.170 Detected -0.170 Detected 0.000 3.221 Detected 1.531 Detected 2.376 0.110 A 96 P17 systemin M84801 Lycopers       GCCAAATTATAGTACGAGAAGATCTTGCTGTTCAATCAAAACCTCCATCAAAGCGTGATC 1359.01 1009.72 2214.39 1784.42 11643.9 3599.84
A 96 P17 Sense -0.459 Detected 0.459 Detected 0.000 5.364 Detected 2.967 Detected 4.165 0.083 A 96 P17 AK224831 AK224831 Solanum        TTAAGTTTCAGAAAACATCACAACAGAAAATACTACTAGCAGGGAAGGTGAAAGAGGTGT 63.0507 112.115 815.117 352.431 3692.5 698.819
A 96 P17 Sense 0.162 Detected -0.162 Detected 0.000 1.249 Detected 2.209 Detected 1.729 0.076 A 96 P17 ADH2 NM 00124Solanum      TGTTGCTAAACCAACAAAAGGCTCAAGTGTGGCTATATTTGGACTAGGAGCTGTAGGCCT 29.7314 22.3523 28.3166 33.6996 65.3605 126.728
A 96 P17 Sense 0.285 Detected -0.285 Detected 0.000 1.873 Detected 1.174 Detected 1.523 0.078 A 96 P17 TA36834 TA36834 Unknown GTTCACAAGGAAAATCGTTAATTTATCCCACCGGATGTACCACATGTTGCACAGGGTACA 50783.2 32191.1 54608 27635.1 157969 96971.6
A 96 P18 Sense 0.184 Detected -0.184 Detected 0.000 1.051 Detected 1.344 Detected 1.198 0.036 A 96 P18 BF113925 BF113925 Unknown TTCTCGTTCTTGTAAGTGTTCGGACGTGTGGATTTGATTGAACCAAATAATTTTAGTTCA 191.766 139.812 238.283 347.085 361.808 442.002
A 96 P18 Sense 0.148 Comprom -0.148 Comprom 0.000 1.562 Detected 1.997 Detected 1.780 0.021 A 96 P18 BF113946 BF113946 Unknown GCAATAGGAAAGTACAATCATGGAACTGATCAATTCTTATGTTTGTGCCTTTCTTCTATG 9.30375 7.13067 28.314 30.2971 25.6491 34.5684
A 96 P18 Sense -0.080 Detected 0.080 Detected 0.000 1.396 Detected 1.139 Detected 1.268 0.014 A 96 P18 GO372470GO372470ctsb1n5 T             AAACTATACTCAGGCAGTTGACACATTTCTGGAGGAAATGATTGTGCGCAGAGAGCTTTC 70.3949 73.9798 114.197 91.4453 202.579 169.011
A 96 P18 Sense 0.020 Detected -0.020 Detected 0.000 1.787 Detected 1.520 Detected 1.653 0.007 A 96 P18 BG133640BG133640Unknown TAGGGATAGATGAGCATCGTCGATCATCAGATCTGTGCGGACTTAATAGATTCGTGGTGA 34.682 31.7285 32.7892 29.2368 122.055 101.162
A 96 P19 Sense 0.303 Comprom -0.303 Comprom 0.000 2.004 Detected 2.083 Detected 2.043 0.022 A 96 P19 BG135050BG135050Rep: Chro              GCTTCAAGTAGCTTTACTTTATCAGGTTGATAGGCTGGTTTTAATTGATGCAAGTGTTTA 5.05492 3.12613 12.1162 1.963 17.003 17.9031
A 96 P19 Sense 0.310 Detected -0.310 Detected 0.000 2.269 Detected 1.344 Detected 1.807 0.083 A 96 P19 TA36834 TA36834 Unknown TATGTTGATGCCAAGGCTTGTACTAGAGAATGTGGTAATCTTGGGTTCGGGATATGCCCA 13440.1 8231.25 12547.2 5993.96 54056.4 28395.3
A 96 P19 Sense 0.561 Detected -0.561 Detected 0.000 2.656 Detected 1.831 Detected 2.244 0.084 A 96 P19 TA36834 TA36834 Rep: Wou             GATGCCCACTTATATAATGACATGCTAATCAATTATAATGTGGGCATCAAAGTTGTGTGT 4120.14 1782.19 5131 2170.18 18216.2 10250.5
A 96 P19 Sense -0.186 Detected 0.186 Detected 0.000 1.093 Detected 1.028 Detected 1.060 0.030 A 96 P19 BG735008BG735008Unknown ATAACTCATAAGGAGGTGCATCAGAAGCCAAATTAGCTACCACGTGCGATGATGGCAACT 1150.74 1401.95 1158.99 1313.64 2888.87 2754.09
A 96 P19 Sense -0.329 Detected 0.329 Detected 0.000 1.559 Detected 1.911 Detected 1.735 0.043 A 96 P19 BI203257 BI203257 Unknown AGGCAATTTCATACACCACATGGGGTGCATGTTAGAACTCAAATTGATCACTTGTAAATT 218.423 324.159 456.406 435.28 836.007 1064.15
A 96 P20 Sense -0.955 Comprom 0.955 Comprom 0.000 3.813 Detected 2.720 Detected 3.267 0.097 A 96 P20 BI925055 BI925055 Unknown GAAGCCAACAGGCTACTTCAGCACTACAAATATATTGATATATGAAAAATGTTTGTTGCC 2.95459 10.4488 36.8887 14.0859 83.3032 38.9259
A 96 P20 Sense 0.805 Detected -0.805 Detected 0.000 2.484 Detected 1.569 Detected 2.026 0.160 A 96 P20 TA38240 TA38240 Rep: Wou              CCAGCTGATTTTAGATGTACTCGTGTTCGTCTTATTGACACATTTTTGGGTGTTGTTGTA 23793.7 7336.2 13836.7 4436.19 78799.3 41682.2
A 96 P20 Sense -0.067 Detected 0.067 Detected 0.000 1.261 Detected 0.861 Detected 1.061 0.037 A 96 P20 BI933909 BI933909 Unknown TCCTGTTTGAGTGAGGAAAAAGTGGTTTGCCTGTCTGTGGGCCTTTTTTATAATCCTTTT 587.408 606.797 1174.56 865.719 1526.18 1153.26
A 96 P21 Sense 0.022 Detected -0.022 Detected 0.000 1.805 Detected 0.974 Detected 1.389 0.079 A 96 P21 AK328068 AK328068 Solanum        ATAGAGCTCGCGATGGGATTAGAACAAAGCAGACACAAGTTCATATGGGTGTTAAGAGAA 23.8233 21.7314 35.4859 39.7831 84.7683 47.5172
A 96 P21 Sense -0.100 Comprom 0.100 Comprom 0.000 2.967 Detected 3.059 Detected 3.013 0.001 A 96 P21 TA36591 TA36591 Unknown GCGGTTAATCATCGTGAGATTTTCGATCAACGAAAGAAGAGAATTTAGTGAAGGAACTGT 2.05909 2.2251 7.72816 3.86125 17.8514 18.966
A 96 P21 Sense -0.344 Detected 0.344 Detected 0.000 1.675 Detected 1.637 Detected 1.656 0.041 A 96 P21 BP895170 BP895170 Unknown ACTCGTTGAATTTCGAAGATGACGCTCCGTTGACGAATTTCTCTTCTAGACTTCCTCCGT 170.115 257.725 526.977 289.97 712.822 692.253
A 96 P21 Sense 0.250 Detected -0.250 Detected 0.000 3.789 Detected 2.610 Detected 3.200 0.038 A 96 P21 BP902638 BP902638 Rep: Carb           TTATTCTTGCTCATGTAGACCAAAAATTGGCCATAATAATCTACAAACACTCTTTTCGGC 110.765 73.7176 1635.54 590.061 1332.07 586.56
A 96 P22 Sense 0.083 Detected -0.083 Detected 0.000 1.378 Detected 1.648 Detected 1.513 0.011 A 96 P22 BP907941 BP907941 Unknown CCGTTCCCCCACCAGAATGTAGGGCCGGAATTTGAAACTTCTCCTTAATTGTGTATACAT 162.052 135.844 221.248 173.988 411.192 494.484
A 96 P22 Sense -0.716 Detected 0.716 Detected 0.000 2.109 Detected 1.800 Detected 1.955 0.116 A 96 P22 AK321605 AK321605 Solanum        GAAAATGAAGCATGCTTCGGGAACATACAAAAGCTTGGTATTTTACCTTGAAGCTTGTGA 1181.87 2999.77 3878.4 3817.61 8663.35 6972.57
A 96 P22 Sense 0.201 Detected -0.201 Detected 0.000 1.141 Detected 1.120 Detected 1.130 0.030 A 96 P22 CD002301CD002301Unknown CTGTTAAGGGCAGTAATGTTGCAAATAACACCCATGTCTTGGTACTCGTTCCACGAGTAC 294.022 209.295 158.526 185.742 583.423 573.105
A 96 P22 Sense 0.220 Detected -0.220 Detected 0.000 3.576 Detected 2.427 Detected 3.001 0.039 A 96 P22 TA36105 TA36105 Unknown TATACTGCACTGGAAGCTCATGTAGAGACAGAGAGATCGTCAAGCAAACAAGAGGATTCC 233.753 162.179 3093.89 1087.76 2475.37 1113.42
A 96 P22 Sense -0.162 Detected 0.162 Detected 0.000 1.095 Detected 0.930 Detected 1.012 0.031 A 96 P22 AK319705 AK319705 Solanum        GAGATTACAATGAGAAGGTAGATATTTGGAGTGCTGGTGTGATTCTGTATATAATGTTGG 38.8557 45.7871 36.4009 39.7192 96.0508 85.4545
A 96 P22 Sense 0.441 Detected -0.441 Comprom 0.000 2.132 Detected 0.891 Detected 1.512 0.186 A 96 P22 AK320178 AK320178 Solanum        TGTTAGGTATGATGAAGAAACACGCGATGGGAGGAGATTTAATGAACTTTTAAAAGTGAC 15.1092 7.70894 22.3479 8.95398 50.4631 21.2848
A 96 P22 Sense -0.161 Detected 0.161 Detected 0.000 2.273 Detected 1.608 Detected 1.941 0.034 A 96 P22 DB684955DB684955Unknown CATCATCTATTTCTTTCAAAGTAATAATGCAGGAATCATGGCAACTCCCTTTATGCTCTC 71.2436 83.8251 150.626 98.1677 398.299 250.509
A 96 P23 Sense 0.007 Detected -0.007 Detected 0.000 2.285 Detected 1.265 Detected 1.775 0.074 A 96 P23 ca2 NM 00124Solanum      GTAGGAGCAGCCATTGAATACGCCGTTCTTCATCTTAAGGTGGAGAACATCGTTGTCATT 462.078 430.582 2725.44 1216.6 2318.03 1139.79
A 96 P24 Sense -0.535 Comprom 0.535 Comprom 0.000 1.762 Detected 1.486 Detected 1.624 0.099 A 96 P24 AK328068 AK328068 Solanum        AGGGATACCTGATGAAATGAGGGACTTTACAGCTATTCAGAGTCCACATATGGGTATTAG 3.84904 7.60639 12.0141 6.13345 19.5655 16.1129
A 96 P24 Sense -0.264 Comprom 0.264 Detected 0.000 2.818 Detected 2.052 Detected 2.435 0.035 A 96 P24 GO376239GO376239ctsd3j1 To             TTAACAGCTAACTTTAAAGCTGCTGAGCCAGTGCTAGAAACTTCTACAACTAAAGTTGTC 10.6323 14.421 53.2988 22.3535 93.1132 54.5784
A 96 P24 Sense 0.541 Detected -0.541 Detected 0.000 1.724 Detected 1.265 Detected 1.495 0.126 A 96 P24 TA37203 TA37203 Unknown TTTGTGGCAGAGTTTTTCTGGTTGTTAACTTTAAACGCATTGTTCGAGTTACTCCCTCTA 77651.3 34495.6 79041.8 37755 182352 132260
A 96 P25 Sense 0.071 Detected -0.071 Detected 0.000 1.514 Detected 1.439 Detected 1.476 0.003 A 96 P25 TC232099 TC232099 Rep: 13 k         GTCCTCATCTCTTTGCAGATCTGAGCCTCTAAATTGTTATCAACAACATTTGAATCTCTT 437.536 373.264 560.5 611.727 1230.53 1164.71
A 96 P25 Sense 0.323 Detected -0.323 Detected 0.000 2.152 Detected 1.192 Detected 1.672 0.102 A 96 P25 LOC54400NM 00124Solanum      TCGGACAATGAATTGCCATTTTCTGTTTACTTCAAGAAGGCTGATTAATCATCCTCCCTA 25153.1 15115.2 45481 22629.5 92405.3 47370.4
A 96 P25 Sense 0.037 Detected -0.037 Detected 0.000 4.793 Detected 2.450 Detected 3.621 0.091 A 96 P25 GO376239GO376239ctsd3j1 To             TTAAAGCTGCTGAGCCAGTGCTAGAAACTTCTACAACTAAAGTTGTCGTGTTATGTGTCA 16.0267 14.3302 82.6726 31.9214 447.991 88.0114
A 96 P25 Sense -0.041 Detected 0.041 Detected 0.000 1.284 Detected 1.026 Detected 1.155 0.013 A 96 P25 TC240164 TC240164 Rep: Chro              ACTTTGGGCAGAAGAAACGGCTATAGAAATCAAAGCCGGCTTCCTCTGTCATTTCTTCAG 18.089 18.0197 23.0525 24.949 46.8678 39.085
A 96 P26 Sense 1.136 Detected -1.136 Detected 0.000 3.966 Detected 2.376 Detected 3.171 0.150 A 96 P26 LOC54408NM 00124Solanum        GAAAGCCGGTAATTTAAATGCATACTATAGGGCGATGTTGTTGGAGACCGGAGGAAGCAT 3463.74 674.669 3910.91 2236.48 25469.6 8436.03
GT Sense Sense -0.280 Comprom 0.280 Detected 0.000 1.401 Detected 1.006 Detected 1.204 0.072 GT Sens AT1G178 AT1G178 putative a  GAGGGTTCTCTCTTTGTATAAATAGTCTCTGTGTT GO:00160 water channel activity|transmembrane transport|transport|transport|integral to membrane|membrane|me 9.80888 13.6002 16.9213 9.61608 32.5246 24.6687
GT Sense Sense 0.162 Detected -0.162 Comprom 0.000 1.343 Detected 1.568 Detected 1.455 0.018 GT Sens AT4G0090AT4G0090Ca2+-tran  TTTCAGGGAATGGTTTGTGGTTATTCTTGTTTCCT GO:00053 calcium-transporting ATPase activity|calcium ion transport|integral to membrane|membrane 12.6865 9.5398 12.3601 7.90688 29.7525 34.6801
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.564 Detected 0.994 Detected 1.279 0.053 GT Sens contig100 contig100 Unknown   AATCTAC contig100 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig100 Solyc06g Unknown Protein (A  SL2.40ch AT5G37860.1  copper-b     chr5:150  107.573 118.892 225.527 205.631 356.501 239.503
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 1.526 Detected 1.230 Detected 1.378 0.021 GT Sens contig100 contig100 Heat shoc                AATAATG contig100 Solyc05g Solyc05g Heat shock protein (AHRD V1 *             contig100 Solyc05g Heat shock protein (               SL2.40ch AT5G4993emb1441  emb1441            chr5:203  44.8163 34.6072 88.5015 77.8103 120.912 98.2301
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 1.158 Detected 0.875 Detected 1.017 0.023 GT Sens contig100 contig100 Unknown   CTGATAAcontig100 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig100 Solyc11g Unknown Protein (A  SL2.40ch AT1G49230.1  zinc finge        chr1:182  210.424 216.709 257.53 236.299 508.308 416.407
GT Sense Sense -0.359 Detected 0.359 Detected 0.000 2.046 Detected 1.851 Detected 1.948 0.035 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  13.6169 21.0786 71.34 56.3236 74.5916 64.9721
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 1.427 Detected 2.328 Detected 1.878 0.054 GT Sens contig100 contig100 Zinc-finge                GAGCCATcontig100 Solyc07g Solyc07g Zinc-finge                GO:00056 GO:00056 contig100 Solyc07g Zinc-finge                 GO:00056 SL2.40ch AT1G8073ZFP1, ATZ   ZFP1 (ZIN              chr1:303  46.3619 40.055 142.613 109.239 123.548 230.116
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 1.266 Detected 0.943 Detected 1.105 0.056 GT Sens contig100 contig100 Programm                     TTCTGCAcontig100 Solyc04g Solyc04g Programm                     GO:00057 GO:00057 contig100 Solyc04g Programm                      GO:00057 SL2.40ch AT1G69070.1  FUNCTIO                                                                 chr1:259  407.121 519.412 662.104 390.56 1179.64 939.97
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 1.229 Detected 0.971 Detected 1.100 0.013 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  179.166 169.37 339.274 181.624 435.422 363.13
GT Sense Sense 0.602 Detected -0.602 Detected 0.000 2.590 Detected 1.535 Detected 2.062 0.123 GT Sens contig101 contig101 Unknown   GAAAAGGcontig101 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig101 Solyc02g LRR recep    GO:00046 SL2.40ch AT5G5353VPS26A  VPS26A (      chr5:217  5381.5 2199.3 6566.97 2505.63 22081.8 10601.3
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.250 Detected 0.886 Detected 1.068 0.028 GT Sens contig101 contig101 RING fing       TGCTCTAcontig101 Solyc05g Solyc05g RING finger protein 126 (AHRD   contig101 Solyc05g RING finger protein     SL2.40ch AT2G34380.1  FUNCTIO                                                                 chr2:145  826.118 796.354 1212.6 845.871 2057.8 1593.8
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 1.377 Detected 0.982 Detected 1.180 0.027 GT Sens contig102 contig102 Cation ca                CTTATTC contig102 Solyc02g Solyc02g Cation ca                GO:00154 GO:00154   contig102 Solyc02g Cation ca                 GO:00154 SL2.40ch AT1G54110.1  cation ex     chr1:201  58.5785 56.3611 133.409 148.053 159.172 120.659
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 1.877 Detected 1.072 Detected 1.475 0.073 GT Sens contig102 contig102 Myb trans                 ATCTGAT contig102 Solyc07g Solyc07g Myb trans                 GO:00037 GO:00037       contig102 Solyc07g Myb trans                  GO:00037 SL2.40ch AT1G49010.1  myb fami     chr1:181  53.6042 60.1926 122.422 112.071 222.559 126.97
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 1.851 Detected 0.894 Detected 1.372 0.103 GT Sens contig102 contig102 Multidrug                 TGTTGCTcontig102 Solyc12g Solyc12g Multidrug                 GO:00168 GO:00168  contig102 Solyc12g Multidrug                  GO:00171 SL2.40ch AT3G2125ATMRP6,   ATMRP6          chr3:745  137.938 125.56 419.429 173.113 506.177 259.93
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 1.689 Detected 1.677 Detected 1.683 0.028 GT Sens contig102 contig102 Unknown   TTACTCGcontig102 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig102 Solyc07g Unknown Protein (A  SL2.40ch AT5G14890.1  NHL repe    chr5:481  171.456 240.025 536.34 301.957 697.514 689.515
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 1.212 Detected 0.808 Detected 1.010 0.038 GT Sens contig103 contig103 Jp18 (AHR    TCAGATT contig103 Solyc03g Solyc03g Jp18 (AHRD V1 ***- Q8H6R4 POcontig103 Solyc03g Jp18 (AHRD V1 ***- QSL2.40ch AT1G15760.1  FUNCTIO                                                                  chr1:542  347.782 325 436.965 407.836 830.697 625.745
GT Sense Sense -0.324 Detected 0.324 Detected 0.000 1.431 Detected 1.157 Detected 1.294 0.067 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  2741.65 4041.54 6899.67 5233.5 9569.39 7892.83
GT Sense Sense -0.262 Detected 0.262 Detected 0.000 1.668 Detected 1.444 Detected 1.556 0.032 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  801.479 1084.71 1011.46 1214.92 3159.27 2697.59
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 1.498 Detected 0.935 Detected 1.216 0.061 GT Sens contig103 contig103 Unknown   ACAAAGCcontig103 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig103 Solyc01g Unknown Protein (A  SL2.40ch AT3G05900.1  neurofila    chr3:176  1285.32 1467.34 3091.51 1399.31 4136.47 2790.77
GT Sense Sense 0.598 Detected -0.598 Comprom 0.000 1.565 Detected 1.335 Detected 1.450 0.140 GT Sens contig103 contig103 PAP fibril               CCAGTAGcontig103 Solyc01g Solyc01g PAP fibril               GO:00095 GO:00095 contig103 Solyc01g PAP fibril                GO:00095 SL2.40ch AT1G51110.1  plastid-lip          chr1:189  13.7988 5.66792 28.0326 15.5867 27.8982 23.7176
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.239 Detected 0.936 Detected 1.087 0.019 GT Sens contig103 contig103 Unknown   CACTAGAcontig103 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig103 Solyc07g Unknown Protein (A  SL2.40ch AT5G56850.1  unknown   chr5:229  75.6548 70.8302 175.821 82.1593 184.202 148.941
GT Sense Sense 0.443 Detected -0.443 Detected 0.000 2.044 Detected 2.259 Detected 2.152 0.042 GT Sens contig103 contig103 Unknown   TATTAAT contig103 Solyc04g Solyc04g Unknown Protein (AHRD V1);O contig103 Solyc04g025920.2.1 AT3G5600ATCSLA1    ATCSLA1         chr3:207  28.0417 14.283 36.6622 24.8332 88.0311 101.872
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 1.245 Detected 0.906 Detected 1.076 0.035 GT Sens contig104 contig104 Uncharac                 TCGATTCcontig104 Solyc07g Solyc07g Uncharac                 GO:00200 GO:00200   contig104 Solyc07g Uncharac                  GO:00055 SL2.40ch AT5G50330.2  LOCATE                                                                     chr5:204  617.856 687.044 923.799 534.143 1647.27 1297.84
GT Sense Sense -0.064 Comprom 0.064 Comprom 0.000 2.275 Detected 1.973 Detected 2.124 0.006 GT Sens contig104 contig104 Receptor-               TTTGAGGcontig104 Solyc02g Solyc02g Receptor-               GO:00191 GO:00191         contig104 Solyc02g Receptor-                GO:00191 SL2.40ch AT3G2163CERK1, L    CERK1 (C               chr3:761  2.6743 2.74856 3.66667 2.86594 13.9885 11.3149
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 2.026 Detected 1.261 Detected 1.643 0.060 GT Sens contig104 contig104 Unknown   GAGAAGGcontig104 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig104 Solyc05g Unknown Protein (A  SL2.40ch AT5G13940.1  aminope   chr5:449  30.0657 21.9769 67.7024 23.5495 111.633 65.4952
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 1.640 Detected 1.433 Detected 1.537 0.005 GT Sens contig104 contig104 Unknown   CCTCTACcontig104 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig104 Solyc05g Unknown Protein (A  SL2.40ch AT2G0159CRR3  CRR3 (CH     chr2:266  167.89 149.424 395.27 206.702 526.48 454.778
GT Sense Sense -0.247 Comprom 0.247 Detected 0.000 1.404 Detected 1.089 Detected 1.247 0.051 GT Sens contig104 contig104 Unknown   TGGACCCcontig104 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig104 Solyc04g Unknown Protein (A  SL2.40ch AT2G47480.1  unknown   chr2:194  9.70235 12.8534 33.6009 10.4218 31.5223 25.2582
GT Sense Sense 0.000 Comprom 0.000 Comprom 0.000 2.033 Detected 1.883 Detected 1.958 0.001 GT Sens contig104 contig104 Unknown   ATCTTAA contig104 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig104 Solyc08g Unknown Protein (A  SL2.40ch AT1G0336ATRRP4  ATRRP4            chr1:824  6.25997 5.88617 10.1431 5.64532 26.4932 23.7991
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 0.945 Detected 1.116 Detected 1.031 0.091 GT Sens contig105 contig105 NAD(P)H-q         CTTAATT contig105 Solyc02g Solyc02g NAD(P)H-quinone oxidoreducta        contig105 Solyc02g NAD(P)H-quinone ox        SL2.40ch ATCG010 NDHI  Encodes         chrC:119  59.5203 35.8087 91.5066 70.0814 94.811 106.392
GT Sense Sense 0.290 Comprom -0.290 Comprom 0.000 1.451 Detected 1.859 Detected 1.655 0.043 GT Sens contig105 contig105 MADS-bo                 TCATTTT contig105 Solyc10g Solyc10g MADS-bo                 GO:00056 GO:00056  contig105 Solyc10g050900.1.1 AT2G44745.1  WRKY fam     chr2:184  6.04008 3.80454 13.0608 13.6496 13.9755 18.4898
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 1.545 Detected 0.957 Detected 1.251 0.069 GT Sens contig105 contig105 Kinase in              TCCAAAGcontig105 Solyc09g Solyc09g Kinase interacting family prote             contig105 Solyc09g Kinase interacting fa              SL2.40ch AT3G22790.1  kinase in     chr3:805  13.3782 16.2325 18.3155 19.2333 45.8436 30.4113
GT Sense Sense 0.207 Comprom -0.207 Comprom 0.000 2.174 Detected 2.171 Detected 2.172 0.009 GT Sens contig105 contig105 Long-cha        ATTTATT contig105 Solyc03g Solyc03g Long-chain acyl-CoA syntheta      contig105 Solyc03g Long-chain acyl-CoA      SL2.40ch AT3G29250.2  oxidored   chr3:111  3.17134 2.23989 2.97639 2.185 12.8235 12.7578
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 1.696 Detected 1.103 Detected 1.399 0.059 GT Sens contig106 contig106 1-aminocy                TTCCAGCcontig106 Solyc02g Solyc02g 1-aminocy                GO:00164 GO:00164    contig106 Solyc02g 1-aminocy                 GO:00454 SL2.40ch AT1G6238ACO2, AT   ACO2 (AC       chr1:230  8893.49 10964.5 19739.8 18750.6 34128.8 22544.6
GT Sense Sense -0.761 Detected 0.761 Detected 0.000 1.560 Detected 0.820 Detected 1.190 0.295 GT Sens contig106 contig106 Fasciclin-                TCGAATCcontig106 Solyc06g Solyc06g Fasciclin-                GO:00047 GO:00047  contig106 Solyc06g Fasciclin-                 GO:00047 SL2.40ch AT3G28770.1  unknown   chr3:107  80.6404 218.041 228.221 128.386 417.068 248.945
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 1.033 Detected 1.663 Detected 1.348 0.051 GT Sens contig106 contig106 Beta-gluc               GTAAGGTcontig106 Solyc07g Solyc07g Beta-gluc               GO:00059 GO:00059      contig106 Solyc07g Beta-gluc                GO:00171 SL2.40ch AT5G5457BGLU41  BGLU41             chr5:221  4162.45 3927.28 8867.33 11959.8 8821.34 13612.5
GT Sense Sense -0.638 Comprom 0.638 Comprom 0.000 2.466 Detected 2.397 Detected 2.432 0.063 GT Sens contig106 contig106 Aspartyl p               AGCTCGTcontig106 Solyc10g Solyc10g Aspartyl p               GO:00065 GO:00065 contig106 Solyc11g Aluminum-activated                  SL2.40ch AT3G44050.1  kinesin m    chr3:158  2.36436 5.38982 9.27942 4.96545 21.0379 19.9941
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 1.127 Detected 0.922 Detected 1.025 0.012 GT Sens contig106 contig106 ATP-depe                  GAGGCC contig106 Solyc10g Solyc10g ATP-depe                  GO:00065 GO:00065 contig106 Solyc10g ATP-depe                   GO:00065 SL2.40ch AT1G4997CLPR1, N    CLPR1; s    chr1:185  2032.26 2040.48 3060.91 2319.6 4742.31 4103.64
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 1.904 Detected 1.101 Detected 1.503 0.084 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  310.731 403.657 701.303 372.891 1413.66 807.869
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 1.443 Detected 0.973 Detected 1.208 0.044 GT Sens contig106 contig106 Phycoery                GAGTACAcontig106 Solyc01g Solyc01g Phycoery                GO:00506 GO:00506    contig106 Solyc01g Phycoery                 GO:00506 SL2.40ch AT3G0915HY2, GUN   HY2 (ELO       chr3:280  74.5116 59.9049 144.007 70.9519 193.692 139.424
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 2.821 Detected 1.708 Detected 2.264 0.060 GT Sens contig106 contig106 Cation dif                GCACATAcontig106 Solyc10g Solyc10g Cation dif                GO:00160 GO:00160 contig106 Solyc10g Cation dif                 GO:00160 SL2.40ch AT1G79520.1  cation eff     chr1:299  49.1078 57.5744 234.216 115.294 400.602 184.676
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 2.925 Detected 2.909 Detected 2.917 0.015 GT Sens contig107 contig107 Plant vira                  TCTTGTGcontig107 Solyc10g Solyc10g Plant vira                  GO:00068 GO:00068 contig107 Solyc10g Plant vira                   GO:00068 SL2.40ch AT1G49470.1  unknown   chr1:183  128.251 197.461 742.618 585.953 1288.66 1271.08
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 2.275 Detected 1.378 Detected 1.826 0.068 GT Sens contig107 contig107 High affin                 TGCTTGAcontig107 Solyc09g Solyc09g High affin                 GO:00153 GO:00153      contig107 Solyc09g High affin                  GO:00153 SL2.40ch AT4G0270SULTR3;2  SULTR3;         chr4:118  1112.25 1424.62 2293.8 974.727 6495.67 3478.21
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 2.303 Detected 1.668 Detected 1.986 0.042 GT Sens contig108 contig108 MtN3-like               ATTGTGAcontig108 Solyc03g Solyc03g MtN3-like               GO:00160 GO:00160   contig108 Solyc03g MtN3-like                GO:00160 SL2.40ch AT5G2366MTN3  MTN3 (Ar        chr5:797  478.026 308.619 1646.35 938.385 2021.16 1297.75
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 1.826 Detected 1.423 Detected 1.625 0.021 GT Sens contig109 contig109 Coenzym                     AAACGTAcontig109 Solyc09g Solyc09g Coenzym                     GO:00504 GO:00504    contig109 Solyc09g Coenzym                      GO:00504 SL2.40ch AT1G04620.1  coenzym           chr1:128  90.7936 102.093 177.281 95.9589 363.919 274.556
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 2.257 Detected 1.692 Detected 1.974 0.032 GT Sens contig109 contig109 UPF0497                   GAGTTGAcontig109 Solyc06g Solyc06g UPF0497 membrane protein 17                 contig109 Solyc06g UPF0497 membrane                   SL2.40ch AT3G19020.1  leucine-r          chr3:655  439.35 300.549 762.409 726.367 1851.99 1247.99
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.472 Detected 1.313 Detected 1.393 0.009 GT Sens contig109 contig109 Carbonyl              TACAATT contig109 Solyc01g Solyc01g Carbonyl              GO:00040 GO:00040     contig109 Solyc01g Carbonyl               GO:00040 SL2.40ch AT3G61220.1  short-cha       chr3:226  1055.71 853.295 2429.42 673.543 2808.32 2507.79
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 1.104 Detected 0.907 Detected 1.006 0.056 GT Sens contig109 contig109 Unknown              TCTTCCT contig109 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3             contig109 Solyc04g Unknown Protein (A              SL2.40ch AT5G10150.1  unknown   chr5:318  100.223 68.701 165.92 118.563 190.244 165.484
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 1.493 Detected 1.126 Detected 1.310 0.035 GT Sens contig109 contig109 Transduc             TTGGATAcontig109 Solyc02g Solyc02g Transduc             GO:00054 GO:00054 contig109 Solyc02g Transduc              GO:00054 SL2.40ch AT4G30330.1  small nuc              chr4:148  2300.18 2738.64 5948.62 3551.5 7533.49 5824.63
GT Sense Sense -0.793 Comprom 0.793 Detected 0.000 3.732 Detected 1.464 Detected 2.598 0.201 GT Sens contig109 contig109 Receptor-                TAGATACcontig109 Solyc03g Solyc03g Receptor-                GO:00047 GO:00047        contig109 Solyc03g Receptor   GO:00047 SL2.40ch AT5G58150.1  leucine-r        chr5:235  4.4148 12.4774 35.0001 22.7538 105.163 21.7714
GT Sense Sense -0.452 Detected 0.452 Detected 0.000 1.735 Detected 1.023 Detected 1.379 0.139 GT Sens contig110 contig110 Short inte                   TATTCAA contig110 Solyc04g Solyc04g Short internode related sequen                  contig110 Solyc04g Short internode rela                   SL2.40ch AT1G7552SRS5  SRS5 (SH     chr1:283  49.2572 86.6921 45.1927 38.5317 231.994 141.186
GT Sense Sense -0.199 Comprom 0.199 Comprom 0.000 1.543 Detected 1.132 Detected 1.338 0.043 GT Sens contig110 contig110 Late emb                  CAAAAAGcontig110 Solyc09g Solyc09g Late embryogenesis abundant                 contig110 Solyc09g Late embryogenesis                  SL2.40ch AT2G4017ATEM6, G   GEA6 (LA      chr2:167  7.77551 9.64508 21.8545 19.0125 26.915 20.1797
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 1.269 Detected 0.928 Detected 1.099 0.032 GT Sens contig110 contig110 F-box/kelc                AGCTGAGcontig110 Solyc01g Solyc01g F-box/kelch-repeat protein At1               contig110 Solyc01g F-box/kelch-repeat p                SL2.40ch AT5G4952WRKY48,   WRKY48;    chr5:200  50.282 40.7457 76.5493 57.5118 116.322 91.5699
GT Sense Sense 0.585 Detected -0.585 Comprom 0.000 0.891 Detected 1.958 Detected 1.425 0.214 GT Sens contig110 contig110 Unknown   TTTTCAT contig110 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig110 Solyc04g071370.1.1 AT3G62120.2  tRNA syn            chr3:230  13.228 5.52978 15.4684 28.4191 16.9193 35.3278
GT Sense Sense 0.313 Comprom -0.313 Comprom 0.000 3.933 Detected 2.357 Detected 3.145 0.066 GT Sens contig110 contig110 Glutaredo              GCAGTGCcontig110 Solyc05g Solyc05g Glutaredo              GO:00454 GO:00454      contig110 Solyc05g Glutaredo               GO:00087 SL2.40ch AT4G15690.1 3.6314 2.21439 13.2349 10.4067 46.1901 15.4461
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 1.859 Detected 0.906 Detected 1.383 0.124 GT Sens contig110 contig110 Interferon                  CTATGGCcontig110 Solyc04g Solyc04g Interferon                  GO:00055 GO:00055  contig110 Solyc04g Interferon                   GO:00055 SL2.40ch AT1G60500.1  dynamin    chr1:222  307.318 410.217 542.721 373.648 1373.33 707.518
GT Sense Sense -0.815 Detected 0.815 Detected 0.000 1.999 Detected 0.831 Detected 1.415 0.294 GT Sens contig111 contig111 Unknown   TTGCTAT contig111 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig111 Solyc08g Unknown Protein (A  SL2.40ch AT5G21910.1  unknown   chr5:724  17.9766 52.366 45.8835 25.5438 130.814 58.0196
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 2.297 Detected 1.084 Detected 1.691 0.109 GT Sens contig111 contig111 Unknown   CACAGGGcontig111 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig111 Solyc02g Unknown Protein (A  SL2.40ch AT1G7578TUB1  TUB1; GT        chr1:284  29.4359 29.0807 61.1195 36.2768 153.356 65.936
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 1.234 Detected 0.842 Detected 1.038 0.053 GT Sens contig112 contig112 Dynamin-              TGTCGAGcontig112 Solyc08g Solyc08g Dynamin-              GO:00055 GO:00055   contig112 Solyc08g Dynamin-               GO:00039 SL2.40ch AT4G3365ADL2, DR   DRP3A (D           chr4:161  835.038 971.148 1190.87 872.265 2258.07 1716.6
GT Sense Sense 0.995 Detected -0.995 Comprom 0.000 4.040 Detected 2.771 Detected 3.406 0.102 GT Sens contig112 contig112 Genomic                      CAACAAAcontig112 Solyc07g Solyc07g Genomic DNA chromosome 5                    contig112 Solyc07g Genomic DNA chrom                      SL2.40ch AT5G57770.1  FUNCTIO                                                                 chr5:234  10.8915 2.57817 5.8723 6.57422 92.9459 38.4637
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 2.373 Detected 2.178 Detected 2.275 0.005 GT Sens contig112 contig112 EPF-type                  TCCACGAcontig112 Solyc09g Solyc09g EPF-type                  GO:00037 GO:00037      contig112 Solyc08g UDP-gluc               GO:00039 SL2.40ch AT5G1862CHR17  CHR17 (C                             chr5:619  116.589 130.06 218.873 150.462 680.015 592.323
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 2.401 Detected 1.916 Detected 2.158 0.013 GT Sens contig112 contig112 Gibberelli                 GCCATGCcontig112 Solyc07g Solyc07g Gibberelli                 GO:00551 GO:00551    contig112 Solyc07g Gibberelli                  GO:00040 SL2.40ch AT1G7844ATGA2OX   ATGA2OX        chr1:295  329.38 326.019 973.492 773.679 1845.42 1314.85
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 1.594 Detected 0.810 Detected 1.202 0.094 GT Sens contig112 contig112 Microtubu              GTTCATAcontig112 Solyc03g Solyc03g Microtubu              GO:00080 GO:00080  contig112 Solyc03g Microtubu               GO:00080 SL2.40ch AT5G5160PLE, ATM    PLE (PLE     chr5:209  16.3002 14.1254 15.3542 18.6788 48.8328 28.2809
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 2.026 Detected 1.097 Detected 1.562 0.093 GT Sens contig112 contig112 Unknown   GTGAAGAcontig112 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig112 Solyc04g Unknown Protein (A  SL2.40ch AT5G67520.1  adenylyls     chr5:269  17.374 21.9808 52.852 31.8344 84.9013 44.4467
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 1.214 Detected 1.119 Detected 1.167 0.067 GT Sens contig112 contig112 Pyruvate               TCCTATAcontig112 Solyc01g Solyc01g Pyruvate               GO:00502 GO:00502    contig112 Solyc01g Pyruvate                GO:00502 SL2.40ch AT4G1553PPDK  PPDK (py         chr4:886  15054.8 21953.2 27574.5 26792.8 44978.2 41993
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 1.880 Detected 1.598 Detected 1.739 0.009 GT Sens contig112 contig112 Chloroph                    ATGGAAGcontig112 Solyc12g Solyc12g Chloroph                    GO:00160 GO:00160 contig112 Solyc12g Chloroph                     GO:00160 SL2.40ch AT1G6152LHCA3  LHCA3; c    chr1:227  129.828 138.985 426.963 176.319 527.287 432.288
GT Sense Sense -0.231 Comprom 0.231 Comprom 0.000 3.629 Detected 2.614 Detected 3.121 0.030 GT Sens contig112 contig112 F-box fam              TGTTCAT contig112 Solyc11g Solyc11g F-box family protein (AHRD V1           contig112 Solyc01g Os06g020                    GO:00311 SL2.40ch AT4G35420.1 2.17603 2.82077 5.46147 9.72953 32.6764 16.1229
GT Sense Sense 0.301 Detected -0.301 Detected 0.000 1.423 Detected 1.013 Detected 1.218 0.079 GT Sens contig112 contig112 ATP-bind                GAATGGAcontig112 Solyc05g Solyc05g ATP-bind                GO:00171 GO:00171         contig112 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT1G1552PDR12, AT   PDR12 (P             chr1:533  43.1556 26.7623 14.3413 42.4768 97.203 72.9406
GT Sense Sense 0.260 Detected -0.260 Detected 0.000 2.024 Detected 1.742 Detected 1.883 0.024 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  60.2948 39.5678 73.9335 59.011 211.841 173.691
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 1.638 Detected 1.363 Detected 1.500 0.042 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  222.016 310.803 707.709 387.336 872.02 718.135
GT Sense Sense -0.608 Comprom 0.608 Comprom 0.000 1.208 Detected 1.477 Detected 1.342 0.164 GT Sens contig113 contig113 Pentatrico               TTGCATT contig113 Solyc03g Solyc03g Pentatrico               GO:00045 GO:00045  contig113 Solyc03g Pentatrico                GO:00045 SL2.40ch AT4G33170.1  pentatric      chr4:159  3.89666 8.51396 6.57213 4.33402 14.1882 17.0473
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.839 Detected 1.060 Detected 1.450 0.068 GT Sens contig114 contig114 Zinc finge                 CTTCGTCcontig114 Solyc07g Solyc07g Zinc finge                 GO:00056 GO:00056 contig114 Solyc07g Zinc finge                  GO:00056 SL2.40ch AT3G298 COBL2  COBL2 (C      chr3:117  628.916 663.936 1228.11 1167.79 2465.86 1432.22
GT Sense Sense -0.375 Comprom 0.375 Comprom 0.000 0.944 Detected 1.356 Detected 1.150 0.115 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  5.54239 8.76539 13.2652 4.07395 14.2958 18.9651
GT Sense Sense 0.652 Comprom -0.652 Comprom 0.000 1.829 Detected 1.914 Detected 1.872 0.103 GT Sens contig115 contig115 Ethylene-        TGTGGG contig115 Solyc05g Solyc05g Ethylene-responsive transcrip       contig115 Solyc05g Ethylene-responsive       SL2.40ch AT2G24170.1  endomem      chr2:102  6.11965 2.33211 11.356 5.06903 14.3154 15.1413
GT Sense Sense 0.044 Comprom -0.044 Comprom 0.000 1.217 Detected 1.198 Detected 1.207 0.001 GT Sens contig115 contig115 Unknown   GCTGCTAcontig115 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig115 Solyc03g Unknown Protein (A  SL2.40ch AT1G2554PFT1  PFT1 (PH         chr1:896  5.23811 4.6349 24.378 19.9891 12.213 12.0199
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 1.603 Detected 1.519 Detected 1.561 0.016 GT Sens contig115 contig115 Cellulose             CAGGCATcontig115 Solyc11g Solyc11g Cellulose             GO:00160 GO:00160 contig115 Solyc11g Cellulose              GO:00160 SL2.40ch #N/A #N/A #N/A #N/A 178.458 127.96 168.164 224.737 489.454 460.5
GT Sense Sense -0.413 Comprom 0.413 Detected 0.000 1.393 Detected 1.282 Detected 1.337 0.085 GT Sens contig115 contig115 Oligopept                 ATGACTAcontig115 Solyc01g Solyc01g Oligopept                 GO:00550 GO:00550  contig115 Solyc11g Histone-binding pro               SL2.40ch AT4G1077ATOPT7,   OPT7 (OL       chr4:662  8.00685 13.3539 15.626 10.3811 28.9539 26.7322
GT Sense Sense -0.624 Comprom 0.624 Comprom 0.000 0.977 Detected 1.424 Detected 1.201 0.212 GT Sens contig115 contig115 Gag-Pol p     TAAAGAAcontig115 Solyc07g Solyc07g Gag-Pol polyprotein (AHRD V1  contig115 Solyc10g cytochrom  GO:00198 SL2.40ch AT5G40450.2  unknown   chr5:161  3.23142 7.21706 9.44732 5.51178 10.137 13.7799
GT Sense Sense -0.793 Detected 0.793 Detected 0.000 2.851 Detected 1.905 Detected 2.378 0.123 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  43.2244 122.049 226.613 103.909 558.995 289.292
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 2.335 Detected 1.578 Detected 1.956 0.037 GT Sens contig115 contig115 Conserve                  CAGCAGGcontig115 Solyc03g Solyc03g Conserved domain protein (AH                contig115 Solyc03g Conserved domain                 SL2.40ch AT2G41120.1  unknown   chr2:171  11.4734 12.2689 67.8562 27.467 63.8199 37.6587
GT Sense Sense -0.209 Detected 0.209 Detected 0.000 1.093 Detected 1.006 Detected 1.050 0.039 GT Sens contig116 contig116 photosys                 AGTGAAAcontig116 Solyc07g Solyc07g photosys                 GO:00426 GO:00426  contig116 Solyc07g photosys                  GO:00426 SL2.40ch AT1G7904PSBR  PSBR (ph      chr1:297  37258 46811.7 62432.2 47105.7 94987.5 89193.6
GT Sense Sense 0.252 Comprom -0.252 Comprom 0.000 1.124 Detected 1.438 Detected 1.281 0.050 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  6.45524 4.2832 16.4463 13.3455 12.2252 15.1458
GT Sense Sense 0.462 Detected -0.462 Comprom 0.000 0.944 Detected 1.845 Detected 1.394 0.163 GT Sens contig116 contig116 BEL1-like              ATTATTT contig116 Solyc04g Solyc04g BEL1-like              GO:00063 GO:00063    contig116 Solyc04g BEL1-like               GO:00056 SL2.40ch AT4G3687BLH2, SA   BLH2 (BE          chr4:173  14.1607 7.0232 10.7052 11.0783 20.4539 38.0934
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 1.955 Detected 1.233 Detected 1.594 0.055 GT Sens contig116 contig116 Transcrip                ATATACA contig116 Solyc04g Solyc04g Transcrip                GO:00037 GO:00037      contig116 Solyc04g Transcrip                 GO:00037 SL2.40ch AT1G75710.1  zinc finge       chr1:284  179.011 207.399 551.433 306.626 796.782 481.572
GT Sense Sense -0.391 Detected 0.391 Detected 0.000 1.432 Detected 2.536 Detected 1.984 0.099 GT Sens contig117 contig117 Unknown   AACCTTT contig117 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig117 Solyc03g Unknown Protein (A  SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  80.5765 130.39 155.566 142.621 294.925 632.035
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.689 Detected 1.074 Detected 1.381 0.046 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  339.985 323.266 561.75 343.884 1139.52 742.018
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.166 Detected 1.041 Detected 1.104 0.037 GT Sens contig117 contig117 Late elong            TTTAAGCcontig117 Solyc10g Solyc10g Late elongated hypocotyl and         contig117 Solyc10g Late elong      GO:00055 SL2.40ch AT2G4683CCA1  CCA1 (CI               chr2:192  13137.9 16502.7 18427.6 17351.4 35240.5 32206.6
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 1.101 Detected 0.980 Detected 1.040 0.007 GT Sens contig117 contig117 Mitochon                        ATTGTTT contig117 Solyc03g Solyc03g Mitochon                        GO:00154 GO:00154          contig117 Solyc03g Mitochon                         GO:00154 SL2.40ch AT5G61940.1  ubiquitin    chr5:248  388.085 400.778 661.831 655.996 901.943 826.791
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 1.057 Detected 1.135 Detected 1.096 0.011 GT Sens contig117 contig117 Copper c               GGCATATcontig117 Solyc01g Solyc01g Copper c               GO:00300 GO:00300   contig117 Solyc01g Copper c                GO:00300 SL2.40ch AT5G27690.1  heavy-me     chr5:980  1326.75 1446.74 3226.26 2698.28 3073.25 3234.11
GT Sense Sense 0.644 Detected -0.644 Detected 0.000 3.185 Detected 2.310 Detected 2.748 0.072 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  35.2475 13.5768 70.915 41.9656 212.103 115.37
GT Sense Sense -0.130 Comprom 0.130 Comprom 0.000 1.323 Detected 1.561 Detected 1.442 0.015 GT Sens contig117 contig117 Unknown   AATGAGAcontig117 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig117 Solyc07g Unknown Protein (A  SL2.40ch AT4G330 AtGLDP1  AtGLDP1               chr4:159  6.22021 7.01054 12.1787 11.4695 17.6216 20.7131
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 2.597 Detected 0.872 Detected 1.735 0.185 GT Sens contig117 contig117 Sodium/c                TAATAGT contig117 Solyc03g Solyc03g Sodium/c                GO:00055 GO:00055   contig117 Solyc03g Sodium/c                 GO:00055 SL2.40ch AT5G27440.1  unknown   chr5:968  15.422 17.2224 31.0784 19.5437 105.178 31.7086
GT Sense Sense -0.457 Detected 0.457 Detected 0.000 2.556 Detected 1.976 Detected 2.266 0.053 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  618.725 1096.62 1578.45 1203.9 5166.54 3445.05
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 1.553 Detected 1.703 Detected 1.628 0.007 GT Sens contig118 contig118 HAT famil                 TGTGTGCcontig118 Solyc08g Solyc08g HAT famil                 GO:00469 GO:00469   contig118 Solyc08g HAT famil                  GO:00469 SL2.40ch ATCG007 RPOA  RNA poly     chrC:779  222.959 178.557 205.867 223.581 624.431 690.728
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 1.708 Detected 1.075 Detected 1.392 0.054 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  122.774 98.4771 377.572 142.128 383.21 246.21
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 1.218 Detected 0.868 Detected 1.043 0.047 GT Sens contig119 contig119 Auxin-ind                 TACTATT contig119 Solyc10g Solyc10g Auxin-induced SAUR-like prote                contig119 Solyc10g Auxin-induced SAUR                 SL2.40ch AT2G21220.1  auxin-res     chr2:908  38.3697 44.7651 89.9106 73.9142 102.822 80.4298
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 1.194 Detected 1.017 Detected 1.105 0.008 GT Sens contig119 contig119 Inactivate           AAATCTGcontig119 Solyc03g Solyc03g Inactivated Zn-dependent hydr         contig119 Solyc03g Inactivated Zn-depe          SL2.40ch AT1G29700.1  unknown   chr1:103  924.152 816.103 1821.54 1007.44 2118.43 1868.37
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 1.277 Detected 1.350 Detected 1.314 0.040 GT Sens contig119 contig119 E3 ubiqui                 AGTATACcontig119 Solyc10g Solyc10g E3 ubiqui                 GO:00056 GO:00056 contig119 Solyc10g E3 ubiqui                  GO:00165 SL2.40ch AT2G41980.1  seven in      chr2:175  54.0436 73.7571 103.315 121.689 163.187 171.136
GT Sense Sense -0.673 Detected 0.673 Detected 0.000 2.102 Detected 1.301 Detected 1.701 0.162 GT Sens contig119 contig119 Unknown   GACTGGAcontig119 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig119 Solyc04g Unknown Protein (A  SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  14.528 34.7439 31.641 11.8239 102.851 58.8443
GT Sense Sense -0.279 Comprom 0.279 Comprom 0.000 2.033 Detected 2.802 Detected 2.417 0.037 GT Sens contig119 contig119 Unknown   GGCATGAcontig119 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig119 Solyc06g Unknown Protein (A  SL2.40ch AT5G22760.1  PHD finge     chr5:757  3.00427 4.16271 6.26055 5.52273 15.4335 26.2167
GT Sense Sense 0.672 Detected -0.672 Comprom 0.000 1.439 Detected 1.643 Detected 1.541 0.151 GT Sens contig119 contig119 Mutator-li                GGTTTATcontig119 Solyc08g Solyc08g Mutator-li                GO:00082 GO:00082   contig119 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT4G3749CYC1, CY    CYCB1;1        chr4:176  13.4686 4.99401 20.9464 35.0163 23.7146 27.2241
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 1.824 Detected 0.884 Detected 1.354 0.103 GT Sens contig119 contig119 Cinnamoy              TCGGATGcontig119 Solyc06g Solyc06g Cinnamoy              GO:00166 GO:00166    contig119 Solyc06g Cinnamoy               GO:00166 SL2.40ch AT1G1595CCR1, IRX    CCR1 (CI        chr1:547  154.79 152.664 296.702 130.386 580.221 301.576
GT Sense Sense -0.522 Comprom 0.522 Comprom 0.000 1.562 Detected 5.185 Detected 3.374 0.215 GT Sens contig121 contig121 Flavoprot              TAGCAAGcontig121 Solyc03g Solyc03g Flavoprot              GO:00101 GO:00101    contig121 Solyc03g Flavoprot               GO:00101 SL2.40ch AT4G36750.1  quinone     chr4:173  2.16586 4.20235 1.7707 2.31215 9.50095 116.699
GT Sense Sense 0.587 Detected -0.587 Detected 0.000 2.665 Detected 1.627 Detected 2.146 0.111 GT Sens contig121 contig121 Unknown   ATTGAAGcontig121 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig121 Solyc12g Unknown Protein (A  SL2.40ch AT4G1960CYCT1;4  CYCT1;4      chr4:106  31.886 13.3055 69.9413 87.7722 139.265 67.6363
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 2.219 Detected 2.254 Detected 2.236 0.005 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  84.4635 63.3824 73.2526 83.8147 363.161 370.959
GT Sense Sense -0.062 Comprom 0.062 Comprom 0.000 2.957 Detected 2.272 Detected 2.614 0.017 GT Sens contig122 contig122 Germin-lik                 TTTAACA contig122 Solyc11g Solyc11g Germin-lik                 GO:00457 GO:00457   contig122 Solyc11g Germin-lik                  GO:00457 SL2.40ch AT1G5026NTMC2TY    NTMC2T       chr1:186  3.38977 3.47476 10.547 10.272 28.4159 17.6238
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 2.059 Detected 1.523 Detected 1.791 0.042 GT Sens contig122 contig122 Disease r                 TTGTTGGcontig122 Solyc06g Solyc06g Disease resistance response (                contig122 Solyc06g Disease resistance                 SL2.40ch AT5G42500.1  disease r     chr5:169  81.6158 111.61 192.751 140.382 424.212 291.681
GT Sense Sense 0.096 Detected -0.096 Comprom 0.000 2.502 Detected 1.776 Detected 2.139 0.029 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  12.9198 10.6443 34.4179 13.466 70.8182 42.7051
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 1.084 Detected 1.283 Detected 1.184 0.024 GT Sens contig123 contig123 Os01g049       TTGGCTTcontig123 Solyc04g Solyc04g Os01g0498200 protein (Fragm     contig123 Solyc04g Os01g0498200 prote      SL2.40ch AT3G02860.2  zinc ion b   chr3:625  2265.24 2654.11 3627.74 3310.35 5542.42 6344.85
GT Sense Sense -0.333 Detected 0.333 Detected 0.000 1.880 Detected 2.247 Detected 2.064 0.032 GT Sens contig123 contig123 Nodulin-li                  CAATCGAcontig123 Solyc09g Solyc09g Nodulin-li                  GO:00160 GO:00160 contig123 Solyc09g Nodulin-li                   GO:00160 SL2.40ch AT2G37460.1  nodulin M     chr2:157  204.526 305.443 510.837 459.266 981.147 1261.57
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 2.203 Detected 1.825 Detected 2.014 0.016 GT Sens contig123 contig123 Cellulose             CCTTGTTcontig123 Solyc07g Solyc07g Cellulose             GO:00167 GO:00167   contig123 Solyc07g Cellulose              GO:00167 SL2.40ch AT2G3262ATCSLB0     ATCSLB0          chr2:138  139.721 102.566 624.307 258.878 587.823 450.834
GT Sense Sense -0.353 Detected 0.353 Detected 0.000 1.346 Detected 1.567 Detected 1.456 0.059 GT Sens contig123 contig123 Myb famil                GTTGCATcontig123 Solyc07g Solyc07g Myb famil                GO:00037 GO:00037        contig123 Solyc07g Myb famil                 GO:00055 SL2.40ch AT1G5665PAP1, MY     PAP1 (PR            chr1:212  15.5647 23.8775 44.3848 18.8361 52.2667 60.7138
GT Sense Sense -0.314 Detected 0.314 Detected 0.000 2.675 Detected 1.220 Detected 1.947 0.133 GT Sens contig123 contig123 Histidine                   ACTAGCTcontig123 Solyc01g Solyc01g Histidine                   GO:00099 GO:00099       contig123 Solyc01g Histidine                    GO:00099 SL2.40ch AT3G215 AHP1  AHP1 (HIS        chr3:757  60.3845 87.8393 172.991 55.1188 495.883 180.35
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 1.100 Detected 0.953 Detected 1.026 0.068 GT Sens contig123 contig123 Binding p     CCAGGCAcontig123 Solyc02g Solyc02g Binding protein (AHRD V1 *-*- Dcontig123 Solyc02g Binding protein (AHR    SL2.40ch AT5G44240.1  haloacid      chr5:178  167.399 107.795 223.372 220.07 307.103 276.428
GT Sense Sense -0.101 Comprom 0.101 Comprom 0.000 2.430 Detected 1.513 Detected 1.972 0.052 GT Sens contig123 contig123 Transcrip              AATTGTT contig123 Solyc03g Solyc03g Transcrip              GO:00056 GO:00056 contig123 Solyc03g Transcrip               GO:00056 SL2.40ch AT4G3654BEE2  BEE2 (BR          chr4:172  5.28652 5.72308 22.3361 15.2187 31.6072 16.6963
GT Sense Sense -0.512 Detected 0.512 Detected 0.000 1.496 Detected 1.410 Detected 1.453 0.106 GT Sens contig123 contig123 MADS bo                TCTTCAAcontig123 Solyc01g Solyc01g MADS bo                GO:00056 GO:00056  contig123 Solyc01g MADS bo                 GO:00055 SL2.40ch AT5G1580SEP1, AG   SEP1 (SE        chr5:515  2531.76 4842.29 3391.99 6315.08 10528.1 9890.41
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 1.397 Detected 1.029 Detected 1.213 0.026 GT Sens contig124 contig124 EPIDERM         AGGTCCAcontig124 Solyc00g Solyc00g EPIDERMAL PATTERNING FAC       contig124 Solyc00g EPIDERMAL PATTE        SL2.40ch AT2G2154ATSFH3, S   SFH3 (SE      chr2:922  159.41 167.44 434.837 233.39 458.772 354.561
GT Sense Sense -0.226 Comprom 0.226 Comprom 0.000 1.635 Detected 1.622 Detected 1.629 0.019 GT Sens contig124 contig124 MADS-bo                 CCTGATAcontig124 Solyc06g Solyc06g MADS-bo                 GO:00056 GO:00056 contig124 Solyc06g MADS-bo                  GO:00056 SL2.40ch AT2G44745.1  WRKY fam     chr2:184  4.52738 5.83138 12.9236 15.4312 17.0214 16.8204
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 1.129 Detected 1.073 Detected 1.101 0.022 GT Sens contig124 contig124 Unknown   TTCCAAAcontig124 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig124 Solyc10g Unknown Protein (A  SL2.40ch AT5G1918ECR1  ECR1 (E1              chr5:645  13.6698 16.17 28.3214 17.7047 34.6823 33.2596
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 1.340 Detected 1.315 Detected 1.328 0.003 GT Sens contig124 contig124 Unknown   CACGAACcontig124 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig124 Solyc05g Unknown Protein (A  SL2.40ch ATCG006 PSBB  encodes           chrC:723  1993.33 2061.56 4340.7 4275.67 5471.28 5364.1
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 1.941 Detected 0.902 Detected 1.422 0.118 GT Sens contig125 contig125 Cytochro                 GAACGGTcontig125 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig125 Solyc09g Cytochro  GO:00198 SL2.40ch AT2G2769CYP94C1  CYP94C1        chr2:118  17.5583 13.5793 34.0088 29.0223 63.2419 30.682
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 1.402 Detected 0.857 Detected 1.130 0.059 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  26.9724 28.9134 38.5484 32.6561 78.7097 53.7837
GT Sense Sense 0.420 Comprom -0.420 Comprom 0.000 4.596 Detected 2.343 Detected 3.469 0.102 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  4.32128 2.27036 67.7717 12.9999 80.776 16.8942
GT Sense Sense -0.826 Comprom 0.826 Comprom 0.000 1.203 Detected 1.704 Detected 1.454 0.234 GT Sens contig125 contig125 Unknown   CCTTGTAcontig125 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig125 Solyc05g Unknown Protein (A  SL2.40ch AT3G57740.1  protein k     chr3:213  2.41772 7.14738 13.9698 14.6775 10.2046 14.4022
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 1.846 Detected 1.018 Detected 1.432 0.084 GT Sens contig125 contig125 Dof zinc f               TCGACGAcontig125 Solyc06g Solyc06g Dof zinc f               GO:0045449 contig125 Solyc06g Dof zinc f                GO:00454 SL2.40ch AT2G3759ATDOF2.4    Dof-type      chr2:157  97.2218 73.3989 136.524 150.373 323.839 181.937
GT Sense Sense -0.101 Comprom 0.101 Comprom 0.000 1.980 Detected 1.782 Detected 1.881 0.006 GT Sens contig125 contig125 Os03g029                   AAGTTGAcontig125 Solyc12g Solyc12g Os03g0291800 protein (Fragm                  contig125 Solyc12g Os03g0291800 prote                   SL2.40ch AT1G73140.1  unknown   chr1:275  3.32707 3.60335 16.4704 8.31271 14.5694 12.6561
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GT Sense Sense -0.648 Comprom 0.648 Detected 0.000 1.571 Detected 1.207 Detected 1.389 0.175 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  7.12104 16.4572 12.2796 13.0487 34.3025 26.5696
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 1.169 Detected 1.048 Detected 1.108 0.039 GT Sens contig125 contig125 Ubiquitin-              TAAAGAAcontig125 Solyc01g Solyc01g Ubiquitin-              GO:00436 GO:00436     contig125 Solyc01g Ubiquitin-               GO:00048 SL2.40ch AT1G6380UBC5  UBC5 (ub       chr1:236  3582.52 4553.64 7642.98 7010.34 9685.78 8877.66
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 0.997 Detected 1.011 Detected 1.004 0.001 GT Sens contig125 contig125 Reverse t                   GTCCGG contig125 Solyc07g Solyc07g Reverse t                   GO:00062 GO:00062   contig125 Solyc10g Lrr,  resis   GO:00046 SL2.40ch AT4G29548.1  unknown   chr4:145  1164.1 1056.5 1168.71 1211.77 2359.7 2375.91
GT Sense Sense -0.685 Comprom 0.685 Comprom 0.000 1.499 Detected 1.492 Detected 1.495 0.161 GT Sens contig126 contig126 CER1 pro      ATAAACA contig126 Solyc12g Solyc12g CER1 protein (Fragment) (AHR    contig126 Solyc07g Fructose-                GO:00055 SL2.40ch AT5G5223MBD13  MBD13; m    chr5:212  2.59566 6.31657 50.7156 3.12609 12.2043 12.1094
GT Sense Sense -0.225 Detected 0.225 Detected 0.000 1.349 Detected 1.082 Detected 1.216 0.043 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  149.158 191.681 203.037 154.256 459.411 380.508
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 1.539 Detected 1.233 Detected 1.386 0.035 GT Sens contig126 contig126 C2H2L do                 TTGGAGTcontig126 Solyc04g Solyc04g C2H2L do                 GO:00037 GO:00037      contig126 Solyc04g C2H2L do                  GO:00037 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  29.6733 37.6848 91.374 40.448 103.634 83.5586
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 1.396 Detected 0.866 Detected 1.131 0.108 GT Sens contig127 contig127 Glutathion                CGTGTATcontig127 Solyc10g Solyc10g Glutathione S-transferase (AHR               contig127 Solyc10g Glutathione S-transf                SL2.40ch AT5G02790.1  In2-1 pro    chr5:632  1713.3 2461.62 2880.35 2822.59 5765.1 3978.97
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 1.295 Detected 0.942 Detected 1.119 0.028 GT Sens contig127 contig127 Dehydrog               ACCAATGcontig127 Solyc05g Solyc05g Dehydrog               GO:00503 GO:00503        contig127 Solyc05g Dehydrog                GO:00503 SL2.40ch AT5G04900.1  short-cha       chr5:143  435.998 454.876 804.946 474.865 1165.21 909.715
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 2.074 Detected 1.215 Detected 1.644 0.091 GT Sens contig127 contig127 Glycine-ri                 ATTGGAAcontig127 Solyc01g Solyc01g Glycine-rich protein (AHRD V1              contig127 Solyc01g Glycine-rich protein                SL2.40ch AT1G56230.1  unknown   chr1:210  222.181 323.81 306.32 233.535 1204.11 662.1
GT Sense Sense -0.349 Detected 0.349 Detected 0.000 3.298 Detected 2.245 Detected 2.772 0.048 GT Sens contig127 contig127 Acyl-CoA                 GTAAAGAcontig127 Solyc03g Solyc03g Acyl-CoA                 GO:00188 GO:00188       contig127 Solyc03g Acyl-CoA                  GO:00188 SL2.40ch AT5G16340.1  AMP-bind     chr5:534  12.8701 19.6452 49.9401 43.3622 166.786 80.1613
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 3.009 Detected 2.115 Detected 2.562 0.046 GT Sens contig128 contig128 Beta-Amy              TTGGTGCcontig128 Solyc07g Solyc07g Beta-Amy              GO:00423 GO:00423    contig128 Solyc07g Beta-Amy               GO:00423 SL2.40ch AT1G7895CAMS1  CAMS1 (C        chr1:296  21.7148 12.6117 62.5334 54.6256 142.099 76.2019
GT Sense Sense 0.025 Comprom -0.025 Comprom 0.000 1.070 Detected 1.180 Detected 1.125 0.003 GT Sens contig128 contig128 Unknown   TCGTACAcontig128 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig128 Solyc09g Mg2+-dep                                      GO:00081 SL2.40ch AT4G22990.1  SPX (SYG     chr4:120  5.94079 5.39577 10.4577 4.2952 12.6732 13.6352
GT Sense Sense 0.707 Comprom -0.707 Comprom 0.000 3.152 Detected 1.788 Detected 2.470 0.129 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  6.40879 2.26177 11.7449 7.80889 36.0954 13.9741
GT Sense Sense 0.539 Comprom -0.539 Comprom 0.000 1.607 Detected 1.980 Detected 1.793 0.088 GT Sens contig128 contig128 Gibberelli                GCTGTTTcontig128 Solyc08g Solyc08g Gibberellin-regulated family pr               contig128 Solyc08g Gibberellin-regulate                 SL2.40ch AT5G59845.1  gibberell     chr5:241  5.28787 2.35636 8.98567 10.6386 11.4644 14.8005
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 1.463 Detected 1.509 Detected 1.486 0.025 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  36.1341 24.3837 34.7026 37.7141 87.2928 89.7935
GT Sense Sense -0.851 Comprom 0.851 Detected 0.000 1.847 Detected 2.189 Detected 2.018 0.146 GT Sens contig129 contig129 Unknown   CGTGAAGcontig129 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig129 Solyc05g Unknown Protein (A  SL2.40ch AT5G44280.2 4.05103 12.4016 24.2821 24.4767 27.1984 34.3512
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 1.118 Detected 0.971 Detected 1.045 0.007 GT Sens contig129 contig129 Unknown   CAAAAAT contig129 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig129 Solyc07g Unknown Protein (A  SL2.40ch AT5G09620.1  octicosap      chr5:298  239.024 239.322 343.742 317.166 553.617 498.436
GT Sense Sense 0.283 Comprom -0.283 Comprom 0.000 1.713 Detected 1.562 Detected 1.637 0.031 GT Sens contig129 contig129 Unknown               ATGCAAT contig129 Solyc09g Solyc09g Unknown               GO:00056 GO:00056 contig129 Solyc09g Unknown                GO:00056 SL2.40ch AT2G3828FAC1, AT   FAC1 (EM      chr2:160  5.11896 3.25204 11.6035 6.44099 14.2606 12.8074
GT Sense Sense -0.221 Comprom 0.221 Comprom 0.000 2.641 Detected 2.218 Detected 2.430 0.015 GT Sens contig129 contig129 Wax synth       TTTATGT contig129 Solyc12g Solyc12g Wax synthase isoform 1 (AHRD   contig129 Solyc12g Wax synth       GO:00055 SL2.40ch AT4G23530.1  unknown   chr4:122  5.00023 6.38906 19.0548 26.7798 37.608 27.9554
GT Sense Sense -0.580 Comprom 0.580 Detected 0.000 1.272 Detected 1.032 Detected 1.152 0.191 GT Sens contig129 contig129 Cyclin B-l              ACACTGGcontig129 Solyc10g Solyc10g Cyclin B-l              GO:00056 GO:00056 contig129 Solyc10g Cyclin B-l               GO:00056 SL2.40ch AT5G0615CYC1BAT    CYC1BAT       chr5:185  6.4288 13.5082 5.03679 14.7413 24.0034 20.2561
GT Sense Sense -0.860 Comprom 0.860 Comprom 0.000 5.541 Detected 5.337 Detected 5.439 0.024 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  2.92289 9.06391 77.3654 21.5455 255.641 221.205
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.470 Detected 1.287 Detected 1.378 0.022 GT Sens contig129 contig129 Senescen               ATCTGGAcontig129 Solyc03g Solyc03g Senescen               GO:00160 GO:00160   contig129 Solyc03g Senescen                GO:00160 SL2.40ch AT1G6326TET10  TET10 (T   chr1:234  298.447 217.028 476.153 444.847 751.871 660.234
GT Sense Sense 0.777 Comprom -0.777 Comprom 0.000 1.674 Detected 1.555 Detected 1.614 0.174 GT Sens contig129 contig129 Gag non-      TCTTCAGcontig129 Solyc04g Solyc04g Gag non-LTR retrotransposas     contig129 Solyc07g Unknown Protein (A  SL2.40ch AT4G11230.1  respirato          chr4:684  8.80107 2.82138 12.6838 19.663 16.9565 15.5628
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 2.002 Detected 1.737 Detected 1.870 0.010 GT Sens contig130 contig130 Myb-relat                GGAGGG contig130 Solyc07g Solyc07g Myb-relat                GO:0045449 contig130 Solyc09g BHLH tran                  GO:00037 SL2.40ch AT3G09030.1 24.6459 19.2199 34.9679 26.1106 92.9814 77.1413
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 2.776 Detected 1.852 Detected 2.314 0.054 GT Sens contig130 contig130 Peptide tr                 GCTGCCTcontig130 Solyc05g Solyc05g Peptide tr                 GO:00429 GO:00429     contig130 Solyc05g Peptide tr                  GO:00429 SL2.40ch AT1G68570.1  proton-de        chr1:257  526.476 320.755 1200.44 237.608 3001.03 1577.71
GT Sense Sense 0.584 Detected -0.584 Comprom 0.000 1.758 Detected 1.916 Detected 1.837 0.089 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  17.5747 7.3614 74.6378 70.8507 41.035 45.6444
GT Sense Sense -0.135 Comprom 0.135 Comprom 0.000 1.690 Detected 1.177 Detected 1.434 0.038 GT Sens contig130 contig130 Genomic          TAAGCCAcontig130 Solyc06g Solyc06g Genomic DNA chromosome 5 T       contig130 Solyc06g Genomic DNA chrom         SL2.40ch AT1G60640.2  unknown   chr1:223  8.1594 9.25268 10.1012 9.89839 29.897 20.8912
GT Sense Sense -0.318 Comprom 0.318 Comprom 0.000 1.247 Detected 1.003 Detected 1.125 0.081 GT Sens contig130 contig130 Cathepsin                 AATGCAAcontig130 Solyc03g Solyc03g Cathepsin                 GO:00041 GO:00041   contig130 Solyc02g061630.1.1 AT5G52700.1  heavy-me     chr5:213  4.72883 6.91578 9.18322 4.99844 14.4752 12.1855
GT Sense Sense -0.358 Detected 0.358 Detected 0.000 2.094 Detected 1.665 Detected 1.879 0.046 GT Sens contig130 contig130 Ch-cobra           TTTCAAT contig130 Solyc02g Solyc02g Ch-cobra (AHRD V1 ***- B7S746         contig130 Solyc02g Ch-cobra (AHRD V1          SL2.40ch AT5G6092COB  COB (CO   chr5:245  526.214 813.05 1839.41 909.907 2976.91 2205.63
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 1.600 Detected 1.032 Detected 1.316 0.044 GT Sens contig130 contig130 1-aminocy                 TGCCACTcontig130 Solyc08g Solyc08g 1-aminocy                 GO:00168 GO:00168    contig130 Solyc08g 1-aminocy                  GO:00168 SL2.40ch AT1G6296ACS10  ACS10 (A           chr1:233  434.776 427.865 880.525 535.603 1394.45 937.998
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 2.325 Detected 1.367 Detected 1.846 0.080 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  10769.9 6853.63 21197 10905.6 45901.3 23564.9
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.665 Detected 1.360 Detected 1.513 0.028 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  562.642 706.747 1504 767.135 2133.17 1720.55
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 0.894 Detected 1.215 Detected 1.055 0.027 GT Sens contig132 contig132 GIGANTE      GCTGATGcontig132 Solyc04g Solyc04g GIGANTEA (Fragment) (AHRD V   contig132 Solyc04g Tomato G  GO:00055 SL2.40ch AT1G2277GI, FB  GI (GIGAN   chr1:806  270.151 229.958 219.181 278.8 493.94 615.229
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 1.427 Detected 1.123 Detected 1.275 0.037 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  3854.82 4784.86 5675.23 5428.59 12311.3 9947.74
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 1.356 Detected 0.914 Detected 1.135 0.069 GT Sens contig132 contig132 Thioredox               AATCCAAcontig132 Solyc00g Solyc00g Thioredox               GO:00454 GO:00454              contig132 Solyc00g Thioredox                GO:00166 SL2.40ch AT4G2967ACHT2  thioredox     chr4:145  1118.92 1435.3 2068.95 1353.74 3459.76 2538.18
GT Sense Sense 0.184 Comprom -0.184 Comprom 0.000 1.920 Detected 3.320 Detected 2.620 0.069 GT Sens contig132 contig132 Dihydrofla              ACTGCAGcontig132 Solyc02g Solyc02g Dihydrofla              GO:00442 GO:00442     contig132 Solyc02g Dihydrofla               GO:00337 SL2.40ch AT5G4280DFR, TT3    DFR (DIH      chr5:171  3.44332 2.51142 1.93479 2.27721 11.8651 31.2335
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 3.676 Detected 2.934 Detected 3.305 0.013 GT Sens contig132 contig132 Unknown   ACAAATGcontig132 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig132 Solyc04g Unknown Protein (A  SL2.40ch AT1G71950.1  identical       chr1:270  13.7661 14.0046 88.4684 31.5787 189.232 112.82
GT Sense Sense -0.562 Comprom 0.562 Detected 0.000 1.139 Detected 1.033 Detected 1.086 0.194 GT Sens contig132 contig132 Unknown   CCTCGACcontig132 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig132 Solyc06g Unknown Protein (A  SL2.40ch AT4G14410.2 8.26914 16.9666 21.1453 20.6402 27.8193 25.776
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 1.195 Detected 1.316 Detected 1.255 0.005 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  66.85 57.3123 121.463 145.049 151.08 163.887
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 1.143 Detected 1.051 Detected 1.097 0.049 GT Sens contig133 contig133 Hv711N16                 TGCTTAT contig133 Solyc06g Solyc06g Hv711N16                 GO:00160 GO:00160 contig133 Solyc06g Hv711N16                  GO:00160 SL2.40ch AT4G02900.1  early-res         chr4:128  12.6796 16.8534 20.1095 18.1353 34.4174 32.1967
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 3.827 Detected 1.922 Detected 2.874 0.095 GT Sens contig133 contig133 Os07g061               AGGGTTAcontig133 Solyc12g Solyc12g Os07g061               GO:00055 GO:00055   contig133 Solyc12g Os07g061                GO:00055 SL2.40ch AT3G07920.1  translatio     chr3:252  342.205 309.77 979.821 307.767 4927.02 1311.86
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.262 Detected 0.923 Detected 1.092 0.050 GT Sens contig133 contig133 Glucan en              ACAGATT contig133 Solyc02g Solyc02g Glucan endo-1 3-beta-glucosid              contig133 Solyc02g Glucan endo-1 3-bet              SL2.40ch AT3G19070.1  cell wall p   chr3:659  31.1093 22.5078 43.2495 42.2177 67.6702 53.3288
GT Sense Sense 1.031 Detected -1.031 Comprom 0.000 2.218 Detected 1.720 Detected 1.969 0.205 GT Sens contig134 contig134 Zinc trans                 CATAGTGcontig134 Solyc02g Solyc02g Zinc trans                 GO:00053 GO:00053     contig134 Solyc02g Zinc trans                  GO:00053 SL2.40ch AT1G3126ZIP10  ZIP10 (ZIN             chr1:111  11.7637 2.64909 1.75126 1.96814 27.6931 19.5549
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 1.785 Detected 1.255 Detected 1.520 0.031 GT Sens contig134 contig134 DNA prim              CCGAAAAcontig134 Solyc02g Solyc02g DNA primase/helicase (AHRD V             contig134 Solyc02g DNA primase/helicas               SL2.40ch AT1G30660.1  nucleic a    chr1:108  19.6971 17.0434 46.3676 16.3449 67.3284 46.4863
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 1.692 Detected 1.303 Detected 1.497 0.029 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  128.781 95.2801 131.268 150.968 381.538 290.558
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 1.144 Detected 1.058 Detected 1.101 0.033 GT Sens contig135 contig135 Unknown   AATTCAC contig135 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig135 Solyc03g Unknown Protein (A  SL2.40ch AT4G15260.1  UDP-gluc      chr4:871  9261.65 11493.9 20604.4 17448.5 24318.9 22835.7
GT Sense Sense -0.717 Comprom 0.717 Detected 0.000 1.614 Detected 1.271 Detected 1.442 0.189 GT Sens contig135 contig135 Phototrop               AAGAAACcontig135 Solyc09g Solyc09g Phototrop               GO:00094 GO:00094     contig135 Solyc09g Phototrop                GO:00055 SL2.40ch AT1G03010.1  phototro      chr1:693  5.02465 12.7704 30.2205 13.487 26.1514 20.5482
GT Sense Sense -0.397 Detected 0.397 Detected 0.000 1.541 Detected 1.515 Detected 1.528 0.061 GT Sens contig135 contig135 BZIP trans      CCTTTGCcontig135 Solyc09g Solyc09g BZIP transcription factor (AHRD   contig135 Solyc09g BZIP transcription fa     SL2.40ch AT5G21160.1  La doma        chr5:719  32.1561 52.4462 107.988 59.4207 127.392 124.761
GT Sense Sense -0.103 Comprom 0.103 Comprom 0.000 1.567 Detected 1.964 Detected 1.765 0.016 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  3.67014 3.98478 5.61023 12.9503 12.08 15.8614
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 1.687 Detected 1.049 Detected 1.368 0.051 GT Sens contig135 contig135 Genome s        ATTCTTT contig135 Solyc09g Solyc09g Genome sequencing data cont      contig135 Solyc09g Genome sequencing       SL2.40ch AT3G09120.1  unknown   chr3:279  806.324 707.578 2457.65 1025.3 2593.57 1662.1
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 1.855 Detected 1.136 Detected 1.496 0.055 GT Sens contig135 contig135 Lipase (F              GATATTGcontig135 Solyc02g Solyc02g Lipase (F              GO:00066 GO:00066   contig135 Solyc02g Lipase (F               GO:00066 SL2.40ch AT1G06250.1  lipase cla      chr1:191  220.779 191.838 644.822 413.511 794.158 480.77
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 1.217 Detected 0.959 Detected 1.088 0.042 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  913.262 1120.77 1655.43 965.455 2507.47 2091.48
GT Sense Sense -0.309 Comprom 0.309 Comprom 0.000 2.952 Detected 3.534 Detected 3.243 0.017 GT Sens contig136 contig136 Receptor-                 ATTGATGcontig136 Solyc10g Solyc10g Receptor-                 GO:00064 GO:00064  contig136 Solyc10g Receptor-                  GO:00064 SL2.40ch AT3G53590.1  leucine-r        chr3:198  2.96395 4.28297 13.6961 18.8372 29.4037 43.8646
GT Sense Sense -0.125 Comprom 0.125 Comprom 0.000 1.651 Detected 1.271 Detected 1.461 0.023 GT Sens contig136 contig136 Unknown   AGAAGACcontig136 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig136 Solyc07g Unknown Protein (A  SL2.40ch AT1G223 MBD8  MBD8; m    chr1:788  4.78158 5.35213 14.7915 8.10541 16.9423 12.9788
GT Sense Sense -0.564 Detected 0.564 Detected 0.000 1.476 Detected 1.125 Detected 1.301 0.159 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  56.7218 116.643 126.387 84.111 241.323 188.638
GT Sense Sense 0.004 Comprom -0.004 Comprom 0.000 5.012 Detected 5.238 Detected 5.125 0.000 GT Sens contig137 contig137 Beta-1 3-g               TACTTAGcontig137 Solyc11g Solyc11g Beta-1 3-g               GO:00059 GO:00059     contig137 Solyc11g Beta-1 3-g                GO:00055 SL2.40ch AT5G20390.1 2.43842 2.28285 1.74761 1.93837 81.2079 94.6846
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 2.956 Detected 1.989 Detected 2.472 0.041 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  672.465 487.129 1050.38 295.965 4735.76 2415.66
GT Sense Sense -0.677 Detected 0.677 Detected 0.000 2.475 Detected 2.067 Detected 2.271 0.085 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  216.971 521.629 1236.3 697.846 1994.11 1498.36
GT Sense Sense -0.243 Comprom 0.243 Comprom 0.000 2.372 Detected 2.099 Detected 2.236 0.015 GT Sens contig137 contig137 Reverse t                  CCCATTT contig137 Solyc06g Solyc06g Reverse transcriptase (Fragme                  contig137 Solyc11g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 2.27407 2.99598 3.99553 2.76095 14.412 11.8926
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 1.230 Detected 0.929 Detected 1.079 0.026 GT Sens contig137 contig137 Unknown   GCAAATGcontig137 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig137 Solyc04g Unknown Protein (A  SL2.40ch AT5G42765.1  INVOLVE                                                                  chr5:171  72.3774 59.5923 158.147 69.0575 164.25 132.902
GT Sense Sense -1.253 Comprom 1.253 Detected 0.000 2.639 Detected 1.243 Detected 1.941 0.309 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  2.74658 14.682 7.8121 25.8664 42.181 15.9797
GT Sense Sense 0.160 Detected -0.160 Comprom 0.000 1.331 Detected 1.236 Detected 1.284 0.016 GT Sens contig138 contig138 Unknown   TTAGGAAcontig138 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig138 Solyc02g Unknown Protein (A  SL2.40ch AT5G06940.1  leucine-r      chr5:214  10.2773 7.75135 6.12479 11.1492 23.9431 22.3538
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 0.984 Detected 1.157 Detected 1.071 0.008 GT Sens contig138 contig138 Unknown   TGCAAGCcontig138 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig138 Solyc10g Unknown Protein (A  SL2.40ch AT5G4857ROF2, AT   peptidyl-          chr5:196  190.44 168.538 128.22 111.956 377.964 424.756
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 2.216 Detected 1.732 Detected 1.974 0.015 GT Sens contig138 contig138 cDNA clon         TCTATAT contig138 Solyc02g Solyc02g cDNA clone 002-130-E02 full in      contig138 Solyc02g cDNA clone 002-130        SL2.40ch AT2G18196.1  metal ion   chr2:792  18.1799 16.3808 26.5374 14.6634 85.5101 60.9667
GT Sense Sense -0.481 Detected 0.481 Detected 0.000 3.094 Detected 2.292 Detected 2.693 0.050 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  18.6911 34.2587 58.2222 54.6922 230.345 131.735
GT Sense Sense -0.561 Comprom 0.561 Comprom 0.000 1.583 Detected 2.179 Detected 1.881 0.098 GT Sens contig138 contig138 Ripening-               TATATCA contig138 Solyc01g Solyc01g Ripening-related protein 3 (AHR             contig138 Solyc01g Ripening-related pro               SL2.40ch AT3G21790.1 2.08677 4.27565 16.1914 26.0551 9.54425 14.382
GT Sense Sense -0.498 Detected 0.498 Detected 0.000 1.499 Detected 1.153 Detected 1.326 0.128 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  36.9404 69.2984 88.4155 41.7476 152.518 119.607
GT Sense Sense -0.334 Detected 0.334 Detected 0.000 1.177 Detected 0.966 Detected 1.071 0.092 GT Sens contig139 contig139 Mate efflu                  AGATTAT contig139 Solyc11g Solyc11g Mate efflu                  GO:00160 GO:00160 contig139 Solyc11g Mate efflu                   GO:00160 SL2.40ch AT1G51340.1  MATE eff     chr1:190  140.454 210.058 284.071 243.53 414.098 356.732
GT Sense Sense 0.467 Detected -0.467 Comprom 0.000 1.034 Detected 1.708 Detected 1.371 0.140 GT Sens contig140 contig140 Epoxide h              GCTAGAAcontig140 Solyc12g Solyc12g Epoxide h              GO:00038 GO:00038  contig140 Solyc12g Epoxide h               GO:00038 SL2.40ch AT2G26750.1  epoxide h    chr2:113  15.1911 7.47823 18.0189 11.4957 23.2721 37.0155
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 4.178 Detected 3.089 Detected 3.634 0.022 GT Sens contig140 contig140 Unknown   GAAACTCcontig140 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig140 Solyc09g Unknown Protein (A  SL2.40ch AT4G10860.1  unknown   chr4:667  36.1786 33.7709 211.061 76.8363 674.757 316.226
GT Sense Sense 0.537 Comprom -0.537 Comprom 0.000 2.818 Detected 1.659 Detected 2.239 0.105 GT Sens contig140 contig140 Ulp1 prote           GAGAAGAcontig140 Solyc02g Solyc02g Ulp1 protease family C-termina         contig140 Solyc07g Armadillo                 GO:00054 SL2.40ch AT2G04495.1  unknown   chr2:156  7.11864 3.18225 11.7238 11.0791 35.7841 15.9859
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 3.195 Detected 1.685 Detected 2.440 0.087 GT Sens contig140 contig140 Unknown              GTTTGCAcontig140 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3             contig140 Solyc02g Unknown Protein (A              SL2.40ch AT1G13510.1  unknown   chr1:462  54.236 63.0873 223.109 97.2704 571.058 200.033
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 2.169 Detected 2.097 Detected 2.133 0.000 GT Sens contig140 contig140 Dihydrofla      GGGATG contig140 Solyc10g Solyc10g Dihydroflavonol 4-reductase (A    contig140 Solyc10g Dihydroflavonol 4-re     SL2.40ch AT4G3859BGAL14  glycosyl      chr4:180  16.0435 15.5691 13.2895 15.2214 75.7758 71.863
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 2.134 Detected 1.459 Detected 1.796 0.038 GT Sens contig141 contig141 Polygalac               TCTGAAAcontig141 Solyc06g Solyc06g Polygalac               GO:00059 GO:00059   contig141 Solyc06g Polygalac                GO:00059 SL2.40ch AT3G59850.1  polygalac       chr3:221  18.3624 20.5267 37.507 20.6578 90.8658 56.7476
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 1.983 Detected 1.629 Detected 1.806 0.042 GT Sens contig141 contig141 Methanol      ATAGGTAcontig141 Solyc08g Solyc08g Methanol inducible protein (AH    contig141 Solyc08g Methanol inducible     SL2.40ch AT1G4976PAB8, PA   PAB8 (PO            chr1:184  14.5163 21.8777 73.6025 61.0191 75.1452 58.5958
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 0.926 Detected 1.267 Detected 1.096 0.051 GT Sens contig141 contig141 Glucan en                  AAGCATAcontig141 Solyc11g Solyc11g Glucan en                  GO:00059 GO:00059   contig141 Solyc11g Glucan en                   GO:00059 SL2.40ch AT4G17180.1  glycosyl      chr4:964  2491.1 1796.33 2159.75 2026.49 4285.49 5413.17
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 1.246 Detected 0.881 Detected 1.063 0.029 GT Sens contig141 contig141 Glucan en              ATGCTTT contig141 Solyc05g Solyc05g Glucan endo-1 3-beta-glucosid              contig141 Solyc05g Glucan endo-1 3-bet              SL2.40ch AT5G47580.1  unknown   chr5:192  137.486 134.648 208.786 212.964 344.019 266.486
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 1.810 Detected 1.108 Detected 1.459 0.065 GT Sens contig142 contig142 ABC trans                  GTTGCAGcontig142 Solyc08g Solyc08g ABC trans                  GO:00168 GO:00168    contig142 Solyc08g ABC trans                   GO:00085 SL2.40ch AT1G31770.1  ABC tran     chr1:113  817.711 607.185 1121.84 1099.72 2634.19 1615.24
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 1.404 Detected 1.076 Detected 1.240 0.038 GT Sens contig142 contig142 Unknown            ATAATGT contig142 Solyc11g Solyc11g Unknown            GO:00169 GO:00169     contig142 Solyc11g Unknown             GO:00169 SL2.40ch AT1G18090.2  exonucle    chr1:622  90.998 110.652 271.942 111.305 283.196 224.931
GT Sense Sense -0.333 Detected 0.333 Detected 0.000 2.169 Detected 1.763 Detected 1.966 0.037 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  114.509 170.845 669.449 377.237 670.683 504.75
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 2.675 Detected 3.083 Detected 2.879 0.005 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  18.8608 17.141 16.2167 25.8912 122.442 162.035
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 1.555 Detected 0.916 Detected 1.235 0.069 GT Sens contig142 contig142 Unknown   ATACAGAcontig142 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig142 Solyc12g Unknown Protein (A  SL2.40ch AT1G1873NDF6  NDF6 (ND      chr1:646  518.477 409.896 1704.99 667.347 1444.06 924.87
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 1.651 Detected 0.948 Detected 1.300 0.069 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  99.43 104.542 173.117 94.0553 341.486 209.14
GT Sense Sense -0.940 Comprom 0.940 Comprom 0.000 1.652 Detected 1.495 Detected 1.573 0.237 GT Sens contig142 contig142 Os01g077       AAGAGAAcontig142 Solyc09g Solyc09g Os01g0778500 protein (Fragm     contig142 Solyc09g Os01g0778500 prote      SL2.40ch AT5G19080.1  zinc finge        chr5:637  2.4073 8.33313 2.01266 10.7654 15.0077 13.423
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 1.175 Detected 1.022 Detected 1.098 0.007 GT Sens contig143 contig143 Alpha-tax            AAACAGT contig143 Solyc04g Solyc04g Alpha-taxilin (AHRD V1 ***- B6T         contig143 Solyc04g Alpha-taxilin (AHRD           SL2.40ch AT5G50840.2  INVOLVE                                                             chr5:206  587.199 590.894 820.251 536.805 1418.71 1271.37
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 1.138 Detected 1.106 Detected 1.122 0.005 GT Sens contig143 contig143 BHLH tran              TGAGGATcontig143 Solyc10g Solyc10g BHLH tran              GO:00037 GO:00037      contig143 Solyc10g BHLH tran               GO:00037 SL2.40ch AT4G0005UNE10  UNE10 (u           chr4:178  378.027 318.078 462.821 385.577 813.919 793.412
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 1.146 Detected 1.173 Detected 1.159 0.003 GT Sens contig143 contig143 Unknown   ATGATAGcontig143 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig143 Solyc07g026660.2.1 AT5G61110.1 15652.3 16146.3 30676.7 23793.2 37504.4 38108.6
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 2.063 Detected 1.310 Detected 1.687 0.049 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  261.254 214.215 964.871 261.52 1054.19 623.59
GT Sense Sense 0.255 Comprom -0.255 Comprom 0.000 1.726 Detected 1.685 Detected 1.705 0.022 GT Sens contig144 contig144 Ulp1 prote           GTTCTTAcontig144 Solyc00g Solyc00g Ulp1 protease family C-termina         contig144 Solyc00g Ulp1 protease family         SL2.40ch AT4G10780.1  disease r       chr4:663  4.22419 2.79105 6.73293 6.81446 12.1133 11.7357
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 1.518 Detected 1.013 Detected 1.265 0.066 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  46.0794 31.5077 72.8981 56.9947 116.344 81.7494
GT Sense Sense 0.245 Comprom -0.245 Comprom 0.000 2.890 Detected 2.359 Detected 2.624 0.018 GT Sens contig144 contig144 Inositol 1               ATTCTGAcontig144 Solyc06g Solyc06g Inositol 1 4 5-trisphosphate 5-p              contig144 Solyc06g Inositol 1 4 5-trispho               SL2.40ch AT1G3412IP5PI, AT5    IP5PI (INO           chr1:124  4.24061 2.84108 2.61039 2.01866 27.433 18.9286
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 1.210 Detected 0.843 Detected 1.027 0.084 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  173.951 234.275 269.947 149.052 498.11 385.113
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 2.896 Detected 3.043 Detected 2.970 0.004 GT Sens contig144 contig144 Ulp1 prote           AGTATTT contig144 Solyc08g Solyc08g Ulp1 protease family C-termina         contig144 Solyc08g Ulp1 protease family         SL2.40ch AT1G24250.1 20.6318 15.4923 95.3855 82.4925 141.89 156.717
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.248 Detected 1.279 Detected 1.263 0.000 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  730.657 695.643 708.84 826.379 1805.41 1839.41
GT Sense Sense -0.636 Comprom 0.636 Detected 0.000 1.129 Detected 1.603 Detected 1.366 0.182 GT Sens contig144 contig144 Ethylene                    CCCAGATcontig144 Solyc01g Solyc01g Ethylene                    GO:00063 GO:00063    contig144 Solyc01g Ethylene                     GO:00036 SL2.40ch AT1G70190.1  ribosoma       chr1:264  6.95259 15.7949 46.6588 11.0902 24.447 33.8367
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 1.704 Detected 1.424 Detected 1.564 0.018 GT Sens contig144 contig144 Unknown   CCAGGAAcontig144 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig144 Solyc12g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  32.8046 24.8276 54.7515 36.6005 99.1447 81.3962
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 1.082 Detected 0.963 Detected 1.023 0.017 GT Sens contig145 contig145 Peptidase               ACACTGTcontig145 Solyc03g Solyc03g Peptidase               GO:00160 GO:00160 contig145 Solyc03g Peptidase                GO:00160 SL2.40ch AT3G27110.2  peptidase     chr3:999  756.105 840.248 1129.23 687.133 1799.39 1652.48
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.860 Detected 0.969 Detected 1.415 0.087 GT Sens contig145 contig145 Unknown   GCAGAAGcontig145 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig145 Solyc08g Unknown Protein (A  SL2.40ch AT5G23680.1  sterile alp       chr5:798  20.7785 20.0203 48.0817 46.8087 78.9653 42.4528
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 1.704 Detected 0.900 Detected 1.302 0.113 GT Sens contig146 contig146 Unknown   CAAGTCAcontig146 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig146 Solyc06g Unknown Protein (A  SL2.40ch AT1G3249EMB2733    ESP3 (EN                  chr1:117  25.8568 16.9862 20.7761 29.3817 72.8006 41.5739
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.039 Detected 1.031 Detected 1.035 0.016 GT Sens contig146 contig146 Palmitoylt               TTTTTTT contig146 Solyc07g Solyc07g Palmitoylt               GO:00164 GO:00164    contig146 Solyc08g Pectinace                GO:00040 SL2.40ch AT4G19420.1  pectinace     chr4:105  99.5414 112.273 269.754 183.498 231.701 229.681
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 1.010 Detected 1.030 Detected 1.020 0.009 GT Sens contig146 contig146 Oxidored                  ATTGTGTcontig146 Solyc08g Solyc08g Oxidored                  GO:00164 GO:00164  contig146 Solyc08g Oxidored                   GO:00164 SL2.40ch AT4G16765.2  oxidored       chr4:943  125.214 134.937 160.215 164.76 279.131 282.284
GT Sense Sense 0.662 Detected -0.662 Detected 0.000 2.756 Detected 1.421 Detected 2.088 0.156 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  11189.9 4202.95 13788 5931.74 49389.4 19526.5
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 1.448 Detected 0.994 Detected 1.221 0.035 GT Sens contig146 contig146 Proton gr       TTGTTGTcontig146 Solyc09g Solyc09g Proton gradient regulation 5 (A    contig146 Solyc09g Proton gr       GO:00090 SL2.40ch AT2G0562PGR5  PGR5 (pr        chr2:208  1917.63 1660.13 4195.6 2488.06 5192.44 3779.56
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 1.095 Detected 0.950 Detected 1.022 0.008 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  29.3289 29.9995 39.459 32.1608 67.5569 60.9262
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 1.272 Detected 0.805 Detected 1.039 0.076 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  79.1886 56.8543 124.08 160.481 172.851 124.642
GT Sense Sense 0.550 Detected -0.550 Detected 0.000 0.919 Detected 2.380 Detected 1.650 0.213 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  458.84 201.324 165.547 273.263 612.785 1682.29
GT Sense Sense -0.432 Comprom 0.432 Comprom 0.000 1.925 Detected 1.623 Detected 1.774 0.060 GT Sens contig147 contig147 Glutathion                AGTTTACcontig147 Solyc05g Solyc05g Glutathion                GO:00043 GO:00043   contig147 Solyc05g Glutathion                 GO:00043 SL2.40ch AT1G32120.1  unknown   chr1:115  3.95649 6.77146 15.4355 6.70288 20.967 16.9455
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 1.179 Detected 0.946 Detected 1.063 0.012 GT Sens contig147 contig147 Unknown   CCATGAAcontig147 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig147 Solyc10g Unknown Protein (A  SL2.40ch AT2G36780.1  UDP-gluc      chr2:154  14.5623 13.7393 28.9638 20.5674 34.1552 28.9791
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 2.437 Detected 1.620 Detected 2.029 0.043 GT Sens contig148 contig148 Heat shoc               CAAATGAcontig148 Solyc07g Solyc07g Heat shoc               GO:00195 GO:00195   contig148 Solyc07g Heat shoc                GO:00195 SL2.40ch AT5G57130.1  protein b   chr5:231  16.6049 19.0483 33.3237 26.432 102.726 58.1299
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 1.179 Detected 1.189 Detected 1.184 0.042 GT Sens contig148 contig148 Unknown           ACACTTGcontig148 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3          contig148 Solyc01g Unknown Protein (A           SL2.40ch AT5G19640.1  proton-de        chr5:663  16.4956 22.0046 29.3228 26.5394 46.0164 46.1674
GT Sense Sense -0.324 Detected 0.324 Detected 0.000 1.655 Detected 1.051 Detected 1.353 0.093 GT Sens contig148 contig148 Unknown   TGGCAAAcontig148 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig148 Solyc11g Unknown Protein (A  SL2.40ch AT4G21060.1  galactosy     chr4:112  41.648 61.4284 179.837 55.0966 169.845 111.44
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 0.933 Detected 1.305 Detected 1.119 0.066 GT Sens contig148 contig148 Mutator-li      ACAGCCAcontig148 Solyc09g Solyc09g Mutator-like transposase (AHR    contig148 Solyc09g Mutator-like transpo     SL2.40ch AT3G22210.1  unknown   chr3:783  503.972 661.76 992.214 1047.71 1176.16 1516.96
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 3.377 Detected 2.171 Detected 2.774 0.056 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  21.4175 12.763 88.6863 102.837 183.183 79.164
GT Sense Sense -0.462 Detected 0.462 Detected 0.000 1.011 Detected 1.028 Detected 1.019 0.158 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  1075.55 1919.05 2209.05 2110.34 3087.67 3114.27
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 1.808 Detected 1.174 Detected 1.491 0.051 GT Sens contig149 contig149 Primary a               ACAGGGCcontig149 Solyc08g Solyc08g Primary a               GO:00551 GO:00551  contig149 Solyc08g Primary a                GO:00551 SL2.40ch AT4G12280.1  copper a      chr4:730  923.406 1066.5 2106.28 1593.11 3706.63 2381.3
GT Sense Sense -0.317 Comprom 0.317 Comprom 0.000 1.989 Detected 1.742 Detected 1.865 0.032 GT Sens contig149 contig149 B-like cyc             AGTTCAAcontig149 Solyc04g Solyc04g B-like cyc             GO:00056 GO:00056       contig149 Solyc04g B-like cyc              GO:00047 SL2.40ch AT1G206 CYCB2;3  CYCB2;3        chr1:713  3.78343 5.52328 3.53467 3.81998 19.3498 16.2537
GT Sense Sense 0.095 Comprom -0.095 Comprom 0.000 1.631 Detected 0.949 Detected 1.290 0.068 GT Sens contig150 contig150 Receptor-                CTAGTTAcontig150 Solyc10g Solyc10g Receptor-                GO:00064 GO:00064  contig150 Solyc10g Receptor-                 GO:00064 SL2.40ch AT1G16670.1  protein k     chr1:569  7.81664 6.44521 2.20533 15.5426 23.4423 14.5681
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 1.290 Detected 1.002 Detected 1.146 0.041 GT Sens contig150 contig150 Serine/thr                TCCAACGcontig150 Solyc06g Solyc06g Serine/thr                GO:00055 GO:00055      contig150 Solyc06g Serine/thr                 GO:00055 SL2.40ch AT5G18910.1  protein k     chr5:630  18.7849 23.006 20.6946 20.5578 54.2085 44.2616
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 2.646 Detected 1.793 Detected 2.219 0.036 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  16.0305 13.3177 28.7477 23.1684 97.4959 53.849
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.986 Detected 1.390 Detected 1.688 0.033 GT Sens contig150 contig150 Exostosin             ATATATT contig150 Solyc08g Solyc08g Exostosin             GO:00160 GO:00160 contig150 Solyc08g Exostosin              GO:00160 SL2.40ch AT4G16745.1  exostosin    chr4:941  621.848 506.728 1439.12 647.787 2371.44 1563.7
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 1.664 Detected 1.571 Detected 1.617 0.008 GT Sens contig151 contig151 Dehydrog                 AGGGTCAcontig151 Solyc09g Solyc09g Dehydrog                 GO:00551 GO:00551    contig151 Solyc10g Tropinon                GO:00081 SL2.40ch AT2G29340.3 382.366 298.774 552.972 76.1216 1141.8 1067.69
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.346 Detected 1.252 Detected 1.299 0.001 GT Sens contig151 contig151 Acetyltran                 CTACTCT contig151 Solyc09g Solyc09g Acetyltran                 GO:00081 GO:00081  contig151 Solyc09g082250.2.1 AT1G20650.1  ATP bind         chr1:715  785.866 724.246 1219.8 758.015 2045.65 1910.92
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 1.405 Detected 1.170 Detected 1.287 0.033 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  608.416 766.667 735.704 1041.87 1928.1 1633.42
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 2.347 Detected 1.795 Detected 2.071 0.022 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  63.4166 73.0579 240.634 145.79 369.36 251.139
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 1.606 Detected 1.013 Detected 1.309 0.059 GT Sens contig152 contig152 Acetyl-co                     GCTGCTAcontig152 Solyc01g Solyc01g Acetyl-co                     GO:00093 GO:00093   contig152 Solyc01g Acetyl-co                      GO:00093 SL2.40ch AT2G3804CAC3  CAC3; ac    chr2:159  178.135 206.481 550.427 266.576 622.565 411.498
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 1.086 Detected 1.148 Detected 1.117 0.028 GT Sens contig152 contig152 Homology        AATGATAcontig152 Solyc02g Solyc02g Homology to unknown gene (F     contig152 Solyc02g Homology        GO:00340 SL2.40ch AT1G6708ABA4  ABA4 (ab        chr1:250  3747.63 4575.89 6288.09 5103.62 9371.9 9758.65
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 2.912 Detected 2.016 Detected 2.464 0.032 GT Sens contig152 contig152 EPIDERM         ATGGCTAcontig152 Solyc08g Solyc08g EPIDERMAL PATTERNING FAC       contig152 Solyc08g EPIDERMAL PATTE        SL2.40ch AT4G37810.1  unknown   chr4:177  33.1006 33.0798 147.006 100.266 265.602 142.326
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 3.131 Detected 1.936 Detected 2.533 0.056 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  43.8116 31.9997 194.326 73.8196 349.697 152.342
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 2.259 Detected 1.720 Detected 1.990 0.036 GT Sens contig153 contig153 MYB tran               GAGACTTcontig153 Solyc02g Solyc02g MYB tran               GO:00037 GO:00037       contig153 Solyc02g MYB tran                GO:00037 SL2.40ch AT5G4035MYB24, A   MYB24 (m           chr5:161  1357.3 1871.34 2421.2 2124.24 8137.34 5582.28
GT Sense Sense 0.050 Detected -0.050 Comprom 0.000 2.873 Detected 2.025 Detected 2.449 0.029 GT Sens contig153 contig153 Spermidin              TTCTTCT contig153 Solyc08g Solyc08g Spermidin              GO:00038 GO:00038    contig153 Solyc08g Spermidin               GO:00047 SL2.40ch AT5G1953ACL5  ACL5 (AC        chr5:658  11.0427 9.69167 27.8899 23.1762 80.8111 44.7647
GT Sense Sense 0.206 Comprom -0.206 Comprom 0.000 1.521 Detected 2.520 Detected 2.021 0.065 GT Sens contig154 contig154 Unknown   ATTGAAT contig154 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig154 Solyc06g Unknown Protein (A  SL2.40ch AT2G0209CHR19, C    ETL1; AT            chr2:523  4.51273 3.19301 15.4906 4.89131 11.6209 23.1423
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 3.642 Detected 2.039 Detected 2.841 0.072 GT Sens contig154 contig154 MtN3-like               CGCAAAAcontig154 Solyc03g Solyc03g MtN3-like               GO:00160 GO:00160   contig154 Solyc03g MtN3-like                GO:00160 SL2.40ch AT2G39060.1  nodulin M     chr2:163  36.5725 39.7763 404.265 73.8439 507.845 166.701
GT Sense Sense 0.865 Detected -0.865 Detected 0.000 3.366 Detected 2.079 Detected 2.722 0.128 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  465.955 132.124 429.202 382.281 2727.41 1114.75
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 1.634 Detected 1.375 Detected 1.505 0.013 GT Sens contig155 contig155 Unknown   ATACCTGcontig155 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig155 Solyc05g Unknown Protein (A  SL2.40ch AT1G6802ATTPS6,   ATTPS6;           chr1:254  874.911 705.72 2463.02 1882 2600.64 2167.12
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 1.632 Detected 0.997 Detected 1.315 0.056 GT Sens contig155 contig155 Unknown              AACAAGT contig155 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig155 Solyc06g Unknown Protein (A              SL2.40ch AT3G18320.1  F-box fam    chr3:628  446.443 459.198 532.202 590.227 1496.48 961.054
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 1.235 Detected 0.817 Detected 1.026 0.094 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  108.002 70.1948 205.609 109.973 218.562 163.063
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 2.922 Detected 1.496 Detected 2.209 0.091 GT Sens contig156 contig156 Lysine/his                TAGCTAGcontig156 Solyc10g Solyc10g Lysine/his                GO:00151 GO:00151     contig156 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT2G15370.1 13.6928 14.2462 11.4062 4.81135 112.887 41.8819
GT Sense Sense 0.361 Detected -0.361 Detected 0.000 1.673 Detected 0.811 Detected 1.242 0.158 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  11942.9 6809.21 8936.29 4931.87 30658.3 16820
GT Sense Sense 0.553 Detected -0.553 Detected 0.000 5.371 Detected 3.006 Detected 4.188 0.085 GT Sens contig156 contig156 MtN3-like               GGAGTTAcontig156 Solyc03g Solyc03g MtN3-like               GO:00160 GO:00160   contig156 Solyc03g MtN3-like                GO:00160 SL2.40ch AT5G2366MTN3  MTN3 (Ar        chr5:797  130.047 56.8542 1244.29 353.977 3794.68 734.347
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 1.541 Detected 1.362 Detected 1.451 0.095 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  151.429 275.209 320.803 219.772 633.333 557.746
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 1.353 Detected 0.842 Detected 1.098 0.099 GT Sens contig157 contig157 BHLH tran                 ACAAGTAcontig157 Solyc11g Solyc11g BHLH tran                 GO:00056 GO:00056 contig157 Solyc11g BHLH tran                  GO:00056 SL2.40ch AT2G42280.1  basic hel      chr2:176  347.948 478.536 392.578 278.823 1111.28 777.873
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 1.443 Detected 1.338 Detected 1.390 0.015 GT Sens contig157 contig157 Zinc finge               TTTTGCT contig157 Solyc01g Solyc01g Zinc finge               GO:00082 GO:00082   contig157 Solyc01g Zinc finge                GO:00081 SL2.40ch AT3G08020.1  protein b       chr3:255  14.1301 16.7177 23.6262 16.6368 44.5516 41.314
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 1.093 Detected 1.060 Detected 1.077 0.138 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  192.877 337.183 396.777 319.152 580.109 565.442
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 1.200 Detected 1.538 Detected 1.369 0.021 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  622.336 501.269 1388.16 1991 1368.54 1723.94
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 2.012 Detected 1.814 Detected 1.913 0.009 GT Sens contig158 contig158 Chloroph                    AAACCTT contig158 Solyc07g Solyc07g Chloroph                    GO:00051 GO:00051   contig158 Solyc07g Chloroph                     GO:00051 SL2.40ch AT5G5427LHCB3, L   LHCB3 (L         chr5:220  1491.97 1736.82 4502.9 2357.45 6926.15 6017.5
GT Sense Sense -0.359 Comprom 0.359 Comprom 0.000 2.136 Detected 2.125 Detected 2.131 0.027 GT Sens contig158 contig158 Unknown   CGTTGTAcontig158 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig158 Solyc04g Unknown Protein (A  SL2.40ch AT3G57450.1  unknown   chr3:212  2.18199 3.37804 5.33654 2.59694 12.7275 12.5906
GT Sense Sense -0.264 Comprom 0.264 Detected 0.000 1.574 Detected 1.071 Detected 1.322 0.068 GT Sens contig158 contig158 Unknown   ATATTTG contig158 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig158 Solyc04g Unknown Protein (A  SL2.40ch AT2G12190.1  cytochro     chr2:489  9.45693 12.831 20.3808 19.0789 34.9672 24.6057
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 1.579 Detected 1.147 Detected 1.363 0.067 GT Sens contig158 contig158 Superoxid                       AGAACCCcontig158 Solyc06g Solyc06g Superoxid                       GO:00047 GO:00047      contig158 Solyc06g Superoxid                        GO:00089 SL2.40ch AT4G2510FSD1  FSD1 (FE           chr4:128  27.5081 39.486 66.7227 39.9897 104.973 77.6127
GT Sense Sense -0.596 Comprom 0.596 Comprom 0.000 1.546 Detected 1.188 Detected 1.367 0.159 GT Sens contig159 contig159 Unknown   GAAGAAGcontig159 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig159 Solyc12g Transcrip               GO:00056 SL2.40ch AT5G251 CIPK25, S   CIPK25 (C               chr5:865  4.50094 9.68121 12.4799 12.4034 20.5489 15.9943
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 1.159 Detected 1.592 Detected 1.375 0.024 GT Sens contig159 contig159 Cytochro              CGAATAAcontig159 Solyc11g Solyc11g Cytochro              GO:00200 GO:00200  contig159 Solyc11g Genomic DNA chrom         SL2.40ch AT5G41580.1  zinc ion b   chr5:166  23.9644 21.5986 29.7512 17.3428 54.1585 72.9012
GT Sense Sense 0.020 Comprom -0.020 Comprom 0.000 2.836 Detected 1.722 Detected 2.279 0.055 GT Sens contig159 contig159 Unknown   CAAAACAcontig159 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig159 Solyc11g Beta-1 3-g                 GO:00160 SL2.40ch AT1G56120.1  kinase  chr1:209  4.38812 4.01408 11.3944 10.9193 31.9632 14.7203
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 1.277 Detected 1.058 Detected 1.168 0.016 GT Sens contig159 contig159 NADH ubi                      TTGAGGTcontig159 Solyc02g Solyc02g NADH ubi                      GO:00081 GO:00081  contig159 Solyc02g NADH ubi                       GO:00081 SL2.40ch AT4G18810.1  binding /     chr4:103  802.49 868.952 1371.38 1013.2 2158.18 1848.45
GT Sense Sense -0.211 Comprom 0.211 Comprom 0.000 2.344 Detected 1.675 Detected 2.010 0.037 GT Sens contig159 contig159 Shugoshi     CAAGGAAcontig159 Solyc11g Solyc11g Shugoshin-1 (AHRD V1 ***- B6T contig159 Solyc11g Shugoshin-1 (AHRD   SL2.40ch AT3G432 TES, ATN    TES (TET     chr3:151  8.2143 10.3536 22.2473 17.8279 49.938 31.3085
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 1.294 Detected 1.297 Detected 1.295 0.035 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  1125.04 1491.58 2611.61 1475.06 3386.14 3385.3
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 1.547 Detected 1.197 Detected 1.372 0.037 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  418.478 524.419 1093.57 642.272 1459.84 1141.79
GT Sense Sense 0.164 Comprom -0.164 Comprom 0.000 1.540 Detected 4.138 Detected 2.839 0.162 GT Sens contig160 contig160 Unknown   GATAATCcontig160 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig160 Solyc05g Unknown Protein (A  SL2.40ch AT2G30090.1  GCN5-rel       chr2:128  3.73757 2.80019 18.1127 7.14506 10.0354 60.5463
GT Sense Sense 0.394 Detected -0.394 Detected 0.000 2.205 Detected 1.715 Detected 1.960 0.052 GT Sens contig161 contig161 Galactino                TACAATA contig161 Solyc01g Solyc01g Galactino                GO:00167 GO:00167         contig161 Solyc01g Galactino                 GO:00167 SL2.40ch AT2G4718AtGolS1  AtGolS1 (                chr2:193  38.2275 20.8263 63.9426 48.7079 138.698 98.4554
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 2.568 Detected 2.055 Detected 2.311 0.032 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  479.649 722.062 1067.05 1150.01 3720.28 2600.23
GT Sense Sense -0.117 Comprom 0.117 Comprom 0.000 2.459 Detected 2.195 Detected 2.327 0.006 GT Sens contig161 contig161 Nodulin-li                  GCCATTGcontig161 Solyc04g Solyc04g Nodulin-li                  GO:00160 GO:00160 contig161 Solyc04g Nodulin-li                   GO:00160 SL2.40ch AT1G43650.1  integral m        chr1:164  3.11617 3.44652 3.29554 2.64445 19.2132 15.9492
GT Sense Sense -0.109 Comprom 0.109 Comprom 0.000 1.348 Detected 0.915 Detected 1.132 0.043 GT Sens contig161 contig161 cDNA clon         TTTGAAGcontig161 Solyc12g Solyc12g cDNA clone J065196H20 full in      contig161 Solyc12g cDNA clone J065196        SL2.40ch AT2G37370.1  unknown   chr2:156  5.93935 6.50139 3.51901 8.47022 16.8665 12.4593
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 1.184 Detected 1.401 Detected 1.293 0.029 GT Sens contig161 contig161 AT-hook m                    TCATCAAcontig161 Solyc08g Solyc08g AT-hook m                    GO:00036 GO:00036  contig161 Solyc08g AT-hook m                     GO:00036 SL2.40ch AT4G32760.1  protein tr   chr4:157  52.1257 37.2883 60.1706 38.8691 106.805 123.827
GT Sense Sense -0.626 Detected 0.626 Detected 0.000 1.006 Detected 2.363 Detected 1.685 0.210 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  270.85 606.951 717.481 846.577 868.211 2218.2
GT Sense Sense 0.105 Comprom -0.105 Comprom 0.000 1.473 Detected 2.436 Detected 1.955 0.058 GT Sens contig162 contig162 UDP-gluc               GCCAATTcontig162 Solyc12g Solyc12g UDP-gluc               GO:00081 GO:00081  contig162 Solyc12g UDP-gluc                GO:00081 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  5.07823 4.13244 23.9333 12.1634 13.5577 26.3638
GT Sense Sense -0.286 Comprom 0.286 Comprom 0.000 1.583 Detected 1.826 Detected 1.704 0.032 GT Sens contig163 contig163 Alcohol d                ATTACTT contig163 Solyc04g Solyc04g Alcohol d                GO:00040 GO:00040     contig163 Solyc04g Alcohol d                 GO:00040 SL2.40ch AT1G22430.2 6.11578 8.55546 14.1647 10.772 23.1125 27.2587
GT Sense Sense 0.332 Detected -0.332 Detected 0.000 1.752 Detected 1.142 Detected 1.447 0.085 GT Sens contig163 contig163 Branched                 CTGTAGGcontig163 Solyc12g Solyc12g Branched                 GO:00090 GO:00090     contig163 Solyc12g Branched                  GO:00081 SL2.40ch AT3G4968ATBCAT-    BCAT3 (B        chr3:184  35.7282 21.2086 57.4571 38.2436 98.8889 64.5699
GT Sense Sense 0.208 Comprom -0.208 Comprom 0.000 2.584 Detected 2.009 Detected 2.296 0.023 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  3.34277 2.35783 3.77402 3.62865 17.9549 12.0108
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 1.261 Detected 0.880 Detected 1.070 0.061 GT Sens contig165 contig165 Conserve                  TATAAGGcontig165 Solyc06g Solyc06g Conserve                  GO:00160 GO:00160   contig165 Solyc06g Conserve                   GO:00160 SL2.40ch AT1G73650.4  oxidored          chr1:276  4220.58 5254.35 8335.13 6160.62 12037.6 9212.13
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 1.355 Detected 1.029 Detected 1.192 0.045 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  737.347 920.028 1292.55 1039.9 2246.19 1787.25
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 1.310 Detected 0.894 Detected 1.102 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  46.1352 31.2362 21.4104 29.438 100.381 74.9906
GT Sense Sense -0.433 Detected 0.433 Detected 0.000 2.837 Detected 1.532 Detected 2.185 0.108 GT Sens contig165 contig165 Unknown   AATTATT contig165 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig165 Solyc08g Unknown Protein (A  SL2.40ch AT4G19985.1  GCN5-rel       chr4:108  39.239 67.3203 131.522 146.866 391.666 158.056
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 1.129 Detected 1.163 Detected 1.146 0.000 GT Sens contig166 contig166 3-phenylp               GCTAATT contig166 Solyc01g Solyc01g 3-phenylp               GO:00081 GO:00081  contig166 Solyc01g 3-phenylp                GO:00081 SL2.40ch AT3G51680.1  short-cha       chr3:191  183.17 174.567 291.01 323.71 416.905 425.592
GT Sense Sense -0.759 Comprom 0.759 Detected 0.000 1.882 Detected 1.019 Detected 1.450 0.239 GT Sens contig166 contig166 Unknown   AAGAAAAcontig166 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig166 Solyc10g Unknown Protein (A  SL2.40ch AT5G13940.1  aminope   chr5:449  4.59893 12.3973 20.5022 16.1471 29.6706 16.2632
GT Sense Sense 0.007 Comprom -0.007 Comprom 0.000 2.474 Detected 2.598 Detected 2.536 0.001 GT Sens contig166 contig166 WRKY tra               TCGACGAcontig166 Solyc05g Solyc05g WRKY tra               GO:0045449 contig166 Solyc04g Zinc finge                   GO:00081 SL2.40ch AT3G19910.1  zinc finge        chr3:692  2.78433 2.59336 5.40776 4.7751 15.9208 17.2996
GT Sense Sense -0.755 Detected 0.755 Detected 0.000 1.423 Detected 0.853 Detected 1.138 0.294 GT Sens contig166 contig166 Endo-1 4-               TAATTCT contig166 Solyc04g Solyc04g Endo-1 4-               GO:00038 GO:00038  contig166 Solyc04g Endo-1 4-                GO:00059 SL2.40ch AT5G1703UGT78D3  UGT78D3              chr5:560  25.0923 67.2829 105.732 45.4222 117.451 78.9175
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.167 Detected 1.009 Detected 1.088 0.009 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  781.47 810.962 1417.98 879.066 1905.99 1702.91
GT Sense Sense 0.143 Detected -0.143 Comprom 0.000 1.933 Detected 1.334 Detected 1.633 0.039 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  12.8704 9.92592 47.8914 26.8112 46.0297 30.2871
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 1.002 Detected 1.195 Detected 1.098 0.034 GT Sens contig167 contig167 Pentatrico               TGTTTTAcontig167 Solyc08g Solyc08g Pentatricopeptide repeat-conta               contig167 Solyc08g Pentatricopeptide re               SL2.40ch AT3G26700.1  protein k     chr3:981  19.7148 23.9294 46.017 22.154 46.3734 52.8808
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 1.013 Detected 1.078 Detected 1.045 0.031 GT Sens contig167 contig167 C2 domai                TGCATCAcontig167 Solyc04g Solyc04g C2 domain-containing protein               contig167 Solyc04g C2 domain-containin                 SL2.40ch AT1G70790.1  C2 doma    chr1:267  70.3277 51.0877 87.5098 58.2503 128.964 134.521
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 1.621 Detected 1.052 Detected 1.336 0.051 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  2435.79 2751.96 2316.17 2314.37 8489.65 5707.23
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 1.414 Detected 2.218 Detected 1.816 0.047 GT Sens contig167 contig167 UDP-gluc               TCCACGGcontig167 Solyc12g Solyc12g UDP-gluc               GO:00081 GO:00081  contig167 Solyc12g UDP-gluc                GO:00081 SL2.40ch AT2G2326UGT84B1  UGT84B1                 chr2:990  60.4107 62.4265 158.583 78.7112 174.474 303.688
GT Sense Sense -0.609 Comprom 0.609 Comprom 0.000 1.453 Detected 1.596 Detected 1.524 0.131 GT Sens contig167 contig167 Proton-de                     GAGAATTcontig167 Solyc11g Solyc11g Proton-de                     GO:00160 GO:00160 contig167 Solyc11g Proton-de                      GO:00160 SL2.40ch AT3G45680.1  proton-de        chr3:167  3.46068 7.57889 9.93986 11.8631 14.9559 16.4552
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.945 Detected 0.856 Detected 1.400 0.124 GT Sens contig167 contig167 Unknown   GGTTATTcontig167 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig167 Solyc01g Unknown Protein (A  SL2.40ch AT1G58460.1  unknown   chr1:217  40.106 38.2492 126.657 41.5635 160.776 75.359
GT Sense Sense 0.296 Detected -0.296 Detected 0.000 1.312 Detected 1.190 Detected 1.251 0.054 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  325.674 203.304 298.714 252.403 681.273 624.089
GT Sense Sense 0.505 Detected -0.505 Comprom 0.000 1.622 Detected 1.607 Detected 1.614 0.086 GT Sens contig168 contig168 Unknown   CTCGAGAcontig168 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig168 Solyc05g Unknown Protein (A  SL2.40ch AT5G09530.1  hydroxyp      chr5:296  20.4483 9.55179 21.4658 20.3611 45.8648 45.2667
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 1.576 Detected 1.420 Detected 1.498 0.028 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  56.7752 74.8613 123.157 111.493 207.233 185.487
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.163 Detected 0.863 Detected 1.013 0.035 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  2889.71 3225.29 4502.99 4678.97 7290.9 5902.76
GT Sense Sense -0.303 Comprom 0.303 Comprom 0.000 2.223 Detected 2.090 Detected 2.156 0.020 GT Sens contig168 contig168 Cytokinin                  CCCAGCCcontig168 Solyc11g Solyc11g Cytokinin riboside 5%26apos%                  contig168 Solyc11g Cytokinin riboside 5                  SL2.40ch AT2G28305.1  unknown   chr2:120  2.70758 3.87505 13.147 9.31337 16.1215 14.6611
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 1.979 Detected 1.559 Detected 1.769 0.028 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  21.9154 27.7301 48.4736 41.1188 103.651 77.2222
GT Sense Sense -0.504 Comprom 0.504 Comprom 0.000 2.501 Detected 2.091 Detected 2.296 0.052 GT Sens contig168 contig168 Unknown               CATTAGCcontig168 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3              contig168 Solyc01g Unknown Protein (A               SL2.40ch AT1G58070.1  unknown   chr1:215  3.48314 6.58893 22.0889 20.2129 28.9141 21.7058
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 1.482 Detected 1.756 Detected 1.619 0.073 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  214.132 108.905 199.685 154.064 454.738 548.408
GT Sense Sense 0.431 Detected -0.431 Detected 0.000 1.784 Detected 1.083 Detected 1.434 0.123 GT Sens contig169 contig169 Threonine                      GTTGGAAcontig169 Solyc09g Solyc09g Threonine                      GO:00090 GO:00090     contig169 Solyc09g Threonine                       GO:00047 SL2.40ch AT3G1005OMR1  OMR1 (L-       chr3:309  51291.4 26553.9 31144 22459.7 135546 83144.6
GT Sense Sense -0.277 Detected 0.277 Detected 0.000 1.325 Detected 0.897 Detected 1.111 0.087 GT Sens contig169 contig169 Os03g029                   ATAGCAGcontig169 Solyc06g Solyc06g Os03g0291800 protein (Fragm                  contig169 Solyc06g Os03g0291800 prote                   SL2.40ch AT3G5599ESK1  ESK1 (ES    chr3:207  16.2405 22.4372 22.016 26.5564 50.994 37.8037
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 1.134 Detected 0.911 Detected 1.022 0.030 GT Sens contig169 contig169 ATP-depe                     TGATAAGcontig169 Solyc07g Solyc07g ATP-depe                     GO:00041 GO:00041   contig169 Solyc07g ATP-depe                      GO:00041 SL2.40ch AT2G3095VAR2, FTS   VAR2 (VA           chr2:131  9244.8 10594 14626.6 11666.2 23155.1 19789.2
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 2.874 Detected 2.416 Detected 2.645 0.014 GT Sens contig169 contig169 Genomic          GGATGAAcontig169 Solyc06g Solyc06g Genomic DNA chromosome 3       contig169 Solyc06g Genomic DNA chrom         SL2.40ch AT3G25130.1  unknown   chr3:915  16.0195 20.1759 44.8229 14.6369 140.561 102.002
GT Sense Sense -0.528 Detected 0.528 Detected 0.000 1.997 Detected 1.824 Detected 1.911 0.070 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  7574.49 14815.5 29309.6 22338.6 45103.8 39888.7
GT Sense Sense -0.666 Comprom 0.666 Detected 0.000 2.095 Detected 0.846 Detected 1.471 0.249 GT Sens contig170 contig170 Zinc finge                 ATAGCCTcontig170 Solyc06g Solyc06g Zinc finge                 GO:00055 GO:00055    contig170 Solyc06g Zinc finge                  GO:00055 SL2.40ch AT5G05830.1  zinc finge        chr5:175  9.76516 23.1474 27.9995 17.2769 68.4876 28.74
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.895 Detected 1.065 Detected 1.480 0.083 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  54.1308 39.349 151.181 30.4992 183.068 102.669
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 2.688 Detected 1.007 Detected 1.848 0.161 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  112.943 92.2454 190.107 70.2378 701.506 218.091
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 2.567 Detected 1.395 Detected 1.981 0.078 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  206.488 205.403 241.56 235.184 1301.34 575.904
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 1.187 Detected 0.834 Detected 1.011 0.103 GT Sens contig171 contig171 Genomic          TCAAAAT contig171 Solyc10g Solyc10g Genomic DNA chromosome 5       contig171 Solyc10g Genomic DNA chrom         SL2.40ch AT5G5539EDM2  EDM2; tr    chr5:224  59.5391 85.5273 83.6484 83.8039 173.265 135.248
GT Sense Sense 0.417 Comprom -0.417 Comprom 0.000 2.039 Detected 1.924 Detected 1.981 0.042 GT Sens contig172 contig172 Lysine-sp          AAGTTTCcontig172 Solyc05g Solyc05g Lysine-specific histone demeth        contig172 Solyc10g Glucose-repressible                 SL2.40ch AT5G1659LRR1  LRR1; AT         chr5:543  4.32642 2.28283 2.96476 3.27388 13.77 12.679
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.146 Detected 0.918 Detected 1.032 0.022 GT Sens contig172 contig172 Gamma-g                AGATGTGcontig172 Solyc06g Solyc06g Gamma-g                GO:00043 GO:00043      contig172 Solyc06g Gamma-g                 GO:00043 SL2.40ch AT3G556 P5CS2  P5CS2 (D            chr3:206  705.14 767.013 492.003 306.716 1735.39 1477.2
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 1.471 Detected 1.151 Detected 1.311 0.035 GT Sens contig172 contig172 Norcoclau                CATCTTT contig172 Solyc07g Solyc07g Norcoclau                GO:00322 GO:00322 contig172 Solyc07g Norcoclau                 GO:00322 SL2.40ch AT4G2916SNF7.1  SNF7.1  chr4:143  142.363 102.643 546.34 223.434 357.383 285.308
GT Sense Sense -0.208 Comprom 0.208 Comprom 0.000 3.373 Detected 2.403 Detected 2.888 0.032 GT Sens contig172 contig172 Proteinas                GCCCAGTcontig172 Solyc11g Solyc11g Proteinas                GO:00048 GO:00048    contig172 Solyc11g Proteinas                 GO:00048 SL2.40ch AT2G17150.2  RWP-RK    chr2:746  3.26068 4.09113 12.6662 5.48538 40.3538 20.533
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 1.165 Detected 0.836 Detected 1.000 0.038 GT Sens contig172 contig172 2%2C3-bi                TTATCGAcontig172 Solyc06g Solyc06g 2%2C3-bi                GO:00081 GO:00081  contig172 Solyc06g 2,3-bispho                 GO:00081 SL2.40ch AT5G22620.2  phospho      chr5:751  226.547 250.759 380.232 237.06 569.842 452.328
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 1.460 Detected 1.009 Detected 1.235 0.035 GT Sens contig173 contig173 Zinc finge                           ATAGATGcontig173 Solyc09g Solyc09g Zinc finge                           GO:00055 GO:00055    contig173 Solyc09g Zinc finge                            GO:00055 SL2.40ch AT2G36320.1  zinc finge      chr2:152  3495.52 2950.2 6018.1 7350.92 9423.6 6872.09
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 1.499 Detected 0.927 Detected 1.213 0.075 GT Sens contig173 contig173 EPF-type                  ACCAATCcontig173 Solyc10g Solyc10g EPF-type                  GO:00037 GO:00037      contig173 Solyc10g EPF-type                   GO:00037 SL2.40ch AT1G6614ZFP4  ZFP4 (ZIN               chr1:246  70.2478 88.095 146.992 231.019 237.061 159.067
GT Sense Sense 0.595 Detected -0.595 Detected 0.000 2.189 Detected 0.905 Detected 1.547 0.219 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  38.0855 15.7144 15.5914 11.6274 118.999 48.6906
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 1.508 Detected 0.905 Detected 1.207 0.057 GT Sens contig173 contig173 Homeobo                    TTGAAACcontig173 Solyc01g Solyc01g Homeobo                    GO:00056 GO:00056   contig173 Solyc01g Homeobo                     GO:00435 SL2.40ch AT2G449 ATHB4, A   ATHB4 (A             chr2:185  48.1439 45.2651 83.2649 48.4059 141.551 92.9639
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 1.735 Detected 1.587 Detected 1.661 0.002 GT Sens contig173 contig173 Unknown   AATTTCT contig173 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig173 Solyc01g Unknown Protein (A  SL2.40ch AT4G26540.1  kinase  chr4:133  2293.14 2056.84 3360.72 2807.37 7710.51 6936.77
GT Sense Sense -0.638 Comprom 0.638 Comprom 0.000 0.843 Detected 1.215 Detected 1.029 0.261 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  4.3908 10.0032 2.25875 1.9335 12.6797 16.3568
GT Sense Sense -0.206 Comprom 0.206 Comprom 0.000 1.934 Detected 1.864 Detected 1.899 0.012 GT Sens contig174 contig174 2-oxoglut       GGTATGTcontig174 Solyc02g Solyc02g 2-oxoglutarate-dependent diox      contig174 Solyc02g 2-oxoglutarate-depe       SL2.40ch AT1G34220.2  unknown   chr1:124  2.95438 3.69953 9.69131 3.59452 13.469 12.7923
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 2.601 Detected 1.134 Detected 1.868 0.128 GT Sens contig174 contig174 MazG nuc                GAACTTT contig174 Solyc06g Solyc06g MazG nuc                GO:00474 GO:00474     contig174 Solyc06g MazG nuc                 GO:00002 SL2.40ch AT3G25400.1  FUNCTIO                                                                            chr3:921  13.6762 15.1112 13.2948 13.9646 93.0173 33.5485
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 2.418 Detected 2.129 Detected 2.273 0.006 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  48.8036 39.9845 53.8549 43.5228 251.722 205.424
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 0.830 Detected 1.283 Detected 1.057 0.081 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  82.1258 56.3096 82.4577 171.285 128.941 175.996
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 1.400 Detected 1.477 Detected 1.438 0.018 GT Sens contig175 contig175 ATP-bind                GTGATTAcontig175 Solyc11g Solyc11g ATP-bind                GO:00168 GO:00168  contig175 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT2G3638PDR6, AT   PDR6; AT         chr2:152  924.549 665.336 1334.27 1096.51 2206.59 2321.68
GT Sense Sense -0.489 Detected 0.489 Detected 0.000 1.968 Detected 1.523 Detected 1.746 0.083 GT Sens contig175 contig175 Unknown   TCAATAT contig175 Solyc02g Solyc02g Unknown Protein (AHRD V1);O contig175 Solyc02g Unknown   GO:00054 SL2.40ch AT4G38350.1  hedgeho    chr4:179  72.6483 134.577 218.488 184.761 412.427 302.187
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 2.399 Detected 1.161 Detected 1.780 0.104 GT Sens contig175 contig175 Genomic          TCATGCAcontig175 Solyc05g Solyc05g Genomic DNA chromosome 5       contig175 Solyc05g Genomic DNA chrom         SL2.40ch AT5G11090.1  serine-ric    chr5:352  137.282 144.125 620.933 254.456 791.415 334.42
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 1.941 Detected 1.482 Detected 1.711 0.020 GT Sens contig175 contig175 Magnesiu                     TGGTATCcontig175 Solyc03g Solyc03g Magnesiu                     GO:00055 GO:00055  contig175 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 148.628 124.196 213.721 213.55 556.435 403.37
GT Sense Sense 0.327 Detected -0.327 Detected 0.000 1.733 Detected 0.878 Detected 1.305 0.136 GT Sens contig176 contig176 Diacylglyc                 TCAAACGcontig176 Solyc01g Solyc01g Diacylglycerol O-acyltransfera                 contig176 Solyc01g Diacylglycerol O-acy                 SL2.40ch AT5G53380.1  unknown   chr5:216  769.655 459.934 575.585 306.235 2108.87 1162.46
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 1.815 Detected 1.555 Detected 1.685 0.007 GT Sens contig176 contig176 Genomic                   TGAACACcontig176 Solyc10g Solyc10g Genomic DNA chromosome 5                 contig176 Solyc03g Jp18 (AHRD V1 ***- Q            SL2.40ch AT1G2834AtRLP4  AtRLP4 (R        chr1:994  21.5224 21.978 27.3245 20.1393 81.5849 67.9378
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 1.219 Detected 0.827 Detected 1.023 0.048 GT Sens contig177 contig177 Dienelact        GCAGATGcontig177 Solyc05g Solyc05g Dienelactone hydrolase domai      contig177 Solyc05g Dienelactone hydro       SL2.40ch AT5G25770.3  unknown   chr5:896  511.754 570.513 1012.01 696.79 1341.45 1018.82
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 1.320 Detected 1.022 Detected 1.171 0.052 GT Sens contig177 contig177 L-tyrosine     GGTATTTcontig177 Solyc12g Solyc12g L-tyrosine transporter (AHRD V   contig177 Solyc10g Unknown Protein (A  SL2.40ch AT5G51160.1 11524.9 7844.73 16819 14744.7 25322 20535.8
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 1.270 Detected 1.024 Detected 1.147 0.034 GT Sens contig177 contig177 Mutator-li                TAGAAAAcontig177 Solyc11g Solyc11g Mutator-li                GO:00082 GO:00082   contig177 Solyc07g Mutator-li                 GO:00082 SL2.40ch AT1G24388.1 52729.5 38795 99565 76634.6 116277 97766
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 1.421 Detected 1.048 Detected 1.234 0.033 GT Sens contig177 contig177 C1orf93 h             CAAGGAGcontig177 Solyc09g Solyc09g C1orf93 homolog (AHRD V1 **-           contig177 Solyc09g C1orf93 homolog (A             SL2.40ch AT2G37240.1  INVOLVE                                                                        chr2:156  741.46 840.223 1417.27 966.317 2253.86 1735.01
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 1.146 Detected 0.958 Detected 1.052 0.010 GT Sens contig178 contig178 1-aminocy                 GGTATATcontig178 Solyc02g Solyc02g 1-aminocy                 GO:00166 GO:00166                              contig178 Solyc02g 1-aminocy                  GO:00167 SL2.40ch AT1G1702SRG1, AT   SRG1 (SE                                    chr1:582  3313.1 3331.09 6370.5 4221.18 7839.86 6860.01
GT Sense Sense -0.449 Comprom 0.449 Detected 0.000 2.593 Detected 2.021 Detected 2.307 0.049 GT Sens contig179 contig179 LINE-type              ACAAGAAcontig179 Solyc00g Solyc00g LINE-type retrotransposon LIb            contig179 Solyc00g006090.1.1 AT5G2358CDPK9, A     CDPK9 (C                       chr5:795  8.83718 15.487 28.1858 18.8783 75.2921 50.4796
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 1.306 Detected 0.902 Detected 1.104 0.057 GT Sens contig179 contig179 Fructose-               TCAGGATcontig179 Solyc01g Solyc01g Fructose-               GO:00060 GO:00060   contig179 Solyc01g Fructose-                GO:00055 SL2.40ch AT2G21330.1  fructose-     chr2:912  13081.4 9475.21 42529 17709.4 29355.3 22125.5
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 1.642 Detected 1.984 Detected 1.813 0.030 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  186.448 119.982 173.087 167.931 497.835 629.095
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 1.814 Detected 1.701 Detected 1.758 0.007 GT Sens contig179 contig179 BURP dom              ATGATTGcontig179 Solyc03g Solyc03g BURP dom              GO:00046 GO:00046  contig179 Solyc03g BURP dom               GO:00046 SL2.40ch AT1G2376JP630  JP630; p   chr1:840  14.2381 16.1416 26.819 27.8925 56.8631 52.4039
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 1.263 Detected 0.830 Detected 1.046 0.053 GT Sens contig179 contig179 Cc-nbs-lr              GGTCCCAcontig179 Solyc10g Solyc10g Cc-nbs-lr              GO:00069 GO:00069  contig179 Solyc10g Cc-nbs-lr   GO:00055 SL2.40ch AT2G46780.1 130.542 102.738 102.893 155.545 296.318 218.809
GT Sense Sense -0.663 Detected 0.663 Detected 0.000 3.890 Detected 2.744 Detected 3.317 0.063 GT Sens contig179 contig179 Myb trans               TCCGACAcontig179 Solyc07g Solyc07g Myb trans               GO:00037 GO:00037      contig179 Solyc07g Myb trans                GO:00037 SL2.40ch AT5G4033MYB23, A    MYB23 (M              chr5:161  14.4802 34.1374 148.18 35.388 351.499 158.339
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 1.229 Detected 1.526 Detected 1.377 0.015 GT Sens contig179 contig179 Protein ki               GGGTAATcontig179 Solyc07g Solyc07g Protein ki               GO:00055 GO:00055    contig179 Solyc07g Protein ki                GO:00055 SL2.40ch AT3G4589RUS1  RUS1 (RO      chr3:168  72.8545 60.8329 145.563 91.0491 166.435 203.789
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 1.376 Detected 1.109 Detected 1.242 0.011 GT Sens contig180 contig180 WRKY fam               CAGGAGTcontig180 Solyc01g Solyc01g WRKY fam               GO:0045449 contig180 Solyc01g WRKY fam                GO:00454 SL2.40ch AT2G44745.1  WRKY fam     chr2:184  131.246 122.332 210.331 198.4 350.742 290.515
GT Sense Sense -0.147 Comprom 0.147 Comprom 0.000 1.961 Detected 2.797 Detected 2.379 0.033 GT Sens contig180 contig180 Unknown   TGCAAACcontig180 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig180 Solyc11g Unknown Protein (A  SL2.40ch AT5G67385.1  protein b      chr5:268  3.35188 3.86448 12.6796 20.4478 14.944 26.5947
GT Sense Sense -0.400 Detected 0.400 Detected 0.000 1.569 Detected 1.532 Detected 1.550 0.061 GT Sens contig180 contig180 Early nod             CAAAAAT contig180 Solyc08g Solyc08g Early nod             GO:00090 GO:00090   contig180 Solyc08g Early nod              GO:00090 SL2.40ch AT4G32490.1  plastocya     chr4:156  19.1504 31.3528 40.7153 44.2601 77.5047 75.349
GT Sense Sense -0.251 Detected 0.251 Detected 0.000 1.630 Detected 1.122 Detected 1.376 0.061 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  385.509 513.827 875.36 808.077 1469.28 1030.07
GT Sense Sense -0.150 Comprom 0.150 Comprom 0.000 1.800 Detected 1.348 Detected 1.574 0.028 GT Sens contig180 contig180 Uncharac        TCTAATGcontig180 Solyc06g Solyc06g Uncharacterized GPI-anchored      contig180 Solyc06g Uncharacterized GP       SL2.40ch AT3G27810.1 5.25269 6.0854 5.5293 3.79519 20.9995 15.3021
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 1.531 Detected 1.199 Detected 1.365 0.022 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  44.8318 49.8491 89.7609 58.8262 145.645 115.388
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 1.771 Detected 2.210 Detected 1.990 0.024 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  88.776 114.331 348.764 302.886 366.587 495.578
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.400 Detected 0.880 Detected 1.140 0.060 GT Sens contig181 contig181 Amino ac                AAGGGG contig181 Solyc03g Solyc03g Amino acid transporter (AHRD              contig181 Solyc03g Amino acid transpor                SL2.40ch AT2G39130.1  amino ac      chr2:163  101.833 79.4243 113.498 69.1512 253.142 176.012
GT Sense Sense -1.032 Comprom 1.032 Detected 0.000 5.856 Detected 4.446 Detected 5.151 0.054 GT Sens contig181 contig181 Nitrate tra                 ACTCGGTcontig181 Solyc03g Solyc03g Nitrate tra                 GO:00800 GO:00800        contig181 Solyc03g Nitrate tra                  GO:00800 SL2.40ch AT5G62730.1  proton-de        chr5:251  6.45019 25.3683 26.1191 22.4924 790.232 296.408
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 1.189 Detected 1.582 Detected 1.385 0.025 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  85.0622 93.2507 255.111 98.5632 216.557 283.415
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 1.567 Detected 0.812 Detected 1.189 0.098 GT Sens contig182 contig182 Os02g050       CACTAGCcontig182 Solyc02g Solyc02g Os02g0508100 protein (Fragm     contig182 Solyc02g Os02g0508100 prote      SL2.40ch AT5G5016ATFRO8,   FRO8 (FE         chr5:204  100.811 77.9907 178.161 158.392 280.134 165.471



GT Sense Sense 0.369 Detected -0.369 Comprom 0.000 2.519 Detected 2.311 Detected 2.415 0.024 GT Sens contig182 contig182 Unknown   GTGTATCcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  16.1956 9.13804 22.3893 19.2898 74.3358 64.1692
GT Sense Sense -0.693 Comprom 0.693 Comprom 0.000 1.982 Detected 2.101 Detected 2.041 0.099 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  2.4183 5.94544 2.46115 6.86693 15.9722 17.2948
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 1.153 Detected 0.891 Detected 1.022 0.039 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  118.145 139.327 131.88 89.5122 304.171 252.988
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 1.230 Detected 1.121 Detected 1.176 0.015 GT Sens contig182 contig182 Uncharac                 TTTGACAcontig182 Solyc08g Solyc08g Uncharacterized membrane pr                contig182 Solyc08g Uncharacterized me                 SL2.40ch AT4G19390.1  FUNCTIO                                                                                chr4:105  1068.1 1213.04 1997.94 1446.52 2847.73 2632.77
GT Sense Sense 0.619 Detected -0.619 Detected 0.000 1.466 Detected 1.161 Detected 1.314 0.175 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  28.5526 11.3911 1.86183 14.9939 53.14 42.8798
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 1.294 Detected 0.881 Detected 1.087 0.047 GT Sens contig182 contig182 Catalase (             TTTATGCcontig182 Solyc02g Solyc02g Catalase (             GO:00040 GO:00040   contig182 Solyc02g Catalase (              GO:00040 SL2.40ch AT4G3509CAT2  CAT2 (CA     chr4:167  5627.41 6368.55 11907.6 5740.23 15649.3 11720.7
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 2.037 Detected 1.516 Detected 1.776 0.039 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  304.833 404.567 1428.01 1051.14 1536.72 1067.6
GT Sense Sense -0.262 Detected 0.262 Detected 0.000 1.719 Detected 1.312 Detected 1.516 0.045 GT Sens contig183 contig183 Photosys                      ATGGAAAcontig183 Solyc06g Solyc06g Photosys                      GO:00095 GO:00095  contig183 Solyc06g Photosys                       GO:00095 SL2.40ch AT2G3057PSBW  PSBW (P       chr2:130  227.597 307.769 845.389 406.041 929.256 698.578
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 1.600 Detected 1.198 Detected 1.399 0.022 GT Sens contig183 contig183 Unknown   GAACAAGcontig183 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig183 Solyc10g Unknown Protein (A  SL2.40ch AT4G21445.1  unknown   chr4:114  245.563 251.956 753.913 447.046 804.344 606.729
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 1.366 Detected 1.308 Detected 1.337 0.015 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  394.722 466.571 560.602 485.494 1179.44 1129.76
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 2.139 Detected 0.956 Detected 1.547 0.124 GT Sens contig184 contig184 LRR recep                  CTAGTGTcontig184 Solyc01g Solyc01g LRR recep                  GO:00055 GO:00055       contig184 Solyc01g Receptor   GO:00046 SL2.40ch AT5G6570BAM1  BAM1 (BA             chr5:262  148.549 162.416 208.28 191.594 729.496 320.295
GT Sense Sense 0.429 Comprom -0.429 Comprom 0.000 2.888 Detected 2.618 Detected 2.753 0.026 GT Sens contig184 contig184 Abc trans                CTGTTAT contig184 Solyc10g Solyc10g Abc transporter family protein              contig184 Solyc10g Abc transporter fam                SL2.40ch AT3G52700.1  unknown   chr3:195  5.16113 2.67832 10.9381 10.018 29.3453 24.2736
GT Sense Sense 0.090 Comprom -0.090 Comprom 0.000 2.907 Detected 2.038 Detected 2.472 0.031 GT Sens contig184 contig184 Aspartic p              TACTGGGcontig184 Solyc06g Solyc06g Aspartic p              GO:00065 GO:00065 contig184 Solyc06g Aspartic p               GO:00065 SL2.40ch AT5G45120.1  aspartyl     chr5:182  3.53281 2.93452 15.5901 17.2812 25.7511 14.0591
GT Sense Sense -0.020 Comprom 0.020 Comprom 0.000 4.435 Detected 3.770 Detected 4.103 0.007 GT Sens contig184 contig184 Leucine-r                   GTGTGG contig184 Solyc01g Solyc01g Leucine-r                   GO:00055 GO:00055  contig184 Solyc01g LRR recep    GO:00046 SL2.40ch AT4G2849RLK5, HA   HAE (HAE            chr4:140  2.72253 2.63222 6.29318 2.84492 61.7683 38.8286
GT Sense Sense -0.186 Detected 0.186 Detected 0.000 1.623 Detected 1.129 Detected 1.376 0.047 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  35.0463 42.6662 37.9084 88.12 127.016 89.8919
GT Sense Sense -0.081 Comprom 0.081 Comprom 0.000 1.201 Detected 1.476 Detected 1.339 0.014 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 4.40183 4.63138 7.12648 12.6877 11.0713 13.3583
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 1.802 Detected 1.448 Detected 1.625 0.035 GT Sens contig185 contig185 Glycosyl       CCCAATGcontig185 Solyc03g Solyc03g Glycosyl transferase family 9 (    contig185 Solyc03g Glycosyl transferase      SL2.40ch AT1G1598NDF1  NDF1 (ND       chr1:548  53.6564 35.3067 152.926 64.3439 161.872 126.248
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 1.175 Detected 1.342 Detected 1.258 0.005 GT Sens contig185 contig185 Unknown   TTCTTTT contig185 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig185 Solyc05g Unknown Protein (A  SL2.40ch AT5G229 ATCHX9,   ATCHX9;       chr5:766  104.765 94.7475 125.744 128.352 239.826 268.542
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 1.113 Detected 1.166 Detected 1.139 0.025 GT Sens contig185 contig185 Nbs-lrr re             CAGATGTcontig185 Solyc07g Solyc07g Nbs-lrr re             GO:00171 GO:00171    contig185 Solyc07g Cc-nbs-lr   GO:00055 SL2.40ch AT2G1919FRK1  FRK1 (FL       chr2:832  492.507 596.227 1005.79 1012.57 1249.54 1293.11
GT Sense Sense -0.457 Detected 0.457 Detected 0.000 1.523 Detected 1.366 Detected 1.444 0.089 GT Sens contig185 contig185 Amino ac                CCTCTCGcontig185 Solyc08g Solyc08g Amino ac                GO:00151 GO:00151     contig185 Solyc08g Amino ac                 GO:00151 SL2.40ch AT5G41800.1  amino ac      chr5:167  1372.98 2433.53 4968.98 2675.11 5600.03 5009.08
GT Sense Sense 1.126 Detected -1.126 Comprom 0.000 3.278 Detected 2.540 Detected 2.909 0.133 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  13.1328 2.5945 3.9083 3.8948 60.3813 36.0888
GT Sense Sense -0.659 Comprom 0.659 Detected 0.000 1.093 Detected 1.283 Detected 1.188 0.216 GT Sens contig185 contig185 Serine/thr               TAACAGAcontig185 Solyc02g Solyc02g Serine/thr               GO:00055 GO:00055      contig185 Solyc02g Serine/thr                GO:00055 SL2.40ch AT1G12244.1 8.19203 19.2104 19.6165 10.1308 28.5285 32.4665
GT Sense Sense -0.294 Detected 0.294 Detected 0.000 2.211 Detected 1.371 Detected 1.791 0.073 GT Sens contig186 contig186 Light-dep                   AGGTTGTcontig186 Solyc02g Solyc02g Light-dependent short hypoco                  contig186 Solyc02g Light-dependent sho                   SL2.40ch AT2G3116LSH3  LSH3 (LIG      chr2:132  129.121 182.65 270.752 179.683 758.241 422.228
GT Sense Sense -0.345 Detected 0.345 Detected 0.000 1.372 Detected 1.210 Detected 1.291 0.068 GT Sens contig186 contig186 Gibberelli                 GTTTTGAcontig186 Solyc02g Solyc02g Gibberelli                 GO:00455 GO:00455    contig186 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT4G2120ATGA2OX    GA2OX8       chr4:113  10.4981 15.9349 32.3276 16.4363 35.7105 31.8165
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 1.363 Detected 0.815 Detected 1.089 0.067 GT Sens contig186 contig186 PPPDE pe                    ACCACTAcontig186 Solyc02g Solyc02g PPPDE peptidase domain-cont                    contig186 Solyc02g PPPDE peptidase do                    SL2.40ch AT3G22520.1  unknown   chr3:797  2832.45 3113.11 6973.45 4450.2 8144.38 5553.65
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 0.985 Detected 1.680 Detected 1.333 0.076 GT Sens contig186 contig186 1-aminocy                 GTCCTGCcontig186 Solyc09g Solyc09g 1-aminocy                 GO:00103 |GO:00164    contig186 Solyc09g 1-aminocy                  GO:00103 SL2.40ch AT2G30840.1  2-oxoglu     chr2:131  74.6098 54.7553 153.751 144.356 134.929 217.758
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 0.804 Detected 1.343 Detected 1.073 0.059 GT Sens contig186 contig186 Glutathion                GAAGCTGcontig186 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig186 Solyc09g Glutathion                 GO:00043 SL2.40ch AT2G2945ATGSTU5     ATGSTU5             chr2:126  182.132 182.624 202.762 211.106 339.482 491.949
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 1.379 Detected 1.078 Detected 1.229 0.070 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  537.392 774.559 1076.28 626.241 1789.43 1448.37
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 1.272 Detected 1.073 Detected 1.172 0.041 GT Sens contig187 contig187 Unknown   TGGAGAGcontig187 Solyc11g Solyc11g Unknown Protein (AHRD V1);O contig187 Solyc11g Unknown   GO:00311 SL2.40ch AT5G08535.1  D111/G-p     chr5:276  168.917 216.286 245.426 175.245 492.13 427.455
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 1.242 Detected 0.940 Detected 1.091 0.021 GT Sens contig187 contig187 Glyoxylat                  GTTCTGGcontig187 Solyc01g Solyc01g Glyoxylat                  GO:00082 GO:00082       contig187 Solyc01g Glyoxylat                   GO:00082 SL2.40ch AT1G680 HPR  HPR; glyc      chr1:254  8119.48 8164.25 16881.1 9836.86 20537.8 16603.2
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 0.861 Detected 1.147 Detected 1.004 0.036 GT Sens contig187 contig187 Cullin 1-li       TTGTTGTcontig187 Solyc01g Solyc01g Cullin 1-like protein C (AHRD V   contig187 Solyc01g067180.2.1 AT3G50370.1  unknown   chr3:186  32.3316 25.2736 60.0971 37.2476 55.3773 67.289
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 1.472 Detected 1.108 Detected 1.290 0.024 GT Sens contig187 contig187 Ring H2 fi                GAGCAAGcontig187 Solyc06g Solyc06g Ring H2 fi                GO:00082 GO:00082   contig187 Solyc06g Ring H2 fi                 GO:00082 SL2.40ch AT1G72220.1  zinc finge        chr1:271  115.046 122.106 242.649 177.718 350.707 271.55
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 1.069 Detected 0.935 Detected 1.002 0.005 GT Sens contig187 contig187 Zeaxanth                   CATCCAT contig187 Solyc02g Solyc02g Zeaxanth                   GO:00095 GO:00095    contig187 Solyc02g Zeaxanth   GO:00095 SL2.40ch AT5G6703ABA1, LO        ABA1 (AB       chr5:267  4090.18 4016.96 5449.64 3720.81 9071.54 8237.96
GT Sense Sense -0.271 Comprom 0.271 Comprom 0.000 1.427 Detected 1.662 Detected 1.545 0.035 GT Sens contig188 contig188 cDNA clon                    TGAGTTAcontig188 Solyc06g Solyc06g cDNA clone J023134O11 full in                  contig188 Solyc10g 40S ribos                 GO:00037 SL2.40ch AT5G651 ACX2, AT   ACX2 (AC       chr5:260  6.02041 8.24262 22.1999 14.1664 20.1974 23.7052
GT Sense Sense -0.483 Detected 0.483 Detected 0.000 1.354 Detected 0.968 Detected 1.161 0.155 GT Sens contig189 contig189 Receptor               AATTAGAcontig189 Solyc07g Solyc07g Receptor               GO:00055 GO:00055       contig189 Solyc07g Receptor   GO:00055 SL2.40ch AT1G6927RPK1  RPK1 (RE               chr1:260  12.4532 22.9021 34.4719 32.2207 46.0505 35.1237
GT Sense Sense -0.850 Comprom 0.850 Detected 0.000 4.852 Detected 3.031 Detected 3.942 0.087 GT Sens contig189 contig189 Cytochro                 GTTGCAAcontig189 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig189 Solyc01g Cytochro  GO:00198 SL2.40ch AT2G4666CYP78A6  CYP78A6               chr2:191  4.2298 12.9386 25.8611 89.6366 227.836 64.3042
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 1.649 Detected 0.808 Detected 1.229 0.112 GT Sens contig189 contig189 Heat shoc               TGATGAAcontig189 Solyc11g Solyc11g Heat shoc               GO:00195 GO:00195   contig189 Solyc11g Heat shoc                GO:00195 SL2.40ch AT4G29920.1  heat shoc    chr4:146  177.555 134.162 253.715 230.577 516.262 287.391
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 2.853 Detected 1.541 Detected 2.197 0.080 GT Sens contig189 contig189 Seed spe       ATCATCAcontig189 Solyc06g Solyc06g Seed specific protein Bn15D1B    contig189 Solyc06g Seed specific protei      SL2.40ch AT1G19710.1  glycosyl      chr1:681  902.692 937.55 2915.99 1307.51 7086.73 2845.75
GT Sense Sense 0.361 Comprom -0.361 Comprom 0.000 1.764 Detected 1.155 Detected 1.459 0.091 GT Sens contig190 contig190 Mutator-li                GTCCGTGcontig190 Solyc10g Solyc10g Mutator-li                GO:00082 GO:00082   contig190 Solyc12g Unknown                GO:00160 SL2.40ch ATCG007 RPOA  RNA poly     chrC:779  8.65146 4.93823 11.7088 11.0526 23.6676 15.4769
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 2.698 Detected 1.368 Detected 2.033 0.110 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  236.476 144.281 311.928 72.2283 1278.49 506.861
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 1.432 Detected 1.163 Detected 1.298 0.012 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  91.4774 91.4246 355.607 52.9739 263.12 217.778
GT Sense Sense -0.531 Comprom 0.531 Comprom 0.000 2.364 Detected 1.715 Detected 2.039 0.082 GT Sens contig190 contig190 Os04g041                   GCTTTTAcontig190 Solyc06g Solyc06g Os04g0415100 protein (Fragm                  contig190 Solyc06g Os04g0415100 prote                   SL2.40ch AT4G3326CDC20.2  CDC20.2     chr4:160  3.28859 6.45949 16.7085 17.9417 25.3062 16.0835
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 3.696 Detected 2.818 Detected 3.257 0.019 GT Sens contig191 contig191 Kunitz-typ                  TATTTGT contig191 Solyc03g Solyc03g Kunitz-typ                  GO:00048 GO:00048        contig191 Solyc03g Kunitz-typ                   GO:00048 SL2.40ch AT5G04070.1  short-cha       chr5:110  1621.13 1258.27 2529.56 1406.04 19733.3 10709.2
GT Sense Sense 0.038 Comprom -0.038 Comprom 0.000 2.075 Detected 1.629 Detected 1.852 0.015 GT Sens contig191 contig191 Non-race                   TGTGAGAcontig191 Solyc01g Solyc01g Non-race                   GO:00055 GO:00055    contig191 Solyc01g Non-race                    GO:00055 SL2.40ch AT1G67025.1  FUNCTIO                                                                    chr1:250  3.80391 3.39574 8.10597 2.75138 16.1465 11.8162
GT Sense Sense 1.093 Detected -1.093 Comprom 0.000 1.082 Detected 1.137 Detected 1.110 0.417 GT Sens contig191 contig191 Unknown   CAAAGACcontig191 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig191 Solyc02g Unknown Protein (A  SL2.40ch AT5G4399SUVR2, S   SUVR2; h       chr5:176  12.0138 2.48434 9.09725 10.6125 12.3314 12.7784
GT Sense Sense -0.425 Detected 0.425 Detected 0.000 1.255 Detected 0.990 Detected 1.123 0.128 GT Sens contig191 contig191 CHCH dom        ATTCAAC contig191 Solyc10g Solyc10g CHCH domain containing prote      contig191 Solyc10g CHCH domain conta       SL2.40ch AT3G53330.1  plastocya     chr3:197  30.6012 51.9192 66.7003 51.8674 101.467 84.1731
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 1.993 Detected 0.973 Detected 1.483 0.101 GT Sens contig191 contig191 C2 domai                GAGAGTAcontig191 Solyc12g Solyc12g C2 domain-containing protein               contig191 Solyc12g C2 domain-containin                 SL2.40ch AT3G17980.1  C2 doma    chr3:615  1114.11 1090.53 2475.58 1980.18 4680.1 2300.49
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 1.097 Detected 1.232 Detected 1.165 0.032 GT Sens contig191 contig191 Polyprote     ACCTTAAcontig191 Solyc07g Solyc07g Polyprotein (AHRD V1 ***- A5JS contig191 Solyc07g Polyprotein (AHRD V   SL2.40ch AT1G60200.1  splicing f            chr1:222  40.8372 29.0545 66.5321 100.123 78.5796 86.033
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 2.636 Detected 2.278 Detected 2.457 0.010 GT Sens contig192 contig192 Genomic          ATGTTTT contig192 Solyc11g Solyc11g Genomic DNA chromosome 5       contig192 Solyc11g Genomic DNA chrom         SL2.40ch AT5G04830.2  unknown   chr5:140  81.3624 96.2104 171.598 120.047 586.562 456.232
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 1.249 Detected 1.065 Detected 1.157 0.026 GT Sens contig192 contig192 Leucine-r                   TTGTGTTcontig192 Solyc06g Solyc06g Leucine-r                   GO:00055 GO:00055       contig192 Solyc06g LRR recep    GO:00046 SL2.40ch AT4G03010.1  leucine-r      chr4:132  95.6363 113.59 136.76 103.92 264.217 231.821
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 2.333 Detected 1.381 Detected 1.857 0.063 GT Sens contig192 contig192 Ring H2 fi                TGTGCTGcontig192 Solyc00g Solyc00g Ring H2 fi                GO:00082 GO:00082     contig192 Solyc00g Ring H2 fi                 GO:00048 SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  82.2805 65.8189 231.54 82.0958 395.332 203.805
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 1.186 Detected 0.923 Detected 1.054 0.017 GT Sens contig193 contig193 BEL1-like              TCATCAGcontig193 Solyc10g Solyc10g BEL1-like              GO:00055 GO:00055   contig193 Solyc10g BEL1-like               GO:00055 SL2.40ch AT5G0203LSN, PNY        RPL (REP            chr5:395  82.7956 83.6285 174.162 103.71 201.837 167.742
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.650 Detected 1.320 Detected 1.485 0.018 GT Sens contig193 contig193 Acireduct               TCACCCTcontig193 Solyc09g Solyc09g Acireduct               GO:00103 GO:00103     contig193 Solyc09g Acireduct                GO:00103 SL2.40ch AT5G4385ATARD4,   ARD4; ac        chr5:176  3255.27 3589.45 7912.91 4065.93 11439.2 9076.08
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 1.801 Detected 1.629 Detected 1.715 0.003 GT Sens contig193 contig193 Auxin effl                CCTTTTGcontig193 Solyc02g Solyc02g Auxin effl                GO:00096 GO:00096     contig193 Solyc02g Auxin effl                 GO:00096 SL2.40ch AT1G2308PIN7  PIN7 (PIN           chr1:818  44.4929 40.518 38.7796 64.4542 157.793 139.633
GT Sense Sense -0.140 Detected 0.140 Detected 0.000 1.730 Detected 2.367 Detected 2.049 0.028 GT Sens contig193 contig193 Unknown   GCTACAGcontig193 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig193 Solyc09g Unknown Protein (A  SL2.40ch AT2G23142.1  FUNCTIO                                                                 chr2:985  152.061 173.762 691.39 1067.87 575.205 891.728
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.388 Detected 1.145 Detected 1.267 0.034 GT Sens contig193 contig193 Rieske (2F                 AAAGCAGcontig193 Solyc11g Solyc11g Rieske (2F                 GO:00551 GO:00551  contig193 Solyc11g Rieske (2F                  GO:00551 SL2.40ch AT1G71500.1  Rieske (2     chr1:269  892.324 1119.61 2254.74 1486.47 2788.95 2350.85
GT Sense Sense -0.176 Comprom 0.176 Comprom 0.000 2.071 Detected 1.253 Detected 1.662 0.065 GT Sens contig193 contig193 Unknown   GTTGGTGcontig193 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig193 Solyc04g Unknown Protein (A  SL2.40ch AT3G432 TES, ATN    TES (TET     chr3:151  5.86175 7.03629 14.0562 15.1186 28.7831 16.2714
GT Sense Sense -0.373 Detected 0.373 Detected 0.000 1.240 Detected 1.178 Detected 1.209 0.084 GT Sens contig193 contig193 Unknown   GCGATAAcontig193 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig193 Solyc01g Unknown Protein (A  SL2.40ch AT2G03980.1  GDSL-mo      chr2:126  17.5977 27.7742 34.5195 41.2161 55.6678 53.201
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 1.514 Detected 1.124 Detected 1.319 0.027 GT Sens contig193 contig193 NAD depe                  TAGGCTTcontig193 Solyc01g Solyc01g NAD depe                  GO:00081 GO:00081  contig193 Solyc01g NAD depe                   GO:00081 SL2.40ch AT4G31530.1  binding /   chr4:152  181.257 197.785 393.126 226.207 576.582 438.845
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 1.348 Detected 0.955 Detected 1.152 0.038 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  884.191 702.433 2353.23 915.662 2139.67 1624.11
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 1.762 Detected 1.567 Detected 1.664 0.004 GT Sens contig194 contig194 Glycopro                  TTTCTGGcontig194 Solyc01g Solyc01g Glycopro                  GO:00167 GO:00167     contig194 Solyc12g Unknown              GO:00160 SL2.40ch AT3G24580.1 697.607 678.502 2394.25 1724.46 2487.61 2167.38
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 0.823 Detected 1.211 Detected 1.017 0.096 GT Sens contig194 contig194 Ectonucle                 GTGGATGcontig194 Solyc09g Solyc09g Ectonucle                 GO:00043 GO:00043    contig194 Solyc09g Ectonucle                  GO:00168 SL2.40ch AT2G21910.1 37.7621 24.1503 46.859 44.263 56.9549 74.3092
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 1.144 Detected 0.923 Detected 1.034 0.014 GT Sens contig195 contig195 Unknown   GCTGTTGcontig195 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig195 Solyc07g Unknown Protein (A  SL2.40ch AT4G17800.1  DNA-bind    chr4:989  218.839 223.54 423.01 315.821 521.356 446.005
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 2.173 Detected 1.745 Detected 1.959 0.012 GT Sens contig195 contig195 MYB tran               GACTCAAcontig195 Solyc11g Solyc11g MYB tran               GO:0045449 contig195 Solyc11g MYB tran                GO:00036 SL2.40ch AT5G5978MYB59, A   MYB59 (M           chr5:240  753.666 717.186 2667.47 1993.13 3535.44 2619.49
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 1.651 Detected 0.888 Detected 1.269 0.081 GT Sens contig195 contig195 Myb famil                   CATTTGT contig195 Solyc03g Solyc03g Myb famil                   GO:00037 GO:00037       contig195 Solyc03g Myb famil                    GO:00037 SL2.40ch AT2G38090.1  myb fami     chr2:159  558.347 483.926 930.64 584 1740.25 1022.46
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 1.147 Detected 1.067 Detected 1.107 0.003 GT Sens contig195 contig195 TPR repe             GATGAGGcontig195 Solyc10g Solyc10g TPR repe             GO:00059 GO:00059   contig195 Solyc10g TPR repe              GO:00059 SL2.40ch AT3G05625.1  binding  chr3:163  257.959 260.784 404.673 221.425 612.486 577.674
GT Sense Sense 1.052 Detected -1.052 Detected 0.000 1.943 Detected 1.053 Detected 1.498 0.320 GT Sens contig196 contig196 O-methylt               ATGGTTTcontig196 Solyc10g Solyc10g O-methylt               GO:00469 GO:00469   contig196 Solyc10g O-methylt                GO:00081 SL2.40ch AT5G5416ATOMT1,   ATOMT1          chr5:219  67.1204 14.694 46.8939 15.7789 128.737 69.2581
GT Sense Sense 0.210 Comprom -0.210 Comprom 0.000 1.064 Detected 0.987 Detected 1.025 0.041 GT Sens contig196 contig196 Cytochro                 ATTATAC contig196 Solyc12g Solyc12g Cytochro                 GO:00200 GO:00200  contig196 Solyc12g Cytochro  GO:00198 SL2.40ch AT2G267 BAS1, CY    BAS1 (PH            chr2:113  7.96776 5.60202 4.80974 5.0499 14.8925 14.0777
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 0.997 Detected 1.087 Detected 1.042 0.008 GT Sens contig196 contig196 Os02g020                CAAAAAA contig196 Solyc02g Solyc02g Os02g0200800 protein (Fragm               contig196 Solyc02g Os02g0200800 prote                SL2.40ch AT5G40700.3  unknown   chr5:162  818.712 861.75 1419.8 864.285 1787.36 1897.13
GT Sense Sense -0.552 Comprom 0.552 Comprom 0.000 1.258 Detected 1.962 Detected 1.610 0.133 GT Sens contig196 contig196 Valyl-tRNA               CTTTATT contig196 Solyc12g Solyc12g Valyl-tRNA               GO:00057 GO:00057 contig196 Solyc12g Valyl-tRNA                GO:00057 SL2.40ch AT5G167 EMB2247  EMB2247               chr5:548  2.61063 5.27698 10.984 4.77329 9.46629 15.3745
GT Sense Sense 0.240 Comprom -0.240 Comprom 0.000 1.099 Detected 1.515 Detected 1.307 0.054 GT Sens contig197 contig197 Mitochon                    ATCATGGcontig197 Solyc04g Solyc04g Mitochondrial transcription ter                   contig197 Solyc04g Mitochondrial transc                    SL2.40ch AT1G34245.1  FUNCTIO                                                                       chr1:124  7.51338 5.06679 9.77055 5.06717 14.0965 18.7441
GT Sense Sense -0.715 Comprom 0.715 Detected 0.000 1.550 Detected 0.932 Detected 1.241 0.252 GT Sens contig197 contig197 Os03g085                  CAATTGCcontig197 Solyc11g Solyc11g Os03g0859900 protein (Fragm                 contig197 Solyc11g Os03g0859900 prote                  SL2.40ch AT2G39690.2  unknown   chr2:165  6.3599 16.1233 26.1915 15.9195 31.6175 20.5411
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.541 Detected 1.410 Detected 1.476 0.022 GT Sens contig197 contig197 Reticulon             CAGCTTTcontig197 Solyc05g Solyc05g Reticulon             GO:00057 GO:00057  contig197 Solyc05g Reticulon              GO:00057 SL2.40ch AT3G18260.1  reticulon     chr3:626  118.887 83.3652 179.597 207.851 308.947 281.279
GT Sense Sense -0.217 Comprom 0.217 Comprom 0.000 2.810 Detected 2.498 Detected 2.654 0.010 GT Sens contig198 contig198 Unknown   TAAGGCTcontig198 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig198 Solyc01g Unknown Protein (A  SL2.40ch AT4G17000.1  unknown   chr4:956  2.84447 3.61561 7.90205 11.1867 23.981 19.2582
GT Sense Sense -0.284 Detected 0.284 Detected 0.000 2.348 Detected 1.783 Detected 2.066 0.036 GT Sens contig198 contig198 ATP-depe                                     GTCCTGCcontig198 Solyc02g Solyc02g ATP-depe                                     GO:00041 GO:00041   contig198 Solyc02g ATP-depe                                            GO:00041 SL2.40ch AT5G1525FTSH6, AT   FTSH6 (F             chr5:495  27.8823 38.8773 114.15 52.6263 178.765 120.475
GT Sense Sense 0.026 Comprom -0.026 Comprom 0.000 1.330 Detected 1.284 Detected 1.307 0.001 GT Sens contig198 contig198 AP2-like e                    TATTGAGcontig198 Solyc06g Solyc06g AP2-like e                    GO:00063 GO:00063    contig198 Solyc06g AP2-like e                     GO:00036 SL2.40ch AT1G79700.2  ovule dev     chr1:299  4.65757 4.2291 6.83121 10.9893 11.9021 11.4943
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 1.251 Detected 0.925 Detected 1.088 0.035 GT Sens contig198 contig198 Genomic                     TGTACCAcontig198 Solyc10g Solyc10g Genomic DNA chromosome 5                   contig198 Solyc10g Genomic DNA chrom                     SL2.40ch AT5G52020.1  AP2 dom    chr5:211  45.1726 35.5503 58.7008 69.1843 101.744 80.9125
GT Sense Sense -0.250 Comprom 0.250 Comprom 0.000 1.349 Detected 1.954 Detected 1.652 0.052 GT Sens contig198 contig198 Unknown   TTTCTTGcontig198 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig198 Solyc12g Unknown Protein (A  SL2.40ch AT2G24834.1 4.234 5.63514 6.14424 5.50317 13.2729 20.1182
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 2.585 Detected 2.386 Detected 2.485 0.017 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  21.0148 12.7864 39.6618 36.9653 104.868 91.1077
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 1.090 Detected 1.044 Detected 1.067 0.001 GT Sens contig199 contig199 Ubiquitin                    CAAATGCcontig199 Solyc12g Solyc12g Ubiquitin                    GO:00082 GO:00082   contig199 Solyc12g Ubiquitin                     GO:00065 SL2.40ch AT2G2464UBP19  UBP19 (U         chr2:104  37.2134 36.1749 61.3404 40.7675 83.2879 80.4378
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.295 Detected 1.084 Detected 1.189 0.015 GT Sens contig199 contig199 MLO-like              TCAAGCCcontig199 Solyc01g Solyc01g MLO-like              GO:00160 GO:00160   contig199 Solyc01g MLO-like               GO:00160 SL2.40ch AT4G2425MLO13, A   MLO13 (M         chr4:125  199.531 162.634 227.794 222.805 471.235 406.091
GT Sense Sense -0.413 Detected 0.413 Detected 0.000 1.556 Detected 0.935 Detected 1.245 0.137 GT Sens contig199 contig199 Ethylene                                ACTAATC contig199 Solyc07g Solyc07g Ethylene                                GO:00517 GO:00517   contig199 Solyc07g Ethylene                                    GO:00517 SL2.40ch AT1G6634ETR1, EIN    ETR1 (ET              chr1:247  83.6329 139.437 163.986 102.576 338.559 219.45
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 1.169 Detected 0.877 Detected 1.023 0.073 GT Sens contig199 contig199 Respirato                   GACAAGTcontig199 Solyc05g Solyc05g Respirato                   GO:00551 GO:00551    contig199 Solyc05g Respirato                    GO:00161 SL2.40ch AT1G19230.1  respirato           chr1:664  80.2007 107.401 53.8162 157.441 222.503 181.255
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.287 Detected 0.927 Detected 1.107 0.026 GT Sens contig199 contig199 Fructose-               AAAGGATcontig199 Solyc09g Solyc09g Fructose-               GO:00059 GO:00059      contig199 Solyc09g Fructose-                GO:00421 SL2.40ch AT3G54050.1  fructose-           chr3:200  3751.09 3639.66 9678.19 4989.27 9617.56 7468.12
GT Sense Sense -1.226 Comprom 1.226 Detected 0.000 1.262 Detected 0.846 Detected 1.054 0.486 GT Sens contig199 contig199 Chloropla                ATGCTACcontig199 Solyc02g Solyc02g Chloroplast unusual positionin               contig199 Solyc02g Chloroplast unusua                SL2.40ch AT4G18570.1  proline-ri     chr4:102  3.83307 19.7262 20.6691 30.3862 22.2371 16.6189
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 1.121 Detected 1.250 Detected 1.185 0.003 GT Sens contig199 contig199 Phototrop               ATTGGAGcontig199 Solyc03g Solyc03g Phototrop               GO:00094 GO:00094     contig199 Solyc03g Phototrop                GO:00055 SL2.40ch AT3G15570.1  phototro      chr3:527  96.2576 89.9042 199.018 97.8918 215.727 235.162
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.217 Detected 0.821 Detected 1.019 0.047 GT Sens contig199 contig199 Thylakoid         TGAGCTTcontig199 Solyc10g Solyc10g Thylakoid membrane phospho        contig199 Solyc10g Thylakoid         GO:00036 SL2.40ch AT2G4682PTAC8, T     PSI-P (PH        chr2:192  2099.24 2314.61 5463.3 2913.68 5462.58 4141.62
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.055 Detected 0.973 Detected 1.014 0.029 GT Sens contig199 contig199 Alpha-L-a               GTTAGTGcontig199 Solyc10g Solyc10g Alpha-L-a               GO:00463 GO:00463      contig199 Solyc10g Alpha-L-a                GO:00090 SL2.40ch AT3G1074ASD1, AR     ASD1 (AL             chr3:336  3414.4 4083.72 6388.05 4487.4 8272.66 7793.84
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 1.143 Detected 1.069 Detected 1.106 0.026 GT Sens contig199 contig199 Myrosina               CATGGCAcontig199 Solyc01g Solyc01g Myrosina               GO:0005529 contig199 Solyc01g Myrosina                GO:00055 SL2.40ch AT3G05250.1  zinc finge        chr3:149  362.8 266.872 502.904 522.706 732.897 694.061
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 0.926 Detected 1.110 Detected 1.018 0.030 GT Sens contig199 contig199 Genomic          AACAAGGcontig199 Solyc05g Solyc05g Genomic DNA chromosome 5       contig199 Solyc05g Genomic DNA chrom         SL2.40ch AT5G4115UVH1, AT    UVH1 (UL         chr5:164  305.891 232.467 344.794 312.236 540.455 611.903
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 1.620 Detected 1.014 Detected 1.317 0.071 GT Sens contig199 contig199 Conserve                  TTGGTTGcontig199 Solyc07g Solyc07g Conserved domain protein (AH                contig199 Solyc07g Conserved domain                 SL2.40ch AT4G08330.1  unknown   chr4:525  76.8228 53.6457 255.637 89.6238 210.396 137.84
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 1.285 Detected 0.927 Detected 1.106 0.030 GT Sens contig199 contig199 Pentapep              GAAAAAGcontig199 Solyc08g Solyc08g Pentapeptide repeat (AHRD V1           contig199 Solyc08g Pentapeptide repeat             SL2.40ch AT1G12250.2  thylakoid    chr1:415  374.997 394.78 908.797 451.908 999.752 777.971
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 1.246 Detected 1.187 Detected 1.216 0.001 GT Sens contig200 contig200 DUF89 fam                  TTTTTTT contig200 Solyc01g Solyc01g DUF89 family protein (Fragmen                 contig200 Solyc01g DUF89 family protein                 SL2.40ch AT2G17320.1  pantothe    chr2:753  134.236 123.867 165.636 189.561 326.144 312.038
GT Sense Sense 0.553 Detected -0.553 Comprom 0.000 1.242 Detected 1.720 Detected 1.481 0.133 GT Sens contig200 contig200 Mutator-li                TTTGTCCcontig200 Solyc08g Solyc08g Mutator-like transposase 5384               contig200 Solyc12g Unknown Protein (A  SL2.40ch AT4G19570.1  DNAJ hea       chr4:106  12.6444 5.52568 20.5639 33.2743 21.0893 29.2849
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 2.249 Detected 1.463 Detected 1.856 0.064 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  15.9914 22.7542 31.3258 42.4877 96.6788 55.8919
GT Sense Sense 0.032 Comprom -0.032 Comprom 0.000 1.745 Detected 2.088 Detected 1.916 0.008 GT Sens contig200 contig200 Mutator-li                CTTATTGcontig200 Solyc09g Solyc09g Mutator-like transposase (AHR               contig200 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G5674HAG2, HA     HAG2 (HI              chr5:229  3.58867 3.22827 8.53993 5.44018 12.1685 15.3806
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 1.254 Detected 0.838 Detected 1.046 0.075 GT Sens contig201 contig201 BHLH tran               TCCAATGcontig201 Solyc07g Solyc07g BHLH tran               GO:00056 GO:00056   contig201 Solyc07g BHLH tran                GO:00305 SL2.40ch AT4G29100.1  ethylene-     chr4:143  727.654 930.278 1117.16 1017.58 2092.02 1564.02
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 1.462 Detected 1.092 Detected 1.277 0.052 GT Sens contig201 contig201 Pheophor                ATTGGAAcontig201 Solyc04g Solyc04g Pheophor                GO:00324 GO:00324       contig201 Solyc04g Pheophor                 GO:00515 SL2.40ch AT4G2565ACD1-LIK   ACD1-LIK              chr4:130  2234.78 2927.11 5448.01 3529.95 7515.77 5795.14
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 2.629 Detected 1.663 Detected 2.146 0.051 GT Sens contig201 contig201 Plant-spe                    ATATCCAcontig201 Solyc00g Solyc00g Plant-specific domain TIGR015                   contig201 Solyc00g Plant-specific doma                    SL2.40ch AT3G55240.1  Overexpr          chr3:204  42.0423 48.7697 99.424 50.6828 298.793 152.501
GT Sense Sense 0.580 Comprom -0.580 Comprom 0.000 4.778 Detected 1.633 Detected 3.206 0.196 GT Sens contig201 contig201 Ulp1 prote           GAGCATCcontig201 Solyc05g Solyc05g Ulp1 protease family C-termina         contig201 Solyc05g Ulp1 protease family         SL2.40ch AT3G52700.1  unknown   chr3:195  5.17757 2.18058 4.11544 9.5851 98.3134 11.0794
GT Sense Sense -0.074 Comprom 0.074 Comprom 0.000 3.440 Detected 2.541 Detected 2.990 0.022 GT Sens contig201 contig201 Polyamin              TAGTATGcontig201 Solyc05g Solyc05g Polyamin              GO:00465 GO:00465   contig201 Solyc05g Polyamin               GO:00465 SL2.40ch AT4G2972ATPAO5  ATPAO5          chr4:145  2.23418 2.33004 8.38882 2.60205 26.3988 14.1185
GT Sense Sense -0.198 Detected 0.198 Detected 0.000 1.098 Detected 1.066 Detected 1.082 0.032 GT Sens contig201 contig201 Cold accl                AAGGTGTcontig201 Solyc02g Solyc02g Cold acclimation protein COR4               contig201 Solyc02g Cold acclimation pro                SL2.40ch AT1G2939COR314-T   COR314-   chr1:102  3675.61 4551.09 6048.54 3523.12 9337.64 9106.86
GT Sense Sense 0.300 Comprom -0.300 Comprom 0.000 1.408 Detected 1.044 Detected 1.226 0.073 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  7.34493 4.55891 6.18593 5.75024 16.3778 12.6845
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 3.423 Detected 2.524 Detected 2.973 0.030 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  172.752 111.486 764.208 212.897 1587.03 848.74
GT Sense Sense 0.054 Comprom -0.054 Comprom 0.000 1.762 Detected 2.000 Detected 1.881 0.005 GT Sens contig202 contig202 Anaphase        ATATGTGcontig202 Solyc06g Solyc06g Anaphase promoting complex      contig202 Solyc06g Anaphase promotin        SL2.40ch AT3G0326HDG8  HDG8 (HO          chr3:755  4.98185 4.34958 9.46865 7.13787 16.8339 19.7934
GT Sense Sense -1.206 Comprom 1.206 Detected 0.000 1.435 Detected 1.037 Detected 1.236 0.418 GT Sens contig202 contig202 Receptor-                TCATTTT contig202 Solyc08g Solyc08g Receptor-                GO:00069 GO:00069   contig202 Solyc03g058220.1.1 AT5G47070.1 2.89506 14.5023 9.93952 14.1112 18.6826 14.1371
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 2.982 Detected 3.017 Detected 2.999 0.001 GT Sens contig202 contig202 Glutathion                GGAATTGcontig202 Solyc10g Solyc10g Glutathione S-transferase-like               contig202 Solyc10g Glutathione S-transf                SL2.40ch AT2G2942ATGSTU7    ATGSTU7          chr2:126  65.557 54.54 536.702 621.385 503.673 514.503
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 1.322 Detected 1.252 Detected 1.287 0.012 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  2234.16 2549.4 2974.79 5259.66 6360.97 6044.07
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 1.694 Detected 1.085 Detected 1.390 0.048 GT Sens contig203 contig203 Hydroxyc                 GAATACCcontig203 Solyc11g Solyc11g Hydroxyc                 GO:00167 GO:00167         contig203 Solyc11g Hydroxyc                  GO:00167 SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  140.383 149.401 459.969 348.461 499.662 326.694
GT Sense Sense -0.497 Detected 0.497 Detected 0.000 2.267 Detected 1.331 Detected 1.799 0.119 GT Sens contig203 contig203 Unknown   GATAATAcontig203 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig203 Solyc02g Unknown Protein (A  SL2.40ch AT1G6997CLE26  CLE26 (C         chr1:263  12.9051 24.1692 26.6898 13.0591 90.6335 47.2273
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 1.572 Detected 1.280 Detected 1.426 0.028 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  8567.14 10595.6 26526.1 15931.6 30199.2 24598.7
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 1.286 Detected 0.993 Detected 1.139 0.069 GT Sens contig203 contig203 Cellulose              AAGATTCcontig203 Solyc09g Solyc09g Cellulose              GO:00167 GO:00167   contig203 Solyc09g Cellulose               GO:00167 SL2.40ch AT1G0273ATCSLD5    ATCSLD5       chr1:594  46.4484 64.4437 82.6727 93.4127 142.28 115.764
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 1.197 Detected 0.808 Detected 1.002 0.041 GT Sens contig204 contig204 Transketo              AAATTTG contig204 Solyc10g Solyc10g Transketo              GO:00048 GO:00048    contig204 Solyc10g Transketo               GO:00048 SL2.40ch AT3G60750.1  transketo    chr3:224  7040.98 7375.05 16393.4 9102.88 17612.1 13415.9
GT Sense Sense 0.356 Detected -0.356 Detected 0.000 3.803 Detected 2.762 Detected 3.283 0.035 GT Sens contig204 contig204 Disease r             GACCACTcontig204 Solyc04g Solyc04g Disease r             GO:00055 GO:00055   contig204 Solyc04g009120.1.1 AT5G66070.2 62.3872 35.827 100.492 38.5132 703.679 341
GT Sense Sense 0.045 Comprom -0.045 Comprom 0.000 3.185 Detected 3.236 Detected 3.211 0.000 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  3.0713 2.71648 2.44714 3.76635 28.0182 28.9328
GT Sense Sense -0.170 Comprom 0.170 Comprom 0.000 1.730 Detected 1.349 Detected 1.540 0.026 GT Sens contig204 contig204 Inositol 1                  CGGAGG contig204 Solyc06g Solyc06g Inositol 1                  GO:00044 GO:00044     contig204 Solyc06g Inositol 1                   GO:00044 SL2.40ch AT5G6509MRH3, BS    BST1 (BR         chr5:260  6.906 8.22968 6.15871 5.08794 26.6714 20.4195
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 1.260 Detected 0.956 Detected 1.108 0.069 GT Sens contig205 contig205 Oligopept                TTTTCGCcontig205 Solyc11g Solyc11g Oligopept                GO:00550 GO:00550  contig205 Solyc11g Oligopept                 GO:00550 SL2.40ch AT4G1637ATOPT3,   ATOPT3      chr4:924  2458.03 3345.77 5416.36 4079.26 7323.5 5913.4
GT Sense Sense 0.811 Comprom -0.811 Comprom 0.000 2.599 Detected 1.675 Detected 2.137 0.149 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  7.51438 2.29771 11.4159 2.7613 26.8496 14.1118
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 1.678 Detected 1.661 Detected 1.670 0.003 GT Sens contig206 contig206 Unknown   CTGAGGAcontig206 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig206 Solyc02g Unknown Protein (A  SL2.40ch AT3G5696PIP5K4  PIP5K4 (P          chr3:210  30.8671 25.6796 154.272 84.3683 96.1007 94.6613
GT Sense Sense -1.064 Comprom 1.064 Detected 0.000 3.088 Detected 1.723 Detected 2.406 0.197 GT Sens contig206 contig206 Solute ca                     GTGGAAAcontig206 Solyc12g Solyc12g Solute ca                     GO:00160 GO:00160 contig206 Solyc12g Solute ca                      GO:00160 SL2.40ch AT5G62680.1  proton-de        chr5:251  2.99388 12.3104 16.8391 12.3751 55.0613 21.3143
GT Sense Sense 0.396 Comprom -0.396 Comprom 0.000 2.199 Detected 2.178 Detected 2.189 0.031 GT Sens contig206 contig206 Storekeep                 TGCAGCAcontig206 Solyc02g Solyc02g Storekeeper protein (AHRD V1              contig206 Solyc02g Storekeeper protein                SL2.40ch AT4G34450.1  coatome               chr4:164  5.86803 3.19035 17.0137 13.552 21.182 20.8233
GT Sense Sense 0.473 Detected -0.473 Detected 0.000 3.124 Detected 1.295 Detected 2.210 0.165 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  71.1912 34.7783 177.6 114.204 462.665 129.855
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.934 Detected 0.858 Detected 1.396 0.128 GT Sens contig207 contig207 Transcrip       TTAGAAGcontig207 Solyc03g Solyc03g Transcription factor bHLH79 (A    contig207 Solyc03g Transcription factor     SL2.40ch AT4G2314CRK6  CRK6 (CY      chr4:121  131.23 147.976 78.8819 33.2074 567.685 268.609
GT Sense Sense 0.313 Detected -0.313 Detected 0.000 1.658 Detected 1.377 Detected 1.518 0.048 GT Sens contig207 contig207 Baculovir                    TCGGTGGcontig207 Solyc06g Solyc06g Baculovir                    GO:00082 GO:00082   contig207 Solyc06g Baculovir                     GO:00082 SL2.40ch AT5G0975HEC3  HEC3 (HE         chr5:302  2522.5 1537.88 1608.34 2564.44 6629.9 5439.56
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 0.936 Detected 1.259 Detected 1.097 0.028 GT Sens contig207 contig207 Helicase-l      ATGTGCAcontig207 Solyc10g Solyc10g Helicase-like protein (AHRD V1  contig207 Solyc10g Helicase-like protein    SL2.40ch AT5G4479RAN1, HM   RAN1 (RE                  chr5:180  14.6039 15.6973 13.5923 15.0904 30.8903 38.5135
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 1.167 Detected 0.910 Detected 1.039 0.048 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  29.4167 36.3406 44.789 47.6125 78.3127 65.3136
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 1.090 Detected 0.952 Detected 1.021 0.006 GT Sens contig208 contig208 Senescen              CCAACAAcontig208 Solyc06g Solyc06g Senescence-associated protei              contig208 Solyc06g Senescence-associa               SL2.40ch AT4G27700.1  rhodanes     chr4:138  472.346 465.326 1040.84 547.735 1064.17 963.985
GT Sense Sense -0.577 Comprom 0.577 Comprom 0.000 1.472 Detected 0.947 Detected 1.210 0.197 GT Sens contig208 contig208 Unknown   AACCAAAcontig208 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig208 Solyc06g Related to                 GO:00055 SL2.40ch AT5G2048EFR  EFR (EF-T           chr5:692  4.00503 8.38648 9.66087 11.8256 17.1483 11.8779
GT Sense Sense -0.361 Detected 0.361 Detected 0.000 1.917 Detected 1.366 Detected 1.642 0.069 GT Sens contig208 contig208 Nitrate tra                 GGACTTCcontig208 Solyc01g Solyc01g Nitrate tra                 GO:00160 GO:00160   contig208 Solyc01g Nitrate tra                  GO:00429 SL2.40ch AT2G26690.1  nitrate tra    chr2:113  1094.29 1698.26 2600.59 1119.21 5490.66 3736.1
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 1.635 Detected 1.401 Detected 1.518 0.011 GT Sens contig208 contig208 Sex-linked                TTACTGGcontig208 Solyc06g Solyc06g Sex-linked protein 9 (Fragmen               contig208 Solyc06g Sex-linked protein 9               SL2.40ch AT1G0838PSAO  PSAO (ph      chr1:264  3984.35 4377.86 12011.6 6420.09 13830.6 11725.9
GT Sense Sense -0.514 Comprom 0.514 Comprom 0.000 1.499 Detected 1.189 Detected 1.344 0.129 GT Sens contig208 contig208 Integral m         GGAGTTTcontig208 Solyc03g Solyc03g Integral membrane transporter       contig208 Solyc03g Integral membrane t        SL2.40ch AT1G79710.1  integral m      chr1:299  3.86383 7.4126 12.4205 6.52433 16.1316 12.9716
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 1.438 Detected 1.075 Detected 1.256 0.046 GT Sens contig209 contig209 Receptor-               CCTGCTGcontig209 Solyc05g Solyc05g Receptor-               GO:00064 GO:00064  contig209 Solyc05g Receptor-                GO:00064 SL2.40ch AT1G25390.1  protein k     chr1:890  13.3513 16.861 12.6612 15.4005 43.3362 33.61
GT Sense Sense 0.099 Comprom -0.099 Comprom 0.000 1.135 Detected 1.215 Detected 1.175 0.008 GT Sens contig209 contig209 Genomic          GGAATGAcontig209 Solyc12g Solyc12g Genomic DNA chromosome 3       contig209 Solyc12g Genomic DNA chrom         SL2.40ch AT3G19810.1  unknown   chr3:687  10.3909 8.52885 25.6142 11.6821 22.045 23.2309
GT Sense Sense -0.892 Detected 0.892 Detected 0.000 2.889 Detected 2.405 Detected 2.647 0.103 GT Sens contig209 contig209 Zinc finge                  CTGAGAGcontig209 Solyc03g Solyc03g Zinc finge                  GO:00037 GO:00037      contig209 Solyc03g Zinc finge                   GO:00037 SL2.40ch AT5G654 ATHB25, Z    HB25 (HO                chr5:261  37.6825 122.174 209.404 188.852 536.07 382.132
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.695 Detected 1.311 Detected 1.503 0.016 GT Sens contig210 contig210 Zinc finge                CATATTGcontig210 Solyc03g Solyc03g Zinc finge                GO:00082 GO:00082   contig210 Solyc03g Zinc finge                 GO:00082 SL2.40ch AT2G18480.1  mannitol    chr2:800  881.575 838.893 1437.19 1522.33 2969.17 2268.16
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 1.377 Detected 0.877 Detected 1.127 0.052 GT Sens contig210 contig210 Cytochro                 TGATGGCcontig210 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198     contig210 Solyc04g Cytochro  GO:00198 SL2.40ch AT3G2627CYP71B2   CYP71B2               chr3:962  1816.67 1502.29 3727.69 2505.62 4577.16 3226.68
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 1.269 Detected 1.188 Detected 1.228 0.003 GT Sens contig210 contig210 Ethylene                    CCAGCTGcontig210 Solyc04g Solyc04g Ethylene                    GO:00063 GO:00063    contig210 Solyc04g Ethylene                     GO:00036 SL2.40ch AT2G3123ATERF15  ATERF15              chr2:133  45.6452 46.1514 137.362 76.8381 117.943 111.17
GT Sense Sense 0.301 Detected -0.301 Detected 0.000 1.344 Detected 1.301 Detected 1.323 0.048 GT Sens contig211 contig211 Hsp20/alp                 GTGTTCTcontig211 Solyc10g Solyc10g Hsp20/alpha crystallin family p               contig211 Solyc10g Hsp20/alpha crystal                 SL2.40ch AT5G63900.1  PHD finge     chr5:255  47.9731 29.7496 62.3425 62.1729 102.296 99
GT Sense Sense -0.395 Detected 0.395 Detected 0.000 1.050 Detected 1.050 Detected 1.050 0.117 GT Sens contig211 contig211 Ring finge                TGTTTTT contig211 Solyc00g Solyc00g Ring finge                GO:00082 GO:00082   contig211 Solyc00g Ring finge                 GO:00082 SL2.40ch AT1G20823.1  zinc finge        chr1:723  185.123 301.082 360.128 378.169 521.419 519.732
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 1.434 Detected 2.859 Detected 2.147 0.106 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  2171.25 1403 2865.25 5241.17 5030.35 13461.3
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 1.052 Detected 0.995 Detected 1.024 0.079 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  39.0846 24.0849 15.9775 39.5505 67.8365 65.0317
GT Sense Sense 0.031 Comprom -0.031 Comprom 0.000 1.431 Detected 1.920 Detected 1.675 0.021 GT Sens contig212 contig212 Unknown   TTTGCAT contig212 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig212 Solyc02g Unknown Protein (A  SL2.40ch AT5G44578.1  unknown   chr5:179  10.1521 9.15168 20.124 21.6395 27.7121 38.777
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 1.798 Detected 1.481 Detected 1.640 0.027 GT Sens contig212 contig212 Unknown   ATGGATGcontig212 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig212 Solyc03g Unknown Protein (A  SL2.40ch AT3G44940.1  unknown   chr3:164  853.364 1099.06 2520.65 1334.28 3592.33 2873.71
GT Sense Sense -0.272 Comprom 0.272 Comprom 0.000 1.201 Detected 1.497 Detected 1.349 0.049 GT Sens contig212 contig212 Retroelem       CTCTACAcontig212 Solyc07g Solyc07g Retroelement pol polyprotein-l     contig212 Solyc07g Retroelement pol po     SL2.40ch AT5G49770.1  leucine-r        chr5:202  3.83617 5.26626 18.1575 17.5437 11.017 13.4923
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 1.993 Detected 1.886 Detected 1.939 0.011 GT Sens contig213 contig213 Unknown   TAGTTGTcontig213 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig213 Solyc00g Unknown Protein (A  SL2.40ch AT1G0498ATPDIL2-     ATPDIL2        chr1:141  151.301 108.106 345.54 302.569 542.742 502.583
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 1.581 Detected 1.138 Detected 1.359 0.026 GT Sens contig213 contig213 F1C9.9 pr     ACTGATCcontig213 Solyc02g Solyc02g F1C9.9 protein (AHRD V1 *-*- Q contig213 Solyc02g F1C9.9 protein (AHR    SL2.40ch AT4G29100.1  ethylene-     chr4:143  18.1139 17.8183 20.2644 21.2139 57.2976 42.0271
GT Sense Sense 0.728 Detected -0.728 Comprom 0.000 1.047 Detected 1.164 Detected 1.106 0.269 GT Sens contig213 contig213 Ulp1 prote                    AGACGGGcontig213 Solyc08g Solyc08g Ulp1 prote                    GO:00065 GO:00065 contig213 Solyc08g Ulp1 prote                     GO:00065 SL2.40ch AT1G2207TGA3  TGA3; DN             chr1:778  11.5492 3.95846 1.89072 6.10555 14.903 16.1136
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 2.009 Detected 1.485 Detected 1.747 0.025 GT Sens contig213 contig213 Chaperon                  GCTTCAAcontig213 Solyc09g Solyc09g Chaperon                  GO:00310 GO:00310    contig213 Solyc09g Chaperon                   GO:00310 SL2.40ch AT1G56300.1  DNAJ hea       chr1:210  306.044 252.296 875.14 496.498 1192.7 826.791
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 0.868 Detected 1.164 Detected 1.016 0.030 GT Sens contig213 contig213 PIF-like tr     GTGTTTGcontig213 Solyc09g Solyc09g PIF-like transposase (AHRD V1  contig213 Solyc09g PIF-like transposase    SL2.40ch AT1G62450.1 121.642 99.5143 81.2021 92.7371 214.204 262.107
GT Sense Sense -0.006 Comprom 0.006 Comprom 0.000 1.059 Detected 1.179 Detected 1.119 0.003 GT Sens contig213 contig213 Receptor-                 TGCTGACcontig213 Solyc03g Solyc03g Receptor-                 GO:00046 GO:00046    contig213 Solyc03g Receptor-                  GO:00046 SL2.40ch AT1G52290.1  protein k     chr1:194  5.72188 5.42796 2.87737 3.76207 12.3845 13.4126
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 1.926 Detected 0.911 Detected 1.419 0.124 GT Sens contig213 contig213 DSBA oxi             TACAGCAcontig213 Solyc12g Solyc12g DSBA oxidoreductase (AHRD V            contig213 Solyc12g DSBA oxidoreducta              SL2.40ch AT1G20225.1  FUNCTIO                                                               chr1:700  96.7111 122.919 310.331 82.7773 441.928 217.981
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 1.232 Detected 0.847 Detected 1.040 0.033 GT Sens contig214 contig214 Unknown   TCATTTT contig214 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig214 Solyc08g Unknown Protein (A  SL2.40ch AT5G2032DCL4, AT   DCL4 (DI            chr5:685  41.7419 37.9341 65.7604 36.2539 99.6737 76.1252
GT Sense Sense 0.457 Detected -0.457 Detected 0.000 1.105 Detected 0.976 Detected 1.041 0.153 GT Sens contig215 contig215 MYB tran               GGCATCAcontig215 Solyc06g Solyc06g MYB tran               GO:00037 GO:00037        contig215 Solyc06g MYB tran                GO:00055 SL2.40ch AT5G5978MYB59, A   MYB59 (M           chr5:240  110.445 55.1655 260.907 152.07 179.076 163.254
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 1.933 Detected 1.512 Detected 1.722 0.032 GT Sens contig215 contig215 Unknown   AGGTACGcontig215 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig215 Solyc07g Unknown Protein (A  SL2.40ch AT5G43880.1  unknown   chr5:176  208.872 271.902 771.791 472.585 970.134 722.682
GT Sense Sense 0.809 Comprom -0.809 Comprom 0.000 4.887 Detected 3.782 Detected 4.334 0.047 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  7.48376 2.29488 60.2626 21.5408 130.741 60.599
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 1.146 Detected 1.129 Detected 1.138 0.055 GT Sens contig215 contig215 Nuclear tr         CGATGAAcontig215 Solyc12g Solyc12g Nuclear transport factor 2 (NTF      contig215 Solyc12g Nuclear transport fa        SL2.40ch AT4G02010.1  protein k     chr4:881  80.0804 51.2988 96.7308 98.0703 151.283 149.054
GT Sense Sense -0.644 Detected 0.644 Detected 0.000 1.292 Detected 1.062 Detected 1.177 0.214 GT Sens contig215 contig215 Os03g085                  CCAGATGcontig215 Solyc02g Solyc02g Os03g0859900 protein (Fragm                 contig215 Solyc02g Os03g0859900 prote                  SL2.40ch AT4G37080.1  unknown   chr4:174  31.4328 72.219 77.8044 60.7301 124.424 105.77
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 1.486 Detected 1.259 Detected 1.372 0.007 GT Sens contig215 contig215 ARGONAU                 TTTCGTGcontig215 Solyc06g Solyc06g ARGONAU                 GO:00036 GO:00036    contig215 Solyc06g ARGONAU                  GO:00198 SL2.40ch AT5G438 ZLL, PNH,   ZLL (ZWIL      chr5:176  133.203 121.397 212.707 280.664 379.801 323.554
GT Sense Sense -0.369 Detected 0.369 Detected 0.000 1.043 Detected 1.039 Detected 1.041 0.106 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  91.4249 143.461 120.816 117.269 251.651 250.177
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 2.116 Detected 1.474 Detected 1.795 0.047 GT Sens contig216 contig216 Porin/volt                 TTGGGTGcontig216 Solyc03g Solyc03g Porin/volt                 GO:00057 GO:00057      contig216 Solyc03g Porin/volt                  GO:00083 SL2.40ch AT1G51350.1  armadillo      chr1:190  185.012 124.732 297.431 239.196 702.355 448.57
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 1.432 Detected 1.196 Detected 1.314 0.020 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  225.149 259.624 398.942 408.923 695.553 589.093
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 2.357 Detected 1.312 Detected 1.834 0.076 GT Sens contig216 contig216 Ferric red                GAATCAAcontig216 Solyc01g Solyc01g Ferric red                GO:00002 GO:00002    contig216 Solyc01g Ferric red                 GO:00002 SL2.40ch AT5G2399ATFRO5,   FRO5 (FE        chr5:810  317.968 250.669 814.346 271.366 1542.04 745.174
GT Sense Sense -0.041 Comprom 0.041 Comprom 0.000 2.133 Detected 1.348 Detected 1.740 0.048 GT Sens contig216 contig216 Cyclin D2            GTGCTTGcontig216 Solyc07g Solyc07g Cyclin D2            GO:00056 GO:00056    contig216 Solyc07g Cyclin D2             GO:00046 SL2.40ch AT3G1386HSP60-3A  HSP60-3A           chr3:456  9.35764 9.31725 18.9498 24.3777 43.6722 25.2679
GT Sense Sense 0.354 Detected -0.354 Detected 0.000 2.279 Detected 0.877 Detected 1.578 0.182 GT Sens contig216 contig216 Galactose              GAAAAGTcontig216 Solyc03g Solyc03g Galactose              GO:00059 GO:00059   contig216 Solyc03g Galactose               GO:00059 SL2.40ch AT4G21020.1  late embr          chr4:112  53.1871 30.619 197.964 71.2293 208.92 78.8205
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 1.143 Detected 1.131 Detected 1.137 0.011 GT Sens contig217 contig217 PEARLI 4             TAAAAAA contig217 Solyc03g Solyc03g PEARLI 4 protein (AHRD V1 *-*-          contig217 Solyc03g PEARLI 4 protein (AH             SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  186.062 206.644 313.204 268.799 461.735 456.548
GT Sense Sense 0.468 Detected -0.468 Comprom 0.000 4.298 Detected 3.451 Detected 3.874 0.026 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  10.7793 5.30076 14.9068 29.0624 158.528 87.8737
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 1.137 Detected 0.960 Detected 1.049 0.009 GT Sens contig218 contig218 LRR recep                  GAAGATGcontig218 Solyc02g Solyc02g LRR recep                  GO:00046 GO:00046         contig218 Solyc02g Receptor   GO:00046 SL2.40ch AT3G47090.1  leucine-r        chr3:173  1180.6 1040.93 1237.86 1219.79 2600.7 2293.57
GT Sense Sense 0.462 Comprom -0.462 Comprom 0.000 1.868 Detected 1.609 Detected 1.738 0.068 GT Sens contig218 contig218 Phosphog                   ACAATCCcontig218 Solyc05g Solyc05g Phosphog                   GO:00059 GO:00059     contig218 Solyc05g Phosphog                    GO:00046 SL2.40ch AT1G70820.1  phospho        chr1:267  5.48125 2.7182 20.4334 15.274 15.0209 12.5183
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 1.566 Detected 0.913 Detected 1.240 0.064 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  310.273 274.644 843.126 390.46 921.584 584.495
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 0.930 Detected 1.134 Detected 1.032 0.064 GT Sens contig218 contig218 Os05g026                  TGCAGTGcontig218 Solyc04g Solyc04g Os05g0264200 protein (Fragm                 contig218 Solyc04g Os05g0264200 prote                  SL2.40ch AT2G02960.5 21.3618 14.1142 50.7549 30.018 35.2773 40.5134
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 2.694 Detected 1.618 Detected 2.156 0.060 GT Sens contig218 contig218 Cell numb                  TTTTTAT contig218 Solyc08g Solyc08g Cell number regulator 1 (AHRD               contig218 Solyc08g013920.2.1 AT4G1475IQD19  IQD19 (IQ      chr4:847  27.2838 21.7149 37.3778 28.9414 167.967 79.4453
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 0.976 Detected 1.244 Detected 1.110 0.016 GT Sens contig218 contig218 Transcrip                  TCTGTTCcontig218 Solyc02g Solyc02g Transcrip                  GO:00056 GO:00056   contig218 Solyc02g Transcrip                   GO:00305 SL2.40ch AT1G62330.1  unknown   chr1:230  37.4549 37.9329 95.9646 79.637 79.0724 94.8905
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 1.622 Detected 1.220 Detected 1.421 0.019 GT Sens contig218 contig218 Unknown   CTGACAAcontig218 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig218 Solyc03g Unknown Protein (A  SL2.40ch AT5G15680.1  binding  chr5:510  2892.4 2734.38 6714.81 4675.69 9230.67 6963.32
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 2.488 Detected 1.996 Detected 2.242 0.021 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  1110.94 768.368 1914.63 1375.38 5526.98 3917.6
GT Sense Sense -0.177 Comprom 0.177 Comprom 0.000 2.424 Detected 2.198 Detected 2.311 0.008 GT Sens contig219 contig219 Malonyl C       TACATTT contig219 Solyc12g Solyc12g Malonyl CoA anthocyanin 5-O-     contig219 Solyc12g Malonyl CoA anthoc      SL2.40ch AT5G39090.1  transfera     chr5:156  3.81213 4.5875 2.69517 3.72687 23.9392 20.4004
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 1.178 Detected 0.918 Detected 1.048 0.026 GT Sens contig219 contig219 Patatin-lik              ATTAGGGcontig219 Solyc03g Solyc03g Patatin-lik              GO:00066 GO:00066    contig219 Solyc03g Patatin-lik               GO:00046 SL2.40ch AT2G2656PLP2, PLA    PLA2A (P        chr2:112  13.3845 14.7209 24.1633 16.6747 33.8758 28.1912
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 1.096 Detected 1.458 Detected 1.277 0.032 GT Sens contig219 contig219 Calcium-d               TCGATTT contig219 Solyc09g Solyc09g Calcium-d               GO:00055 GO:00055   contig219 Solyc09g Calcium-d                GO:00055 SL2.40ch AT3G24110.1  calcium-b       chr3:870  47.3803 54.659 66.4389 60.3356 115.991 148.644
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 1.716 Detected 1.152 Detected 1.434 0.046 GT Sens contig219 contig219 ABC trans                  TTCATTGcontig219 Solyc11g Solyc11g ABC trans                  GO:00160 GO:00160 contig219 Solyc11g ABC trans                   GO:00160 SL2.40ch AT1G71960.1  ABC tran     chr1:270  376.015 432.87 556.293 461.949 1412.94 953.346
GT Sense Sense -1.282 Comprom 1.282 Detected 0.000 1.674 Detected 1.938 Detected 1.806 0.296 GT Sens contig219 contig219 Laccase 1            GGGCAC contig219 Solyc09g Solyc09g Laccase 1            GO:00480 GO:00480   contig219 Solyc09g Laccase 1             GO:00084 SL2.40ch AT5G0119LAC10  LAC10 (la     chr5:723  2.22708 12.3894 10.642 3.35392 17.8762 21.3991
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 1.196 Detected 0.947 Detected 1.072 0.040 GT Sens contig219 contig219 Harpin-ind               AGGTTTAcontig219 Solyc01g Solyc01g Harpin-induced protein-like (Fr              contig219 Solyc01g Harpin-induced prot               SL2.40ch AT2G02061.1  unknown   chr2:498  124.05 90.3969 139.444 133.028 258.703 217.08
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.211 Detected 0.833 Detected 1.022 0.033 GT Sens contig220 contig220 cDNA clon         AGAGATGcontig220 Solyc03g Solyc03g cDNA clone 002-130-C06 full in      contig220 Solyc03g cDNA clone 002-130        SL2.40ch AT2G42130.2  unknown   chr2:175  299.585 277.528 479.946 292.955 711.952 546.228
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 1.993 Detected 1.064 Detected 1.529 0.087 GT Sens contig220 contig220 Tyrosine-               CCAGCAAcontig220 Solyc04g Solyc04g Tyrosine-               GO:00052 GO:00052    contig220 Solyc04g Tyrosine-                GO:00052 SL2.40ch AT1G10320.1  U2 snRNP    chr1:338  15.0759 17.0265 52.4384 42.0874 68.0178 35.6216
GT Sense Sense -0.737 Comprom 0.737 Comprom 0.000 1.842 Detected 1.511 Detected 1.677 0.157 GT Sens contig220 contig220 Reverse t                   GGAGATCcontig220 Solyc12g Solyc12g Reverse t                   GO:00062 GO:00062   contig220 Solyc12g Inositol he                 GO:00084 SL2.40ch AT1G22080.2 2.29641 6.00634 3.8484 3.62858 14.1995 11.2533
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 1.134 Detected 1.199 Detected 1.167 0.021 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  167.774 125.28 234.02 205.786 339.326 353.925
GT Sense Sense 0.060 Comprom -0.060 Comprom 0.000 1.322 Detected 1.305 Detected 1.313 0.002 GT Sens contig221 contig221 Glycosylt              TATGATGcontig221 Solyc03g Solyc03g Glycosylt              GO:00167 GO:00167     contig221 Solyc03g Glycosylt               GO:00167 SL2.40ch AT3G61580.1  delta-8 sp     chr3:227  5.1581 4.4664 6.71169 4.33584 12.7941 12.6093
GT Sense Sense -0.557 Detected 0.557 Detected 0.000 1.881 Detected 1.423 Detected 1.652 0.111 GT Sens contig222 contig222 Blue copp             CTTCTAAcontig222 Solyc02g Solyc02g Blue copp             GO:00090 GO:00090   contig222 Solyc02g Blue copp              GO:00090 SL2.40ch AT5G285 BGLU24  BGLU24             chr5:104  34.3634 69.9961 113.251 98.0537 192.572 139.815
GT Sense Sense -0.351 Comprom 0.351 Comprom 0.000 1.683 Detected 1.651 Detected 1.667 0.042 GT Sens contig222 contig222 Non-ltr re                    TCAACGGcontig222 Solyc00g Solyc00g Non-ltr retrotransposon revers                    contig222 Solyc01g Unknown Protein (A          SL2.40ch #N/A #N/A #N/A #N/A 6.12922 9.38371 6.44091 12.4721 25.9608 25.3147
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 1.371 Detected 1.072 Detected 1.221 0.021 GT Sens contig223 contig223 Voltage-g                 GGGATAAcontig223 Solyc07g Solyc07g Voltage-g                 GO:00550 GO:00550      contig223 Solyc07g Voltage-g                  GO:00055 SL2.40ch AT5G33280.1  chloride      chr5:125  53.5101 57.532 110.038 56.5277 153.042 124.006
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 1.889 Detected 1.227 Detected 1.558 0.049 GT Sens contig223 contig223 Nodulin-li                  ATTTGCAcontig223 Solyc04g Solyc04g Nodulin-li                  GO:00160 GO:00160 contig223 Solyc04g Nodulin-li                   GO:00160 SL2.40ch AT1G75500.1  nodulin M     chr1:283  265.257 300.826 1041.33 549.314 1115.83 703.116
GT Sense Sense -0.374 Comprom 0.374 Comprom 0.000 0.941 Detected 1.197 Detected 1.069 0.114 GT Sens contig223 contig223 Unknown   GAAAAGAcontig223 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig223 Solyc11g Ring H2 fi                GO:00082 SL2.40ch AT5G05210.2  nucleolar    chr5:154  5.0052 7.91289 11.8886 11.5274 12.8877 15.336
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 1.005 Detected 1.085 Detected 1.045 0.029 GT Sens contig223 contig223 Universal             CATGGCTcontig223 Solyc01g Solyc01g Universal             GO:00069 GO:00069   contig223 Solyc01g Universal              GO:00069 SL2.40ch AT4G33770.2  inositol 1      chr4:161  10464.7 12581.1 18680.1 13957.5 24549.4 25874.9
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 1.791 Detected 1.215 Detected 1.503 0.035 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  48.9331 45.7441 78.6436 44.8438 174.584 116.808
GT Sense Sense 0.070 Comprom -0.070 Comprom 0.000 1.048 Detected 3.065 Detected 2.056 0.179 GT Sens contig224 contig224 Disease r             ACCATAAcontig224 Solyc12g Solyc12g Disease r             GO:00055 GO:00055   contig224 Solyc11g Cc-nbs-lr   GO:00069 SL2.40ch AT5G62550.1 5.52441 4.7174 2.59602 3.30289 11.2539 45.4257
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 1.066 Detected 1.042 Detected 1.054 0.018 GT Sens contig224 contig224 Unknown   GTCACAAcontig224 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig224 Solyc08g Unknown Protein (A  SL2.40ch AT5G07610.1  F-box fam    chr5:240  218.006 167.796 259.999 245.335 427.009 418.833
GT Sense Sense -0.411 Comprom 0.411 Comprom 0.000 2.300 Detected 2.412 Detected 2.356 0.030 GT Sens contig224 contig224 FAD-bind                CTAGAAGcontig224 Solyc09g Solyc09g FAD-bind                GO:00506 GO:00506    contig224 Solyc09g FAD-bind                 GO:00160 SL2.40ch AT2G46750.1  FAD-bind     chr2:192  3.03886 5.05557 11.991 6.66453 20.5827 22.1841
GT Sense Sense -0.351 Comprom 0.351 Comprom 0.000 1.241 Detected 0.828 Detected 1.034 0.126 GT Sens contig224 contig224 Thaumati              TGAAAACcontig224 Solyc01g Solyc01g Thaumati              GO:00055 GO:00055  contig224 Solyc01g Thaumati               GO:00055 SL2.40ch AT4G38670.3  pathogen      chr4:180  7.33341 11.2299 22.813 12.9865 22.8683 17.1283
GT Sense Sense -0.379 Detected 0.379 Detected 0.000 1.717 Detected 2.775 Detected 2.246 0.075 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 41.6268 66.2292 108.137 75.9433 184.132 382.238
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.363 Detected 3.818 Detected 2.590 0.169 GT Sens contig224 contig224 Ycf2 (AHR    CAAAAAC contig224 Solyc03g Solyc03g Ycf2 (AHRD V1 *-*- A6Y9X1 HA contig224 Solyc03g058220.1.1 AT5G53930.1 27.9834 26.1261 62.5629 23.9637 74.163 405.408
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 1.786 Detected 1.477 Detected 1.632 0.010 GT Sens contig224 contig224 Unknown   GCGTTTTcontig224 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig224 Solyc07g Unknown Protein (A  SL2.40ch AT5G35732.1  unknown   chr5:138  1321.73 1156.38 4187.74 2613.36 4546.75 3658.82
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 1.852 Detected 1.410 Detected 1.631 0.037 GT Sens contig224 contig224 Auxin effl                 TGTGATTcontig224 Solyc12g Solyc12g Auxin effl                 GO:00096 GO:00096     contig224 Solyc12g Auxin effl                  GO:00096 SL2.40ch AT1G76520.2  auxin effl      chr1:287  94.1713 122.396 302.783 173.276 413.371 303.404
GT Sense Sense 0.474 Comprom -0.474 Comprom 0.000 1.005 Detected 1.221 Detected 1.113 0.149 GT Sens contig224 contig224 Oxalate o                 AGTGATGcontig224 Solyc03g Solyc03g Oxalate o                 GO:00457 GO:00457     contig224 Solyc03g Oxalate o                  GO:00501 SL2.40ch AT5G2063GLP3, GL      GER3 (GE      chr5:697  9.48291 4.62443 21.8114 12.5905 14.1727 16.4178
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 0.981 Detected 1.106 Detected 1.043 0.019 GT Sens contig225 contig225 AT5g1661      TGGAAGTcontig225 Solyc11g Solyc11g AT5g16610/MTG13 5 (Fragme     contig225 Solyc11g AT5g16610/MTG13      SL2.40ch AT5G16610.2  unknown   chr5:544  681.597 534.563 888.876 948.046 1270.48 1381.17
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 1.262 Detected 1.370 Detected 1.316 0.024 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  65.3712 46.7014 186.402 188.268 141.263 151.891
GT Sense Sense -0.395 Comprom 0.395 Comprom 0.000 1.478 Detected 1.824 Detected 1.651 0.062 GT Sens contig227 contig227 Unknown   ATGCGAGcontig227 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig227 Solyc10g076620.1.1 AT3G12990.2 2.94673 4.79262 10.0603 11.3299 11.1616 14.1448
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.330 Detected 1.181 Detected 1.256 0.022 GT Sens contig227 contig227 Non-spec                     CCCCCTCcontig227 Solyc10g Solyc10g Non-spec                     GO:00068 GO:00068  contig227 Solyc10g Non-spec                      GO:00068 SL2.40ch AT4G2147ATFMN/F   ATFMN/F          chr4:114  639.116 471.69 829.863 696.002 1472.36 1323.48
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 1.246 Detected 0.910 Detected 1.078 0.027 GT Sens contig227 contig227 Phosphat               TTAACAGcontig227 Solyc05g Solyc05g Phosphat               GO:00160 GO:00160 contig227 Solyc05g Phosphat                GO:00160 SL2.40ch AT3G2657PHT2;1, O   PHT2;1 (P          chr3:975  2299.31 2364.67 4625.62 2852.67 5897.84 4659.66
GT Sense Sense 1.700 Detected -1.700 Comprom 0.000 4.256 Detected 2.285 Detected 3.270 0.238 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  67.3519 6.00587 45.0228 5.83409 409.676 104.194
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 1.591 Detected 1.099 Detected 1.345 0.043 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  427.967 495.919 1134.79 630.773 1479.54 1049.15
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 4.448 Detected 2.279 Detected 3.364 0.093 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  17.827 12.6145 219.213 70.4322 349.035 77.3973
GT Sense Sense -0.098 Comprom 0.098 Comprom 0.000 0.962 Detected 1.945 Detected 1.453 0.101 GT Sens contig228 contig228 Clathrin a             TGTACCTcontig228 Solyc01g Solyc01g Clathrin a             GO:00055 GO:00055  contig228 Solyc01g Clathrin a              GO:00301 SL2.40ch AT4G31710.1 5.52949 5.96393 10.1964 16.9623 11.928 23.5066
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 1.688 Detected 1.544 Detected 1.616 0.035 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  19.614 28.0258 49.6986 50.0755 80.5514 72.6735
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 1.646 Detected 2.890 Detected 2.268 0.073 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  20.2856 24.5925 68.9431 41.0152 74.5171 176.068
GT Sense Sense 1.155 Detected -1.155 Comprom 0.000 2.034 Detected 0.997 Detected 1.516 0.354 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  13.4039 2.54273 11.9616 1.89215 25.5028 12.3857
GT Sense Sense -0.406 Detected 0.406 Detected 0.000 1.415 Detected 0.960 Detected 1.187 0.125 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  290.524 479.618 457.033 298.464 1061.53 771.94
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 1.267 Detected 0.891 Detected 1.079 0.030 GT Sens contig229 contig229 Myb famil                  ATGAACT contig229 Solyc06g Solyc06g Myb famil                  GO:0045449 contig229 Solyc06g Myb famil                   GO:00454 SL2.40ch AT5G45580.1  transcrip    chr5:184  143.577 142.491 176.354 226.501 367.078 281.995
GT Sense Sense 0.422 Detected -0.422 Detected 0.000 1.100 Detected 1.690 Detected 1.395 0.113 GT Sens contig229 contig229 Gibberelli                 GAGAGG contig229 Solyc04g Solyc04g Gibberelli                 GO:00455 GO:00455    contig229 Solyc04g Gibberelli                  GO:00455 SL2.40ch AT4G2120ATGA2OX    GA2OX8       chr4:113  70.5314 36.9949 61.013 30.2432 116.749 175.254
GT Sense Sense 0.458 Comprom -0.458 Comprom 0.000 3.199 Detected 3.041 Detected 3.120 0.022 GT Sens contig229 contig229 Polygalac               TCCATCT contig229 Solyc10g Solyc10g Polygalac               GO:00059 GO:00059   contig229 Solyc10g047590.1.1 AT5G45440.1 6.0986 3.03915 11.8205 15.6173 42.1599 37.6859
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.202 Detected 0.868 Detected 1.035 0.025 GT Sens contig230 contig230 Unknown   CAATAAA contig230 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig230 Solyc01g Peptidyl-p                  GO:00064 SL2.40ch AT4G3487ROC5, AT   ROC5 (RO        chr4:166  65.0072 60.9164 61.9383 54.9967 154.371 122.075
GT Sense Sense -1.578 Comprom 1.578 Detected 0.000 0.895 Detected 1.683 Detected 1.289 0.511 GT Sens contig230 contig230 Cortical c                    TATTGTCcontig230 Solyc06g Solyc06g Cortical c                    GO:00082 GO:00082   contig230 Solyc06g Cortical c                     GO:00082 SL2.40ch AT2G45180.1  protease         chr2:186  3.78721 31.7503 28.1285 36.482 21.7392 37.4409
GT Sense Sense 0.192 Comprom -0.192 Comprom 0.000 1.331 Detected 1.585 Detected 1.458 0.024 GT Sens contig230 contig230 Multidrug                  CGGTTTCcontig230 Solyc12g Solyc12g Multidrug                  GO:00152 GO:00152      contig230 Solyc12g Multidrug                   GO:00152 SL2.40ch AT3G5903TT12, ATT   TT12 (TR           chr3:218  6.82624 4.92415 15.9873 16.5043 15.553 18.496
GT Sense Sense 0.548 Detected -0.548 Detected 0.000 2.892 Detected 1.678 Detected 2.285 0.108 GT Sens contig230 contig230 Cytochro                    GCACCTAcontig230 Solyc01g Solyc01g Cytochro                    GO:00198 GO:00198      contig230 Solyc01g Cytochro  GO:00198 SL2.40ch AT1G20310.1  unknown   chr1:703  412.278 181.496 226.696 621.531 2165.78 930.475
GT Sense Sense 0.809 Detected -0.809 Comprom 0.000 0.879 Detected 1.331 Detected 1.105 0.319 GT Sens contig230 contig230 Polyprote      GGACAATcontig230 Solyc01g Solyc01g Polyprotein-like related (AHRD   contig230 Solyc01g Polyprotein-like rela     SL2.40ch AT4G34310.1  unknown   chr4:164  13.456 4.12206 13.532 24.165 14.6046 19.9249
GT Sense Sense -0.729 Comprom 0.729 Comprom 0.000 1.852 Detected 1.845 Detected 1.849 0.127 GT Sens contig230 contig230 Cell differ                ATTGACAcontig230 Solyc05g Solyc05g Cell differ                GO:00428 GO:00428   contig230 Solyc05g Cell differ                 GO:00428 SL2.40ch AT5G6225MAP65-9  MAP65-9     chr5:250  2.11982 5.48051 8.54803 17.7425 13.1207 13.0229
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 1.457 Detected 1.309 Detected 1.383 0.010 GT Sens contig230 contig230 Plant-spe                     GTGAGATcontig230 Solyc05g Solyc05g Plant-specific domain TIGR015                    contig230 Solyc05g Plant-specific doma                     SL2.40ch AT4G39610.1  unknown   chr4:183  109.286 87.5304 131.216 150.366 286.279 257.598
GT Sense Sense -0.505 Comprom 0.505 Comprom 0.000 1.722 Detected 1.980 Detected 1.851 0.071 GT Sens contig231 contig231 Unknown   CCCTACTcontig231 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig231 Solyc04g Unknown Protein (A  SL2.40ch AT3G1167DGD1  DGD1 (DI             chr3:368  2.27771 4.31424 16.4778 10.1694 11.0285 13.1518
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 1.262 Detected 1.028 Detected 1.145 0.057 GT Sens contig231 contig231 Cytochro               AACATTT contig231 Solyc01g Solyc01g Cytochro               GO:00002 GO:00002     contig231 Solyc01g Cytochro                GO:00002 SL2.40ch AT4G2135B80, PUB   PUB8 (PL               chr4:113  92.1138 60.2568 105.96 103.875 190.575 161.552
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 1.327 Detected 0.908 Detected 1.117 0.045 GT Sens contig231 contig231 Beta-amy                CTTCAAGcontig231 Solyc07g Solyc07g Beta-amy                GO:00059 GO:00059    contig231 Solyc07g Beta-amy                 GO:00161 SL2.40ch AT2G3229BMY5, BA   BAM6 (B        chr2:137  1655.99 1301.05 2632.48 1675.7 3927.27 2927.81
GT Sense Sense -0.420 Detected 0.420 Detected 0.000 1.257 Detected 1.161 Detected 1.209 0.104 GT Sens contig231 contig231 Unknown             TAAAGAAcontig231 Solyc12g Solyc12g Unknown             GO:00059 GO:00059   contig231 Solyc12g Unknown              GO:00059 SL2.40ch AT5G01075.1  beta-gala   chr5:270  66.778 112.483 183.176 165.022 220.962 206.071
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.383 Detected 1.100 Detected 1.242 0.016 GT Sens contig231 contig231 Unknown   CTGAGACcontig231 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig231 Solyc08g Unknown Protein (A  SL2.40ch AT2G24395.1  chaperon     chr2:103  156.035 161.857 424.27 201.384 441.934 362.269
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 1.422 Detected 0.896 Detected 1.159 0.101 GT Sens contig231 contig231 Microtubu              AAATGGTcontig231 Solyc01g Solyc01g Microtubu              GO:00080 GO:00080  contig231 Solyc01g Microtubu               GO:00080 SL2.40ch AT2G019 ATMAP65    ATMAP65     chr2:417  698.166 997.483 1191.54 807.323 2384.6 1650.59
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 1.274 Detected 1.069 Detected 1.172 0.008 GT Sens contig231 contig231 Genomic          AACAGAGcontig231 Solyc12g Solyc12g Genomic DNA chromosome 5       contig231 Solyc12g Genomic DNA chrom         SL2.40ch AT5G55570.1  unknown   chr5:225  663.527 651.189 1292.74 758.279 1695.57 1466.32
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 1.176 Detected 0.858 Detected 1.017 0.031 GT Sens contig232 contig232 BZIP trans               CCTTATAcontig232 Solyc01g Solyc01g BZIP trans               GO:00063 GO:00063       contig232 Solyc01g BZIP trans                GO:00469 SL2.40ch AT5G1583AtbZIP3  AtbZIP3 (            chr5:516  2047.35 2195.42 3414.24 2643.16 5107.35 4085.24
GT Sense Sense -0.189 Detected 0.189 Detected 0.000 1.258 Detected 1.033 Detected 1.145 0.035 GT Sens contig232 contig232 Cytochro                 AATCTGAcontig232 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198   contig232 Solyc02g Cytochro  GO:00198 SL2.40ch AT1G1160CYP77B1  CYP77B1               chr1:390  354.089 433.04 619.166 806.204 998.42 852.009
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.544 Detected 1.360 Detected 1.452 0.004 GT Sens contig232 contig232 DNA bind               GAAAAAAcontig232 Solyc04g Solyc04g DNA bind               GO:00036 GO:00036  contig232 Solyc04g DNA bind                GO:00036 SL2.40ch AT2G41870.1  remorin f    chr2:174  236.626 217.924 568.199 453.945 706.34 619.606
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 0.946 Detected 1.078 Detected 1.012 0.033 GT Sens contig232 contig232 Peptide tr                  TGTGGTCcontig232 Solyc01g Solyc01g Peptide tr                  GO:00160 GO:00160   contig232 Solyc01g Peptide tr                   GO:00429 SL2.40ch AT1G3245NRT1.5  NRT1.5 (N         chr1:117  2151.2 2590.57 4586.29 4595.01 4849.06 5299.22
GT Sense Sense 0.306 Comprom -0.306 Comprom 0.000 1.201 Detected 1.497 Detected 1.349 0.058 GT Sens contig232 contig232 Unknown   GAAATTAcontig232 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig232 Solyc04g Unknown Protein (A  SL2.40ch AT2G27060.1  ATP bind               chr2:115  5.77044 3.55224 9.38872 8.88493 11.0979 13.5829
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 1.505 Detected 1.568 Detected 1.536 0.020 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  4924.8 6295.48 12889.6 10499.3 16848.6 17552.4
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 1.803 Detected 0.833 Detected 1.318 0.113 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  303.01 277.724 1081.1 896.041 1079.28 549.379
GT Sense Sense -0.284 Comprom 0.284 Comprom 0.000 2.854 Detected 0.995 Detected 1.924 0.186 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  6.65372 9.27691 21.0615 10.954 60.5687 16.6471
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 1.404 Detected 1.439 Detected 1.421 0.004 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  203.635 217.312 484.56 492.765 593.624 606.323
GT Sense Sense 0.674 Detected -0.674 Comprom 0.000 4.034 Detected 2.363 Detected 3.198 0.097 GT Sens contig233 contig233 Alcohol d               GCATTAGcontig233 Solyc11g Solyc11g Alcohol d               GO:00040 GO:00040     contig233 Solyc11g Alcohol d                GO:00040 SL2.40ch AT1G32780.1  alcohol d    chr1:118  18.0416 6.67167 38.5725 12.926 191.605 60.0101
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 1.111 Detected 1.154 Detected 1.132 0.021 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  596.251 445.173 610.376 626.938 1186.35 1218.52
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 1.508 Detected 1.064 Detected 1.286 0.069 GT Sens contig234 contig234 NBS-codi                GTCATTAcontig234 Solyc05g Solyc05g NBS-codi                GO:00069 GO:00069  contig234 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT5G40520.2  unknown   chr5:162  273.576 378.726 651.76 514.378 976.536 715.626
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 1.143 Detected 0.898 Detected 1.021 0.032 GT Sens contig235 contig235 NHL1 (Fra             GACAGCCcontig235 Solyc02g Solyc02g NHL1 (Fragment) (AHRD V1 **--          contig235 Solyc02g NHL1 (Fragment) (AH             SL2.40ch AT4G05220.1  harpin-in         chr4:268  101.2 78.4953 105.772 123.933 209.951 176.576



GT Sense Sense 0.204 Detected -0.204 Detected 0.000 1.152 Detected 0.988 Detected 1.070 0.040 GT Sens contig235 contig235 Endo-1 3-               GTTTGTGcontig235 Solyc03g Solyc03g Endo-1 3-               GO:00167 GO:00167          contig235 Solyc03g Endo-1 3-                GO:00167 SL2.40ch AT1G18310.1  glycosyl      chr1:630  176.204 125.03 217.608 236.475 351.778 313.054
GT Sense Sense 0.259 Comprom -0.259 Comprom 0.000 2.499 Detected 2.220 Detected 2.360 0.015 GT Sens contig235 contig235 Serine ca                GTGATCAcontig235 Solyc05g Solyc05g Serine ca                GO:00065 GO:00065   contig235 Solyc05g Serine ca                 GO:00167 SL2.40ch AT2G23000.1 3.52002 2.31327 5.95051 10.3707 17.207 14.135
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 1.359 Detected 0.815 Detected 1.087 0.082 GT Sens contig236 contig236 Sulfate tra             TGGGTCAcontig236 Solyc10g Solyc10g Sulfate tra             GO:00160 GO:00160   contig236 Solyc10g Sulfate tra              GO:00160 SL2.40ch AT2G2568MOT1  MOT1 (m            chr2:109  844.932 608.804 1593.92 1135.3 1961.88 1341.77
GT Sense Sense -0.400 Detected 0.400 Detected 0.000 1.120 Detected 0.896 Detected 1.008 0.136 GT Sens contig236 contig236 HAT famil                     GGTCATGcontig236 Solyc12g Solyc12g HAT family dimerisation domai                    contig236 Solyc12g HAT family dimerisa                     SL2.40ch AT3G10970.3  haloacid      chr3:343  20.2323 33.158 39.8464 35.2544 60.0198 51.2419
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 1.193 Detected 0.833 Detected 1.013 0.049 GT Sens contig236 contig236 Unknown   CAGCCTTcontig236 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig236 Solyc05g Unknown Protein (A  SL2.40ch AT5G24890.1  unknown   chr5:855  63.2144 73.2427 107.932 92.8787 165.879 128.915
GT Sense Sense -0.157 Comprom 0.157 Comprom 0.000 1.636 Detected 1.689 Detected 1.663 0.009 GT Sens contig237 contig237 Proline-ric                 TTATTCA contig237 Solyc10g Solyc10g Proline-rich protein (AHRD V1 *              contig237 Solyc10g Proline-rich protein                SL2.40ch AT5G0429KTF1  KTF1 (KO         chr5:119  4.28762 5.01716 3.75933 12.1759 15.3746 15.8975
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.330 Detected 0.804 Detected 1.067 0.065 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  116.146 128.081 147.943 127.338 327.003 226.364
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 1.619 Detected 1.188 Detected 1.403 0.023 GT Sens contig237 contig237 Wound-in                AGTATTT contig237 Solyc09g Solyc09g Wound-induced protein 1 (AHR              contig237 Solyc09g Wound-induced pro                SL2.40ch AT4G13360.1  catalytic  chr4:777  7727.77 7385.22 16737.4 15511 24750.3 18294.6
GT Sense Sense -0.189 Comprom 0.189 Comprom 0.000 1.242 Detected 0.867 Detected 1.055 0.058 GT Sens contig237 contig237 RING fing                GAAAAAAcontig237 Solyc04g Solyc04g RING fing                GO:00082 GO:00082   contig237 Solyc09g RING fing                 GO:00082 SL2.40ch AT2G18938.1 5.1899 6.34251 5.24302 2.44786 14.4715 11.1271
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 1.514 Detected 0.847 Detected 1.180 0.090 GT Sens contig238 contig238 Calcium-r             TCATCACcontig238 Solyc04g Solyc04g Calcium-responsive transactiv             contig238 Solyc04g Calcium-responsive             SL2.40ch AT5G2864AN3, GIF,   AN3 (ANG         chr5:106  14.8534 17.9574 29.3736 24.0781 49.7307 31.2238
GT Sense Sense 0.866 Detected -0.866 Comprom 0.000 2.199 Detected 1.001 Detected 1.600 0.268 GT Sens contig238 contig238 Ulp1 prote                    GTGAGATcontig238 Solyc09g Solyc09g Ulp1 prote                    GO:00065 GO:00065 contig238 Solyc09g Ulp1 prote                     GO:00065 SL2.40ch AT2G45590.1  protein k     chr2:187  11.3633 3.21749 6.32316 11.7081 29.6021 12.8672
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 2.175 Detected 1.385 Detected 1.780 0.057 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  2781.36 3460.5 2495.12 2139.5 14941 8612.01
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 2.219 Detected 1.048 Detected 1.633 0.113 GT Sens contig238 contig238 Genomic          TATCCAGcontig238 Solyc01g Solyc01g Genomic DNA chromosome 5 T       contig238 Solyc01g Genomic DNA chrom         SL2.40ch AT3G24600.1  INVOLVE                                                                         chr3:897  16.0813 18.4066 46.5914 25.0289 85.393 37.8307
GT Sense Sense -0.765 Comprom 0.765 Comprom 0.000 2.436 Detected 1.985 Detected 2.210 0.109 GT Sens contig238 contig238 Unknown   CAAAGCTcontig238 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig238 Solyc11g Unknown Protein (A  SL2.40ch AT5G08430.1  SWIB com              chr5:271  2.14457 5.82665 4.05495 12.081 20.3987 14.877
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 1.619 Detected 1.651 Detected 1.635 0.009 GT Sens contig238 contig238 Invertase             GCTAGTAcontig238 Solyc12g Solyc12g Invertase             GO:00469 GO:00469    contig238 Solyc12g Invertase              GO:00469 SL2.40ch AT1G25320.1  leucine-r        chr1:887  190.493 221.026 383.839 313.576 672.006 685.156
GT Sense Sense 0.854 Detected -0.854 Detected 0.000 3.673 Detected 2.520 Detected 3.096 0.095 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  83.0947 23.9415 202.178 104.447 606.704 271.97
GT Sense Sense -0.111 Comprom 0.111 Comprom 0.000 1.304 Detected 1.418 Detected 1.361 0.008 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  4.91095 5.38624 4.78562 2.53879 13.541 14.6083
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 2.386 Detected 1.294 Detected 1.840 0.091 GT Sens contig239 contig239 Phototrop               GGGCAAAcontig239 Solyc09g Solyc09g Phototrop               GO:00094 GO:00094     contig239 Solyc09g Phototrop                GO:00055 SL2.40ch AT5G48800.1  phototro      chr5:197  21.1719 27.7367 63.9633 46.7889 135.11 63.1803
GT Sense Sense -0.107 Comprom 0.107 Comprom 0.000 1.377 Detected 1.411 Detected 1.394 0.006 GT Sens contig239 contig239 WD repea                CCATATAcontig239 Solyc09g Solyc09g WD repea                GO:00055 GO:00055   contig239 Solyc09g WD repea                 GO:00055 SL2.40ch AT5G5876DDB2  DDB2 (da               chr5:237  4.66163 5.09047 6.0208 4.24463 13.4949 13.7687
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 1.034 Detected 1.228 Detected 1.131 0.026 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  33.999 39.9092 49.6885 91.0183 80.4313 91.7401
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 1.585 Detected 1.059 Detected 1.322 0.042 GT Sens contig239 contig239 Alpha-am              CATGAAGcontig239 Solyc09g Solyc09g Alpha-am              GO:00302 GO:00302  contig239 Solyc09g Alpha-am               GO:00302 SL2.40ch AT2G2058RPN1A, A   RPN1A (2            chr2:885  626.772 677.562 1487.47 638.57 2084.85 1443.37
GT Sense Sense -0.661 Detected 0.661 Detected 0.000 1.466 Detected 1.388 Detected 1.427 0.164 GT Sens contig239 contig239 Cellulose              CATTGTT contig239 Solyc07g Solyc07g Cellulose              GO:00167 GO:00167     contig239 Solyc07g Cellulose               GO:00167 SL2.40ch AT5G1742IRX3, CES     IRX3 (IRR       chr5:573  25.5342 60.0918 65.1364 68.6966 115.417 109.014
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 2.634 Detected 1.622 Detected 2.128 0.057 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  17.6397 20.8475 133.952 31.693 126.947 62.7385
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 0.804 Detected 1.248 Detected 1.026 0.083 GT Sens contig239 contig239 Unknown   TCTTAGCcontig239 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig239 Solyc01g Unknown Protein (A  SL2.40ch AT5G50540.1  unknown   chr5:205  71.6579 49.2961 96.4179 157.585 110.674 150.046
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 1.672 Detected 1.145 Detected 1.408 0.034 GT Sens contig239 contig239 Anthocya                GCCTGCAcontig239 Solyc10g Solyc10g Anthocya                GO:00551 GO:00551  contig239 Solyc10g Anthocya                 GO:00164 SL2.40ch AT3G55970.1  oxidored       chr3:207  2964.31 2899.64 5523.37 3314.34 9963.66 6891.51
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 1.408 Detected 1.259 Detected 1.334 0.017 GT Sens contig240 contig240 Photosys                     CTTTACAcontig240 Solyc08g Solyc08g Photosys                     GO:00426 GO:00426   contig240 Solyc08g Photosys                      GO:00055 SL2.40ch AT5G6404PSAN  PSAN; ca    chr5:256  4652.21 5479.85 15231 7604.68 14286.8 12850.3
GT Sense Sense -0.183 Comprom 0.183 Comprom 0.000 2.095 Detected 2.211 Detected 2.153 0.008 GT Sens contig240 contig240 Harpin-ind              GATTAGAcontig240 Solyc11g Solyc11g Harpin-induced 1 (AHRD V1 ***           contig240 Solyc11g Harpin-induced 1 (A             SL2.40ch AT5G16870.1  aminoacy    chr5:554  2.2552 2.73396 4.09501 7.44319 11.315 12.2188
GT Sense Sense -0.509 Comprom 0.509 Comprom 0.000 1.991 Detected 2.293 Detected 2.142 0.056 GT Sens contig240 contig240 Unknown   TTGTACGcontig240 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig240 Solyc10g Unknown Protein (A  SL2.40ch AT4G2565ACD1-LIK   ACD1-LIK              chr4:130  2.82806 5.38872 11.8317 13.6267 16.5483 20.335
GT Sense Sense -0.381 Detected 0.381 Detected 0.000 2.547 Detected 1.924 Detected 2.236 0.045 GT Sens contig240 contig240 AT2G4538       TTTGCAAcontig240 Solyc01g Solyc01g AT2G45380 protein (Fragment     contig240 Solyc01g AT2G45380 protein     SL2.40ch AT5G35960.1  protein k    chr5:141  726.428 1159.08 1168.05 861.259 5719.48 3702.32
GT Sense Sense -0.281 Comprom 0.281 Detected 0.000 2.003 Detected 1.112 Detected 1.558 0.098 GT Sens contig240 contig240 Unknown   ATATGTT contig240 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig240 Solyc06g Unknown Protein (A  SL2.40ch AT4G2908PAP2, IAA   PAP2 (PH       chr4:143  9.86758 13.6985 12.284 11.4444 49.7015 26.7195
GT Sense Sense 1.043 Detected -1.043 Comprom 0.000 3.654 Detected 3.165 Detected 3.410 0.086 GT Sens contig241 contig241 Unknown   AGCTCAAcontig241 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig241 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  20.3036 4.50062 45.2161 3.96167 128.341 91.1861
GT Sense Sense -0.402 Detected 0.402 Detected 0.000 2.052 Detected 1.440 Detected 1.746 0.075 GT Sens contig241 contig241 Unknown   ATATGCCcontig241 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig241 Solyc09g Unknown Protein (A  SL2.40ch AT3G0733ATCSLC0     ATCSLC6           chr3:233  52.26 85.902 262.943 135.086 296.248 193.272
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 2.030 Detected 1.533 Detected 1.781 0.020 GT Sens contig241 contig241 Tubulin b              TGCAGTAcontig241 Solyc06g Solyc06g Tubulin b              GO:00432 GO:00432     contig241 Solyc06g Tubulin b               GO:00052 SL2.40ch AT2G2955TUB7  TUB7; st      chr2:126  74.3243 65.2051 145.793 79.7362 303.199 214.178
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 1.416 Detected 0.977 Detected 1.197 0.051 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  137.39 164.915 277.018 140.13 428.227 315.109
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 1.596 Detected 1.450 Detected 1.523 0.011 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  697.135 535.871 1355.77 873.652 1970.36 1775.22
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 1.288 Detected 1.060 Detected 1.174 0.015 GT Sens contig242 contig242 Protease    CATGCTCcontig242 Solyc11g Solyc11g Protease (AHRD V1 ***- C8TDY contig242 Solyc11g Protease (AHRD V1 *  SL2.40ch AT2G388 HTA8  HTA8 (HIS       chr2:162  185.159 198.262 229.863 194.021 498.844 424.85
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 1.734 Detected 1.499 Detected 1.617 0.050 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  154.014 237.152 301.833 238.752 677.891 574.485
GT Sense Sense -0.335 Detected 0.335 Detected 0.000 1.330 Detected 1.057 Detected 1.194 0.081 GT Sens contig242 contig242 NPR1-like             CTCTTCGcontig242 Solyc04g Solyc04g NPR1-like             GO:00055 GO:00055  contig242 Solyc04g NPR1-like              GO:00055 SL2.40ch AT2G4137BOP2  BOP2 (BL       chr2:172  105.265 157.698 176.255 89.613 345.466 285.035
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 1.545 Detected 1.267 Detected 1.406 0.011 GT Sens contig242 contig242 Glucan sy                 TTAGCTT contig242 Solyc07g Solyc07g Glucan sy                 GO:00160 GO:00160     contig242 Solyc07g Glucan sy                  GO:00167 SL2.40ch AT3G1457ATGSL04     ATGSL04           chr3:489  799.288 796.689 1304.13 1206.61 2483.35 2041.19
GT Sense Sense -0.080 Comprom 0.080 Comprom 0.000 1.843 Detected 1.792 Detected 1.817 0.002 GT Sens contig242 contig242 Unknown   AGGCAATcontig242 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig242 Solyc04g Unknown Protein (A  SL2.40ch AT4G34330.1  unknown   chr4:164  3.62556 3.8092 13.0947 5.73447 14.2176 13.6821
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 1.628 Detected 1.564 Detected 1.596 0.020 GT Sens contig243 contig243 RAG1-act                  CCCAAGCcontig243 Solyc01g Solyc01g RAG1-act                  GO:00160 GO:00160   contig243 Solyc01g RAG1-act                   GO:00160 SL2.40ch AT5G2366MTN3  MTN3 (Ar        chr5:797  557.436 717.612 960.057 953.572 2084.65 1987.79
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 2.077 Detected 1.387 Detected 1.732 0.052 GT Sens contig243 contig243 Receptor-                CAAGTTGcontig243 Solyc10g Solyc10g Receptor-                GO:00064 GO:00064  contig243 Solyc10g Receptor   GO:00055 SL2.40ch AT3G03770.1  leucine-r        chr3:945  59.3311 75.9833 139.635 81.312 302.115 186.715
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 1.607 Detected 1.123 Detected 1.365 0.050 GT Sens contig243 contig243 Nuclear tr                    TTGATGAcontig243 Solyc01g Solyc01g Nuclear tr                    GO:00037 GO:00037       contig243 Solyc01g Nuclear tr                     GO:00037 SL2.40ch AT1G0903NF-YB4  NF-YB4 (         chr1:290  41.8785 52.2829 76.4652 102.911 151.949 108.323
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 1.225 Detected 1.013 Detected 1.119 0.040 GT Sens contig243 contig243 Ubiquitin-                    GATGACGcontig243 Solyc01g Solyc01g Ubiquitin-                    GO:00056 GO:00056 contig243 Solyc01g Ubiquitin-                     GO:00056 SL2.40ch AT4G06599.1  ubiquitin    chr4:366  385.012 481.243 698.927 467.163 1072.97 923.623
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 1.652 Detected 1.172 Detected 1.412 0.029 GT Sens contig243 contig243 Unknown   TTGAAGCcontig243 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig243 Solyc02g Unknown Protein (A  SL2.40ch AT2G2367YCF37  YCF37 (A       chr2:100  5549.11 5576.31 11961.6 6807.03 18644.3 13324.6
GT Sense Sense -0.336 Comprom 0.336 Comprom 0.000 1.913 Detected 7.638 Detected 4.776 0.239 GT Sens contig243 contig243 Unknown   CTTGGATcontig243 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig243 Solyc04g Unknown Protein (A  SL2.40ch AT5G238 AAP7  AAP7; am      chr5:802  2.16558 3.24681 4.8341 20.3597 10.6505 561.744
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 1.154 Detected 1.622 Detected 1.388 0.034 GT Sens contig244 contig244 HAT famil                   CAAGAGGcontig244 Solyc11g Solyc11g HAT famil                   GO:00036 GO:00036  contig244 Solyc11g HAT famil                    GO:00036 SL2.40ch AT2G42450.1  lipase cla      chr2:176  15.9184 12.703 26.1917 42.3838 33.7518 46.5274
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 1.287 Detected 1.021 Detected 1.154 0.014 GT Sens contig244 contig244 Potassium                  GTTCGCCcontig244 Solyc07g Solyc07g Potassium                  GO:00160 GO:00160 contig244 Solyc07g Potassium                   GO:00300 SL2.40ch AT4G301 HMA2  HMA2; ca    chr4:147  4135.73 4044.06 5619.17 5256.33 10639.5 8823.85
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 1.428 Detected 0.999 Detected 1.214 0.046 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  244.21 288.757 482.342 218.482 762.212 564.29
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 1.227 Detected 1.204 Detected 1.215 0.003 GT Sens contig244 contig244 NHL repea              CAAGAACcontig244 Solyc02g Solyc02g NHL repeat-containing protein             contig244 Solyc02g NHL repeat-containi               SL2.40ch AT1G23880.1  NHL repe    chr1:843  335.412 342.915 539.869 667.726 846.36 830.82
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 1.844 Detected 0.996 Detected 1.420 0.080 GT Sens contig244 contig244 Ribonucle                TTTTGTGcontig244 Solyc10g Solyc10g Ribonucleoside hydrolase 1 (A              contig244 Solyc10g Ribonucleoside hyd                SL2.40ch AT2G363 URH1  URH1 (UR           chr2:152  26.1131 26.091 25.9105 21.6377 99.9425 55.3317
GT Sense Sense -0.297 Detected 0.297 Detected 0.000 1.724 Detected 1.269 Detected 1.497 0.057 GT Sens contig245 contig245 Carboxyl                CCATTTT contig245 Solyc02g Solyc02g Carboxyl                GO:00081 GO:00081    contig245 Solyc02g Carboxyl                 GO:00087 SL2.40ch AT4G36470.1  S-adenos      chr4:172  5210.96 7404.47 14934.9 9735.51 21883.9 15919.8
GT Sense Sense 0.012 Comprom -0.012 Comprom 0.000 2.484 Detected 2.058 Detected 2.271 0.009 GT Sens contig245 contig245 F-box fam              ATTTCAT contig245 Solyc03g Solyc03g F-box family protein (AHRD V1           contig245 Solyc03g F-box family protein             SL2.40ch AT1G51720.1  glutamate    chr1:191  7.88322 7.29734 43.6924 26.095 45.2416 33.5782
GT Sense Sense -0.047 Comprom 0.047 Comprom 0.000 2.837 Detected 2.750 Detected 2.794 0.001 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  2.18736 2.19705 9.51591 5.03958 16.7049 15.6812
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 1.691 Detected 1.721 Detected 1.706 0.008 GT Sens contig245 contig245 Plant vira                  TGAGTACcontig245 Solyc01g Solyc01g Plant viral-response family pro                 contig245 Solyc01g Plant viral-response                  SL2.40ch AT1G55230.1  unknown   chr1:206  298.722 226.041 453.944 318.031 894.958 910.518
GT Sense Sense -0.092 Comprom 0.092 Comprom 0.000 2.542 Detected 4.784 Detected 3.663 0.083 GT Sens contig245 contig245 Laccase-2              AGAGATGcontig245 Solyc01g Solyc01g Laccase-2              GO:00551 GO:00551  contig245 Solyc01g Laccase-2               GO:00551 SL2.40ch AT1G55560.1 2.05066 2.19323 9.57614 3.67606 13.1671 62.1139
GT Sense Sense 0.394 Detected -0.394 Detected 0.000 1.711 Detected 1.280 Detected 1.496 0.079 GT Sens contig245 contig245 Fructose-               AGAGGCAcontig245 Solyc07g Solyc07g Fructose-               GO:00060 GO:00060   contig245 Solyc07g Fructose-                GO:00055 SL2.40ch AT4G26530.2  fructose-     chr4:133  520.418 283.658 1893.86 739.068 1341.49 992.2
GT Sense Sense 0.072 Comprom -0.072 Comprom 0.000 0.973 Detected 1.409 Detected 1.191 0.035 GT Sens contig245 contig245 Retrotran       AAATCAGcontig245 Solyc04g Solyc04g Retrotransposon gag protein (    contig245 Solyc04g Retrotransposon ga      SL2.40ch AT1G56230.1  unknown   chr1:210  6.31299 5.3753 4.19296 10.6574 12.1958 16.4476
GT Sense Sense -0.805 Comprom 0.805 Detected 0.000 1.550 Detected 1.310 Detected 1.430 0.221 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  7.54083 21.6567 13.5572 19.4922 39.9085 33.6949
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 1.047 Detected 1.018 Detected 1.033 0.012 GT Sens contig246 contig246 Unknown   GATGTGGcontig246 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig246 Solyc07g Unknown Protein (A  SL2.40ch AT5G11390.1  unknown   chr5:363  60.6913 48.6679 63.4507 57.0791 119.735 117.052
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 1.536 Detected 1.443 Detected 1.489 0.036 GT Sens contig246 contig246 Unknown   CAAGGCCcontig246 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig246 Solyc10g Unknown Protein (A  SL2.40ch AT1G07050.1  CONSTA    chr1:216  97.3521 136.184 259.157 163.101 355.946 332.76
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 2.122 Detected 1.283 Detected 1.702 0.084 GT Sens contig246 contig246 Unknown   GATGAGCcontig246 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig246 Solyc10g Unknown Protein (A  SL2.40ch AT3G63300.2  phospho    chr3:233  729.531 440.247 1701.67 781.465 2630.43 1465.77
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 1.512 Detected 1.339 Detected 1.425 0.028 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  3044.87 3925.55 6715.78 4834.56 10512.9 9299.64
GT Sense Sense 0.691 Comprom -0.691 Comprom 0.000 2.663 Detected 1.922 Detected 2.293 0.100 GT Sens contig247 contig247 Unknown   AAGCTTAcontig247 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig247 Solyc05g Unknown Protein (A  SL2.40ch AT5G12900.1  unknown   chr5:407  6.69114 2.41464 14.1556 11.2061 27.1476 16.1994
GT Sense Sense -0.213 Comprom 0.213 Comprom 0.000 1.727 Detected 3.201 Detected 2.464 0.085 GT Sens contig247 contig247 Pectinest             TATGAAGcontig247 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig247 Solyc01g Pectinest              GO:00056 SL2.40ch AT5G49180.1  pectinest     chr5:199  5.36879 6.78582 5.28253 2.75911 21.3046 58.9988
GT Sense Sense -0.263 Detected 0.263 Detected 0.000 1.590 Detected 1.402 Detected 1.496 0.033 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  3750.05 5080.62 7845.95 5960.97 14012.3 12266.1
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 1.056 Detected 1.002 Detected 1.029 0.006 GT Sens contig248 contig248 Unknown   CATGGGAcontig248 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig248 Solyc08g Unknown Protein (A  SL2.40ch AT4G19840.1 98.2798 83.2258 160.51 133.25 200.548 192.585
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 1.053 Detected 1.042 Detected 1.047 0.004 GT Sens contig248 contig248 Telomere               AAGTGACcontig248 Solyc06g Solyc06g Telomere               GO:00036 GO:00036  contig248 Solyc06g Telomere                GO:00036 SL2.40ch AT1G0754TRFL2  TRFL2 (T      chr1:231  18.9731 19.5897 15.4994 24.5145 42.6451 42.216
GT Sense Sense -0.179 Detected 0.179 Detected 0.000 1.103 Detected 1.265 Detected 1.184 0.026 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  1626.56 1961.87 2598.6 2986.75 4092.41 4565.86
GT Sense Sense -0.590 Detected 0.590 Detected 0.000 1.297 Detected 1.081 Detected 1.189 0.186 GT Sens contig249 contig249 Cellulose             TGTGCTAcontig249 Solyc02g Solyc02g Cellulose             GO:00167 GO:00167   contig249 Solyc02g Cellulose              GO:00167 SL2.40ch AT4G1878CESA8, IR     IRX1 (IRR           chr4:103  81.823 174.395 199.716 136.36 313.107 268.643
GT Sense Sense 0.226 Comprom -0.226 Comprom 0.000 2.174 Detected 3.364 Detected 2.769 0.049 GT Sens contig249 contig249 Leucine-r          ACTATTGcontig249 Solyc03g Solyc03g Leucine-rich repeat receptor-li        contig249 Solyc11g Retrograde Golgi tra                 SL2.40ch AT3G01260.1 4.43142 3.04787 2.72602 2.75194 17.6854 40.2291
GT Sense Sense -0.483 Comprom 0.483 Comprom 0.000 2.074 Detected 1.761 Detected 1.917 0.063 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  3.07536 5.65125 12.2794 14.04 18.7134 15.0217
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 1.477 Detected 0.954 Detected 1.215 0.067 GT Sens contig250 contig250 Cellulose             GTCAAGTcontig250 Solyc03g Solyc03g Cellulose             GO:00167 GO:00167   contig250 Solyc03g Cellulose              GO:00167 SL2.40ch AT1G6544GTB1  GTB1; RN              chr1:243  1183.97 1480.86 2853.91 2027.27 3930.48 2726.36
GT Sense Sense 0.473 Detected -0.473 Comprom 0.000 3.946 Detected 3.749 Detected 3.847 0.015 GT Sens contig250 contig250 Unknown   GAAAAAAcontig250 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig250 Solyc12g Unknown Protein (A  SL2.40ch AT3G30320.1  unknown   chr3:119  12.685 6.19602 48.7065 46.6864 145.665 126.732
GT Sense Sense 1.010 Comprom -1.010 Comprom 0.000 1.303 Detected 2.006 Detected 1.655 0.262 GT Sens contig250 contig250 Ethylene                    GTAAAAGcontig250 Solyc03g Solyc03g Ethylene                    GO:00037 GO:00037           contig250 Solyc03g Ethylene                     GO:00165 SL2.40ch AT3G2324ERF1, AT   ERF1 (ET             chr3:829  9.43623 2.19012 16.0821 11.7643 11.9643 19.4114
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 1.295 Detected 0.834 Detected 1.064 0.044 GT Sens contig250 contig250 Plastoqui                   CCTGCAAcontig250 Solyc01g Solyc01g Plastoqui                   GO:00094 GO:00094     contig250 Solyc01g Plastoqui                    GO:00094 SL2.40ch AT2G26500.1  cytochro        chr2:112  1709.4 1573.5 5080.28 2380.91 4291.29 3108.06
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 2.813 Detected 1.758 Detected 2.286 0.051 GT Sens contig250 contig250 Carbonic                TGTGAACcontig250 Solyc02g Solyc02g Carbonic                GO:00055 GO:00055   contig250 Solyc02g Carbonic                 GO:00055 SL2.40ch AT5G1474CA2, CA1     CA2 (CAR          chr5:475  788.681 639.648 5291.87 2268.97 5323.16 2553.95
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 1.974 Detected 2.235 Detected 2.104 0.004 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  13.4585 13.1132 98.5101 26.8098 55.6416 66.4741
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.846 Detected 1.205 Detected 1.525 0.043 GT Sens contig251 contig251 Fatty acid                TAGATGAcontig251 Solyc05g Solyc05g Fatty acid                GO:00099 GO:00099     contig251 Solyc05g Fatty acid                 GO:00099 SL2.40ch AT1G6853CUT1, PO      KCS6 (3-              chr1:257  37.7599 32.4169 64.8034 57.9344 134.084 85.755
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 1.109 Detected 0.993 Detected 1.051 0.055 GT Sens contig251 contig251 Movemen               GGATGCGcontig251 Solyc09g Solyc09g Movemen               GO:00068 GO:00068 contig251 Solyc09g015550.1.1 AT5G60430.2  antiporte     chr5:243  258.333 171.877 228.442 244.183 484.593 445.92
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 1.853 Detected 0.894 Detected 1.374 0.108 GT Sens contig251 contig251 Transcrip               GATCATGcontig251 Solyc10g Solyc10g Transcrip               GO:00037 GO:00037      contig251 Solyc10g Transcrip                GO:00037 SL2.40ch AT2G41130.1  basic hel      chr2:171  20.9689 16.8984 29.7794 21.1404 72.5225 37.1917
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.287 Detected 1.227 Detected 1.257 0.011 GT Sens contig251 contig251 Unknown   GGACGATcontig251 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig251 Solyc07g Unknown Protein (A  SL2.40ch AT4G00300.1  fringe-rel    chr4:126  138.841 109.447 274.513 201.479 320.75 306.862
GT Sense Sense -0.738 Comprom 0.738 Detected 0.000 1.122 Detected 1.035 Detected 1.078 0.282 GT Sens contig251 contig251 GDSL est              TAATATT contig251 Solyc01g Solyc01g GDSL est              GO:00066 GO:00066    contig251 Solyc01g GDSL est               GO:00040 SL2.40ch #N/A #N/A #N/A #N/A 4.34283 11.3663 7.90027 10.9693 16.3068 15.304
GT Sense Sense -0.386 Detected 0.386 Detected 0.000 1.145 Detected 0.880 Detected 1.013 0.131 GT Sens contig252 contig252 Unknown   TTATCGAcontig252 Solyc03g Solyc03g Unknown Protein (AHRD V1);O contig252 Solyc03g Unknown   GO:00055 SL2.40ch AT2G454 LBD19  LBD19 (L      chr2:187  484.829 778.478 920.046 777.357 1449.02 1202.13
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 1.257 Detected 1.036 Detected 1.146 0.020 GT Sens contig252 contig252 Unknown   GGCAGC contig252 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig252 Solyc06g Unknown Protein (A  SL2.40ch AT2G2975UGT71C1  UGT71C1              chr2:127  30.3467 33.7953 54.0391 49.0186 81.6318 69.8007
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 2.001 Detected 0.869 Detected 1.435 0.163 GT Sens contig252 contig252 Lipoxyge             CCACTGCcontig252 Solyc01g Solyc01g Lipoxyge             GO:00161 GO:00161   contig252 Solyc01g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  28.6207 16.6302 32.1657 25.6567 93.0997 42.3685
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.022 Detected 1.115 Detected 1.068 0.037 GT Sens contig252 contig252 Glutaredo              TGAGATGcontig252 Solyc11g Solyc11g Glutaredo              GO:00454 GO:00454   contig252 Solyc11g Glutaredo               GO:00454 SL2.40ch AT5G11930.1  glutaredo     chr5:384  2036.49 2555.96 3529.92 3092.3 4941.41 5253.06
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.255 Detected 1.061 Detected 1.158 0.018 GT Sens contig253 contig253 Unknown              TGCAGCTcontig253 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3             contig253 Solyc04g Unknown Protein (A              SL2.40ch AT5G44180.1  homeobo      chr5:177  1019.96 1138.2 1776.38 1351.89 2742.88 2389.79
GT Sense Sense 0.182 Comprom -0.182 Comprom 0.000 3.207 Detected 1.472 Detected 2.340 0.119 GT Sens contig253 contig253 SNF2 dom      GGATGAGcontig253 Solyc03g Solyc03g SNF2 domain-containing prote     contig253 Solyc03g SNF2 domain-conta      SL2.40ch AT1G44120.1  C2 doma         chr1:167  6.19883 4.53024 10.8076 7.95654 52.1888 15.6299
GT Sense Sense -0.691 Detected 0.691 Detected 0.000 3.478 Detected 1.639 Detected 2.558 0.156 GT Sens contig253 contig253 NHL1 (Fra             TGGGTTTcontig253 Solyc03g Solyc03g NHL1 (Fragment) (AHRD V1 **--          contig253 Solyc03g NHL1 (Fragment) (AH             SL2.40ch AT1G03060.1  WD-40 re       chr1:712  15.3099 37.5561 115.501 28.3527 284.992 79.3805
GT Sense Sense 0.236 Comprom -0.236 Comprom 0.000 2.062 Detected 2.037 Detected 2.050 0.013 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  3.25538 2.20853 7.73165 2.90871 11.9424 11.6995
GT Sense Sense 0.109 Comprom -0.109 Comprom 0.000 5.456 Detected 2.537 Detected 3.997 0.112 GT Sens contig253 contig253 RING fing                 ATTGATGcontig253 Solyc12g Solyc12g RING fing                 GO:00082 GO:00082   contig253 Solyc12g RING fing                  GO:00082 SL2.40ch AT4G35510.1  unknown   chr4:168  2.71707 2.19912 3.85968 2.40083 114.434 15.087
GT Sense Sense 0.632 Comprom -0.632 Comprom 0.000 2.230 Detected 2.954 Detected 2.592 0.071 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  5.82734 2.28184 14.9439 13.707 18.2373 30.0437
GT Sense Sense -0.431 Comprom 0.431 Detected 0.000 1.819 Detected 1.474 Detected 1.646 0.071 GT Sens contig253 contig253 Ulp1 prote           TCTGCTAcontig253 Solyc07g Solyc07g Ulp1 protease family C-termina         contig253 Solyc07g Ulp1 protease family         SL2.40ch AT1G49530.1 7.24249 12.3915 21.5658 22.1124 35.6424 27.981
GT Sense Sense 0.073 Comprom -0.073 Comprom 0.000 1.996 Detected 1.299 Detected 1.647 0.044 GT Sens contig253 contig253 Ycf2 (AHR            GCGTTTTcontig253 Solyc12g Solyc12g Ycf2 (AHR            GO:00095 GO:00095 contig253 Solyc12g035980.1.1 AT3G53560.1  chloropla       chr3:198  8.39396 7.1402 15.4162 11.1059 32.9231 20.2544
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 1.115 Detected 1.168 Detected 1.141 0.089 GT Sens contig253 contig253 Purple ac                 GTTAAAAcontig253 Solyc12g Solyc12g Purple ac                 GO:00468 GO:00468   contig253 Solyc12g Purple ac                  GO:00167 SL2.40ch AT5G3485ATPAP26    PAP26 (P           chr5:131  1314.9 2048.3 3366.92 2541.07 3789.74 3920.58
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 1.820 Detected 1.312 Detected 1.566 0.039 GT Sens contig254 contig254 Receptor                ACTAAAC contig254 Solyc07g Solyc07g Receptor                GO:00055 GO:00055         contig254 Solyc07g Receptor   GO:00016 SL2.40ch AT4G30520.1  leucine-r           chr4:149  142.126 175.195 313.807 205.76 594.191 416.563
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 1.283 Detected 1.018 Detected 1.151 0.037 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  32.7553 23.7903 49.3362 25.6411 72.4543 60.0956
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 2.289 Detected 1.438 Detected 1.864 0.050 GT Sens contig254 contig254 LRR recep                  TCGAAAAcontig254 Solyc05g Solyc05g LRR recep                  GO:00046 GO:00046       contig254 Solyc05g Pto-like, S     GO:00046 SL2.40ch AT1G67720.1  leucine-r           chr1:253  204.383 217.018 485.077 356.981 1097.73 606.882
GT Sense Sense -0.505 Detected 0.505 Detected 0.000 2.616 Detected 2.349 Detected 2.483 0.041 GT Sens contig255 contig255 Metal ion                 AGCACTTcontig255 Solyc02g Solyc02g Metal ion                 GO:00468 GO:00468       contig255 Solyc02g Metal ion                  GO:00468 SL2.40ch AT1G3126ZIP10  ZIP10 (ZIN             chr1:111  17.5137 33.1766 47.134 62.0035 157.626 130.611
GT Sense Sense 0.588 Detected -0.588 Detected 0.000 2.395 Detected 1.205 Detected 1.800 0.164 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  128.653 53.5417 151.461 128.525 465.497 203.455
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.708 Detected 1.200 Detected 1.454 0.029 GT Sens contig255 contig255 Myb famil                   CCTTCTT contig255 Solyc08g Solyc08g Myb famil                   GO:0045449 contig255 Solyc08g Myb famil                    GO:00454 SL2.40ch AT1G3224KAN2  KAN2 (KA         chr1:116  110.112 102.015 287.191 186.77 369.129 258.896
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 1.969 Detected 2.105 Detected 2.037 0.008 GT Sens contig255 contig255 Peptide tr                 ACATTTGcontig255 Solyc02g Solyc02g Peptide tr                 GO:00800 GO:00800      contig255 Solyc02g Peptide tr                  GO:00800 SL2.40ch AT3G01350.1  proton-de        chr3:135  1008.99 1208.67 2759.24 3552.25 4610.01 5049.54
GT Sense Sense 0.048 Comprom -0.048 Comprom 0.000 1.826 Detected 1.591 Detected 1.709 0.005 GT Sens contig256 contig256 Unknown   GAGAAGCcontig256 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig256 Solyc07g Unknown Protein (A  SL2.40ch AT1G5634CRT1  CRT1 (CA           chr1:210  9.83845 8.66576 25.3005 19.1837 34.923 29.5694
GT Sense Sense -0.108 Comprom 0.108 Comprom 0.000 5.250 Detected 5.608 Detected 5.429 0.001 GT Sens contig256 contig256 1-aminocy                 TGACAACcontig256 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164    contig256 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT1G78550.1  oxidored       chr1:295  2.05843 2.24934 114.339 84.5272 87.3008 111.613
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.644 Detected 0.885 Detected 1.265 0.082 GT Sens contig256 contig256 Genomic                     GCTAAAGcontig256 Solyc06g Solyc06g Genomic DNA chromosome 5                   contig256 Solyc06g Genomic DNA chrom                     SL2.40ch AT2G20330.1  transduc          chr2:877  129.588 134.42 172.552 160.965 439.897 259.143
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 1.287 Detected 0.851 Detected 1.069 0.039 GT Sens contig257 contig257 MADS-bo                 TGGTAGTcontig257 Solyc04g Solyc04g MADS-bo                 GO:00056 GO:00056  contig257 Solyc04g MADS-bo                  GO:00170 SL2.40ch AT4G36590.1  MADS-bo     chr4:172  154.901 146.61 145.106 189.749 392.256 288.968
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 1.594 Detected 1.015 Detected 1.305 0.080 GT Sens contig257 contig257 Gibberelli                AGCTTTCcontig257 Solyc07g Solyc07g Gibberelli                GO:00167 GO:00167      contig257 Solyc07g Gibberelli                 GO:00040 SL2.40ch AT1G7844ATGA2OX   ATGA2OX        chr1:295  917.284 595.858 2087.61 1175.67 2380.55 1588.84
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 1.533 Detected 1.088 Detected 1.310 0.028 GT Sens contig257 contig257 WD-repea                  ATGTCAAcontig257 Solyc06g Solyc06g WD-repea                  GO:00048 GO:00048  contig257 Solyc06g WD-repea                   GO:00048 SL2.40ch AT5G1384FZR3  FZR3 (FIZ      chr5:446  13.9384 12.6637 15.4825 15.7879 41.0099 30.0191
GT Sense Sense -0.175 Comprom 0.175 Comprom 0.000 3.288 Detected 2.387 Detected 2.838 0.028 GT Sens contig258 contig258 Receptor-                GTGTGATcontig258 Solyc02g Solyc02g Receptor-                GO:00064 GO:00064  contig258 Solyc02g Receptor-                 GO:00064 SL2.40ch AT1G56120.1  kinase  chr1:209  3.14482 3.77262 6.94669 10.2386 35.8847 19.1552
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 1.839 Detected 1.348 Detected 1.593 0.025 GT Sens contig258 contig258 Peptidyl-p                 ACTTCTCcontig258 Solyc03g Solyc03g Peptidyl-p                 GO:00064 GO:00064  contig258 Solyc03g Peptidyl-p                  GO:00064 SL2.40ch AT1G74070.1  peptidyl-        chr1:278  174.187 147.278 538.937 284.164 610.859 433.436
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 1.230 Detected 1.550 Detected 1.390 0.060 GT Sens contig258 contig258 Unknown   CAAAGCAcontig258 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig258 Solyc08g Unknown Protein (A  SL2.40ch AT4G0270SULTR3;2  SULTR3;         chr4:118  5777.34 8463.57 13839.2 10844 17489.7 21769.5
GT Sense Sense -0.346 Comprom 0.346 Detected 0.000 1.487 Detected 1.258 Detected 1.372 0.064 GT Sens contig258 contig258 Auxin effl                AATTGTT contig258 Solyc10g Solyc10g Auxin effl                GO:00160 GO:00160   contig258 Solyc10g Auxin effl                 GO:00160 SL2.40ch AT1G2308PIN7  PIN7 (PIN           chr1:818  8.36358 12.7212 12.7611 14.9582 30.8263 26.2276
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.116 Detected 1.077 Detected 1.097 0.029 GT Sens contig258 contig258 BHLH tran               GGAGCTTcontig258 Solyc07g Solyc07g BHLH tran               GO:0045449 contig258 Solyc07g BHLH tran                GO:00056 SL2.40ch AT3G20640.1  ethylene-     chr3:721  27.0017 19.5333 18.2399 14.4847 53.0757 51.5201
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 1.141 Detected 1.213 Detected 1.177 0.014 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 153.245 118.97 159.147 195.269 317.588 332.867
GT Sense Sense 0.269 Comprom -0.269 Comprom 0.000 1.411 Detected 1.238 Detected 1.325 0.043 GT Sens contig259 contig259 Ribosoma                 CGTTTTT contig259 Solyc08g Solyc08g Ribosomal protein-like (AHRD V               contig259 Solyc08g Ribosomal protein-li                 SL2.40ch AT3G31402.1  FUNCTIO                       chr3:127  6.08678 3.94449 11.0828 6.2986 13.8938 12.2898
GT Sense Sense -0.547 Detected 0.547 Detected 0.000 2.136 Detected 2.211 Detected 2.173 0.058 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  115.032 230.977 272.567 348.016 763.806 802.138
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 1.385 Detected 0.888 Detected 1.137 0.056 GT Sens contig259 contig259 Auxin-res                ATGCTTT contig259 Solyc10g Solyc10g Auxin-responsive protein (AHR               contig259 Solyc10g Auxin-responsive pr                SL2.40ch AT5G41750.2  disease r       chr5:166  22.4745 17.6715 44.3715 35.2163 55.5075 39.2125
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 1.836 Detected 1.487 Detected 1.662 0.014 GT Sens contig259 contig259 Meiosis 5    AAGAGGTcontig259 Solyc07g Solyc07g Meiosis 5 (AHRD V1 *-*- B6T5X contig259 Solyc07g Meiosis 5 (AHRD V1  SL2.40ch AT2G4284PDF1  PDF1 (PR     chr2:178  45.9774 49.116 68.6519 110.831 180.96 141.64
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 1.543 Detected 1.107 Detected 1.325 0.026 GT Sens contig260 contig260 MYB tran               TGATTTAcontig260 Solyc01g Solyc01g MYB tran               GO:00037 GO:00037       contig260 Solyc01g MYB tran                GO:00037 SL2.40ch AT4G0946ATMYB6  ATMYB6        chr4:599  1290.01 1222.26 2709.84 1566.27 3901.36 2875.3
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 1.098 Detected 1.185 Detected 1.141 0.007 GT Sens contig260 contig260 Unknown              GCCAGCTcontig260 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3             contig260 Solyc03g Unknown Protein (A              SL2.40ch AT3G49070.1  unknown   chr3:181  2131.94 2259.9 4038.89 4106.33 5010.99 5304.44
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 1.188 Detected 1.193 Detected 1.190 0.040 GT Sens contig260 contig260 UDP-gluc            CAAAGAT contig260 Solyc03g Solyc03g UDP-gluc            GO:00081 GO:00081  contig260 Solyc03g UDP-gluc             GO:00081 SL2.40ch AT1G15890.1  disease r       chr1:546  74.0812 97.9912 119.825 115.914 207 207.084
GT Sense Sense -0.223 Comprom 0.223 Comprom 0.000 1.909 Detected 1.743 Detected 1.826 0.017 GT Sens contig260 contig260 Calmodul             ATGAAAAcontig260 Solyc04g Solyc04g Calmodul             GO:00082 GO:00082    contig260 Solyc04g Calmodul              GO:00082 SL2.40ch AT5G14770.1  pentatric      chr5:477  6.22399 7.97476 20.0699 13.6827 28.218 25.0754
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 2.912 Detected 1.381 Detected 2.147 0.107 GT Sens contig260 contig260 Lysosom               GAAGGTGcontig260 Solyc09g Solyc09g Lysosom               GO:00041 GO:00041   contig260 Solyc09g Lysosom                GO:00041 SL2.40ch AT5G65760.1  serine ca      chr5:263  21.3978 19.4149 27.0382 7.86495 163.606 56.4399
GT Sense Sense -0.337 Detected 0.337 Detected 0.000 1.325 Detected 1.254 Detected 1.290 0.063 GT Sens contig260 contig260 Receptor-                TAAAATG contig260 Solyc08g Solyc08g Receptor-                GO:00046 GO:00046       contig260 Solyc08g Receptor   GO:00046 SL2.40ch AT1G17230.1  ATP bind               chr1:589  82.5727 124.031 243.562 96.2092 270.387 256.682
GT Sense Sense -0.335 Comprom 0.335 Comprom 0.000 0.865 Detected 1.308 Detected 1.086 0.114 GT Sens contig261 contig261 Leucine-r                   CAAACAAcontig261 Solyc05g Solyc05g Leucine-r                   GO:00163 GO:00163   contig261 Solyc05g LRR recep    GO:00163 SL2.40ch AT3G21220.1 5.34327 7.99717 12.0005 9.08803 12.6941 17.2059
GT Sense Sense -0.294 Comprom 0.294 Comprom 0.000 2.393 Detected 2.561 Detected 2.477 0.015 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  2.26868 3.2081 2.36261 1.96408 15.1074 16.9277
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 1.111 Detected 1.140 Detected 1.126 0.003 GT Sens contig261 contig261 Calmodul        TTGTTTGcontig261 Solyc09g Solyc09g Calmodulin protein kinase (Fra     contig261 Solyc04g Synapton        GO:00055 SL2.40ch #N/A #N/A #N/A #N/A 599.489 609.946 607.586 574.196 1392.74 1416.99
GT Sense Sense 0.179 Comprom -0.179 Comprom 0.000 1.916 Detected 1.739 Detected 1.827 0.012 GT Sens contig262 contig262 Purple ac       CGCGCAGcontig262 Solyc04g Solyc04g Purple acid phosphatase 22 (A    contig262 Solyc07g Purple ac                 GO:00047 SL2.40ch AT5G5040ATPAP27    PAP27 (P           chr5:205  4.80929 3.53018 8.25026 5.80751 16.5776 14.6224
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 1.343 Detected 1.321 Detected 1.332 0.045 GT Sens contig262 contig262 Glutaredo              ATTCTTGcontig262 Solyc09g Solyc09g Glutaredo              GO:00454 GO:00454      contig262 Solyc09g Glutaredo               GO:00087 SL2.40ch AT2G30540.1  glutaredo     chr2:130  331.071 208.162 498.844 320.659 709.919 697.112
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 2.826 Detected 1.903 Detected 2.364 0.043 GT Sens contig262 contig262 Receptor              CTTGTCCcontig262 Solyc11g Solyc11g Receptor              GO:00064 GO:00064  contig262 Solyc11g Receptor   GO:00046 SL2.40ch AT1G72180.1  leucine-r        chr1:271  538.775 670.407 1971.21 1293.56 4545.88 2389.05
GT Sense Sense -0.334 Detected 0.334 Detected 0.000 3.123 Detected 1.801 Detected 2.462 0.080 GT Sens contig262 contig262 Myrosina               GAAACTT contig262 Solyc03g Solyc03g Myrosinase-binding protein 2 (             contig262 Solyc03g Myrosinase-binding               SL2.40ch AT5G5317FTSH11  FTSH11 (         chr5:215  98.1698 146.807 563.324 255.414 1115.37 444.78
GT Sense Sense -0.585 Comprom 0.585 Comprom 0.000 1.904 Detected 1.725 Detected 1.814 0.092 GT Sens contig262 contig262 DNA-3-me               TCCATGAcontig262 Solyc05g Solyc05g DNA-3-me               GO:00062 GO:00062  contig262 Solyc05g DNA-3-me                GO:00062 SL2.40ch AT3G52700.1  unknown   chr3:195  2.93899 6.22495 27.1837 19.6587 17.0686 15.0324
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 2.302 Detected 1.310 Detected 1.806 0.099 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  26.1941 14.9224 22.1612 21.9422 103.997 52.1034
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 1.316 Detected 0.826 Detected 1.071 0.072 GT Sens contig263 contig263 Accelerat         TAACATA contig263 Solyc05g Solyc05g Accelerated cell death 6 (Fragm     contig263 Solyc05g Accelerated cell dea       SL2.40ch AT4G2425MLO13, A   MLO13 (M         chr4:125  17.0548 12.5097 17.7828 16.3507 38.7674 27.5398
GT Sense Sense 0.708 Detected -0.708 Comprom 0.000 2.006 Detected 1.891 Detected 1.948 0.111 GT Sens contig263 contig263 Unknown   ATCTTGT contig263 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig263 Solyc11g Unknown Protein (A  SL2.40ch AT1G60200.1  splicing f            chr1:222  14.3733 5.06738 23.5757 18.9087 36.5449 33.6483
GT Sense Sense -0.114 Comprom 0.114 Comprom 0.000 2.253 Detected 1.292 Detected 1.773 0.070 GT Sens contig263 contig263 Os11g019                  AGTTGAAcontig263 Solyc08g Solyc08g Os11g0198100 protein (Fragm                 contig263 Solyc08g Os11g0198100 prote                  SL2.40ch AT5G46220.1  unknown   chr5:187  5.20793 5.74301 14.6904 3.83088 27.8014 14.2425
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 2.079 Detected 1.396 Detected 1.738 0.039 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  188.843 200.981 406.258 214.407 877.825 545.293
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 1.945 Detected 1.517 Detected 1.731 0.015 GT Sens contig263 contig263 Plant-spe                     CCATGGAcontig263 Solyc11g Solyc11g Plant-specific domain TIGR016                    contig263 Solyc11g Plant-specific doma                     SL2.40ch AT3G29060.1  LOCATE                                                                                  chr3:110  46.6621 43.076 183.119 100.735 184.142 136.383
GT Sense Sense 1.067 Detected -1.067 Comprom 0.000 1.545 Detected 1.428 Detected 1.487 0.299 GT Sens contig264 contig264 Hypotheti       AAGTTGTcontig264 Solyc10g Solyc10g Hypothetical chloroplast RF1 (A    contig264 Solyc10g Hypothetical chlorop      SL2.40ch AT4G04790.1  FUNCTIO                                                                          chr4:243  15.1763 3.25356 14.8624 13.3033 21.8686 20.104
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 3.854 Detected 2.656 Detected 3.255 0.032 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  437.697 393.74 1295 440.722 6403.44 2781.61
GT Sense Sense -0.484 Detected 0.484 Detected 0.000 1.681 Detected 1.125 Detected 1.403 0.128 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  22.2077 40.8722 44.6256 30.3982 103.027 69.8676
GT Sense Sense -0.557 Comprom 0.557 Comprom 0.000 1.019 Detected 1.788 Detected 1.404 0.174 GT Sens contig264 contig264 Unknown   AAGAAGAcontig264 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig264 Solyc07g Unknown Protein (A  SL2.40ch AT5G4919SUS2, SS    SUS2 (SU            chr5:199  3.57634 7.27858 17.9467 11.6463 11.0268 18.7371
GT Sense Sense 0.559 Detected -0.559 Detected 0.000 1.529 Detected 1.940 Detected 1.734 0.100 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  255.056 110.643 651.911 270.961 516.987 685.229
GT Sense Sense 0.264 Comprom -0.264 Comprom 0.000 1.296 Detected 1.191 Detected 1.244 0.044 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  8.64623 5.64151 5.08142 3.37361 18.2883 16.9557
GT Sense Sense -0.272 Detected 0.272 Detected 0.000 1.381 Detected 0.880 Detected 1.131 0.092 GT Sens contig265 contig265 LOB dom                 CAAATTGcontig265 Solyc04g Solyc04g LOB domain protein 38 (AHRD              contig265 Solyc04g LOB domain protein                SL2.40ch AT4G3754LBD39  LBD39 (L      chr4:176  385.225 528.819 719.767 537.353 1253.34 883.337
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 1.393 Detected 1.059 Detected 1.226 0.020 GT Sens contig265 contig265 Protein ki              CTTGCATcontig265 Solyc12g Solyc12g Protein ki              GO:00064 GO:00064  contig265 Solyc12g Protein ki               GO:00064 SL2.40ch AT1G6883STN7  STN7 (Stt        chr1:258  1083.74 1101.86 1971.49 1276.96 3060.83 2421.05
GT Sense Sense -0.133 Comprom 0.133 Comprom 0.000 1.406 Detected 1.332 Detected 1.369 0.010 GT Sens contig265 contig265 Desiccatio       TCATATGcontig265 Solyc01g Solyc01g Desiccation-related protein PC     contig265 Solyc01g099150.2.1 AT1G14590.1  FUNCTIO                                                                  chr1:499  4.11273 4.65046 5.63065 11.4921 12.3556 11.7029
GT Sense Sense -0.659 Comprom 0.659 Comprom 0.000 3.651 Detected 1.888 Detected 2.770 0.128 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  2.43971 5.72022 29.0105 13.4211 50.0415 14.7045
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 1.698 Detected 1.139 Detected 1.418 0.060 GT Sens contig265 contig265 Arabidops                        CCCACGTcontig265 Solyc02g Solyc02g Arabidopsis thaliana genomic                      contig265 Solyc02g Arabidopsis thaliana                       SL2.40ch AT4G04630.1  unknown   chr4:233  6841.13 8903.6 17003.2 8975 27002.3 18273.7
GT Sense Sense 0.644 Comprom -0.644 Comprom 0.000 1.390 Detected 3.488 Detected 2.439 0.186 GT Sens contig265 contig265 Nitrilase-a      ATTACTT contig265 Solyc08g Solyc08g Nitrilase-associated protein (A    contig265 Solyc08g Nitrilase-associated     SL2.40ch AT5G19350.2  RNA-bind       chr5:651  6.70473 2.58262 1.84589 2.44429 11.6334 49.6324
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 2.150 Detected 1.044 Detected 1.597 0.121 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  15.4752 21.0639 44.9424 31.5917 85.4659 39.5696
GT Sense Sense -0.746 Comprom 0.746 Comprom 0.000 2.080 Detected 1.713 Detected 1.897 0.132 GT Sens contig265 contig265 Os03g029                   GGAGGC contig265 Solyc09g Solyc09g Os03g0291800 protein (Fragm                  contig265 Solyc09g Os03g0291800 prote                   SL2.40ch AT2G38320.1  unknown   chr2:160  2.00494 5.30548 12.0617 4.24671 14.7084 11.3686
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.112 Detected 1.024 Detected 1.068 0.012 GT Sens contig266 contig266 Receptor                   CCACAAAcontig266 Solyc10g Solyc10g Receptor                   GO:00318 GO:00318     contig266 Solyc10g Receptor                    GO:00318 SL2.40ch AT2G4282HVA22F  HVA22F (     chr2:178  67.1657 54.2493 68.021 93.7658 139.1 130.49
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 2.458 Detected 1.432 Detected 1.945 0.063 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  265.478 264.627 461.25 303.789 1553.14 760.559
GT Sense Sense -0.360 Comprom 0.360 Comprom 0.000 2.713 Detected 1.809 Detected 2.261 0.060 GT Sens contig266 contig266 MuDR fam        AGTATGAcontig266 Solyc08g Solyc08g MuDR family transposase cont      contig266 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2.76151 4.28153 4.73946 3.41488 24.0447 12.8136
GT Sense Sense 0.262 Detected -0.262 Comprom 0.000 2.015 Detected 1.736 Detected 1.876 0.024 GT Sens contig266 contig266 Reverse t                  ATATGAAcontig266 Solyc06g Solyc06g Reverse t                  GO:00062 GO:00062   contig266 Solyc03g013430.1.1 AT1G10370.1 11.0482 7.22495 12.2573 5.99501 38.5105 31.6506
GT Sense Sense 0.396 Detected -0.396 Detected 0.000 1.336 Detected 1.452 Detected 1.394 0.074 GT Sens contig266 contig266 Myb-like t                GGGACTCcontig266 Solyc05g Solyc05g Myb-like t                GO:00037 GO:00037      contig266 Solyc05g Myb-like t                 GO:00037 SL2.40ch AT4G31900.1  chromati      chr4:154  100.642 54.6609 141.521 52.2552 199.619 215.689
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 1.612 Detected 0.908 Detected 1.260 0.114 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  3288.64 4722.52 3167.39 3962.05 12847.9 7864.45
GT Sense Sense 0.236 Detected -0.236 Comprom 0.000 3.846 Detected 1.779 Detected 2.813 0.117 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  11.7551 7.97985 16.0897 8.59779 148.526 35.3504
GT Sense Sense 1.787 Detected -1.787 Comprom 0.000 1.287 Detected 0.953 Detected 1.120 0.596 GT Sens contig266 contig266 GDSL est              GTCCTTAcontig266 Solyc10g Solyc10g GDSL est              GO:00162 GO:00162     contig266 Solyc10g GDSL est               GO:00162 SL2.40ch AT1G62150.1  mitochon        chr1:229  29.2421 2.30922 6.47277 5.14512 21.3903 16.9115
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 1.224 Detected 1.196 Detected 1.210 0.042 GT Sens contig267 contig267 Ulp1 prote           ATAAACGcontig267 Solyc11g Solyc11g Ulp1 protease family C-termina         contig267 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 20.5264 13.5697 9.56449 14.4106 41.5602 40.6461
GT Sense Sense -0.474 Detected 0.474 Detected 0.000 1.265 Detected 1.622 Detected 1.444 0.104 GT Sens contig267 contig267 Glycosylt               TAAGAGTcontig267 Solyc10g Solyc10g Glycosylt               GO:00472 GO:00472       contig267 Solyc10g Glycosylt                GO:00472 SL2.40ch AT5G5469GAUT12,    GAUT12               chr5:222  14.2973 25.9649 29.8639 22.0954 49.3847 63.0739
GT Sense Sense -0.027 Comprom 0.027 Comprom 0.000 1.994 Detected 1.493 Detected 1.744 0.020 GT Sens contig268 contig268 Unknown   CTCCAAT contig268 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig268 Solyc06g Unknown Protein (A  SL2.40ch AT5G04885.1  glycosyl      chr5:142  4.47221 4.37012 5.71278 8.83351 18.7777 13.2333
GT Sense Sense -1.003 Comprom 1.003 Detected 0.000 1.915 Detected 1.473 Detected 1.694 0.241 GT Sens contig268 contig268 COBRA-li             CAGAAAAcontig268 Solyc03g Solyc03g COBRA-like protein (AHRD V1 *          contig268 Solyc03g COBRA-like protein            SL2.40ch AT5G1563COBL4, IR   IRX6  chr5:508  3.05595 11.5487 12.4525 3.58854 23.8875 17.5373
GT Sense Sense 0.449 Detected -0.449 Comprom 0.000 2.093 Detected 1.066 Detected 1.580 0.146 GT Sens contig268 contig268 Male ster                 ACCACCAcontig268 Solyc09g Solyc09g Male ster                 GO:00054 GO:00054 contig268 Solyc09g Male ster                  GO:00054 SL2.40ch AT1G04770.1  male ster      chr1:133  15.7501 7.95455 31.2603 17.9411 50.9266 24.9206
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 1.147 Detected 0.878 Detected 1.013 0.017 GT Sens contig268 contig268 Homology       CTACGAAcontig268 Solyc05g Solyc05g Homology to unknown gene (A    contig268 Solyc05g Homology to unknow      SL2.40ch AT3G17930.1  unknown   chr3:614  722.774 665.023 1444.26 937.821 1637.36 1355.08
GT Sense Sense 0.257 Comprom -0.257 Comprom 0.000 2.018 Detected 1.663 Detected 1.840 0.028 GT Sens contig268 contig268 Acetyl est              GCTGCTCcontig268 Solyc06g Solyc06g Acetyl est              GO:00048 GO:00048    contig268 Solyc06g Acetyl est               GO:00048 SL2.40ch AT1G05520.1  transport    chr1:163  4.49809 2.9634 4.4389 7.03669 15.7693 12.2892
GT Sense Sense -0.106 Comprom 0.106 Comprom 0.000 3.279 Detected 4.587 Detected 3.933 0.027 GT Sens contig269 contig269 Laccase (              AAACTTT contig269 Solyc02g Solyc02g Laccase (              GO:00551 GO:00551  contig269 Solyc02g Laccase (               GO:00551 SL2.40ch AT5G58750.1  wound-re    chr5:237  2.05219 2.23795 1.71589 3.06814 22.1817 54.7693
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 1.587 Detected 1.120 Detected 1.353 0.057 GT Sens contig269 contig269 Uncharac       TACATTC contig269 Solyc03g Solyc03g Uncharacterized conserved pr     contig269 Solyc03g Uncharacterized con      SL2.40ch AT3G2219IQD5  IQD5 (IQ-      chr3:783  94.5719 125.155 245.014 166.46 348.504 251.419
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 1.558 Detected 1.227 Detected 1.392 0.020 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  364.85 401.173 502.196 343.793 1200.88 951.88
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 1.350 Detected 1.184 Detected 1.267 0.021 GT Sens contig269 contig269 Cytochro                 TCCTTTAcontig269 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig269 Solyc03g Cytochro  GO:00198 SL2.40ch AT4G133 CYP71A2   CYP71A2               chr4:775  79.0713 58.9235 44.5585 39.9838 185.603 164.919
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 2.593 Detected 1.576 Detected 2.084 0.066 GT Sens contig270 contig270 Ring H2 fi               GAAGAATcontig270 Solyc08g Solyc08g Ring H2 fi               GO:00082 GO:00082   contig270 Solyc08g Ring H2 fi                GO:00082 SL2.40ch AT4G24015.1  zinc finge      chr4:124  60.8689 80.2599 251.285 71.2098 449.558 221.532
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 1.936 Detected 1.085 Detected 1.511 0.076 GT Sens contig270 contig270 Os04g041               GTCTCCTcontig270 Solyc01g Solyc01g Os04g041               GO:00195 GO:00195   contig270 Solyc01g Os04g041                GO:00195 SL2.40ch AT5G57710.1  heat shoc    chr5:233  104.507 83.4785 171.909 88.1209 381.038 210.727
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 1.698 Detected 0.982 Detected 1.340 0.112 GT Sens contig271 contig271 CBL-inter                 CAGGGG contig271 Solyc02g Solyc02g CBL-inter                 GO:00046 GO:00046     contig271 Solyc02g CBL-inter                  GO:00046 SL2.40ch AT5G5838CIPK10, P     SIP1 (SO              chr5:235  407.152 240.341 335.093 251.651 1082.55 656.967
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 1.680 Detected 1.155 Detected 1.417 0.078 GT Sens contig271 contig271 Peptidyl-p                   GTTATGAcontig271 Solyc12g Solyc12g Peptidyl-p                   GO:00055 GO:00055     contig271 Solyc12g Peptidyl-p                  GO:00036 SL2.40ch AT5G67410.1  unknown   chr5:268  23.4731 34.8943 41.0993 41.9086 97.7675 67.7545
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 2.101 Detected 1.000 Detected 1.551 0.108 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  37.7552 39.6533 59.78 61.1501 177.063 82.2576
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 1.538 Detected 1.136 Detected 1.337 0.027 GT Sens contig271 contig271 Peptidase      ACTTGGAcontig271 Solyc01g Solyc01g Peptidase M50 family (AHRD V   contig271 Solyc01g Peptidase M50 famil     SL2.40ch AT1G1787ATEGY3,   EGY3 (ET       chr1:615  1441.51 1554.7 3609.64 2217.46 4636.64 3498.79
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 1.186 Detected 0.868 Detected 1.027 0.038 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  990.539 1119.36 1516.55 1125.09 2555.49 2043.5
GT Sense Sense -0.108 Comprom 0.108 Comprom 0.000 2.684 Detected 2.760 Detected 2.722 0.002 GT Sens contig272 contig272 Unknown   CATCTTT contig272 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig272 Solyc02g Unknown Protein (A  SL2.40ch AT5G38040.1  UDP-gluc      chr5:151  2.04432 2.23305 6.67389 1.92927 14.6459 15.3874
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 1.303 Detected 1.051 Detected 1.177 0.011 GT Sens contig272 contig272 Ycf33 pro                GGGCTG contig272 Solyc11g Solyc11g Ycf33 protein (AHRD V1 *-*- Q8             contig272 Solyc11g Ycf33 protein (AHRD               SL2.40ch AT3G46880.1  unknown   chr3:172  175.348 166.46 543.834 214.619 449.609 376.325
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 1.973 Detected 1.455 Detected 1.714 0.024 GT Sens contig272 contig272 Nuclear tr                    AGGAAGAcontig272 Solyc10g Solyc10g Nuclear tr                    GO:00056 GO:00056 contig272 Solyc10g Nuclear tr                     GO:00056 SL2.40ch AT5G065 NF-YA10  NF-YA10         chr5:198  33.9585 28.5105 54.5069 38.277 130.269 90.7206
GT Sense Sense -0.714 Comprom 0.714 Detected 0.000 2.631 Detected 1.789 Detected 2.210 0.117 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  5.67968 14.3861 28.6426 14.7069 59.7058 33.2127
GT Sense Sense -0.072 Comprom 0.072 Comprom 0.000 1.271 Detected 1.104 Detected 1.188 0.009 GT Sens contig273 contig273 Glycosylt                 CCTGTTAcontig273 Solyc12g Solyc12g Glycosyltransferase-like prote                 contig273 Solyc12g Glycosyltransferase                  SL2.40ch AT4G23490.1  fringe-rel    chr4:122  5.52748 5.75014 2.01062 2.61435 14.5125 12.8848
GT Sense Sense -0.800 Detected 0.800 Detected 0.000 1.931 Detected 1.589 Detected 1.760 0.165 GT Sens contig274 contig274 Urea activ                CTGAATGcontig274 Solyc08g Solyc08g Urea activ                GO:00152 GO:00152    contig274 Solyc08g Urea activ                 GO:00152 SL2.40ch AT5G4538ATDUR3,   sodium:s      chr5:183  12.3238 35.1764 157.161 128.836 84.6381 66.6112
GT Sense Sense -0.901 Comprom 0.901 Detected 0.000 0.972 Detected 1.264 Detected 1.118 0.345 GT Sens contig274 contig274 BOP/NPR              TCTCAAT contig274 Solyc05g Solyc05g BOP/NPR              GO:00055 GO:00055  contig274 Solyc10g NPR1-like              GO:00055 SL2.40ch AT3G5713BOP1  BOP1 (BL        chr3:211  3.81216 12.5131 2.5773 2.87725 14.4517 17.6344
GT Sense Sense -0.117 Comprom 0.117 Comprom 0.000 1.756 Detected 1.630 Detected 1.693 0.006 GT Sens contig275 contig275 MADS bo                CTTGAGGcontig275 Solyc06g Solyc06g MADS bo                GO:00056 GO:00056  contig275 Solyc06g MADS bo                 GO:00036 SL2.40ch AT5G2024PI  PI (PISTIL        chr5:682  3.72594 4.12427 3.0377 4.81884 14.1194 12.9011
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 0.952 Detected 1.190 Detected 1.071 0.024 GT Sens contig275 contig275 Unknown   AAGTTGTcontig275 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig275 Solyc02g Unknown Protein (A  SL2.40ch AT4G09770.1  meprin a           chr4:615  95.0053 75.6792 127.375 167.113 174.891 205.617
GT Sense Sense -0.095 Comprom 0.095 Comprom 0.000 1.413 Detected 1.406 Detected 1.410 0.004 GT Sens contig275 contig275 Unknown               CTAGGATcontig275 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3              contig275 Solyc03g Unknown Protein (A               SL2.40ch AT2G4740CP12-1, C   CP12-1  chr2:194  4.01727 4.3094 9.44881 10.0466 11.8169 11.7245
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 2.580 Detected 2.149 Detected 2.364 0.010 GT Sens contig275 contig275 Unknown   ATGTTAT contig275 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig275 Solyc08g Unknown Protein (A  SL2.40ch AT1G07680.1  unknown   chr1:237  1045.27 849.052 3349.35 2676.82 6005.05 4441.63
GT Sense Sense 0.040 Comprom -0.040 Comprom 0.000 5.378 Detected 1.797 Detected 3.588 0.183 GT Sens contig275 contig275 B3 domai                AAACCAAcontig275 Solyc08g Solyc08g B3 domai                GO:00063 GO:00063    contig275 Solyc08g B3 domai                 GO:00063 SL2.40ch AT3G20730.1  pentatric      chr3:724  4.00455 3.56718 10.0807 2.91209 167.633 13.9661
GT Sense Sense -0.507 Comprom 0.507 Comprom 0.000 2.066 Detected 1.935 Detected 2.001 0.060 GT Sens contig275 contig275 ATP bind                 AGGAGCAcontig275 Solyc02g Solyc02g ATP bind                 GO:00055 GO:00055      contig275 Solyc02g ATP bind                  GO:00055 SL2.40ch AT5G48740.1  leucine-r           chr5:197  2.45415 4.66503 2.108 1.97571 15.1106 13.7551
GT Sense Sense -0.381 Detected 0.381 Detected 0.000 1.380 Detected 1.271 Detected 1.326 0.075 GT Sens contig276 contig276 Genomic                     GCTCCCTcontig276 Solyc12g Solyc12g Genomic DNA chromosome 5 T                   contig276 Solyc12g Genomic DNA chrom                     SL2.40ch AT5G43720.1  unknown   chr5:175  1287.5 2054.87 4337.06 2635.58 4515.9 4174.5
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 1.508 Detected 1.011 Detected 1.259 0.079 GT Sens contig276 contig276 Serine-thr                 CAAAAAA contig276 Solyc11g Solyc11g Serine-thr                 GO:00069 GO:00069    contig276 Solyc11g Serine-thr                  GO:00069 SL2.40ch AT1G78290.3  serine/th      chr1:294  42.3057 58.7934 71.6671 42.9567 151.242 106.854
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.024 Detected 1.049 Detected 1.037 0.017 GT Sens contig276 contig276 Receptor-                 GAAGTTGcontig276 Solyc12g Solyc12g Receptor-                 GO:00055 GO:00055  contig276 Solyc12g Receptor   GO:00055 SL2.40ch AT5G2048EFR  EFR (EF-T           chr5:692  344.383 268.606 860.523 893.045 659.734 669.193
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 1.239 Detected 1.008 Detected 1.123 0.011 GT Sens contig277 contig277 Unknown   TGTGAAGcontig277 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig277 Solyc02g Unknown Protein (A  SL2.40ch AT2G04690.2  cellular r        chr2:164  14.952 13.5798 34.0031 26.2 35.8638 30.458
GT Sense Sense -0.419 Comprom 0.419 Detected 0.000 1.917 Detected 1.186 Detected 1.552 0.108 GT Sens contig277 contig277 MYB tran               GTGCAGCcontig277 Solyc11g Solyc11g MYB transcription factor (AHR              contig277 Solyc11g MYB transcription fa               SL2.40ch AT5G2514CYP71B1   CYP71B1               chr5:867  7.35473 12.3766 17.3413 14.5061 38.4139 23.0866
GT Sense Sense 0.450 Detected -0.450 Detected 0.000 2.244 Detected 1.473 Detected 1.859 0.088 GT Sens contig277 contig277 Proteinas                   GTGCTGGcontig277 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig277 Solyc09g Proteinas                    GO:00096 SL2.40ch AT2G3640AtGRF3  AtGRF3 (       chr2:152  4933.39 2487.24 1933.43 1556.63 17692.1 10340.5
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 1.379 Detected 0.825 Detected 1.102 0.101 GT Sens contig277 contig277 NADH deh               GGACCTTcontig277 Solyc06g Solyc06g NADH deh               GO:00081 GO:00081    contig277 Solyc06g NADH deh                GO:00081 SL2.40ch AT1G0718ATNDI1, N   NDA1 (AL        chr1:220  241.451 158.697 678.292 248.487 542.887 368.739
GT Sense Sense -0.296 Comprom 0.296 Comprom 0.000 4.196 Detected 3.696 Detected 3.946 0.010 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  2.06942 2.93629 14.2148 9.68899 48.1953 33.9601
GT Sense Sense 0.141 Comprom -0.141 Comprom 0.000 2.732 Detected 2.527 Detected 2.630 0.004 GT Sens contig278 contig278 Patatin-lik              CTGCTGCcontig278 Solyc10g Solyc10g Patatin-lik              GO:00066 GO:00066   contig278 Solyc10g Patatin-lik               GO:00066 SL2.40ch AT2G3922PLP6, PLA   PLP6 (PA       chr2:163  2.8947 2.24048 5.0565 11.4748 18.0376 15.6111
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 1.743 Detected 1.789 Detected 1.766 0.007 GT Sens contig278 contig278 Prenyltra                  CAAAAAA contig278 Solyc04g Solyc04g Prenyltra                  GO:00082 GO:00082   contig278 Solyc04g Prenyltra                   GO:00082 SL2.40ch AT1G213 ATEXT3,   ATEXT3         chr1:745  33.6814 38.7782 33.5235 23.1273 128.983 132.822
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 2.561 Detected 1.705 Detected 2.133 0.040 GT Sens contig279 contig279 Receptor-                GAGTGG contig279 Solyc05g Solyc05g Receptor-                GO:00046 GO:00046         contig279 Solyc05g Receptor   GO:00016 SL2.40ch AT5G63710.1  leucine-r        chr5:254  160.006 132.925 449.434 225.226 917.544 505.441
GT Sense Sense -0.482 Comprom 0.482 Detected 0.000 1.692 Detected 2.499 Detected 2.095 0.079 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  9.16676 16.8356 21.3558 22.3185 42.8005 74.6383
GT Sense Sense 0.697 Detected -0.697 Detected 0.000 2.946 Detected 2.336 Detected 2.641 0.074 GT Sens contig281 contig281 Proteinas                   GTAACTCcontig281 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig281 Solyc09g Proteinas                    GO:00096 SL2.40ch AT3G08947.1  binding /    chr3:272  4717.08 1689.34 3801.86 2369.77 23194.8 15149.2
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 1.114 Detected 0.914 Detected 1.014 0.010 GT Sens contig281 contig281 Cytochro                 GTGTTTTcontig281 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198   contig281 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G2617CYP71B1   CYP71B1               chr3:957  4012.3 3937.25 5321.54 4325.09 9171.24 7964.69
GT Sense Sense -0.253 Comprom 0.253 Comprom 0.000 3.017 Detected 1.845 Detected 2.431 0.063 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  3.11394 4.15825 25.9146 12.6063 31.0623 13.7436
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 1.617 Detected 1.078 Detected 1.347 0.049 GT Sens contig281 contig281 Hydrolase                AATAACA contig281 Solyc01g Solyc01g Hydrolase                GO:00038 GO:00038          contig281 Solyc01g Hydrolase                 GO:00038 SL2.40ch AT1G54570.1  esterase/     chr1:203  382.489 443.483 688.145 633.226 1346.78 924.549
GT Sense Sense -0.400 Detected 0.400 Detected 0.000 2.034 Detected 1.794 Detected 1.914 0.045 GT Sens contig281 contig281 26S prote                  GAGCAATcontig281 Solyc02g Solyc02g 26S prote                  GO:00055 GO:00055   contig281 Solyc02g 26S prote                   GO:00168 SL2.40ch AT2G18193.1  AAA-type     chr2:791  590.414 967.546 1934.69 1525.84 3300.59 2785.93
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 2.246 Detected 1.666 Detected 1.956 0.036 GT Sens contig282 contig282 Subtilisin                TCAACCAcontig282 Solyc03g Solyc03g Subtilisin                GO:00042 GO:00042   contig282 Solyc03g Subtilisin                 GO:00042 SL2.40ch AT4G21630.1  subtilase    chr4:114  303.084 402.871 847.197 622.488 1767.48 1179.03
GT Sense Sense -0.283 Comprom 0.283 Comprom 0.000 4.146 Detected 2.233 Detected 3.189 0.085 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  4.32853 6.02823 26.1936 15.3199 96.4399 25.5255
GT Sense Sense 0.850 Detected -0.850 Comprom 0.000 2.391 Detected 1.331 Detected 1.861 0.204 GT Sens contig282 contig282 Cortical c                    CTATGTAcontig282 Solyc01g Solyc01g Cortical c                    GO:00082 GO:00082   contig282 Solyc01g Cortical c                     GO:00082 SL2.40ch AT1G5203MBP2, MB    MBP2 (M          chr1:193  11.5786 3.35316 42.1315 15.6144 34.8478 16.6663
GT Sense Sense -0.543 Comprom 0.543 Comprom 0.000 1.171 Detected 1.209 Detected 1.190 0.160 GT Sens contig282 contig282 RAG1-act                  CAATATT contig282 Solyc06g Solyc06g RAG1-act                  GO:00160 GO:00160   contig282 Solyc06g RAG1-act                   GO:00160 SL2.40ch AT1G21460.1  nodulin M     chr1:751  3.93348 7.86059 10.5895 10.7717 13.3545 13.6671
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 1.496 Detected 0.852 Detected 1.174 0.080 GT Sens contig283 contig283 UDP flavo              TGTGTACcontig283 Solyc07g Solyc07g UDP flavo              GO:00800 GO:00800    contig283 Solyc01g LRR recep    GO:00046 SL2.40ch AT4G2445GWD3, PW    PWD (PH         chr4:126  4735.47 3648.59 7468.57 4186.99 12499.9 7976.64
GT Sense Sense 0.042 Comprom -0.042 Comprom 0.000 2.768 Detected 1.607 Detected 2.188 0.064 GT Sens contig283 contig283 Homeobo                ACATTCGcontig283 Solyc08g Solyc08g Homeobo                GO:00435 GO:00435      contig283 Solyc08g Homeobo                 GO:00435 SL2.40ch AT4G1746HAT1  HAT1; DN       chr4:973  6.18997 5.49802 9.30655 6.58285 42.3723 18.897
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.589 Detected 1.174 Detected 1.382 0.024 GT Sens contig283 contig283 NAD(P)H-q        CGTATAT contig283 Solyc11g Solyc11g NAD(P)H-quinone oxidoreducta       contig283 Solyc11g NAD(P)H-quinone ox       SL2.40ch AT1G7488NDH-O  NDH-O (N       chr1:281  611.242 524.554 1530.29 729.18 1816.16 1358.83
GT Sense Sense 0.577 Comprom -0.577 Comprom 0.000 1.105 Detected 1.450 Detected 1.277 0.168 GT Sens contig283 contig283 Unknown   GCAACAAcontig283 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig283 Solyc11g Unknown Protein (A  SL2.40ch AT4G16610.1  zinc finge       chr4:935  7.73461 3.26887 4.49382 5.5485 11.5341 14.6011
GT Sense Sense -0.975 Comprom 0.975 Comprom 0.000 1.726 Detected 1.458 Detected 1.592 0.247 GT Sens contig283 contig283 Subtilisin               TATGGATcontig283 Solyc01g Solyc01g Subtilisin-like protease (AHRD             contig283 Solyc01g Subtilisin-like protea               SL2.40ch AT1G71370.1  DEAD/DE      chr1:268  2.01489 7.32505 13.483 4.79698 13.5514 11.2248
GT Sense Sense 0.481 Comprom -0.481 Comprom 0.000 3.397 Detected 3.094 Detected 3.246 0.023 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  6.61211 3.19238 20.0839 13.2276 51.6135 41.7196
GT Sense Sense -0.486 Detected 0.486 Detected 0.000 2.520 Detected 1.455 Detected 1.987 0.110 GT Sens contig284 contig284 LOB dom                 GGTTTTTcontig284 Solyc03g Solyc03g LOB domain protein 1 (AHRD V              contig284 Solyc03g LOB domain protein                SL2.40ch AT5G6309LOB  LOB (LAT     chr5:253  79.0403 145.8 141.451 82.9354 656.49 312.86
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 1.604 Detected 1.204 Detected 1.404 0.020 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  108.853 104.793 170.905 157.647 346.26 261.604
GT Sense Sense 0.328 Detected -0.328 Detected 0.000 1.076 Detected 2.375 Detected 1.726 0.141 GT Sens contig284 contig284 F-box fam      GATGTAGcontig284 Solyc08g Solyc08g F-box family protein (AHRD V1  contig284 Solyc08g F-box family protein    SL2.40ch AT3G47150.1  F-box fam    chr3:173  30.2033 18.0439 281.016 274.231 52.4773 128.791
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 2.354 Detected 1.570 Detected 1.962 0.053 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  25.8508 16.9798 33.6379 41.6881 114.207 66.1155
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 1.023 Detected 1.738 Detected 1.381 0.081 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  191.297 244.167 313.507 400.886 468.424 766.487
GT Sense Sense -0.227 Comprom 0.227 Comprom 0.000 1.416 Detected 1.697 Detected 1.556 0.028 GT Sens contig284 contig284 Unknown   TTATGAAcontig284 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig284 Solyc10g Unknown Protein (A  SL2.40ch AT5G66170.2  FUNCTIO                                                                        chr5:264  3.97355 5.12415 6.1832 13.433 12.8374 15.5528
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.956 Detected 1.302 Detected 1.629 0.040 GT Sens contig285 contig285 WW doma               GGTCACTcontig285 Solyc04g Solyc04g WW doma               GO:00055 GO:00055  contig285 Solyc04g WW doma                GO:00055 SL2.40ch AT5G10410.1  epsin N-t           chr5:327  27.4589 28.9867 101.314 76.2705 116.766 73.9613
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 1.342 Detected 1.409 Detected 1.376 0.004 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  15.1833 12.8586 17.389 12.3156 37.7731 39.4587
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 0.973 Detected 1.363 Detected 1.168 0.028 GT Sens contig285 contig285 BZIP trans                GCACATTcontig285 Solyc02g Solyc02g BZIP trans                GO:00055 GO:00055       contig285 Solyc02g BZIP trans                 GO:00055 SL2.40ch AT2G3627ABI5, GIA   ABI5 (AB            chr2:152  22.5979 19.8258 18.849 13.0464 44.3187 57.8869
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 2.539 Detected 1.026 Detected 1.782 0.146 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  814.431 637.515 1427.18 552.603 4465 1559.69
GT Sense Sense -0.272 Detected 0.272 Detected 0.000 1.140 Detected 1.313 Detected 1.227 0.050 GT Sens contig286 contig286 Phosphoe                      AATACAT contig286 Solyc07g Solyc07g Phosphoe                      GO:00055 GO:00055    contig286 Solyc07g Phosphoe                       GO:00055 SL2.40ch AT3G1494ATPPC3  ATPPC3       chr3:502  216.758 297.57 442.349 309.802 597.049 670.801
GT Sense Sense -0.296 Detected 0.296 Detected 0.000 1.055 Detected 1.057 Detected 1.056 0.071 GT Sens contig286 contig286 Glutamate               TGCGATAcontig286 Solyc11g Solyc11g Glutamate carboxypeptidase 2              contig286 Solyc11g Glutamate carboxyp                SL2.40ch AT3G10550.1  phospha      chr3:329  348.747 494.893 587.687 327.502 920.177 918.956
GT Sense Sense 0.195 Comprom -0.195 Comprom 0.000 1.320 Detected 1.301 Detected 1.311 0.021 GT Sens contig286 contig286 Unknown   TGTCTTAcontig286 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig286 Solyc07g Unknown Protein (A  SL2.40ch AT5G5416ATOMT1,   ATOMT1          chr5:219  5.43427 3.90472 3.48232 6.95128 12.2631 12.0713
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 2.951 Detected 1.178 Detected 2.064 0.155 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  76.8329 50.0981 95.493 49.2453 511.55 149.248
GT Sense Sense -0.344 Comprom 0.344 Detected 0.000 2.788 Detected 1.842 Detected 2.315 0.058 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  8.848 13.4118 17.5551 2.17751 80.2408 41.5317
GT Sense Sense -0.423 Comprom 0.423 Detected 0.000 0.826 Detected 2.044 Detected 1.435 0.193 GT Sens contig287 contig287 Unknown   GGGGGG contig287 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig287 Solyc02g Unknown Protein (A  SL2.40ch AT1G72900.1 6.57042 11.1129 16.9078 19.7695 16.151 37.4681
GT Sense Sense -0.062 Comprom 0.062 Comprom 0.000 2.260 Detected 2.013 Detected 2.136 0.004 GT Sens contig287 contig287 Unknown   CATCTTCcontig287 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig287 Solyc11g Unknown Protein (A  SL2.40ch AT4G01535.1  unknown   chr4:669  3.00696 3.08218 3.64451 13.0101 15.5537 13.0606
GT Sense Sense -0.134 Comprom 0.134 Comprom 0.000 2.133 Detected 2.179 Detected 2.156 0.004 GT Sens contig287 contig287 Ycf2 (AHR            TGGTTAGcontig287 Solyc11g Solyc11g Ycf2 (AHR            GO:00095 GO:00095 contig287 Solyc11g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  4.43632 5.02575 5.85387 7.01451 22.0799 22.7389
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 1.052 Detected 0.954 Detected 1.003 0.004 GT Sens contig288 contig288 UDP-gluc            AGACATT contig288 Solyc11g Solyc11g UDP-gluc            GO:00800 GO:00800    contig288 Solyc05g UDP-gluc             GO:00167 SL2.40ch AT3G58330.1 196.982 197.4 344.339 224.435 436.097 406.275
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 1.617 Detected 0.965 Detected 1.291 0.083 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  324.709 418.206 519.972 320.789 1205.07 764.754
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 2.121 Detected 1.290 Detected 1.706 0.080 GT Sens contig288 contig288 Sodium/c                  TTACTAT contig288 Solyc09g Solyc09g Sodium/c                  GO:00054 GO:00054     contig288 Solyc09g Sodium/c                   GO:00054 SL2.40ch AT5G1786CAX7  CAX7 (ca         chr5:590  162.852 100.68 296.734 157.07 593.903 332.956
GT Sense Sense -0.314 Detected 0.314 Detected 0.000 1.408 Detected 0.991 Detected 1.199 0.086 GT Sens contig288 contig288 Genomic          GAAACTAcontig288 Solyc10g Solyc10g Genomic DNA chromosome 3       contig288 Solyc10g Genomic DNA chrom         SL2.40ch AT3G15110.1  unknown   chr3:508  22.2235 32.3083 55.9069 31.8866 75.8403 56.6072
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 2.573 Detected 1.029 Detected 1.801 0.160 GT Sens contig289 contig289 At1g6705      TTGAAGAcontig289 Solyc02g Solyc02g At1g67050 (Fragment) (AHRD V   contig289 Solyc02g At1g67050 (Fragmen     SL2.40ch AT5G53060.1  KH doma    chr5:215  34.6952 48.6375 95.1244 81.9134 260.61 89.1325
GT Sense Sense 0.546 Comprom -0.546 Comprom 0.000 1.975 Detected 1.398 Detected 1.687 0.112 GT Sens contig289 contig289 Heat shoc                CTTGTCAcontig289 Solyc03g Solyc03g Heat shock protein (AHRD V1 *             contig289 Solyc03g Heat shock protein (               SL2.40ch AT4G2767HSP21  HSP21 (H      chr4:138  7.84664 3.46222 10.2306 11.7805 21.8565 14.6061
GT Sense Sense -0.331 Comprom 0.331 Comprom 0.000 5.493 Detected 4.126 Detected 4.810 0.024 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  2.8278 4.21263 59.5664 12.0685 165.805 64.0549



GT Sense Sense -0.212 Detected 0.212 Detected 0.000 1.413 Detected 1.075 Detected 1.244 0.044 GT Sens contig289 contig289 NHL repea              CCGATGTcontig289 Solyc05g Solyc05g NHL repeat-containing protein             contig289 Solyc05g NHL repeat-containi               SL2.40ch AT1G23890.1  NHL repe    chr1:843  831.211 1048.88 1282.51 938.119 2652.19 2091.71
GT Sense Sense -0.745 Comprom 0.745 Comprom 0.000 3.288 Detected 2.983 Detected 3.136 0.054 GT Sens contig290 contig290 Expresse                   GTTGAGGcontig290 Solyc01g Solyc01g Expressed protein (Fragment)                 contig290 Solyc01g Expressed protein (                  SL2.40ch AT1G09610.1  unknown   chr1:311  2.3615 6.24103 12.9177 13.9972 39.9985 32.2698
GT Sense Sense 0.338 Detected -0.338 Detected 0.000 2.087 Detected 1.956 Detected 2.022 0.028 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  56.6675 33.3769 79.4683 68.7057 197.099 179.444
GT Sense Sense 0.741 Detected -0.741 Comprom 0.000 2.371 Detected 2.365 Detected 2.368 0.086 GT Sens contig290 contig290 Unknown   TATCCTAcontig290 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig290 Solyc05g Unknown Protein (A  SL2.40ch AT4G3443CHB3, AT   CHB3; DN          chr4:164  11.3476 3.82043 14.6635 8.31014 36.3264 36.0518
GT Sense Sense 0.476 Detected -0.476 Comprom 0.000 1.479 Detected 2.296 Detected 1.888 0.095 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  13.3086 6.47048 16.5529 14.5234 27.5893 48.4551
GT Sense Sense 0.927 Detected -0.927 Detected 0.000 0.812 Detected 1.625 Detected 1.218 0.352 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  113.566 29.5409 34.2333 23.066 108.406 189.884
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 1.400 Detected 0.963 Detected 1.181 0.040 GT Sens contig290 contig290 Cytochro               AAATATG contig290 Solyc03g Solyc03g Cytochro               GO:00002 GO:00002     contig290 Solyc03g Cytochro                GO:00002 SL2.40ch AT4G2557ACYB-2  ACYB-2;    chr4:130  1894.29 2074.88 5046.38 3446.76 5578.32 4109.09
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 1.908 Detected 2.221 Detected 2.065 0.019 GT Sens contig290 contig290 Kunitz try               ATTATGGcontig290 Solyc03g Solyc03g Kunitz try               GO:00048 GO:00048   contig290 Solyc03g Kunitz try                GO:00048 SL2.40ch AT5G1732HDG9  HDG9 (HO              chr5:570  457.827 309.583 624.383 127.147 1507.15 1866.05
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 1.328 Detected 0.882 Detected 1.105 0.050 GT Sens contig290 contig290 Os04g055               TTTCCTCcontig290 Solyc10g Solyc10g Os04g055               GO:00095 GO:00095 contig290 Solyc10g Os04g055                GO:00095 SL2.40ch AT5G47870.1  unknown   chr5:193  87.6749 98.332 176.283 113.465 248.665 181.922
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 1.633 Detected 1.126 Detected 1.380 0.036 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  963.309 1025.75 2396.63 1258.73 3287.15 2307.13
GT Sense Sense 0.387 Detected -0.387 Detected 0.000 1.464 Detected 1.070 Detected 1.267 0.100 GT Sens contig291 contig291 Protease                       CGCAAGGcontig291 Solyc07g Solyc07g Protease                       GO:00082 GO:00082    contig291 Solyc07g Protease                        GO:00082 SL2.40ch AT2G45150.2  phospha      chr2:186  28.7672 15.8352 49.0937 25.6721 62.7898 47.6339
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 1.181 Detected 0.832 Detected 1.007 0.049 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  69.6701 80.9847 93.9946 78.9637 181.565 142.215
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 2.891 Detected 2.235 Detected 2.563 0.039 GT Sens contig291 contig291 Cytochro                 CTTAATT contig291 Solyc02g Solyc02g Cytochro                 GO:00200 GO:00200     contig291 Solyc02g Cytochro  GO:00100 SL2.40ch AT3G5066DWF4, CY      DWF4 (DW       chr3:188  28.8187 47.5016 84.9503 77.9559 292.764 185.217
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.313 Detected 1.428 Detected 1.370 0.004 GT Sens contig292 contig292 Zinc finge                TCGTTGAcontig292 Solyc02g Solyc02g Zinc finge                GO:00082 GO:00082   contig292 Solyc02g Zinc finge                 GO:00082 SL2.40ch AT4G03965.1  protein b       chr4:188  297.49 255.335 867.61 729.208 730.226 788.424
GT Sense Sense -0.336 Detected 0.336 Detected 0.000 1.754 Detected 0.992 Detected 1.373 0.114 GT Sens contig292 contig292 Transcrip                  GCACTACcontig292 Solyc06g Solyc06g Transcrip                  GO:00037 GO:00037      contig292 Solyc06g Transcrip                   GO:00037 SL2.40ch AT4G37170.1  pentatric      chr4:174  1506.35 2259.42 5390.22 2352.74 6634.26 3899.95
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 1.480 Detected 0.847 Detected 1.163 0.086 GT Sens contig292 contig292 GATA tran                CACAAGGcontig292 Solyc02g Solyc02g GATA tran                GO:00063 GO:00063         contig292 Solyc02g GATA tran                 GO:00303 SL2.40ch AT2G18380.1  transcrip    chr2:798  11.6961 14.129 12.2948 22.5209 38.2327 24.5843
GT Sense Sense 0.055 Comprom -0.055 Comprom 0.000 0.961 Detected 1.362 Detected 1.162 0.030 GT Sens contig292 contig292 Ankyrin re             TCTGCCAcontig292 Solyc01g Solyc01g Ankyrin re             GO:00305 GO:00305  contig292 Solyc01g Ankyrin re              GO:00305 SL2.40ch AT5G65687.1  transport   chr5:262  6.97309 6.08265 8.95656 14.1103 13.5238 17.7975
GT Sense Sense -0.412 Detected 0.412 Detected 0.000 2.556 Detected 1.518 Detected 2.037 0.092 GT Sens contig292 contig292 Receptor-               TTTTCTGcontig292 Solyc03g Solyc03g Receptor-               GO:00055 GO:00055  contig292 Solyc03g Receptor   GO:00016 SL2.40ch AT5G48740.1  leucine-r           chr5:197  28.2782 47.1265 60.2052 40.7303 228.992 111.151
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 1.247 Detected 1.091 Detected 1.169 0.013 GT Sens contig292 contig292 Low mole                 GAAGTTCcontig292 Solyc11g Solyc11g Low mole                 GO:00064 GO:00064  contig292 Solyc11g Low mole                  GO:00064 SL2.40ch AT3G44620.1  protein ty    chr3:161  1182.19 1293.1 2174.83 1137.97 3128.66 2799.72
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 1.157 Detected 1.104 Detected 1.130 0.037 GT Sens contig292 contig292 Unknown   GAAGGATcontig292 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig292 Solyc11g Unknown Protein (A  SL2.40ch AT5G27560.1  unknown   chr5:973  498.923 639.206 1291.39 693.482 1342.5 1290.79
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 1.285 Detected 0.858 Detected 1.071 0.047 GT Sens contig292 contig292 Leucine-r                  GAAGAGGcontig292 Solyc04g Solyc04g Leucine-r                  GO:00055 GO:00055       contig292 Solyc04g LRR recep    GO:00046 SL2.40ch AT1G6538CLV2, AtR   CLV2 (cla          chr1:242  90.3934 99.0486 165.783 133.688 245.849 182.34
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.797 Detected 1.238 Detected 1.518 0.036 GT Sens contig293 contig293 Unknown   TAGGGATcontig293 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig293 Solyc03g Unknown Protein (A  SL2.40ch AT4G0048ATMYC1,   myc-relat      chr4:216  14.0283 11.6164 38.9332 32.7312 47.3103 32.0215
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 3.083 Detected 1.617 Detected 2.350 0.087 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  235.644 190.617 725.864 208.204 1915 691.173
GT Sense Sense -0.406 Detected 0.406 Detected 0.000 1.264 Detected 0.936 Detected 1.100 0.129 GT Sens contig293 contig293 Fimbrin-li                 AACAACCcontig293 Solyc09g Solyc09g Fimbrin-li                 GO:00510 GO:00510   contig293 Solyc09g Fimbrin-li                  GO:00510 SL2.40ch AT5G48460.1  fimbrin-li     chr5:196  26.8022 44.2676 50.6517 41.5708 88.2448 70.0441
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 2.151 Detected 2.055 Detected 2.103 0.007 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  83.0562 61.8786 132.887 117.221 339.456 316.762
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 1.768 Detected 1.219 Detected 1.493 0.040 GT Sens contig293 contig293 Heavy me                   TACCCACcontig293 Solyc03g Solyc03g Heavy me                   GO:00300 GO:00300   contig293 Solyc03g Heavy me                    GO:00300 SL2.40ch AT5G50740.3  metal ion   chr5:206  222.787 172.658 423.536 523.369 712.21 485.477
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.867 Detected 0.908 Detected 1.387 0.104 GT Sens contig293 contig293 AT5g4758     GCACAGAcontig293 Solyc08g Solyc08g AT5g47580/MNJ7 17 (AHRD V1  contig293 Solyc08g AT5g47580/MNJ7 1     SL2.40ch AT5G5028EMB1006  EMB1006     chr5:204  13.2997 11.1545 14.4725 14.1941 47.3657 24.2977
GT Sense Sense -0.002 Comprom 0.002 Comprom 0.000 1.339 Detected 0.903 Detected 1.121 0.036 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  7.18238 6.77691 3.73341 6.0271 18.826 13.8693
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 1.575 Detected 1.501 Detected 1.538 0.003 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  1243.32 1308.9 4929.24 4747.88 4053.5 3839.37
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 3.281 Detected 1.588 Detected 2.435 0.106 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  15.1905 17.8271 32.6018 12.7211 170.627 52.6095
GT Sense Sense -0.682 Detected 0.682 Detected 0.000 2.443 Detected 2.475 Detected 2.459 0.069 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  11.1431 26.9857 26.7184 25.7557 100.553 102.49
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.403 Detected 1.004 Detected 1.204 0.027 GT Sens contig294 contig294 Pseudo-re                   AGTGTGAcontig294 Solyc10g Solyc10g Pseudo-re                   GO:00063 GO:00063    contig294 Solyc10g Pseudo-re                    GO:00063 SL2.40ch AT5G2447APRR5, P   APRR5 (A           chr5:835  549.7 533.439 731.935 604.918 1527.1 1154.66
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 1.867 Detected 1.317 Detected 1.592 0.049 GT Sens contig294 contig294 Receptor-               TAAAAGGcontig294 Solyc09g Solyc09g Receptor-               GO:00163 GO:00163   contig294 Solyc09g Pto-like, S     GO:00163 SL2.40ch AT5G48740.1  leucine-r           chr5:197  19.1579 25.1661 41.9457 28.7908 85.44 58.1557
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 2.875 Detected 2.533 Detected 2.704 0.015 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  2236.52 3108.81 9109.4 5029.72 20634.1 16224.3
GT Sense Sense 0.406 Detected -0.406 Detected 0.000 1.965 Detected 2.335 Detected 2.150 0.041 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  159.529 85.4775 307.669 478.638 486.181 626.622
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 1.542 Detected 0.825 Detected 1.184 0.095 GT Sens contig295 contig295 RAG1-act                  CCCTTTCcontig295 Solyc04g Solyc04g RAG1-act                  GO:00160 GO:00160   contig295 Solyc04g RAG1-act                   GO:00160 SL2.40ch AT1G21460.1  nodulin M     chr1:751  21.7928 16.3963 28.1398 29.6924 58.7103 35.6158
GT Sense Sense 0.185 Comprom -0.185 Comprom 0.000 1.206 Detected 0.926 Detected 1.066 0.044 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  7.04805 5.13239 5.30466 6.79545 14.7978 12.1499
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 1.230 Detected 0.960 Detected 1.095 0.018 GT Sens contig295 contig295 Dihydrofla              CTGAAAAcontig295 Solyc10g Solyc10g Dihydrofla              GO:00166 GO:00166    contig295 Solyc10g Dihydrofla               GO:00166 SL2.40ch AT5G50840.2  INVOLVE                                                             chr5:206  26.2336 26.8813 54.2658 41.2535 66.4373 54.9364
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 1.165 Detected 0.869 Detected 1.017 0.069 GT Sens contig295 contig295 Nodulin M       GTAATGTcontig295 Solyc02g Solyc02g Nodulin MtN21 family protein (A    contig295 Solyc02g Nodulin MtN21 famil      SL2.40ch AT3G28070.3  nodulin M     chr3:104  2183.29 2861.99 3413.39 2557.37 5976.85 4853.95
GT Sense Sense 0.604 Detected -0.604 Comprom 0.000 1.462 Detected 1.445 Detected 1.453 0.138 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  20.6028 8.39484 54.6812 46.7188 38.6361 38.0568
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.630 Detected 1.628 Detected 1.629 0.000 GT Sens contig295 contig295 Unknown   ACTAGAGcontig295 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig295 Solyc00g Unknown Protein (A  SL2.40ch AT1G12000.1  pyrophos           chr1:405  16.34 15.579 35.2454 46.6791 52.6782 52.4208
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.174 Detected 0.906 Detected 1.040 0.031 GT Sens contig295 contig295 Atozi1 (Fr                CAAGAAGcontig295 Solyc10g Solyc10g Atozi1 (Fragment) (AHRD V1 **-              contig295 Solyc10g Atozi1 (Fragment) (A                SL2.40ch AT4G0086ATOZI1, A   ATOZI1  chr4:359  190.539 214.939 340.924 231.254 486.827 403.173
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 1.602 Detected 1.339 Detected 1.470 0.108 GT Sens contig295 contig295 Unknown   TGACACCcontig295 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig295 Solyc05g Unknown Protein (A  SL2.40ch AT1G0842BSL2  kelch rep         chr1:264  57.1942 109.031 114.064 102.637 255.564 212.448
GT Sense Sense -0.780 Detected 0.780 Detected 0.000 2.605 Detected 1.694 Detected 2.149 0.140 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  18.2134 50.5412 29.8839 32.0621 196.792 104.358
GT Sense Sense 0.132 Detected -0.132 Comprom 0.000 1.687 Detected 1.383 Detected 1.535 0.017 GT Sens contig296 contig296 HAT famil         TGAAATGcontig296 Solyc04g Solyc04g HAT family dimerisation domai       contig296 Solyc04g HAT family dimerisa        SL2.40ch AT1G60420.1  DC1 dom    chr1:222  12.1771 9.54449 17.7336 19.495 37.0091 29.8885
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 1.205 Detected 0.862 Detected 1.033 0.075 GT Sens contig296 contig296 Monooxy              TTATCTGcontig296 Solyc04g Solyc04g Monooxy              GO:00164 GO:00164  contig296 Solyc04g Monooxy               GO:00081 SL2.40ch AT2G2298SCPL13  serine-ty    chr2:977  704.969 932.945 1442.22 1256.47 1993.91 1566.7
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 1.841 Detected 1.181 Detected 1.511 0.051 GT Sens contig296 contig296 Transcrip              ATACGAGcontig296 Solyc03g Solyc03g Transcrip              GO:00056 GO:00056 contig296 Solyc03g Transcrip               GO:00056 SL2.40ch AT1G5964ZCW32, B   ZCW32; D       chr1:219  2989.05 3352.74 2827.09 1188.02 12094.5 7632.16
GT Sense Sense -0.393 Comprom 0.393 Comprom 0.000 1.807 Detected 2.111 Detected 1.959 0.043 GT Sens contig297 contig297 Unknown   GCTGTGAcontig297 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig297 Solyc10g Unknown Protein (A  SL2.40ch AT3G23350.1  FUNCTIO                                                                                            chr3:835  2.31298 3.75197 2.63813 4.29148 10.9896 13.5263
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 2.321 Detected 1.648 Detected 1.985 0.028 GT Sens contig297 contig297 Unknown   TCAACACcontig297 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig297 Solyc04g Unknown Protein (A  SL2.40ch AT5G04853.1  unknown   chr5:141  199.773 194.621 578.57 342.123 1050.81 657.231
GT Sense Sense 0.118 Detected -0.118 Comprom 0.000 1.515 Detected 1.088 Detected 1.301 0.033 GT Sens contig297 contig297 Transcrip        GATCAACcontig297 Solyc02g Solyc02g Transcription factor bZIP98 (Fr     contig297 Solyc02g Transcription factor      SL2.40ch AT3G4750CDF3  CDF3 (CY              chr3:175  12.1357 9.69847 22.5644 13.077 33.0599 24.5187
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 1.935 Detected 1.654 Detected 1.795 0.018 GT Sens contig297 contig297 Cellular re                 AAGGAGAcontig297 Solyc04g Solyc04g Cellular retinaldehyde-binding                  contig297 Solyc04g Cellular retinaldehyd                  SL2.40ch AT4G245 CER2, VC    CER2 (EC             chr4:126  801.874 994.606 2070.85 856.523 3641.61 2988.26
GT Sense Sense -0.048 Comprom 0.048 Comprom 0.000 4.071 Detected 3.142 Detected 3.607 0.016 GT Sens contig297 contig297 Unknown   AATCTGCcontig297 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig297 Solyc09g Unknown Protein (A  SL2.40ch AT3G09410.1  pectinace     chr3:289  2.41046 2.42469 13.7777 4.22286 43.3312 22.6944
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 1.165 Detected 1.431 Detected 1.298 0.027 GT Sens contig297 contig297 Transpos      GGCTTATcontig297 Solyc04g Solyc04g Transposase (Fragment) (AHR    contig297 Solyc10g Transpos               GO:00063 SL2.40ch AT5G51180.2  unknown   chr5:207  32.0953 23.8561 23.5036 24.3173 66.1492 79.3266
GT Sense Sense -0.316 Comprom 0.316 Detected 0.000 1.401 Detected 1.355 Detected 1.378 0.049 GT Sens contig297 contig297 Unknown   AACTCCGcontig297 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig297 Solyc08g Unknown Protein (A  SL2.40ch AT5G14430.2  dehydrat    chr5:465  8.50307 12.3971 15.9683 25.2175 28.9132 27.9305
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.856 Detected 1.004 Detected 1.430 0.079 GT Sens contig297 contig297 Homeobo                GTATCTCcontig297 Solyc03g Solyc03g Homeobo                GO:00435 GO:00435   contig297 Solyc03g Homeobo                 GO:00435 SL2.40ch AT1G0523HDG2  HDG2 (HO          chr1:151  19.5359 19.4118 40.9462 21.8398 75.1739 41.517
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 1.315 Detected 0.851 Detected 1.083 0.074 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  893.989 1120.89 2040.94 980.509 2656.69 1919.66
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 1.630 Detected 0.921 Detected 1.275 0.070 GT Sens contig297 contig297 Unknown   AATGTGAcontig297 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig297 Solyc12g Unknown Protein (A  SL2.40ch AT1G63980.2  D111/G-p     chr1:237  389.311 387.474 1132.66 431.472 1282.07 781.671
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 2.538 Detected 1.201 Detected 1.870 0.111 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  105.942 83.4155 147.952 75.6713 582.405 229.843
GT Sense Sense -0.007 Comprom 0.007 Comprom 0.000 3.145 Detected 2.070 Detected 2.608 0.040 GT Sens contig298 contig298 Caffeoyl-C               GCTATGCcontig298 Solyc03g Solyc03g Caffeoyl-C               GO:00424 GO:00424    contig298 Solyc03g Caffeoyl-C                GO:00424 SL2.40ch AT5G1363GUN5, CC     GUN5 (GE       chr5:438  3.33452 3.16725 39.3251 26.3868 30.6601 14.5086
GT Sense Sense 0.876 Detected -0.876 Comprom 0.000 2.975 Detected 1.280 Detected 2.127 0.223 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  14.9098 4.16275 15.3576 32.7111 66.067 20.3338
GT Sense Sense -0.574 Comprom 0.574 Comprom 0.000 1.659 Detected 1.682 Detected 1.670 0.101 GT Sens contig298 contig298 Unknown   ACGGGG contig298 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig298 Solyc02g094680.1.1 AT2G47390.1  serine-ty      chr2:194  2.91422 6.07538 5.25907 11.0357 14.1693 14.3554
GT Sense Sense 0.447 Detected -0.447 Comprom 0.000 3.511 Detected 1.777 Detected 2.644 0.113 GT Sens contig298 contig298 MtN3-like               TGTCTGCcontig298 Solyc06g Solyc06g MtN3-like               GO:00160 GO:00160   contig298 Solyc06g MtN3-like                GO:00160 SL2.40ch AT4G02420.1  lectin pro     chr4:106  10.8001 5.46792 45.9835 15.4067 93.4036 28.0013
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 0.853 Detected 2.634 Detected 1.744 0.200 GT Sens contig298 contig298 Unknown   AATGGTGcontig298 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig298 Solyc08g Helicase-l      GO:00054 SL2.40ch AT1G76140.2  serine-ty      chr1:285  12.0114 15.9363 11.2741 16.624 26.6562 91.2902
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 1.243 Detected 0.807 Detected 1.025 0.090 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  765.161 1015.54 854.73 966.641 2225.64 1640.01
GT Sense Sense 0.288 Detected -0.288 Comprom 0.000 2.095 Detected 1.128 Detected 1.611 0.103 GT Sens contig299 contig299 Cationic a                 TATGTTCcontig299 Solyc11g Solyc11g Cationic a                 GO:00160 GO:00160 contig299 Solyc11g Cationic a                  GO:00160 SL2.40ch AT3G1060CAT7  CAT7 (CA            chr3:331  14.3397 9.04553 68.7053 20.4627 51.8773 26.4679
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 3.189 Detected 1.544 Detected 2.367 0.106 GT Sens contig299 contig299 Prosystem            CACTAGAcontig299 Solyc05g Solyc05g Prosystemin (AHRD V1 ***- Q5M         contig299 Solyc05g Prosystemin (AHRD           SL2.40ch AT1G37020.1  Ulp1 prot     chr1:140  784.522 579.727 1305.9 1034.93 6559.58 2090.87
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 1.681 Detected 1.886 Detected 1.784 0.005 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  127.746 109.19 181.629 151.332 403.878 464.26
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 1.494 Detected 1.318 Detected 1.406 0.005 GT Sens contig300 contig300 Ulp1 prote           GGTTGAAcontig300 Solyc12g Solyc12g Ulp1 protease family C-termina         contig300 Solyc09g Type 2 me                GO:00468 SL2.40ch AT5G19900.1  PRLI-inte     chr5:672  12.0036 12.0525 13.0847 9.66526 36.1252 31.8898
GT Sense Sense 0.019 Comprom -0.019 Comprom 0.000 1.605 Detected 0.931 Detected 1.268 0.064 GT Sens contig300 contig300 Endo-1 4-                AATTCAC contig300 Solyc04g Solyc04g Endo-1 4-beta-xylanase (Fragm                contig300 Solyc04g Endo-1 4-beta-xylan                 SL2.40ch AT1G5837RXF12, AT   RXF12; e       chr1:216  12.228 11.2141 19.8787 18.9663 37.9905 23.7338
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 1.912 Detected 1.501 Detected 1.706 0.025 GT Sens contig300 contig300 Unknown   CTAACAT contig300 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig300 Solyc03g Unknown Protein (A  SL2.40ch AT1G3287ANAC13  ANAC13 (          chr1:119  303.672 367.214 845.863 552.393 1340.11 1004.6
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.087 Detected 1.347 Detected 1.217 0.011 GT Sens contig300 contig300 Unknown   ATAGCTCcontig300 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig300 Solyc11g Unknown Protein (A  SL2.40ch AT3G58940.1  F-box fam    chr3:217  729.338 695.536 1421.38 1673.23 1613.38 1926.13
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 1.394 Detected 1.139 Detected 1.267 0.010 GT Sens contig300 contig300 Dopamine                 ATTGGGGcontig300 Solyc07g Solyc07g Dopamine beta-monooxygena                  contig300 Solyc07g Dopamine beta-mon                  SL2.40ch AT3G05980.1  unknown   chr3:179  17.3441 15.9656 31.7009 35.9445 46.6444 38.9677
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 1.047 Detected 0.974 Detected 1.011 0.002 GT Sens contig300 contig300 Homeobo              CCCAAAAcontig300 Solyc04g Solyc04g Homeobo              GO:00435 GO:00435      contig300 Solyc04g Homeobo               GO:00435 SL2.40ch AT2G2243ATHB6  ATHB6; D                chr2:952  247.98 226.326 551.992 330.22 522.091 494.865
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 1.274 Detected 0.908 Detected 1.091 0.030 GT Sens contig300 contig300 Strictosid              TACGAAT contig300 Solyc06g Solyc06g Strictosid              GO:00040 GO:00040   contig300 Solyc06g Strictosid               GO:00040 SL2.40ch AT1G08470.1  strictosid      chr1:268  43.6792 44.9523 72.3535 42.4692 114.234 88.3951
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 1.450 Detected 1.698 Detected 1.574 0.025 GT Sens contig300 contig300 Unknown   GTATTTT contig300 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig300 Solyc10g036650.1.1 AT4G31100.1  wall-asso     chr4:151  259.63 180.12 306.85 231.332 629.832 745.842
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 2.044 Detected 1.702 Detected 1.873 0.035 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  97.6803 142.95 217.736 131.057 519.818 408.893
GT Sense Sense -0.487 Comprom 0.487 Detected 0.000 1.607 Detected 1.378 Detected 1.492 0.096 GT Sens contig301 contig301 Galactosy                 CTTTTAA contig301 Solyc09g Solyc09g Galactosy                 GO:00150 GO:00150   contig301 Solyc09g Galactosy                  GO:00150 SL2.40ch AT2G3709IRX9  IRX9 (IRR           chr2:155  8.36779 15.4691 35.1361 19.422 36.9473 31.4299
GT Sense Sense -0.306 Detected 0.306 Detected 0.000 2.189 Detected 1.479 Detected 1.834 0.060 GT Sens contig301 contig301 Zinc finge                ACTAGAGcontig301 Solyc09g Solyc09g Zinc finge                GO:00037 GO:00037        contig301 Solyc09g Zinc finge                 GO:00037 SL2.40ch AT1G551 AtIDD7  AtIDD7 (A               chr1:205  90.3502 129.949 237.967 138.988 526.824 321.064
GT Sense Sense 0.486 Comprom -0.486 Comprom 0.000 1.512 Detected 1.728 Detected 1.620 0.083 GT Sens contig301 contig301 Kelch-like              ACAGTCCcontig301 Solyc06g Solyc06g Kelch-like              GO:00037 GO:00037  contig301 Solyc06g Kelch-like               GO:00037 SL2.40ch AT5G4840ATGLR1.2    ATGLR1.       chr5:196  4.70653 2.25797 2.59175 3.03862 9.91406 11.4817
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 3.352 Detected 2.741 Detected 3.046 0.016 GT Sens contig302 contig302 Subtilisin               GAAGACTcontig302 Solyc04g Solyc04g Subtilisin               GO:00042 GO:00042   contig302 Solyc04g Subtilisin                GO:00042 SL2.40ch AT1G20150.1  subtilase    chr1:698  106.297 140.638 514.421 128.726 1331.09 869.132
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 2.398 Detected 1.466 Detected 1.932 0.054 GT Sens contig302 contig302 UDP-gluc            CGTGATAcontig302 Solyc10g Solyc10g UDP-gluc            GO:00800 GO:00800    contig302 Solyc10g UDP-gluc             GO:00800 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  93.9765 81.1423 292.488 167.76 490.83 256.429
GT Sense Sense -0.144 Comprom 0.144 Comprom 0.000 2.519 Detected 2.158 Detected 2.338 0.010 GT Sens contig302 contig302 Unknown   GGGTGA contig302 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig302 Solyc09g Unknown Protein (A  SL2.40ch AT5G44690.1  unknown   chr5:180  3.91371 4.49781 5.20457 2.63737 25.6485 19.9024
GT Sense Sense -0.207 Comprom 0.207 Comprom 0.000 3.106 Detected 2.839 Detected 2.973 0.007 GT Sens contig302 contig302 Unknown   AACTTGAcontig302 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig302 Solyc12g Unknown Protein (A  SL2.40ch AT2G17930.1  binding /           chr2:778  2.61874 3.28328 29.5176 13.2948 26.9217 22.3132
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.406 Detected 1.349 Detected 1.378 0.006 GT Sens contig302 contig302 Unknown   TCAAAGCcontig302 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig302 Solyc02g Unknown Protein (A  SL2.40ch AT4G22760.1  pentatric      chr4:119  201.076 218.728 487.377 199.473 592.542 568.082
GT Sense Sense 0.505 Detected -0.505 Detected 0.000 1.399 Detected 1.248 Detected 1.324 0.122 GT Sens contig303 contig303 Ve resista        GATCATCcontig303 Solyc12g Solyc12g Ve resistance gene-like protein     contig303 Solyc12g Ve resistance gene-       SL2.40ch AT5G130 EMB3011  EMB3011              chr5:412  42.0914 19.6742 80.8248 57.0641 80.9477 72.687
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 2.826 Detected 2.739 Detected 2.783 0.004 GT Sens contig303 contig303 BZip trans                CTGAAAAcontig303 Solyc02g Solyc02g BZip trans                GO:00063 GO:00063        contig303 Solyc02g BZip trans                 GO:00469 SL2.40ch AT4G0495ATALN  ATALN (A      chr4:252  66.2227 79.9177 346.594 303.3 550.167 516.356
GT Sense Sense 0.090 Comprom -0.090 Comprom 0.000 2.051 Detected 2.037 Detected 2.044 0.002 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  4.03063 3.34897 6.19323 6.89313 16.2302 16.0294
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 1.221 Detected 0.900 Detected 1.061 0.080 GT Sens contig304 contig304 Yippee fa              TTGTTCAcontig304 Solyc12g Solyc12g Yippee family protein (AHRD V            contig304 Solyc12g Yippee family protei              SL2.40ch AT5G53940.1  yippee fa    chr5:218  719.324 991.797 1343.05 780.366 2100.33 1675.57
GT Sense Sense 0.403 Comprom -0.403 Comprom 0.000 1.395 Detected 0.850 Detected 1.123 0.147 GT Sens contig305 contig305 Protein FA                 GATGGCAcontig305 Solyc05g Solyc05g Protein FAR1-RELATED SEQU                 contig305 Solyc05g Protein FAR1-RELAT                  SL2.40ch AT3G6024EIF4G, CU   EIF4G (E          chr3:222  9.05615 4.87631 9.67193 11.1522 18.6404 12.7351
GT Sense Sense -0.235 Detected 0.235 Detected 0.000 2.550 Detected 2.769 Detected 2.659 0.009 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  28.6936 37.38 48.8281 63.5185 204.547 237.315
GT Sense Sense -0.541 Comprom 0.541 Comprom 0.000 2.646 Detected 2.307 Detected 2.477 0.049 GT Sens contig305 contig305 Unknown   ACTATTC contig305 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig305 Solyc05g Unknown Protein (A  SL2.40ch AT4G22420.1  FUNCTIO                                                                   chr4:118  2.10815 4.1981 8.66284 13.6213 19.8637 15.6556
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 1.254 Detected 0.805 Detected 1.030 0.052 GT Sens contig305 contig305 Unknown   GCTCAATcontig305 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig305 Solyc10g Unknown Protein (A  SL2.40ch AT1G30640.1  protein k    chr1:108  12.8097 13.7203 30.0674 24.1433 33.7179 24.6265
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.181 Detected 1.266 Detected 1.224 0.001 GT Sens contig305 contig305 Calmodul      TTCACCAcontig305 Solyc03g Solyc03g Calmodulin-binding protein (AH    contig305 Solyc03g Calmodul      GO:00055 SL2.40ch AT2G26190.1  calmodu     chr2:111  15.9207 15.1376 26.9936 15.4139 37.5339 39.7055
GT Sense Sense 0.246 Detected -0.246 Comprom 0.000 3.508 Detected 2.063 Detected 2.785 0.068 GT Sens contig305 contig305 class IV h                 CTTCCAAcontig305 Solyc01g Solyc01g class IV heat shock protein (AH               contig305 Solyc01g class IV heat shock                SL2.40ch AT4G1025ATHSP22   ATHSP22   chr4:637  11.2256 7.50572 24.5371 14.0665 111.325 40.7921
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 1.873 Detected 1.395 Detected 1.634 0.027 GT Sens contig306 contig306 Unknown   AAGGGTAcontig306 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig306 Solyc06g TO54-2 (Fragment) (    SL2.40ch AT3G48185.1  unknown   chr3:177  66.4308 74.823 128.074 99.4895 275.442 197.19
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 1.208 Detected 0.853 Detected 1.030 0.042 GT Sens contig306 contig306 Peptide m                  TCGTCAAcontig306 Solyc07g Solyc07g Peptide m                  GO:00551 GO:00551  contig306 Solyc07g Peptide m                   GO:00551 SL2.40ch AT1G5367MSRB1, A   MSRB1 (m         chr1:200  1236.94 1384.33 2218 1702.05 3223.91 2512.48
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 1.799 Detected 1.572 Detected 1.686 0.025 GT Sens contig306 contig306 Myrosina               ACAGAGCcontig306 Solyc09g Solyc09g Myrosina               GO:0005529 contig306 Solyc09g Myrosina                GO:00055 SL2.40ch AT5G545 GH3.6, DF   DFL1 (DW          chr5:221  383.733 508.313 934.074 794.869 1638.89 1396.11
GT Sense Sense 0.303 Comprom -0.303 Comprom 0.000 0.945 Detected 1.105 Detected 1.025 0.082 GT Sens contig306 contig306 Ulp1 prote           TTGAGAAcontig306 Solyc03g Solyc03g Ulp1 protease family C-termina         contig306 Solyc08g Ulp1 pept               GO:00065 SL2.40ch AT3G26140.1  glycosyl          chr3:955  6.5771 4.06653 9.06476 14.1619 10.6157 11.8282
GT Sense Sense -0.566 Comprom 0.566 Comprom 0.000 2.580 Detected 2.336 Detected 2.458 0.051 GT Sens contig306 contig306 Glucan en              CCTTCAAcontig306 Solyc07g Solyc07g Glucan endo-1 3-beta-glucosid              contig306 Solyc07g Glucan endo-1 3-bet              SL2.40ch AT5G35740.1  glycosyl      chr5:139  2.22062 4.58105 16.4314 13.2345 20.3305 17.1206
GT Sense Sense -0.315 Detected 0.315 Detected 0.000 1.472 Detected 1.473 Detected 1.472 0.043 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  13309.6 19394.1 33648.6 26130.3 47511.7 47406.6
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 1.272 Detected 1.212 Detected 1.242 0.033 GT Sens contig306 contig306 NAC dom                  CAAGTGGcontig306 Solyc07g Solyc07g NAC dom                  GO:00037 GO:00037        contig306 Solyc07g NAC dom                   GO:00037 SL2.40ch AT4G2850ANAC073    ANAC073            chr4:140  27.8088 19.0548 32.554 28.1595 59.2937 56.6821
GT Sense Sense -0.050 Comprom 0.050 Comprom 0.000 2.215 Detected 2.102 Detected 2.159 0.001 GT Sens contig306 contig306 RNA polym                   GAAATTGcontig306 Solyc01g Solyc01g RNA polym                   GO:00063 GO:00063    contig306 Solyc01g RNA polym                    GO:00063 SL2.40ch AT3G16840.1  ATP bind          chr3:573  5.20934 5.25266 44.8492 5.91912 25.9039 23.8762
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 1.184 Detected 0.828 Detected 1.006 0.030 GT Sens contig307 contig307 Red chlor                  GGATCAAcontig307 Solyc03g Solyc03g Red chlor                  GO:00517 GO:00517     contig307 Solyc03g Red chlor                   GO:00517 SL2.40ch AT1G62320.1  early-res         chr1:230  258.319 239.804 467.78 213.039 603.048 469.73
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 1.531 Detected 1.102 Detected 1.317 0.062 GT Sens contig307 contig307 Unknown   AGATGAGcontig307 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig307 Solyc02g Unknown Protein (A  SL2.40ch AT5G57960.1  GTP-bind     chr5:234  46.1817 29.8592 63.6479 34.5233 114.447 84.7506
GT Sense Sense -0.770 Comprom 0.770 Comprom 0.000 1.161 Detected 1.774 Detected 1.467 0.219 GT Sens contig307 contig307 Nucleopo       TTCAATGcontig307 Solyc11g Solyc11g Nucleoporin NUP188 homolog    contig307 Solyc11g Nucleoporin NUP188     SL2.40ch AT4G38760.1  unknown   chr4:180  3.09434 8.46304 12.467 17.3115 12.2015 18.6019
GT Sense Sense -0.366 Detected 0.366 Detected 0.000 1.480 Detected 1.349 Detected 1.414 0.063 GT Sens contig307 contig307 Metal ion                TATGCTGcontig307 Solyc04g Solyc04g Metal ion                GO:00300 GO:00300    contig307 Solyc04g Metal ion                 GO:00055 SL2.40ch AT1G29000.1  heavy-me     chr1:101  1479.03 2310.07 2298.62 1712.29 5497.83 5004.83
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 1.113 Detected 0.895 Detected 1.004 0.038 GT Sens contig309 contig309 Ycf36 pro                GGATAGTcontig309 Solyc08g Solyc08g Ycf36 protein (AHRD V1 *-*- Q5             contig309 Solyc08g Ycf36 protein (AHRD               SL2.40ch AT5G11840.1  unknown   chr5:381  135.104 160.878 263.459 194.351 340.146 291.477
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 3.461 Detected 3.457 Detected 3.459 0.003 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  17.348 12.7758 48.2139 37.815 174.86 173.766
GT Sense Sense 0.532 Detected -0.532 Detected 0.000 2.165 Detected 1.299 Detected 1.732 0.128 GT Sens contig309 contig309 Kunitz-typ                  CCATTTT contig309 Solyc03g Solyc03g Kunitz-typ                  GO:00048 GO:00048        contig309 Solyc03g Kunitz-typ                   GO:00048 SL2.40ch AT5G4952WRKY48,   WRKY48;    chr5:200  48536.4 21838 43577.5 25563.8 155645 85177.5
GT Sense Sense -0.093 Comprom 0.093 Comprom 0.000 3.625 Detected 2.791 Detected 3.208 0.017 GT Sens contig309 contig309 Pentatrico               TATCCAGcontig309 Solyc02g Solyc02g Pentatricopeptide repeat-conta               contig309 Solyc02g Pentatricopeptide re               SL2.40ch AT2G35130.1  pentatric      chr2:148  2.5676 2.74985 15.1222 5.7045 34.9659 19.5478
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 1.327 Detected 0.998 Detected 1.162 0.068 GT Sens contig309 contig309 DNA-3-me               TGTTGGTcontig309 Solyc04g Solyc04g DNA-3-me               GO:00062 GO:00062  contig309 Solyc04g DNA-3-me                GO:00062 SL2.40ch AT5G2760LACS7, A   LACS7 (L          chr5:974  44.9866 61.7754 167.722 156.589 140.992 111.921
GT Sense Sense -0.097 Comprom 0.097 Comprom 0.000 1.170 Detected 1.050 Detected 1.110 0.010 GT Sens contig310 contig310 Os01g068       TCTCAACcontig310 Solyc03g Solyc03g Os01g0686000 protein (Fragm     contig310 Solyc03g Os01g0686000 prote      SL2.40ch AT3G50800.1  unknown   chr3:188  7.54943 8.12875 13.844 25.9017 18.7909 17.2431
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 1.193 Detected 1.012 Detected 1.102 0.037 GT Sens contig310 contig310 Glucan en              TTCAATA contig310 Solyc11g Solyc11g Glucan endo-1 3-beta-glucosid              contig310 Solyc11g Glucan endo-1 3-bet              SL2.40ch AT5G35740.1  glycosyl      chr5:139  54.7088 39.1085 81.984 75.7075 112.742 99.16
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 1.348 Detected 1.567 Detected 1.457 0.009 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  31.6531 33.5665 27.5675 19.4622 88.4536 102.704
GT Sense Sense -0.286 Comprom 0.286 Comprom 0.000 2.066 Detected 1.873 Detected 1.969 0.023 GT Sens contig310 contig310 Unknown   GTAGGAGcontig310 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig310 Solyc07g Unknown Protein (A  SL2.40ch AT3G22104.1 6.61914 9.26172 16.1106 14.7949 34.9581 30.4948
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 1.134 Detected 1.492 Detected 1.313 0.019 GT Sens contig311 contig311 Xylogluca               TCTTATC contig311 Solyc02g Solyc02g Xylogluca               GO:00059 GO:00059        contig311 Solyc02g Xylogluca                GO:00167 SL2.40ch AT5G65730.1  xylogluca             chr5:262  132.282 118.801 169.492 141.016 293.427 374.815
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.261 Detected 0.962 Detected 1.112 0.031 GT Sens contig311 contig311 Glyoxalas              AAGCTGAcontig311 Solyc07g Solyc07g Glyoxalas              GO:00044 GO:00044   contig311 Solyc07g Glyoxalas               GO:00044 SL2.40ch AT5G57040.1  lactoylglu           chr5:230  1388.83 1567.3 3060.12 1836.89 3771.77 3055.47
GT Sense Sense 0.070 Comprom -0.070 Comprom 0.000 1.739 Detected 2.315 Detected 2.027 0.021 GT Sens contig311 contig311 Glucan en                  TGGAAACcontig311 Solyc03g Solyc03g Glucan en                  GO:00059 GO:00059   contig311 Solyc03g Glucan en                   GO:00059 SL2.40ch AT2G30300.1 3.49775 2.98691 5.56598 2.6237 11.5061 17.1012
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 1.482 Detected 1.349 Detected 1.416 0.004 GT Sens contig311 contig311 Plasma m              GGAAAGAcontig311 Solyc02g Solyc02g Plasma membrane associated             contig311 Solyc02g Plasma membrane a              SL2.40ch AT1G29520.1  AWPM-19      chr1:103  160.478 138.46 179.626 210.165 444.143 403.733
GT Sense Sense -0.673 Detected 0.673 Detected 0.000 3.681 Detected 3.682 Detected 3.681 0.032 GT Sens contig312 contig312 Plant-spe                     TCAGTGAcontig312 Solyc09g Solyc09g Plant-specific domain TIGR015                    contig312 Solyc09g Plant-specific doma                     SL2.40ch AT5G5548SVL1  SVL1 (SH         chr5:224  26.0648 62.305 143.803 54.3996 551.21 549.795
GT Sense Sense -0.072 Comprom 0.072 Comprom 0.000 2.606 Detected 2.743 Detected 2.674 0.001 GT Sens contig312 contig312 Unknown   CAGGTCAcontig312 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig312 Solyc10g Unknown Protein (A  SL2.40ch AT3G61770.1  FUNCTIO                                                                           chr3:228  2.12817 2.21204 17.0778 9.7587 14.0841 15.445
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 1.200 Detected 0.866 Detected 1.033 0.034 GT Sens contig313 contig313 Malate de                  TGTGCTTcontig313 Solyc01g Solyc01g Malate de                  GO:00059 GO:00059   contig313 Solyc01g Malate de                   GO:00081 SL2.40ch AT2G2278PMDH1  PMDH1 (P                           chr2:968  11797.7 12815 28329.5 16828.5 30119.1 23819.2
GT Sense Sense 0.404 Detected -0.404 Detected 0.000 1.375 Detected 1.198 Detected 1.286 0.090 GT Sens contig313 contig313 Unannota TGCTCCAAAAGAGGATCATCAATAGGAGCTTTGTTGATATATTCGAGAG contig313 Solyc02g Unknown Protein (A  SL2.40ch AT5G47740.1  FUNCTIO                                                                           chr5:193  32.2426 17.3235 30.3485 37.6339 65.3558 57.6448
GT Sense Sense 0.433 Comprom -0.433 Comprom 0.000 2.746 Detected 2.950 Detected 2.848 0.024 GT Sens contig313 contig313 Unannota TGTTTTCTTTAGTTGAGAGTTATTCGTGGAATGATAAATGATTAAGAGG contig313 Solyc03g082340.1.1 AT2G2835ARF10  ARF10 (A           chr2:121  9.1263 4.71375 77.6673 68.6172 46.916 53.878
GT Sense Sense -0.562 Comprom 0.562 Comprom 0.000 1.566 Detected 1.875 Detected 1.721 0.098 GT Sens contig313 contig313 Unannota CAGAGTAAAAAGTGCCAGCAGGGAATTGGAAAACAAAACTAACTTGAAG contig313 Solyc06g Nuclear tr                    GO:00037 SL2.40ch AT5G2309NF-YB13  NF-YB13         chr5:774  2.75364 5.65006 2.95876 1.98084 12.4573 15.3789
GT Sense Sense -0.087 Comprom 0.087 Comprom 0.000 3.710 Detected 2.798 Detected 3.254 0.020 GT Sens contig313 contig313 Unannota ACTCAATCCACACACAGTACATTTTTTCAATCTAATAGTTGTCGCCTTAAcontig313 Solyc06g Genomic DNA chrom         SL2.40ch AT1G167 HAC12  HAC12 (h                chr1:571  2.15411 2.28549 2.29661 2.4401 30.9743 16.4112
GT Sense Sense -0.206 Comprom 0.206 Comprom 0.000 1.381 Detected 1.664 Detected 1.523 0.026 GT Sens contig314 contig314 Unannota ATGGGGCTTTCAATGGGAAAAACAATATCTTTAGGGGGTGGCTTAGCACcontig314 Solyc03g Cyclic nu                GO:00305 SL2.40ch AT1G11370.1 4.86627 6.09216 12.7147 7.62271 15.1262 18.3435
GT Sense Sense -1.017 Comprom 1.017 Detected 0.000 1.176 Detected 1.428 Detected 1.302 0.332 GT Sens contig314 contig314 Unannota CACTCACATACACGTGTCACACAATGACAAACTCTCATGGTGACTATTT contig314 Solyc11g UDP-galac                GO:00550 SL2.40ch AT4G0093CIP4.1  CIP4.1  chr4:396  4.07448 15.6902 19.1562 29.9626 19.2623 22.8801
GT Sense Sense -0.502 Comprom 0.502 Comprom 0.000 2.010 Detected 2.017 Detected 2.014 0.057 GT Sens contig314 contig314 Unannota TTGTACACAAAACAATTCCTCGCACACCTGATTTCTCTGTCTTATGTTCCcontig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  2.17708 4.10974 9.43936 12.7452 12.8475 12.8723
GT Sense Sense -0.488 Comprom 0.488 Comprom 0.000 2.264 Detected 1.924 Detected 2.094 0.056 GT Sens contig314 contig314 Unannota TCCCCAAAGCCCTATCTGGGCCATCTCACCACAACGTTCTAGGAAAGTT contig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  2.15758 3.99458 9.11032 10.924 15.0375 11.8447
GT Sense Sense 0.742 Detected -0.742 Comprom 0.000 0.903 Detected 1.145 Detected 1.024 0.306 GT Sens contig314 contig314 Unannota TAGGAGAATTGTTGCCTCCAGAAGCATACTCATCCTCTTCCTGTCTCTT contig314 Solyc02g Activated                    GO:00037 SL2.40ch AT4G33740.3  unknown   chr4:161  11.2521 3.78633 5.72474 5.79946 13.0139 15.3458
GT Sense Sense 0.321 Comprom -0.321 Comprom 0.000 2.161 Detected 1.039 Detected 1.600 0.132 GT Sens contig314 contig314 Unannota CTTGCACCAAAAACCCTAAAGAAAAAGGAACAAAAATGGTTTAGGTAGT contig314 Solyc06g Transmem                   GO:00055 SL2.40ch AT3G1535UBC25, P   UBC25 (U         chr3:518  6.92583 4.17778 14.1551 2.60782 25.6551 11.7519
GT Sense Sense -0.349 Comprom 0.349 Detected 0.000 1.497 Detected 0.881 Detected 1.189 0.125 GT Sens contig314 contig314 Unannota ACAAAACAAATTTAGGTAAAAGGGGATCTTACAGTGCAGCAACCATTGC contig314 Solyc07g Plasma m                  GO:00055 SL2.40ch AT4G21830.2 8.11032 12.3831 17.9245 15.8786 30.1631 19.6172
GT Sense Sense 0.725 Detected -0.725 Comprom 0.000 1.102 Detected 1.206 Detected 1.154 0.253 GT Sens contig314 contig314 Unannota AGGTTTTTGGCTCATATAGTTTTCATCCCACAAACCTACAGCAACCCAT contig314 Solyc12g YjbQ (AHRD V1 **-- C            SL2.40ch AT5G15780.1  pollen Ol          chr5:514  17.3654 5.98061 25.0371 20.9924 23.3234 25.0022
GT Sense Sense -0.231 Comprom 0.231 Comprom 0.000 1.184 Detected 1.984 Detected 1.584 0.075 GT Sens contig315 contig315 Unannota GGAGAACCAATGTATTTGCAATTTTAGTGTGCATAGTGATGCAAATTTC contig315 Solyc01g Kinase fa                GO:00064 SL2.40ch AT3G55960.1  NLI intera       chr3:207  3.59697 4.65893 67.4819 3.89131 9.91981 17.2227
GT Sense Sense -0.254 Comprom 0.254 Comprom 0.000 1.351 Detected 1.251 Detected 1.301 0.037 GT Sens contig315 contig315 Unannota TCAGTAGGATGCCTTCACTTTCATCTTTTGAACGCTCCTTATCATGCCA contig315 Solyc07g LRR recep    GO:00046 SL2.40ch AT3G45200.1  unknown   chr3:165  4.2352 5.66636 13.2409 25.7643 13.3266 12.3992
GT Sense Sense -0.862 Comprom 0.862 Detected 0.000 2.345 Detected 1.382 Detected 1.863 0.200 GT Sens contig315 contig315 Unannota TCCGGTCCATCAAAACCTCAATTTTTCATATGGGACGCGAGAAATAAAG contig315 Solyc01g Eukaryoti                     GO:00037 SL2.40ch AT5G35680.2  eukaryot              chr5:138  6.10199 18.9784 28.545 33.7794 58.3044 29.8134
GT Sense Sense 0.094 Comprom -0.094 Comprom 0.000 1.622 Detected 2.165 Detected 1.893 0.022 GT Sens contig315 contig315 Unannota GCATCAGGCAAGAGCTAGGTCGTAATTTGCAATTTTGCAAAAATACTAT contig315 Solyc01g Ariadne-li                 GO:00055 SL2.40ch AT5G55830.1  lectin pro     chr5:225  3.76338 3.10691 6.32028 5.00382 11.2244 16.3017
GT Sense Sense -0.312 Comprom 0.312 Comprom 0.000 1.412 Detected 1.971 Detected 1.692 0.056 GT Sens contig315 contig315 Unannota GACAAGTTTTCTGGTTATGTTGCAATTTCACCCAACCAAGCATGTGAGT contig315 Solyc01g Ariadne-li                 GO:00055 SL2.40ch AT5G55830.1  lectin pro     chr5:225  3.82106 5.54059 10.2814 9.91014 13.054 19.1849
GT Sense Sense -0.763 Detected 0.763 Detected 0.000 3.788 Detected 3.169 Detected 3.479 0.052 GT Sens contig315 contig315 Transcrip                  CAAAAAT contig315 Solyc09g Solyc09g Transcrip                  GO:00056 GO:00056 contig315 Solyc09g Transcrip                   GO:00056 SL2.40ch AT5G01310.1  basic hel      chr5:125  62.1792 168.485 319.281 232.986 1507.4 979.011
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 1.787 Detected 0.821 Detected 1.304 0.120 GT Sens contig315 contig315 Unannota ATCTGAAATTCAACCACCATTAGCTGATGACAAGTTGTTGATTTATTCAAcontig315 Solyc03g CM0216.330.nc prot                  SL2.40ch AT5G5992ULI3  ULI3; dia       chr5:241  533.708 425.12 912.75 362.054 1753.47 894.958
GT Sense Sense 0.280 Detected -0.280 Comprom 0.000 1.252 Detected 0.884 Detected 1.068 0.086 GT Sens contig316 contig316 Unannota CAACGCAACTATATATCGGTCCACATTAGATATGATTGACAGATTTAGC contig316 Solyc06g Profilin (A             GO:00037 SL2.40ch AT5G50540.1  unknown   chr5:205  12.4469 7.94322 18.1966 22.7775 25.2619 19.5043
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 1.388 Detected 1.421 Detected 1.405 0.006 GT Sens contig316 contig316 Unannota CTTTGTTGTCATTGGTATGAAATGTTCGTCTGTGTTTTTACCTATATAC contig316 Solyc02g Cystine tr                GO:00151 SL2.40ch AT5G02910.1  F-box fam    chr5:677  164.289 179.615 282.194 316.628 479.564 489.025
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 1.381 Detected 1.300 Detected 1.341 0.016 GT Sens contig316 contig316 Unannota ATAATCTTCCTATATGCAGTATCTAGCTAGTTATGAATGTTTGTGTGCC contig316 Solyc02g Cystine tr                GO:00151 SL2.40ch AT5G02910.1  F-box fam    chr5:677  113.451 135.033 179.882 217.076 343.805 324.026
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 1.419 Detected 1.211 Detected 1.315 0.045 GT Sens contig317 contig317 Unannota CCCTTTATGTGCGACAATGATGATTCTTCATCTATTTTGGTGTATTCTT contig317 Solyc03g Kunitz-typ                   GO:00048 SL2.40ch AT3G17030.1  INVOLVE                                                              chr3:580  84.7185 54.9838 141.94 124.607 194.592 168.038
GT Sense Sense -0.188 Comprom 0.188 Comprom 0.000 1.628 Detected 1.541 Detected 1.584 0.014 GT Sens contig317 contig317 Unannota CAAAAATTCCTAAAGGGTACATAGTGGGTGGCCAAGCATCTTATTCTTT contig317 Solyc11g Calmodul               GO:00055 SL2.40ch AT3G5680CAM3, ac   CAM3 (CA       chr3:210  7.24748 8.84601 10.1598 11.9276 26.3892 24.7639
GT Sense Sense -0.199 Comprom 0.199 Comprom 0.000 0.934 Detected 1.687 Detected 1.311 0.091 GT Sens contig317 contig317 Unannota GAACAATGAGGGGATTAAATTACTTGAGGACACAAATTATGTGGTCTCG contig317 Solyc01g Shikimate               GO:00081 SL2.40ch AT2G24190.2  short-cha       chr2:102  4.84137 6.00577 44.3088 9.87577 10.9894 18.4561
GT Sense Sense -0.176 Comprom 0.176 Comprom 0.000 0.963 Detected 1.236 Detected 1.100 0.039 GT Sens contig317 contig317 Unannota TCCAACCGTCCCCTATATAACGTCTTCTCCTTGTTCACTGAAAAGGGAG contig317 Solyc05g Unknown Protein (A  SL2.40ch AT3G15670.1  late embr          chr3:531  6.38134 7.66602 11.8183 10.788 14.5378 17.5179
GT Sense Sense 0.380 Comprom -0.380 Comprom 0.000 1.415 Detected 1.486 Detected 1.450 0.063 GT Sens contig317 contig317 Unannota GTGCCATAGTAATGCAAACTTATCAGCTGAACATTAATTAGGTATCGAC contig317 Solyc08g BURP domain-conta               SL2.40ch AT2G43920.3  thiol meth    chr2:181  6.10414 3.39213 4.32383 3.23721 12.9391 13.5519
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 1.509 Detected 1.411 Detected 1.460 0.004 GT Sens contig317 contig317 Unannota TTAATTGGGTTCAGTTACTCCCATAATTCTATTCTAATAGTGGTGTACTGcontig317 Solyc08g BURP domain-conta               SL2.40ch AT2G43920.3  thiol meth    chr2:181  30.8603 26.119 48.8981 38.0911 86.1874 80.2518
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 3.875 Detected 3.559 Detected 3.717 0.007 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  13.6659 18.6763 178.427 154.627 249.88 200.136
GT Sense Sense 0.267 Comprom -0.267 Comprom 0.000 1.200 Detected 0.991 Detected 1.096 0.062 GT Sens contig318 contig318 Unannota ACAAAACCAGCAAGGATTTAGTTCCACAATTTTCTTCTCCTTCCCTCAAAcontig318 Solyc05g020010.1.1 AT1G3254LOL1  LOL1 (LS        chr1:117  7.83903 5.09099 13.0284 12.8617 15.4739 13.3524
GT Sense Sense 0.440 Comprom -0.440 Comprom 0.000 1.514 Detected 1.730 Detected 1.622 0.070 GT Sens contig318 contig318 Unannota TGCTGCAACAGCCAAAGGAAAGAAATAAAAGACAGTAGAATAAGCTGCA contig318 Solyc02g Geranylge                GO:00043 SL2.40ch AT3G44690.1 7.53762 3.85298 4.90671 6.41233 16.4087 19.0109
GT Sense Sense -0.180 Comprom 0.180 Comprom 0.000 2.245 Detected 0.921 Detected 1.583 0.147 GT Sens contig318 contig318 Unannota GATGAAGGGAAACTAGTTATTTTGAGATTTCCCAAAAGTCTCTACTCTC contig318 Solyc01g ATP bind                  GO:00055 SL2.40ch AT3G26490.1  phototro      chr3:970  6.06636 7.32836 11.3267 5.61335 33.6946 13.4244
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 1.511 Detected 1.377 Detected 1.444 0.003 GT Sens contig318 contig318 Unannota CGAGCATTTGTATAAATGCTCATGTATTTATGACACAACTTGTGCTTGC contig318 Solyc08g N-acetyltr              GO:00081 SL2.40ch AT5G65000.2  nucleotid      chr5:259  54.0475 53.3357 137.612 146.345 163.217 148.299
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 1.096 Detected 1.183 Detected 1.139 0.007 GT Sens contig318 contig318 Unannota TAATACATCTAGCATCTAGTTTAGCCTTGACTAACTGTGTTTAGAGCCT contig318 Solyc04g Xylulose               GO:00048 SL2.40ch AT5G42940.1  zinc finge        chr5:172  81.1748 86.174 175.347 158.353 190.669 201.876
GT Sense Sense -0.298 Comprom 0.298 Comprom 0.000 2.001 Detected 2.076 Detected 2.038 0.021 GT Sens contig319 contig319 Unannota GTACGTAACTGTTAACACAACAACATCATCGAACAACCTTCCTCGGTTT contig319 Solyc08g Unknown Protein (A  SL2.40ch AT4G0049BAM2, BM   BAM2 (B     chr4:222  2.14542 3.0504 1.77043 1.99305 10.9207 11.4656
GT Sense Sense 0.607 Detected -0.607 Comprom 0.000 2.499 Detected 2.194 Detected 2.346 0.064 GT Sens contig319 contig319 Calcium-r             TTTGGCAcontig319 Solyc11g Solyc11g Calcium-responsive transactiv             contig319 Solyc11g Calcium-responsive             SL2.40ch AT5G2864AN3, GIF,   AN3 (ANG         chr5:106  17.072 6.9288 46.6452 24.8415 65.5545 52.9129
GT Sense Sense -0.478 Comprom 0.478 Comprom 0.000 1.389 Detected 1.515 Detected 1.452 0.095 GT Sens contig319 contig319 Unannota TCATTCTTAATCATTTTTGTTATTTGCCCCTATCTTGATGTTAAAATAAA contig319 Solyc07g Hydroxyc                GO:00472 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  3.78793 6.91059 20.0345 15.9959 14.285 15.5474
GT Sense Sense -0.101 Comprom 0.101 Comprom 0.000 1.270 Detected 1.179 Detected 1.225 0.008 GT Sens contig319 contig319 Unannota GATTTATCGAACAATCGGGGCGGAATTTAAAAGACACTAAATCTTAAAA contig319 Solyc04g RING fing                   GO:00082 SL2.40ch AT5G24290.1  integral m     chr5:826  4.80649 5.19875 11.6272 14.3225 12.8527 12.0374
GT Sense Sense -0.490 Comprom 0.490 Comprom 0.000 2.158 Detected 2.436 Detected 2.297 0.046 GT Sens contig319 contig319 Unannota CATAGAGAAGTTCACACTCTGATTCAAGGCACTTTGTCTATTGCTGACT contig319 Solyc12g BHLH tran               GO:00056 SL2.40ch AT5G50970.1  WD-40 re     chr5:207  2.05446 3.8143 6.18755 7.53342 13.3266 16.1069
GT Sense Sense 0.227 Comprom -0.227 Comprom 0.000 1.172 Detected 0.965 Detected 1.069 0.050 GT Sens contig320 contig320 Unannota GGGAGGCAGAATTTATGTTTTAGTTGAGAAAAAGTTGGAGGGTAATGTTcontig320 Solyc11g MORN repeat protei              SL2.40ch AT3G2523ROF1, AT    ROF1 (RO              chr3:918  7.9844 5.4819 13.9666 12.2825 15.8949 13.7348
GT Sense Sense -0.064 Comprom 0.064 Comprom 0.000 1.437 Detected 1.522 Detected 1.480 0.003 GT Sens contig320 contig320 Unannota ATTCAATAATTGACCGCAAATGGCGTAGGAAAACCACAAAGACAACCAA contig320 Solyc08g Receptor   GO:00046 SL2.40ch AT3G44370.1  binding  chr3:160  4.32748 4.45031 6.27417 8.74172 12.6741 13.3985
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 1.795 Detected 1.411 Detected 1.603 0.044 GT Sens contig320 contig320 Unannota GAAAGGGTGAAGAGGCAAATATAATGTACACTGAGTACATATTTGAGGCcontig320 Solyc06g Superoxid                        GO:00089 SL2.40ch AT3G0548ATRAD9,   RAD9  chr3:158  648.963 914.939 2487.29 1455.42 2850.73 2178.28
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 1.800 Detected 1.307 Detected 1.554 0.041 GT Sens contig320 contig320 Unannota ACATTATGTTGATGTTGTTTATGTAGTTGATGGACAGGAAAAATAAATG contig320 Solyc06g Superoxid                        GO:00089 SL2.40ch AT3G0548ATRAD9,   RAD9  chr3:158  1021.86 1290.07 4323.89 2308 4264.11 3020.44
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 1.114 Detected 1.164 Detected 1.139 0.017 GT Sens contig320 contig320 Unannota GTTCCCACATCGGTGCTCAATATATACTACTCCCAAAATATACTCAACTCcontig320 Solyc09g Genomic DNA chrom         SL2.40ch AT5G59600.1  pentatric      chr5:240  26.4155 20.2003 34.944 59.5063 53.3187 55.0371
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 1.162 Detected 0.870 Detected 1.016 0.025 GT Sens contig320 contig320 Unannota ATTGTTGTCGCCAGTTGGAGCTGCTGCCAGTTATGGAGGCTCGTTGTC contig320 Solyc09g Unknown Protein (A  SL2.40ch AT5G48280.1  unknown   chr5:195  49.4772 42.121 47.1958 54.3624 108.954 88.7079
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 1.119 Detected 1.497 Detected 1.308 0.023 GT Sens contig321 contig321 Transpos                 TTTTGTGcontig321 Solyc03g Solyc03g Transpos                 GO:00150 GO:00150  contig321 Solyc03g Transpos                  GO:00036 SL2.40ch AT3G42770.1 20.1218 17.1809 31.3225 48.5398 43.0728 55.8017
GT Sense Sense -0.397 Comprom 0.397 Comprom 0.000 2.007 Detected 1.719 Detected 1.863 0.048 GT Sens contig321 contig321 NHL1 (Fra             GATATGGcontig321 Solyc11g Solyc11g NHL1 (Fragment) (AHRD V1 **--          contig321 Solyc11g NHL1 (Fragment) (AH             SL2.40ch AT3G1166NHL1  NHL1  chr3:367  4.1499 6.76705 15.3386 16.2049 22.7154 18.5486
GT Sense Sense -0.322 Comprom 0.322 Comprom 0.000 1.640 Detected 1.756 Detected 1.698 0.035 GT Sens contig321 contig321 Unknown   GTAAGATcontig321 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig321 Solyc11g Ribosoma                GO:00321 SL2.40ch AT2G44580.1  protein b       chr2:184  3.16981 4.66294 2.60402 4.51066 12.7807 13.8079
GT Sense Sense -0.448 Detected 0.448 Detected 0.000 2.769 Detected 2.172 Detected 2.470 0.044 GT Sens contig321 contig321 Unannota CGCTGCAAACATTCAATCAATTCTCTATAAGCAATGAGAAGTCGAAATTCcontig321 Solyc12g Auxin res               GO:00056 SL2.40ch AT4G2908PAP2, IAA   PAP2 (PH       chr4:143  838.542 1467.45 2926.39 2122.99 8063.42 5313.16
GT Sense Sense -0.424 Detected 0.424 Detected 0.000 2.497 Detected 1.989 Detected 2.243 0.045 GT Sens contig321 contig321 Unannota GTAGATCACCAAATCTGTGGATTTGAAGATCGACGCCAGGATTTCGAGTcontig321 Solyc12g Auxin res               GO:00056 SL2.40ch AT4G2908PAP2, IAA   PAP2 (PH       chr4:143  3554.06 6016.32 11269.1 8225.84 27827.8 19514.2
GT Sense Sense -0.640 Comprom 0.640 Detected 0.000 1.043 Detected 0.973 Detected 1.008 0.256 GT Sens contig321 contig321 Unannota CAGTGAATGGAGTGTGATTCTTCATTATACTAAGGTTTTGCCCCTTCAT contig321 Solyc03g Red chlor                   GO:00517 SL2.40ch AT5G28630.1  glycine-r    chr5:106  5.88569 13.4452 11.5463 15.6509 19.5458 18.5648
GT Sense Sense 0.696 Comprom -0.696 Comprom 0.000 1.299 Detected 2.125 Detected 1.712 0.169 GT Sens contig321 contig321 Unannota TACCTTTCTTCCCCTTTAAAACACAAATGCCTGCTTTTAACCCTCAAGTTcontig321 Solyc02g Os02g0508100 prote      SL2.40ch AT5G59900.1  pentatric      chr5:241  7.33072 2.62654 3.82037 3.66659 11.5173 20.3504
GT Sense Sense 0.420 Detected -0.420 Detected 0.000 1.162 Detected 1.132 Detected 1.147 0.112 GT Sens contig321 contig321 Unannota GGTATAAAGATGATATGTGTTACTAAGGTGATTCTAATATAGTTGGTGT contig321 Solyc03g Unknown Protein (A  SL2.40ch AT1G74200.1 50.6802 26.6307 30.5096 35.8997 87.6372 85.5854
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 1.223 Detected 1.027 Detected 1.125 0.015 GT Sens contig321 contig321 Unannota GCAACACGTGATGCATGGTTCTTGTGGTAATTTGAATCCAACAAATTCT contig321 Solyc11g WD repea                  GO:00001 SL2.40ch AT4G12100.1 16.468 13.4721 23.1014 14.1163 37.0858 32.2628
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 2.377 Detected 2.535 Detected 2.456 0.020 GT Sens contig321 contig321 Unannota TACAGTGTCCTTTCTGTTGTTGGGGAAAAATCGAAGATTTCACATGGTA contig321 Solyc01g065760.1.1 AT4G10540.1  subtilase    chr4:651  28.6442 16.8218 69.6 63.8354 121.611 135.282
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 1.489 Detected 0.936 Detected 1.213 0.052 GT Sens contig321 contig321 Unannota CTACTTTTTGGCCTAATTTTGTGAACTTGAATGGATGCCAATTCTTGAA contig321 Solyc03g Unknown Protein (A  SL2.40ch AT5G44840.1  glycoside           chr5:181  44.2197 37.0233 6261.02 3997.97 121.146 82.328
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 1.428 Detected 0.891 Detected 1.160 0.055 GT Sens contig321 contig321 Unannota TTAAGCTTAATTTTTGTGAACATCAATGTATGTTAGCTCTTGAATTGTAAcontig321 Solyc03g Unknown Protein (A  SL2.40ch AT5G44840.1  glycoside           chr5:181  16.883 18.0111 3177.71 1985.28 50.0353 34.3886
GT Sense Sense 0.888 Comprom -0.888 Comprom 0.000 1.136 Detected 1.596 Detected 1.366 0.275 GT Sens contig322 contig322 Unannota GGGGAAACTTACCCTATGACAAGTCGAGGGATAATATAACCAACTTGTC contig322 Solyc08g MLO-like               GO:00160 SL2.40ch AT4G0260MLO1, AT   MLO1; ca    chr4:114  9.34691 2.56827 9.60184 16.987 11.4851 15.7491
GT Sense Sense 0.098 Comprom -0.098 Comprom 0.000 4.132 Detected 1.229 Detected 2.681 0.207 GT Sens contig322 contig322 Unannota GCTTTAACATAATTTGAGAGACATTTTCCCCGGAGGATAAGTGTATGTA contig322 Solyc04g F-box domain conta                   SL2.40ch AT5G38120.1  4-couma           chr5:152  5.01889 4.12422 3.91049 13.2033 85.0652 11.3399
GT Sense Sense -0.318 Comprom 0.318 Comprom 0.000 3.203 Detected 2.661 Detected 2.932 0.020 GT Sens contig322 contig322 Hydroxyc               GGTTAATcontig322 Solyc02g Solyc02g Hydroxyc               GO:00167 GO:00167          contig322 Solyc02g Hydroxyc                GO:00167 SL2.40ch AT1G6709RBCS1A  RBCS1A              chr1:250  5.44898 7.96274 26.5016 5.85254 64.6832 44.3013
GT Sense Sense 0.431 Detected -0.431 Comprom 0.000 1.678 Detected 1.671 Detected 1.674 0.060 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  11.9145 6.16844 28.8444 32.813 29.2553 29.0195
GT Sense Sense -0.325 Detected 0.325 Detected 0.000 1.300 Detected 0.801 Detected 1.051 0.125 GT Sens contig323 contig323 Unannota CCAGTTTGAATCGCATTTCCTCAGAGATTATAAGAAAGTAATAAGTAGG contig323 Solyc09g WD-repeat protein-li               SL2.40ch AT5G11170.1  ATP bind          chr5:355  22.8292 33.7283 28.6017 27.3876 72.8737 51.4057
GT Sense Sense -0.272 Detected 0.272 Detected 0.000 1.301 Detected 0.834 Detected 1.068 0.097 GT Sens contig323 contig323 Unannota CTAGCTATTGGAAAAATGCATCGCAGTACTATAGTGTGTTATACGAAAG contig323 Solyc04g Unknown Protein (A  SL2.40ch AT5G38130.1  transfera     chr5:152  14.5525 19.9543 16.8041 19.5964 44.7804 32.298
GT Sense Sense 0.309 Comprom -0.309 Comprom 0.000 2.012 Detected 1.973 Detected 1.992 0.023 GT Sens contig323 contig323 Unannota AGATCTCAGACTGTCTCAGTACCTTCACTTGCGTATGGGCACTATATAG contig323 Solyc04g Ribosoma                 GO:00058 SL2.40ch AT1G36240.1  60S ribos      chr1:136  3.76153 2.30678 6.6397 7.83599 12.67 12.2932
GT Sense Sense 0.231 Comprom -0.231 Comprom 0.000 1.488 Detected 2.827 Detected 2.158 0.093 GT Sens contig323 contig323 Unannota CAGTTCCAAGTGTAAATCAGGCTTATGTTATGATTGTTAGTGTTGAGAG contig323 Solyc07g F-box/LRR                GO:00055 SL2.40ch AT3G43610.1  tubulin b   chr3:155  5.62709 3.84184 9.01221 7.86945 13.9118 35.0753
GT Sense Sense -0.068 Comprom 0.068 Comprom 0.000 1.593 Detected 0.995 Detected 1.294 0.052 GT Sens contig323 contig323 Unknown   CAAACAAcontig323 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig323 Solyc02g076900.2.1 AT4G00960.1  protein k     chr4:414  7.43243 7.68847 2.71319 5.92289 24.3188 16.0211
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.269 Detected 0.855 Detected 1.062 0.036 GT Sens contig324 contig324 Unannota GGAACGAGTGGAAAGTTGAAGATTTTGGGCCCACAAATTTATGCTTTGTcontig324 Solyc12g Pentatricopeptide re               SL2.40ch AT2G4700MDR4, PG     ABCB4 (A                 chr2:193  108.172 104.177 147.949 124.64 272.786 204.127
GT Sense Sense 0.302 Detected -0.302 Detected 0.000 0.910 Detected 1.178 Detected 1.044 0.087 GT Sens contig325 contig325 Unannota CCTCTCTGTGTATTTGGCATACAAGGAAGATAGTTCTGCAAGAAGTAAA contig325 Solyc07g Integrase core doma                 SL2.40ch AT5G45860.1 155.072 95.989 233.576 291.842 244.511 293.528
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 1.302 Detected 1.573 Detected 1.438 0.009 GT Sens contig325 contig325 Unannota GAAATTTGATACTCTCTATAGTATAGGAGTACTGTTTTGATGTAGAACA contig325 Solyc12g Germacre                 GO:00168 SL2.40ch AT5G16300.3  FUNCTIO                                                                chr5:533  30.9907 29.7232 64.9614 84.3573 79.8178 96.0123
GT Sense Sense -0.397 Comprom 0.397 Comprom 0.000 2.018 Detected 1.567 Detected 1.793 0.059 GT Sens contig325 contig325 Unannota CGATTAATGGATTCCAATGAAGGATCTTCGATGAGAGCTTTTGAAAAGA contig325 Solyc01g028940.1.1 AT3G61240.2  DEAD/DE       chr3:226  3.38549 5.52245 15.7411 11.4259 18.6704 13.6253
GT Sense Sense -0.374 Comprom 0.374 Comprom 0.000 2.140 Detected 2.284 Detected 2.212 0.028 GT Sens contig325 contig325 Unannota TAACAAAGAAAGTAAATTTTGCCTTCCTTTAGTATGTTATAATTTATAAA contig325 Solyc12g Nuclear transport fa        SL2.40ch AT3G59410.1  protein k     chr3:219  2.79111 4.4109 6.25357 8.64553 16.4915 18.1694
GT Sense Sense 0.067 Comprom -0.067 Comprom 0.000 1.396 Detected 1.231 Detected 1.314 0.006 GT Sens contig325 contig325 Unannota GGCAGCAAAATCTCATGAGATCAAGTTATAAGCTTCAATACTCTATGCT contig325 Solyc01g PHD finger family pr     SL2.40ch AT3G43990.1  bromo-ad       chr3:157  7.0174 6.02018 14.149 11.9966 18.2426 16.222
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 1.991 Detected 0.907 Detected 1.449 0.123 GT Sens contig325 contig325 Unannota CTATTTGAAGTGTAACAAGCTTACCTTTAAACTCCATAGTTGGAAGCAA contig325 Solyc06g Transcrip                   GO:00037 SL2.40ch AT5G28450.1  chloroph              chr5:103  112.06 129.565 449.635 170.613 510.948 240.152
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 2.012 Detected 1.044 Detected 1.528 0.102 GT Sens contig325 contig325 Unannota CATGAATTTACACATCAAGAATTTGGGAAGAAGATGAGAACACTTTGAG contig325 Solyc06g Transcrip                   GO:00037 SL2.40ch AT5G28450.1  chloroph              chr5:103  93.4206 118.368 411.034 151.622 452.366 230.493
GT Sense Sense -0.061 Comprom 0.061 Comprom 0.000 1.159 Detected 0.906 Detected 1.032 0.018 GT Sens contig325 contig325 Unannota CACTTGCACTCGTGCTCCATTTTCTAACCACGTGTAATACTATTGCAAA contig325 Solyc01g Protein ar                GO:00352 SL2.40ch AT1G71250.1  GDSL-mo      chr1:268  9.19946 9.42339 9.24166 10.2628 22.1655 18.5436
GT Sense Sense -0.602 Comprom 0.602 Comprom 0.000 1.648 Detected 2.991 Detected 2.319 0.124 GT Sens contig325 contig325 Unannota TTTTATCAAGTCTTTGTATCACCCCGTTAGGAATAGGGAAGATGGACAT contig325 Solyc11g Kinase fa                GO:00064 SL2.40ch AT3G04890.2 2.91335 6.3111 10.4729 6.9365 14.3291 36.2375
GT Sense Sense 0.148 Comprom -0.148 Comprom 0.000 1.833 Detected 1.507 Detected 1.670 0.017 GT Sens contig325 contig325 Unannota GATCTCTTTAATCTTCTCCTGATTTGGTTGTTGATTTTTGTGTGTAGTT contig325 Solyc04g Myosin class II heav       SL2.40ch AT1G72416.3 4.45847 3.41651 4.9151 5.35067 14.8292 11.7971
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 1.248 Detected 0.803 Detected 1.026 0.080 GT Sens contig326 contig326 Unannota CGAAACAATATGAACTAGTTAGATGACCTCTTGTGAAAAGATTAATGTTTcontig326 Solyc09g BHLH tran               GO:00037 SL2.40ch AT4G30980.1  basic hel      chr4:150  22.1372 15.4754 42.4564 28.2474 46.8871 34.3285
GT Sense Sense -0.099 Comprom 0.099 Comprom 0.000 1.323 Detected 1.585 Detected 1.454 0.013 GT Sens contig326 contig326 Unannota GAGTGGTACTTGTGCCTTATCCCTAAATTATTTGGAAAACTATATGATA contig326 Solyc08g DEAD-box                     GO:00040 SL2.40ch AT4G28740.1 5.89435 6.3628 10.2303 21.3643 16.3387 19.5358
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 2.261 Detected 1.410 Detected 1.835 0.060 GT Sens contig326 contig326 Receptor                CCAAAAAcontig326 Solyc02g Solyc02g Receptor                GO:00046 GO:00046       contig326 Solyc02g Receptor   GO:00046 SL2.40ch AT5G1600NIK1  NIK1 (NS      chr5:522  87.3711 107.973 174.341 202.047 496.524 274.366
GT Sense Sense -0.103 Comprom 0.103 Comprom 0.000 1.605 Detected 1.802 Detected 1.703 0.007 GT Sens contig326 contig326 Unannota GTTCTTACTCGTCAAAAGGTGATAGCATAACCCTGAAGCTACGCTAACT contig326 Solyc10g008900.2.1 ATMG012 ORF111C  hypothet    chrM:324  3.842 4.17104 3.86278 2.75354 12.988 14.8371
GT Sense Sense -0.564 Comprom 0.564 Comprom 0.000 6.946 Detected 2.064 Detected 4.505 0.214 GT Sens contig327 contig327 Unannota AACTTTAGACCAACCATTCAACCAAATTAAACAAAGTCATTCATTTATAA contig327 Solyc05g Cytochro  GO:00198 SL2.40ch AT5G02850.1  hydroxyp      chr5:652  2.01271 4.13826 6.20122 12.8333 379.458 12.8294
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 1.514 Detected 1.307 Detected 1.410 0.013 GT Sens contig328 contig328 Unannota TTTCTGCAACATTGAAGTCGTAATTTATAGTCATCAACAATATATATATA contig328 Solyc12g Translatio                   GO:00422 SL2.40ch AT5G1018AST68, SU   AST68; s     chr5:319  28.8217 22.7811 40.8901 29.5224 78.0371 67.3987
GT Sense Sense -0.521 Comprom 0.521 Comprom 0.000 1.861 Detected 2.199 Detected 2.030 0.066 GT Sens contig328 contig328 Unannota CACTATAGAATTTAAATTCCTTAGTTTAGACGTGATTTCTTTTATATTCA contig328 Solyc03g LUC7-like              GO:00507 SL2.40ch AT5G45200.1  disease r       chr5:182  2.1247 4.11548 6.22867 10.0912 11.4584 14.4356
GT Sense Sense -0.453 Comprom 0.453 Comprom 0.000 1.367 Detected 0.866 Detected 1.117 0.164 GT Sens contig328 contig328 Unannota GCAGCAAGAGTCAAAAGAGATGGTATAGGACAAGTCCATCATGTAAATA contig328 Solyc07g Mutator-like transpo                SL2.40ch AT3G49040.1  F-box fam    chr3:181  4.36575 7.69694 11.3451 6.54095 15.9469 11.2359
GT Sense Sense 0.563 Detected -0.563 Comprom 0.000 1.195 Detected 0.922 Detected 1.059 0.209 GT Sens contig329 contig329 Unannota CTGAGGAAATTTCAAATATTTGTGACATGAATATCTCTCGTGGTCGATC contig329 Solyc02g Pyrroline                GO:00428 SL2.40ch AT1G3050NF-YA7  NF-YA7 (N            chr1:108  10.3425 4.4568 9.24345 2.82491 16.5765 13.6793
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 2.048 Detected 2.467 Detected 2.258 0.013 GT Sens contig329 contig329 Unannota CAAGCCACTTTGAGCTGATTGAACAAAACCAATTGCTACACAAGATTGA contig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  16.2917 18.9892 68.2384 108.95 77.5906 103.413
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 1.229 Detected 1.694 Detected 1.461 0.045 GT Sens contig329 contig329 Unannota GGGAGCTACACTTGAAGAAAGTGAAAATTGAGAGCAATTGGGAAGATATcontig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  23.3722 29.8164 64.9659 102.098 65.9712 90.78
GT Sense Sense 0.349 Comprom -0.349 Comprom 0.000 1.308 Detected 2.132 Detected 1.720 0.086 GT Sens contig329 contig329 Unannota CAAAACATATGCCTCGTCTTTGTCTGCATGCAGGTACATCAATTTTGCT contig329 Solyc08g Peptidyl-p                  GO:00064 SL2.40ch AT2G0173ATCPSF7    ATCPSF7              chr2:320  5.11468 2.9686 10.0184 10.9481 10.2903 18.155
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.102 Detected 1.182 Detected 1.142 0.011 GT Sens contig329 contig329 Unannota TATAAAGGGCGTGCAGGTTCCGAAGTGAAAAAGCCAAATTGGAAGAGTTcontig329 Solyc10g Unknown Protein (A  SL2.40ch AT5G45180.1  flavin-con          chr5:182  167.821 185.344 244.047 182.259 403.786 425.457
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 1.052 Detected 1.012 Detected 1.032 0.029 GT Sens contig329 contig329 Unannota TATATAAACCCCTTTCGAGTCCATGGTGGACTTCTTCCCCTTGCACTTC contig329 Solyc10g Unknown Protein (A  SL2.40ch AT5G45180.1  flavin-con          chr5:182  161.573 194.319 240.146 191.719 391.825 379.954
GT Sense Sense -0.626 Comprom 0.626 Detected 0.000 1.188 Detected 1.029 Detected 1.108 0.221 GT Sens contig329 contig329 Unannota GCACAGTAAATTTTAACAGCACTACTAGACTGGTACAAACTTTGCAGCG contig329 Solyc11g Keratinocytes-assoc                   SL2.40ch AT3G17740.1  unknown   chr3:606  8.1379 18.2463 23.3868 29.0666 29.5974 26.4436
GT Sense Sense 0.277 Comprom -0.277 Comprom 0.000 1.671 Detected 1.156 Detected 1.414 0.065 GT Sens contig330 contig330 Unannota GAGCAACCCTTTCGTCAAAATATAATTTTTCTTTTCTGTGTGGAGTGTA contig330 Solyc10g Cellular n                  GO:00082 SL2.40ch AT5G46780.2  VQ motif-    chr5:189  6.54804 4.19626 16.4085 5.75064 17.8059 12.4197
GT Sense Sense -0.642 Comprom 0.642 Comprom 0.000 2.133 Detected 1.526 Detected 1.829 0.123 GT Sens contig330 contig330 Unannota TTTACCTTGTTCTAGGCGGCTACTGGGAAAACGACGATCAGTGAGCTTAcontig330 Solyc12g Response                   GO:00063 SL2.40ch AT4G14100.1 3.44235 7.88968 12.0849 10.8211 24.369 15.9538
GT Sense Sense -0.338 Comprom 0.338 Comprom 0.000 0.849 Detected 4.302 Detected 2.576 0.281 GT Sens contig330 contig330 Unannota GTACCGTTTCGGGGAATTGGAATAATAGTAACAAATAGTAACAGTAACA contig330 Solyc03g Aldo/keto                GO:00551 SL2.40ch AT5G51650.1  unknown   chr5:209  4.2708 6.41765 12.3708 7.67376 10.0557 109.804
GT Sense Sense 0.302 Detected -0.302 Detected 0.000 1.156 Detected 1.201 Detected 1.178 0.060 GT Sens contig330 contig330 Unannota ATTTTAGTTTATTTGTACTTGGACCTATATATATTAATTGAGTTATATGT contig330 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT2G37720.1 656.668 406.678 861.08 1005.25 1227.62 1262.86
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 1.247 Detected 1.459 Detected 1.353 0.033 GT Sens contig330 contig330 Unannota CTTCTACATGGTCATACTCGTTGACCATTGTACTTTTGAAATTATGAGT contig330 Solyc05g Chromosome 07 co        SL2.40ch AT3G10405.1  unknown   chr3:323  14.2654 18.3747 36.8333 33.9831 40.9682 47.3129
GT Sense Sense -1.079 Comprom 1.079 Detected 0.000 1.761 Detected 0.827 Detected 1.294 0.386 GT Sens contig331 contig331 Unannota CCATATCACATTAGATCCGTGACAGAAAAACCCTAAAGCTTACAAGAAG contig331 Solyc12g019900.1.1 AT5G16550.1  unknown   chr5:540  4.32818 18.1858 3.33292 3.03493 32.0626 16.7289
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 0.960 Detected 1.055 Detected 1.008 0.034 GT Sens contig331 contig331 Unannota AATTGACCTTAAAAAGGTTTCATATAACTTATCTATTCGAGAAACCCCCCcontig331 Solyc08g Glutaredo                GO:00454 SL2.40ch AT4G26700.3 20.0036 24.3255 24.3811 28.21 45.7656 48.7285
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.274 Detected 0.878 Detected 1.076 0.036 GT Sens contig331 contig331 Unannota GAGTGTTGGCTGTGGATTTGACTGAAGCTAGTAACTTTGGTTCAAAATT contig331 Solyc09g057700.1.1 AT2G3757SLT1  SLT1 (so      chr2:157  632.055 656.095 1073.3 609.124 1660.17 1258.48
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 1.388 Detected 1.097 Detected 1.242 0.016 GT Sens contig331 contig331 Unannota ACTATCTGTCTGCAACTTTCTTGTTTGAAGATTGGGCCATTTGTTTCTT contig331 Solyc09g057700.1.1 AT2G3757SLT1  SLT1 (so      chr2:157  117.481 102.014 169.644 106.858 305.502 248.942
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 0.985 Detected 1.028 Detected 1.007 0.064 GT Sens contig331 contig331 Unannota CCTGAGGCCACATATTCATACTCAATACCCATAATAAAGTAATTAAAGGAcontig331 Solyc04g F-box domain conta                   SL2.40ch AT3G1349OVA5, AT   OVA5 (OV                  chr3:439  14.4119 19.6051 38.4385 40.8312 35.4761 36.4497
GT Sense Sense 0.016 Comprom -0.016 Comprom 0.000 1.015 Detected 1.129 Detected 1.072 0.003 GT Sens contig332 contig332 Unannota ATCAAAATTCCTGGAGGAGGTAAGCACGAACGCTGTAAGCCATCATGCTcontig332 Solyc09g ARID/BRIGHT DNA-b                    SL2.40ch AT3G45530.1 5.2099 4.79292 4.03614 9.56968 10.7694 11.6173
GT Sense Sense 0.207 Comprom -0.207 Comprom 0.000 2.046 Detected 1.841 Detected 1.944 0.014 GT Sens contig332 contig332 Unannota GGCGTGCGAAATAAAGAAGATTTGGTGAGGATTTAGGGAAGAACAACATcontig332 Solyc10g Unknown Protein (A  SL2.40ch AT3G1166NHL1  NHL1  chr3:367  6.51142 4.59784 10.4637 14.2707 24.0983 20.8433
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 1.140 Detected 0.978 Detected 1.059 0.030 GT Sens contig332 contig332 1-phosph                          TGCAGGAcontig332 Solyc06g Solyc06g 1-phosph                          GO:00066 GO:00066      contig332 Solyc06g 1-phosph                                      GO:00044 SL2.40ch AT5G58670.1 429.589 320.332 417.003 689.607 872.082 776.998
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 1.571 Detected 1.221 Detected 1.396 0.017 GT Sens contig332 contig332 Peptide tr                 TTAGCAGcontig332 Solyc03g Solyc03g Peptide tr                 GO:00160 GO:00160   contig332 Solyc03g Peptide tr                  GO:00429 SL2.40ch AT3G47960.1  proton-de        chr3:176  3552.24 3604.21 7899.32 3941.33 11336.8 8868.54
GT Sense Sense 0.244 Detected -0.244 Detected 0.000 1.011 Detected 1.366 Detected 1.189 0.059 GT Sens contig332 contig332 Unannota CTTCTCGATCATTTCAGACATTTGAAAAGCTTCATTTACTACCATATCTT contig332 Solyc11g Heat stres                   GO:00037 SL2.40ch AT5G65620.1  peptidase          chr5:262  35.6914 23.938 41.4528 73.5805 62.8063 80.1233
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 1.908 Detected 1.958 Detected 1.933 0.004 GT Sens contig332 contig332 Unannota CTTCTATTATACAATAAATTTATCATTTGTAGAAACAGTATGTACAAATT contig332 Solyc11g CCR4-NO                    GO:00036 SL2.40ch AT2G20330.1  transduc          chr2:877  38.4452 30.7117 52.3765 76.375 137.561 141.975
GT Sense Sense 0.263 Detected -0.263 Detected 0.000 2.165 Detected 1.467 Detected 1.816 0.053 GT Sens contig333 contig333 Unannota TTTTCTTCCCCTTTTCAGCCTACGTGGCATTAGCTTGAAAGAAAAAGTC contig333 Solyc12g Unknown Protein (A  SL2.40ch AT3G60300.1  RWD dom    chr3:222  37.9051 24.7736 51.4203 87.6384 146.5 90.0862
GT Sense Sense -0.454 Comprom 0.454 Comprom 0.000 3.392 Detected 2.432 Detected 2.912 0.048 GT Sens contig333 contig333 Unannota GGTTTATTCATCTGACCGTAAACTAGGGTTGTTTGTATTTTCCTTGTAA contig333 Solyc03g Alpha-dio                GO:00167 SL2.40ch ATCG004 ATPB  chloropla          chrC:526  2.13058 3.76367 11.8116 11.1333 31.7087 16.2473
GT Sense Sense -0.602 Comprom 0.602 Comprom 0.000 1.872 Detected 1.871 Detected 1.872 0.090 GT Sens contig333 contig333 Unannota GCCAGAGCTTTAATATGTACTTCGAACATCGAGTGAGAAATCAAAAAGA contig333 Solyc04g Pathogenesis-relate       SL2.40ch AT2G3919ATATH8  ATATH8;   chr2:163  2.01831 4.37762 23.5149 14.1672 11.6041 11.5589
GT Sense Sense -0.632 Detected 0.632 Detected 0.000 2.712 Detected 2.272 Detected 2.492 0.065 GT Sens contig333 contig333 Unannota AGCATCAGCATCAATGGCAGCCAAATAACCTACTTTCTGAAGCAACATA contig333 Solyc02g Squamos                  GO:00037 SL2.40ch AT1G8049TPR1  TPR1 (TO    chr1:302  882.745 1994.05 5917.99 3393.02 9273.03 6810.99
GT Sense Sense -0.624 Detected 0.624 Detected 0.000 2.764 Detected 2.427 Detected 2.595 0.057 GT Sens contig333 contig333 Unannota GGTTAAGCATGCTCTCTATCTTCTGTCAATTCCCGGATTTCTAAGCAAA contig333 Solyc02g Squamos                  GO:00037 SL2.40ch AT1G8049TPR1  TPR1 (TO    chr1:302  1138.53 2545.36 8922.34 4979.86 12330.8 9732.73
GT Sense Sense 0.030 Comprom -0.030 Comprom 0.000 1.991 Detected 2.422 Detected 2.206 0.010 GT Sens contig333 contig333 Unannota GCTCTTCCAGAGCTCTCAATTAATTTTGTACTACCTGATATTGTGTTGA contig333 Solyc12g062830.1.1 AT4G10640.1 4.06681 3.66908 5.01833 17.0241 16.3744 22.008
GT Sense Sense 0.170 Comprom -0.170 Comprom 0.000 2.195 Detected 4.768 Detected 3.481 0.115 GT Sens contig333 contig333 Unannota ACAAATGAGAGATAAAGGATTGAACACGCGATCCTTTTTGTCAAACTTG contig333 Solyc12g Ribosoma        GO:00055 SL2.40ch AT5G11870.1  FUNCTIO                                                                       chr5:382  3.03534 2.25495 1.95978 5.38055 12.7771 75.7653
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 1.859 Detected 1.216 Detected 1.538 0.042 GT Sens contig334 contig334 Unannota CTTGAGCTTATGGCTAGTGGTGGATAGTATATGAAGGGTGACATTTTTAcontig334 Solyc05g Transcrip               GO:00037 SL2.40ch AT5G62610.1 88.0603 76.9762 52.5232 21.4795 318.49 203.415
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 1.979 Detected 1.387 Detected 1.683 0.030 GT Sens contig334 contig334 Unannota GAGGGGAACTACATCAATATTTTGTGTTCTCTGTTAAGATTGAATGCAT contig334 Solyc05g Transcrip               GO:00037 SL2.40ch AT5G62610.1 74.6811 68.9564 47.9296 18.6013 301.718 199.596
GT Sense Sense -0.551 Comprom 0.551 Comprom 0.000 1.189 Detected 1.081 Detected 1.135 0.177 GT Sens contig334 contig334 Unannota CTTTGTGTACATTTCTTGACATGCTTACCAATTTATGGAGGTCGAAAAC contig334 Solyc02g Casein ki               GO:00064 SL2.40ch AT5G67380.2 4.82199 9.7354 2.06729 7.01804 16.6532 15.4118
GT Sense Sense -0.385 Comprom 0.385 Comprom 0.000 2.436 Detected 1.162 Detected 1.799 0.137 GT Sens contig334 contig334 Unannota TCTCTAATACTTCAACTAAAGACAGAGAGAGAGAGAGCTCTTGCTCTAT contig334 Solyc03g Unknown Protein (A  SL2.40ch AT1G79860.1 4.06527 6.51934 16.4423 4.36145 29.7014 12.2475
GT Sense Sense -0.381 Detected 0.381 Detected 0.000 1.058 Detected 1.314 Detected 1.186 0.098 GT Sens contig334 contig334 Unannota ATGCGAACTTCTTCCTTATCTTTGCATTTTGGTTTGGTCGTGGAGGCCCcontig334 Solyc01g017590.1.1 AT5G42430.1 113.607 181.326 203.62 269.752 318.648 379.396
GT Sense Sense -0.550 Comprom 0.550 Comprom 0.000 0.945 Detected 1.274 Detected 1.109 0.193 GT Sens contig334 contig334 Unannota TCCGATTCCCCAATGGGAAGCCAACAAGCTCTTAAAAGTTCAACATAAA contig334 Solyc02g DNA mism                   GO:00055 SL2.40ch AT4G04480.1  LOCATE                                                              chr4:222  3.41557 6.88606 10.0767 2.71376 9.95877 12.4661
GT Sense Sense -1.028 Comprom 1.028 Comprom 0.000 1.996 Detected 1.514 Detected 1.755 0.238 GT Sens contig334 contig334 Unannota TAAAAAGAAGATAAAACAAATAAAAATCAAGGGATCAGCCAACAAATCTCcontig334 Solyc04g 60S ribos                 GO:00037 SL2.40ch AT2G39390.1  60S ribos      chr2:164  2.0435 7.99144 11.2092 12.9129 17.189 12.2748



GT Sense Sense -0.245 Detected 0.245 Detected 0.000 2.019 Detected 1.520 Detected 1.769 0.037 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  135.319 178.744 478.077 214.726 671.955 474.192
GT Sense Sense 0.029 Comprom -0.029 Comprom 0.000 1.746 Detected 2.066 Detected 1.906 0.007 GT Sens contig335 contig335 Unannota CTAGCATCGAAACTACATTTGATAGGATTCTACCAACAATTCTACAACTTcontig335 Solyc06g Acyl-CoA                  GO:00162 SL2.40ch AT1G2696AtHB23  AtHB23 (A            chr1:935  4.34805 3.93194 15.1869 14.8928 14.789 18.4112
GT Sense Sense -0.355 Comprom 0.355 Comprom 0.000 1.517 Detected 2.094 Detected 1.805 0.059 GT Sens contig335 contig335 Unannota TCGGAACAAGGCTACAGTAGTAACTGAATTTCGGAAGAAGTAACTAACG contig335 Solyc08g Transcription factor                SL2.40ch AT5G18000.1  transcrip       chr5:596  3.23322 4.97667 8.6001 12.2089 12.2413 18.2019
GT Sense Sense 0.255 Detected -0.255 Comprom 0.000 2.063 Detected 1.310 Detected 1.687 0.066 GT Sens contig335 contig335 Unannota CATATTGCATGCTCAAACTCAGGATAATTTGCAGAAAAGAACTTAGATACcontig335 Solyc06g F-box domain conta                SL2.40ch AT2G3867PECT1  PECT1 (P       chr2:161  12.5323 8.28453 11.4688 9.95621 45.4169 26.8687
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 1.255 Detected 1.441 Detected 1.348 0.005 GT Sens contig335 contig335 Unannota GTCTATGGATGCATTAGACAGCCAGAAAGGCAGAAAATGAGGAAGAAACcontig335 Solyc06g F-box domain conta                SL2.40ch AT2G3867PECT1  PECT1 (P       chr2:161  14.3503 13.4902 13.5562 13.7271 35.4099 40.1775
GT Sense Sense -0.786 Comprom 0.786 Comprom 0.000 1.350 Detected 1.580 Detected 1.465 0.206 GT Sens contig335 contig335 Unannota TGTAAATGCCTGAAAACTGAACACCAAACAGCACACAGAGGATATCAAA contig335 Solyc03g RNA-bind                 GO:00036 SL2.40ch AT5G14440.2  FUNCTIO                                                                                   chr5:465  2.14464 5.99865 9.01381 3.46388 9.74964 11.3971
GT Sense Sense -0.174 Comprom 0.174 Detected 0.000 1.072 Detected 1.084 Detected 1.078 0.025 GT Sens contig335 contig335 Unannota CAAGTCATCATATTCAGTTTCTTATTTCTAGCCTGTCCTTGAGTGTTTG contig335 Solyc01g097700.1.1 AT1G2056AAE1  AAE1 (AC        chr1:711  9.57015 11.4679 13.493 5.73737 23.4796 23.6125
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.345 Detected 1.021 Detected 1.183 0.021 GT Sens contig335 contig335 Unannota CGCTACTGAAATAAGGGTGTTTTTAGTCTTTGTCTATGGCATATTTAGT contig335 Solyc07g Unknown Protein (A  SL2.40ch AT5G61940.1  ubiquitin    chr5:248  56.0246 48.0948 76.1747 79.374 140.627 112.024
GT Sense Sense 0.374 Comprom -0.374 Comprom 0.000 1.753 Detected 1.413 Detected 1.583 0.061 GT Sens contig335 contig335 Unknown             ACTATGCcontig335 Solyc01g Solyc01g Unknown             GO:00036 GO:00036  contig335 Solyc01g Unknown              GO:00036 SL2.40ch AT1G68910.2  unknown   chr1:259  6.74414 3.7785 11.4673 17.2172 18.1452 14.2956
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 1.263 Detected 0.921 Detected 1.092 0.024 GT Sens contig335 contig335 Unannota GTCAAAGAGTTGGTATACATTGTAAGACTTGCGCATTTACGTCACACAT contig335 Solyc02g Homeobo                     GO:00435 SL2.40ch AT3G08960.1  binding /    chr3:273  35.1176 33.6 48.6951 48.9258 87.882 69.1681
GT Sense Sense -0.414 Comprom 0.414 Detected 0.000 0.926 Detected 1.089 Detected 1.007 0.140 GT Sens contig335 contig335 Unannota GCTAGTAAACTATAGCATTAAAGGTAGTAGTTAAGTTCATCCATTCTCC contig335 Solyc09g S-like RNa               GO:00045 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  7.60709 12.7071 19.7467 29.5984 19.9197 22.2361
GT Sense Sense 0.383 Detected -0.383 Detected 0.000 1.224 Detected 1.445 Detected 1.335 0.079 GT Sens contig336 contig336 Unannota GCTGCATTCTACCATCATCCTCCAAAGTGACCAATCTTTTGTTTTTGTA contig336 Solyc07g Retroelement pol po     SL2.40ch AT3G51690.1 23.6258 13.0688 26.1521 52.0646 43.7678 50.8809
GT Sense Sense -0.198 Comprom 0.198 Comprom 0.000 0.830 Detected 1.212 Detected 1.021 0.065 GT Sens contig336 contig336 Unannota AGTGTTGTATTCAACAAGGGCCATTCTTGCAGCCACATCAACAGACCTA contig336 Solyc01g Aldehyde               GO:00090 SL2.40ch AT3G08660.1  phototro     chr3:263  5.30211 6.56357 9.04505 8.72417 11.1859 14.533
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 0.939 Detected 1.249 Detected 1.094 0.051 GT Sens contig336 contig336 Unannota GCACCTGTCATCTCACTCTTTATAATTTCTCCTCACATTATTGAGTTCAAcontig336 Solyc10g L-lactate d                 GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  223.139 278.317 440.861 334.871 509.441 629.819
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 1.033 Detected 1.188 Detected 1.111 0.066 GT Sens contig336 contig336 Unannota GTCAAATACGATCTTACATTATTGTGTTTCCTCCTTATAGGTCTGGATT contig336 Solyc09g PWWP domain-conta              SL2.40ch AT4G3034ATDGK7  ATDGK7       chr4:148  50.7812 31.921 66.5845 122.468 87.8653 97.539
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 1.508 Detected 1.411 Detected 1.459 0.016 GT Sens contig337 contig337 Unannota AGGTAAAAAGGATTCTTTTTCTCACGTTCAAAATTCCTGTTTCTCCTCCTcontig337 Solyc05g Unknown Protein (A  SL2.40ch AT1G68490.1  unknown   chr1:256  118.481 142.623 136.915 181.584 394.276 367.497
GT Sense Sense -0.254 Comprom 0.254 Comprom 0.000 1.456 Detected 1.407 Detected 1.431 0.030 GT Sens contig337 contig337 Unannota GGTGATAAGAAGTGGTTTGACATCCCACCAACCAAGACCATAAAAGAAA contig337 Solyc01g Signal pe                  GO:00082 SL2.40ch AT1G01650.2  aspartic-     chr1:233  3.53554 4.73121 11.5985 7.85447 11.966 11.5286
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 1.206 Detected 1.133 Detected 1.170 0.012 GT Sens contig337 contig337 Unannota ACAAAGGCGCACAAGCCAATGTTCTCTTTATCCTTTCTCAATTATCTTCCcontig337 Solyc03g Citrate tra                 GO:00160 SL2.40ch AT5G24450.1  unknown   chr5:834  24.3198 19.2102 18.9263 42.7521 53.1924 50.4055
GT Sense Sense -0.095 Comprom 0.095 Comprom 0.000 0.937 Detected 1.162 Detected 1.049 0.019 GT Sens contig338 contig338 Unannota TGATATAAATATATTACCAATGAATATGGTGTAGCGAATAAAATTATTTT contig338 Solyc11g Unknown Protein (A  SL2.40ch AT1G12810.2 6.32795 6.79665 9.04121 6.17912 13.3897 15.5986
GT Sense Sense -0.034 Comprom 0.034 Comprom 0.000 1.433 Detected 1.432 Detected 1.432 0.001 GT Sens contig338 contig338 Unannota GGGTGAGAGCAAACATAAGAGACAATATCTGAAAACTGATATGATGATT contig338 Solyc06g Unknown Protein (A  SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  4.05143 3.99457 8.94125 4.18821 11.5831 11.5395
GT Sense Sense -0.492 Comprom 0.492 Comprom 0.000 3.186 Detected 4.816 Detected 4.001 0.052 GT Sens contig339 contig339 Unannota GAGTTCCAGAAATACAGAGCAGGAAAAATGGGAAAAGAAAAACATAGCT contig339 Solyc03g Receptor   GO:00046 SL2.40ch AT4G376 BT5  BT5 (BTB            chr4:176  2.45817 4.57384 3.27905 6.295 32.5393 100.421
GT Sense Sense -0.634 Comprom 0.634 Comprom 0.000 2.080 Detected 2.177 Detected 2.128 0.079 GT Sens contig339 contig339 Unannota ACGACTTCGACCACACGAGTCCCGACTAGAGAAAAGTTTGACAAATTCA contig339 Solyc09g014960.1.1 AT4G32610.1  unknown   chr4:157  3.04131 6.89605 31.5413 23.1655 20.6428 22.0201
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.294 Detected 1.227 Detected 1.260 0.001 GT Sens contig339 contig339 Unannota TACAAAATTAGAAGAGATAAAGAGGCCGGCCATGAGGCCCAATTCATTT contig339 Solyc11g Unknown Protein (A  SL2.40ch AT5G22240.1 118.311 112.62 138.343 141.078 301.753 287.218
GT Sense Sense 0.535 Comprom -0.535 Comprom 0.000 0.851 Detected 1.859 Detected 1.355 0.207 GT Sens contig339 contig339 Unannota GGTCACAGAGACAACTTTACCGTTCAAGCATATGAAATCACCCAAAAGA contig339 Solyc10g Polyaden                  GO:00037 SL2.40ch AT5G25440.1 8.53761 3.8258 11.4011 15.602 10.9916 22.0434
GT Sense Sense -0.044 Comprom 0.044 Comprom 0.000 1.385 Detected 1.353 Detected 1.369 0.001 GT Sens contig339 contig339 Unannota GCCCCTTATCAACACGTCATGTTCTTTTATCATATTTCAATTACAGGGAAcontig339 Solyc06g Receptor   GO:00046 SL2.40ch AT4G14920.1  DNA bind          chr4:853  4.78911 4.78967 12.1632 11.19 13.3369 13.0066
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 1.233 Detected 1.160 Detected 1.197 0.009 GT Sens contig340 contig340 Unannota TTCCTTCAACACCTACAAAAAGAACAATTAGAGCTGCAAAATTCACCAGTcontig340 Solyc12g Clathrin assembly p     SL2.40ch AT5G57200.1  epsin N-t           chr5:231  249.325 273.489 391.1 288.81 654.562 620.432
GT Sense Sense -0.015 Comprom 0.015 Comprom 0.000 1.239 Detected 1.212 Detected 1.226 0.000 GT Sens contig340 contig340 Unannota CAATGAAGGGTGAGTTAGTTAGCGATAAGAAGTGATTTGGTTTGTAACT contig340 Solyc12g cDNA clone 002-156        SL2.40ch AT3G19080.1 6.93873 6.66935 17.3532 17.6324 17.1215 16.7589
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 1.157 Detected 1.039 Detected 1.098 0.020 GT Sens contig340 contig340 Unannota GACTGAAATTCCAGGAGCATATAGTGTAGTTGTTTAAGAATATATTCTC contig340 Solyc03g Unknown Protein (A  SL2.40ch AT5G1788CSA1  CSA1 (co         chr5:590  157.523 121.127 242.165 244.84 328.518 301.768
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 1.776 Detected 1.746 Detected 1.761 0.000 GT Sens contig340 contig340 Unannota AACAACAAAACTGTAAAAGACCAAAAAATTGTAAAAATCAGTTGAACAAA contig340 Solyc10g Early response to de                 SL2.40ch AT5G62270.1  FUNCTIO                                                         chr5:250  20.6881 18.9322 13.8534 17.5648 72.2626 70.5767
GT Sense Sense -0.131 Comprom 0.131 Comprom 0.000 1.098 Detected 0.926 Detected 1.012 0.023 GT Sens contig340 contig340 Unannota CCAGACCCGAATTTGTTTCTCAGTAAAGAAAAAGGATAAGCTTTCGGCA contig340 Solyc11g Unknown Protein (A  SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  7.81026 8.81109 17.8906 11.7247 18.9332 16.7634
GT Sense Sense -0.311 Detected 0.311 Detected 0.000 3.081 Detected 1.002 Detected 2.042 0.201 GT Sens contig341 contig341 Unknown   AAGGCAAcontig341 Solyc08g Solyc08g Unknown Protein (AHRD V1);O contig341 Solyc08g Unknown   GO:00055 SL2.40ch AT5G65460.1  kinesin m    chr5:261  24.1212 34.9505 58.9131 104.48 262.011 61.8399
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 1.481 Detected 0.972 Detected 1.227 0.042 GT Sens contig341 contig341 Unannota ATTATAATCCTGTGATTCTATATAGTGACTTTCTCTTGTCTGGTGAATCAcontig341 Solyc09g Cyanate h             GO:00081 SL2.40ch AT3G1256TRFL9, AT   TRFL9 (T            chr3:398  39.5708 40.0874 56.1007 46.5816 118.538 83.0806
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.551 Detected 0.992 Detected 1.271 0.053 GT Sens contig341 contig341 Unannota CTGCATATTAGATTGTTTATACAACTAGCATGAACTATTTTGTCGCGGC contig341 Solyc09g Cyanate h             GO:00081 SL2.40ch AT3G1256TRFL9, AT   TRFL9 (T            chr3:398  58.3906 65.1564 85.2173 75.1451 192.748 130.397
GT Sense Sense 0.144 Comprom -0.144 Comprom 0.000 0.829 Detected 1.193 Detected 1.011 0.049 GT Sens contig341 contig341 Unannota AGCTTGTAGCCTGATAAAAGTGCAGACACTGCAAGGACCATGAAAGCAGcontig341 Solyc06g Lysine-sp                 GO:00346 SL2.40ch AT3G02710.1  nuclear a      chr3:583  7.58776 5.85064 14.0172 16.1876 12.6263 16.1928
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 1.700 Detected 1.072 Detected 1.386 0.052 GT Sens contig341 contig341 Unannota AAACAGCAAGAATAGCTGCCTTCCAGAGAGAGGCTTGGATATCCATCTCcontig341 Solyc06g Lysine-sp                 GO:00346 SL2.40ch AT3G02710.1  nuclear a      chr3:583  12.8628 13.87 13.9513 17.0775 46.276 29.8641
GT Sense Sense 0.605 Comprom -0.605 Comprom 0.000 1.504 Detected 1.763 Detected 1.633 0.118 GT Sens contig341 contig341 Unannota AAGAAGAAGCCTCAATCGCTCCTTCACTTCCTAAAAAGACCCACCAAAC contig341 Solyc06g Methionin                GO:00037 SL2.40ch AT3G5180ATG2  ATG2; am    chr3:192  6.08777 2.47604 11.7245 6.56072 11.7443 14.0064
GT Sense Sense -0.449 Comprom 0.449 Comprom 0.000 2.271 Detected 2.270 Detected 2.270 0.037 GT Sens contig341 contig341 Unannota CTCGTTGTCTCCCTATCAAATGTCAATTGCTTGCTTATCAAAGTTATTACcontig341 Solyc02g RNA polym                    GO:00046 SL2.40ch AT4G34100.2  protein b       chr4:163  2.6778 4.69854 11.9687 12.0636 18.2544 18.1888
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.150 Detected 0.875 Detected 1.013 0.018 GT Sens contig342 contig342 Unannota GAAAAGAGGAGGTGAAATTTTTAAAACTTTGAAAACGGCTGCAGATCTG contig342 Solyc10g Serine/threonine-pro                     SL2.40ch AT5G43570.1  serine-ty     chr5:175  65.1595 62.1696 138.414 100.9 150.645 124.102
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 1.278 Detected 0.914 Detected 1.096 0.063 GT Sens contig342 contig342 Unannota CCACTCTTACCAAATCTTTGGTAAGTGAAAGTAGTACACTGTTGTAGCA contig342 Solyc10g Serine/threonine-pro                     SL2.40ch AT5G43570.1  serine-ty     chr5:175  34.8358 24.0508 59.0467 40.9604 74.8281 57.9982
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 1.415 Detected 0.807 Detected 1.111 0.086 GT Sens contig342 contig342 Unannota TTAAATTTTAAATTTTGACTTCGCTTTGTGTGACTATACAATTACAGAAA contig342 Solyc10g Plant-specific doma                     SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  25.8034 19.1235 43.5842 25.0875 63.1679 41.3324
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 1.339 Detected 0.940 Detected 1.140 0.029 GT Sens contig342 contig342 Unannota CCATTGTTGAAAGAGAGGGTGGAATTTGTAAGTCAAGAAACAGGTTACT contig342 Solyc10g Plant-specific doma                     SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  258.473 247.052 576.102 401.761 681.689 515.606
GT Sense Sense 0.185 Comprom -0.185 Comprom 0.000 2.288 Detected 2.694 Detected 2.491 0.012 GT Sens contig343 contig343 Unannota TATATCTTACCTTGTAATACTAAAATATCTTTTTATTGAAAACCAGATCT contig343 Solyc09g Unknown Protein (A  SL2.40ch AT2G21050.1  amino ac     chr2:903  12.4809 9.09033 32.5404 32.0725 55.4913 73.2607
GT Sense Sense -0.157 Comprom 0.157 Comprom 0.000 0.901 Detected 1.647 Detected 1.274 0.088 GT Sens contig343 contig343 Unknown   TTGAAGGcontig343 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig343 Solyc08g Unknown Protein (A  SL2.40ch AT3G037 RIF10  RIF10 (re                  chr3:919  5.54947 6.48725 8.36061 6.96517 11.952 19.9771
GT Sense Sense -0.151 Comprom 0.151 Comprom 0.000 2.021 Detected 1.670 Detected 1.846 0.015 GT Sens contig343 contig343 Unannota TAGAAAATACTAAGATGAAAGAAAGCATTCGTTGCATGGACCACAGCAG contig343 Solyc03g Auxin res                GO:00037 SL2.40ch AT5G41620.1  FUNCTIO                                                                        chr5:166  3.65518 4.23852 6.4409 4.17511 17.035 13.3192
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 1.313 Detected 0.955 Detected 1.134 0.038 GT Sens contig344 contig344 PGR5-like       TAAAACC contig344 Solyc08g Solyc08g PGR5-like protein 1A%2C chlo     contig344 Solyc08g PGR5-like protein 1A      SL2.40ch AT4G1196PGRL1B  PGRL1B    chr4:717  1088.9 1247.91 2420.59 1326.56 3089.29 2403.36
GT Sense Sense -0.610 Comprom 0.610 Comprom 0.000 1.351 Detected 1.345 Detected 1.348 0.158 GT Sens contig344 contig344 Unannota GGTGTGATGGACTATAATAAAACCTGGCACCAGAAAGGAGGCATGAAGTcontig344 Solyc02g Ubiquitin-                  GO:00436 SL2.40ch AT1G1440UBC1, AT   UBC1 (UB        chr1:492  4.05056 8.88394 22.5085 4.53217 16.3222 16.2061
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 2.134 Detected 1.730 Detected 1.932 0.012 GT Sens contig345 contig345 Unannota GGACTTTGTTTAGTTCCCATTTCATGTACCCCTCAAATATATCATGAGA contig345 Solyc06g BHLH tran                GO:00305 SL2.40ch AT1G31050.1 35.3732 36.8715 90.2283 54.9955 169.045 127.398
GT Sense Sense -0.246 Comprom 0.246 Comprom 0.000 1.312 Detected 1.620 Detected 1.466 0.037 GT Sens contig345 contig345 Unannota TCTTGCTTAAATGGTGCAAATTCGAGCCCTACAGATGTTGATAAGGATT contig345 Solyc10g Transpos                GO:00055 SL2.40ch AT5G4679MSP2  MSP2 (m     chr5:189  5.32287 7.04258 2.4656 6.52726 16.2062 20.0062
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 1.232 Detected 0.979 Detected 1.106 0.016 GT Sens contig345 contig345 Unannota TCTTCTTCTTCTTTACCTAGATCTAGTTCTGTTTCTAGCACTACTTGCTAcontig345 Solyc01g Glycopro                   GO:00167 SL2.40ch AT5G5502ATMYB12    MYB120           chr5:223  291.665 299.104 692.476 746.29 739.999 619.189
GT Sense Sense 0.243 Comprom -0.243 Comprom 0.000 2.825 Detected 2.655 Detected 2.740 0.009 GT Sens contig345 contig345 Unannota ATGAAAAAGGAAATTTATAGACATTTTAGTTGTTTATTTATGTAACACAT contig345 Solyc01g Glycopro                   GO:00167 SL2.40ch AT5G5502ATMYB12    MYB120           chr5:223  3.3856 2.27479 9.38644 6.74957 20.9723 18.58
GT Sense Sense 0.269 Comprom -0.269 Comprom 0.000 2.245 Detected 1.746 Detected 1.995 0.032 GT Sens contig346 contig346 Unannota CTCCAGTAGCAGAGGTGCGAGTTGGGTAGGTGTTCAGGGTTGAGATGT contig346 Solyc02g Unknown Protein (A  SL2.40ch AT4G37550.2  formamid        chr4:176  4.23441 2.74292 10.5859 7.64766 17.2234 12.1567
GT Sense Sense 0.412 Comprom -0.412 Comprom 0.000 1.556 Detected 1.398 Detected 1.477 0.072 GT Sens contig346 contig346 Unannota ATAGACTATACTGCCGAGGACATCAAGCATGCGGATCTGTCTGTTGTGAcontig346 Solyc02g Unknown Protein (A  SL2.40ch AT4G37550.2  formamid        chr4:176  6.09295 3.23778 11.1763 5.14667 13.9237 12.4409
GT Sense Sense -0.625 Comprom 0.625 Comprom 0.000 0.900 Detected 1.370 Detected 1.135 0.231 GT Sens contig346 contig346 Unannota CAAAACCACCAGGAAGTAAGACCTCCACACTTGGCATTTAAAGCATCTT contig346 Solyc09g055750.1.1 AT1G61490.1 4.14718 9.28565 7.67301 10.8608 12.346 17.0558
GT Sense Sense 0.216 Comprom -0.216 Comprom 0.000 1.246 Detected 1.400 Detected 1.323 0.029 GT Sens contig346 contig346 Unannota CTAACTGAAACCTTGCAAGTACAGAACTACAAATTTCCCACCTCGAAATTcontig346 Solyc07g Unknown Protein (A  SL2.40ch AT5G38350.1  disease r       chr5:153  5.80288 4.049 4.21491 6.14598 12.262 13.6044
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 1.316 Detected 1.432 Detected 1.374 0.018 GT Sens contig347 contig347 Unannota GTTTCAGTACTACACACTCATTGATAATAGTACTAGTATTATTTCCCTTT contig347 Solyc01g Pectinest              GO:00305 SL2.40ch AT5G39820.1 1569.6 1153.68 2492.5 2793.29 3571.75 3860.44
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.556 Detected 1.646 Detected 1.601 0.013 GT Sens contig347 contig347 Unannota ATGTTAATATATAAAATAGGTCACATATATATCTCTATTGTGCTTTAGAT contig347 Solyc01g Pectinest              GO:00305 SL2.40ch AT5G39820.1 826.084 609.493 1380.4 1611.57 2225 2361.77
GT Sense Sense 0.672 Comprom -0.672 Comprom 0.000 1.911 Detected 3.650 Detected 2.780 0.127 GT Sens contig347 contig347 Unannota CAAGAACAAGCCAAAACGAAAGCCCCAGTGAGCTAAACAACACAAACTA contig347 Solyc08g074950.1.1 AT1G14540.1  anionic p    chr1:497  5.98378 2.21674 11.0352 6.9813 14.6038 48.5972
GT Sense Sense -0.257 Detected 0.257 Detected 0.000 1.216 Detected 1.651 Detected 1.433 0.051 GT Sens contig347 contig347 Unannota GAGTGCTTTTAGTTCTTGTAGCATTTCAGAATAGGTATTGTTCTAGTGT contig347 Solyc00g Unknown Protein (A  SL2.40ch AT2G28620.1 12.2647 16.4793 22.2961 17.0784 35.2211 47.4553
GT Sense Sense -0.201 Detected 0.201 Detected 0.000 0.881 Detected 1.168 Detected 1.024 0.053 GT Sens contig347 contig347 Unannota CTCTATAACATATTCTATTCCGTCAAATCAGTTTGAGTGCTGATGGGAA contig347 Solyc00g Unknown Protein (A  SL2.40ch AT2G28620.1 31.0284 38.5663 33.1177 38.982 67.9347 82.6201
GT Sense Sense -0.318 Detected 0.318 Detected 0.000 2.001 Detected 1.301 Detected 1.651 0.073 GT Sens contig347 contig347 Unannota TTATGTACAAGAGTTCGGCAAAACGTGGATGGAAAATCTTTTGATCGTT contig347 Solyc01g DNA replication licen       SL2.40ch AT4G03110.2  RNA-bind     chr4:137  21.7261 31.7907 76.2762 45.1968 112.197 68.8458
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 2.030 Detected 1.318 Detected 1.674 0.083 GT Sens contig347 contig347 Unannota AGTGATGCCACACAACGTGAAGAAGAACTGTCCACCTGTTATTAGAATA contig347 Solyc01g DNA replication licen       SL2.40ch AT4G03110.2  RNA-bind     chr4:137  19.3612 30.5795 75.3844 46.9398 105.966 64.4864
GT Sense Sense 0.496 Comprom -0.496 Comprom 0.000 1.868 Detected 2.069 Detected 1.968 0.060 GT Sens contig347 contig347 Unannota AAGATTGGGCATAGGTAATGTTGGTAGCTCAGGTTTTGGGAGACCAATGcontig347 Solyc04g Unknown Protein (A  SL2.40ch AT5G57120.1  FUNCTIO                                                                    chr5:231  4.61275 2.18371 47.5993 33.8405 12.3503 14.1615
GT Sense Sense -0.598 Comprom 0.598 Comprom 0.000 1.659 Detected 1.797 Detected 1.728 0.103 GT Sens contig347 contig347 Unannota AACAATAGTACAACCTAGGCTCCAAATATCTACAGCAACACTGGAACCT contig347 Solyc04g Protein ki                   GO:00064 SL2.40ch AT1G5357MAP3KA,   MAP3KA            chr1:199  4.50006 9.70607 17.6784 18.8544 22.2612 24.4166
GT Sense Sense 0.314 Comprom -0.314 Comprom 0.000 1.900 Detected 2.166 Detected 2.033 0.027 GT Sens contig347 contig347 Unannota GACAGATAATAGTCAAAATCTATTCTAGTATTCCATGATGGTAGCCTGG contig347 Solyc01g At2g23590-like prote      SL2.40ch AT2G3919ATATH8  ATATH8;   chr2:163  3.83216 2.33473 24.4552 3.87155 11.9047 14.2704
GT Sense Sense -0.606 Comprom 0.606 Comprom 0.000 0.976 Detected 4.384 Detected 2.680 0.277 GT Sens contig347 contig347 Unannota CCACCTACCTATATAAGTAAATTCAATAGAAATGAGAAGAGCGAAAAACGcontig347 Solyc08g CHY zinc                  GO:00051 SL2.40ch AT1G48140.1 3.31334 7.22275 6.85971 8.94577 10.2615 108.582
GT Sense Sense -0.006 Comprom 0.006 Comprom 0.000 1.005 Detected 1.055 Detected 1.030 0.001 GT Sens contig347 contig347 Unannota ATGGAAAATGAAGAAAAAAAAGTTTAGGCATGGAGAGGGGTATTTTAGGcontig347 Solyc04g RNA Bind                 GO:00428 SL2.40ch AT5G52900.1 8.14932 7.73345 21.1859 24.672 16.9877 17.54
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 1.444 Detected 1.435 Detected 1.439 0.021 GT Sens contig347 contig347 Unannota TAATAGGAAATGCATTTTGTACGATAAAAGAAAACTATGTACTGTATATGcontig347 Solyc01g Unknown Protein (A  SL2.40ch AT1G69980.1  unknown   chr1:263  726.239 509.7 1402.8 877.535 1765 1748.42
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 1.313 Detected 0.927 Detected 1.120 0.029 GT Sens contig348 contig348 NAD(P)H-q                   CACCATT contig348 Solyc05g Solyc05g NAD(P)H-q                   GO:00551 GO:00551  contig348 Solyc05g NAD(P)H-q                    GO:00551 SL2.40ch AT1G7076CRR23  CRR23 ((c     chr1:266  468.059 458.2 1196.7 581.917 1227.38 935.874
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 3.247 Detected 2.183 Detected 2.715 0.039 GT Sens contig348 contig348 Unannota GAAACATTGTTTAAGGAACTCTTCATGTACTCCATCAGACCAAATTGTTCcontig348 Solyc02g Pto-like, S     GO:00163 SL2.40ch AT1G13420.1 33.8029 25.8686 155.373 43.0462 299.323 142.767
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 3.239 Detected 2.290 Detected 2.765 0.031 GT Sens contig348 contig348 Unannota TTTTCCACTCCCATGACAATTAAGCCGTTGTATCGCGATAGCGCGGAGCcontig348 Solyc02g Pto-like, S     GO:00163 SL2.40ch AT1G13420.1 88.0633 65.9471 367.889 115.205 767.092 396.343
GT Sense Sense 0.355 Comprom -0.355 Comprom 0.000 5.002 Detected 4.251 Detected 4.626 0.012 GT Sens contig348 contig348 Unannota ATTTTCGATAAACCCCATTTCTGTTTCCTTCTTATAATTTATTAGACGAT contig348 Solyc02g Unknown   GO:00452 SL2.40ch AT1G50140.2  ATP bind        chr1:185  3.92898 2.26059 37.6134 4.24135 101.816 60.3294
GT Sense Sense -0.986 Comprom 0.986 Detected 0.000 1.063 Detected 1.026 Detected 1.044 0.401 GT Sens contig348 contig348 Unannota ATTTTCTCTCGTTCACTGGACCTTACAGCGTCAACTGTGTCCTGTTTAT contig348 Solyc08g Tripartite               GO:00048 SL2.40ch AT3G1275ZIP1  ZIP1 (ZINC         chr3:405  4.54346 16.7782 11.4523 6.40764 19.4468 18.9011
GT Sense Sense -0.633 Comprom 0.633 Comprom 0.000 1.537 Detected 1.696 Detected 1.617 0.127 GT Sens contig348 contig348 Unannota GAATATTTTCTTCTATCTCATCCATTCAATTCTGTAGAAACAAGCCGGACcontig348 Solyc01g D111/G-pa               GO:00056 SL2.40ch AT5G6663DAR5  DAR5 (DA        chr5:265  3.57524 8.09489 5.83271 11.4851 16.6515 18.5359
GT Sense Sense 0.091 Comprom -0.091 Comprom 0.000 2.464 Detected 2.028 Detected 2.246 0.011 GT Sens contig348 contig348 Unannota TTTTCGTAGTTTAATTTGATCCTTTTATCATTTAAGAAATCTTAAGTTTA contig348 Solyc03g CER1 (AH              GO:00099 SL2.40ch AT3G52700.1  unknown   chr3:195  2.9666 2.45972 15.712 12.064 15.8926 11.713
GT Sense Sense -0.090 Comprom 0.090 Comprom 0.000 5.030 Detected 2.452 Detected 3.741 0.101 GT Sens contig348 contig348 Unannota TAAACTAAGTTTAAAAGAGACCCAAAAATAAGAGAATCTGATAAATCCCAcontig348 Solyc08g066300.1.1 AT5G06400.1  pentatric      chr5:195  2.08872 2.22789 1.71118 1.92721 75.149 12.5518
GT Sense Sense -0.209 Comprom 0.209 Comprom 0.000 1.046 Detected 1.348 Detected 1.197 0.044 GT Sens contig349 contig349 Unannota TTCAGAACATATGGGGGACTCAGAGAGAGAGAGAAAGAGAGGGTACAG contig349 Solyc05g ER-derive                GO:00169 SL2.40ch AT2G21990.1 4.64802 5.8473 9.27674 4.67528 11.4803 14.11
GT Sense Sense 0.253 Comprom -0.253 Comprom 0.000 1.898 Detected 1.980 Detected 1.939 0.017 GT Sens contig349 contig349 Unannota TACTGGACATCAACCTTTGGAATTTCCAAATCTGTAACCTCTACACTGC contig349 Solyc12g Had superfamily (Su                  SL2.40ch AT5G35430.1  binding  chr5:136  3.29687 2.18547 6.94103 4.63927 10.6655 11.2605
GT Sense Sense 0.639 Detected -0.639 Comprom 0.000 0.950 Detected 1.058 Detected 1.004 0.258 GT Sens contig349 contig349 Unannota CTACACAGCCATCCAACAAAAATAAGAAGTTGCGACAACCAAAAGAAAATcontig349 Solyc12g Had superfamily (Su                  SL2.40ch AT5G35430.1  binding  chr5:136  11.5445 4.4781 5.58086 11.9201 14.8087 15.917
GT Sense Sense -1.329 Comprom 1.329 Detected 0.000 2.559 Detected 1.716 Detected 2.137 0.265 GT Sens contig350 contig350 Chromod                 CTGTCTAcontig350 Solyc10g Solyc10g Chromod                 GO:00082 GO:00082   contig350 Solyc10g Chromod                  GO:00056 SL2.40ch AT5G35180.4  phospho    chr5:134  2.05377 12.203 13.5691 2.68967 31.4673 17.4803
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 1.167 Detected 1.096 Detected 1.132 0.040 GT Sens contig351 contig351 Unannota GCTGCTTCAGTAAACTCTTCTATCCCATTTACAGAGAAGAAGTAACAAA contig351 Solyc11g 30S ribos                 GO:00058 SL2.40ch AT1G6499GTG1  GTG1 (G      chr1:241  10.4111 13.4628 35.8904 38.2993 28.3526 26.9147
GT Sense Sense -0.441 Detected 0.441 Detected 0.000 1.534 Detected 1.077 Detected 1.305 0.119 GT Sens contig351 contig351 Unannota GTTTGTTCCTCTTTTATCTCTTTGCTATGTACTACTGCTCTGTGTTTGT contig351 Solyc11g 30S ribos                 GO:00058 SL2.40ch AT1G6499GTG1  GTG1 (G      chr1:241  15.5285 26.9104 56.4053 54.6784 63.1235 45.8506
GT Sense Sense -1.173 Comprom 1.173 Detected 0.000 0.864 Detected 3.567 Detected 2.215 0.341 GT Sens contig351 contig351 Unannota ATCAATTGTCATTACAAAACCAAAACACCCGTGTTGGGGAAGTCTGATG contig351 Solyc10g Unknown Protein (A  SL2.40ch AT3G15130.1  pentatric      chr3:509  3.11242 14.896 13.6301 13.4385 13.2112 85.8242
GT Sense Sense 0.405 Detected -0.405 Detected 0.000 2.283 Detected 1.205 Detected 1.744 0.123 GT Sens contig351 contig351 Unannota GCTCAGATCATCCAAGTGCTTTTTGGAACAAGAAAAAACATATTGTAAC contig351 Solyc11g Receptor-                 GO:00064 SL2.40ch AT3G1535SPA3  SPA3 (SP         chr3:516  104.401 56.0506 177.562 73.2492 397.016 187.503
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 1.867 Detected 0.921 Detected 1.394 0.131 GT Sens contig351 contig351 Unannota ACTAAGTCTCGCCCCTGCCAAATGAACGAAGAATTAGTGGAGTTCTGTAcontig351 Solyc11g Receptor-                 GO:00064 SL2.40ch AT3G1535SPA3  SPA3 (SP         chr3:516  294.814 182.144 429.79 201.076 901.268 466.369
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.556 Detected 1.380 Detected 1.468 0.008 GT Sens contig351 contig351 Unannota GTAGCTAATGTTGATTTCCAGAATGTGTTAGGTGGTGTGAATAATCCAA contig351 Solyc10g Elicitor-responsive p                 SL2.40ch AT1G7006SNL4  SNL4 (SIN    chr1:263  86.4013 70.5493 174.602 110.891 244.837 216.044
GT Sense Sense -0.790 Comprom 0.790 Comprom 0.000 2.351 Detected 1.844 Detected 2.097 0.127 GT Sens contig351 contig351 Unannota GTCATTTGTTATGTAGTGTTAGTCACGAATCTAAAGTTATCGGCGACAT contig351 Solyc02g064780.1.1 AT3G43400.1 2.1884 6.15327 22.8096 23.8383 19.9573 14.0109
GT Sense Sense 0.897 Detected -0.897 Comprom 0.000 1.220 Detected 1.959 Detected 1.589 0.243 GT Sens contig352 contig352 Unannota CTCATCATTGTCAGTAGTCAGTACCGTTATCAAATATGTATCAAAAAGAAcontig352 Solyc08g Unknown Protein (A            SL2.40ch AT5G54030.1  DC1 dom    chr5:219  11.0614 3.00291 11.7991 15.6465 14.3188 23.8201
GT Sense Sense 0.963 Detected -0.963 Detected 0.000 3.032 Detected 2.115 Detected 2.574 0.137 GT Sens contig352 contig352 Unannota GCCACATATTAAAAAATAATTAGGGTTCATGTTGATTATAATGTCTCCATcontig352 Solyc09g Proteinas                    GO:00096 SL2.40ch AT5G07080.1  transfera     chr5:220  10254.1 2537.97 7415.14 2340.41 44500.2 23498.7
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 1.640 Detected 1.254 Detected 1.447 0.019 GT Sens contig352 contig352 Genomic          TTGTGCTcontig352 Solyc02g Solyc02g Genomic DNA chromosome 5       contig352 Solyc02g Genomic          GO:00055 SL2.40ch AT5G35810.1  FUNCTIO                                                                 chr5:139  471.287 483.286 1050.15 746.696 1586.16 1210.3
GT Sense Sense -0.183 Comprom 0.183 Comprom 0.000 1.094 Detected 1.760 Detected 1.427 0.064 GT Sens contig352 contig352 Unannota TAAACGCCTGAATTACATAGAGTAGAAAGCTCACCGGAATAGGCTTGGGcontig352 Solyc11g Glutamine                GO:00068 SL2.40ch AT5G16570.1 4.69754 5.69539 11.7745 12.1092 11.7784 18.6324
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 2.125 Detected 0.893 Detected 1.509 0.138 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  10.6087 11.7556 10.4683 5.56647 51.9352 22.0418
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 2.231 Detected 1.761 Detected 1.996 0.015 GT Sens contig353 contig353 Unannota GTACGTTAGTATGGTGAATATATCAACATCAATGTATTTGGAAAGAATTGcontig353 Solyc02g Glycerop                     GO:00163 SL2.40ch AT1G29560.2 121.927 104.55 199.661 199.387 565.071 406.845
GT Sense Sense -0.188 Comprom 0.188 Comprom 0.000 2.373 Detected 1.961 Detected 2.167 0.016 GT Sens contig353 contig353 Unannota ATAAATTAGTTGACATAATTGGATATTTGATGAGACAACAGAGAGATTAAcontig353 Solyc02g Glycerop                     GO:00163 SL2.40ch AT1G29560.2 4.85611 5.93377 8.20575 11.7054 29.6465 22.213
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 1.037 Detected 1.075 Detected 1.056 0.038 GT Sens contig353 contig353 Unannota CGACGCAGTTTTAATCGATACGTTACGTAGATTAAATGGAGAAAAAATC contig353 Solyc09g Trihelix tr              GO:00037 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  31.9124 40.204 47.7876 25.5514 78.3844 80.238
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 0.860 Detected 1.286 Detected 1.073 0.037 GT Sens contig353 contig353 Unannota GCCTCCTCTCATATCTGTGGTTCATCTCACAAACTAAAATCTTTCTTCATcontig353 Solyc01g Histone H              GO:00428 SL2.40ch AT5G18840.1  sugar tra    chr5:628  15.1839 14.1203 37.8469 34.8076 28.3353 37.9681
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 1.374 Detected 1.439 Detected 1.406 0.026 GT Sens contig353 contig353 Unannota GAGAGTCGTAAAGACTCAGTCTTTTATCAAGCAAGACAACCTTAAGAGA contig353 Solyc02g090550.1.1 AT5G34930.1  arogenat    chr5:132  35.4839 45.8503 59.5033 79.5717 111.456 116.257
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 1.018 Detected 1.055 Detected 1.037 0.037 GT Sens contig353 contig353 Unannota CATGAAGTTCATGAAGTTGGAAGAAGAATCCAAAGTGGATTAGAAGACGcontig353 Solyc02g090550.1.1 AT5G34930.1  arogenat    chr5:132  150.093 187.536 252.514 328.858 362.409 370.597
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.090 Detected 0.952 Detected 1.021 0.044 GT Sens contig353 contig353 Unannota TGCTTTATTTAGGAATCGAAAACTAGAAAAGTTACATAATATCAAGATTT contig353 Solyc11g E3 UFM1-                    GO:00055 SL2.40ch AT1G5302UBC26, P   UBC26 (U       chr1:197  70.8225 49.6791 91.9392 50.9516 134.675 122.002
GT Sense Sense -0.474 Detected 0.474 Detected 0.000 1.259 Detected 1.013 Detected 1.136 0.146 GT Sens contig353 contig353 Unannota GGATTTTAGTGAAGCACGGAGGATTCCCGAAGTTGTGCCATCTGGTCT contig353 Solyc08g Mitochon                GO:00551 SL2.40ch AT3G22670.1  pentatric      chr3:801  19.1705 34.7799 33.06 34.6846 65.9019 55.4002
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 1.533 Detected 1.488 Detected 1.511 0.008 GT Sens contig353 contig353 Unannota ATAATTTGTATATATTCAATGAATTTCTTGATGAAAATACTGGTTTAGAT contig353 Solyc07g Xylogluca                GO:00167 SL2.40ch AT2G2712POL2B, T   TIL2 (TIL                    chr2:115  235.384 182.842 597.077 378.739 640.344 618.676
GT Sense Sense -0.356 Comprom 0.356 Comprom 0.000 3.285 Detected 2.937 Detected 3.111 0.016 GT Sens contig354 contig354 Unannota GCGATCCCCGTCAGGTATTGTATTTCTTCTTCCATTTTAAGTTAAGAAG contig354 Solyc00g Unknown Protein (A  SL2.40ch AT3G16160.1 2.04964 3.15865 2.60187 4.13687 26.4398 20.7124
GT Sense Sense -0.477 Comprom 0.477 Comprom 0.000 0.831 Detected 1.261 Detected 1.046 0.184 GT Sens contig354 contig354 Unannota TATGATATCTATTGTTCAACTTCTGCATCGCAACCCTTTTGACTGTTAATcontig354 Solyc03g Peptidase                GO:00160 SL2.40ch AT3G27110.2  peptidase     chr3:999  4.76964 8.69367 13.236 11.5431 12.2161 16.4083
GT Sense Sense -0.522 Comprom 0.522 Comprom 0.000 1.359 Detected 1.295 Detected 1.327 0.126 GT Sens contig354 contig354 Unannota TGGCTGGATTATCTGCTACTTCCATGTTCATTTCACCATTTATGTGTTA contig354 Solyc03g Peptidase                GO:00160 SL2.40ch AT3G27110.2  peptidase     chr3:999  4.59466 8.91144 14.9569 10.3789 17.5025 16.6978
GT Sense Sense -0.215 Comprom 0.215 Comprom 0.000 1.652 Detected 1.263 Detected 1.457 0.037 GT Sens contig354 contig354 Unannota ACGAACTTGTCAACAAACAGCATACGTTCTTTCATATGACTTGTCTTGA contig354 Solyc11g Nucleoporin NUP188     SL2.40ch AT2G3627ABI5, GIA   ABI5 (AB            chr2:152  4.50591 5.71021 12.0126 11.9498 16.9954 12.9451
GT Sense Sense 0.899 Detected -0.899 Comprom 0.000 3.663 Detected 1.628 Detected 2.645 0.191 GT Sens contig355 contig355 Cytochro                 CGATGGGcontig355 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig355 Solyc09g Cytochro  GO:00198 SL2.40ch AT4G3197CYP82C2  CYP82C2               chr4:154  13.3125 3.60158 22.7949 11.1874 93.5168 22.7513
GT Sense Sense -0.473 Detected 0.473 Detected 0.000 1.737 Detected 2.084 Detected 1.911 0.063 GT Sens contig355 contig355 Unannota TAAAAGGAACACACAGGTTTAAGAGACTTATCCTTGGGCGCTCCTCTTA contig355 Solyc11g Cellulose                    GO:00517 SL2.40ch AT3G5430ATVAMP7    ATVAMP       chr3:201  61.6181 111.705 196.787 192.468 294.936 374.091
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 0.906 Detected 1.246 Detected 1.076 0.031 GT Sens contig355 contig355 Unannota ACTTACAAGCAGTAATAAAGTAAAATCCCCAGCCCCTTCTCTGTTTTCTCcontig355 Solyc11g Cellulose                    GO:00517 SL2.40ch AT3G5430ATVAMP7    ATVAMP       chr3:201  53.7743 57.6712 68.1639 86.6192 111.247 140.461
GT Sense Sense -0.392 Comprom 0.392 Detected 0.000 2.985 Detected 1.615 Detected 2.300 0.100 GT Sens contig355 contig355 Unannota GTGAGGAAGAGGTGTTTTGGACTCATTTTTGCAATTAATTGATTAATTT contig355 Solyc01g Histidine                    GO:00099 SL2.40ch AT3G52700.1  unknown   chr3:195  6.87293 11.1341 23.6045 5.33027 73.8317 28.4859
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 2.615 Detected 1.309 Detected 1.962 0.103 GT Sens contig355 contig355 Unannota GCCGGAGGATCATTTCCAGTGGTGTGAATATTGATTGATGAGATATATGcontig355 Solyc01g Histidine                    GO:00099 SL2.40ch AT3G52700.1  unknown   chr3:195  714.885 895.187 2434.34 830.857 5226.41 2107.65
GT Sense Sense 0.282 Comprom -0.282 Comprom 0.000 1.120 Detected 1.555 Detected 1.338 0.064 GT Sens contig355 contig355 Unannota CGCTTTTATCTATTTTTGATCCTTATTTTATATTTTTAATATGACATGAC contig355 Solyc04g SPRY domain-conta      SL2.40ch AT4G1392AtRLP50  AtRLP50         chr4:804  5.82681 3.71004 15.6964 14.6925 10.7765 14.5269
GT Sense Sense -0.397 Comprom 0.397 Comprom 0.000 1.061 Detected 1.417 Detected 1.239 0.104 GT Sens contig355 contig355 Unannota TCAGACCTTGAAAGATCTTTACTAAACCTTCTCTTAGCCGCATGTCGTC contig355 Solyc12g Acyl-CoA thioestera      SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  4.73114 7.71911 11.5007 14.1855 13.4487 17.1615
GT Sense Sense -0.019 Comprom 0.019 Comprom 0.000 5.926 Detected 4.681 Detected 5.303 0.014 GT Sens contig355 contig355 Unannota ATTCAATTATCCAACTGTCTGCAGCAAGTCAATTGTGGAGAACAGTTTC contig355 Solyc05g Regulator                      GO:00036 SL2.40ch AT2G17650.1  AMP-dep        chr2:767  2.75756 2.66376 2.08271 1.90658 175.696 73.9224
GT Sense Sense -1.054 Comprom 1.054 Comprom 0.000 1.376 Detected 1.935 Detected 1.656 0.268 GT Sens contig356 contig356 Unannota TGCTTGTAGTCAATGTTATTGACAATACTTCCTTTCTATGCCAATACAACcontig356 Solyc03g Uncharac                  GO:00167 SL2.40ch AT2G22610.1  kinesin m    chr2:959  2.08114 8.4393 16.1893 10.0756 11.6017 17.0352
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 1.123 Detected 0.951 Detected 1.037 0.007 GT Sens contig356 contig356 Unannota CCTGAAAGAGGTCCAGATCTGATTTGAGAAGTGCTAATTCGGTTCGAATcontig356 Solyc04g GDSL est               GO:00162 SL2.40ch AT3G209 NF-YA9  NF-YA9 (N            chr3:732  265.435 256.293 554.903 401.315 605.982 536.214
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 0.837 Detected 2.434 Detected 1.636 0.177 GT Sens contig356 contig356 Unannota AACATCGGATACTTTAATATATAACTGATCCAGTTCGTGCTTGCCCACA contig356 Solyc06g Cytochro      GO:00451 SL2.40ch AT1G74450.1  unknown   chr1:279  15.7045 15.6085 13.8418 18.2125 29.8329 89.9338
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 1.186 Detected 1.272 Detected 1.229 0.028 GT Sens contig356 contig356 Unannota ACTAGCGTGCCTTAGCTTATTTGACTAGCTTTTAAGGGTCGAAAATTTA contig356 Solyc01g065830.1.1 AT3G58060.1  cation eff           chr3:214  29.9738 21.1522 40.9119 68.901 61.0908 64.6334
GT Sense Sense -0.106 Comprom 0.106 Comprom 0.000 6.303 Detected 3.321 Detected 4.812 0.084 GT Sens contig356 contig356 Unannota CCGTGAATGGAATACAATTTTTGAGTTGAAGACAAAATCTGTGTATGTA contig356 Solyc08g Zinc finge                  GO:00054 SL2.40ch AT3G15980.3  coatome           chr3:541  2.00876 2.18885 1.67424 13.8747 176.505 22.2732
GT Sense Sense -0.407 Comprom 0.407 Comprom 0.000 3.271 Detected 1.227 Detected 2.249 0.178 GT Sens contig356 contig356 Unannota CCGGGTCGGTGAACGAAAGACTTTCTTCTAATCTCTATTGTTTAATTGT contig356 Solyc09g Ulp1 protease family         SL2.40ch AT5G16110.1  unknown   chr5:526  3.9259 6.49292 15.3611 10.9317 51.975 12.5624
GT Sense Sense 0.123 Comprom -0.123 Comprom 0.000 1.684 Detected 2.265 Detected 1.975 0.025 GT Sens contig356 contig356 Unannota CACTCCACAACTATTGCTACAACGGAAGTCGCAGAACAACAACAATTAT contig356 Solyc12g Homology to unknow      SL2.40ch AT5G4784AMK2  AMK2 (Ad                     chr5:193  3.39917 2.69822 2.78785 3.37477 10.3782 15.4754
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 1.062 Detected 1.140 Detected 1.101 0.055 GT Sens contig356 contig356 Unannota TATTTGAACTACGCCGGAGCTTCCTGTTACCCATCGTTTGAGCTTGTCGcontig356 Solyc08g Methiony               GO:00000 SL2.40ch AT5G067 HAT14  HAT14 (H           chr5:206  35.5946 48.4567 67.9943 87.3346 92.4763 97.3279
GT Sense Sense -0.358 Comprom 0.358 Comprom 0.000 3.093 Detected 1.631 Detected 2.362 0.101 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  3.16273 4.88652 7.89842 20.364 35.7768 12.9471
GT Sense Sense -0.303 Comprom 0.303 Comprom 0.000 1.275 Detected 2.008 Detected 1.642 0.075 GT Sens contig357 contig357 Unannota GCAAATAATCAACTTTGTTGACTATTCTCATCATCCATATCCATGAAACT contig357 Solyc00g Unknown Protein (A  SL2.40ch AT2G31130.1  unknown   chr2:132  3.70959 5.31403 16.1989 11.5852 11.4572 18.9896
GT Sense Sense -0.456 Detected 0.456 Detected 0.000 1.141 Detected 1.934 Detected 1.538 0.126 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  256.785 454.553 562.998 507.42 803.74 1387.88
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 1.411 Detected 0.965 Detected 1.188 0.045 GT Sens contig357 contig357 Unannota TTGAAAGTAGGCAGTGGAGCAGTTGTACATGTATTTTGAATTGACTGTGcontig357 Solyc12g Arf-GAP w                        GO:00305 SL2.40ch AT2G17670.1  pentatric      chr2:767  61.1767 69.3586 118.68 93.9788 184.725 135.147
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 1.565 Detected 1.030 Detected 1.298 0.041 GT Sens contig357 contig357 Unannota GCTAAGTAGAACTATATTTAAGTGGGAAATTGGCTCAGTGATGAAGCTGcontig357 Solyc12g Arf-GAP w                        GO:00305 SL2.40ch AT2G17670.1  pentatric      chr2:767  68.5036 60.1109 132.998 92.0704 202.518 139.308
GT Sense Sense -0.393 Comprom 0.393 Comprom 0.000 1.658 Detected 1.973 Detected 1.815 0.050 GT Sens contig357 contig357 Unannota GTTCCCACATAAATATGAACGGTGAGATTTCAGCTCCATAAGTCAAAAT contig357 Solyc04g mRNA 3&                 GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  3.7895 6.1478 12.3123 20.8184 16.2378 20.1416
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 1.618 Detected 1.295 Detected 1.456 0.016 GT Sens contig358 contig358 Unannota AATCAGATATTATCACGTACATTTAGATGTAGTAAAACGAATAATTTATT contig358 Solyc01g Os02g0448600 prote      SL2.40ch AT2G27830.1  FUNCTIO                                                              chr2:118  104.227 110.933 262.574 192.109 351.921 280.43
GT Sense Sense -0.326 Comprom 0.326 Comprom 0.000 1.420 Detected 2.438 Detected 1.929 0.086 GT Sens contig358 contig358 Unannota CAAATCCACATGTACAAATGCAGAAATATACATAAACAAGGGTTCTCAGGcontig358 Solyc03g Unknown Protein (A  SL2.40ch AT3G04150.1  germin-li     chr3:108  4.05477 5.99497 19.3405 19.8389 14.0733 28.4
GT Sense Sense -0.070 Comprom 0.070 Comprom 0.000 2.544 Detected 2.234 Detected 2.389 0.005 GT Sens contig358 contig358 Unannota TAACAGTAGTATTATCATATATTAAATTTTTCTATGGTTCTTGTTATATG contig358 Solyc01g UPF0468                   GO:00055 SL2.40ch AT3G14550.1 2.22678 2.30828 3.135 14.257 14.1037 11.3406
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 1.401 Detected 1.002 Detected 1.202 0.027 GT Sens contig358 contig358 Receptor               AAATCAGcontig358 Solyc04g Solyc04g Receptor               GO:00055 GO:00055        contig358 Solyc04g Receptor   GO:00046 SL2.40ch AT2G2633ER, QRP1  ER (EREC       chr2:112  17.997 16.1715 25.8132 22.2019 48.0421 36.3377
GT Sense Sense -0.645 Comprom 0.645 Comprom 0.000 1.623 Detected 1.462 Detected 1.543 0.141 GT Sens contig358 contig358 Unannota CTACAGTTGCTTCAACTCCATTCTTTGTTTCCTACTAATTCTCATCAGGAcontig358 Solyc04g Receptor   GO:00046 SL2.40ch AT5G28630.1  glycine-r    chr5:106  3.01837 6.94298 12.6339 15.6169 15.0406 13.4079
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 1.594 Detected 1.048 Detected 1.321 0.077 GT Sens contig358 contig358 chaperon             TCAGTTGcontig358 Solyc03g Solyc03g chaperon             GO:00057 GO:00057   contig358 Solyc03g chaperon              GO:00426 SL2.40ch AT1G5549CPN60B,   CPN60B          chr1:207  451.563 625.233 1251.8 554.8 1710.14 1168.43
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 1.610 Detected 1.775 Detected 1.692 0.022 GT Sens contig359 contig359 Unannota ATTTTGTTTTTGTCGTTTTCGAATCAATTATCATGCTCAAACTTATCATA contig359 Solyc11g Hypothetical chlorop              SL2.40ch AT4G1912ERD3  ERD3 (ea      chr4:104  34.3064 44.9787 121.543 95.9752 127.831 142.898
GT Sense Sense 0.077 Comprom -0.077 Comprom 0.000 1.517 Detected 1.500 Detected 1.509 0.003 GT Sens contig359 contig359 Unannota GTCTTCTGTGCCAAAAGAAAGCACCCTCTTTCCTTAGCTAATTGTTTCT contig359 Solyc11g Hypothetical chlorop              SL2.40ch AT4G1912ERD3  ERD3 (ea      chr4:104  6.57099 5.55614 10.7253 5.86362 18.4385 18.1754
GT Sense Sense 0.167 Comprom -0.167 Comprom 0.000 1.217 Detected 2.028 Detected 1.622 0.066 GT Sens contig359 contig359 Unannota CAAAAAACAGGTTGTGTGCTTCGTCTTGCTTAAGTGCGTAGTTCTTTAG contig359 Solyc01g099170.2.1 AT3G19480.1  D-3-phos        chr3:675  4.6817 3.49404 1.73005 3.76038 10.0247 17.5334
GT Sense Sense -0.483 Detected 0.483 Detected 0.000 1.640 Detected 1.422 Detected 1.531 0.091 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  43.1283 79.3017 82.9039 65.7565 194.371 166.615
GT Sense Sense -1.295 Comprom 1.295 Detected 0.000 1.427 Detected 1.351 Detected 1.389 0.396 GT Sens contig359 contig359 Interactor         ATACTAT contig359 Solyc10g Solyc10g Interactor of constitutive active      contig359 Solyc10g Interactor of constit        SL2.40ch AT5G60210.1  LOCATE                                                             chr5:242  4.16005 23.5753 22.3214 15.2404 28.3914 26.8534
GT Sense Sense -0.160 Comprom 0.160 Comprom 0.000 1.454 Detected 1.408 Detected 1.431 0.012 GT Sens contig359 contig359 Unannota GACACCTAGAAAATAAGGGGAGTCGTTAACATATAGTTTATATACATGA contig359 Solyc12g Glutathione S-transf               SL2.40ch AT5G3782NIP4;2, NL   NIP4;2 (N        chr5:150  6.951 8.16023 13.2651 12.9455 22.0029 21.2483
GT Sense Sense -0.148 Comprom 0.148 Comprom 0.000 1.643 Detected 1.542 Detected 1.592 0.010 GT Sens contig359 contig359 Unannota GCTTTGTGCCGCTCAATGCCGAATTTTAGAAAAAATGAATGAACAAATA contig359 Solyc02g Sucrose cleavage p             SL2.40ch AT3G27570.1  FUNCTIO                                                                               chr3:102  5.14004 5.93884 7.60145 10.3285 18.3946 17.102
GT Sense Sense -0.604 Detected 0.604 Detected 0.000 1.378 Detected 1.373 Detected 1.375 0.151 GT Sens contig359 contig359 Unannota CAAGAGCACAATTAGAAACATTGGGTTTAACAATACCACTGAGATTGTA contig359 Solyc05g REF-like stress relat                 SL2.40ch AT4G3592MCA1  MCA1 (m     chr4:170  13.4009 29.1378 39.0974 39.8357 54.7572 54.4177
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 1.846 Detected 1.694 Detected 1.770 0.006 GT Sens contig360 contig360 Unannota CGGAAGAGAAATCAAACCTAAAATCGATTGAACAGCAACAAAAATCAAAAcontig360 Solyc08g Opaque 2                GO:00469 SL2.40ch AT1G49890.1  unknown   chr1:184  214.551 171.527 284.59 327.34 735.223 659.885
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.407 Detected 1.210 Detected 1.309 0.006 GT Sens contig360 contig360 Unannota AATACATATAGATGAAAAACTACTGTCATTGGAAAAACCTCCAATCATCGcontig360 Solyc10g Unknown Protein (A  SL2.40ch ATMG001 CCB452  cytochro      chrM:512  118.461 114.891 165.207 167.761 329.941 286.983
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 1.217 Detected 1.049 Detected 1.133 0.017 GT Sens contig360 contig360 Unannota TATGCCTCTTCGAATGAATTTCACCTCACTTATCTAACAAATTGTTCATGcontig360 Solyc10g Unknown Protein (A  SL2.40ch ATMG001 CCB452  cytochro      chrM:512  348.665 390.114 452.848 497.305 914.099 811.267
GT Sense Sense -0.699 Comprom 0.699 Comprom 0.000 1.522 Detected 1.749 Detected 1.636 0.147 GT Sens contig360 contig360 Unannota AGACTGCACCAAAAAAAAGTTCTACGAATAGAAGACCAAAAGGGTTAGA contig360 Solyc06g Serine/thr                  GO:00170 SL2.40ch AT5G63620.2  oxidored       chr5:254  2.42011 6.00491 6.56534 5.45579 11.6783 13.6245
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 1.358 Detected 1.040 Detected 1.199 0.041 GT Sens contig360 contig360 Unannota ACTTGCATCCTCTGTTGTTGGTCTCCTCAAGAAATAACGCAGGCTATTC contig360 Solyc06g Unknown Protein (A  SL2.40ch AT4G07675.1 13.3997 16.4594 27.9989 19.0465 40.5983 32.467
GT Sense Sense -0.195 Comprom 0.195 Comprom 0.000 3.616 Detected 2.480 Detected 3.048 0.037 GT Sens contig360 contig360 Unannota CAAGGTTCAAGACTGAAAATTGTCAATAACTTTCTTCAAGCTACCAAGG contig360 Solyc06g Unknown Protein (A  SL2.40ch AT4G07675.1 2.03065 2.50505 10.023 5.08585 29.4816 13.3811
GT Sense Sense 0.511 Detected -0.511 Comprom 0.000 0.911 Detected 1.223 Detected 1.067 0.184 GT Sens contig361 contig361 Unannota GATAGATTTTTCATCGGCCCACTTCAACTTTATAATAAAAGTGAACTCAAcontig361 Solyc01g080980.1.1 AT3G231 AtRLP37  AtRLP37         chr3:822  10.3331 4.78874 9.97589 11.6644 14.1042 17.4633
GT Sense Sense 0.519 Comprom -0.519 Comprom 0.000 1.125 Detected 1.658 Detected 1.391 0.140 GT Sens contig361 contig361 Unannota AAAGCATTTGAGGTTCATCACAATGAATTTCTCAAACAGTTGTCAGTAC contig361 Solyc01g080980.1.1 AT3G231 AtRLP37  AtRLP37         chr3:822  6.11956 2.80316 3.59566 7.06063 9.63218 13.8936
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 1.317 Detected 1.171 Detected 1.244 0.009 GT Sens contig361 contig361 Unannota AGCTTAAGCAAACTACTGCAAGAATTGAGGAGTGTCGGGTCAAGGCACTcontig361 Solyc10g Transcrip               GO:00056 SL2.40ch AT4G16670.1  phospho    chr4:938  37.3928 40.1622 38.8172 38.4262 102.96 92.7493
GT Sense Sense -0.100 Comprom 0.100 Comprom 0.000 2.504 Detected 2.828 Detected 2.666 0.005 GT Sens contig361 contig361 Unannota GCATTGCAAGTATTAAGACATATCATCAAGCAACATATTATGCAGTAGTCcontig361 Solyc02g Unknown Protein (A  SL2.40ch AT2G34970.1  eIF4-gam     chr2:147  2.08061 2.2489 1.71677 2.80264 13.0881 16.3307
GT Sense Sense 0.874 Comprom -0.874 Comprom 0.000 1.594 Detected 1.642 Detected 1.618 0.206 GT Sens contig361 contig361 Unannota AACAACTTGTTATTGTCAGTTTTTTAAGCGTAAAGCGTCTCCAACTTTTTcontig361 Solyc07g Retrovirus-related P          SL2.40ch AT3G0504HST, HST   HST (HAS     chr3:140  8.12409 2.27474 11.7434 23.5528 13.8376 14.2689
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 1.332 Detected 0.942 Detected 1.137 0.053 GT Sens contig362 contig362 Unannota GTTTTCCTACTCCATCAACTGGTGGCGGCGCCTTTGGTGGTCTGCCTA contig362 Solyc09g Phenylala               GO:00043 SL2.40ch AT3G01100.2 123.548 151.23 242.678 210.491 366.852 279.19
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 1.311 Detected 0.992 Detected 1.152 0.019 GT Sens contig362 contig362 Unannota CACTACTCCTTGAAATGTAACTTCATACACACGACTCTCAACTATCCGTAcontig362 Solyc09g Phenylala               GO:00043 SL2.40ch AT3G01100.2 171.599 163.971 366.826 313.497 443.886 354.712
GT Sense Sense 0.216 Detected -0.216 Detected 0.000 0.976 Detected 1.038 Detected 1.007 0.044 GT Sens contig362 contig362 Unannota GTACTTTGTAGTTCTTTCTTTAATAAAACTACTTAGTGTTTATATATTTT contig362 Solyc03g Unknown Protein (A  SL2.40ch AT1G05910.1  cell divis        chr1:179  19.0421 13.2811 32.5217 44.5464 33.3533 34.7244
GT Sense Sense 0.317 Comprom -0.317 Comprom 0.000 2.229 Detected 1.962 Detected 2.095 0.026 GT Sens contig362 contig362 Unannota GTGCAATCTGTGGGCTCGGAATTAATTTTTAATTATCTGTCTAACCATT contig362 Solyc03g Unknown protein DS          SL2.40ch AT5G47690.3  binding  chr5:193  3.82461 2.31994 17.218 14.2462 14.8933 12.3348
GT Sense Sense -0.456 Comprom 0.456 Comprom 0.000 2.014 Detected 1.689 Detected 1.851 0.062 GT Sens contig362 contig362 Unannota CCCCATGCCATTTCCACAAGAACAACATTCATAGTTGATCTCTTTAACACcontig362 Solyc11g Unknown Protein (A  SL2.40ch AT5G40450.2  unknown   chr5:161  5.269 9.33532 29.7688 36.5909 30.2049 24.0376
GT Sense Sense 0.559 Comprom -0.559 Comprom 0.000 3.415 Detected 1.272 Detected 2.343 0.192 GT Sens contig362 contig362 Unannota TTGTTCCAACCTAAGCAAACGCCGTGAAAGGTGTGTTTATTAGCTTGGT contig362 Solyc01g Unknown Protein (A  SL2.40ch AT5G238 AAP7  AAP7; am      chr5:802  7.54002 3.27056 3.1497 11.6937 56.4723 12.7489
GT Sense Sense -0.946 Comprom 0.946 Comprom 0.000 1.460 Detected 1.441 Detected 1.451 0.265 GT Sens contig362 contig362 Unannota TATGAAAAACGGAAGGCATAGTCCTTGCTCCATAGAAAACGCTAAGTTA contig362 Solyc11g Pectinest                GO:00056 SL2.40ch AT3G52700.1  unknown   chr3:195  2.02514 7.07167 3.94809 1.94217 11.1032 10.9252
GT Sense Sense -0.186 Comprom 0.186 Comprom 0.000 1.676 Detected 1.452 Detected 1.564 0.019 GT Sens contig363 contig363 Unannota CCAAAGTAAGGCTCAAAAAGTGTTGAGCACATTACCGCACTTAGTGTGCcontig363 Solyc12g MADS-bo                  GO:00037 SL2.40ch AT5G39830.2 5.25074 6.39746 7.57626 11.2608 19.7472 16.8588
GT Sense Sense -0.166 Comprom 0.166 Comprom 0.000 1.363 Detected 3.734 Detected 2.549 0.167 GT Sens contig363 contig363 Unannota TGCACTCCACTGTATAATTAAATATTGAATACTTTTGCATTTGAATATAT contig363 Solyc08g ADP-ribos                GO:00800 SL2.40ch AT2G3468AIR9  AIR9; pro    chr2:146  5.01294 5.93458 4.62631 2.44925 14.9619 77.1652
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 1.182 Detected 1.568 Detected 1.375 0.019 GT Sens contig363 contig363 Unannota AGGCTTTGTTAAATGACTGTCATCAAAACATAGGAAGGGCTAGACTTCA contig363 Solyc08g Receptor   GO:00046 SL2.40ch AT1G20380.1 62.1439 60.0667 47.8014 51.1224 147.849 192.608
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 0.877 Detected 1.133 Detected 1.005 0.074 GT Sens contig363 contig363 Unannota TAGCAGAGCAAACCTCCTATGTTATTAGAAATCAGCGCCGTATGAATGA contig363 Solyc08g Receptor   GO:00046 SL2.40ch AT1G20380.1 97.5676 131.774 72.6742 61.8732 222.012 264.327
GT Sense Sense 1.224 Detected -1.224 Comprom 0.000 1.071 Detected 1.169 Detected 1.120 0.457 GT Sens contig363 contig363 Unannota ATTTTGTTACAGTTTCCACATGATGCAACAAGTAGCACAAAAATGCACATcontig363 Solyc10g Pyrimidine-specific                SL2.40ch AT3G0885RAPTOR1     RAPTOR        chr3:268  13.9134 2.39877 3.80862 13.5295 12.9454 13.815
GT Sense Sense -1.329 Comprom 1.329 Detected 0.000 1.396 Detected 1.155 Detected 1.275 0.440 GT Sens contig363 contig363 Unannota GAGAGCAGTGAACATCTTCATTATACTGGCATCAAAGTCTGTCAGGTAA contig363 Solyc07g Unknown Protein (A  SL2.40ch AT2G44420.1  protein N       chr2:183  2.22959 13.2385 10.3459 14.0403 15.2465 12.8609
GT Sense Sense 0.261 Comprom -0.261 Comprom 0.000 1.261 Detected 1.480 Detected 1.371 0.040 GT Sens contig363 contig363 Unannota AGCTGAGAACCATTCTATACAGCCAATATGCAGAATGCAGAAGGGGCATcontig363 Solyc12g Os10g057                GO:00054 SL2.40ch AT2G4447BGLU29  BGLU29             chr2:183  5.66808 3.71407 4.48002 15.9849 11.7269 13.6079
GT Sense Sense -0.222 Comprom 0.222 Comprom 0.000 1.345 Detected 1.459 Detected 1.402 0.026 GT Sens contig364 contig364 Unannota CTGTTTCTTTCGTATGTACTCTAGTCACAGATGGTATGTTGAGTCATTC contig364 Solyc08g UDP-gluc               GO:00039 SL2.40ch AT1G6318UGE3  UGE3 (UD         chr1:234  4.51664 5.78074 17.7031 19.2637 13.8403 14.9356
GT Sense Sense -0.251 Comprom 0.251 Comprom 0.000 1.619 Detected 1.896 Detected 1.757 0.026 GT Sens contig364 contig364 Unannota TCAGATCAACCCATAAGTTCACAAGATTTCAAGTTGAAGTAACCCCAAAGcontig364 Solyc09g Actin-dep                 GO:00510 SL2.40ch AT3G31402.1  FUNCTIO                       chr3:127  4.52571 6.028 16.3196 24.8442 17.1117 20.6626
GT Sense Sense -0.505 Comprom 0.505 Detected 0.000 1.255 Detected 1.258 Detected 1.256 0.131 GT Sens contig364 contig364 Unannota ACTCTTAAGCAACCTGCAGATTGTCTAATTGATTGTTGGAACTCGTTGC contig364 Solyc05g DNA-bind                  GO:00055 SL2.40ch AT1G74780.1  nodulin f    chr1:280  6.51413 12.3513 17.6452 11.7334 22.8333 22.8008
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 1.583 Detected 0.994 Detected 1.289 0.057 GT Sens contig365 contig365 Phytoene             AGATTCCcontig365 Solyc03g Solyc03g Phytoene             GO:00090 GO:00090      contig365 Solyc03g Phytoene  GO:00469 SL2.40ch AT5G1723PSY  phytoene        chr5:565  7154.32 8083.61 12664.1 9654.96 24302.4 16100.1
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 1.306 Detected 1.291 Detected 1.299 0.021 GT Sens contig365 contig365 Unannota CATCTTCTTCTTCATCATAACGTGTGCTACATAGCAATGACAGATCTTG contig365 Solyc11g Unknown Protein (A  SL2.40ch AT5G63550.2  EXPRESS                     chr5:254  15.9801 19.5776 49.4164 26.465 46.6324 46.0294
GT Sense Sense 0.127 Comprom -0.127 Comprom 0.000 1.827 Detected 1.830 Detected 1.829 0.005 GT Sens contig365 contig365 Unannota GAGACTGCTAAATGTAACATGGATTAGAAGCAGTACTAATCATATGTCA contig365 Solyc11g Unknown Protein (A  SL2.40ch AT5G63550.2  EXPRESS                     chr5:254  3.73969 2.95271 14.0479 6.26083 12.5724 12.5638
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 1.355 Detected 1.029 Detected 1.192 0.047 GT Sens contig365 contig365 Avr9/Cf-9        ACAAACAcontig365 Solyc03g Solyc03g Avr9/Cf-9 rapidly elicited prote      contig365 Solyc03g Avr9/Cf-9 rapidly elic       SL2.40ch AT1G62160.1  serine-ty     chr1:229  470.82 594.45 1009.17 948.61 1443.4 1147.46
GT Sense Sense -0.081 Comprom 0.081 Comprom 0.000 3.583 Detected 2.378 Detected 2.980 0.039 GT Sens contig366 contig366 Unannota CAACTGAAACAAATTGTTACATGATGGTTTAGACACTATTTACAAACTGCcontig366 Solyc07g Nucleic acid binding               SL2.40ch AT2G4657LAC6  LAC6 (lac     chr2:191  2.20853 2.32478 1.82041 2.554 28.9579 12.5195
GT Sense Sense -0.071 Comprom 0.071 Comprom 0.000 1.167 Detected 1.064 Detected 1.115 0.006 GT Sens contig366 contig366 Unannota CGGGACAAACTCTTTTTTACCAGATTAATGCACCAGTTATAGCCAGGAG contig366 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G5148ATGLR3.6    ATGLR3.          chr3:191  4.8424 5.02783 13.2719 5.49907 11.8147 10.9676
GT Sense Sense -0.788 Comprom 0.788 Comprom 0.000 1.539 Detected 1.585 Detected 1.562 0.186 GT Sens contig366 contig366 Unannota AAAGGCATACATAATGTGATAGGAAAACACACTTTTATTTCATATTACAAcontig366 Solyc03g Histone-ly               GO:00420 SL2.40ch AT4G18270.1 3.27226 9.18167 10.4461 9.97184 16.984 17.4801
GT Sense Sense -0.253 Detected 0.253 Detected 0.000 1.653 Detected 1.002 Detected 1.328 0.084 GT Sens contig366 contig366 Unannota GAGTGACAGAGTTCTTACAGATCCTACAAAGTATCAGAGACTTGTAGGCcontig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 12.8599 17.1852 15.3179 23.3647 49.8619 31.6579
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 1.088 Detected 0.988 Detected 1.038 0.022 GT Sens contig366 contig366 Unannota GAGCCTTAGTGTTAGTTAATGAATATATGTACTACTCCCTCCGTTTCAA contig366 Solyc04g Serpin 3 (                GO:00048 SL2.40ch AT4G30350.1  heat shoc    chr4:148  29.6608 34.2646 32.9397 31.5133 72.2749 67.2348
GT Sense Sense -0.585 Detected 0.585 Detected 0.000 0.906 Detected 2.343 Detected 1.625 0.222 GT Sens contig366 contig366 Unannota CGCGAGTCAGTACGTGGTCTCAAAATTGTTTTAGACGACAAATTTCTAT contig366 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G54950.1 1177.54 2491.65 3677.49 4153.72 3423.06 9241.36
GT Sense Sense -0.453 Detected 0.453 Detected 0.000 0.948 Detected 2.289 Detected 1.618 0.184 GT Sens contig366 contig366 Unannota CAAATTAGGTTGGAGGAGAGTATTGAAAAAGTGCTTTGTAAGAGTCTGT contig366 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G54950.1 951.122 1676.8 2867.76 3227.07 2597.36 6561.95
GT Sense Sense -0.004 Comprom 0.004 Comprom 0.000 1.364 Detected 1.803 Detected 1.583 0.019 GT Sens contig367 contig367 Unannota TAAGTTGATTTATAGTACGACTCTCCAAGGACAAACCAAGGTCCCTTGA contig367 Solyc10g 2-oxoglut                  GO:00164 SL2.40ch AT3G58560.1  endonuc     chr3:216  4.09788 3.87808 6.67626 16.8894 10.9392 14.7873
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.151 Detected 1.107 Detected 1.129 0.001 GT Sens contig367 contig367 Unannota ATGATGTAACATTACTTTGGCCCGAGATGGGGTTGTTGTTTATACAGAT contig367 Solyc04g Unknown Protein (A  SL2.40ch AT1G0258MEA, EMB     MEA (ME         chr1:544  20.9156 20.1526 29.6169 18.7518 48.6065 47.0229
GT Sense Sense -0.434 Comprom 0.434 Detected 0.000 0.921 Detected 1.089 Detected 1.005 0.151 GT Sens contig368 contig368 Unannota ATAGGCAGAAAACAGAACAAATGGTCCAACTACATGAATTTTACTTGCA contig368 Solyc03g 4-coumar                  GO:00162 SL2.40ch AT4G38750.1  unknown   chr4:180  10.2014 17.5116 17.6821 22.2001 26.9834 30.2372
GT Sense Sense -0.157 Comprom 0.157 Comprom 0.000 1.121 Detected 1.227 Detected 1.174 0.019 GT Sens contig368 contig368 Unannota CCACAACTTTCTTTATTACTCTTCTGGTGCCAATTCAAGCTACACTAATGcontig368 Solyc09g Fructose-                GO:00421 SL2.40ch AT2G0195VH1, BRL   BRL2 (BR               chr2:440  7.42169 8.68562 14.5941 20.0268 18.6175 19.9797
GT Sense Sense -0.122 Comprom 0.122 Comprom 0.000 1.482 Detected 1.867 Detected 1.675 0.018 GT Sens contig368 contig368 Unannota GATGTCACTGCAGCTATTTGCACTAATCGAGTATAGATTTTATTTTCTTTcontig368 Solyc09g Fructose-                GO:00421 SL2.40ch AT2G0195VH1, BRL   BRL2 (BR               chr2:440  4.18636 4.6677 18.5121 23.1274 13.1704 17.1418
GT Sense Sense -0.245 Detected 0.245 Detected 0.000 1.403 Detected 1.035 Detected 1.219 0.058 GT Sens contig368 contig368 Unannota GGAGCTCTTTCTTTTTTACTAATATGCATATGCGAATGCAACTTTTCTG contig368 Solyc06g BHLH tran               GO:00037 SL2.40ch AT1G03070.1  glutamate   chr1:730  82.8455 109.51 130.131 101.451 268.556 207.5
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 2.386 Detected 1.833 Detected 2.110 0.031 GT Sens contig368 contig368 Unannota CACATTCTTTCCATGTGGTTTGTGTTGATGAATGGCTACTATCACATTC contig368 Solyc07g021560.1.1 AT5G41630.1  F-box fam    chr5:166  20.7161 13.5611 38.3655 26.6655 93.4531 63.4992
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 2.449 Detected 1.707 Detected 2.078 0.031 GT Sens contig368 contig368 Unannota CTTGTAGGCTTCTTCTCAAGTCTAGTAATTGTTTGGGAATTTGCACATC contig368 Solyc07g021560.1.1 AT5G41630.1  F-box fam    chr5:166  16.0998 16.189 43.8384 26.3442 94.0083 56.05
GT Sense Sense -0.331 Detected 0.331 Detected 0.000 1.218 Detected 0.999 Detected 1.109 0.086 GT Sens contig368 contig368 Unannota AGTCTGTTGGGCCAAAACGAACAATACATGCAATGCTGGCAAAGCCTTAcontig368 Solyc02g Cation/H(+                GO:00153 SL2.40ch AT5G50540.1  unknown   chr5:205  11.2428 16.7405 40.6866 28.505 34.0404 29.1523
GT Sense Sense -0.379 Comprom 0.379 Comprom 0.000 1.420 Detected 1.799 Detected 1.609 0.063 GT Sens contig369 contig369 Unannota AATATAAACAAAGAAATATAGAAAAAATTATGAAGATTGGAATAATTTGT contig369 Solyc10g Unknown                GO:00331 SL2.40ch AT4G18160.1 4.14328 6.59437 2.56176 3.59931 14.9114 19.3331
GT Sense Sense -0.127 Comprom 0.127 Comprom 0.000 1.161 Detected 1.537 Detected 1.349 0.027 GT Sens contig369 contig369 Unannota GTACTATAGAGTACAACACAGTTCTTGAAAATGTTGATCAAGAACTCAG contig369 Solyc11g Pentatricopeptide re               SL2.40ch AT2G25737.1  unknown   chr2:109  4.80948 5.3942 13.3623 3.65117 12.1491 15.7168
GT Sense Sense -0.061 Comprom 0.061 Comprom 0.000 2.680 Detected 2.980 Detected 2.830 0.003 GT Sens contig369 contig369 Unannota ACACCATCATAGATCTTGTTTTCCACATACATAGGCAGGTCCTATTATATcontig369 Solyc03g Calmodul                  GO:00055 SL2.40ch AT5G20660.1  24 kDa va     chr5:698  2.16241 2.21363 1.71262 1.91337 14.9517 18.3589
GT Sense Sense -0.224 Comprom 0.224 Comprom 0.000 1.143 Detected 0.968 Detected 1.055 0.048 GT Sens contig369 contig369 Unannota CAATACGACAGATACATTCACACCATGCAATAAGATCAAGCTATTTAACAcontig369 Solyc01g Calmodul                 GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  5.26532 6.75793 12.9407 13.6891 14.0463 12.4025
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 1.138 Detected 1.014 Detected 1.076 0.019 GT Sens contig369 contig369 Unannota TTGTTGTGTGCGTTCCACTATCGGTTTCGTAAGAACAGAAGAGAGGGAGcontig369 Solyc10g Unknown Protein (A  SL2.40ch AT3G10190.1  calmodu    chr3:315  212.857 241.865 249.9 289.135 532.638 487.114
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.317 Detected 1.092 Detected 1.205 0.017 GT Sens contig369 contig369 Unannota TTCTACATTGAATGACCGATATATGGAGATTTTCATTGTCGGCGTTTCG contig369 Solyc10g Unknown Protein (A  SL2.40ch AT3G10190.1  calmodu    chr3:315  366.808 404.172 443.019 514.074 1022.77 872.914
GT Sense Sense 0.265 Comprom -0.265 Comprom 0.000 2.479 Detected 1.497 Detected 1.988 0.071 GT Sens contig369 contig369 Unannota CAAACACATGATATACATTAAGGAACATTATTCCTTTATACCACAGAGAAcontig369 Solyc03g Hydroxyc              GO:00167 SL2.40ch AT3G52700.1  unknown   chr3:195  6.59625 4.29551 11.9226 15.082 31.6562 15.9727
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 1.240 Detected 1.094 Detected 1.167 0.008 GT Sens contig369 contig369 Unannota TCCAAAACCTGTATTGATAGAGTATGAATGATGGTACAATTGCTTCTTG contig369 Solyc01g N-termina         GO:00084 SL2.40ch AT5G56560.1 14.4752 15.1723 15.4538 21.6072 37.3264 33.6363
GT Sense Sense 0.269 Detected -0.269 Detected 0.000 1.417 Detected 0.982 Detected 1.200 0.074 GT Sens contig370 contig370 Unknown   ATTTTGAcontig370 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig370 Solyc11g Unknown Protein (A  SL2.40ch AT4G22370.1  unknown   chr4:118  53.868 34.8891 77.0074 81.0776 123.456 91.0607
GT Sense Sense -0.935 Comprom 0.935 Comprom 0.000 1.096 Detected 1.274 Detected 1.185 0.334 GT Sens contig370 contig370 Unannota GACTTGACTCTCAAAGTCAAAGTCAAAATTATTCTGCTACGCAACGGCG contig370 Solyc08g Aspartyl p              GO:00065 SL2.40ch AT4G16563.1  aspartyl     chr4:932  3.13707 10.7949 7.37849 8.44033 13.2677 14.9648
GT Sense Sense -0.120 Comprom 0.120 Comprom 0.000 1.719 Detected 1.628 Detected 1.674 0.006 GT Sens contig371 contig371 Unannota CGCTATTCGAGATTAAAGAGATGAAATGTTATAGCTTAAATTCAACATCGcontig371 Solyc07g Helicase-like protein                 SL2.40ch AT5G66005.3  Expresse    chr5:263  3.79682 4.22133 14.451 19.2877 14.0549 13.1561
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 1.227 Detected 0.861 Detected 1.044 0.030 GT Sens contig371 contig371 Unannota AGCTTCAGCATTGAGGGGATCAACTAAATCATTTCTTTCAGATATATGT contig371 Solyc12g Class III homeodom               SL2.40ch AT3G5532PGP20  PGP20 (P           chr3:205  15.6432 14.2334 19.7617 17.1109 37.2422 28.8061
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 1.657 Detected 0.885 Detected 1.271 0.089 GT Sens contig371 contig371 Unannota CCAAAGCCAAGGCAAGGTGTTAGAAGAAGGTTGTGATAAATATTAATCA contig371 Solyc05g Histone c                 GO:00423 SL2.40ch AT5G19420.1  Ran GTP           chr5:654  182.185 142.818 301.724 215.453 542.445 316.725
GT Sense Sense -0.291 Comprom 0.291 Comprom 0.000 1.451 Detected 1.772 Detected 1.612 0.040 GT Sens contig371 contig371 Unannota GGGAGCATTGCCCGTGTTATCAAATAATCTTGACATGTATCAAATCATT contig371 Solyc02g Unknown Protein (A  SL2.40ch AT1G13520.1 3.37508 4.75657 5.31161 11.1902 11.682 14.5503
GT Sense Sense 0.281 Comprom -0.281 Comprom 0.000 1.688 Detected 1.915 Detected 1.801 0.027 GT Sens contig371 contig371 Unannota TTGGAAAAAACATGCAAAAACACTAGGTGATTTCTTTCGACTTGTCCAA contig371 Solyc01g Phosphat                 GO:00038 SL2.40ch AT4G1999FRS1  FRS1 (FA        chr4:108  4.80324 3.06186 8.37136 11.4935 13.1768 15.3751
GT Sense Sense -0.131 Comprom 0.131 Comprom 0.000 2.158 Detected 2.217 Detected 2.187 0.004 GT Sens contig371 contig371 Unannota CGACACCTTATCACAAAGTCGACAACCTCCATGAAAATCATACCTTTAG contig371 Solyc08g Uncharacterized zin                     SL2.40ch AT3G5024KICP-02  KICP-02;       chr3:186  2.49792 2.81757 4.5774 3.59554 12.6225 13.113
GT Sense Sense -0.297 Detected 0.297 Detected 0.000 1.394 Detected 1.032 Detected 1.213 0.073 GT Sens contig371 contig371 Wound in      AGAATCT contig371 Solyc07g Solyc07g Wound induced protein (AHRD   contig371 Solyc07g Wound induced pro     SL2.40ch AT4G10265.1  wound-re     chr4:637  318.662 452.465 979.69 544.572 1064.33 825.805
GT Sense Sense -0.981 Comprom 0.981 Comprom 0.000 1.925 Detected 1.463 Detected 1.694 0.235 GT Sens contig372 contig372 Unannota GAATCTTAACTTGCAGAAAAGAACAAGGCAGTGGCATGGCAATGATGTAcontig372 Solyc08g Light-inducible prote      SL2.40ch AT3G5443SRS6  SRS6 (SH     chr3:201  2.07443 7.60287 6.53275 7.50946 16.0869 11.6402
GT Sense Sense -0.153 Comprom 0.153 Comprom 0.000 1.881 Detected 3.569 Detected 2.725 0.086 GT Sens contig372 contig372 Unannota ACACCATTACCATCTTTGTCACCATGATTAGATCATCGCACCCTCACCT contig372 Solyc11g Neuralize                GO:00082 SL2.40ch AT5G58787.1 4.62414 5.37582 6.75533 8.56066 19.5797 62.8918
GT Sense Sense -0.286 Comprom 0.286 Comprom 0.000 1.257 Detected 1.660 Detected 1.458 0.053 GT Sens contig372 contig372 Unannota CTGTTGCTTTACATTAGGGTCAACCAACAATATTCTAAAAGCTAACACTCcontig372 Solyc02g RLK, Rece          GO:00046 SL2.40ch AT2G27285.1  unknown   chr2:116  3.84223 5.37238 9.75791 7.25221 11.5763 15.2689
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 1.266 Detected 0.987 Detected 1.127 0.033 GT Sens contig372 contig372 Unannota GAGATCTGGATAGAGCAAGTGTACCCATACTTTAGTCGTAATGGTGTAGcontig372 Solyc05g CAAX am                   GO:00160 SL2.40ch AT3G15000.1  LOCATE                                                              chr3:505  1275.03 1492.8 3222.39 2102.68 3538.09 2907.9
GT Sense Sense -0.255 Comprom 0.255 Comprom 0.000 1.261 Detected 1.777 Detected 1.519 0.053 GT Sens contig372 contig372 Unannota TTGTGCACATCACTGGAAAAGGAGGGGAAAGAGAGAAGAGCAAACAACCcontig372 Solyc02g090830.1.1 AT5G44180.1  homeobo      chr5:177  3.8619 5.17638 3.92099 3.57181 11.4239 16.2956
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 1.060 Detected 1.108 Detected 1.084 0.004 GT Sens contig372 contig372 Unannota ATGGTTTTCCTTTTGCTCTTGCCTAGTACGAGTGAGAAATGGCCATCTT contig372 Solyc12g Foot protein 1 varian      SL2.40ch AT3G26200.1 344.771 295.069 442.851 468.537 708.901 730.921
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 1.153 Detected 1.269 Detected 1.211 0.003 GT Sens contig372 contig372 Unannota TTGGGTGTTTTCACGTCTTACAGAACTTGAGATGATTCCACTCCCAATG contig372 Solyc12g Foot protein 1 varian      SL2.40ch AT3G26200.1 318.255 289.108 458.517 423.599 719.41 777.254
GT Sense Sense -0.039 Comprom 0.039 Comprom 0.000 1.581 Detected 1.620 Detected 1.601 0.001 GT Sens contig373 contig373 Unannota CAGTCATTTGGCTCCCAGTTGTATTCTATAGTATCTCAAAATCAATCCAAcontig373 Solyc02g Fatty acid                  GO:00057 SL2.40ch AT2G34770.1 4.22664 4.19897 13.535 9.37125 13.4383 13.772
GT Sense Sense 0.520 Comprom -0.520 Comprom 0.000 1.512 Detected 1.075 Detected 1.293 0.149 GT Sens contig373 contig373 Unannota CTGTCCGGAAGGTGGCATTGATTGTACCTTTTGGAATTTTTGTGTAGACcontig373 Solyc02g Fatty acid                  GO:00057 SL2.40ch AT2G34770.1 7.85446 3.59418 11.105 8.28548 16.1567 11.898
GT Sense Sense 0.683 Detected -0.683 Comprom 0.000 1.070 Detected 1.467 Detected 1.268 0.216 GT Sens contig373 contig373 Unannota ATCACTTTCTTCATCACTACTACTCTCATGGGTCATATTTCTTTGTTGACcontig373 Solyc08g Fatty acid                 GO:00099 SL2.40ch AT1G04200.1  unknown   chr1:110  11.122 4.05939 11.9377 30.4034 15.045 19.7448
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 1.058 Detected 1.177 Detected 1.117 0.003 GT Sens contig373 contig373 Unannota CTGCAAATTGGTTGAGTAAGAAGAACAATGCTGAATTTCAGAAACAGCC contig373 Solyc04g Unknown Protein (A          SL2.40ch AT3G05620.1  pectinest     chr3:162  39.1506 35.9548 57.2422 62.1102 83.2949 90.1901
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 0.927 Detected 1.191 Detected 1.059 0.034 GT Sens contig373 contig373 Unannota AGTCCAAAAATCTGCCACATTTTTCCGTAAGTAGCAAATTTTCCCGGTA contig373 Solyc04g Unknown Protein (A          SL2.40ch AT3G05620.1  pectinest     chr3:162  106.869 81.7522 117.416 170.245 189.505 226.841
GT Sense Sense -0.840 Comprom 0.840 Comprom 0.000 1.426 Detected 1.336 Detected 1.381 0.242 GT Sens contig374 contig374 Unannota TCTTGACCATAGATGGAAGGGCGTCGAAGGACATGGATTAAGGTAGAA contig374 Solyc01g Unknown Protein (A  SL2.40ch AT5G16010.1 2.43996 7.35948 10.9876 12.7893 12.1417 11.3741
GT Sense Sense 0.456 Detected -0.456 Detected 0.000 1.796 Detected 1.303 Detected 1.550 0.096 GT Sens contig374 contig374 Unannota TTGATGAAATACTATATTTTAAAGATATATATATGCATACGTACACGTCA contig374 Solyc03g115210.2.1 AT2G28830.1 248.723 124.434 510.253 392.886 651.446 461.673
GT Sense Sense 0.556 Detected -0.556 Detected 0.000 2.555 Detected 2.087 Detected 2.321 0.061 GT Sens contig374 contig374 Unannota ATCATTATAAATAATAATTTATTCATACACTATTAAATAGTGCAGGGATA contig374 Solyc03g115210.2.1 AT2G28830.1 77.1647 33.5722 214.897 179.605 318.983 229.896
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 1.136 Detected 1.204 Detected 1.170 0.076 GT Sens contig374 contig374 Unannota AAAGGAATGCTAAATAGGGACATGTGGCTGTAGTCTCATTCGTCGATCTcontig374 Solyc08g Exostosin              GO:00038 SL2.40ch AT2G42000.1 594.925 896.459 705.736 489.454 1711.94 1788.15
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.539 Detected 1.775 Detected 1.657 0.007 GT Sens contig374 contig374 Unannota TTTCATGAGTGTTTGATTGAATTGATCAAAGTTTAAGTCTATCGGTTTATcontig374 Solyc08g Exostosin              GO:00038 SL2.40ch AT2G42000.1 68.7074 59.0132 99.8095 70.0806 197.347 231.623
GT Sense Sense 0.462 Detected -0.462 Comprom 0.000 0.859 Detected 1.186 Detected 1.022 0.173 GT Sens contig374 contig374 Unannota TTAATATTCTTACATGTTGTATTTTTAGAAAGGTGATCTTAATTAAGTCA contig374 Solyc09g Unknown Protein (A  SL2.40ch AT5G1685ATTERT  ATTERT           chr5:553  14.7177 7.29413 15.6316 13.4974 20.0346 25.0693
GT Sense Sense -0.915 Comprom 0.915 Comprom 0.000 2.180 Detected 1.934 Detected 2.057 0.156 GT Sens contig375 contig375 Unannota GGTTAGACACTTTGCAGATTTGCAGTACAGTACAACAAAGGTTAAATTT contig375 Solyc10g Phytosulf              GO:00055 SL2.40ch AT4G30825.1  pentatric      chr4:150  2.36724 7.91522 8.87778 13.0165 20.9245 17.5894
GT Sense Sense 0.048 Comprom -0.048 Comprom 0.000 2.033 Detected 1.684 Detected 1.858 0.009 GT Sens contig375 contig375 Unannota CTCATTCACGATAGAGAACAAAATTATTCTCTATCCTTTTCTTCATCCACcontig375 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G01810.1  protein tr    chr4:776  4.51702 3.97646 12.1975 13.3824 18.4992 14.4754
GT Sense Sense 0.688 Comprom -0.688 Comprom 0.000 1.510 Detected 1.647 Detected 1.578 0.150 GT Sens contig375 contig375 Unannota CAGTGCAAGGTTTGTTTTTTGGGTGAGGAAAGATACCCTGAAAATGTAT contig375 Solyc12g 4-coumar                 GO:00081 SL2.40ch AT2G4009ATATH9  ATATH9;   chr2:167  6.28472 2.27868 8.81432 11.7502 11.49 12.5974
GT Sense Sense -1.223 Comprom 1.223 Detected 0.000 2.116 Detected 1.595 Detected 1.856 0.276 GT Sens contig376 contig376 Unannota TTTCTTAAATGAAGACATTCATGATCAAAAGATCATATGAAATTTTCTTT contig376 Solyc09g UBA/TS-N                  GO:00310 SL2.40ch AT1G55545.1  unknown   chr1:207  3.98716 20.4295 10.8873 31.1843 41.7142 28.9941
GT Sense Sense 0.385 Detected -0.385 Detected 0.000 0.904 Detected 1.153 Detected 1.028 0.126 GT Sens contig376 contig376 Unannota TAGACTTTAATATTTTGCTTTACAAACCAGAAAAAAGATTGAGAAAAGGGcontig376 Solyc12g RPM1 interacting pr                  SL2.40ch AT5G55660.1  LOCATE                                                                 chr5:225  106.74 58.904 96.7167 90 158.193 187.503
GT Sense Sense 0.142 Comprom -0.142 Comprom 0.000 1.126 Detected 1.294 Detected 1.210 0.018 GT Sens contig376 contig376 Unannota CCTAGTCCTCACTTCAAACATCTTGACCTTGTCTAGAAGCTATACTCAC contig376 Solyc09g Poly(A) RNA polyme       SL2.40ch AT3G17920.1 5.64657 4.36304 9.06502 4.30489 11.554 12.9411
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 1.375 Detected 1.194 Detected 1.285 0.019 GT Sens contig376 contig376 Unannota TGGACAGAATATGCTAGAGACCTGGATTGAGCGAATATGAGGAAGTTTGcontig376 Solyc08g Unknown Protein (A  SL2.40ch AT5G1072AHK5, CK   AHK5 (AR         chr5:338  525.717 612.072 790.305 664.561 1569.12 1380.17
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.573 Detected 1.370 Detected 1.472 0.011 GT Sens contig376 contig376 Unannota GGTGGAAAATAATTAGTATTGGACTAAGAATAATGTTTGTGGGAAATGC contig376 Solyc08g Unknown Protein (A  SL2.40ch AT5G1072AHK5, CK   AHK5 (AR         chr5:338  119.043 131.175 212.58 157.775 396.591 343.516
GT Sense Sense -0.214 Comprom 0.214 Comprom 0.000 1.599 Detected 2.031 Detected 1.815 0.027 GT Sens contig376 contig376 Unannota TTCTCTTCCTGTTACGGCCAAATATATGCAACTCCATGACGTTGGGAAG contig376 Solyc05g Genomic                      GO:00055 SL2.40ch AT2G19210.1 2.80352 3.55099 10.1318 4.05674 10.1953 13.7057
GT Sense Sense -0.304 Comprom 0.304 Comprom 0.000 1.324 Detected 1.211 Detected 1.268 0.055 GT Sens contig376 contig376 Unannota CATTACTTCAAGACAAACTATTAGTCTGAAGGGAGTCTTCTTTTGTCAA contig376 Solyc02g Vesicle-as                GO:00054 SL2.40ch AT2G3312SAR1, VA    SAR1 (SY     chr2:140  4.06313 5.82988 4.31492 10.2626 12.996 11.9775
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 1.499 Detected 1.355 Detected 1.427 0.007 GT Sens contig376 contig376 Unannota ATTACAAAATAAGGAAAAAGGAAAATGTACAAATTTACCTGTGATATTTGcontig376 Solyc12g Histone-ly               GO:00056 SL2.40ch AT5G61390.1  exonucle     chr5:246  14.2687 15.2281 38.505 28.1136 44.442 40.0779
GT Sense Sense -0.398 Detected 0.398 Detected 0.000 0.987 Detected 1.343 Detected 1.165 0.116 GT Sens contig377 contig377 Unannota TGTTAAAAATAGTATTTCATAGTTAGATCAAAGTGGCTTCAATCAATCTCcontig377 Solyc07g019540.1.1 AT5G47300.1  F-box fam    chr5:191  58.7233 95.9297 103.178 134.532 158.66 202.455
GT Sense Sense -0.267 Detected 0.267 Detected 0.000 0.887 Detected 1.294 Detected 1.091 0.083 GT Sens contig377 contig377 Unannota ATAATCATCAGGGCAGTCTGGTGTACTAAGCTCTCTGTGACAGTCCTTT contig377 Solyc07g019540.1.1 AT5G47300.1  F-box fam    chr5:191  382.894 521.812 583.922 760.554 881.591 1165.33
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 0.930 Detected 1.243 Detected 1.087 0.107 GT Sens contig377 contig377 Unannota CAGTCAACAAAATCAGTTTTGAGGTTTTCTTTGATCTGCTATGTTTCCT contig377 Solyc06g036220.1.1 AT5G61550.1  protein k     chr5:247  26.1143 40.1791 50.8411 52.5067 65.8342 81.5217
GT Sense Sense -0.594 Comprom 0.594 Comprom 0.000 1.957 Detected 1.960 Detected 1.959 0.081 GT Sens contig377 contig377 Unannota CGCGACGGATTTCCTTCGTGATTAAAAATATAATGTAAAGAAGGCGTAT contig377 Solyc11g Transposase family      SL2.40ch AT4G21850.2 3.30114 7.08113 29.8852 34.6699 20.0152 20.0048
GT Sense Sense -0.606 Comprom 0.606 Detected 0.000 1.822 Detected 1.705 Detected 1.764 0.101 GT Sens contig378 contig378 Unannota CAGTGTTACAAAATTGTTGGTTACCCTGCTGATTTTAAGGCTAAAAGAA contig378 Solyc06g NAC dom                   GO:00037 SL2.40ch AT1G1358LAG13  LAG13 (L       chr1:464  6.07716 13.2379 18.2255 32.5093 33.8289 31.0914
GT Sense Sense -0.146 Comprom 0.146 Comprom 0.000 2.460 Detected 2.334 Detected 2.397 0.004 GT Sens contig378 contig378 Unannota CTGGAGTGTATGCAAACTAAGCTGAACATGTATATTCAAATGATTCTGA contig378 Solyc06g NAC dom                   GO:00037 SL2.40ch AT1G1358LAG13  LAG13 (L       chr1:464  4.9 5.64331 20.5224 20.6615 30.8601 28.1836
GT Sense Sense 0.256 Comprom -0.256 Comprom 0.000 1.601 Detected 2.322 Detected 1.961 0.047 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  8.65846 5.71483 10.7404 5.10332 22.7479 37.4082
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 1.274 Detected 0.941 Detected 1.108 0.068 GT Sens contig378 contig378 Unannota TCAAAAGATACCTATATAGTAAAAGCTACCATTGATGAATTTCACTGGAGcontig378 Solyc12g Multiprote                  GO:00037 SL2.40ch AT4G34480.1 599.165 396.555 932.561 780.592 1257.24 994.982
GT Sense Sense 0.446 Comprom -0.446 Comprom 0.000 1.539 Detected 1.826 Detected 1.683 0.070 GT Sens contig378 contig378 Unannota ATGTATATATTACTACTATATATATACTCTTCAGTAATCAGTCTGTAGAC contig378 Solyc03g Unknown Protein (A  SL2.40ch AT5G42390.1  metalloen   chr5:169  6.94358 3.52105 5.91844 12.3717 15.3229 18.6401
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.249 Detected 0.983 Detected 1.116 0.019 GT Sens contig378 contig378 Unannota GTAAAGCGCATTTTGATGCTTATCCTGAGATTTACAAGTGTTTCAGCTG contig378 Solyc06g Gamma-g                 GO:00043 SL2.40ch AT2G430 CPuORF1   CPuORF1          chr2:178  3238.78 3418.42 3129.82 2093.51 8433.64 6990.55



GT Sense Sense 0.759 Comprom -0.759 Comprom 0.000 1.480 Detected 2.255 Detected 1.867 0.160 GT Sens contig378 contig378 Unannota GGCAGAGTTTTGTGCTATCAGTGATTGATTGAAATAGTGAAACTCCTAG contig378 Solyc10g Pentatricopeptide re               SL2.40ch AT5G23600.1 6.92939 2.27765 24.737 11.8649 11.8159 20.1627
GT Sense Sense 0.403 Detected -0.403 Detected 0.000 1.534 Detected 0.915 Detected 1.224 0.138 GT Sens contig378 contig378 Unannota CTCAAAGGAGAAAAATTATAGATCCATGAAATTAATTCTGCTTAATTATA contig378 Solyc06g Baculovir                   GO:00082 SL2.40ch AT5G1093CIPK5, Sn   CIPK5 (C               chr5:344  146.136 78.6545 240.577 101.458 330.968 214.906
GT Sense Sense -0.523 Comprom 0.523 Comprom 0.000 2.036 Detected 1.828 Detected 1.932 0.068 GT Sens contig379 contig379 Unannota CTTTTGGTTGTATATTATGCCTTGTGGAAATCCAGGACTATGGGGATAGcontig379 Solyc07g GDU1 (AHRD V1 *-*- SL2.40ch AT1G19485.1  AT hook    chr1:674  2.13464 4.14856 10.7037 8.4498 13.0119 11.2352
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 1.360 Detected 1.120 Detected 1.240 0.017 GT Sens contig379 contig379 Unannota CAACATTTGGCAATTAGTGTTAGATAAATCGCAAGTTCTGAATGCTTTG contig379 Solyc02g COL domain class tr      SL2.40ch AT4G38960.2  zinc finge       chr4:181  1151.08 1258.35 2851.17 1746.61 3295.07 2780.66
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 1.308 Detected 1.034 Detected 1.171 0.014 GT Sens contig379 contig379 Unannota TTAAGAAATTGCCTGCTGAAAGTAGCTGATGTAACTGAAGTTTATGATG contig379 Solyc02g COL domain class tr      SL2.40ch AT4G38960.2  zinc finge       chr4:181  1347.45 1240.35 3165.68 1825.82 3413.59 2813.82
GT Sense Sense -0.252 Comprom 0.252 Comprom 0.000 1.043 Detected 1.415 Detected 1.229 0.059 GT Sens contig379 contig379 Unannota GCTGTAGCAAATGTTCACCAACATGAGAGAGATTAAATGGGTGAAATTA contig379 Solyc07g Dimethyla                 GO:00044 SL2.40ch AT5G14290.1 4.85316 6.47424 6.12231 5.534 12.3204 15.8974
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 1.253 Detected 1.014 Detected 1.134 0.040 GT Sens contig379 contig379 Unannota CCGCCAAACGAATTAAAAAGTACCTGCAAACATAAGAAAAAATAAACAGTcontig379 Solyc05g Cc-nbs-lr   GO:00055 SL2.40ch AT5G25070.1  unknown   chr5:864  18.9195 13.4435 39.9771 36.5033 40.5384 34.2443
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 1.503 Detected 1.215 Detected 1.359 0.018 GT Sens contig380 contig380 Unannota GAGAATTAGCCAAATCTGTTCGAGAAAAGCTATTGTAGGTGACATTTCT contig380 Solyc01g Pentatrico                GO:00037 SL2.40ch AT1G54280.1  haloacid      chr1:202  16.5612 13.2891 39.2324 30.7742 44.8447 36.6124
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 1.406 Detected 1.550 Detected 1.478 0.011 GT Sens contig381 contig381 Unannota GAGTGCTCAAGATGCGAGACTCTTCCTCAATTTTCATACAAGTTGAAAA contig381 Solyc03g Unknown Protein (A  SL2.40ch AT3G54070.1  ankyrin r     chr3:200  20.6677 23.529 33.6528 21.2122 62.3218 68.6424
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.256 Detected 1.181 Detected 1.218 0.007 GT Sens contig381 contig381 Unannota GGGGTGTTCCGATCGACATTGTAAAGAAATGGATTATAGATTGAATTCA contig381 Solyc12g Mutator-li                  GO:00082 SL2.40ch AT1G10880.1 1510.47 1240.74 2006.6 3548.12 3485.88 3299.28
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 1.748 Detected 1.492 Detected 1.620 0.006 GT Sens contig381 contig381 Unannota GTAAGGATATCTATGATGTCAATTGTTCATGTGAGACTTCTTTTAACAC contig381 Solyc12g Mutator-li                  GO:00082 SL2.40ch AT1G10880.1 467.26 441.249 837.963 1398.69 1625.9 1357.72
GT Sense Sense 0.851 Detected -0.851 Comprom 0.000 1.649 Detected 2.592 Detected 2.121 0.161 GT Sens contig381 contig381 Receptor                ATCAGAGcontig381 Solyc04g Solyc04g Receptor                GO:00064 GO:00064  contig381 Solyc04g Receptor                 GO:00064 SL2.40ch AT4G13190.1  ATP bind          chr4:765  12.1938 3.52495 5.4722 1.98817 21.9335 42.0158
GT Sense Sense -0.069 Comprom 0.069 Comprom 0.000 2.667 Detected 3.618 Detected 3.143 0.023 GT Sens contig381 contig381 Unannota GAATTATTCTAACACAAAAAATAATTTAATATGTGATCTGTATAAATATA contig381 Solyc04g Os01g0498200 prote      SL2.40ch AT4G32230.1 2.19644 2.2736 1.78621 1.98414 15.138 29.1812
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 2.468 Detected 2.001 Detected 2.234 0.016 GT Sens contig382 contig382 Unannota ATAACATATCGTGACTCGTGAGATCTGAAAAGGCTAGAATGTACGCAAA contig382 Solyc10g081990.1.1 AT1G49975.1 53.2231 39.6113 361.964 116.806 270.856 195.433
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 2.493 Detected 1.993 Detected 2.243 0.014 GT Sens contig382 contig382 Unannota GCCTTCGCAATGAATTGTGTAAACTACTTTGGTCAATGTGGACAAAAAG contig382 Solyc10g081990.1.1 AT1G49975.1 48.9194 39.6752 364.502 112.826 264.538 186.423
GT Sense Sense -0.071 Comprom 0.071 Comprom 0.000 1.606 Detected 1.168 Detected 1.387 0.026 GT Sens contig382 contig382 Unannota AGAGGTATTAGTAACGTATGAGTACACTCTATCTTCCTCAGGCCCTACT contig382 Solyc04g F-box pro               GO:00302 SL2.40ch AT2G32830.1 7.78842 8.09025 8.92857 13.8494 25.762 18.96
GT Sense Sense -0.042 Comprom 0.042 Comprom 0.000 3.251 Detected 2.912 Detected 3.081 0.003 GT Sens contig382 contig382 Unannota GAAATACCAAGCAGGTCAACGTTATAAACAAAGAATTAAGTGTATCCAC contig382 Solyc05g ABC trans                   GO:00426 SL2.40ch AT4G10950.1  GDSL-mo      chr4:671  2.1864 2.17982 1.85466 2.08991 22.164 17.4651
GT Sense Sense 0.247 Comprom -0.247 Comprom 0.000 2.256 Detected 2.182 Detected 2.219 0.012 GT Sens contig382 contig382 Unannota GATGGGAGTTTAGATTGCCAAGACAAGGGGCATAAGAAAAAGAGGATAGcontig382 Solyc04g Uroporph                   GO:00048 SL2.40ch AT3G2084PLT1  PLT1 (PL      chr3:730  3.53293 2.36038 4.07127 4.59388 14.7093 13.9358
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 1.872 Detected 1.710 Detected 1.791 0.005 GT Sens contig382 contig382 Unannota TGACAAAAAATTAAATAAACTAAATTGGATATCGCAGTTGGAGGAAAATTcontig382 Solyc12g098750.1.1 AT5G1627ATRAD21    SYN4 (SIS        chr5:531  85.711 71.1103 190.039 179.004 304.773 271.571
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.217 Detected 0.930 Detected 1.074 0.025 GT Sens contig382 contig382 Unannota TAGATTTTATCGTCCTGGATCAGACATTTCGGACTGTCTCATTCTCTTG contig382 Solyc11g Interferon                   GO:00055 SL2.40ch AT5G19680.1  leucine-r      chr5:664  55.3047 45.4275 71.6118 52.8902 124.223 101.562
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 1.045 Detected 1.104 Detected 1.074 0.007 GT Sens contig383 contig383 Unannota TTTCAAGTTTCACATGTATAATGATGTTTTAAGTCTTTTAGCTTTGGATTcontig383 Solyc08g Purine pe                   GO:00053 SL2.40ch AT2G12875.1  unknown   chr2:528  78.4216 65.8574 142.829 123.679 158.078 164.287
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 1.053 Detected 1.071 Detected 1.062 0.022 GT Sens contig383 contig383 Unannota TCAAACAAATACCTTGTATTGTGTTTCTTTTCAAGTAATATTGCCCTATT contig383 Solyc08g Purine pe                   GO:00053 SL2.40ch AT2G12875.1  unknown   chr2:528  70.0132 52.9083 131.326 116.615 134.652 135.939
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 2.394 Detected 1.268 Detected 1.831 0.089 GT Sens contig383 contig383 Peptide tr                  GCTTGTTcontig383 Solyc10g Solyc10g Peptide tr                  GO:00160 GO:00160   contig383 Solyc10g Peptide tr                   GO:00429 SL2.40ch AT1G72125.1  transport   chr1:271  345.203 258.314 1092.77 527.036 1674.01 764.514
GT Sense Sense -0.748 Comprom 0.748 Comprom 0.000 1.413 Detected 1.889 Detected 1.651 0.170 GT Sens contig384 contig384 Unannota GGAAACTGTATCAAAGTTGACACTTTTTGCTGATATCAGAATGGAACAG contig384 Solyc02g Unknown Protein (A  SL2.40ch AT3G0716ATGSL10    ATGSL10       chr3:226  2.55757 6.78435 2.37611 11.5186 11.8268 16.4039
GT Sense Sense -0.267 Comprom 0.267 Detected 0.000 1.906 Detected 2.386 Detected 2.146 0.027 GT Sens contig384 contig384 Unannota ATGCCACATGTCTACTAACCATATCATAACTCTTCTTATATATATCTCTT contig384 Solyc11g Unknown Protein (A  SL2.40ch AT3G29075.1  glycine-r    chr3:110  8.21624 11.1983 23.0841 20.9222 38.3303 53.3007
GT Sense Sense 0.195 Comprom -0.195 Comprom 0.000 2.816 Detected 2.588 Detected 2.702 0.007 GT Sens contig384 contig384 Unannota ATGATGAGAAAAAGAATCTATGAACTTTTTTGATTGGGGATGAAAATTTTcontig384 Solyc11g Unknown Protein (A  SL2.40ch AT3G29075.1  glycine-r    chr3:110  3.36372 2.41438 9.46564 10.3861 21.3988 18.2185
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 1.283 Detected 0.959 Detected 1.121 0.034 GT Sens contig384 contig384 Unannota GTATTGCTATTGAATCAAATCATTTAAGCTCGAGCCTTACGATGAAAGG contig384 Solyc03g Chaperon                     GO:00310 SL2.40ch AT5G02860.1  pentatric      chr5:654  320.649 249.419 298.087 396.277 733.713 584.341
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 3.197 Detected 2.181 Detected 2.689 0.045 GT Sens contig384 contig384 Unannota CACCTTATGTTAAAGTTTTATTTCTACGTACATATATCATTATATATCAT contig384 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  20.8388 29.9035 94.3652 28.2957 244.176 120.381
GT Sense Sense -0.627 Detected 0.627 Detected 0.000 2.487 Detected 1.597 Detected 2.042 0.117 GT Sens contig384 contig384 Unannota ACAACTCTATTCTCACCAAGACGGATTGTATACAATATATAATGTCACATcontig384 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  11.5094 25.8227 45.99 22.3501 103.08 55.4511
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 0.927 Detected 1.142 Detected 1.035 0.011 GT Sens contig384 contig384 Unannota TTCATTTTTTGGTGTTAGTATATTGTATCATGATGTGCAATTATATCACGcontig384 Solyc05g Octicosapeptide/Pho               SL2.40ch AT3G12915.1 168.9 164.689 288.695 257.423 338.173 391.431
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 1.019 Detected 0.989 Detected 1.004 0.031 GT Sens contig386 contig386 Unannota AGATTTGTTCATGTAGGTGTTTTTGTTTATCCTCTTACCGTTACGTATA contig386 Solyc07g Pit1 protein (AHRD V   SL2.40ch AT2G24740.1 40.9398 49.4463 60.4646 47.0964 97.2209 94.931
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 1.136 Detected 0.963 Detected 1.050 0.018 GT Sens contig386 contig386 Unannota TCGTATTCTGGCATGTTAGCTACTCAGTAGGCTGGAGTGCAATCTATGTcontig386 Solyc07g Pit1 protein (AHRD V   SL2.40ch AT2G24740.1 127.319 140.184 161.869 113.501 313.153 276.951
GT Sense Sense -0.422 Comprom 0.422 Detected 0.000 2.443 Detected 1.505 Detected 1.974 0.089 GT Sens contig387 contig387 Unknown               ATATGTGcontig387 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3              contig387 Solyc03g Unknown Protein (A               SL2.40ch AT5G25840.1  unknown   chr5:901  6.53793 11.0415 26.2755 30.8155 49.2591 25.6318
GT Sense Sense 0.300 Comprom -0.300 Comprom 0.000 1.138 Detected 1.504 Detected 1.321 0.064 GT Sens contig387 contig387 Unannota GAATCGTACATCTAAGAGACATGGGATAGGTTTTGATAGAACTAGCTCT contig387 Solyc02g Glucan en               GO:00059 SL2.40ch AT3G22640.1 6.8523 4.25386 10.6809 18.927 12.6739 16.2791
GT Sense Sense -0.136 Comprom 0.136 Comprom 0.000 0.902 Detected 1.549 Detected 1.225 0.073 GT Sens contig387 contig387 Unannota TACATAGCCTTAACCTACATTCCTGGAAGAGGCTGTTTCACGGCTTGAAcontig387 Solyc10g ATP-depe                    GO:00040 SL2.40ch AT2G45810.1  DEAD/DE      chr2:188  6.17513 7.01253 12.3383 28.7949 13.1125 20.4729
GT Sense Sense 0.325 Detected -0.325 Comprom 0.000 2.121 Detected 1.113 Detected 1.617 0.114 GT Sens contig387 contig387 Unannota CATTTCTTCTATTGTCAATATTTTATCCCATATTTGTATTTTTATATTTTTcontig387 Solyc11g Unknown Protein (A  SL2.40ch AT5G034 DPB, ATD   DPB; pro       chr5:842  12.7693 7.65504 52.0632 41.4612 45.87 22.7364
GT Sense Sense -0.325 Detected 0.325 Detected 0.000 1.380 Detected 1.250 Detected 1.315 0.058 GT Sens contig387 contig387 Unannota TTTAATCATACTTCCTTCATTATTAAATCCTATTACTACCATTGGTGTTT contig387 Solyc11g Unknown Protein (A  SL2.40ch AT5G034 DPB, ATD   DPB; pro       chr5:842  17.3486 25.6017 71.5083 66.4236 58.5042 53.3039
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 2.254 Detected 1.771 Detected 2.013 0.020 GT Sens contig387 contig387 Unannota TATTTTCCCTAAAGTTTAAAGTTATGGTATAAGTTCCTATCTTAGGGTAAcontig387 Solyc11g Ring finge                 GO:00082 SL2.40ch AT2G10970.1 67.3524 78.7604 408.259 212.365 370.437 264.361
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 2.210 Detected 1.737 Detected 1.974 0.017 GT Sens contig387 contig387 Unannota GTATTTTAAATTAAATTAAGCGGGACCCGCTAATCAATCTAACTTTGAAAcontig387 Solyc11g Ring finge                 GO:00082 SL2.40ch AT2G10970.1 16.4736 18.1852 87.089 40.7254 85.4205 61.3432
GT Sense Sense 0.311 Comprom -0.311 Comprom 0.000 1.309 Detected 1.576 Detected 1.442 0.051 GT Sens contig388 contig388 Unannota CCATCAACTTTTTATTTTGTCTTGAACACCCATATTGATCCAACCAAGTTcontig388 Solyc01g Non-spec                      GO:00068 SL2.40ch AT5G35930.1  AMP-dep        chr5:140  7.18817 4.39254 13.7811 10.0975 14.8438 17.8072
GT Sense Sense 0.738 Detected -0.738 Comprom 0.000 1.638 Detected 1.302 Detected 1.470 0.192 GT Sens contig388 contig388 Unannota CAATTTTTTATATACTTTTTTGTTTTTACAGTGTTAAACAATGACTGTTA contig388 Solyc03g Cyclin B2             GO:00047 SL2.40ch AT5G35940.1  jacalin le     chr5:140  17.1759 5.80601 15.7535 10.2306 33.1489 26.1806
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 1.891 Detected 1.662 Detected 1.777 0.036 GT Sens contig388 contig388 Unannota TAAAATACTTTCTAATTCATATATTTTTATGAAAAATAACTGCCTTAACATcontig388 Solyc08g Alpha glu                 GO:00045 SL2.40ch AT5G11550.1  binding  chr5:370  48.6397 29.0076 89.4333 72.2003 148.587 126.389
GT Sense Sense -0.694 Comprom 0.694 Comprom 0.000 0.991 Detected 1.679 Detected 1.335 0.227 GT Sens contig388 contig388 Unannota CTACACACAAAAAGTGAAGGTTAATTAATAATTTCAAGAGCTAAGTTCAGcontig388 Solyc05g Calcium-b               GO:00055 SL2.40ch AT3G24000.1  INVOLVE                                                                      chr3:867  3.18231 7.83848 7.39645 11.0822 10.5824 17.0037
GT Sense Sense -0.993 Comprom 0.993 Detected 0.000 1.440 Detected 1.058 Detected 1.249 0.342 GT Sens contig389 contig389 Unannota TCTGCAAGTTCTTCATCTCTGGTGGTGAGTCGTAAGTTTCTATACCTTC contig389 Solyc12g Signal pe                  GO:00160 SL2.40ch AT1G56290.1  CwfJ-like    chr1:210  3.38973 12.6369 18.3389 10.8511 18.934 14.4913
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 1.117 Detected 0.929 Detected 1.023 0.009 GT Sens contig389 contig389 Unannota GAGAGAAATCTAATTTTATTGGACTAAAATCCAAGAATTAGGAGCCTCA contig389 Solyc11g Beta-gala                GO:00055 SL2.40ch AT2G30230.1  unknown   chr2:128  191.998 189.148 245.272 228.028 440.917 385.701
GT Sense Sense -0.363 Detected 0.363 Detected 0.000 1.921 Detected 1.792 Detected 1.856 0.037 GT Sens contig389 contig389 Unannota AAGAGTAGGAACTACACGTAGTGAATGAGGGATCCTTTGGAGTAAGTGCcontig389 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G60720.1 89.1342 138.785 356.907 421.361 449.202 409.407
GT Sense Sense -0.267 Detected 0.267 Detected 0.000 1.945 Detected 1.960 Detected 1.952 0.018 GT Sens contig389 contig389 Unannota TGAGAAGAGTGGTGCTTTGATCTTTGGGGCAAGGATGAGTTATGGATG contig389 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G60720.1 142.253 193.794 612.306 689.26 681.673 686.609
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 0.832 Detected 1.671 Detected 1.252 0.096 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  83.4532 77.9988 144.202 106.78 153.185 273.233
GT Sense Sense -0.013 Comprom 0.013 Comprom 0.000 1.364 Detected 1.258 Detected 1.311 0.002 GT Sens contig389 contig389 Unannota GGTGAGCATGTTGAGCTGTTCCATTCATCAAATATTCTGTTCTTCATTA contig389 Solyc06g Serine/thr                 GO:00064 SL2.40ch AT5G42640.1 6.01761 5.76416 11.2196 11.4352 16.1671 14.9771
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 1.108 Detected 1.066 Detected 1.087 0.000 GT Sens contig390 contig390 Unannota ATAAAATGAAAGGAATAATGTTGCTTATGCATATGAGCTGCAAATTATATcontig390 Solyc10g Aspartyl p                GO:00065 SL2.40ch AT1G72740.2 232.493 220.111 512.339 295.694 519.849 503.695
GT Sense Sense 0.053 Comprom -0.053 Comprom 0.000 1.828 Detected 0.830 Detected 1.329 0.118 GT Sens contig390 contig390 Unannota CTCGTCAACTTAAGCAATTCAGTACTAGTCGGTGTTGATATAAGCAAGA contig390 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G01810.1  protein tr    chr4:776  8.42059 7.35872 5.78059 9.79595 29.8096 14.8794
GT Sense Sense -0.254 Comprom 0.254 Comprom 0.000 2.022 Detected 1.016 Detected 1.519 0.114 GT Sens contig390 contig390 Unannota GGATGTCTTCCCAAATCAATTCAGTACTAGTGTATGTGTGAGGAAATAT contig390 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G01810.1  protein tr    chr4:776  4.77994 6.39349 10.098 6.08032 23.9466 11.8867
GT Sense Sense 0.421 Detected -0.421 Detected 0.000 0.993 Detected 1.026 Detected 1.010 0.139 GT Sens contig390 contig390 Unannota CCTTGTCAACATTGTAGAAGAAAAAGTCATCGTCCAATTAAATGTTGGA contig390 Solyc07g Unknown Protein (A  SL2.40ch AT4G29790.1  unknown   chr4:145  31.8765 16.7346 43.0573 42.5849 49.0263 50.0183
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.353 Detected 1.072 Detected 1.212 0.014 GT Sens contig391 contig391 Unannota GCATCTTTGCCTATGCAGTTTTATAATTCAATCTTCTGTTATTAAGACCAcontig391 Solyc06g Glycine c                    GO:00043 SL2.40ch AT5G45510.2  leucine-r      chr5:184  2837.92 2818.27 7380 4674.87 7704.05 6319.65
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 1.397 Detected 0.961 Detected 1.179 0.047 GT Sens contig391 contig391 Unannota ATTGCTGTTCTTATATTATTTCTAGTTTCATCAATTTCTGCTTTTCAATT contig391 Solyc11g UPF0497 membrane                    SL2.40ch AT4G19650.1 98.0854 113.867 351.214 201.309 296.807 218.734
GT Sense Sense -0.075 Comprom 0.075 Comprom 0.000 1.888 Detected 1.903 Detected 1.896 0.002 GT Sens contig391 contig391 Unannota GCAGGTTGATTGCTTGTTCATACACTTTTCACTACATAAGCATGTACAT contig391 Solyc05g Regulator                      GO:00050 SL2.40ch AT1G05380.2  DNA bind   chr1:157  3.11186 3.25032 3.59595 6.03239 12.5544 12.6498
GT Sense Sense 0.137 Comprom -0.137 Comprom 0.000 1.790 Detected 1.641 Detected 1.715 0.008 GT Sens contig391 contig391 Unannota CAAAGGCTAATCTTCAGCTTCCTTCTCGTAATCTTCTGCTTTCTTTTCTTcontig391 Solyc01g Unknown Protein (A  SL2.40ch AT5G6146MIM, ATR   MIM (hyp          chr5:247  4.25819 3.31147 11.6139 5.78233 13.8436 12.4511
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 0.828 Detected 1.441 Detected 1.135 0.091 GT Sens contig392 contig392 Unannota AATTGGTCCAAGTTATTTGCATCTTCATGGAACTTCGGTGCTATTTCCA contig392 Solyc03g Subtilisin                 GO:00065 SL2.40ch AT5G0177RAPTOR1     RAPTOR2       chr5:294  32.6353 40.8095 88.5378 90.6988 69.0894 105.376
GT Sense Sense 0.717 Comprom -0.717 Comprom 0.000 3.335 Detected 3.212 Detected 3.273 0.045 GT Sens contig392 contig392 Unannota TAATATAGTACTTACTATACATATAATTAAATACTTTTGAATTATGGTGT contig392 Solyc10g Allene ox               GO:00198 SL2.40ch AT4G01640.1 8.59928 2.99518 36.0746 30.4517 54.6195 49.99
GT Sense Sense 0.350 Detected -0.350 Detected 0.000 1.174 Detected 1.043 Detected 1.109 0.089 GT Sens contig392 contig392 Unannota TTTTGTGACTAATCCCTTGTCATTTTATTATTATTATTTTGTTAGAAGTT contig392 Solyc12g Unknown            GO:00055 SL2.40ch AT1G5316ATMAP4K   ATMAP4                chr1:198  25.9486 15.0361 38.3684 30.4316 47.5377 43.2834
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 1.080 Detected 1.000 Detected 1.040 0.058 GT Sens contig392 contig392 Unannota GAAAAATTGGCCCTAAGGCCCACACAAAAAGTTATTTCTTCTACATTAG contig392 Solyc12g Unknown            GO:00055 SL2.40ch AT1G5316ATMAP4K   ATMAP4                chr1:198  34.7101 22.8413 45.3744 37.7372 63.4929 59.8875
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 2.131 Detected 2.665 Detected 2.398 0.024 GT Sens contig392 contig392 Unannota TTTTCATGTAAATTAAATCTATCAAGTCACTTCCAAAATAGTATATAATA contig392 Solyc01g Unknown Protein (A  SL2.40ch AT5G42880.1  unknown   chr5:171  56.742 76.9504 339.455 260.452 308.736 445.525
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 1.258 Detected 1.866 Detected 1.562 0.066 GT Sens contig392 contig392 Unannota CAGGGGTTTATCATGCATGTGGTATCATGTACTGTCTCTTCTTCTTTAA contig392 Solyc01g Unknown Protein (A  SL2.40ch AT5G42880.1  unknown   chr5:171  1188.82 1675.82 4877.48 4376.12 3600.76 5468.43
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 1.149 Detected 1.453 Detected 1.301 0.023 GT Sens contig393 contig393 Unannota GAAGACAAGCCCAAGAATGAGAATGTGGTTATCAATTGAAATATATATC contig393 Solyc11g Pentatrico                GO:00045 SL2.40ch AT5G13950.2  unknown   chr5:449  77.024 86.5622 137.835 126.722 193.096 237.758
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 0.994 Detected 1.266 Detected 1.130 0.020 GT Sens contig393 contig393 Unannota GTTGGTTTCACATTCTGACTACTCAGGGTTCTTATGATTATGATATTGT contig393 Solyc11g Pentatrico                GO:00045 SL2.40ch AT5G13950.2  unknown   chr5:449  115.452 122.368 187.125 159.867 252.521 303.915
GT Sense Sense -1.030 Comprom 1.030 Detected 0.000 2.612 Detected 2.019 Detected 2.315 0.163 GT Sens contig393 contig393 Unannota GAGGTTTGATACCGGTGTACCGTACTGATTTATTTCAATTTCGATCAAG contig393 Solyc09g Alkaline p              GO:00038 SL2.40ch AT3G6270ATMRP10  ATMRP10          chr3:231  8.09181 31.7336 117.861 59.5387 104.476 69.0394
GT Sense Sense -1.013 Comprom 1.013 Detected 0.000 2.224 Detected 1.965 Detected 2.094 0.177 GT Sens contig393 contig393 Unannota TCCAAATAACTCAACTGCTCCTTATAAGTATTACATTCGATACTTGGTTGcontig393 Solyc09g Alkaline p              GO:00038 SL2.40ch AT3G6270ATMRP10  ATMRP10          chr3:231  4.00985 15.3628 54.2888 23.585 39.0943 32.5756
GT Sense Sense -0.125 Comprom 0.125 Comprom 0.000 2.187 Detected 1.046 Detected 1.616 0.110 GT Sens contig393 contig393 Unannota CTCTTTGATATAATTACCAAGAAGATCTCTCTCTTTGTATATATAGCCTCcontig393 Solyc10g Unknown Protein (A  SL2.40ch AT5G4107DRB5  DRB5 (DS        chr5:164  5.41544 6.05694 3.67627 2.74361 27.813 12.5705
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 1.327 Detected 1.117 Detected 1.222 0.049 GT Sens contig393 contig393 Unannota TGGAGTTGTACTCCTTTCTTGTATTTACCTACATTATTTTATAAGGGTTGcontig393 Solyc00g Peptidase                 GO:00038 SL2.40ch AT4G10620.1  INVOLVE                                                               chr4:656  19.4387 12.7246 37.7417 32.0319 42.0814 36.2643
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 1.062 Detected 1.033 Detected 1.048 0.001 GT Sens contig393 contig393 Unannota CAGTCCATCTAGGTTGTATTTAGGGTTTATCATTGAACTGCATGTTGAT contig393 Solyc00g Peptidase                 GO:00038 SL2.40ch AT4G10620.1  INVOLVE                                                               chr4:656  38.7104 35.2003 65.8849 55.0868 82.1905 80.3262
GT Sense Sense 0.059 Comprom -0.059 Comprom 0.000 1.482 Detected 1.358 Detected 1.420 0.004 GT Sens contig393 contig393 Unannota AAGATGAGCCACCAAACTTAAAGTTTCAAGCCTTCGTTGATTTTGGAGT contig393 Solyc10g Genomic DNA chrom         SL2.40ch AT5G2774EMB2775  EMB2775           chr5:982  8.08039 7.00586 11.2315 13.9176 22.4048 20.5117
GT Sense Sense -0.430 Detected 0.430 Detected 0.000 1.263 Detected 1.124 Detected 1.194 0.111 GT Sens contig393 contig393 HEAT rep               AAGTATCcontig393 Solyc01g Solyc01g HEAT rep               GO:00054 GO:00054 contig393 Solyc01g HEAT rep                GO:00054 SL2.40ch AT4G15830.1  binding  chr4:899  57.5288 98.2446 131.782 134.13 192.465 174.199
GT Sense Sense 0.587 Comprom -0.587 Comprom 0.000 1.410 Detected 1.288 Detected 1.349 0.149 GT Sens contig393 contig393 Unannota GATGATTATAAGGTAAACTTTGATTGACTTCACTGTAAATTTGTTAAGGAcontig393 Solyc11g Unknown Protein (A  SL2.40ch AT3G16200.1  unknown   chr3:549  7.97524 3.32723 19.3311 6.12655 14.599 13.3758
GT Sense Sense -0.387 Comprom 0.387 Comprom 0.000 1.620 Detected 1.649 Detected 1.634 0.052 GT Sens contig394 contig394 Unannota GAGACCCTTTTGGATTCTTCAGACATAAAGTTGATCATAGTGTTCTTGC contig394 Solyc02g Unknown Protein (A           SL2.40ch AT2G18850.1  FUNCTIO                                                                      chr2:816  4.39679 7.07172 4.5963 6.88534 18.2785 18.5914
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 1.335 Detected 1.330 Detected 1.333 0.012 GT Sens contig394 contig394 Unannota CTTCCACTCCAGCTAATGTTAATGAGGCTCATGCATCAGTTTCGGATGAcontig394 Solyc08g Unknown Protein (A  SL2.40ch AT5G10070.1  RNase L    chr5:314  67.01 51.4021 72.8767 82.4296 157.922 156.842
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 1.224 Detected 1.051 Detected 1.138 0.058 GT Sens contig395 contig395 Unannota TTGTGTTGAACAGTAAATATTTGGAGACCAAAATCAATTCAAGGTTCATGcontig395 Solyc01g Aldehyde               GO:00090 SL2.40ch AT3G1409ATEXO70   ATEXO70           chr3:466  44.8175 61.6267 159.029 139.614 130.929 115.81
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 1.253 Detected 1.325 Detected 1.289 0.001 GT Sens contig395 contig395 Unannota CAGTTGGGATATTGTTCAGCTCAGGAAGTAGAAAAAAGATAAGATTTTG contig395 Solyc01g Aldehyde               GO:00090 SL2.40ch AT3G1409ATEXO70   ATEXO70           chr3:466  90.5646 87.5474 282.621 257.079 226.363 237.169
GT Sense Sense 1.174 Detected -1.174 Comprom 0.000 2.323 Detected 1.857 Detected 2.090 0.223 GT Sens contig395 contig395 Unannota GGACCCTTTGTCGGTTCAATAATGTAATATAGCGTAAGCACTTACGTCA contig395 Solyc05g050870.2.1 AT5G52120.1 12.1313 2.24224 11.0462 10.2334 27.8361 20.0933
GT Sense Sense -0.192 Comprom 0.192 Comprom 0.000 2.852 Detected 2.175 Detected 2.514 0.023 GT Sens contig395 contig395 Unannota TATTTTCTAAGGCAGGTGGCAGAGCCATCTATCCTTTTGTATTTCCCTC contig395 Solyc05g050870.2.1 AT5G52120.1 3.71996 4.56797 5.12991 6.33778 31.7411 19.7976
GT Sense Sense -0.732 Comprom 0.732 Detected 0.000 1.135 Detected 1.152 Detected 1.144 0.259 GT Sens contig395 contig395 Unannota GGAAGAGATGATTTCACTTTTCCTCTTCTTCAGATGTCTGCTTTTGCTT contig395 Solyc10g Unknown Protein (A  SL2.40ch AT3G09050.1  unknown   chr3:276  5.25386 13.6411 26.0715 19.4733 19.8261 20.0065
GT Sense Sense 0.582 Detected -0.582 Comprom 0.000 0.826 Detected 1.421 Detected 1.124 0.228 GT Sens contig396 contig396 Unannota GTTTGGTGCTACTGGCACTGGAAATAAGCAACAAAGAAGGCGGCATAATcontig396 Solyc10g Nodulin family prote             SL2.40ch AT5G46630.2  clathrin a        chr5:189  12.7181 5.34399 14.3411 4.97837 15.5855 23.4784
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 1.913 Detected 1.484 Detected 1.699 0.030 GT Sens contig396 contig396 Unannota AATTTCATTGGCTTTGCAAGAGCCACGTGGATGTCTAATGGACTCAGCTcontig396 Solyc12g Unknown Protein (A  SL2.40ch AT4G00960.1  protein k     chr4:414  11.5834 14.6698 25.1616 14.0708 52.3574 38.7657
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 1.140 Detected 1.119 Detected 1.130 0.008 GT Sens contig396 contig396 Unannota GGTTAGGACTGACAGGAAAAATTATCTAGTGGTTTTGTGCAATTTAATT contig396 Solyc05g Response                 GO:00063 SL2.40ch AT3G12950.1 362.405 392.944 636.234 567.711 886.775 871.59
GT Sense Sense -0.323 Detected 0.323 Detected 0.000 1.133 Detected 1.201 Detected 1.167 0.069 GT Sens contig396 contig396 Unannota GTAGCTCTTTCATGTGAGCAAAGATTAACCTTTCATTGATTTGTCTACT contig396 Solyc05g Response                 GO:00063 SL2.40ch AT3G12950.1 175.168 257.91 407.703 327.285 497.024 519.456
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 2.063 Detected 0.868 Detected 1.465 0.139 GT Sens contig397 contig397 Unannota GACTTACTTGTGGATTCATTTTAGGGCATAAGCTCACGCTTCAAGAGAT contig397 Solyc05g040020.1.1 AT2G38025.1  FUNCTIO                                                                   chr2:159  50.0466 57.1027 185.975 349.414 238.157 103.739
GT Sense Sense -0.300 Detected 0.300 Detected 0.000 1.282 Detected 1.309 Detected 1.295 0.050 GT Sens contig397 contig397 Unannota CTGTTAATTTTGGTAATGACTTCTCCAGATTCATGTAGATCAGTTGGAA contig397 Solyc07g F-box fam                GO:00055 SL2.40ch AT4G0183PGP5  PGP5 (P-           chr4:785  47.5474 67.8105 167.677 72.4041 147.214 149.54
GT Sense Sense -0.267 Comprom 0.267 Comprom 0.000 1.898 Detected 1.081 Detected 1.489 0.092 GT Sens contig397 contig397 Unannota CTTGGTAACGATTATTCCACCTTGTGATAACGATAACCTATTCCAGTAC contig397 Solyc07g Squamos                  GO:00037 SL2.40ch AT2G3846ATIREG1  ATIREG1      chr2:161  7.94373 10.8156 3.23567 9.45029 36.8281 20.8531
GT Sense Sense -0.590 Comprom 0.590 Comprom 0.000 2.166 Detected 1.667 Detected 1.916 0.096 GT Sens contig397 contig397 Unannota CTGCCAAGATTAATAACCAAACAAAACAGGGCTATTTATGCTTCTGACA contig397 Solyc07g Squamos                  GO:00037 SL2.40ch AT2G3846ATIREG1  ATIREG1      chr2:161  4.27226 9.1101 6.30598 9.97976 29.8487 21.0611
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 4.553 Detected 4.206 Detected 4.380 0.002 GT Sens contig397 contig397 Unknown   GGGACATcontig397 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig397 Solyc04g Unknown Protein (A  SL2.40ch AT1G53040.2  unknown   chr1:197  18.4414 15.3637 216.055 222.799 421.416 330.267
GT Sense Sense -0.380 Comprom 0.380 Comprom 0.000 1.902 Detected 1.673 Detected 1.787 0.046 GT Sens contig397 contig397 Unannota TCTTCCTGTACTTTGCTGAAACGTGTAATTTCCAGTGCTGGGATCCTTT contig397 Solyc02g S-locus re                 GO:00055 SL2.40ch AT2G01870.1  unknown   chr2:389  4.3242 6.8909 15.6355 16.4588 21.7482 18.501
GT Sense Sense 1.400 Detected -1.400 Comprom 0.000 4.171 Detected 1.348 Detected 2.759 0.300 GT Sens contig397 contig397 Unannota GCAGCTTATGCATTTGGCATAGATTCTACTACTATTTTCCTTTTTGGTC contig397 Solyc09g Myb famil                 GO:00037 SL2.40ch AT1G01430.1  unknown   chr1:156  20.3982 2.75677 41.3707 48.1249 144.024 20.2928
GT Sense Sense -0.435 Comprom 0.435 Comprom 0.000 1.225 Detected 1.433 Detected 1.329 0.097 GT Sens contig397 contig397 Unannota CTTTCTTTTTATTTCAGAAGTTGGTATGTCTTAGACTCTTAGTTCCCATAcontig397 Solyc02g Protein SMG9 (AHRD   SL2.40ch AT4G1585ATRH1  ATRH1; A        chr4:900  5.16707 8.89121 15.3564 25.8266 16.8943 19.4563
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 1.661 Detected 1.069 Detected 1.365 0.074 GT Sens contig397 contig397 LTRGag-p      TTTGATGcontig397 Solyc01g Solyc01g LTRGag-pol-polymerase 3 (AH    contig397 Solyc01g LTRGag-pol-polyme      SL2.40ch AT4G3458COW1, SR   COW1 (C        chr4:165  4371.99 5901.02 12841.7 7543.51 17131.7 11332.6
GT Sense Sense -0.804 Comprom 0.804 Detected 0.000 1.487 Detected 1.041 Detected 1.264 0.269 GT Sens contig397 contig397 Unannota GTCCTATCTGATTTCATTAACTGTATATCGTTTTTCCAATTTACACGAGGcontig397 Solyc06g SNARE associated G                 SL2.40ch AT2G37960.2  unknown   chr2:158  5.02835 14.4213 21.197 15.0271 25.458 18.6272
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 0.817 Detected 1.231 Detected 1.024 0.062 GT Sens contig398 contig398 Unannota CTGGAACTTCTCTTTTCTGTTTCATCTTGTACTGCAGTACTAGAATTCA contig398 Solyc02g062200.1.1 AT5G5223MBD13  MBD13; m    chr5:212  22.2153 26.452 27.5642 31.5838 45.5339 60.484
GT Sense Sense -0.031 Comprom 0.031 Comprom 0.000 1.208 Detected 0.906 Detected 1.057 0.021 GT Sens contig399 contig399 Unannota GGAGATGCGAACTTCATAATAGACTAAAAAGTAAAAGGGGTAAGAGTTT contig399 Solyc03g Jasmonat                GO:00055 SL2.40ch AT1G18390.2  ATP bind             chr1:632  7.74021 7.60167 9.0155 8.9258 18.9002 15.2835
GT Sense Sense -0.508 Comprom 0.508 Comprom 0.000 1.582 Detected 1.312 Detected 1.447 0.110 GT Sens contig399 contig399 Unannota AGAGGGAGGCTTTAGACCGGGACTTCCTACCAGCAATATATATTTTTTC contig399 Solyc06g Dynamin-related pro      SL2.40ch AT1G1312emb1745  emb1745     chr1:446  3.51589 6.68759 12.0642 14.9143 15.4789 12.801
GT Sense Sense -1.019 Comprom 1.019 Detected 0.000 1.206 Detected 0.907 Detected 1.056 0.413 GT Sens contig399 contig399 Unannota CCAGTACGAGAATGCAGTATATGAAGTTTGAGTCAACACATTTTGCTTC contig399 Solyc03g Hydroxyc               GO:00472 SL2.40ch AT5G4893HCT  HCT (HYD           chr5:198  2.96581 11.466 8.10712 4.41863 14.3458 11.6252
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 1.667 Detected 0.819 Detected 1.243 0.118 GT Sens contig400 contig400 Unannota ATATTCATTTATTATTTGACCTGAATTACAATGTCTCCACATAATTATTT contig400 Solyc01g Unknown Protein (A  SL2.40ch AT4G04670.1  Met-10+ l         chr4:236  23.2314 16.5335 28.2981 38.3917 66.3657 36.7708
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 1.894 Detected 1.248 Detected 1.571 0.040 GT Sens contig400 contig400 Unannota TTAAATTGAAAATTTAACTTCAAACTTGTTTTGTGGTATTGTTACGCAGAcontig400 Solyc01g Unknown Protein (A  SL2.40ch AT4G04670.1  Met-10+ l         chr4:236  14.7224 14.4478 25.3536 43.719 57.81 36.8212
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 1.302 Detected 1.310 Detected 1.306 0.015 GT Sens contig400 contig400 Ninja-fam                  GCCCAAAcontig400 Solyc06g Solyc06g Ninja-family protein 2 (AHRD V1              contig400 Solyc06g Ninja-family protein                 SL2.40ch AT3G0214TMAC2, A   TMAC2 (T        chr3:385  95.6948 113.029 133.722 198.879 273.486 274.225
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 1.107 Detected 0.924 Detected 1.015 0.015 GT Sens contig400 contig400 Unannota GAAGATGACTCCTGGTAACTTAAAAAGTGTGAGTTTTGATGAAACTTGA contig400 Solyc06g Nuclear tr                    GO:00037 SL2.40ch AT5G0819NF-YB12  NF-YB12            chr5:263  20.6057 17.1473 20.1905 14.7225 43.1673 37.9105
GT Sense Sense -0.047 Comprom 0.047 Comprom 0.000 1.959 Detected 2.022 Detected 1.991 0.001 GT Sens contig400 contig400 Unannota CCTGTCTTCTTTCTAGGTAAAAGCCAAAAGATAATGCTTTAGTCTCAGG contig400 Solyc09g Unknown Protein (A           SL2.40ch AT5G18980.1  binding  chr5:633  3.3659 3.38047 10.2876 15.0019 13.989 14.5687
GT Sense Sense -0.092 Comprom 0.092 Comprom 0.000 2.198 Detected 1.229 Detected 1.713 0.074 GT Sens contig400 contig400 Unannota GTCATATGATTAGTGTGCAGCATAATTGCTCTATTGCACAAGTGTTTAG contig400 Solyc01g Ubiquitin-               GO:00048 SL2.40ch AT3G05780.1 7.49053 8.00438 5.22221 14.0274 37.8875 19.293
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 1.277 Detected 1.489 Detected 1.383 0.042 GT Sens contig400 contig400 Unannota ATTAAGGATGAATTGAGAAATTTAATATTGAAATGAAGTAATTGTTTCTT contig400 Solyc02g Unknown           GO:00094 SL2.40ch AT5G5916TOPP2, P   TOPP2; p     chr5:238  28.8603 18.5664 45.751 49.9132 59.8111 69.0916
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 1.303 Detected 1.233 Detected 1.268 0.008 GT Sens contig400 contig400 Unannota TCATTTTGTGGGCATTTTAGTATAAGACAAGTGGGCTGAAAGCCCAATT contig400 Solyc07g Chaperon                  GO:00055 SL2.40ch AT2G1695TRN1, AT   TRN1 (TR      chr2:735  91.6445 100.129 174.704 111.724 252.012 239.416
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 1.155 Detected 1.095 Detected 1.125 0.002 GT Sens contig400 contig400 Unannota GGGCAAATTGGCCCAAGTTCAAATATTACTCTCATCTTCCCTCATTATT contig400 Solyc07g Chaperon                  GO:00055 SL2.40ch AT2G1695TRN1, AT   TRN1 (TR      chr2:735  163.214 161.709 361.676 194.78 385.851 368.981
GT Sense Sense -0.058 Comprom 0.058 Comprom 0.000 2.010 Detected 2.124 Detected 2.067 0.002 GT Sens contig400 contig400 Unannota CAAACGTATTCATTACCCCACTGTACTTGAAGCTTTTTATTCAGTGTACAcontig400 Solyc12g Pentatricopeptide re               SL2.40ch AT3G61900.1 3.31209 3.37768 12.1079 12.2333 14.3683 15.4991
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 1.009 Detected 1.063 Detected 1.036 0.023 GT Sens contig400 contig400 Unannota CCTATGGTGCTTAATCTCATCACAGCATACTTTTCCATCAACAAACGAATcontig400 Solyc08g Protein rai1 (AHRD V            SL2.40ch AT5G6395CHR24  CHR24 (c               chr5:255  23.1838 27.2086 45.3667 47.8835 53.9104 55.7946
GT Sense Sense 0.548 Detected -0.548 Comprom 0.000 2.417 Detected 1.733 Detected 2.075 0.085 GT Sens contig400 contig400 Unannota AGTTTAGTTAATCAAGTAAAAGAACTTCTTTTTTAAGGCGATTAATAATT contig400 Solyc08g Blight-associated pr                 SL2.40ch AT5G41120.1  esterase/     chr5:164  15.797 6.95443 14.6104 27.321 59.7076 37.046
GT Sense Sense 0.027 Comprom -0.027 Comprom 0.000 1.668 Detected 1.475 Detected 1.572 0.004 GT Sens contig400 contig400 Unannota CTTTTGGTCAAAATATAAATAGGGGTTGAAAGAAAAGAATCTTTCGATTTcontig400 Solyc12g Beta-1,3-g                 GO:00167 SL2.40ch AT5G59930.1  DC1 dom         chr5:241  8.72246 7.90346 15.1194 15.5018 28.1437 24.5428
GT Sense Sense 0.216 Detected -0.216 Detected 0.000 1.251 Detected 0.986 Detected 1.119 0.048 GT Sens contig401 contig401 Unannota CAAGAAGAATTTAAAAAGCTTCAAGAAGTTCGGGAATGAAGATTCATAT contig401 Solyc09g Unknown Protein (A  SL2.40ch AT1G16930.1 19.0033 13.2516 26.909 23.0775 40.2685 33.4274
GT Sense Sense -0.154 Comprom 0.154 Comprom 0.000 1.318 Detected 1.364 Detected 1.341 0.013 GT Sens contig401 contig401 Unannota AGAATCTTAACTTAAGATATTCATAGTGGGAATCTTTGGGTTCTTTAAAAcontig401 Solyc08g Alpha alp                  GO:00038 SL2.40ch AT5G16110.1  unknown   chr5:526  5.76354 6.71264 17.4908 10.1085 16.5397 17.0206
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 1.228 Detected 0.950 Detected 1.089 0.063 GT Sens contig401 contig401 Unannota ATCAAGTTGTAATCTACAGAAAATCTTACAGTTTTCTTATTACTTACTCA contig401 Solyc01g Os01g0498200 prote      SL2.40ch AT4G04790.1  FUNCTIO                                                                          chr4:243  13.905 18.4971 26.2657 19.9247 40.0741 32.9439
GT Sense Sense -0.579 Comprom 0.579 Comprom 0.000 1.631 Detected 1.236 Detected 1.434 0.144 GT Sens contig401 contig401 Unannota GGAACATTCACTAAAATACATATAGAAACCTACTCCAATAATAGCCATTAcontig401 Solyc12g Clathrin a              GO:00301 SL2.40ch AT5G08560.2  transduc          chr5:277  3.96819 8.33354 13.3301 17.0388 18.9961 14.404
GT Sense Sense -0.003 Comprom 0.003 Comprom 0.000 1.315 Detected 1.376 Detected 1.346 0.001 GT Sens contig401 contig401 Unannota AATATTTTAGAGAAGGATTTGGAGGGGAAAATTAAAGAATACTCATAAAAcontig401 Solyc09g Cation/H+              GO:00153 SL2.40ch AT5G61200.2  FUNCTIO                                                       chr5:246  6.26999 5.92019 9.64161 3.26896 16.1613 16.818
GT Sense Sense -0.432 Comprom 0.432 Comprom 0.000 1.078 Detected 1.880 Detected 1.479 0.129 GT Sens contig401 contig401 Unannota ATATCATCACGAAAGAAACGAGGCTCAAAACCTTGATGATTTCCACTTC contig401 Solyc05g Adenylylt                   GO:00055 SL2.40ch AT4G08960.1  phospho        chr4:574  3.31865 5.68224 8.76732 8.50016 9.77679 16.998
GT Sense Sense -0.285 Detected 0.285 Detected 0.000 2.236 Detected 1.594 Detected 1.915 0.047 GT Sens contig402 contig402 Unannota GCTTTGGCTATCTGGTATGGACGTATGGTGCAAGGTTTATCTCACGAAAcontig402 Solyc09g Unknown Protein (A  SL2.40ch AT4G26380.1  DC1 dom    chr4:133  27.607 38.5413 56.0961 29.6675 163.833 104.73
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 1.905 Detected 1.269 Detected 1.587 0.040 GT Sens contig402 contig402 Unannota GTGGTCATGTTCTCAATGTTTTCGACGCCAAGCATCTCCATTCAGTAGAcontig402 Solyc09g Unknown Protein (A  SL2.40ch AT4G26380.1  DC1 dom    chr4:133  53.1728 55.594 74.7511 50.3873 217.109 139.266
GT Sense Sense 0.251 Detected -0.251 Detected 0.000 1.349 Detected 1.509 Detected 1.429 0.032 GT Sens contig402 contig402 Unannota ACTTTGAATTTGGACCTAGTTTAATAATATCATATATATAATATGTGGTT contig402 Solyc04g071170.1.1 AT5G40000.1 20.815 13.8375 46.0356 32.4658 46.0895 51.3663
GT Sense Sense -0.900 Comprom 0.900 Detected 0.000 1.706 Detected 0.924 Detected 1.315 0.312 GT Sens contig402 contig402 Unannota ACACAACAAACATTTCCAACAGTTGAAATCCTAATTACAAGACACAGCAAcontig402 Solyc02g Hypothetical YFW fa                   SL2.40ch AT1G53625.1 4.88016 15.9919 19.3104 14.8042 30.7421 17.8173
GT Sense Sense -0.385 Detected 0.385 Detected 0.000 1.603 Detected 1.363 Detected 1.483 0.067 GT Sens contig402 contig402 Unannota GACCACCCTCCTTTGGGATGTCATTTATGCATTAACTTCAACAGTCGTC contig402 Solyc02g Hypothetical YFW fa                   SL2.40ch AT1G53625.1 15.3961 24.7114 39.1985 47.1459 63.1917 53.345
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 0.968 Detected 1.074 Detected 1.021 0.005 GT Sens contig402 contig402 Unannota ATGTATGTATATTTTCAAGGTGATATGATCCATTATGGACAAATATGTATcontig402 Solyc01g Phosphor               GO:00046 SL2.40ch AT3G09550.1  protein b   chr3:293  57.0097 50.4536 88.5473 87.4336 111.889 120.038
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 1.279 Detected 1.054 Detected 1.166 0.037 GT Sens contig402 contig402 Unannota CGTGAAGAGTGAAGAGATTTGAAGGAGACGGATATGAAGACCTTTTCTTcontig402 Solyc09g Ulp1 protease family         SL2.40ch AT4G18500.1 20.9219 14.8513 36.2769 30.9321 45.6025 38.8986
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 1.423 Detected 1.160 Detected 1.291 0.016 GT Sens contig402 contig402 Unannota AAATTTTCTTTTCAGGAAAGATGGGCCAAGGCCCATCTGGCTCCCATGCcontig402 Solyc09g Monooxy                GO:00551 SL2.40ch AT5G05800.2 46.4554 50.1368 96.8941 68.7299 138.001 114.643
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 1.568 Detected 1.290 Detected 1.429 0.023 GT Sens contig402 contig402 Unannota CCGATCCCACATCTGTATCAATCATCTTGGTAGAAAGAGATTGTTTATG contig402 Solyc08g Growth-re               GO:00056 SL2.40ch AT5G64480.1  unknown   chr5:257  979.449 1167.93 1963.48 1564.06 3380.87 2781.05
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 1.641 Detected 1.343 Detected 1.492 0.022 GT Sens contig402 contig402 Unannota CGTAAGAGGCCCGAGACCCACCATTTTGCTTTTCTTTAAATTTTTTAAA contig402 Solyc08g Growth-re               GO:00056 SL2.40ch AT5G64480.1  unknown   chr5:257  1128.56 1346.35 2228.37 1921.43 4099.91 3325.2
GT Sense Sense -0.146 Comprom 0.146 Comprom 0.000 3.001 Detected 1.421 Detected 2.211 0.110 GT Sens contig402 contig402 Unannota TAGTTTTTCTTGGAATCAGCATGGGTGAGGGCATCGAAGTGAAGAATCCcontig402 Solyc08g Unknown Protein (A  SL2.40ch AT3G12540.1  unknown   chr3:397  3.85922 4.44757 12.6332 5.50898 35.3675 11.7984
GT Sense Sense 0.210 Detected -0.210 Comprom 0.000 0.876 Detected 1.196 Detected 1.036 0.059 GT Sens contig403 contig403 Unannota ATTATAATTGGATTATTAATTGAGTGAGGTTTAGTTAGGTAATGAGTGG contig403 Solyc12g Potassium             GO:00160 SL2.40ch AT1G72990.2 11.8577 8.33774 13.2553 22.5927 19.4598 24.225
GT Sense Sense -0.128 Comprom 0.128 Comprom 0.000 2.568 Detected 2.460 Detected 2.514 0.003 GT Sens contig403 contig403 Unannota GTTAGTAGTATTGTAAGCCCTTCTATAGGCTTTAATTGTATGCTTCCAT contig403 Solyc00g Unknown Protein (A  SL2.40ch AT5G59980.2  RNase P      chr5:241  2.12305 2.38539 13.661 11.2198 14.2265 13.1616
GT Sense Sense -0.315 Comprom 0.315 Comprom 0.000 1.229 Detected 1.073 Detected 1.151 0.071 GT Sens contig403 contig403 Unannota CTTGGAGATTTGGCAAGTCAGTAAATTTTGTAACTTCCTCCGACAATTA contig403 Solyc12g Ethylene-                     GO:00036 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  4.97994 7.25277 6.87674 3.04781 15.0199 13.44
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 1.087 Detected 1.188 Detected 1.138 0.014 GT Sens contig403 contig403 Unannota TAATGTTTTGTATATTTTCATTCGTTATTTCTGTTACAATGAGTATAATT contig403 Solyc01g RNA-bind                 GO:00036 SL2.40ch AT2G18200.1 49.9183 39.4563 94.387 83.7252 100.566 107.538
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 1.689 Detected 1.604 Detected 1.647 0.004 GT Sens contig403 contig403 Unannota GCTCTTTTTACATAGTATTGTCGCGGGGTTAATTATTGGTGACAATAAC contig403 Solyc11g Protein tyrosine pho                SL2.40ch AT4G010 ATCNGC1    ATCNGC            chr4:434  37.7926 40.2211 106.022 43.7603 134.064 126.018
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 1.865 Detected 1.466 Detected 1.666 0.014 GT Sens contig403 contig403 Unannota TCTTTTTGCTAATTTCTGTTCGTTGTTAGCATTAGTATTTAGTAGTGAACcontig403 Solyc11g Protein tyrosine pho                SL2.40ch AT4G010 ATCNGC1    ATCNGC            chr4:434  22.0445 20.3813 56.8648 23.2424 82.3571 62.2446
GT Sense Sense 0.279 Comprom -0.279 Comprom 0.000 1.988 Detected 2.086 Detected 2.037 0.019 GT Sens contig403 contig403 Unannota AGTAAGAGTGTGACACACATTTAAGGGGCAAGTGCATTGGCATACAAAGcontig403 Solyc04g Binding p               GO:00081 SL2.40ch AT4G21900.1  antiporte      chr4:116  3.80239 2.42853 20.2697 19.697 12.8529 13.7189
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.421 Detected 1.287 Detected 1.354 0.006 GT Sens contig403 contig403 Unannota GGTTCGGTCCTCCGGTAACTGTTACGTCACTTTCAACCTGCTCATGGATcontig403 Solyc11g Hypothetical chlorop              SL2.40ch AT3G0992PIP5K9  PIP5K9 (P               chr3:304  156.17 130.978 253.199 302.455 408.356 370.965
GT Sense Sense -0.682 Comprom 0.682 Comprom 0.000 0.924 Detected 2.012 Detected 1.468 0.234 GT Sens contig403 contig403 Unannota CCCAAAGGGTTTTAGAACTTTAGTTTTTGCCAAAGCAAATCCAGTAGTT contig403 Solyc08g Aquapori               GO:00152 SL2.40ch AT4G1038NIP5;1, NL    NIP5;1; a         chr4:643  4.59316 11.124 5.71761 2.00866 14.4632 30.6551
GT Sense Sense -0.217 Comprom 0.217 Comprom 0.000 2.232 Detected 2.284 Detected 2.258 0.009 GT Sens contig403 contig403 Unannota TAAAAGTTTGGCTTATTTATGTCATTACCGTTAAAGAAAAAACTCATTCAcontig403 Solyc07g Unknown Protein (A  SL2.40ch AT3G0155ATPPT2,   PPT2 (PH          chr3:216  2.37901 3.02566 17.7429 13.4916 13.4386 13.8886
GT Sense Sense 0.155 Comprom -0.155 Comprom 0.000 4.414 Detected 1.205 Detected 2.809 0.223 GT Sens contig403 contig403 Unannota ACCTTCTTCATTTTTTACGTGTTTGCAGTTGAGTCACTTGACCCTCCAA contig403 Solyc05g010360.1.1 AT4G182 ATPUP10  ATPUP10      chr4:100  5.94099 4.50963 3.64099 2.60571 117.657 12.6853
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 1.281 Detected 0.879 Detected 1.080 0.033 GT Sens contig404 contig404 Unannota GAGATGAAGAATTTGAAACAAACGGAGAAGTTGAAATATTGGACTTAAG contig404 Solyc03g Unknown Protein (A  SL2.40ch AT5G2735SFP1  SFP1; ca       chr5:964  30.4907 29.4461 64.3358 47.9625 77.6471 58.5859
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 1.103 Detected 1.278 Detected 1.190 0.006 GT Sens contig404 contig404 Unannota CACAGAAAGAGTGGGAAATTGGGATCAAAAAAGGCAGAATTTACGCAAT contig404 Solyc09g Ribosoma                 GO:00058 SL2.40ch ATMG005 NAD1C, N   Encodes                 chrM:143  28.4055 28.2338 37.0484 30.8205 64.8573 73.016
GT Sense Sense 0.207 Comprom -0.207 Comprom 0.000 1.549 Detected 1.701 Detected 1.625 0.018 GT Sens contig404 contig404 Unannota ATAATGATATTTATGGATATTCAAATTTAAACAATTTACCAATTACTACT contig404 Solyc05g Zinc finge                  GO:00037 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  8.80797 6.21667 25.9704 20.9488 23.0823 25.5866
GT Sense Sense 0.484 Comprom -0.484 Comprom 0.000 1.126 Detected 0.959 Detected 1.043 0.168 GT Sens contig404 contig404 Unannota GACACTGCGAGAAACAGCTTGAATGCATATAGATCAAATTAAGCATGGA contig404 Solyc10g Protein ki                GO:00055 SL2.40ch AT4G10400.2 9.08152 4.36695 14.3602 16.0999 14.6597 13.0192
GT Sense Sense -0.507 Comprom 0.507 Detected 0.000 0.897 Detected 1.309 Detected 1.103 0.181 GT Sens contig404 contig404 Unannota TTAAGTGGAGAAGAGTAGAGGGGTGGCTTGTTATCCAATTTAACAAACAcontig404 Solyc05g U-box dom                GO:00054 SL2.40ch AT1G3399ATMES14    MES14 (M      chr1:123  7.44347 14.1364 17.5932 16.4733 20.3719 27.0133
GT Sense Sense -0.682 Comprom 0.682 Comprom 0.000 1.784 Detected 1.812 Detected 1.798 0.119 GT Sens contig404 contig404 Unannota CAATTTCTCAAGGACAGAACAAGGAAAGATTTCTTCAAATTCATTGCCAAcontig404 Solyc10g F-box pro               GO:00302 SL2.40ch AT2G3166SAD2, UR   SAD2 (SU            chr2:134  2.24353 5.43008 9.61474 17.6045 12.8154 13.0321
GT Sense Sense -0.338 Detected 0.338 Detected 0.000 1.599 Detected 0.831 Detected 1.215 0.141 GT Sens contig405 contig405 Unannota CATTACCTTCTCTATCTGATGCATGTGGTAAAAATTATCATGCATAACCTcontig405 Solyc02g Cyclin B2 (AHRD V1           SL2.40ch AT4G2494SAE1A, A    SAE1A (S        chr4:128  36.8373 55.4018 103.818 211.612 145.945 85.4576
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 1.995 Detected 0.954 Detected 1.475 0.105 GT Sens contig405 contig405 Unannota ACGAAGGTGGAGTCGGTTAATGGAATTCATGTTTGGTTGACCTAAATGTcontig405 Solyc12g Sucrose s                      GO:00161 SL2.40ch AT4G11730.1 110.612 100.024 400.335 311.808 447.045 216.69
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.450 Detected 0.964 Detected 1.207 0.048 GT Sens contig405 contig405 Unannota CAATTAGTAGGTAAGCGACAAAATTAACTTCCTTGTGAACAGCCATGAT contig405 Solyc03g Proteinas                  GO:00048 SL2.40ch AT3G21710.1 1819.69 1432.94 1189.33 994.33 4705.17 3348.71
GT Sense Sense -0.237 Comprom 0.237 Comprom 0.000 1.387 Detected 1.582 Detected 1.484 0.029 GT Sens contig405 contig405 Unannota AAACGAGGAGCGAAATCGGGTTGAAACACGTACTTAACAAAGCAGAAGCcontig405 Solyc01g Unknown Protein (A  SL2.40ch AT5G33280.1  chloride      chr5:125  3.65147 4.77212 2.82954 6.10727 11.6396 13.2831
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 1.051 Detected 1.615 Detected 1.333 0.067 GT Sens contig405 contig405 Unannota GCATAATGTTGTGTCCATTTTAAATAACCCAATATACGTTTCATAGCCATcontig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  29.3993 20.1834 33.5943 57.7192 53.8209 79.3164
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 0.867 Detected 1.416 Detected 1.142 0.088 GT Sens contig405 contig405 Unannota CCGGATTACTAGTGTACTGACTCAGTTTACTAATAGCACATGTTATATT contig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  23.9587 16.25 27.1712 53.0465 38.3771 55.9888
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 0.900 Detected 1.147 Detected 1.023 0.048 GT Sens contig405 contig405 Unannota ATAAGCATGAAACACGTAATGGTAAGAACCTAATATCCCCAGCGGAGTC contig405 Solyc00g Unknown Protein (A  SL2.40ch AT4G01450.3  nodulin M     chr4:608  64.426 46.1826 77.7221 134.441 108.508 128.46
GT Sense Sense 0.122 Comprom -0.122 Comprom 0.000 2.320 Detected 2.028 Detected 2.174 0.008 GT Sens contig405 contig405 Unannota ATCCGTTGTAAGACAAACTCTTGGCCATGCTTCTTTGAAAACCTTCTTC contig405 Solyc07g HAT famil                  GO:00469 SL2.40ch AT5G39850.1  40S ribos      chr5:159  3.03704 2.41173 4.28515 6.55594 14.4113 11.7364
GT Sense Sense -0.323 Comprom 0.323 Detected 0.000 1.407 Detected 1.262 Detected 1.334 0.056 GT Sens contig405 contig405 Unannota CTTAAGTGAGAGATGTTCTAGTTTCTGAAGCACAAATGATTAGTTGGGT contig405 Solyc09g Ring finge                  GO:00082 SL2.40ch AT5G65920.1  U-box do    chr5:263  7.58216 11.16 13.6528 12.0283 26.0113 23.4517
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 0.927 Detected 1.106 Detected 1.017 0.008 GT Sens contig405 contig405 Unannota CCGCTGTGTTTATTTTGGATATGAGGGTTCATAAGTGCACATCCATATT contig405 Solyc06g Unknown Protein (A  SL2.40ch AT3G57810.3 17.0249 15.9203 15.9779 22.7037 33.3844 37.6735
GT Sense Sense 0.090 Detected -0.090 Comprom 0.000 0.946 Detected 1.421 Detected 1.183 0.043 GT Sens contig405 contig405 Unannota GAGTCTTCCTCTTTTCGTTGGACTTCCAACTCAAAGCAATCTATTGATA contig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  11.2974 9.3892 12.633 25.1932 21.1537 29.3251
GT Sense Sense 0.929 Detected -0.929 Comprom 0.000 0.827 Detected 1.226 Detected 1.026 0.393 GT Sens contig405 contig405 Unannota GAGAATGTGAGTTCTTCTCAAGATGTGAGTGTGTGAGAGAAACTTGTTAcontig405 Solyc01g Nucleolar                 GO:00055 SL2.40ch AT1G79630.3  protein p          chr1:299  12.9347 3.35604 15.6499 14.3536 12.463 16.3833
GT Sense Sense -0.041 Comprom 0.041 Comprom 0.000 1.220 Detected 1.351 Detected 1.286 0.004 GT Sens contig406 contig406 Unannota GTAGTTTTTGGGTTATATAATCTTCGTTTGGGTTTTTGGTTTGTGTGGAcontig406 Solyc08g Polyprote                  GO:00062 SL2.40ch AT3G04732.1 7.00385 6.97306 12.9994 21.9364 17.3637 18.9516
GT Sense Sense -0.203 Comprom 0.203 Comprom 0.000 1.698 Detected 1.842 Detected 1.770 0.015 GT Sens contig406 contig406 Unannota GATGTGAAAGTTTTAGAGTTGTCCAAAAAATTAGATATGTGGGGAACTA contig406 Solyc10g WD repeat-containin                   SL2.40ch AT2G22610.1  kinesin m    chr2:959  3.08602 3.84872 9.31656 12.1094 11.9228 13.1407
GT Sense Sense -0.049 Comprom 0.049 Comprom 0.000 1.179 Detected 1.458 Detected 1.319 0.012 GT Sens contig406 contig406 Unannota GGTAAGCATCTCCATGTGAGATGTATGACTCATATACTTAATCTAATTATcontig406 Solyc10g WD repeat-containin                   SL2.40ch AT2G22610.1  kinesin m    chr2:959  4.72496 4.76039 2.055 10.4565 11.4542 13.8567
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 0.865 Detected 1.300 Detected 1.083 0.057 GT Sens contig406 contig406 Unannota GTTGTCCACCATTCGAAAATGAAAAAATCTAGCTGCATATTTTTTCGCTTcontig406 Solyc05g LOB domain protein                SL2.40ch AT1G16420.1 17.2674 13.0087 24.1988 39.2595 29.1165 39.2295
GT Sense Sense 0.262 Comprom -0.262 Comprom 0.000 1.599 Detected 1.304 Detected 1.451 0.040 GT Sens contig407 contig407 Unannota GTCAACTACACAAGGACCAACTCCTCAAAAGTGTTCTGCATATACCTCT contig407 Solyc11g Sensor hi                    GO:00063 SL2.40ch AT5G1167ATNADP-   ATNADP-                       chr5:375  6.7239 4.39775 3.44537 4.36869 17.563 14.2754
GT Sense Sense -1.164 Comprom 1.164 Detected 0.000 1.138 Detected 1.519 Detected 1.328 0.377 GT Sens contig407 contig407 Unannota CTAGAAATAGAGAAACTCGCATGATTAGACATCTAGTACAAATGCACAT contig407 Solyc03g Post-GPI                 GO:00055 SL2.40ch AT5G57130.1  protein b   chr5:231  2.44329 11.543 13.4215 14.3115 12.4602 16.1835
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.520 Detected 1.168 Detected 1.344 0.020 GT Sens contig407 contig407 Unannota GCCTTGAAAAGGCTGAAATTTAATAATTTTTTGGACTCCCCAAAAGTCC contig407 Solyc03g Unknown Protein (A  SL2.40ch AT4G14720.1 63.769 53.3251 111.244 80.8815 178.298 139.339
GT Sense Sense 0.183 Comprom -0.183 Comprom 0.000 1.721 Detected 1.208 Detected 1.464 0.043 GT Sens contig407 contig407 Unannota CAAGTAATGAATTATCCCCACTTACACATGTCAGGGAGCAAAAGGAAAA contig407 Solyc07g Unknown Protein (A  SL2.40ch AT1G54950.1 5.40693 3.94926 8.25789 11.8721 16.244 11.3478
GT Sense Sense 0.826 Detected -0.826 Comprom 0.000 1.231 Detected 1.386 Detected 1.309 0.256 GT Sens contig407 contig407 Unannota CAGGTTTTGATCCACTAATTGATATTGGATGCATTGTAAACGAATTGCG contig407 Solyc02g Unknown Protein (A  SL2.40ch AT3G54200.1  FUNCTIO                                                                              chr3:200  13.1371 3.93097 22.2799 17.8269 17.9891 19.9723
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 0.827 Detected 1.377 Detected 1.102 0.065 GT Sens contig407 contig407 Unannota CATCTAATTGGTTCTTGTGAATAACTTTCTTTTCCATTGCTTCTCACTTGcontig407 Solyc04g Cysteine-                     GO:00055 SL2.40ch AT5G08310.1  pentatric      chr5:267  829.58 674.681 927.014 1104.59 1414.9 2066.39
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 1.749 Detected 0.981 Detected 1.365 0.089 GT Sens contig407 contig407 Unannota TAACCTGGTGGAGGATAGGGACCTTCATGAACATGCTGGTAACTCATTGcontig407 Solyc01g Unknown Protein (A  SL2.40ch AT4G1475IQD19  IQD19 (IQ      chr4:847  222.581 278.864 330.468 256.228 892.752 522.786
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 0.859 Detected 1.378 Detected 1.118 0.098 GT Sens contig407 contig407 Unannota CACAATGGAGGTAACTTTTCAATAATTGCAGCCACTTGAAAAGCATCAT contig407 Solyc11g Gag-Pol p               GO:00036 SL2.40ch AT3G1803HON4  HON4; DN    chr3:616  39.046 25.0336 54.2405 90.3346 60.4841 86.3679
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 1.183 Detected 0.923 Detected 1.053 0.016 GT Sens contig407 contig407 Unannota TATGGCTTGTATACAGACATATACAGTGATATACATTGTGAAACAGCAA contig407 Solyc10g LRR recep    GO:00046 SL2.40ch AT1G43160.1 75.3011 66.8871 125.139 109.695 171.807 143.046
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 1.537 Detected 1.151 Detected 1.344 0.021 GT Sens contig407 contig407 Unannota CCAGCGTATACGTAATGTGTATACGCAGATTTTTTTGAAGGAAATAGGC contig407 Solyc10g LRR recep    GO:00046 SL2.40ch AT1G43160.1 58.435 57.9379 103.963 83.634 180.096 137.377
GT Sense Sense -0.433 Comprom 0.433 Comprom 0.000 2.181 Detected 1.703 Detected 1.942 0.059 GT Sens contig407 contig407 Unannota GTACGTTTAACGCAATTATGAACTATTTTTTTCATTTGATTATCACTATA contig407 Solyc07g Fertilizatio                   GO:00428 SL2.40ch AT2G0198SOS1, AT    SOS1 (SA        chr2:457  3.71099 6.36252 16.3421 18.415 23.4909 16.8258
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 1.447 Detected 1.105 Detected 1.276 0.026 GT Sens contig407 contig407 Unannota TTAGTCCATAATACCAGGAGATGAAAACTTAAATCACTCTTCCTCTTCCTcontig407 Solyc05g Unknown Protein (A  SL2.40ch AT5G19740.1  peptidase     chr5:667  13.4275 14.9518 25.5703 15.5771 41.1838 32.3986
GT Sense Sense -0.670 Comprom 0.670 Comprom 0.000 1.532 Detected 2.793 Detected 2.162 0.143 GT Sens contig407 contig407 Beta-ocim                AATATAC contig407 Solyc03g Solyc03g Beta-ocim                GO:00505 GO:00505      contig407 Solyc03g Beta-ocim                 GO:00347 SL2.40ch AT5G55090.1 2.70662 6.44304 3.68805 2.1878 12.876 30.776
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 1.384 Detected 1.737 Detected 1.560 0.032 GT Sens contig407 contig407 Unannota CTCTTTGAAACCTATGTAATCTATGTAACTCCTATTGTAACCTATGAAACcontig407 Solyc11g Os03g0859900 prote                  SL2.40ch AT3G48400.1  DC1 dom    chr3:179  23.5366 16.1948 41.5652 69.2334 54.3239 69.1962
GT Sense Sense -0.868 Detected 0.868 Detected 0.000 1.341 Detected 1.059 Detected 1.200 0.306 GT Sens contig408 contig408 Unannota ATCTACGCAATTCTGAAATTGCACTTCGGTCTTGATGGGTTGACTCGACcontig408 Solyc08g Movemen                GO:00068 SL2.40ch ATMG001 CCB452  cytochro      chrM:512  11.2307 35.2044 48.4514 53.6642 53.7004 44.0433
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 0.897 Detected 1.120 Detected 1.008 0.050 GT Sens contig408 contig408 Unannota CAAAGATAAGGAAGAAGTTCGCATGGACTCGAGCAGATTTCATGCATAT contig408 Solyc08g Movemen                GO:00068 SL2.40ch ATMG001 CCB452  cytochro      chrM:512  33.983 42.5875 84.3489 105.632 75.5549 87.895
GT Sense Sense -0.101 Comprom 0.101 Comprom 0.000 1.615 Detected 1.583 Detected 1.599 0.004 GT Sens contig408 contig408 Unannota GATCTTAAGTTTTCTGTTGCTATAGTTAGTTTGAGCTTTCAATCAAAGG contig408 Solyc07g EH-domai                 GO:00199 SL2.40ch AT1G1654SIR3, LOS     ABA3 (AB          chr1:565  4.72643 5.11278 14.5259 1.93036 16.0541 15.6601
GT Sense Sense -0.087 Comprom 0.087 Comprom 0.000 1.197 Detected 0.880 Detected 1.039 0.029 GT Sens contig408 contig408 Unannota GTTGTTGAGCGTGTAATTTATTCACTTCCGAAGATCTATCAAGAATGAT contig408 Solyc07g EH-domai                 GO:00199 SL2.40ch AT1G1654SIR3, LOS     ABA3 (AB          chr1:565  8.51289 9.03458 23.3612 6.54292 21.4434 17.1618
GT Sense Sense 0.351 Detected -0.351 Comprom 0.000 1.053 Detected 1.417 Detected 1.235 0.089 GT Sens contig408 contig408 Unannota CGTGAAGGATTTCATGTAGGATCATATTTTCCGATATTTACTAGTACTC contig408 Solyc12g Complex interacting                 SL2.40ch AT4G30620.1  unknown   chr4:149  16.3222 9.44498 25.1865 24.1246 27.4718 35.2443
GT Sense Sense -0.747 Comprom 0.747 Comprom 0.000 1.122 Detected 1.109 Detected 1.115 0.274 GT Sens contig408 contig408 Unannota CTCAGTAAACATGGGAGAGATGGATCAAGGTAGAAGGATCAAGAGAACTcontig408 Solyc04g Calcium-t                  GO:00053 SL2.40ch AT2G34890.1  CTP synt        chr2:147  3.79918 10.0726 9.76259 5.15429 14.3529 14.184
GT Sense Sense 0.624 Detected -0.624 Comprom 0.000 1.951 Detected 2.091 Detected 2.021 0.085 GT Sens contig408 contig408 Unannota GCTGGACTCAAAGGGGTAAGTAGACTGTAGAATTAGTTTGTTATGCTACcontig408 Solyc04g Calcium-t                  GO:00053 SL2.40ch AT2G34890.1  CTP synt        chr2:147  11.8773 4.70404 36.5502 8.18385 30.8288 33.8551
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.403 Detected 1.253 Detected 1.328 0.029 GT Sens contig408 contig408 Unannota GCAGTATGGTTGATTCACATATATTTGGGCTTTTTGTGTTCTTGAAATT contig408 Solyc02g ABC transporter C fa                 SL2.40ch ATMG00610.1 21.8076 15.1125 19.9445 13.9388 51.195 46.0166
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.333 Detected 1.282 Detected 1.308 0.007 GT Sens contig409 contig409 Unannota GCCTATTAGTATTTATGCATAACATGTTAGCTCGGAGGAATAAACTCGT contig409 Solyc12g Unknown Protein (A  SL2.40ch AT5G11230.1  organic a     chr5:358  175.258 142.695 268.659 242.519 424.863 408.95
GT Sense Sense 0.074 Comprom -0.074 Comprom 0.000 1.299 Detected 1.028 Detected 1.164 0.017 GT Sens contig409 contig409 Unannota GCAAAGAGAGCTGAGAATCAACATTACAAGTTAAAAGACACAAGTAGCT contig409 Solyc04g GDSL est               GO:00162 SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  5.9801 5.07882 7.74354 6.97408 14.4627 11.949
GT Sense Sense 0.520 Detected -0.520 Detected 0.000 1.616 Detected 1.508 Detected 1.562 0.096 GT Sens contig409 contig409 Unannota TGTACTAAATTTTATACATTAATGCTACCAAACATAATACTAGTTAGAAT contig409 Solyc08g Glycosyl                  GO:00167 SL2.40ch AT5G43570.1  serine-ty     chr5:175  28.8023 13.1709 43.2346 26.5132 63.6601 58.8975
GT Sense Sense 0.247 Detected -0.247 Comprom 0.000 1.303 Detected 1.242 Detected 1.272 0.036 GT Sens contig410 contig410 Unannota GAACGCTGGAAGACAACAAGTTATAAGAATTATCAGTATGCAAGCACGT contig410 Solyc03g Branched                    GO:00040 SL2.40ch AT4G10930.1  unknown   chr4:670  17.0064 11.3683 25.604 27.686 36.5822 34.9654
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 1.207 Detected 0.884 Detected 1.046 0.089 GT Sens contig410 contig410 Unknown   ATGGTTGcontig410 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig410 Solyc12g Unknown Protein (A  SL2.40ch AT3G0330DCL2  DCL2 (DI                       chr3:768  272.185 170.593 775.79 390.192 530.425 422.949
GT Sense Sense -0.868 Comprom 0.868 Comprom 0.000 1.577 Detected 1.411 Detected 1.494 0.229 GT Sens contig410 contig410 Unannota AGTGCAGAGGGATGAACTGACTTGAAAATATGGGAGCAAAGGCCCAAAAcontig410 Solyc01g Unknown Protein (A  SL2.40ch AT5G24420.1 3.17028 9.9311 9.82331 12.7748 17.8551 15.8622
GT Sense Sense -0.269 Comprom 0.269 Comprom 0.000 1.187 Detected 1.180 Detected 1.183 0.048 GT Sens contig410 contig410 Unannota TTTGTAGGATGAGAGGCACCGTCATAAATTATGTGCCACTCATGCCAGAcontig410 Solyc02g CTP synt              GO:00038 SL2.40ch AT5G45200.1  disease r       chr5:182  4.15889 5.68343 5.88483 11.0266 11.8056 11.7091
GT Sense Sense 0.407 Detected -0.407 Comprom 0.000 2.219 Detected 2.023 Detected 2.121 0.037 GT Sens contig410 contig410 Unannota GGTCAAAACAAAAACAAGAGATAATTTGGTTACATATGTCTATCTTAACTcontig410 Solyc03g Gag-Pol p               GO:00082 SL2.40ch AT3G4960UBP26, S    UBP26 (U         chr3:183  16.3574 8.75084 22.0991 21.9136 59.4046 51.6849
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 1.341 Detected 1.139 Detected 1.240 0.007 GT Sens contig411 contig411 Unannota ATCCCTAAAAGCCGGTCTCAGTTCGGATTGGGGTCTGCAACTCGACCC contig411 Solyc01g Unknown Protein (A  SL2.40ch AT2G13840.1  PHP dom    chr2:578  48.361 47.2015 113.583 69.2352 129.107 111.84
GT Sense Sense -0.467 Detected 0.467 Detected 0.000 3.225 Detected 2.308 Detected 2.767 0.052 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  105.591 189.718 172.447 46.1073 1411.37 745.366
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 1.970 Detected 1.279 Detected 1.625 0.064 GT Sens contig411 contig411 Unannota CGTTTCGATGAGTGGAGACGAATTTAGGATTTGAATGTTGAAGTTCAAT contig411 Solyc04g WPP domain-associ      SL2.40ch AT1G48660.1  auxin-res      chr1:179  46.1226 30.1855 33.9235 40.2296 155.927 96.2956
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 0.877 Detected 1.167 Detected 1.022 0.054 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  463.857 575.79 410.034 484.123 1012.25 1234.09
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 1.485 Detected 1.163 Detected 1.324 0.066 GT Sens contig411 contig411 Unannota ATGGAACCTAGTGAATGTCTAAGTAGATAATCCCACAACCTTGCGATAT contig411 Solyc01g Glycogen                GO:00046 SL2.40ch AT4G23220.1  kinase  chr4:121  14.9544 21.8923 25.5727 15.5632 53.9993 43.0679
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 1.429 Detected 1.037 Detected 1.233 0.049 GT Sens contig411 contig411 Unannota GCTCCTCATAGCATGTGATGGTATTAGTTATTAGTATTGTGATATGACA contig411 Solyc01g Glycogen                GO:00046 SL2.40ch AT4G23220.1  kinase  chr4:121  21.4849 26.786 32.2602 33.5748 68.8807 52.3288
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 1.348 Detected 0.883 Detected 1.116 0.055 GT Sens contig411 contig411 Unannota GCAAATTGTTCAAGCCCACATAGCTCTTATATGGCCACATTCTTGCATA contig411 Solyc04g Ribonucle                 GO:00055 SL2.40ch AT5G50115.1  INVOLVE                                                                       chr5:203  39.7408 45.5331 45.5918 30.821 115.476 83.4076
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 2.091 Detected 1.916 Detected 2.003 0.003 GT Sens contig411 contig411 Unannota TTCAAGTAGGGTACCTTGATAGGCATTCATGGGTTCCGGTCAATGAAGTcontig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  395.756 407.771 428.017 452.423 1824.75 1611.86
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 1.855 Detected 1.683 Detected 1.769 0.002 GT Sens contig411 contig411 Unannota GCGATGCCACTATCTAAATTATGGAGTTGCTTTTAGTTAAAGACTTCTA contig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  415.912 384.499 475.312 498.319 1542.37 1364.95
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 1.705 Detected 1.050 Detected 1.378 0.079 GT Sens contig411 contig411 Unannota ATAGTGTGAATCACACCTCCTCTAGCTACATGAATCACACCTCCTCGTA contig411 Solyc01g049800.1.1 AT1G48800.1  terpene s     chr1:180  28.7579 19.1812 89.9627 122.043 81.66 51.7176
GT Sense Sense 0.244 Comprom -0.244 Comprom 0.000 4.927 Detected 2.856 Detected 3.892 0.067 GT Sens contig412 contig412 Unannota ATTTCAACAACAACCCAATTCATGTTTTCAAGAAAACAACAAGAAAAACT contig412 Solyc03g Nuclear matrix cons       SL2.40ch AT5G43745.1  phospho   chr5:175  3.50553 2.35093 2.01757 2.95257 93.1272 22.1034
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.378 Detected 1.409 Detected 1.394 0.000 GT Sens contig412 contig412 Unannota TCAAATTTCCCCTTTATTATGCATAAGGGGCAATATCTTTTCCATGATTAcontig412 Solyc02g Unknown Protein (A  SL2.40ch AT1G12300.1 24.1406 23.4137 26.1324 37.6184 65.8972 67.1417
GT Sense Sense -0.134 Comprom 0.134 Comprom 0.000 1.205 Detected 1.585 Detected 1.395 0.027 GT Sens contig412 contig412 Unannota TATAAGGATTTCAGGTTGTTGAGGCACCATAGGATAGTAAGGGAAAAGCcontig412 Solyc03g E3 ubiqui                     GO:00165 SL2.40ch AT4G08210.1  pentatric      chr4:518  4.51968 5.11894 2.47978 12.3323 11.8216 15.3391
GT Sense Sense 0.394 Detected -0.394 Comprom 0.000 0.959 Detected 1.142 Detected 1.051 0.122 GT Sens contig413 contig413 Unannota CCACGAATCTTCAAGATAGTTTCTTTCCCTTTCGCAAAGTTTCGGAATG contig413 Solyc12g Malonyl CoA anthoc      SL2.40ch AT1G07050.1  CONSTA    chr1:216  13.9941 7.62223 19.0774 20.2365 21.4098 24.2387
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 1.293 Detected 1.302 Detected 1.297 0.002 GT Sens contig413 contig413 Unannota CTGTTTTTGTCTAATTCTATACAGTATGTAAATGTATATAATTAGTATTC contig413 Solyc02g Unknown Protein (A  SL2.40ch AT4G38070.1  bHLH fam    chr4:178  546.369 555.142 1457.74 995.801 1438.64 1443.59
GT Sense Sense -0.320 Comprom 0.320 Comprom 0.000 1.272 Detected 1.480 Detected 1.376 0.055 GT Sens contig413 contig413 Unannota CTTGGGCAAGAGGAAACAGCTCATGAAGGGAAAAAACAAGCAATCAAACcontig413 Solyc04g Unknown Protein (A  SL2.40ch AT3G05165.4 3.27361 4.79733 3.78346 3.46577 10.2022 11.7493
GT Sense Sense -0.743 Comprom 0.743 Comprom 0.000 1.582 Detected 1.411 Detected 1.496 0.184 GT Sens contig414 contig414 Unannota ACTTAAGTATACTTTGTGAACATAGAAGAAACTATTTTAGGGTTTAAGTTcontig414 Solyc10g Unknown Protein (A  SL2.40ch AT4G22060.1 3.36048 8.86282 15.6717 6.0945 17.4263 15.4258
GT Sense Sense 0.763 Comprom -0.763 Comprom 0.000 2.427 Detected 1.657 Detected 2.042 0.139 GT Sens contig414 contig414 Unannota TTTAAGAAGATTTCTTCTTCTTTATTTCTGAAAAATCTGTAATTAATTAA contig414 Solyc01g Glutamine                 GO:00038 SL2.40ch AT3G01970.1 8.4341 2.75529 1.80402 3.00876 27.6435 16.1648
GT Sense Sense -0.233 Comprom 0.233 Comprom 0.000 1.895 Detected 1.307 Detected 1.601 0.051 GT Sens contig414 contig414 Unannota CTGTATTTATTATAGTCAGATGAATATTTATAACTTTTTTCTCTTCACAC contig414 Solyc01g Cell number regulat                  SL2.40ch AT5G47300.1  F-box fam    chr5:191  4.40154 5.72364 4.78899 5.18962 19.9102 13.2002
GT Sense Sense 0.830 Detected -0.830 Comprom 0.000 1.219 Detected 1.554 Detected 1.386 0.243 GT Sens contig414 contig414 Unannota CAAGTGCATCACCATCTTCTCTCATCCATGGTAAACCTTAAAATGGTAT contig414 Solyc08g Calcium d                  GO:00046 SL2.40ch AT5G4258CYP705A   CYP705A               chr5:170  12.127 3.6085 15.9748 8.23008 16.4168 20.646
GT Sense Sense -0.513 Comprom 0.513 Comprom 0.000 0.940 Detected 1.619 Detected 1.279 0.173 GT Sens contig415 contig415 Unannota CCGAAGGGTTCATCATAATTAAGCAGAGCAAACTTCCCTAAAATCATCA contig415 Solyc06g U-box dom                GO:00344 SL2.40ch AT3G5324AtRLP45  AtRLP45        chr3:197  3.31734 6.35714 10.2226 10.5686 9.39441 14.9976
GT Sense Sense 0.558 Detected -0.558 Comprom 0.000 2.360 Detected 2.760 Detected 2.560 0.050 GT Sens contig415 contig415 Unannota GTTTGAATTTACTTCAGATGTTTTAGGCTGATACTAAGCCATATCTGTG contig415 Solyc05g Photosystem I asse                SL2.40ch AT5G43570.1  serine-ty     chr5:175  15.1959 6.59388 39.7043 38.1085 54.7884 72.1164
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.656 Detected 2.042 Detected 1.849 0.013 GT Sens contig415 contig415 Unannota GGTGTTCCATGTTGTGTATGCTATGTTACTTTATAGTCTGCTCGAGTTT contig415 Solyc05g Photosystem I asse                SL2.40ch AT5G43570.1  serine-ty     chr5:175  49.9918 41.3854 123.443 99.2402 152.865 199.205
GT Sense Sense 0.583 Detected -0.583 Detected 0.000 2.344 Detected 1.123 Detected 1.733 0.176 GT Sens contig415 contig415 Unannota GGGAATACATATGACTCTAAATAGAAGGCTTCATTAGCGTAGAGTAAAC contig415 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  2636.7 1105.5 1520.89 866.334 9243.17 3953.07
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 1.215 Detected 0.995 Detected 1.105 0.016 GT Sens contig415 contig415 Unannota TTCTTTCCTTTGTTTTTGGTATGTGGCTTTCGAATGAGTCCGATGGACT contig415 Solyc06g B3 domai                 GO:00063 SL2.40ch AT3G27870.1  haloacid      chr3:103  12.9207 13.7132 12.8044 14.7631 32.9502 28.2145
GT Sense Sense -0.282 Detected 0.282 Detected 0.000 0.928 Detected 1.142 Detected 1.035 0.076 GT Sens contig415 contig415 Unannota CACCTTTCGGAATAGGACTACAAATAAATAAGGTTTTGCAATGCATTGA contig415 Solyc02g Homology        GO:00340 SL2.40ch AT1G53430.2  leucine-r           chr1:199  25.3458 35.2771 25.2302 28.7399 60.6684 70.1824
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 1.038 Detected 1.245 Detected 1.142 0.032 GT Sens contig415 contig415 Unannota TTGGAGGCTACAACGAAATTTAACTGCTTTTCACGCAGTCATTTTTGTT contig415 Solyc02g Homology        GO:00340 SL2.40ch AT1G53430.2  leucine-r           chr1:199  55.8044 67.6149 50.4673 53.1373 134.492 154.841
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 1.265 Detected 1.348 Detected 1.307 0.001 GT Sens contig415 contig415 Unannota CATATGAAATACGAAGACATCATTGGACCAACACTTCATATGATTCCCAAcontig415 Solyc03g Uridine ki              GO:00061 SL2.40ch AT1G73980.1  phospho      chr1:278  61.1156 55.7707 60.2418 99.5109 149.655 157.975
GT Sense Sense -0.275 Comprom 0.275 Comprom 0.000 2.059 Detected 2.067 Detected 2.063 0.017 GT Sens contig415 contig415 Unannota GACTCTAGATTGAACTTTTATTTATTAATCTATTAAAAGTCGAATCATAA contig415 Solyc03g Uridine ki              GO:00061 SL2.40ch AT1G73980.1  phospho      chr1:278  4.91914 6.77382 4.66203 14.5426 25.643 25.7167
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 1.033 Detected 0.999 Detected 1.016 0.015 GT Sens contig415 contig415 Ternary c                  GAACATT contig415 Solyc10g Solyc10g Ternary complex factor MIP1 (                contig415 Solyc10g Ternary complex fac                  SL2.40ch AT5G66600.3  unknown   chr5:265  747.787 837.704 1309.17 1301.79 1727.38 1682.33
GT Sense Sense -0.302 Detected 0.302 Detected 0.000 1.700 Detected 1.507 Detected 1.603 0.037 GT Sens contig415 contig415 Unknown   TTTTGCT contig415 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig415 Solyc07g Unknown Protein (A  SL2.40ch AT5G57890.1  anthranil       chr5:234  12.6107 18.0383 91.4092 31.706 52.2392 45.5715
GT Sense Sense 0.186 Comprom -0.186 Comprom 0.000 2.252 Detected 2.773 Detected 2.512 0.016 GT Sens contig415 contig415 Unannota TTCATACTAATATTAACCTAAAGAAAAATCTCCATTACTTTTTTTTCTTG contig415 Solyc10g Acetyltran               GO:00081 SL2.40ch AT4G01895.1  systemic        chr4:819  3.09711 2.25069 4.03199 4.66107 13.4066 19.1831
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 1.568 Detected 1.066 Detected 1.317 0.046 GT Sens contig415 contig415 Unannota CAAGAGAAGAGGGGAGTACTATGTCAATTCTCCTCAACTAAATTTAAAG contig415 Solyc03g Receptor-                GO:00064 SL2.40ch AT5G3763EMB2656  EMB2656      chr5:149  32.4477 24.7104 48.4933 36.6733 89.558 63.0387
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 1.217 Detected 0.907 Detected 1.062 0.038 GT Sens contig416 contig416 Unannota TAATTTGCTTTGATGCGGGTAACCAGGATCAATATCGAGCGCCTCGTTAcontig416 Solyc06g Transmem                   GO:00055 SL2.40ch AT4G31250.1  leucine-r        chr4:151  151.22 116.005 182.271 221.555 328.294 263.964
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 1.116 Detected 0.953 Detected 1.034 0.010 GT Sens contig416 contig416 Unannota GAGTTTGTTGGTGAGCCTCCTTGCTTTCTAAAGACCCATTTTATTTTGT contig416 Solyc06g Transmem                   GO:00055 SL2.40ch AT4G31250.1  leucine-r        chr4:151  273.309 235.317 371.192 476.078 585.96 521.888
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 1.698 Detected 1.324 Detected 1.511 0.017 GT Sens contig416 contig416 Deoxyribo                TGTAGACcontig416 Solyc08g Solyc08g Deoxyribo                GO:00039 GO:00039    contig416 Solyc08g Deoxyribo                 GO:00039 SL2.40ch AT1G1237PHR1, UV   PHR1 (PH      chr1:420  190.238 161.909 403.48 275.919 607.398 467.108
GT Sense Sense 0.225 Detected -0.225 Comprom 0.000 0.937 Detected 1.271 Detected 1.104 0.059 GT Sens contig416 contig416 Unannota TTTGGAATCATCAAGTGGATTGTGATTTCATTGTTCCTACGTCAAGACA contig416 Solyc04g Fgenesh protein 60                 SL2.40ch AT3G20310.1 12.2063 8.40555 16.1752 23.2028 20.6837 25.9909
GT Sense Sense 0.219 Detected -0.219 Comprom 0.000 1.284 Detected 1.476 Detected 1.380 0.029 GT Sens contig416 contig416 Unannota TGAGACTCGGAAGGTATTAAATCTTGAATCTTGGATGTGTTGTAGACAT contig416 Solyc04g Fgenesh protein 60                 SL2.40ch AT3G20310.1 12.0514 8.37281 16.0114 21.3776 26.0891 29.705
GT Sense Sense -0.445 Comprom 0.445 Comprom 0.000 1.687 Detected 2.076 Detected 1.882 0.061 GT Sens contig417 contig417 Unannota GACTCTCGTATACAATGAACAAGAAGAAAGCCAAAAGCTAGACTCTAAG contig417 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  2.20114 3.83729 15.4141 6.45341 9.97876 13.0317
GT Sense Sense -0.660 Comprom 0.660 Comprom 0.000 1.282 Detected 0.853 Detected 1.068 0.264 GT Sens contig417 contig417 Unannota AATAATTACTTGAGTTATCGCTACTATAGGAGGCAGACCAGACCCCCTC contig417 Solyc04g Pentatrico                GO:00045 SL2.40ch AT5G59580.1 4.01269 9.42266 3.42668 4.5941 15.9507 11.8061
GT Sense Sense -0.358 Comprom 0.358 Comprom 0.000 1.054 Detected 1.761 Detected 1.407 0.108 GT Sens contig417 contig417 Unannota GGGTATGTTGTTGTTGCAAATTCACTGCAATACTTGCACAAAGAAAAGT contig417 Solyc07g Protein FA                 GO:00082 SL2.40ch AT5G14390.1  FUNCTIO                                                                           chr5:463  5.581 8.6217 20.8182 20.2668 15.3541 24.9987
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.317 Detected 1.163 Detected 1.240 0.007 GT Sens contig417 contig417 Unannota GCGGGTTTCCCTTGTCATCCAAAAATAAAATAAAATACTAGTGCATCTG contig417 Solyc03g SET and MYND dom               SL2.40ch AT5G48175.1 508.435 436.871 674.262 700.339 1252.56 1121.97
GT Sense Sense -0.732 Comprom 0.732 Comprom 0.000 2.024 Detected 2.184 Detected 2.104 0.104 GT Sens contig417 contig417 Unannota CTAACAGGGAACCATGTCCAGGTTGTTGCTTTAGATATCTGACCACTCT contig417 Solyc03g Gag-pol polyprotein     SL2.40ch AT5G28680.1  protein k     chr5:107  2.23107 5.79295 14.7724 7.16514 15.5921 17.3663
GT Sense Sense 0.174 Comprom -0.174 Comprom 0.000 1.904 Detected 7.106 Detected 4.505 0.226 GT Sens contig417 contig417 Unannota GGGTCTGAGCAGGATCAAATATACTCTTAAGTTAGTTTTTTCACTTTCG contig417 Solyc05g Chloropla                     GO:00160 SL2.40ch AT4G21323.1  subtilase    chr4:113  2.96835 2.19566 1.68083 1.91079 10.1891 373.903
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 1.102 Detected 0.911 Detected 1.007 0.010 GT Sens contig417 contig417 Unannota GCAACCCACTATTATGTGGGGCTATTTGCATAACAGTAGTTCAACTTAG contig417 Solyc05g Pentatricopeptide re               SL2.40ch AT3G24870.1 165.541 161.748 229.099 193.825 374.633 327.174
GT Sense Sense 0.891 Detected -0.891 Comprom 0.000 2.227 Detected 2.476 Detected 2.351 0.121 GT Sens contig418 contig418 Unannota TGGAGTTCTGGAAACCTCTTTGAGCTCTGGCCATTCTTCTGTATTTGCT contig418 Solyc07g HAT family dimerisa        SL2.40ch AT3G44440.1 13.7397 3.75758 146.766 90.0821 35.8734 42.4874
GT Sense Sense 0.369 Comprom -0.369 Comprom 0.000 1.079 Detected 1.168 Detected 1.123 0.094 GT Sens contig418 contig418 Unannota GTACTACATGCTTAAGCACACCAAACCCGCACTTTTGTCTTTATTATGA contig418 Solyc11g Syntaxin-              GO:00160 SL2.40ch ATMG00150.1 8.06585 4.54817 6.3886 5.12423 13.6426 14.4658
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 1.988 Detected 1.755 Detected 1.871 0.018 GT Sens contig418 contig418 Unannota ATGTCAGCGGCAGACGGGTGAGTAACGCGTGGGAACGTACCTTTTGGT contig418 Solyc01g Conserved protein (    SL2.40ch AT2G23700.1 33.8362 23.2516 168.599 58.3916 118.613 100.689
GT Sense Sense 1.002 Detected -1.002 Comprom 0.000 1.491 Detected 2.104 Detected 1.798 0.228 GT Sens contig418 contig418 Unannota TGTAATTTGGTAAAGTGTGGTTGTGGAGAATGTATATGTAATTTGTCTA contig418 Solyc02g LOB domain family p                SL2.40ch AT3G48780.1 13.5866 3.1863 10.9135 13.1161 19.7239 30.0813
GT Sense Sense 0.034 Comprom -0.034 Comprom 0.000 1.125 Detected 1.429 Detected 1.277 0.015 GT Sens contig418 contig418 Unannota AATCTTAGTGATTCCAACAAACTTTGCAGAAACATGAAGTTACCAAGTTTcontig418 Solyc04g011970.1.1 AT4G37190.2  INVOLVE                                                              chr4:175  8.16904 7.33774 16.9883 20.0607 18.0067 22.1639
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 1.394 Detected 0.901 Detected 1.148 0.044 GT Sens contig418 contig418 Unannota CCAGTTTTAAATAACTTCGAAATCTTATAGAGGAGGCTCCGTCGGAGCT contig418 Solyc04g025420.1.1 AT2G01410.1  FUNCTIO                                                                           chr2:175  46.4438 46.4419 49.182 46.2416 130.188 92.2265
GT Sense Sense -0.432 Comprom 0.432 Comprom 0.000 1.090 Detected 1.037 Detected 1.064 0.133 GT Sens contig419 contig419 Unannota TGCAGAGGGAAAGAGATGATATGAGGATAGCAAGGGGATAATGCTCAA contig419 Solyc09g Unknown Protein (A  SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  4.13662 7.08487 9.67705 2.50986 12.2893 11.8122
GT Sense Sense -0.694 Detected 0.694 Detected 0.000 2.188 Detected 1.970 Detected 2.079 0.098 GT Sens contig419 contig419 Vacuolar               CTCAGAAcontig419 Solyc08g Solyc08g Vacuolar               GO:00041 GO:00041   contig419 Solyc08g Vacuolar                GO:00041 SL2.40ch AT4G3294GAMMA-V    GAMMA-         chr4:159  3020.74 7435.61 12752.4 12406.8 23021.9 19738.1



GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.810 Detected 1.472 Detected 1.641 0.017 GT Sens contig419 contig419 Unannota GAAGTTTTATTCTGGCTAATTTCTAAAGTATTTAATTTAAAATCATAAAG contig419 Solyc03g Potassium             GO:00052 SL2.40ch AT3G53235.1  unknown   chr3:197  208.957 235.832 589.394 407.815 829.926 654.673
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 1.438 Detected 1.206 Detected 1.322 0.023 GT Sens contig419 contig419 Unannota GTCATTAATTGATGTGTGTGTGTACATATAAATTAATTTTCATTTTCGTT contig419 Solyc03g Potassium             GO:00052 SL2.40ch AT3G53235.1  unknown   chr3:197  798.206 949.4 2174.87 1662.83 2514.48 2135.73
GT Sense Sense -0.879 Comprom 0.879 Detected 0.000 1.799 Detected 1.775 Detected 1.787 0.179 GT Sens contig420 contig420 Unannota AAATAGCCTGAGGCCGGATCGTGAACGAACGTATTGATCTTAGCTTGACcontig420 Solyc12g Unknown Protein (A  SL2.40ch AT5G67520.1  adenylyls     chr5:269  4.47674 14.2467 34.2136 22.9675 29.6319 29.0527
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 1.049 Detected 1.077 Detected 1.063 0.005 GT Sens contig420 contig420 Unannota ATTGTAGTCGTCGTGTATCAGAAGGATCAAATTTAGAATTTACTAACGA contig420 Solyc04g Alcohol d                 GO:00040 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  38.6861 32.7103 101.799 63.0212 78.4675 79.7642
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 1.481 Detected 1.309 Detected 1.395 0.014 GT Sens contig420 contig420 Unannota GAGTTCACGTGTGGCTCAGCCACTGATTCACATAAGTTTATTTTAATTA contig420 Solyc04g Alcohol d                 GO:00040 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  24.62 28.2294 74.9513 51.4183 78.4722 69.441
GT Sense Sense -0.437 Comprom 0.437 Comprom 0.000 1.281 Detected 1.968 Detected 1.625 0.100 GT Sens contig420 contig420 Unannota TTCTAGGCTTGAGGGTGTTATTCCAGATGTTGTTGCTCTTGTTTTTTGCcontig420 Solyc12g Unknown Protein (A  SL2.40ch AT5G24350.1  FUNCTIO                                                                  chr5:830  2.83136 4.88345 4.51407 3.03212 9.63907 15.466
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 1.153 Detected 0.942 Detected 1.048 0.010 GT Sens contig420 contig420 Unannota GAGCTAGCTTTTGGGGTTGAGTTACGTTAGACTGGATGTCATATCTTGAcontig420 Solyc07g Carboxyl-                   GO:00055 SL2.40ch AT5G42320.1  metalloca      chr5:169  76.0916 70.297 78.2317 64.0996 173.479 149.405
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 1.568 Detected 1.116 Detected 1.342 0.040 GT Sens contig421 contig421 Histidine                 TACCCTT contig421 Solyc12g Solyc12g Histidine                 GO:00063 GO:00063    contig421 Solyc12g Histidine                  GO:00063 SL2.40ch AT3G03210.1  unknown   chr3:740  20.5323 24.0765 32.7169 24.5338 70.3109 51.2397
GT Sense Sense -0.568 Comprom 0.568 Comprom 0.000 0.906 Detected 1.161 Detected 1.034 0.218 GT Sens contig421 contig421 Unannota ATGGAAGAATCAGTCAGAATCCATTAGGTTGCATGCAGCAACATTCACC contig421 Solyc02g Transcription factor                SL2.40ch AT3G4833PIMT1  PIMT1 (P        chr3:178  3.84388 7.94424 16.9845 8.47486 11.0416 13.141
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 1.042 Detected 1.079 Detected 1.061 0.006 GT Sens contig421 contig421 Unannota GGACTCCAACATAATCTACTCATCATGAGTCAACTGTGTGATGTTATAT contig421 Solyc11g Kinase family protei             SL2.40ch AT5G41180.1  leucine-r       chr5:164  60.2354 50.6121 61.9739 66.4323 121.239 124.031
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 1.240 Detected 0.890 Detected 1.065 0.054 GT Sens contig421 contig421 Unannota CGATCGATAAAAATCTAGCTTGGATGCTCTGGTACACTTTTTCAATCTA contig421 Solyc10g024390.1.1 AT5G47170.1 321.889 394.026 624.294 474.898 897.258 701.874
GT Sense Sense -0.844 Comprom 0.844 Comprom 0.000 1.683 Detected 1.492 Detected 1.588 0.202 GT Sens contig421 contig421 Unannota TAAGCATAAGGTATACTAATTGACTACGAGTGTAATAAGAGCATCAGTC contig421 Solyc09g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  2.94968 8.93974 8.30411 6.64171 17.5883 15.3593
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 1.637 Detected 1.633 Detected 1.635 0.006 GT Sens contig421 contig421 Unannota TATTTTAATATGTACAACATAACTCAAACAAACCAAAAGACAAAAATTCA contig421 Solyc08g Polyprote                  GO:00062 SL2.40ch AT5G5625HAP8  HAP8 (HA    chr5:227  85.8762 67.2651 205.258 136.511 251.989 250.643
GT Sense Sense -0.403 Detected 0.403 Detected 0.000 2.893 Detected 3.167 Detected 3.030 0.019 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  66.5144 109.481 77.5479 133.038 676.175 814.977
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 1.197 Detected 1.020 Detected 1.108 0.018 GT Sens contig421 contig421 Unannota CCTATGTTCATCGAAAGGTTCATTATGAGACAGTTTTGATATTTGTCTT contig421 Solyc04g Glucosylt             GO:00800 SL2.40ch AT5G4963AAP6  AAP6 (AM                    chr5:201  89.4383 71.0625 222.925 125.268 194.845 171.919
GT Sense Sense -0.466 Comprom 0.466 Comprom 0.000 0.904 Detected 1.243 Detected 1.073 0.163 GT Sens contig422 contig422 Unannota GGAATTACCCGAATGAAAGTTCCCCACCTACATTACAATACCTTACTCT contig422 Solyc11g ATP synth                     GO:00452 SL2.40ch AT5G27930.2  protein p        chr5:995  5.46033 9.80171 10.0407 15.1109 14.5952 18.404
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.626 Detected 1.081 Detected 1.353 0.047 GT Sens contig422 contig422 Unannota TATTCTCCGTCATATTTCTGGGACATTGGTGTCCTTTCCGTTCAAAATC contig422 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT5G3764UBQ9  UBQ9; pr    chr5:149  38.0526 42.9204 53.6608 30.1343 133.02 90.8671
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.691 Detected 1.138 Detected 1.415 0.055 GT Sens contig422 contig422 Unannota TACCTTTTACTCTGACGGATGACTGAATAGGAGCACATGGCACAATCTT contig422 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT5G3764UBQ9  UBQ9; pr    chr5:149  35.5242 44.6039 50.914 25.1218 137.095 93.137
GT Sense Sense -0.579 Comprom 0.579 Comprom 0.000 1.307 Detected 1.767 Detected 1.537 0.132 GT Sens contig422 contig422 Unannota ATCCCAAGGAGTGTCATCAGGACTGCAGGTTACACCAAAACGAAGAGAAcontig422 Solyc06g Ubiquitin-                         GO:00048 SL2.40ch AT1G1440UBC1, AT   UBC1 (UB        chr1:492  2.94606 6.18301 6.83519 8.08457 11.2627 15.4425
GT Sense Sense 0.745 Detected -0.745 Comprom 0.000 1.374 Detected 1.796 Detected 1.585 0.177 GT Sens contig422 contig422 Unannota CCAACATTGAGTTCCTTATAAGTACGAAATGCGGAAGATAAAATATATCAcontig422 Solyc12g Ceramide glucosyltr     SL2.40ch AT4G35470.1  leucine-r      chr4:168  13.86 4.64405 15.9332 23.4136 22.1739 29.6104
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 1.349 Detected 1.128 Detected 1.239 0.026 GT Sens contig422 contig422 Unannota TAGAACTCTTCTCGGATTTTGTTAGCTGTATAGCTTAGGAAGAGGCTAC contig422 Solyc03g Timing of  GO:00305 SL2.40ch AT1G44224.1 40.6611 30.1873 42.779 51.0218 95.1766 81.418
GT Sense Sense -0.121 Comprom 0.121 Comprom 0.000 8.256 Detected 4.397 Detected 6.327 0.082 GT Sens contig423 contig423 Unannota GGAAATTGGTTTGAGCTACTAAATTCTGAGATGTTTGATTGAAGAAATC contig423 Solyc01g GRAS fam                 GO:00037 SL2.40ch AT5G04020.1  calmodu    chr5:108  2.6814 2.98334 2.55889 3.01527 922.272 63.3414
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 2.184 Detected 2.756 Detected 2.470 0.020 GT Sens contig423 contig423 Unannota TTGCCTTTCGAGATGACCCAGTTTCTGTGCTCCACTTTTGGGACTTGTAcontig423 Solyc04g Beige/BEACH doma               SL2.40ch AT5G59930.1  DC1 dom         chr5:241  13.9651 17.6816 137.922 143.926 76.1658 112.847
GT Sense Sense 0.613 Comprom -0.613 Comprom 0.000 2.639 Detected 3.190 Detected 2.915 0.049 GT Sens contig423 contig423 Unannota GGGTGAGCACATGGTGTTTTATACAATTTAAGTCTCCATCCATATATAT contig423 Solyc04g Beige/BEACH doma               SL2.40ch AT5G59930.1  DC1 dom         chr5:241  6.56195 2.63996 40.4916 41.1018 27.6529 40.396
GT Sense Sense 0.392 Detected -0.392 Detected 0.000 1.227 Detected 2.809 Detected 2.018 0.150 GT Sens contig423 contig423 Unannota GCCAAAGTTAGGATTGCTGTTATACATTGACCAATGACGCTTATAGAGA contig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  1025.82 560.61 1268.32 2421.61 1892.38 5651.86
GT Sense Sense 0.458 Detected -0.458 Comprom 0.000 1.958 Detected 3.075 Detected 2.516 0.073 GT Sens contig423 contig423 Unannota TGGTTCTATCTATGTATAAAAGAAAAACTAACTGATTAACAGAGAATGTCcontig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  17.6885 8.82684 34.7679 49.336 51.7697 111.946
GT Sense Sense -0.746 Comprom 0.746 Comprom 0.000 2.429 Detected 2.298 Detected 2.364 0.087 GT Sens contig424 contig424 Unannota CAAATAGTCGATGTGCATTATTTCTGCAATGCACTTCTTTTTTATGATGCcontig424 Solyc08g Vacuolar                GO:00041 SL2.40ch AT3G57630.2  exostosin    chr3:213  2.03401 5.38294 15.7473 16.3598 19.0086 17.3027
GT Sense Sense -0.159 Comprom 0.159 Comprom 0.000 1.085 Detected 1.136 Detected 1.110 0.020 GT Sens contig424 contig424 Unannota TTAAATCACGAGAAAGAAACATGTTATTTTATGCGGGATAAAGTGTGGA contig424 Solyc10g Subtilisin                GO:00065 SL2.40ch AT4G3112PRMT5  SKB1 (SH        chr4:151  5.61115 6.5779 16.8053 14.121 13.7401 14.1914
GT Sense Sense -0.628 Comprom 0.628 Detected 0.000 2.413 Detected 0.890 Detected 1.652 0.236 GT Sens contig424 contig424 Unannota GATTCTCTCTATATTTGTTTTTTGTACATCAAACAGCAGATTGCCTGTTTcontig424 Solyc09g Cellulose              GO:00167 SL2.40ch AT4G07820.1 7.20949 16.211 24.2729 14.1446 61.4141 21.2981
GT Sense Sense -0.829 Comprom 0.829 Detected 0.000 2.552 Detected 1.052 Detected 1.802 0.248 GT Sens contig424 contig424 Unannota GGTTGTGGGACTGAAATAGTAATATTTAGGCACATGAACTTTTTGATAT contig424 Solyc09g Cellulose              GO:00167 SL2.40ch AT4G07820.1 8.74161 25.9508 40.8045 18.2825 94.2048 33.1919
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 2.079 Detected 1.839 Detected 1.959 0.023 GT Sens contig424 contig424 Unannota GAGTATATATATATATATATATTCGTTATCACTATTATCTCTTATAAGTT contig424 Solyc04g Multidrug                   GO:00155 SL2.40ch AT5G47300.1  F-box fam    chr5:191  14.7342 20.376 55.8122 34.2893 78.0904 65.9107
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 1.287 Detected 1.258 Detected 1.273 0.004 GT Sens contig425 contig425 Unknown   TCGATGCcontig425 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig425 Solyc07g Unknown Protein (A  SL2.40ch AT1G55230.1  unknown   chr1:206  118.516 99.9946 120.977 132.444 283.27 276.861
GT Sense Sense 0.611 Comprom -0.611 Comprom 0.000 2.411 Detected 1.949 Detected 2.180 0.079 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  5.99353 2.4171 5.61084 2.03506 21.5827 15.6271
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 1.298 Detected 1.182 Detected 1.240 0.006 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  79.8086 83.0595 207.674 103.242 213.469 196.459
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 1.119 Detected 1.254 Detected 1.187 0.005 GT Sens contig425 contig425 Unannota GTCGCCTTTTAGTTTATCGTATGCATTTTGTGTAATTATTTGCTTAGTTTcontig425 Solyc06g Purine permease fam      SL2.40ch AT5G40450.2  unknown   chr5:161  150.268 151.61 251.129 238.541 349.599 382.736
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 0.919 Detected 1.219 Detected 1.069 0.020 GT Sens contig426 contig426 Unannota GCAAAGGGGGATTTGTTGGGTTTTATTTGCCCTAATATTTGCCCTAAAT contig426 Solyc07g Tyrosine              GO:00048 SL2.40ch AT5G62360.1  invertase       chr5:250  68.0521 61.2889 72.8323 107.96 130.263 159.857
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 1.140 Detected 1.071 Detected 1.105 0.009 GT Sens contig426 contig426 Unannota TATTACTATTTATTTGCCAAACATAAGAACAAGAGATACAGCTTAGCAAT contig426 Solyc01g Nbs-lrr, re  GO:00069 SL2.40ch AT3G24255.2  unknown   chr3:878  16.6781 18.0614 35.6344 28.7014 40.7832 38.7555
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 2.092 Detected 1.389 Detected 1.741 0.045 GT Sens contig426 contig426 Putative u         CTAAAAGGGAATGGAGATTAGTAGGAGAAAGAGAACTCAGTGATGATGGcontig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 27.954 32.2736 80.606 51.2724 136.575 83.6354
GT Sense Sense -0.194 Detected 0.194 Detected 0.000 1.865 Detected 1.464 Detected 1.664 0.027 GT Sens contig426 contig426 Callose sy       TTAGTTCATGTACACAATTTCAGGTAGCTTGTGTATATAATATAGTTTCTcontig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1218.47 1500.24 3148.23 1672.62 5250.36 3965.73
GT Sense Sense 0.409 Detected -0.409 Comprom 0.000 2.521 Detected 2.380 Detected 2.450 0.027 GT Sens contig427 contig427 Probable        CATTCGTCTTTGTGCTGGAAAGCAGAAGACAATACAGGAACTATTTGCA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 12.9769 6.92874 10.8473 17.2922 58.0272 52.4838
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 0.998 Detected 1.078 Detected 1.038 0.062 GT Sens contig427 contig427 Putative c          AAGAAGGGAAAAATGGCAGGTTCCCATATTGCACATGCTGCATACAAGGcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 108.567 148.31 277.521 184.729 270.222 284.816
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 1.306 Detected 1.032 Detected 1.169 0.015 GT Sens contig427 contig427 Uncharac       GTGACCCAATTTCAAGTTTTTGTGAGCCATCATTTGTGTTTATTAACTC contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 63.9431 64.8016 124.714 100.374 169.727 139.921
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 1.474 Detected 1.346 Detected 1.410 0.002 GT Sens contig427 contig427 Putative u        TCAGTACCGGGCCTGATGTAAGGCCCGGTGACTGGTACTGCAATGTTG contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 37.5799 36.4135 39.4554 41.3827 109.591 99.9846
GT Sense Sense -0.006 Comprom 0.006 Comprom 0.000 1.643 Detected 1.152 Detected 1.398 0.030 GT Sens contig428 contig428 AT5G5095       AACCTGGAGGAAGACGAATAACGTACAATAATCGTTGATAATCGACGGGcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 6.69478 6.3534 11.8759 8.66592 21.7221 15.4095
GT Sense Sense -0.192 Comprom 0.192 Comprom 0.000 1.293 Detected 1.542 Detected 1.418 0.025 GT Sens contig428 contig428 Zinc finge          TTTCTGATTCATCTGGGAGTGATCCCACAGTGTCAGAGTTGGTAACTGAcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4.56753 5.60911 13.5431 6.50277 13.2286 15.6754
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.359 Detected 1.950 Detected 1.655 0.034 GT Sens contig428 contig428 Two-com         AGGATTTTAGAAGATCTAACTAACCATGTTGATCTTGTTCTGACGGAGG contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 17.2607 14.1861 19.2404 21.5532 42.8025 64.2993
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 1.748 Detected 1.692 Detected 1.720 0.017 GT Sens contig428 contig428 Fatty acid       CAAACGAGAAACGAGTGGTACTATAGATATCGCGTGTTCTTCATGGATGcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 17.6535 12.1815 33.2698 23.3234 52.5331 50.3645
GT Sense Sense -0.399 Comprom 0.399 Comprom 0.000 1.137 Detected 1.062 Detected 1.099 0.111 GT Sens contig429 contig429 Leucine-r                   CAAAATT contig429 Solyc12g Solyc12g Leucine-r                   GO:00055 GO:00055   contig429 Solyc12g LRR recep    GO:00163 SL2.40ch AT5G54630.1  zinc finge    chr5:221  4.73362 7.74188 9.29189 10.1412 14.1984 13.4365
GT Sense Sense 0.003 Comprom -0.003 Comprom 0.000 0.842 Detected 3.614 Detected 2.228 0.249 GT Sens contig429 contig429 UVB-resis        ATTGGTTGAGGAGTGAACAAATCACTGGAGTTTCCATGACCCAATCTCCcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 8.33793 7.81322 13.6711 13.5856 15.4311 105.093
GT Sense Sense 0.082 Comprom -0.082 Comprom 0.000 1.425 Detected 1.645 Detected 1.535 0.008 GT Sens contig429 contig429 Vacuolar         AACAAAACCCTAGCAGATGACTTGATTGCTGGTGCTTTTCCCAACACAG contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 6.11586 5.13836 11.786 12.9083 16.0562 18.6384
GT Sense Sense 0.417 Comprom -0.417 Comprom 0.000 2.544 Detected 2.270 Detected 2.407 0.032 GT Sens contig430 contig430 Unknown CAATAGAAAATTCTTTCAATTCAATGAAAAAGATTCTCATATTCCCACAA contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4.33263 2.287 14.6027 15.3866 19.5709 16.1397
GT Sense Sense 0.030 Detected -0.030 Detected 0.000 1.685 Detected 1.224 Detected 1.455 0.025 GT Sens contig430 contig430 Gibberelli               TTGGCCCcontig430 Solyc06g Solyc06g Gibberellin-regulated protein (A              contig430 Solyc06g Gibberellin-regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  25.8728 23.337 64.3601 48.1443 84.2581 61.0337
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 1.255 Detected 1.006 Detected 1.130 0.024 GT Sens contig430 contig430 Unknown AACATCTCAAGGTTCTCCTATAAGAATAGTGAGAAATGTCAGAATGTGT contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 560.582 629.653 1295.7 777.932 1511.81 1268.81
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 2.452 Detected 1.526 Detected 1.989 0.052 GT Sens contig430 contig430 Unknown GTTTTTCGAGGAATACAAAGAATCACAAAATACCAAAGATCGTATGACAGcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 32.1386 26.2602 62.633 34.7708 169.479 88.9544
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 1.404 Detected 0.943 Detected 1.174 0.053 GT Sens contig430 contig430 Ethylene-                 GAGTTGAcontig430 Solyc04g Solyc04g Ethylene-                 GO:00165 GO:00165    contig430 Solyc04g Ethylene-                  GO:00036 SL2.40ch AT3G25730.1  AP2 dom      chr3:939  600.064 451.255 1459.64 1260.46 1468.86 1063.76
GT Sense Sense -0.460 Detected 0.460 Detected 0.000 1.997 Detected 1.816 Detected 1.906 0.056 GT Sens contig431 contig431 Nicotia ta         GTTTGCTAGTGTAATTGCTTCCTTGTAAATACAGTTTAGAAGCACATCA contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 11478.7 20437.8 50782 42646.8 65181 57331.5
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 1.390 Detected 1.210 Detected 1.300 0.037 GT Sens contig431 contig431 Nicotia ta      GCATAACTTAGTAGTATGAGATAATTCATCATTTCTCTGCTTCACTATGAcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 13.835 18.2338 46.3899 46.7589 44.4009 39.078
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.057 Detected 1.033 Detected 1.045 0.000 GT Sens contig431 contig431 Nicotia ta       TATACAACAAGATCTGAGTGATTTTTTTCCAAAATAAATTGGGGAAAATGcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 157.813 147.902 203.827 285.841 339.059 332.351
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 1.170 Detected 0.889 Detected 1.030 0.019 GT Sens contig431 contig431 Os06g023       AGAGAATcontig431 Solyc09g Solyc09g Os06g0235500 protein (Fragm     contig431 Solyc09g Os06g0235500 prote      SL2.40ch AT4G39170.1  SEC14 cy          chr4:182  373.382 368.891 634.607 375.611 890.815 730.6
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 2.867 Detected 2.127 Detected 2.497 0.021 GT Sens contig431 contig431 N.tabacum       ATTTTGTAATTGATGTATCTGTCGTCAGCTTGTAAGTATTCTTGAAGCC contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 389.99 355.553 3038.23 878.102 2896.04 1729.59
GT Sense Sense -0.526 Comprom 0.526 Detected 0.000 1.419 Detected 1.403 Detected 1.411 0.116 GT Sens contig432 contig432 Tabacco        GTCAGGTAGCACACTACATCTTTACACTGTCATCAAACGACCAGAGACT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 7.76013 15.1495 32.4383 27.1895 30.9236 30.4928
GT Sense Sense -0.511 Comprom 0.511 Comprom 0.000 1.495 Detected 2.228 Detected 1.861 0.098 GT Sens contig432 contig432 N.tabacum    GGAATGGTGGAGATAGAAGTCATATAATGGATAATCAAAACAGAATATC contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2.83225 5.41002 11.5869 7.76818 11.7662 19.4939
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 1.272 Detected 1.119 Detected 1.196 0.009 GT Sens contig432 contig432 TOBGAPA          GCTTAATTTATATTTTTTTAACCTTGCTTGTAGATTCTTATTCCTTTTTG contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3562.19 2970.5 10369 5050.97 8377.44 7513.95
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 1.003 Detected 1.019 Detected 1.011 0.000 GT Sens contig432 contig432 Nicotia ta     TATGAGCTTCCATACTTGTATATTATGCAAGATGTGCAACTGTAGTATC contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2815.01 2580.17 3957.93 4753.12 5760.98 5808.54
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.282 Detected 0.971 Detected 1.126 0.022 GT Sens contig433 contig433 Nicotia ta          GCCATGTAACCGTAAATCACGGAGATTGATGCAATATAGTGTAGTATTA contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1134.41 1177.51 2645.59 2722.39 2996.67 2408.65
GT Sense Sense 0.396 Detected -0.396 Comprom 0.000 0.869 Detected 1.352 Detected 1.111 0.139 GT Sens contig433 contig433 Nicotia ta       AACTCAAAACTGTTTGTAAACAAATCATAGAACAAAAGAACAATAAGGAT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 10.8441 5.88979 6.40304 10.9693 15.5609 21.6967
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 1.455 Detected 1.185 Detected 1.320 0.011 GT Sens contig433 contig433 Unknown   TACAGAGcontig433 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig433 Solyc05g Unknown Protein (A  SL2.40ch AT1G6958CLE45  CLE45 (C    chr1:261  37.7663 34.2932 53.3705 55.371 105.193 86.9814
GT Sense Sense -1.195 Comprom 1.195 Detected 0.000 2.277 Detected 1.886 Detected 2.082 0.228 GT Sens contig433 contig433 Nicotia ta         CCTAACATGGTGGGACTTTGTCACTTTTAGATACCAAAAATAAAATTATTcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2.24613 11.0789 12.9896 21.8499 25.7813 19.6084
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 2.154 Detected 1.778 Detected 1.966 0.009 GT Sens contig433 contig433 N.tabacum       CCACGTGGCAAGATCTAATTGCTTCCCAATCAAAATTTCTTTACCTTCATcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 215.713 207.366 1009.33 525.207 1003.47 771.177
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 1.244 Detected 1.040 Detected 1.142 0.088 GT Sens contig434 contig434 N.tabacum       GGTTCCTTGTTTTACCACAAAGCTCTATTCTTGATCAAAATTCATAACATcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 24.0567 36.6837 80.8369 67.4696 75.058 64.9364
GT Sense Sense -0.263 Detected 0.263 Detected 0.000 1.238 Detected 1.306 Detected 1.272 0.041 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  2763.37 3743.04 6974.25 3506.55 8092.23 8452.58
GT Sense Sense 0.357 Detected -0.357 Detected 0.000 1.039 Detected 1.006 Detected 1.023 0.103 GT Sens contig434 contig434 NTU64926        AGATGTAAAAATATGAAAAAGTTTGAAGATAAAGATACACCATTATGCTCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 157.358 90.2807 210.693 151.524 261.231 254.586
GT Sense Sense -0.112 Comprom 0.112 Comprom 0.000 0.885 Detected 1.121 Detected 1.003 0.025 GT Sens contig434 contig434 Nicotia ta      CTAGTCAACTAACCAGTGAACCCATTTGCAAAAATGGACGAAATAGCCC contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5.39224 5.9269 11.7402 11.6951 11.1336 13.0746
GT Sense Sense -0.676 Comprom 0.676 Comprom 0.000 1.483 Detected 1.254 Detected 1.368 0.184 GT Sens contig434 contig434 Nicotia ta       TGGCAGGTATATCTGAAAAGTAGGCATCAAAATGATGAAGGAGCAATGT contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3.34334 8.03216 10.9309 6.2832 15.4491 13.1371
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 1.389 Detected 1.060 Detected 1.225 0.022 GT Sens contig435 contig435 Pentatrico               TTAGGGTcontig435 Solyc02g Solyc02g Pentatrico               GO:00045 GO:00045  contig435 Solyc02g Pentatrico                GO:00045 SL2.40ch AT3G57430.1  pentatric      chr3:212  117.398 97.966 289.811 132.612 299.599 237.774
GT Sense Sense -0.235 Detected 0.235 Detected 0.000 1.120 Detected 1.153 Detected 1.136 0.040 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  84.263 109.817 98.1308 63.6515 222.88 227.432
GT Sense Sense -0.390 Comprom 0.390 Comprom 0.000 1.639 Detected 1.702 Detected 1.670 0.051 GT Sens contig439 contig439 Lactoylgl                 ATGATTGcontig439 Solyc01g Solyc01g Lactoylgl                 GO:00044 GO:00044   contig439 Solyc01g Lactoylgl                  GO:00044 SL2.40ch AT2G28420.1  lactoylglu           chr2:121  2.73526 4.41919 13.9927 11.0516 11.544 12.0292
GT Sense Sense -0.094 Comprom 0.094 Comprom 0.000 1.434 Detected 1.329 Detected 1.381 0.006 GT Sens contig444 contig444 Unknown   CCTACGAcontig444 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig444 Solyc06g Unknown Protein (A  SL2.40ch AT2G0653VPS2.1  VPS2.1  chr2:258  7.22092 7.73891 9.15283 6.51716 21.5334 19.97
GT Sense Sense 0.761 Detected -0.761 Detected 0.000 3.351 Detected 2.388 Detected 2.870 0.086 GT Sens contig444 contig444 Proteinas                   TAAAACT contig444 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig444 Solyc09g Proteinas                    GO:00096 SL2.40ch AT2G2188ATRAB7A    ATRAB7A     chr2:932  104.912 34.3631 100.128 38.0275 653.251 334.203
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 1.302 Detected 0.975 Detected 1.138 0.027 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  1939.78 2096.32 3625.5 2006.2 5301.04 4214.86
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 2.231 Detected 1.860 Detected 2.046 0.009 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  503.001 501.6 2800.43 1256.78 2515.36 1939.15
GT Sense Sense 0.090 Comprom -0.090 Comprom 0.000 1.125 Detected 1.196 Detected 1.160 0.007 GT Sens contig452 contig452 Receptor              GTCTGTGcontig452 Solyc06g Solyc06g Receptor              GO:00055 GO:00055     contig452 Solyc02g Group II in                  GO:00101 SL2.40ch AT3G43610.1  tubulin b   chr3:155  7.42198 6.16521 14.5608 12.2291 15.7294 16.473
GT Sense Sense -0.088 Comprom 0.088 Comprom 0.000 1.292 Detected 2.986 Detected 2.139 0.129 GT Sens contig455 contig455 Photosys          GACACTTcontig455 Solyc01g Solyc01g Photosystem II 5 kDa protein%      contig455 Solyc01g Photosystem II 5 kD       SL2.40ch AT4G38200.1  guanine      chr4:179  3.70778 3.94049 16.5771 19.8109 9.98109 32.2037
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 1.609 Detected 1.091 Detected 1.350 0.067 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  674.339 914.289 913.27 1056.19 2554.4 1778.66
GT Sense Sense -0.562 Detected 0.562 Detected 0.000 1.514 Detected 1.371 Detected 1.442 0.126 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  204.504 419.414 449.356 324.927 891.967 805.317
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 0.917 Detected 1.178 Detected 1.047 0.054 GT Sens contig462 contig462 Ankyrin re               TCAAAAC contig462 Solyc11g Solyc11g Ankyrin re               GO:00082 GO:00082   contig462 Solyc11g Ankyrin re                GO:00082 SL2.40ch AT2G28840.2  ankyrin r     chr2:123  159.662 203.396 135.22 178.888 362.732 433.595
GT Sense Sense 0.537 Detected -0.537 Detected 0.000 1.506 Detected 1.266 Detected 1.386 0.128 GT Sens contig462 contig462 Cation/H+             GCATCTTcontig462 Solyc08g Solyc08g Cation/H+             GO:00153 GO:00153     contig462 Solyc08g Cation/H+              GO:00153 SL2.40ch AT3G1763ATCHX19    ATCHX19          chr3:602  51.67 23.1015 23.7048 76.1802 104.665 88.3469
GT Sense Sense 1.171 Detected -1.171 Detected 0.000 3.820 Detected 2.343 Detected 3.081 0.156 GT Sens contig465 contig465 Kunitz-typ                  TGTCCATcontig465 Solyc03g Solyc03g Kunitz-typ                  GO:00048 GO:00048        contig465 Solyc03g Kunitz-typ                   GO:00048 SL2.40ch AT4G1045SCRL1  SCRL1 (S    chr4:646  16505.7 3063.75 22731.5 11876 107072 38368.2
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 2.348 Detected 1.697 Detected 2.023 0.026 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  144.984 147.145 307.29 398.24 792.966 503.623
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 1.413 Detected 0.967 Detected 1.190 0.038 GT Sens contig467 contig467 Genomic          CATATGGcontig467 Solyc03g Solyc03g Genomic DNA chromosome 5 T       contig467 Solyc03g Genomic DNA chrom         SL2.40ch AT3G10510.1  kelch rep      chr3:327  589.49 626.339 2012.34 848.868 1725.11 1262.8
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 1.301 Detected 0.947 Detected 1.124 0.039 GT Sens contig467 contig467 One helix     GAGCAAAcontig467 Solyc09g Solyc09g One helix protein (AHRD V1 ***  contig467 Solyc09g One helix protein (A    SL2.40ch AT5G0212OHP  OHP (ON     chr5:419  2223.33 2561.7 5228.96 3571.14 6269.98 4893.29
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 2.204 Detected 1.794 Detected 1.999 0.011 GT Sens contig469 contig469 Amino ac                AATGGTAcontig469 Solyc06g Solyc06g Amino acid transporter (AHRD              contig469 Solyc06g Amino acid transpor                SL2.40ch AT3G28960.1 17.6825 17.933 18.1707 13.2768 87.5179 65.659
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 1.426 Detected 1.077 Detected 1.251 0.019 GT Sens contig470 contig470 Glucose t              TATGCTAcontig470 Solyc01g Solyc01g Glucose t              GO:00160 GO:00160   contig470 Solyc01g Glucose t               GO:00160 SL2.40ch AT5G2735SFP1  SFP1; ca       chr5:964  713.84 675.519 1529.82 699.937 1989.27 1557.17
GT Sense Sense -0.435 Detected 0.435 Detected 0.000 2.414 Detected 1.583 Detected 1.999 0.080 GT Sens contig472 contig472 LINE-type              GGTGCC contig472 Solyc00g Solyc00g LINE-type retrotransposon LIb            contig472 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 89.5166 153.879 648.317 243.601 667.169 373.887
GT Sense Sense -0.919 Comprom 0.919 Detected 0.000 2.068 Detected 2.460 Detected 2.264 0.138 GT Sens contig472 contig472 Blue copp              CTTGGTGcontig472 Solyc12g Solyc12g Blue copp              GO:00090 GO:00090   contig472 Solyc12g Blue copp               GO:00090 SL2.40ch AT5G45480.1  unknown   chr5:184  3.87407 13.0347 34.341 19.0386 31.7666 41.5795
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 1.602 Detected 1.217 Detected 1.409 0.036 GT Sens contig474 contig474 Nodulin M                   CTCCATCcontig474 Solyc01g Solyc01g Nodulin M                   GO:00160 GO:00160 contig474 Solyc01g Nodulin M                    GO:00160 SL2.40ch AT3G30340.1  nodulin M     chr3:119  78.8848 97.2924 148.442 79.0525 283.62 216.485
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 2.101 Detected 1.329 Detected 1.715 0.048 GT Sens contig475 contig475 MtN3-like               GGAGTTAcontig475 Solyc03g Solyc03g MtN3-like               GO:00160 GO:00160   contig475 Solyc03g MtN3-like                GO:00160 SL2.40ch AT5G2366MTN3  MTN3 (Ar        chr5:797  2983.03 3033.68 9118.71 5436.5 13765.8 8037.24
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 1.097 Detected 0.992 Detected 1.044 0.008 GT Sens contig476 contig476 Chaperon                  ACTATTC contig476 Solyc02g Solyc02g Chaperon                  GO:00510 GO:00510      contig476 Solyc02g Chaperon                   GO:00510 SL2.40ch AT4G28480.2  DNAJ hea      chr4:140  524.99 550.989 807.976 539.53 1226.74 1136.98
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 1.354 Detected 1.123 Detected 1.238 0.009 GT Sens contig480 contig480 Unknown   AGCCGCCcontig480 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig480 Solyc10g MYB fami                 GO:00036 SL2.40ch AT5G0429KTF1  KTF1 (KO         chr5:119  37.9851 34.9227 53.7766 55.1595 99.2818 84.3193
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 1.571 Detected 1.522 Detected 1.546 0.005 GT Sens contig492 contig492 Unknown             CCGGATGcontig492 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3            contig492 Solyc04g Unknown Protein (A             SL2.40ch AT1G10455.1 18.6285 20.4776 26.8576 16.7633 61.8642 59.6411
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.577 Detected 0.957 Detected 1.267 0.055 GT Sens contig493 contig493 RING fing                 CCATCAGcontig493 Solyc09g Solyc09g RING fing                 GO:00065 GO:00065 contig493 Solyc09g RING fing                  GO:00065 SL2.40ch AT5G02750.1  zinc finge        chr5:620  63.7374 59.4357 83.2413 57.7707 195.865 127.05
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 1.110 Detected 0.924 Detected 1.017 0.034 GT Sens contig495 contig495 L-ascorba               GAACTGAcontig495 Solyc04g Solyc04g L-ascorba               GO:00050 GO:00050      contig495 Solyc04g L-ascorba                GO:00050 SL2.40ch AT4G090 APX4  APX4 (AS         chr4:577  76.5818 91.0324 222.313 123.63 192.128 168.461
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 1.254 Detected 1.110 Detected 1.182 0.036 GT Sens contig498 contig498 Calmodul                AATGTTAcontig498 Solyc01g Solyc01g Calmodul                GO:00055 GO:00055  contig498 Solyc01g Calmodul                 GO:00055 SL2.40ch AT5G27560.1  unknown   chr5:973  63.3502 80.8201 79.3907 104.579 182.021 164.17
GT Sense Sense -0.342 Detected 0.342 Detected 0.000 1.246 Detected 1.580 Detected 1.413 0.066 GT Sens contig499 contig499 Transcrip              GTTCCAAcontig499 Solyc12g Solyc12g Transcrip              GO:00056 GO:00056      contig499 Solyc12g Transcrip               GO:00037 SL2.40ch AT5G48560.1  basic hel      chr5:196  91.5469 138.453 126.25 139.661 284.666 357.978
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 1.274 Detected 1.317 Detected 1.295 0.001 GT Sens contig499 contig499 Gibberelli                GAGTCAGcontig499 Solyc04g Solyc04g Gibberelli                GO:00081 GO:00081  contig499 Solyc04g Gibberelli                 GO:00081 SL2.40ch AT1G47480.1  hydrolas   chr1:174  1074.03 954.187 2320.82 1533.87 2610.09 2681.93
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 1.124 Detected 1.194 Detected 1.159 0.046 GT Sens contig501 contig501 Unknown   GCAACAGcontig501 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig501 Solyc04g Unknown Protein (A  SL2.40ch AT5G57565.2  protein k     chr5:233  25.9486 17.1653 59.0113 28.7902 49.0491 51.3519
GT Sense Sense 0.692 Detected -0.692 Detected 0.000 1.792 Detected 1.235 Detected 1.513 0.179 GT Sens contig502 contig502 Unknown   GAAAAGAcontig502 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig502 Solyc01g Unknown Protein (A  SL2.40ch AT5G42280.1  DC1 dom    chr5:169  187.545 67.6521 218.148 104.768 415.882 281.913
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 1.301 Detected 0.827 Detected 1.064 0.082 GT Sens contig504 contig504 ABC trans                 GGGAGG contig504 Solyc11g Solyc11g ABC trans                 GO:00168 GO:00168    contig504 Solyc11g ABC trans                  GO:00156 SL2.40ch AT3G25620.1  ABC tran     chr3:931  39.9679 51.2706 47.5506 34.3504 118.932 85.3587
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 1.132 Detected 0.894 Detected 1.013 0.019 GT Sens contig504 contig504 Pentatrico               AGATGGTcontig504 Solyc01g Solyc01g Pentatrico               GO:00045 GO:00045    contig504 Solyc01g Pentatrico                GO:00045 SL2.40ch AT4G01030.1  pentatric      chr4:448  456.167 476.034 1505.88 722.456 1089.01 920.565
GT Sense Sense -0.186 Detected 0.186 Detected 0.000 3.852 Detected 1.830 Detected 2.841 0.110 GT Sens contig505 contig505 Nodulin M                 GGTGTTGcontig505 Solyc06g Solyc06g Nodulin M                 GO:00160 GO:00160   contig505 Solyc06g Nodulin M                  GO:00160 SL2.40ch AT5G40260.2  nodulin M     chr5:160  17.5109 21.3351 141.823 27.4805 297.626 73.0753
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 1.551 Detected 1.312 Detected 1.431 0.020 GT Sens contig505 contig505 Carbonyl              TTCAATA contig505 Solyc01g Solyc01g Carbonyl              GO:00040 GO:00040     contig505 Solyc01g Carbonyl               GO:00040 SL2.40ch AT1G01800.2  short-cha       chr1:293  652.224 774.113 1632.73 876.884 2219.96 1875.26
GT Sense Sense 0.327 Detected -0.327 Detected 0.000 2.085 Detected 1.372 Detected 1.728 0.070 GT Sens contig509 contig509 GATA tran                TTTCGAAcontig509 Solyc12g Solyc12g GATA tran                GO:00063 GO:00063    contig509 Solyc12g GATA tran                 GO:00063 SL2.40ch AT5G5686GNC  GNC (GA        chr5:229  352.837 211.01 1417.22 306.018 1234.29 750.732
GT Sense Sense -0.260 Comprom 0.260 Comprom 0.000 1.725 Detected 1.385 Detected 1.555 0.038 GT Sens contig509 contig509 Subtilisin               ACTGTGAcontig509 Solyc01g Solyc01g Subtilisin               GO:00065 GO:00065 contig509 Solyc01g Subtilisin                GO:00065 SL2.40ch AT5G65490.1  FUNCTIO                                                               chr5:261  3.79192 5.11293 6.31841 4.52059 15.5251 12.2292
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 1.641 Detected 1.584 Detected 1.613 0.011 GT Sens contig510 contig510 Unknown   CTTTGGTcontig510 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig510 Solyc07g Unknown Protein (A  SL2.40ch AT5G52940.1  unknown   chr5:214  50.3729 59.9167 65.8583 126.386 182.778 175.136
GT Sense Sense -0.608 Comprom 0.608 Comprom 0.000 1.906 Detected 1.723 Detected 1.814 0.098 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  2.70722 5.91628 3.64139 1.90878 15.9915 14.0445
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 1.487 Detected 1.037 Detected 1.262 0.032 GT Sens contig518 contig518 Genomic          GAGACTTcontig518 Solyc02g Solyc02g Genomic DNA chromosome 3       contig518 Solyc02g Genomic DNA chrom         SL2.40ch AT3G19800.2  unknown   chr3:687  930.548 822.867 2586.75 1159.19 2616.08 1908.75
GT Sense Sense -1.125 Comprom 1.125 Comprom 0.000 1.183 Detected 1.318 Detected 1.250 0.383 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  2.16045 9.6706 4.87081 5.78713 11.0666 12.1167
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 1.420 Detected 1.125 Detected 1.273 0.033 GT Sens contig521 contig521 Vicilin (Fr               TTGAGGCcontig521 Solyc09g Solyc09g Vicilin (Fr               GO:00457 GO:00457   contig521 Solyc09g Vicilin (Fr                GO:00457 SL2.40ch AT1G6544GTB1  GTB1; RN              chr1:243  31.7376 38.5876 51.5086 43.8311 99.8726 81.1708
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 1.301 Detected 1.356 Detected 1.328 0.026 GT Sens contig522 contig522 Uncharac        TCCAGACcontig522 Solyc07g Solyc07g Uncharacterized membrane pr      contig522 Solyc07g Uncharacterized me       SL2.40ch AT4G12680.1  unknown   chr4:747  113.216 143.541 214.504 148.3 334.913 346.886
GT Sense Sense -0.303 Detected 0.303 Detected 0.000 1.667 Detected 1.176 Detected 1.421 0.068 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  63.5542 91.0297 110.791 102.751 257.564 182.692
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 3.147 Detected 2.131 Detected 2.639 0.047 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  20.8647 12.8285 24.1146 19.8133 154.514 76.1836
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 1.433 Detected 1.142 Detected 1.288 0.014 GT Sens contig524 contig524 Ubiquitin-                  TCAATTC contig524 Solyc11g Solyc11g Ubiquitin-                  GO:00436 GO:00436   contig524 Solyc11g Ubiquitin-                   GO:00165 SL2.40ch AT1G5049UBC20  UBC20 (u       chr1:187  41.4123 42.0791 62.4438 58.8554 120.22 97.9572
GT Sense Sense -0.444 Detected 0.444 Detected 0.000 0.846 Detected 1.230 Detected 1.038 0.165 GT Sens contig525 contig525 EH-domai                GGTCATTcontig525 Solyc11g Solyc11g EH-domai                GO:00199 GO:00199      contig525 Solyc11g EH-domai                 GO:00199 SL2.40ch AT4G0552ATEHD2  ATEHD2             chr4:280  57.2945 99.7568 149.233 78.1275 144.949 188.5
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 1.140 Detected 1.057 Detected 1.099 0.020 GT Sens contig525 contig525 Generativ                  CTACTCCcontig525 Solyc08g Solyc08g Generative cell specific-1 (Frag                contig525 Solyc08g Generative cell spec                 SL2.40ch AT3G52700.1  unknown   chr3:195  1665.5 1267.33 1428.73 2101.17 3415.47 3213.44
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 0.981 Detected 1.073 Detected 1.027 0.040 GT Sens contig527 contig527 Replicatio                       ACTGGGAcontig527 Solyc01g Solyc01g Replicatio                       GO:00056 GO:00056     contig527 Solyc01g Replicatio                        GO:00055 SL2.40ch AT5G2774EMB2775  EMB2775           chr5:982  93.8304 117.393 150.359 91.5339 220.882 234.7
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 1.171 Detected 1.085 Detected 1.128 0.002 GT Sens contig529 contig529 Unknown   TGGAAGTcontig529 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig529 Solyc03g Unknown Protein (A  SL2.40ch AT1G03330.1  small nuc                  chr1:818  44.8419 43.6082 90.5982 58.8724 106.216 99.7171
GT Sense Sense -0.102 Comprom 0.102 Comprom 0.000 3.468 Detected 3.098 Detected 3.283 0.004 GT Sens contig529 contig529 UDP-gluc               GATTTCGcontig529 Solyc10g Solyc10g UDP-gluc               GO:00081 GO:00081  contig529 Solyc10g UDP-gluc                GO:00081 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  2.35803 2.55579 16.8825 3.55094 28.9624 22.3441
GT Sense Sense 0.276 Detected -0.276 Comprom 0.000 1.126 Detected 1.292 Detected 1.209 0.053 GT Sens contig534 contig534 Integrase        TTGGGTAcontig534 Solyc01g Solyc01g Integrase core domain contain      contig534 Solyc12g033120.1.1 AT5G2072CPN20, C      CPN20 (C      chr5:701  15.1827 9.73786 18.5089 32.4059 28.291 31.6581
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 2.221 Detected 2.001 Detected 2.111 0.033 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  159.975 253.715 275.297 253.972 1001.74 857.63
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.103 Detected 1.356 Detected 1.230 0.016 GT Sens contig546 contig546 Unknown   CGGTGG contig546 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig546 Solyc01g Unknown Protein (A  SL2.40ch AT3G11690.1  unknown   chr3:369  223.52 185.15 410.613 228.849 466.088 553.767
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 1.755 Detected 1.217 Detected 1.486 0.055 GT Sens contig548 contig548 Multidrug                  CTCACTCcontig548 Solyc04g Solyc04g Multidrug                  GO:00160 GO:00160 contig548 Solyc04g Multidrug                   GO:00160 SL2.40ch AT3G11760.1  unknown   chr3:371  49.7378 33.3994 103.136 84.6792 146.715 100.765
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 1.312 Detected 1.018 Detected 1.165 0.030 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  42.9762 33.0115 60.42 69.3724 99.7207 81.1181
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 1.161 Detected 0.937 Detected 1.049 0.015 GT Sens contig551 contig551 Possible        AGGTTTTcontig551 Solyc04g Solyc04g Possible protein kinase ABC1     contig551 Solyc04g Possible protein kin       SL2.40ch AT2G3919ATATH8  ATATH8;   chr2:163  541.613 557.196 757.111 621.566 1309.83 1118.29
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 1.973 Detected 0.993 Detected 1.483 0.112 GT Sens contig553 contig553 Unknown   ATCCAGAcontig553 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig553 Solyc01g Unknown Protein (A  SL2.40ch AT3G08510.3  ATPLC2       chr3:258  619.96 807.323 1291.96 1168.24 2962.14 1496.85
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 1.938 Detected 0.943 Detected 1.440 0.105 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  227.577 244.082 412.541 265.736 962.728 481.598
GT Sense Sense -0.064 Comprom 0.064 Comprom 0.000 1.178 Detected 4.306 Detected 2.742 0.222 GT Sens contig560 contig560 Pentatrico               ATGAAGAcontig560 Solyc12g Solyc12g Pentatricopeptide repeat-conta               contig560 Solyc12g Pentatricopeptide re               SL2.40ch AT1G74580.1  pentatric      chr1:280  9.93516 10.2216 13.5753 11.4492 24.3172 211.934
GT Sense Sense 0.191 Detected -0.191 Comprom 0.000 2.458 Detected 2.011 Detected 2.235 0.017 GT Sens contig563 contig563 Unknown   ATCGTCAcontig563 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig563 Solyc12g Unknown Protein (A  SL2.40ch AT5G1662PDE120, T    TIC40  chr5:545  10.3683 7.48141 21.0705 7.52953 51.5914 37.7539
GT Sense Sense -0.303 Detected 0.303 Detected 0.000 2.294 Detected 2.107 Detected 2.200 0.020 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  66.1425 94.6802 123.535 61.5871 413.95 362.362
GT Sense Sense -0.705 Detected 0.705 Detected 0.000 1.439 Detected 1.522 Detected 1.480 0.171 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  1298.13 3243.74 2307.61 1538.53 5933.7 6264.42
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 2.254 Detected 1.240 Detected 1.747 0.092 GT Sens contig568 contig568 Transcrip              AAGAAGAcontig568 Solyc02g Solyc02g Transcrip              GO:0045449 contig568 Solyc02g Transcrip               GO:00056 SL2.40ch AT2G18300.2  basic hel      chr2:795  261.16 352.018 398.809 312.532 1542.74 761.365
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 2.215 Detected 1.329 Detected 1.772 0.064 GT Sens contig571 contig571 MYB tran                 ATAATAA contig571 Solyc12g Solyc12g MYB tran                 GO:00036 GO:00036  contig571 Solyc12g MYB tran                  GO:00036 SL2.40ch AT1G49010.1  myb fami     chr1:181  160.901 121.468 651.341 265.279 692.15 373.416
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.080 Detected 0.981 Detected 1.030 0.019 GT Sens contig575 contig575 Unknown              TTTTGGAcontig575 Solyc10g Solyc10g Unknown Protein (AHRD V1)%3             contig575 Solyc10g Unknown Protein (A              SL2.40ch AT2G37130.2  peroxida       chr2:155  299.824 233.94 347.659 200.569 597.115 555.719
GT Sense Sense -1.056 Comprom 1.056 Detected 0.000 2.150 Detected 1.890 Detected 2.020 0.198 GT Sens contig575 contig575 Fasciclin-               TGAAACCcontig575 Solyc11g Solyc11g Fasciclin-               GO:00047 GO:00047  contig575 Solyc11g Fasciclin-                GO:00047 SL2.40ch AT2G2052FLA6  FLA6 (FA     chr2:884  9.69869 39.4474 61.4877 36.1566 92.545 77.055
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 1.112 Detected 0.926 Detected 1.019 0.014 GT Sens contig575 contig575 Beta-gala               GAAAAAAcontig575 Solyc06g Solyc06g Beta-gala               GO:00059 GO:00059    contig575 Solyc06g Beta-gala                GO:00045 SL2.40ch AT1G7299BGAL17  BGAL17        chr1:274  707.579 739.595 502.55 526.069 1667.49 1461.3
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 1.138 Detected 1.028 Detected 1.083 0.040 GT Sens contig578 contig578 F-box (AH            GTGTAGCcontig578 Solyc01g Solyc01g F-box (AHRD V1 ***- Q84KQ9 P          contig578 Solyc01g F-box (AHRD V1 ***-          SL2.40ch AT5G26900.1  WD-40 re     chr5:946  925 645.686 1313.41 1169.32 1813.86 1675.9
GT Sense Sense 0.454 Detected -0.454 Comprom 0.000 1.939 Detected 1.127 Detected 1.533 0.128 GT Sens contig578 contig578 Metal ion                GAAAAAAcontig578 Solyc11g Solyc11g Metal ion                GO:00300 GO:00300   contig578 Solyc11g Metal ion                 GO:00300 SL2.40ch AT2G28660.1  copper-b     chr2:122  18.9179 9.48669 114.55 33.8424 54.7826 31.1003
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 0.993 Detected 1.324 Detected 1.158 0.132 GT Sens contig581 contig581 Plant-spe                     TCTCTTT contig581 Solyc06g Solyc06g Plant-spe                     GO:00055 GO:00055  contig581 Solyc06g Plant-spe                      GO:00055 SL2.40ch AT3G09930.1  GDSL-mo      chr3:305  706.949 1221.85 1058.53 985.67 1972.41 2473.09
GT Sense Sense -0.114 Comprom 0.114 Comprom 0.000 0.877 Detected 1.497 Detected 1.187 0.070 GT Sens contig583 contig583 Mutator-li               CAACATT contig583 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig583 Solyc09g Mutator-like transpo               SL2.40ch AT5G27440.1  unknown   chr5:968  6.50718 7.17299 9.21558 12.9591 13.3786 20.4998
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 1.618 Detected 1.064 Detected 1.341 0.045 GT Sens contig584 contig584 Aldehyde             TCCGTTCcontig584 Solyc07g Solyc07g Aldehyde             GO:00551 GO:00551     contig584 Solyc07g Aldehyde              GO:00040 SL2.40ch AT2G2427ALDH11A   ALDH11A         chr2:103  8147.8 8816.52 17992.3 8692.15 27733.5 18836.4
GT Sense Sense -0.483 Comprom 0.483 Comprom 0.000 2.360 Detected 2.481 Detected 2.421 0.038 GT Sens contig589 contig589 LRR recep                  CAATAGCcontig589 Solyc10g Solyc10g LRR recep                  GO:00055 GO:00055       contig589 Solyc10g Receptor   GO:00046 SL2.40ch AT1G79620.1  leucine-r        chr1:299  2.08447 3.83101 5.09542 7.2099 15.4718 16.7748
GT Sense Sense -0.092 Comprom 0.092 Comprom 0.000 3.309 Detected 2.649 Detected 2.979 0.013 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  2.11301 2.25787 5.52037 1.94786 23.0898 14.5623
GT Sense Sense 0.297 Comprom -0.297 Comprom 0.000 1.745 Detected 2.281 Detected 2.013 0.037 GT Sens contig594 contig594 Unknown   AATATAA contig594 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig594 Solyc12g Unknown Protein (A  SL2.40ch AT5G64250.2  2-nitropro        chr5:256  3.79012 2.36335 9.09474 13.8705 10.6985 15.4689
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 2.041 Detected 2.275 Detected 2.158 0.048 GT Sens contig599 contig599 Unknown   AAGAAAGcontig599 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig599 Solyc02g Unknown Protein (A  SL2.40ch AT4G3689IRX14  IRX14 (irr           chr4:173  1270.51 2310.1 4384.21 3934.25 7517.74 8818.58
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 1.262 Detected 1.025 Detected 1.144 0.020 GT Sens contig601 contig601 Photosys                       AGAGAGGcontig601 Solyc09g Solyc09g Photosys                       GO:00095 GO:00095    contig601 Solyc09g Photosys                        GO:00095 SL2.40ch AT2G2026PSAE-2  PSAE-2 (       chr2:873  4913.66 5402.91 11890.2 6994.24 13175.1 11150.4
GT Sense Sense -0.391 Comprom 0.391 Comprom 0.000 1.497 Detected 1.510 Detected 1.503 0.061 GT Sens contig604 contig604 Unknown   CCACATT contig604 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig604 Solyc04g Unknown Protein (A  SL2.40ch AT3G13430.2  zinc finge        chr3:436  4.65891 7.53386 10.7842 16.2249 17.8353 17.936
GT Sense Sense 0.052 Comprom -0.052 Comprom 0.000 2.083 Detected 1.787 Detected 1.935 0.007 GT Sens contig605 contig605 Unknown   GTTGATGcontig605 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig605 Solyc05g018000.1.1 AT5G4475REV1, AT   REV1; DN     chr5:180  4.29277 3.75835 3.04843 14.8178 18.1443 14.7328
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 1.870 Detected 1.229 Detected 1.549 0.073 GT Sens contig608 contig608 LRR recep                  CCGGAG contig608 Solyc02g Solyc02g LRR recep                  GO:00046 GO:00046       contig608 Solyc02g Receptor   GO:00046 SL2.40ch AT5G60300.3  lectin pro      chr5:242  11.3748 16.3289 21.7074 11.933 53.113 33.9622
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 3.546 Detected 2.237 Detected 2.891 0.057 GT Sens contig609 contig609 Glutamine               CGCATACcontig609 Solyc04g Solyc04g Glutamine               GO:00068 GO:00068      contig609 Solyc04g Glutamine                GO:00043 SL2.40ch AT1G6620ATGSR2  ATGSR2;        chr1:246  46.1859 66.5876 195.823 260.001 690.756 277.923
GT Sense Sense -0.107 Comprom 0.107 Comprom 0.000 2.140 Detected 2.474 Detected 2.307 0.007 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  7.87667 8.59447 13.1023 21.3902 38.6806 48.6063
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 2.073 Detected 1.163 Detected 1.618 0.081 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  330.303 399.886 676.091 1105.89 1630.98 865.382
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 2.406 Detected 0.989 Detected 1.697 0.141 GT Sens contig627 contig627 Unknown   CTTGAAAcontig627 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig627 Solyc03g Unknown Protein (A  SL2.40ch AT5G37350.2  RIO1 fam    chr5:147  17.2885 14.2401 22.3804 22.9249 88.6556 33.1124
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 1.331 Detected 1.239 Detected 1.285 0.003 GT Sens contig630 contig630 Unknown              CCACAAGcontig630 Solyc05g Solyc05g Unknown Protein (AHRD V1)%3             contig630 Solyc05g Unknown Protein (A              SL2.40ch AT3G59340.1  unknown   chr3:219  252.836 219.373 419.88 416.044 631.683 591.196
GT Sense Sense 0.710 Detected -0.710 Detected 0.000 0.995 Detected 1.227 Detected 1.111 0.262 GT Sens contig631 contig631 S-adenos                   CGATGAGcontig631 Solyc01g Solyc01g S-adenos                   GO:00081 GO:00081  contig631 Solyc01g S-adenos                    GO:00081 SL2.40ch AT3G2886ATMDR1,         ABCB19;              chr3:108  60.7859 21.3796 75.1763 48.8593 76.6129 89.7328
GT Sense Sense -0.181 Comprom 0.181 Comprom 0.000 4.069 Detected 2.677 Detected 3.373 0.043 GT Sens contig633 contig633 Patatin (A           GGTGAAAcontig633 Solyc08g Solyc08g Patatin (A           GO:00066 GO:00066      contig633 Solyc08g Patatin (A            GO:00457 SL2.40ch AT2G19410.1  protein k     chr2:840  2.04523 2.47429 2.06644 1.92 40.2565 15.296
GT Sense Sense -0.752 Detected 0.752 Detected 0.000 2.375 Detected 1.877 Detected 2.126 0.115 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  132.985 354.744 421.569 237.703 1201.64 848.332
GT Sense Sense 0.379 Comprom -0.379 Comprom 0.000 1.342 Detected 2.016 Detected 1.679 0.080 GT Sens contig641 contig641 Cation/H(+               ATTAGGTcontig641 Solyc05g Solyc05g Cation/H(+               GO:00153 GO:00153     contig641 Solyc05g Cation/H(+                GO:00153 SL2.40ch AT4G2370ATCHX17    ATCHX17          chr4:123  5.07836 2.82562 3.64899 3.0516 10.2416 16.2919
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 0.838 Detected 1.442 Detected 1.140 0.072 GT Sens contig644 contig644 Os12g058                  CCACAAGcontig644 Solyc02g Solyc02g Os12g0581300 protein (Fragm                 contig644 Solyc02g Os12g0581300 prote                  SL2.40ch AT5G66740.1  unknown   chr5:266  61.3427 67.6149 97.0357 117.274 122.773 185.979
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 1.266 Detected 1.269 Detected 1.267 0.006 GT Sens contig645 contig645 Unknown   GACCTCAcontig645 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig645 Solyc09g Unknown Protein (A  SL2.40ch AT2G35410.1  33 kDa ri          chr2:148  23.9347 25.6964 23.2389 33.7728 63.5956 63.5296
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 1.174 Detected 0.905 Detected 1.040 0.039 GT Sens contig646 contig646 Metal-dep                    TCCAAAAcontig646 Solyc02g Solyc02g Metal-dep                    GO:00038 GO:00038  contig646 Solyc02g Metal-dep                     GO:00038 SL2.40ch AT5G40290.1  metal-dep       chr5:161  212.082 249.984 325.415 234.077 554.127 458.446
GT Sense Sense -0.550 Detected 0.550 Detected 0.000 0.923 Detected 1.232 Detected 1.078 0.200 GT Sens contig647 contig647 BHLH tran               AAATTAC contig647 Solyc03g Solyc03g BHLH tran               GO:00056 GO:00056   contig647 Solyc03g BHLH tran                GO:00305 SL2.40ch AT4G29100.1  ethylene-     chr4:143  13.6791 27.6009 32.3285 21.5003 39.3006 48.5361
GT Sense Sense -0.654 Comprom 0.654 Comprom 0.000 3.013 Detected 3.005 Detected 3.009 0.044 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  4.0777 9.49594 30.5883 25.6334 53.569 53.115
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 1.711 Detected 1.226 Detected 1.468 0.037 GT Sens contig649 contig649 PAP fibril               CAATCTT contig649 Solyc11g Solyc11g PAP fibril               GO:00095 GO:00095 contig649 Solyc11g PAP fibril                GO:00095 SL2.40ch AT2G05940.1  protein k    chr2:228  58.4757 68.917 316.486 111.25 221.59 157.893
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 1.110 Detected 0.966 Detected 1.038 0.005 GT Sens contig651 contig651 Photosys                      TCAAATGcontig651 Solyc07g Solyc07g Photosys                      GO:00160 GO:00160 contig651 Solyc07g Photosys                       GO:00160 SL2.40ch AT1G5567PSAG  PSAG (PH      chr1:208  8002.02 7547.26 20590.7 11798.5 17888.7 16141.9
GT Sense Sense -0.426 Comprom 0.426 Comprom 0.000 1.170 Detected 1.051 Detected 1.110 0.123 GT Sens contig652 contig652 RPM1 inte                  GGGGCA contig652 Solyc11g Solyc11g RPM1 interacting protein 4 tran                contig652 Solyc11g RPM1 interacting pr                  SL2.40ch AT4G0519ATK5  ATK5 (AR        chr4:267  4.96382 8.42785 11.3272 4.21959 15.5221 14.2439
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 1.280 Detected 0.824 Detected 1.052 0.060 GT Sens contig653 contig653 Outer me              CAAAAGAcontig653 Solyc07g Solyc07g Outer me              GO:00055 GO:00055    contig653 Solyc07g Outer me               GO:00055 SL2.40ch AT3G06980.1  DEAD/DE      chr3:220  768.771 884.44 1727.68 1061.94 2134.67 1552.06
GT Sense Sense -0.737 Comprom 0.737 Comprom 0.000 2.174 Detected 4.405 Detected 3.290 0.133 GT Sens contig654 contig654 Unknown   AAAGGAAcontig654 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig654 Solyc12g Polyprote               GO:00068 SL2.40ch AT4G20330.1 2.29889 6.00916 5.45901 3.83414 17.8919 83.7369
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 1.202 Detected 0.932 Detected 1.067 0.027 GT Sens contig655 contig655 Alpha/bet                TGTGAGTcontig655 Solyc02g Solyc02g Alpha/beta hydrolase fold (AHR              contig655 Solyc02g Alpha/beta hydrolas                SL2.40ch AT5G38520.2  hydrolas       chr5:154  620.39 686.447 1091.86 708.693 1600.62 1323.86
GT Sense Sense -0.439 Comprom 0.439 Comprom 0.000 1.519 Detected 1.385 Detected 1.452 0.082 GT Sens contig660 contig660 Unknown   TATAGAAcontig660 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig660 Solyc06g Unknown Protein (A  SL2.40ch AT2G47780.1 3.31509 5.72875 10.1258 3.51159 13.3207 12.0987
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 3.029 Detected 2.906 Detected 2.968 0.001 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  131.608 113.569 528.024 346.45 1063.9 974.598
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 1.503 Detected 0.996 Detected 1.250 0.060 GT Sens contig671 contig671 Guanine n                 AGATTTT contig671 Solyc03g Solyc03g Guanine n                 GO:00068 GO:00068  contig671 Solyc03g Guanine n                  GO:00001 SL2.40ch AT5G50120.1  transduc          chr5:203  71.0872 87.746 119.186 76.1606 238.732 167.53
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.465 Detected 1.345 Detected 1.405 0.004 GT Sens contig676 contig676 Transcrip                GGTCAATcontig676 Solyc02g Solyc02g Transcrip                GO:00037 GO:00037      contig676 Solyc02g Transcrip                 GO:00037 SL2.40ch AT5G54630.1  zinc finge    chr5:221  408.245 423.946 469.297 686.07 1224.43 1123.5
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 1.569 Detected 0.877 Detected 1.223 0.080 GT Sens contig678 contig678 3-oxo-5-a                 CAAACAT contig678 Solyc11g Solyc11g 3-oxo-5-a                 GO:00160 GO:00160   contig678 Solyc11g 3-oxo-5-a                  GO:00160 SL2.40ch AT5G40630.1  ubiquitin    chr5:162  497.894 559.099 1362.39 765.954 1669.05 1030.53
GT Sense Sense -0.924 Comprom 0.924 Detected 0.000 2.500 Detected 1.374 Detected 1.937 0.215 GT Sens contig682 contig682 UPF0497                    AAGTTGGcontig682 Solyc11g Solyc11g UPF0497 membrane protein 12                  contig682 Solyc11g UPF0497 membrane                    SL2.40ch AT2G35760.1  integral m     chr2:150  3.87352 13.1221 17.0777 12.8155 43.0129 19.644
GT Sense Sense -0.368 Detected 0.368 Detected 0.000 3.049 Detected 1.248 Detected 2.149 0.158 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  1338.62 2098.47 3152.96 2919.42 14794.8 4233.31
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 1.977 Detected 1.000 Detected 1.488 0.097 GT Sens contig688 contig688 BHLH tran                 GGAGTTTcontig688 Solyc01g Solyc01g BHLH tran                 GO:00037 GO:00037      contig688 Solyc01g BHLH tran                  GO:00037 SL2.40ch AT4G0005UNE10  UNE10 (u           chr4:178  154.505 125.445 365.379 210.862 584.417 295.946
GT Sense Sense -0.394 Comprom 0.394 Detected 0.000 1.613 Detected 1.357 Detected 1.485 0.070 GT Sens contig688 contig688 Reticulon              GAACCTTcontig688 Solyc07g Solyc07g Reticulon              GO:00057 GO:00057  contig688 Solyc07g Reticulon               GO:00057 SL2.40ch AT2G20590.2  reticulon    chr2:886  9.18775 14.9363 12.3731 16.7875 38.2097 31.9082
GT Sense Sense 0.218 Comprom -0.218 Comprom 0.000 2.137 Detected 2.397 Detected 2.267 0.012 GT Sens contig689 contig689 Vicilin (Fr             ATCACAAcontig689 Solyc06g Solyc06g Vicilin (Fr             GO:00457 GO:00457   contig689 Solyc06g Vicilin (Fr              GO:00457 SL2.40ch AT5G02970.1  hydrolas       chr5:695  3.18767 2.21735 4.06176 1.92182 12.4673 14.8874
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 2.774 Detected 1.070 Detected 1.922 0.155 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  40.8048 44.4202 232.178 112.543 310.624 95.0172
GT Sense Sense -0.487 Comprom 0.487 Detected 0.000 2.014 Detected 1.547 Detected 1.780 0.081 GT Sens contig695 contig695 Calmodul                CCATGGGcontig695 Solyc12g Solyc12g Calmodulin binding protein (AH              contig695 Solyc12g Calmodulin binding               SL2.40ch AT2G2618IQD6  IQD6 (IQ-      chr2:111  9.19745 17.0097 14.6783 22.5323 53.8667 38.8564
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 1.394 Detected 1.162 Detected 1.278 0.021 GT Sens contig702 contig702 Unknown   GAAAACT contig702 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig702 Solyc02g Unknown Protein (A  SL2.40ch AT4G38340.1  RWP-RK    chr4:179  177.153 205.422 233.295 121.685 534.783 453.82
GT Sense Sense -0.374 Comprom 0.374 Comprom 0.000 1.494 Detected 1.497 Detected 1.495 0.057 GT Sens contig704 contig704 Coiled-co                   AAGATGGcontig704 Solyc03g Solyc03g Coiled-coil domain-containing                  contig704 Solyc03g Coiled-coil domain-c                   SL2.40ch AT1G52930.1 3.13894 4.95958 3.01648 5.05679 11.8518 11.8375
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 1.657 Detected 1.318 Detected 1.487 0.014 GT Sens contig704 contig704 Unknown          TTTGAAGcontig704 Solyc02g Solyc02g Unknown          GO:00094 GO:00094    contig704 Solyc02g Unknown           GO:00094 SL2.40ch AT5G6640RAB18, AT   RAB18 (R      chr5:265  53.2882 54.1962 55.2491 77.883 180.699 142.456
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 1.235 Detected 0.982 Detected 1.108 0.024 GT Sens contig705 contig705 Glucosylt            AACACAT contig705 Solyc12g Solyc12g Glucosylt            GO:00081 GO:00081  contig705 Solyc12g Glucosylt             GO:00081 SL2.40ch AT5G490 SLD5  SLD5 (SY       chr5:198  38.927 31.0063 127.737 47.3964 87.225 72.9365
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 1.423 Detected 0.885 Detected 1.154 0.056 GT Sens contig706 contig706 Ribonucle                GTTGAAGcontig706 Solyc11g Solyc11g Ribonucle                GO:00055 GO:00055  contig706 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT3G0330DCL2  DCL2 (DI                       chr3:768  25.8061 27.612 22.1741 15.1271 76.3236 52.415
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 1.168 Detected 0.882 Detected 1.025 0.022 GT Sens contig709 contig709 Genomic          AGCGGTAcontig709 Solyc05g Solyc05g Genomic DNA chromosome 3       contig709 Solyc05g Genomic DNA chrom         SL2.40ch AT3G25870.1 6400.57 5574.48 8033.74 7849.21 14317.3 11702.5
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 1.423 Detected 1.038 Detected 1.230 0.035 GT Sens contig709 contig709 Unknown   TTTACTA contig709 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig709 Solyc09g Unknown Protein (A  SL2.40ch AT4G13150.1  unknown   chr4:765  210.519 239.731 452.429 298.432 642.173 490.289
GT Sense Sense 0.454 Detected -0.454 Detected 0.000 3.490 Detected 3.417 Detected 3.453 0.017 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  107.513 53.9158 229.325 189.214 912.188 864.369
GT Sense Sense -0.745 Comprom 0.745 Detected 0.000 2.679 Detected 2.365 Detected 2.522 0.080 GT Sens contig711 contig711 Clathrin a             TTTTAGT contig711 Solyc12g Solyc12g Clathrin a             GO:00055 GO:00055  contig711 Solyc12g Clathrin a              GO:00301 SL2.40ch AT1G05020.1  epsin N-t           chr1:143  7.83298 20.6996 57.2347 43.9657 86.9407 69.751
GT Sense Sense 0.674 Detected -0.674 Comprom 0.000 1.029 Detected 1.231 Detected 1.130 0.239 GT Sens contig714 contig714 Genomic          GAGGAAGcontig714 Solyc03g Solyc03g Genomic DNA chromosome 5 T       contig714 Solyc03g Genomic DNA chrom         SL2.40ch AT5G61495.1 14.0634 5.19924 35.7734 13.1435 18.6012 21.3427
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 0.919 Detected 1.293 Detected 1.106 0.028 GT Sens contig719 contig719 NAC dom                  CCAAGAGcontig719 Solyc06g Solyc06g NAC dom                  GO:0045449 contig719 Solyc06g NAC dom                   GO:00454 SL2.40ch AT1G611 anac025  anac025          chr1:225  1251.19 1216.27 1742.06 1433.39 2487.97 3213.88
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 1.676 Detected 1.073 Detected 1.375 0.054 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  1611.9 1837.63 2741.35 1357.4 5865.82 3850.34
GT Sense Sense -0.536 Comprom 0.536 Comprom 0.000 1.520 Detected 1.355 Detected 1.437 0.118 GT Sens contig724 contig724 Transcrip                CCCTGTAcontig724 Solyc11g Solyc11g Transcrip                GO:00056 GO:00056 contig724 Solyc02g 60S ribos                 GO:00037 SL2.40ch AT3G52700.1  unknown   chr3:195  3.01707 5.96816 2.82336 6.26761 12.975 11.5403
GT Sense Sense 0.341 Detected -0.341 Detected 0.000 2.023 Detected 1.236 Detected 1.630 0.089 GT Sens contig726 contig726 Unknown   ACAACTAcontig726 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig726 Solyc08g Unknown Protein (A  SL2.40ch AT2G05710.1  aconitate         chr2:214  95.8555 56.2003 200.83 103.781 318.207 183.773
GT Sense Sense -0.253 Comprom 0.253 Comprom 0.000 3.024 Detected 2.442 Detected 2.733 0.019 GT Sens contig726 contig726 LRR recep                  TGGATAAcontig726 Solyc03g Solyc03g LRR recep                  GO:00046 GO:00046       contig726 Solyc03g Receptor   GO:00046 SL2.40ch AT1G7582CLV1, FAS    CLV1 (CL                chr1:284  2.05478 2.74391 3.07372 11.4553 20.5907 13.7227
GT Sense Sense -0.373 Comprom 0.373 Comprom 0.000 1.856 Detected 1.819 Detected 1.838 0.039 GT Sens contig727 contig727 Syntaxin     GTTCAACcontig727 Solyc01g Solyc01g Syntaxin (Fragment) (AHRD V1  contig727 Solyc01g Syntaxin (Fragment)    SL2.40ch AT5G15490.1  UDP-gluc     chr5:502  4.2896 6.7731 11.044 6.85619 20.8117 20.2206
GT Sense Sense -0.058 Comprom 0.058 Comprom 0.000 2.142 Detected 1.728 Detected 1.935 0.012 GT Sens contig727 contig727 Phosphat               TCCAGGCcontig727 Solyc10g Solyc10g Phosphatidylglycerol/phospha                contig727 Solyc10g Phosphatidylglycero                SL2.40ch AT5G5519RAN3, AT   RAN3 (RA           chr5:223  4.08781 4.16726 18.7786 11.7883 19.4316 14.533
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 1.288 Detected 0.845 Detected 1.066 0.049 GT Sens contig730 contig730 Unknown   ACGTGGAcontig730 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig730 Solyc01g Unknown Protein (A  SL2.40ch AT5G19090.3  heavy-me     chr5:638  1273 1383.57 2648.33 1690.82 3454.8 2533.95
GT Sense Sense -0.664 Comprom 0.664 Detected 0.000 1.379 Detected 1.217 Detected 1.298 0.192 GT Sens contig734 contig734 Rho GTPa               ACTTGTGcontig734 Solyc06g Solyc06g Rho GTPa               GO:00056 GO:00056 contig734 Solyc06g Rho GTPa                GO:00090 SL2.40ch AT4G03100.1  rac GTPa      chr4:137  8.30745 19.6194 19.6936 21.4295 35.4023 31.5596
GT Sense Sense -0.237 Detected 0.237 Detected 0.000 1.425 Detected 0.909 Detected 1.167 0.079 GT Sens contig735 contig735 Zinc finge                 TTGCTAAcontig735 Solyc02g Solyc02g Zinc finge                 GO:00056 GO:00056 contig735 Solyc02g Zinc finge                  GO:00056 SL2.40ch AT4G38960.1  zinc finge       chr4:181  146.002 190.761 310.064 181.269 478.007 333.261
GT Sense Sense -0.269 Comprom 0.269 Comprom 0.000 1.876 Detected 1.078 Detected 1.477 0.092 GT Sens contig736 contig736 Non-LTR        CAGGAGGcontig736 Solyc07g Solyc07g Non-LTR retrolelement reverse      contig736 Solyc04g Transcriptional activ                    SL2.40ch AT5G01710.1  LOCATE                                                                         chr5:263  7.32528 10.0091 9.21404 10.776 33.5254 19.2228
GT Sense Sense -0.416 Detected 0.416 Detected 0.000 3.072 Detected 2.514 Detected 2.793 0.031 GT Sens contig740 contig740 Integral m                  CTAGCATcontig740 Solyc04g Solyc04g Integral membrane protein (AH                 contig740 Solyc04g Integral membrane p                  SL2.40ch AT1G76800.1 145.742 244.132 1033.72 551.848 1692.07 1145.6
GT Sense Sense -0.146 Comprom 0.146 Comprom 0.000 3.500 Detected 1.073 Detected 2.286 0.202 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  6.5038 7.48766 13.0051 13.8668 84.1838 15.6079
GT Sense Sense -0.101 Comprom 0.101 Comprom 0.000 1.886 Detected 2.098 Detected 1.992 0.005 GT Sens contig741 contig741 NAC dom                  TCTATAGcontig741 Solyc10g Solyc10g NAC dom                  GO:0045449 contig741 Solyc10g NAC dom                   GO:00454 SL2.40ch AT3G25910.1  zinc ion b   chr3:948  2.81624 3.04827 3.10745 2.28553 11.5467 13.3334
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 1.492 Detected 1.054 Detected 1.273 0.033 GT Sens contig751 contig751 Cytosolic                  ATTCGGCcontig751 Solyc12g Solyc12g Cytosolic                  GO:00055 GO:00055  contig751 Solyc12g Cytosolic                   GO:00055 SL2.40ch AT3G2443HCF101  HCF101 (      chr3:886  2711.32 2883.26 5626.02 3521.79 8384.9 6170.82
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 1.461 Detected 0.837 Detected 1.149 0.075 GT Sens contig753 contig753 Aspartic p              TTGCACCcontig753 Solyc03g Solyc03g Aspartic p              GO:00065 GO:00065 contig753 Solyc03g Aspartic p               GO:00065 SL2.40ch AT1G77480.1  nucellin p    chr1:291  4621.76 5101.62 9385.23 5573.72 14253.5 9222.45
GT Sense Sense -0.409 Detected 0.409 Detected 0.000 1.751 Detected 2.568 Detected 2.160 0.065 GT Sens contig756 contig756 Major fac                   TTCGGATcontig756 Solyc12g Solyc12g Major fac                   GO:00550 GO:00550  contig756 Solyc12g Major fac                    GO:00550 SL2.40ch AT2G16990.2  tetracycl    chr2:738  258.865 429.449 533.629 334.518 1196.99 2101.95
GT Sense Sense -0.353 Detected 0.353 Detected 0.000 1.327 Detected 1.067 Detected 1.197 0.086 GT Sens contig758 contig758 Tubulin a              CTTGAAAcontig758 Solyc02g Solyc02g Tubulin a              GO:00469 GO:00469   contig758 Solyc02g Tubulin a               GO:00469 SL2.40ch AT4G1496TUA6  TUA6; str      chr4:854  226.253 347.301 418.336 532.772 750.145 624.494
GT Sense Sense -0.245 Detected 0.245 Detected 0.000 1.082 Detected 0.953 Detected 1.017 0.057 GT Sens contig762 contig762 Calmodul             TTACGAT contig762 Solyc06g Solyc06g Calmodul             GO:00055 GO:00055   contig762 Solyc06g Calmodul              GO:00055 SL2.40ch AT1G66400.1  calmodu     chr1:247  2284.33 3017.35 4422.62 4484.12 5924.83 5404.15
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.456 Detected 1.262 Detected 1.359 0.027 GT Sens contig766 contig766 Gibberelli                 GGAACCTcontig766 Solyc02g Solyc02g Gibberelli                 GO:00455 GO:00455      contig766 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT1G7844ATGA2OX   ATGA2OX        chr1:295  629.646 790.202 1639.55 1522.61 2063.33 1798.57
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 1.567 Detected 1.030 Detected 1.299 0.043 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  283.45 295.777 609.302 277.4 915.135 628.655
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 1.650 Detected 1.188 Detected 1.419 0.052 GT Sens contig770 contig770 Unknown   AATGGAGcontig770 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig770 Solyc03g Unknown Protein (A  SL2.40ch AT5G5102CRL  CRL (CRU    chr5:207  353.527 465.921 1005.44 460.005 1357.85 983.161
GT Sense Sense -0.490 Detected 0.490 Detected 0.000 1.562 Detected 1.276 Detected 1.419 0.109 GT Sens contig772 contig772 Genomic          TGACAAT contig772 Solyc01g Solyc01g Genomic DNA chromosome 5 T       contig772 Solyc01g Genomic DNA chrom         SL2.40ch AT5G02630.1  LOCATE                                                                      chr5:591  157.559 292.324 1077.61 564.424 675.865 552.689
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 2.055 Detected 1.891 Detected 1.973 0.023 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  131.4 185.303 650.449 329.484 691.386 615.281
GT Sense Sense -0.063 Comprom 0.063 Comprom 0.000 2.544 Detected 2.863 Detected 2.704 0.004 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  3.06082 3.1443 17.1453 12.2272 19.294 24.0009
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.319 Detected 0.968 Detected 1.144 0.029 GT Sens contig778 contig778 Rapid alka       GCCACAGcontig778 Solyc02g Solyc02g Rapid alkalinization factor 5 (A    contig778 Solyc02g Rapid alkalinization      SL2.40ch AT5G43230.1  unknown   chr5:173  962.146 796.734 2754.17 1600.74 2329.92 1821.35
GT Sense Sense -0.248 Comprom 0.248 Comprom 0.000 1.869 Detected 1.348 Detected 1.609 0.047 GT Sens contig784 contig784 Unknown   TTAGTGGcontig784 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig784 Solyc04g Unknown Protein (A  SL2.40ch AT5G06230.2 6.53257 8.67376 11.071 15.7217 29.3257 20.3736
GT Sense Sense -0.942 Comprom 0.942 Detected 0.000 2.420 Detected 0.807 Detected 1.613 0.323 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  7.06644 24.5268 28.8924 13.7265 75.1448 24.4842
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 1.138 Detected 1.077 Detected 1.107 0.014 GT Sens contig785 contig785 Peroxidas              GCAAAAAcontig785 Solyc02g Solyc02g Peroxidas              GO:00055 GO:00055    contig785 Solyc02g Peroxidas               GO:00046 SL2.40ch AT4G2196PRXR1  PRXR1; e        chr4:116  371.575 417.568 904.506 610.739 924.122 883.376
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 1.723 Detected 2.265 Detected 1.994 0.039 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  77.0206 47.6022 219.195 194.739 213.134 309.49
GT Sense Sense -0.312 Detected 0.312 Detected 0.000 1.925 Detected 2.055 Detected 1.990 0.025 GT Sens contig789 contig789 DVL1 (AH           TGGTGG contig789 Solyc02g Solyc02g DVL1 (AHRD V1 **-- Q6X5V0 A         contig789 Solyc02g DVL1 (AHRD V1 **-- Q         SL2.40ch AT1G1324RTFL17, D   RTFL17 (     chr1:452  13.9428 20.2158 35.0954 39.4422 67.9727 74.1589
GT Sense Sense -0.111 Comprom 0.111 Comprom 0.000 4.907 Detected 2.800 Detected 3.854 0.068 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  2.52709 2.77287 3.12153 3.41408 84.7124 19.6038
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 1.149 Detected 1.226 Detected 1.187 0.004 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  278.151 284.364 485.36 323.393 665.065 699.423
GT Sense Sense 0.334 Detected -0.334 Detected 0.000 3.315 Detected 2.741 Detected 3.028 0.021 GT Sens contig796 contig796 Unknown   TGAAGCTcontig796 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig796 Solyc07g026990.1.1 AT5G24280.1  EXPRESS                                                            chr5:825  37.4917 22.197 43.5857 58.7007 306.206 205.065
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 1.229 Detected 0.891 Detected 1.060 0.074 GT Sens contig798 contig798 4-coumar                AGGTTGCcontig798 Solyc03g Solyc03g 4-coumar                GO:00081 GO:00081  contig798 Solyc03g 4-coumar                 GO:00081 SL2.40ch AT3G04140.1  ankyrin r     chr3:108  2332.35 3125.44 5519.2 3496.71 6746.76 5323.51
GT Sense Sense -0.186 Detected 0.186 Detected 0.000 1.381 Detected 0.996 Detected 1.188 0.047 GT Sens contig798 contig798 UBA/TS-N                 ATACATC contig798 Solyc04g Solyc04g UBA/TS-N                 GO:00055 GO:00055     contig798 Solyc04g UBA/TS-N                  GO:00055 SL2.40ch AT1G7510JAC1  JAC1 (J-D              chr1:281  241.271 293.818 560.407 286.018 739.35 564.577
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 1.833 Detected 1.461 Detected 1.647 0.018 GT Sens contig805 contig805 Gag-pol p      GAATTAGcontig805 Solyc03g Solyc03g Gag-pol polyprotein (Fragmen     contig805 Solyc03g Gag-pol polyprotein     SL2.40ch AT1G76370.1 26.1093 29.3589 84.9674 90.7002 105.153 81.0636
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 1.457 Detected 1.305 Detected 1.381 0.032 GT Sens contig806 contig806 Squamos                 CCACTGCcontig806 Solyc07g Solyc07g Squamos                 GO:00056 GO:00056      contig806 Solyc07g Squamos                  GO:00037 SL2.40ch AT5G50570.2  squamos      chr5:205  1027.1 1349.44 1003.17 982.243 3446.01 3092.13
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.890 Detected 1.973 Detected 1.931 0.008 GT Sens contig807 contig807 Os01g031       AAATTGGcontig807 Solyc09g Solyc09g Os01g0318400 protein (Fragm     contig807 Solyc09g Os01g0318400 prote      SL2.40ch AT3G10040.1  transcrip    chr3:309  80.1454 95.9095 231.903 165.24 346.484 365.983
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 1.838 Detected 0.847 Detected 1.343 0.132 GT Sens contig808 contig808 Hydroxyp      CCGCCTGcontig808 Solyc06g Solyc06g Hydroxyproline-rich systemin    contig808 Solyc06g Hydroxyproline-rich     SL2.40ch AT5G57290.3  60S acidi       chr5:232  279.303 358.709 307.053 163.862 1207.09 605.418
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 1.149 Detected 0.942 Detected 1.045 0.048 GT Sens contig808 contig808 PAP fibril         ATTTTTC contig808 Solyc06g Solyc06g PAP fibrillin domain containing      contig808 Solyc06g PAP fibrillin domain       SL2.40ch AT1G18060.1  unknown   chr1:621  2310.37 2929.31 5294.76 3288.11 6150.97 5313.02
GT Sense Sense 0.099 Comprom -0.099 Comprom 0.000 0.964 Detected 1.256 Detected 1.110 0.024 GT Sens contig810 contig810 Genomic          GAGTAAAcontig810 Solyc11g Solyc11g Genomic DNA chromosome 5       contig810 Solyc11g Genomic DNA chrom         SL2.40ch AT3G52700.1  unknown   chr3:195  5.05422 4.14495 8.59254 8.86308 9.52224 11.6222
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 1.229 Detected 1.087 Detected 1.158 0.034 GT Sens contig812 contig812 Glucan en                 GGAAGTAcontig812 Solyc06g Solyc06g Glucan en                 GO:00059 GO:00059   contig812 Solyc06g Glucan en                  GO:00059 SL2.40ch AT2G26600.2 145.025 102.202 140.607 158.558 304.415 274.961
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 1.079 Detected 1.016 Detected 1.047 0.070 GT Sens contig813 contig813 Myrosina               CCTTATGcontig813 Solyc04g Solyc04g Myrosinase binding protein (A             contig813 Solyc04g Myrosinase binding              SL2.40ch AT5G49870.1  jacalin le     chr5:202  572.837 360.272 723.163 697.555 1023.72 976.487
GT Sense Sense -0.265 Comprom 0.265 Comprom 0.000 3.321 Detected 2.495 Detected 2.908 0.027 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 3.40223 4.62535 9.68808 3.36885 42.2698 23.7716



GT Sense Sense -0.548 Detected 0.548 Detected 0.000 2.212 Detected 1.970 Detected 2.091 0.065 GT Sens contig815 contig815 Phototrop               GCCGTATcontig815 Solyc02g Solyc02g Phototrop               GO:00094 GO:00094    contig815 Solyc02g Phototrop                GO:00055 SL2.40ch AT5G67385.1  protein b      chr5:268  1110.34 2232.39 3421.75 2205.53 7778.16 6556.56
GT Sense Sense 0.425 Detected -0.425 Comprom 0.000 1.301 Detected 0.893 Detected 1.097 0.145 GT Sens contig823 contig823 Calmodul                ACATTGT contig823 Solyc10g Solyc10g Calmodulin binding protein (AH              contig823 Solyc10g Calmodulin binding               SL2.40ch AT3G5229IQD3  IQD3 (IQ-      chr3:193  16.3794 8.54918 24.2237 17.9236 31.0882 23.3692
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 1.318 Detected 1.170 Detected 1.244 0.004 GT Sens contig827 contig827 Unknown   CAGTTTCcontig827 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig827 Solyc05g Unknown Protein (A  SL2.40ch AT5G49680.2  cell expa     chr5:201  19.034 17.2809 20.1883 21.7569 48.2171 43.3739
GT Sense Sense 0.089 Comprom -0.089 Comprom 0.000 1.818 Detected 1.729 Detected 1.774 0.003 GT Sens contig829 contig829 Ankyrin re             GTTCATGcontig829 Solyc06g Solyc06g Ankyrin re             GO:00055 GO:00055  contig829 Solyc06g Ankyrin re              GO:00055 SL2.40ch AT4G3464SQS1, ER   SQS1 (SQ       chr4:165  6.47514 5.38546 18.6357 19.3507 22.2064 20.8105
GT Sense Sense -1.273 Comprom 1.273 Detected 0.000 3.754 Detected 3.392 Detected 3.573 0.109 GT Sens contig835 contig835 Telomere               TTTCCAAcontig835 Solyc11g Solyc11g Telomere               GO:00036 GO:00036  contig835 Solyc11g Telomere                GO:00036 SL2.40ch AT5G0378TRFL10  TRFL10 (      chr5:999  4.11796 22.6425 18.1126 27.5755 138.88 107.807
GT Sense Sense -0.329 Detected 0.329 Detected 0.000 1.949 Detected 1.881 Detected 1.915 0.029 GT Sens contig835 contig835 Unknown   GAATATGcontig835 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig835 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  1318.57 1957.54 6960.75 4057.78 6613.9 6291.75
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 1.540 Detected 1.136 Detected 1.338 0.031 GT Sens contig839 contig839 Strictosid                GATGATCcontig839 Solyc05g Solyc05g Strictosid                GO:00040 GO:00040   contig839 Solyc05g Strictosid                 GO:00040 SL2.40ch AT5G49960.1  binding /   chr5:203  1367.14 1546.02 3468.55 2046.59 4508.4 3397.67
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 1.582 Detected 0.963 Detected 1.272 0.056 GT Sens contig843 contig843 Pentatrico               GGGTCTAcontig843 Solyc03g Solyc03g Pentatricopeptide repeat-conta               contig843 Solyc03g Pentatricopeptide re               SL2.40ch AT3G48250.1  pentatric      chr3:178  144.477 146.271 404.094 175.562 463.991 301.27
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.660 Detected 1.198 Detected 1.429 0.033 GT Sens contig844 contig844 Ribonucle                GTCGATGcontig844 Solyc07g Solyc07g Ribonucle                GO:00045 GO:00045     contig844 Solyc07g Ribonucle                 GO:00055 SL2.40ch AT2G2608AtGLDP2  AtGLDP2              chr2:111  700.395 790.362 1513.33 1300.88 2506.78 1814.49
GT Sense Sense -0.218 Comprom 0.218 Comprom 0.000 1.172 Detected 1.257 Detected 1.215 0.032 GT Sens contig849 contig849 Sigma fac     CCAAAAAcontig849 Solyc03g Solyc03g Sigma factor (AHRD V1 *-*- Q9S contig849 Solyc03g Sigma factor (AHRD   SL2.40ch AT3G61300.1 6.46626 8.23617 4.03625 16.1999 17.5407 18.5417
GT Sense Sense 0.527 Detected -0.527 Comprom 0.000 1.131 Detected 1.334 Detected 1.232 0.149 GT Sens contig851 contig851 Unknown   CCAAATAcontig851 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig851 Solyc04g Unknown Protein (A  SL2.40ch AT2G4335ATGPX3  ATGPX3       chr2:180  19.7552 8.95265 20.0384 36.6553 31.061 35.6358
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 1.956 Detected 1.413 Detected 1.685 0.037 GT Sens contig851 contig851 LRR recep                  ACGTATAcontig851 Solyc04g Solyc04g LRR recep                  GO:00055 GO:00055       contig851 Solyc04g Receptor   GO:00046 SL2.40ch AT5G49660.1  leucine-r        chr5:201  1524.78 1868.57 5024.35 2897.38 6985.96 4780.26
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 1.780 Detected 1.442 Detected 1.611 0.018 GT Sens contig853 contig853 Zinc finge               GCATCTGcontig853 Solyc03g Solyc03g Zinc finge               GO:00056 GO:00056 contig853 Solyc03g Zinc finge                GO:00056 SL2.40ch AT3G5767NTT  NTT (NO             chr3:213  79.6073 90.6631 251.617 126.532 311.226 245.384
GT Sense Sense -0.140 Comprom 0.140 Comprom 0.000 2.548 Detected 1.806 Detected 2.177 0.032 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  3.36474 3.84203 6.58754 6.78281 22.4154 13.371
GT Sense Sense -0.142 Comprom 0.142 Comprom 0.000 1.139 Detected 1.279 Detected 1.209 0.017 GT Sens contig857 contig857 Unknown            GAACCAAcontig857 Solyc04g Solyc04g Unknown            GO:00055 GO:00055  contig857 Solyc08g Lysine-sp                 GO:00056 SL2.40ch AT5G47790.1  forkhead         chr5:193  5.77639 6.61941 6.09822 3.22555 14.5174 15.9571
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 1.395 Detected 1.021 Detected 1.208 0.024 GT Sens contig857 contig857 Ammoniu                     TTGGAATcontig857 Solyc03g Solyc03g Ammoniu                     GO:00153 GO:00153        contig857 Solyc03g Ammoniu                      GO:00153 SL2.40ch AT3G2430AMT1;3, A   AMT1;3 (        chr3:880  1079.2 977.478 3783.39 1848.51 2879.46 2216
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.075 Detected 0.929 Detected 1.002 0.015 GT Sens contig862 contig862 Cysteine-                   TTAGTTT contig862 Solyc03g Solyc03g Cysteine-rich receptor-like pro                  contig862 Solyc08g Protein se                GO:00163 SL2.40ch AT4G38950.2 81.8757 66.8815 141.766 114.529 166.249 149.824
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 1.636 Detected 1.385 Detected 1.510 0.016 GT Sens contig863 contig863 Ring H2 fi               GGATATAcontig863 Solyc11g Solyc11g Ring H2 fi               GO:00082 GO:00082   contig863 Solyc11g Ring H2 fi                GO:00082 SL2.40ch AT5G1558LNG1  LNG1 (LO   chr5:506  140.68 161.665 413.25 219.038 499.671 418.822
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 2.115 Detected 1.357 Detected 1.736 0.058 GT Sens contig869 contig869 Dof zinc f                CCAAAGAcontig869 Solyc06g Solyc06g Dof zinc f                GO:0045449 contig869 Solyc06g Dof zinc f                 GO:00454 SL2.40ch AT5G62940.1  Dof-type      chr5:252  174.347 222.398 363.9 370.989 909.735 536.248
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 1.445 Detected 1.161 Detected 1.303 0.036 GT Sens contig869 contig869 Chloroph                    TTCTATGcontig869 Solyc06g Solyc06g Chloroph                    GO:00160 GO:00160 contig869 Solyc06g Chloroph                     GO:00160 SL2.40ch AT4G1034LHCB5  LHCB5 (L           chr4:640  4635.96 5839.72 10657.2 7053.02 15109.5 12372.4
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 1.550 Detected 1.369 Detected 1.459 0.025 GT Sens contig870 contig870 Unknown   GAAATCCcontig870 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig870 Solyc10g Unknown Protein (A  SL2.40ch AT2G0222ATPSKR1    PSKR1 (P             chr2:584  119.059 150.883 133.529 131.604 418.385 367.959
GT Sense Sense -0.204 Comprom 0.204 Comprom 0.000 1.208 Detected 1.070 Detected 1.139 0.034 GT Sens contig872 contig872 Glucose-6                GAAGCGGcontig872 Solyc03g Solyc03g Glucose-6                GO:00085 GO:00085    contig872 Solyc03g Glucose-6                 GO:00085 SL2.40ch AT5G5480GPT1  GPT1; an      chr5:222  9.18018 11.4571 6.18333 10.9955 25.2663 22.8868
GT Sense Sense -0.689 Comprom 0.689 Detected 0.000 0.980 Detected 1.185 Detected 1.082 0.260 GT Sens contig877 contig877 S-locus re                GACTCAGcontig877 Solyc02g Solyc02g S-locus re                GO:0005529 contig877 Solyc02g S-locus re                 GO:00055 SL2.40ch AT1G6138SD1-29  SD1-29 (S          chr1:226  6.06656 14.8301 24.9332 20.7956 19.9464 22.9329
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 1.733 Detected 2.271 Detected 2.002 0.037 GT Sens contig878 contig878 1-aminocy                GCCATTGcontig878 Solyc01g Solyc01g 1-aminocy                GO:00166 GO:00166                              contig878 Solyc01g 1-aminocy                 GO:00167 SL2.40ch AT3G21420.1  oxidored       chr3:754  25.4171 15.9687 31.3481 8.73078 71.4193 103.393
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 1.158 Detected 0.853 Detected 1.005 0.027 GT Sens contig881 contig881 Cathepsin               TTAAAAC contig881 Solyc01g Solyc01g Cathepsin               GO:00065 GO:00065   contig881 Solyc01g Aspartic p              GO:00041 SL2.40ch AT1G11910.1  aspartyl     chr1:401  22235.4 23105.2 27611.4 20289.4 53919.4 43517.6
GT Sense Sense 0.396 Comprom -0.396 Comprom 0.000 1.693 Detected 1.238 Detected 1.466 0.085 GT Sens contig884 contig884 Unknown               GAAGCATcontig884 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3              contig884 Solyc06g Unknown Protein (A               SL2.40ch AT5G25840.1  unknown   chr5:901  8.80665 4.78443 18.2017 1.9078 22.3774 16.2818
GT Sense Sense -0.275 Detected 0.275 Detected 0.000 0.978 Detected 1.076 Detected 1.027 0.067 GT Sens contig887 contig887 Chitinase                 AGCAAGCcontig887 Solyc11g Solyc11g Chitinase                 GO:00059 GO:00059   contig887 Solyc11g Chitinase                  GO:00059 SL2.40ch AT5G25840.1  unknown   chr5:901  347.675 478.826 729.125 770.255 857.273 914.754
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 1.224 Detected 0.881 Detected 1.052 0.026 GT Sens contig890 contig890 LRR recep                  TAGATGGcontig890 Solyc01g Solyc01g LRR recep                  GO:00046 GO:00046         contig890 Solyc01g Receptor   GO:00428 SL2.40ch AT5G49760.1  leucine-r           chr5:202  1132.72 1023.65 2332.39 1592.24 2681.46 2108.85
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.132 Detected 0.995 Detected 1.063 0.004 GT Sens contig901 contig901 Gamma-g             TTCAAAA contig901 Solyc05g Solyc05g Gamma-g             GO:00167 GO:00167   contig901 Solyc05g Gamma-g              GO:00167 SL2.40ch AT4G3964GGT1  GGT1 (GA        chr4:184  212.235 201.801 380.741 349.334 483.507 438.577
GT Sense Sense -0.477 Detected 0.477 Detected 0.000 1.772 Detected 1.360 Detected 1.566 0.095 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  28.0423 51.1469 81.8828 54.6594 137.909 103.34
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 1.695 Detected 1.440 Detected 1.568 0.018 GT Sens contig904 contig904 Unknown   CGTTGTCcontig904 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig904 Solyc03g Unknown Protein (A  SL2.40ch AT5G41420.1  unknown   chr5:165  21.1445 25.1854 50.9988 36.2967 79.6683 66.5764
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 1.092 Detected 1.086 Detected 1.089 0.068 GT Sens contig905 contig905 DNA (Cyto                AACCTCAcontig905 Solyc04g Solyc04g DNA (Cyto                GO:00063 GO:00063     contig905 Solyc04g DNA (Cyto                 GO:00038 SL2.40ch AT5G4412CRA1, AT    CRA1 (CR     chr5:177  618.509 882.794 1242.2 1076.66 1679.71 1667.29
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 2.601 Detected 2.168 Detected 2.385 0.015 GT Sens contig908 contig908 Zinc ion b      AATATCGcontig908 Solyc04g Solyc04g Zinc ion binding protein (AHRD   contig908 Solyc04g Zinc ion binding pro     SL2.40ch AT5G44005.1  unknown   chr5:177  210.019 148.721 631.76 347.385 1143.78 844.277
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 2.546 Detected 1.091 Detected 1.819 0.143 GT Sens contig910 contig910 Unknown   ACTTTCAcontig910 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig910 Solyc08g Pectinace                GO:00040 SL2.40ch AT1G26976.1 283.294 184.819 661.195 536.051 1425.39 518.174
GT Sense Sense -0.103 Comprom 0.103 Comprom 0.000 2.890 Detected 2.646 Detected 2.768 0.003 GT Sens contig910 contig910 RING fing                 CTCCGCAcontig910 Solyc12g Solyc12g RING fing                 GO:00082 GO:00082   contig910 Solyc12g RING fing                  GO:00082 SL2.40ch AT4G26580.1  protein b       chr4:134  2.01502 2.18666 12.9529 4.63217 16.5881 13.9738
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 0.992 Detected 1.559 Detected 1.275 0.046 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  2339.45 2156.46 3937.87 2548.26 4762.3 7035.68
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 1.304 Detected 1.047 Detected 1.175 0.054 GT Sens contig918 contig918 NAD(P)H-q                 TTTGTAAcontig918 Solyc03g Solyc03g NAD(P)H-q                 GO:00551 GO:00551  contig918 Solyc01g NAD(P)H-q                    GO:00551 SL2.40ch ATCG012 NDHB.2  NADH de    chrC:141  20.0289 13.2745 37.9096 26.4768 42.929 35.8215
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 1.423 Detected 1.007 Detected 1.215 0.040 GT Sens contig918 contig918 Unknown   ACAGTCCcontig918 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig918 Solyc07g Unknown Protein (A  SL2.40ch AT3G5435emb1967  emb1967     chr3:201  30.0794 34.2413 47.6032 46.8882 91.7425 68.5714
GT Sense Sense -0.186 Detected 0.186 Detected 0.000 2.663 Detected 1.337 Detected 2.000 0.101 GT Sens contig919 contig919 SCARECR              AATGGAAcontig919 Solyc10g Solyc10g SCARECROW (AHRD V1 *--- Q5           contig919 Solyc10g SCARECROW (AHRD             SL2.40ch AT3G5422SCR, SGR   SCR (SCA              chr3:200  14.5696 17.7388 31.1818 15.81 108.605 43.1847
GT Sense Sense -0.538 Detected 0.538 Detected 0.000 1.859 Detected 1.542 Detected 1.701 0.094 GT Sens contig919 contig919 Allantoina            TAGTATAcontig919 Solyc02g Solyc02g Allantoina            GO:00041 GO:00041           contig919 Solyc02g Allantoina             GO:00040 SL2.40ch AT4G0495ATALN  ATALN (A      chr4:252  7055.93 13999.2 27558.6 19043.6 38444.2 30773.5
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 1.142 Detected 1.089 Detected 1.115 0.002 GT Sens contig920 contig920 UPF0497                    CATTGCTcontig920 Solyc09g Solyc09g UPF0497                    GO:00055 GO:00055  contig920 Solyc09g UPF0497                     GO:00055 SL2.40ch AT1G0806ATACA5,   ACA5 (AL           chr1:251  233.777 207.518 481.786 329.795 518.351 498.083
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 1.370 Detected 0.802 Detected 1.086 0.064 GT Sens contig920 contig920 Genomic          GCGCGA contig920 Solyc09g Solyc09g Genomic DNA chromosome 5       contig920 Solyc09g Genomic DNA chrom         SL2.40ch AT5G43750.1  unknown   chr5:175  609.805 529.816 1855.17 862.632 1566.61 1054
GT Sense Sense -0.566 Comprom 0.566 Comprom 0.000 1.630 Detected 1.293 Detected 1.461 0.132 GT Sens contig921 contig921 Calmodul                AACTTAC contig921 Solyc03g Solyc03g Calmodul                GO:00055 GO:00055  contig921 Solyc03g Calmodul                 GO:00055 SL2.40ch AT1G7267iqd8  iqd8 (IQ-d      chr1:273  3.79706 7.82996 10.9575 14.3215 18.0007 14.2014
GT Sense Sense 0.306 Comprom -0.306 Comprom 0.000 1.302 Detected 1.446 Detected 1.374 0.048 GT Sens contig924 contig924 Unknown   AGAGGG contig924 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig924 Solyc11g Unknown Protein (A  SL2.40ch ATMG00540.1 6.45757 3.97677 9.39997 8.97436 13.3251 14.6789
GT Sense Sense 0.056 Comprom -0.056 Comprom 0.000 2.589 Detected 2.420 Detected 2.504 0.002 GT Sens contig925 contig925 Delta-6 fa               ACACTTT contig925 Solyc05g Solyc05g Delta-6 fa               GO:00200 GO:00200     contig925 Solyc05g Delta-6 fa                GO:00422 SL2.40ch AT2G46210.1  delta-8 sp     chr2:189  2.6358 2.29644 14.7352 4.18729 15.7819 14.0012
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 1.766 Detected 1.108 Detected 1.437 0.049 GT Sens contig929 contig929 ABC trans                  TGTTTGGcontig929 Solyc05g Solyc05g ABC trans                  GO:00168 GO:00168    contig929 Solyc05g ABC trans                   GO:00171 SL2.40ch AT1G53270.1  ABC tran     chr1:198  53.8912 52.5169 94.9028 60.8847 192.89 121.903
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 1.609 Detected 1.591 Detected 1.600 0.009 GT Sens contig933 contig933 Compone          CAATCTCcontig933 Solyc03g Solyc03g Component of high affinity nitr      contig933 Solyc03g Component of high       SL2.40ch AT1G5819AtRLP9  AtRLP9 (R        chr1:215  15.4481 17.9231 33.2248 38.6948 54.1297 53.3092
GT Sense Sense -0.121 Comprom 0.121 Comprom 0.000 1.113 Detected 0.931 Detected 1.022 0.021 GT Sens contig936 contig936 Unknown   CCTGCCAcontig936 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig936 Solyc07g Unknown Protein (A  SL2.40ch AT4G28230.1  unknown   chr4:139  6.66158 7.4122 5.74891 5.9946 16.2095 14.2419
GT Sense Sense -0.181 Comprom 0.181 Detected 0.000 2.072 Detected 1.017 Detected 1.545 0.109 GT Sens contig936 contig936 Cytochro                 GATCAAT contig936 Solyc06g Solyc06g Cytochro                 GO:00198 GO:00198   contig936 Solyc06g cytochrom  GO:00198 SL2.40ch AT3G483 CYP71A2   CYP71A2               chr3:178  9.57155 11.5733 12.6673 6.39034 47.1855 22.6508
GT Sense Sense 0.263 Comprom -0.263 Comprom 0.000 3.851 Detected 2.677 Detected 3.264 0.037 GT Sens contig938 contig938 Unknown   GTAATGTcontig938 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig938 Solyc07g Unknown Protein (A  SL2.40ch AT5G38600.1  proline-ri             chr5:154  3.65076 2.38442 5.17548 3.97735 45.4086 20.0642
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 1.038 Detected 0.974 Detected 1.006 0.018 GT Sens contig941 contig941 GDSL est              AACATAT contig941 Solyc04g Solyc04g GDSL est              GO:00040 GO:00040    contig941 Solyc04g GDSL est               GO:00040 SL2.40ch AT1G5392GLIP5  GLIP5; ca    chr1:201  311.639 352.991 789.564 561.766 726.204 692.64
GT Sense Sense 0.541 Detected -0.541 Detected 0.000 1.832 Detected 1.156 Detected 1.494 0.144 GT Sens contig944 contig944 Aldose 1-                 GAAAGTTcontig944 Solyc03g Solyc03g Aldose 1-                 GO:00059 GO:00059   contig944 Solyc03g Aldose 1-                  GO:00059 SL2.40ch AT4G2167CPL1, FRY    CPL1 (C-            chr4:115  111.677 49.6468 328.876 127.524 282.709 176.421
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 1.118 Detected 1.327 Detected 1.222 0.008 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  4711.42 4707.25 8386.7 8664.8 10901.7 12557.9
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 1.374 Detected 0.816 Detected 1.095 0.105 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  20.7365 28.2113 31.5317 18.85 66.8298 45.2813
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 0.965 Detected 1.102 Detected 1.034 0.029 GT Sens contig947 contig947 BTB/POZ              CGTGAGGcontig947 Solyc07g Solyc07g BTB/POZ              GO:00055 GO:00055  contig947 Solyc07g BTB/POZ               GO:00055 SL2.40ch AT1G55760.1  BTB/POZ    chr1:208  947.049 1120.1 1470.78 1407.41 2143.68 2350.88
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 1.614 Detected 0.996 Detected 1.305 0.053 GT Sens contig95 contig95 Choline d             GGAGGG contig95 Solyc08g Solyc08g Choline d             GO:00506 GO:00506    contig95 Solyc08g Choline d              GO:00166 SL2.40ch AT5G51930.1  glucose-       chr5:211  169.841 171.614 422.168 326.112 557.263 361.977
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 2.437 Detected 2.025 Detected 2.231 0.035 GT Sens contig951 contig951 Unknown   CCTCGTTcontig951 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig951 Solyc03g Unknown Protein (A  SL2.40ch AT3G14280.1  unknown   chr3:476  42.3251 67.1184 115.433 63.5094 307.723 230.568
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 1.725 Detected 1.123 Detected 1.424 0.046 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  567.724 607.883 621.803 646.179 2071.29 1360.2
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 1.313 Detected 0.878 Detected 1.095 0.042 GT Sens contig955 contig955 Unknown           TAGCTGCcontig955 Solyc10g Solyc10g Unknown Protein (AHRD V1)%3          contig955 Solyc12g Yippee family protei              SL2.40ch AT5G6225MAP65-9  MAP65-9     chr5:250  30.4144 31.8249 59.4418 47.2529 82.4437 60.7727
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 1.289 Detected 0.951 Detected 1.120 0.056 GT Sens contig958 contig958 Receptor-                 CAAGTAT contig958 Solyc01g Solyc01g Receptor-                 GO:00055 GO:00055       contig958 Solyc01g Receptor   GO:00046 SL2.40ch AT4G2027BAM3  BAM3 (BA                 chr4:109  436.572 303.239 637.556 694.933 947.841 747.723
GT Sense Sense -0.315 Detected 0.315 Detected 0.000 1.470 Detected 0.944 Detected 1.207 0.099 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  78.9533 115.01 208.242 99.849 281.582 194.898
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 1.951 Detected 1.502 Detected 1.726 0.029 GT Sens contig961 contig961 Non-spec                     AAAGCGCcontig961 Solyc08g Solyc08g Non-spec                     GO:00068 GO:00068   contig961 Solyc08g Non-spec                      GO:00055 SL2.40ch AT5G57710.1  heat shoc    chr5:233  14.6055 18.105 79.3726 53.9688 67.035 48.9562
GT Sense Sense 1.107 Detected -1.107 Comprom 0.000 0.877 Detected 1.289 Detected 1.083 0.438 GT Sens contig964 contig964 Pentatrico               TAATGGGcontig964 Solyc01g Solyc01g Pentatrico               GO:00045 GO:00045           contig964 Solyc01g Pentatrico                GO:00045 SL2.40ch AT3G29230.1  pentatric      chr3:111  11.7005 2.37274 2.8862 10.9227 10.3221 13.6928
GT Sense Sense -0.388 Detected 0.388 Detected 0.000 5.815 Detected 3.803 Detected 4.809 0.047 GT Sens contig967 contig967 Gibberelli                 TTTCATC contig967 Solyc03g Solyc03g Gibberelli                 GO:00167 GO:00167    contig967 Solyc03g Gibberelli                  GO:00167 SL2.40ch AT4G2169ATGA3OX    GA3OX3          chr4:115  12.6172 20.3294 84.8942 21.733 961.765 237.613
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 2.061 Detected 1.012 Detected 1.536 0.123 GT Sens contig968 contig968 Flotillin 1             ATGTTGCcontig968 Solyc03g Solyc03g Flotillin 1 (AHRD V1 *-*- B3V5K3           contig968 Solyc03g Flotillin 1 (AHRD V1 *            SL2.40ch AT5G64870.1  FUNCTIO                                                                            chr5:259  450.444 285.868 498.102 418.804 1596.28 769.524
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.708 Detected 1.830 Detected 1.769 0.006 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  15.2852 12.0378 49.5554 33.4432 47.2464 51.261
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 1.074 Detected 1.055 Detected 1.064 0.003 GT Sens contig970 contig970 Ubiquitin            AATATCC contig970 Solyc06g Solyc06g Ubiquitin            GO:00313 GO:00313    contig970 Solyc06g Ubiquitin             GO:00313 SL2.40ch AT3G6225UBQ5  UBQ5 (ub           chr3:230  3295.73 3361.56 3548.28 3737.55 7470.67 7353.14
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 1.187 Detected 0.902 Detected 1.045 0.024 GT Sens contig971 contig971 Unknown   TAAATGGcontig971 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig971 Solyc05g Unknown Protein (A  SL2.40ch AT5G38010.1  UDP-gluc      chr5:151  2439.07 2579.71 4838.85 3264.58 6091.23 4985.03
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 1.335 Detected 1.105 Detected 1.220 0.013 GT Sens contig974 contig974 Magnesiu                   AAATAAA contig974 Solyc04g Solyc04g Magnesiu                   GO:00171 GO:00171  contig974 Solyc04g Magnesiu                    GO:00171 SL2.40ch AT1G0852PDE166, C   CHLD; AT          chr1:269  131.98 139.216 264.827 142.311 364.733 310.074
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 1.098 Detected 1.090 Detected 1.094 0.004 GT Sens contig975 contig975 B3 domai                GGAGGA contig975 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig975 Solyc02g026080.1.1 AT3G44440.1 408.913 347.768 412.214 423.722 860.922 853.553
GT Sense Sense -0.081 Comprom 0.081 Comprom 0.000 1.227 Detected 0.924 Detected 1.075 0.025 GT Sens contig980 contig980 Trehalose             ATTTTGAcontig980 Solyc10g Solyc10g Trehalose             GO:00059 GO:00059   contig980 Solyc10g Trehalose              GO:00059 SL2.40ch AT2G21520.2  transport   chr2:921  7.24114 7.62512 13.4686 13.0907 18.5529 14.9857
GT Sense Sense -0.321 Comprom 0.321 Comprom 0.000 1.732 Detected 1.190 Detected 1.461 0.074 GT Sens contig981 contig981 NBS-LRR              AAGGGCTcontig981 Solyc05g Solyc05g NBS-LRR              GO:00069 GO:00069  contig981 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT4G32610.1  unknown   chr4:157  7.49855 11.0096 12.1297 15.194 32.1919 22.0461
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 1.313 Detected 1.520 Detected 1.416 0.010 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  228.831 246.693 617.165 511.182 629.299 724.213
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 1.836 Detected 0.960 Detected 1.398 0.087 GT Sens contig982 contig982 Proteinas                 ACAAATA contig982 Solyc11g Solyc11g Proteinas                 GO:00048 GO:00048    contig982 Solyc11g Proteinas                  GO:00048 SL2.40ch AT5G2233ATTIP49A    RIN1 (RES            chr5:739  930.024 941.085 3045.66 1719.18 3560.97 1935.59
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 1.541 Detected 1.268 Detected 1.404 0.015 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  207.422 168.797 308.227 310.324 580.527 479.173
GT Sense Sense -0.755 Detected 0.755 Detected 0.000 1.723 Detected 2.111 Detected 1.917 0.133 GT Sens contig989 contig989 Multidrug                  TATCAGCcontig989 Solyc11g Solyc11g Multidrug                  GO:00160 GO:00160 contig989 Solyc11g Multidrug                   GO:00160 SL2.40ch AT1G71870.1  MATE eff     chr1:270  24.0017 64.3408 125.103 90.2997 138.376 180.493
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 1.884 Detected 1.159 Detected 1.522 0.071 GT Sens contig989 contig989 Equilibrat                  ATTCTTGcontig989 Solyc07g Solyc07g Equilibrat                  GO:00101 GO:00101        contig989 Solyc07g Equilibrat                   GO:00101 SL2.40ch AT1G02630.2  equilibra       chr1:561  94.8893 65.1378 373.641 350.265 309.503 186.674
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 1.156 Detected 0.989 Detected 1.072 0.013 GT Sens contig990 contig990 Serine-gly                CTTGCTGcontig990 Solyc12g Solyc12g Serine-gly                GO:00301 GO:00301   contig990 Solyc12g Serine-gly                 GO:00081 SL2.40ch AT2G1336AGT, AGT   AGT (ALA          chr2:553  18853 20086.7 50391.1 26610.8 46228.8 41064.8
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 1.523 Detected 1.030 Detected 1.277 0.067 GT Sens contig991 contig991 Superoxid               TACTCGCcontig991 Solyc03g Solyc03g Superoxid               GO:00047 GO:00047    contig991 Solyc03g Superoxid                GO:00047 SL2.40ch AT5G5110FSD2  FSD2 (FE       chr5:207  519.574 688.041 1303.71 794.084 1832.97 1298.08
GT Sense Sense 0.006 Comprom -0.006 Comprom 0.000 6.334 Detected 5.739 Detected 6.036 0.002 GT Sens contig996 contig996 Cullin-like             CGCAAAGcontig996 Solyc01g Solyc01g Cullin-like             GO:00314 GO:00314    contig996 Solyc01g Cullin-like              GO:00314 SL2.40ch AT4G0257ATCUL1,    ATCUL1        chr4:112  3.61372 3.3744 4.21502 2.18835 300.334 198.317
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 1.053 Detected 0.995 Detected 1.024 0.008 GT Sens contig996 contig996 O-methylt              TTATTAG contig996 Solyc09g Solyc09g O-methylt              GO:00081 GO:00081  contig996 Solyc09g O-methylt               GO:00081 SL2.40ch AT5G16520.1  unknown   chr5:539  427.001 355.497 630.703 591.86 862.054 825.47
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.496 Detected 1.390 Detected 1.443 0.001 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  248.228 232.548 493.701 551.759 722.58 669.516
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 1.573 Detected 1.066 Detected 1.319 0.044 GT Sens contig999 contig999 Violaxant                   CGAAGGTcontig999 Solyc04g Solyc04g Violaxant                   GO:00095 GO:00095   contig999 Solyc04g Violaxant  GO:00464 SL2.40ch AT1G0855NPQ1, AV   NPQ1 (NO       chr1:270  315.461 245.701 729.907 363.531 883.035 619.717
GT Sense Sense -0.560 Detected 0.560 Detected 0.000 1.494 Detected 1.280 Detected 1.387 0.136 GT Sens contig999 contig999 DVL13 (A           CAAAGGTcontig999 Solyc06g Solyc06g DVL13 (AHRD V1 *-*- Q8L7D0 A         contig999 Solyc06g DVL13 (AHRD V1 *-*-         SL2.40ch AT5G56380.1  F-box fam    chr5:228  80.8801 165.472 307.204 373.198 347.536 298.716
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 1.307 Detected 1.017 Detected 1.162 0.016 GT Sens contig999 contig999 Peptide m                  TTGGAGAcontig999 Solyc02g Solyc02g Peptide m                  GO:00081 GO:00081     contig999 Solyc02g Peptide m                   GO:00081 SL2.40ch AT4G35380.1  guanine      chr4:168  8732.6 7844.81 9748.28 9999.03 21841 17812
GT Sense Sense 0.394 Comprom -0.394 Comprom 0.000 1.076 Detected 1.216 Detected 1.146 0.103 GT Sens DQ340255DQ340255SlARF2 TGAATCTGGTCAAGCAGAATCTTAGGATCACGAATTCTGGATCCGATACGTAACGCGTCT 6.69283 3.64899 2.57363 3.14649 11.1132 12.2018
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 2.489 Detected 2.265 Detected 2.377 0.004 GT Sens HM004520HM004520ZmARF5 ACAATCATGGTCCATGTTGTGCGAAGTGTTGCCTGTGGTGGTTGTTGTGAAGAACTGAAT 1119.57 917.306 1707.79 1505.88 6066.44 5180.28
GT Sense Sense -0.238 Detected 0.238 Detected 0.000 1.224 Detected 1.511 Detected 1.368 0.039 GT Sens X67238 X67238 18S rRNA ATGTATTCAACGAGCTTATAGCCTTGGCCGACAGGCCCGGGTAATCTTTGAAATTTCATC 28597.1 37435.4 141827 107540 81491.4 99160.7
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 1.160 Detected 1.100 Detected 1.130 0.046 GT Sens X67238 X67238 18S rRNA ATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCGTAGGTGAACCTGCGGAAGGATCATT 2437.93 3245.53 8154.56 7699.96 6702.69 6412.28
GT Sense Sense -0.282 Detected 0.282 Detected 0.000 1.447 Detected 0.840 Detected 1.143 0.110 GT Sens contig100 contig100 Heat shoc                AATGGACcontig100 Solyc05g Solyc05g Heat shock protein (AHRD V1 *             contig100 Solyc05g Heat shock protein (               SL2.40ch AT5G4993emb1441  emb1441            chr5:203  23.3123 32.4469 48.4053 45.5633 79.9419 52.3444
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 1.196 Detected 0.924 Detected 1.060 0.017 GT Sens contig103 contig103 Calcitonin                  TTCAAGGcontig103 Solyc11g Solyc11g Calcitonin peptide-receptor co                  contig103 Solyc11g Calcitonin peptide-re                   SL2.40ch AT4G217 NRPB2, E    NRPB2; D        chr4:115  75.3549 67.3474 97.7163 67.0945 174.08 143.713
GT Sense Sense -0.201 Detected 0.201 Detected 0.000 1.699 Detected 1.635 Detected 1.667 0.015 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  20.4881 25.4735 24.7734 28.3745 79.0821 75.4453
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 1.904 Detected 1.640 Detected 1.772 0.018 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  74.025 92.1495 97.9637 99.8669 329.503 273.748
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 1.313 Detected 1.003 Detected 1.158 0.032 GT Sens contig101 contig101 Glutathion                   CCTAGAGcontig101 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig101 Solyc09g Glutathion                 GO:00043 SL2.40ch AT1G7832ATGSTU2   ATGSTU2         chr1:294  3643.92 2808.45 4099.32 6031.93 8477.67 6816.51
GT Sense Sense 0.706 Detected -0.706 Comprom 0.000 1.298 Detected 1.318 Detected 1.308 0.205 GT Sens contig101 contig101 Protein FA                    AGATAAAcontig101 Solyc02g Solyc02g Protein FAR1-RELATED SEQU                contig101 Solyc02g092170.1.1 AT5G1896FRS12  FRS12 (F        chr5:633  14.4926 5.12369 27.0195 18.7239 22.5969 22.8373
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 1.302 Detected 0.992 Detected 1.147 0.019 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  31.3632 27.8013 93.5242 66.6512 77.6272 62.4224
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.967 Detected 1.708 Detected 1.837 0.005 GT Sens contig102 contig102 MYB tran                  AATATTA contig102 Solyc02g Solyc02g MYB tran               GO:0045449 contig102 Solyc02g MYB tran                GO:00036 SL2.40ch AT5G4035MYB24, A   MYB24 (m           chr5:161  184.541 172.666 118.084 125.751 744.344 619.904
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.399 Detected 1.271 Detected 1.335 0.003 GT Sens contig104 contig104 Purine pe                     TATAAAG contig104 Solyc12g Solyc12g Purine pe                  GO:00160 GO:00160 contig104 Solyc12g Purine pe                   GO:00160 SL2.40ch AT1G15120.2  ubiquino               chr1:520  2243.44 2175.33 7109.31 5505.11 6210.79 5670.1
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 1.423 Detected 1.687 Detected 1.555 0.007 GT Sens contig104 contig104 Unknown      TACGATGcontig104 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig104 Solyc08g Unknown Protein (A  SL2.40ch AT5G14610.1  ATP bind             chr5:471  35.2675 32.0165 54.4357 25.1187 96.1094 115.035
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 2.030 Detected 1.972 Detected 2.001 0.003 GT Sens contig104 contig104 MYB tran                   ATGTCAT contig104 Solyc08g Solyc08g MYB tran                GO:0045449 contig104 Solyc04g SMP-30/Gluconolac                SL2.40ch AT5G44690.1  unknown   chr5:180  2502.15 2058.31 4938.04 5732.09 9884.63 9465.72
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 1.660 Detected 1.303 Detected 1.482 0.047 GT Sens contig105 contig105 Serine/thr                        ACAAGGAcontig105 Solyc09g Solyc09g Serine/threonine-protein phos                    contig105 Solyc10g Serine/threonine-pro                     SL2.40ch AT3G43710.1 564.868 784.022 2082.52 1312.38 2242.95 1745.94
GT Sense Sense 0.631 Comprom -0.631 Comprom 0.000 1.878 Detected 1.954 Detected 1.916 0.094 GT Sens contig106 contig106 Sulfotrans                 TTACAGAcontig106 Solyc04g Solyc04g Sulfotrans              GO:00081 GO:00081  contig106 Solyc04g Sulfotrans               GO:00081 SL2.40ch AT1G59680.1 9.85422 3.86535 6.69966 1.9213 24.1837 25.419
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 2.864 Detected 2.666 Detected 2.765 0.016 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  199.997 300.961 1399.4 694.548 1904.66 1655.55
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 0.908 Detected 1.327 Detected 1.118 0.067 GT Sens contig106 contig106 ATP-bind                   TGCCCAAcontig106 Solyc08g Solyc08g ATP-bind                GO:00168 GO:00168         contig106 Solyc08g ATP-bind                 GO:00426 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  76.3466 97.8836 85.1779 164.846 173.037 230.642
GT Sense Sense 0.233 Detected -0.233 Detected 0.000 1.937 Detected 1.178 Detected 1.557 0.073 GT Sens contig107 contig107 Unknown      AACATCCcontig107 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig107 Solyc04g Unknown Protein (A  SL2.40ch AT4G20160.1  LOCATE                                                                           chr4:108  121.274 82.5976 271.017 138.657 408.538 240.714
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 1.264 Detected 0.872 Detected 1.068 0.047 GT Sens contig107 contig107 Catalase (              AGATGATcontig107 Solyc01g Solyc01g Catalase (           GO:00551 GO:00551  contig107 Solyc01g Catalase (            GO:00551 SL2.40ch AT1G2063CAT1  CAT1 (CA     chr1:714  1223.68 1393.21 1984.07 1004 3344.48 2540.84
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 1.083 Detected 1.284 Detected 1.183 0.080 GT Sens contig108 contig108 Unknown      GAATCAT contig108 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig108 Solyc09g014920.1.1 ATCG011 YCF1.2  hypothet    chrC:123  35.2706 20.6391 39.7354 65.1177 60.9499 69.8366
GT Sense Sense 1.057 Comprom -1.057 Comprom 0.000 1.507 Detected 1.406 Detected 1.456 0.302 GT Sens contig108 contig108 Ulp1 prote                       CAACTGGcontig108 Solyc09g Solyc09g Ulp1 prote                    GO:00065 GO:00065 contig108 Solyc09g Ulp1 prote                     GO:00065 SL2.40ch AT2G28970.1  leucine-r       chr2:124  10.2903 2.23816 13.5187 7.90773 14.541 13.5247
GT Sense Sense 0.273 Detected -0.273 Detected 0.000 2.161 Detected 1.854 Detected 2.007 0.024 GT Sens contig109 contig109 Nodulin-li                     TTTTGTGcontig109 Solyc01g Solyc01g Nodulin-li                  GO:00160 GO:00160 contig109 Solyc01g Nodulin-li                   GO:00160 SL2.40ch AT1G44800.1  nodulin M     chr1:169  225.604 145.306 627.577 413.118 863.229 695.87
GT Sense Sense 0.119 Comprom -0.119 Comprom 0.000 2.544 Detected 2.430 Detected 2.487 0.003 GT Sens contig110 contig110 Cytochro                    GTGATAGcontig110 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig110 Solyc03g111990.2.1 AT4G133 CYP71A2   CYP71A2               chr4:775  3.37164 2.68867 8.95905 5.38833 18.7227 17.2561
GT Sense Sense 0.088 Comprom -0.088 Comprom 0.000 1.642 Detected 1.933 Detected 1.787 0.009 GT Sens contig111 contig111 Transpos                    CCGAAGGcontig111 Solyc09g Solyc09g Transpos                 GO:00150 GO:00150  contig111 Solyc01g Gag-Pol p               GO:00082 SL2.40ch AT4G24610.1  unknown   chr4:127  4.05583 3.37794 1.94299 3.20875 12.3161 15.0222
GT Sense Sense 0.134 Comprom -0.134 Comprom 0.000 1.262 Detected 1.180 Detected 1.221 0.013 GT Sens contig111 contig111 SKP1-like                 AGGCGATcontig111 Solyc10g Solyc10g SKP1-like              GO:00065 GO:00065    contig111 Solyc10g SKP1-like               GO:00055 SL2.40ch AT5G55970.2  zinc finge        chr5:226  8.79641 6.87458 9.1464 13.3583 19.8925 18.7315
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 1.234 Detected 1.021 Detected 1.128 0.011 GT Sens contig116 contig116 Polyprote        CTCAAAGcontig116 Solyc03g Solyc03g Polyprotein (AHRD V1 ***- A5JS contig116 Solyc03g Polyprotein (AHRD V   SL2.40ch AT5G3815PMI15  PMI15 (p      chr5:152  18.5783 16.2245 30.2493 40.5276 43.5582 37.4568
GT Sense Sense 1.105 Detected -1.105 Comprom 0.000 1.715 Detected 1.941 Detected 1.828 0.242 GT Sens contig116 contig116 Mutator-li                   CGCTGAGcontig116 Solyc09g Solyc09g Mutator-li                GO:00082 GO:00082   contig116 Solyc08g Mutator-li                GO:00082 SL2.40ch AT2G35880.1  FUNCTIO                                                                   chr2:150  10.907 2.21787 15.2133 18.4439 17.2238 20.0794
GT Sense Sense 0.347 Detected -0.347 Detected 0.000 1.017 Detected 1.149 Detected 1.083 0.092 GT Sens contig116 contig116 MuDR fam           AAAGAGAcontig116 Solyc01g Solyc01g MuDR family transposase cont      contig116 Solyc08g MuDR family transpo       SL2.40ch AT5G6564bHLH093  bHLH093           chr5:262  33.6793 19.6001 46.751 60.7464 55.4602 60.5833
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 1.219 Detected 1.160 Detected 1.189 0.002 GT Sens contig118 contig118 Chloroph                     TCTGCCTcontig118 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig118 Solyc02g Chloroph                   GO:00055 SL2.40ch AT1G2993CAB1, AB     CAB1 (CH         chr1:104  289.376 291.184 568.163 349.494 720.669 689.501
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 1.034 Detected 1.036 Detected 1.035 0.006 GT Sens contig118 contig118 Chloroph                     AAATTTC contig118 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig118 Solyc02g Chloroph                   GO:00055 SL2.40ch AT1G299 CAB3, AB    CAB3 (CH         chr1:104  746.394 782.336 1480.31 836.602 1669.17 1665.49
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 1.100 Detected 0.907 Detected 1.004 0.011 GT Sens contig119 contig119 Receptor                      CATGGCTcontig119 Solyc04g Solyc04g Receptor expression-enhancin                   contig119 Solyc04g Receptor expressio                   SL2.40ch AT5G5072ATHVA22    ATHVA22   chr5:206  28.5667 28.5683 40.3853 39.3898 65.2928 56.9702
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 1.940 Detected 1.816 Detected 1.878 0.003 GT Sens contig119 contig119 1-aminocy          TTTGAAGcontig119 Solyc09g Solyc09g 1-aminocyclopropane-1-carbo       contig119 Solyc09g089700.2.1 AT3G61400.1  2-oxoglu     chr3:227  29.8389 25.376 183.315 81.2749 112.608 103.011
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 2.129 Detected 1.375 Detected 1.752 0.048 GT Sens contig119 contig119 Leucine-r                      CAAAATT contig119 Solyc01g Solyc01g Leucine-r                   GO:00055 GO:00055   contig119 Solyc01g LRR recep    GO:00163 SL2.40ch AT3G0537AtRLP31  AtRLP31         chr3:153  19.481 21.9157 20.2718 7.99592 96.3506 56.9707
GT Sense Sense 0.637 Detected -0.637 Comprom 0.000 2.757 Detected 2.701 Detected 2.729 0.050 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  27.556 10.7238 25.0037 20.7663 123.944 118.828
GT Sense Sense -0.684 Comprom 0.684 Comprom 0.000 2.606 Detected 1.868 Detected 2.237 0.103 GT Sens contig120 contig120 COBRA-li                 ACTATTGcontig120 Solyc02g Solyc02g COBRA-like protein (AHRD V1 *          contig120 Solyc02g COBRA-like protein            SL2.40ch AT5G1563COBL4, IR   IRX6  chr5:508  2.35595 5.72374 2.12949 5.02596 23.835 14.2532
GT Sense Sense -0.086 Comprom 0.086 Comprom 0.000 2.003 Detected 1.079 Detected 1.541 0.082 GT Sens contig122 contig122 Disease r                GATCGTTcontig122 Solyc04g Solyc04g Disease r             GO:00055 GO:00055    contig122 Solyc04g Cc-nbs-lr   GO:00055 SL2.40ch AT4G1535CYP705A   CYP705A               chr4:876  4.67407 4.95703 4.82184 8.91021 20.5759 10.8125
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 1.275 Detected 0.842 Detected 1.059 0.056 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  167.94 129.199 462.849 261.38 380.142 280.809
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 1.173 Detected 1.231 Detected 1.202 0.003 GT Sens contig124 contig124 Solute ca                        CTTTTGGcontig124 Solyc12g Solyc12g Solute ca                     GO:00160 GO:00160 contig124 Solyc12g Solute ca                      GO:00160 SL2.40ch AT2G02020.1  proton-de        chr2:479  670.46 683.23 1114.99 884.605 1627.71 1688.79
GT Sense Sense 0.374 Detected -0.374 Detected 0.000 1.436 Detected 2.030 Detected 1.733 0.068 GT Sens contig125 contig125 F-box fam         TGGTGCGcontig125 Solyc08g Solyc08g F-box family protein (AHRD V1  contig125 Solyc08g015890.1.1 AT3G47150.1  F-box fam    chr3:173  52.1963 29.2576 330.205 396.983 112.77 169.697
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 1.851 Detected 1.123 Detected 1.487 0.065 GT Sens contig129 contig129 Fructose-                  TACCTTCcontig129 Solyc10g Solyc10g Fructose-               GO:00060 GO:00060   contig129 Solyc10g Fructose-                GO:00428 SL2.40ch AT2G01140.1  fructose-     chr2:950  605.83 456.024 1782.91 731.432 2021.72 1217.3
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 3.849 Detected 3.122 Detected 3.485 0.014 GT Sens contig129 contig129 Unknown      GTGAAACcontig129 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig129 Solyc08g061470.1.1 AT3G45040.1  phospha      chr3:164  352.931 253.665 1267.87 776.165 4598.53 2768.85
GT Sense Sense 0.154 Comprom -0.154 Comprom 0.000 1.071 Detected 1.097 Detected 1.084 0.020 GT Sens contig129 contig129 Serine/thr                        TTGCGACcontig129 Solyc06g Solyc06g Serine/threonine-protein phos                    contig129 Solyc10g Serine/threonine-pro                     SL2.40ch AT1G0195ARK2  armadillo           chr1:325  7.66339 5.82441 11.878 23.881 14.9662 15.1984
GT Sense Sense 0.269 Comprom -0.269 Comprom 0.000 3.678 Detected 2.300 Detected 2.989 0.056 GT Sens contig130 contig130 Cysteine        GGAATCTcontig130 Solyc04g Solyc04g Cysteine synthase (AHRD V1 **  contig130 Solyc04g Cysteine synthase (    SL2.40ch AT5G37050.1  FUNCTIO                                                             chr5:146  3.25201 2.10751 5.69301 2.82483 35.7257 13.7088
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 1.207 Detected 1.068 Detected 1.137 0.004 GT Sens contig131 contig131 Unknown      GTGTTTTcontig131 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig131 Solyc02g Unknown Protein (A  SL2.40ch AT5G1952MSL9  MSL9 (M           chr5:658  1376.49 1346.27 3388.45 2357.13 3351.95 3033.54
GT Sense Sense 0.261 Detected -0.261 Comprom 0.000 1.055 Detected 1.852 Detected 1.454 0.093 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  14.1463 9.27295 23.7102 12.4191 25.3849 43.9545
GT Sense Sense 0.365 Detected -0.365 Detected 0.000 0.983 Detected 1.381 Detected 1.182 0.105 GT Sens contig134 contig134 Ycf2 (AHR       GATACTT contig134 Solyc01g Solyc01g Ycf2 (AHRD V1 ***- D2SXY2 9M contig134 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  69.0015 39.1443 106.461 112.741 109.529 143.962
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.832 Detected 1.562 Detected 1.697 0.006 GT Sens contig135 contig135 Aldehyde                     AAACAGT contig135 Solyc11g Solyc11g Aldehyde                  GO:00551 GO:00551  contig135 Solyc11g Aldehyde                   GO:00551 SL2.40ch AT3G4360AAO2  AAO2 (AL       chr3:155  137.972 133.798 167.781 147.104 515.762 426.509
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 2.519 Detected 2.155 Detected 2.337 0.007 GT Sens contig136 contig136 Unknown      TGCAAAAcontig136 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig136 Solyc11g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 438.618 368.64 886.579 1011.85 2458.1 1903.56
GT Sense Sense 0.584 Detected -0.584 Detected 0.000 2.824 Detected 1.181 Detected 2.003 0.185 GT Sens contig136 contig136 Unknown      TAAGTCT contig136 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig136 Solyc06g Unknown Protein (A  SL2.40ch AT5G2290ATCHX3,   ATCHX3;     chr5:765  27.23 11.3958 20.9735 39.4386 133.046 42.4585
GT Sense Sense 0.120 Detected -0.120 Comprom 0.000 1.542 Detected 1.251 Detected 1.396 0.018 GT Sens contig138 contig138 Unknown      ATGTTGTcontig138 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig138 Solyc10g Unknown Protein (A  SL2.40ch AT5G6664DAR3  DAR3 (DA     chr5:265  12.7815 10.1861 45.9812 63.1803 35.431 28.8693
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 0.945 Detected 1.074 Detected 1.009 0.014 GT Sens contig138 contig138 Unknown      ATAGTGTcontig138 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig138 Solyc12g Unknown Protein (A  SL2.40ch AT2G36080.1  DNA-bind     chr2:151  202.512 165.934 206.426 266.07 376.294 410.356
GT Sense Sense -0.286 Comprom 0.286 Comprom 0.000 1.939 Detected 1.442 Detected 1.691 0.047 GT Sens contig139 contig139 Unknown      CTTCGTGcontig139 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig139 Solyc09g Transpos               GO:00063 SL2.40ch AT5G08490.1  pentatric      chr5:274  3.9085 5.46791 12.1728 16.7262 18.9008 13.3564
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 2.004 Detected 1.658 Detected 1.831 0.009 GT Sens contig140 contig140 Methyl jas         GGCCCAAcontig140 Solyc03g Solyc03g Methyl jasmonate esterase (AH    contig140 Solyc03g Methyl jas      GO:00800 SL2.40ch AT4G32350.1  unknown   chr4:156  56.7501 54.5348 69.1994 86.5963 238.015 186.643
GT Sense Sense -0.783 Comprom 0.783 Comprom 0.000 2.119 Detected 1.932 Detected 2.025 0.124 GT Sens contig140 contig140 Unknown      AATGATGcontig140 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig140 Solyc09g Unknown Protein (A  SL2.40ch AT2G25270.1  unknown   chr2:107  2.05974 5.73461 4.52672 6.18664 15.9181 13.9405
GT Sense Sense 0.773 Detected -0.773 Detected 0.000 2.327 Detected 1.491 Detected 1.909 0.162 GT Sens contig140 contig140 Proteinas                      GTCATCGcontig140 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig140 Solyc09g Proteinas                    GO:00096 SL2.40ch AT5G5539EDM2  EDM2; tr    chr5:224  4746.16 1530.37 4583.69 970.528 14423 8051.45
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 1.465 Detected 1.276 Detected 1.370 0.021 GT Sens contig140 contig140 Chloroph                      TTCTTCGcontig140 Solyc01g Solyc01g Chloroph                   GO:00161 GO:00161  contig140 Solyc01g Chloroph                    GO:00161 SL2.40ch AT1G1582LHCB6, C   LHCB6 (L          chr1:544  7656.26 9218.82 19990.1 13845.9 24736.9 21624
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 0.920 Detected 1.972 Detected 1.446 0.128 GT Sens contig141 contig141 Hydrolase           GCAAAAGcontig141 Solyc01g Solyc01g Hydrolase alpha/beta fold fami      contig141 Solyc01g Hydrolase alpha/bet        SL2.40ch AT2G3563MOR1, GE   MOR1 (M       chr2:149  25.6925 17.6602 21.2279 31.8463 42.9857 88.858
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 0.908 Detected 1.298 Detected 1.103 0.041 GT Sens contig141 contig141 Type 2 me                  ACGTTTAcontig141 Solyc04g Solyc04g Type 2 me               GO:00055 GO:00055     contig141 Solyc04g Type 2 me                GO:00055 SL2.40ch AT3G0939MT2A, AT    MT2A (M       chr3:288  49.2801 55.0468 117.734 163.318 104.247 136.178
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 1.392 Detected 1.289 Detected 1.341 0.016 GT Sens contig141 contig141 Aldehyde                      CTGATGAcontig141 Solyc01g Solyc01g Aldehyde                   GO:00551 GO:00551  contig141 Solyc01g Aldehyde                    GO:00551 SL2.40ch AT4G3625ALDH3F1  ALDH3F1           chr4:171  43.2761 51.043 65.6569 56.7488 131.565 122.099
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 1.837 Detected 1.914 Detected 1.876 0.004 GT Sens contig142 contig142 Plant vira                      GGAACTCcontig142 Solyc04g Solyc04g Plant viral-response family pro                 contig142 Solyc04g Plant viral-response                  SL2.40ch AT1G55230.1  unknown   chr1:206  16.6723 18.2018 25.6797 15.6366 66.3835 69.7879
GT Sense Sense -1.044 Comprom 1.044 Detected 0.000 2.082 Detected 1.114 Detected 1.598 0.299 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  5.74735 22.9937 16.4668 14.8563 51.8921 26.4591
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 1.213 Detected 0.813 Detected 1.013 0.097 GT Sens contig144 contig144 Cytochro                    CCTGGACcontig144 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig144 Solyc09g Cytochro  GO:00198 SL2.40ch AT3G5330CYP71B3   CYP71B3               chr3:197  438.615 281.077 699.22 448.158 868.17 655.803
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 1.255 Detected 1.433 Detected 1.344 0.013 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  128.108 143.642 394.156 264.335 345.29 389.488
GT Sense Sense -0.569 Detected 0.569 Detected 0.000 3.024 Detected 1.191 Detected 2.107 0.190 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  1276.46 2642.05 2668.31 3120.74 15924 4458.87
GT Sense Sense 0.579 Detected -0.579 Detected 0.000 1.956 Detected 0.847 Detected 1.401 0.223 GT Sens contig146 contig146 Lipoxyge                ATATATT contig146 Solyc01g Solyc01g Lipoxyge             GO:00161 GO:00161    contig146 Solyc01g Lipoxyge              GO:00055 SL2.40ch AT3G4514LOX2, AT   LOX2 (LIP     chr3:165  3863.54 1628.34 2205.27 1077.86 10375.8 4797.41
GT Sense Sense 0.283 Detected -0.283 Detected 0.000 1.252 Detected 1.114 Detected 1.183 0.056 GT Sens contig148 contig148 Unknown                  ATTGAGGcontig148 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3             contig148 Solyc01g Unknown Protein (A              SL2.40ch AT4G21600.1 18.1625 11.5412 17.7699 28.0252 36.7794 33.3098
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 1.729 Detected 0.902 Detected 1.315 0.102 GT Sens contig149 contig149 Ycf2 (AHR               CTACTAT contig149 Solyc12g Solyc12g Ycf2 (AHR            GO:00095 GO:00095 contig149 Solyc12g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  33.5023 41.1266 74.2802 59.247 131.236 73.7341
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 1.259 Detected 0.881 Detected 1.070 0.051 GT Sens contig149 contig149 MuDR fam           GAAGTAAcontig149 Solyc08g Solyc08g MuDR family transposase cont      contig149 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT2G46360.1  unknown   chr2:190  24.4328 18.2306 24.8369 26.8254 53.8824 41.3344
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 2.655 Detected 2.085 Detected 2.370 0.017 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  75.9841 86.1773 432.258 153.79 543.675 364.909
GT Sense Sense 0.067 Comprom -0.067 Comprom 0.000 1.297 Detected 1.447 Detected 1.372 0.005 GT Sens contig154 contig154 Mutator-li                   GTTACAGcontig154 Solyc11g Solyc11g Mutator-li                GO:00082 GO:00082   contig154 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT5G0240PLL2  PLL2; ca      chr5:513  7.04374 6.04385 21.3382 18.0238 17.0968 18.9153
GT Sense Sense 0.390 Detected -0.390 Detected 0.000 1.268 Detected 1.213 Detected 1.241 0.087 GT Sens contig154 contig154 CBL-inter                    CCTGCAAcontig154 Solyc06g Solyc06g CBL-inter                 GO:00046 GO:00046     contig154 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT5G5838CIPK10, P     SIP1 (SO              chr5:235  123.752 67.8334 43.3783 102.262 235.356 225.85
GT Sense Sense -0.337 Detected 0.337 Detected 0.000 1.673 Detected 1.024 Detected 1.349 0.102 GT Sens contig157 contig157 Heat shoc           AGTGGTCcontig157 Solyc04g Solyc04g Heat shock cognate protein 2 (    contig157 Solyc04g Heat shock cognate      SL2.40ch AT3G32030.1 4662.43 7003.76 5883.08 7354.44 19432.5 12355.4
GT Sense Sense -0.456 Detected 0.456 Detected 0.000 1.975 Detected 1.459 Detected 1.717 0.082 GT Sens contig157 contig157 Acyl-CoA                     AGCAAAAcontig157 Solyc02g Solyc02g Acyl-CoA                  GO:00188 GO:00188     contig157 Solyc02g Acyl-CoA                   GO:00188 SL2.40ch AT1G68270.1  AMP-dep        chr1:255  19.5795 34.656 55.423 62.1812 109.221 76.1484
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 1.151 Detected 1.265 Detected 1.208 0.066 GT Sens contig158 contig158 Unknown      TACCAGGcontig158 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig158 Solyc06g Unknown Protein (A  SL2.40ch AT5G2024PI  PI (PISTIL        chr5:682  2625.05 3860.32 14135.2 9530.78 7537.32 8134.07
GT Sense Sense -0.459 Comprom 0.459 Comprom 0.000 2.285 Detected 2.015 Detected 2.150 0.046 GT Sens contig158 contig158 Ripening-                    TGTAGATcontig158 Solyc03g Solyc03g Ripening-related protein 3 (AHR              contig158 Solyc03g013300.1.1 AT3G16800.1  protein p        chr3:572  5.78692 10.2945 41.718 75.2628 40.1041 33.1705
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 0.956 Detected 1.128 Detected 1.042 0.007 GT Sens contig158 contig158 Unknown      GTATCCAcontig158 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig158 Solyc09g Unknown Protein (A  SL2.40ch AT3G46640.2 47.9781 45.173 62.2004 120.542 96.2925 108.176
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 1.215 Detected 1.350 Detected 1.283 0.003 GT Sens contig159 contig159 Unknown      TCTTAAGcontig159 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig159 Solyc03g Threonine endopep     SL2.40ch AT5G10160.1  beta-hyd     chr5:318  92.0802 84.5461 148.743 126.946 218.434 239.205
GT Sense Sense 0.253 Comprom -0.253 Comprom 0.000 2.342 Detected 2.016 Detected 2.179 0.019 GT Sens contig159 contig159 Serine/thr                        TATAGGAcontig159 Solyc00g Solyc00g Serine/threonine-protein phos                    contig159 Solyc09g Serine/threonine-pro                     SL2.40ch AT5G04060.1  dehydrat    chr5:109  3.49169 2.31492 5.62432 9.94707 15.3708 12.2248
GT Sense Sense 1.295 Detected -1.295 Comprom 0.000 1.485 Detected 1.302 Detected 1.394 0.395 GT Sens contig160 contig160 Unknown      GGCCAACcontig160 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig160 Solyc03g Unknown Protein (A  SL2.40ch AT4G19570.1  DNAJ hea       chr4:106  14.8347 2.31943 9.82078 10.9094 17.5152 15.3728
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 1.107 Detected 0.936 Detected 1.021 0.009 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  396.011 394.519 427.134 408.497 907.663 803.808
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 0.806 Detected 1.634 Detected 1.220 0.098 GT Sens contig164 contig164 ARID/BRIG             CAGCTGGcontig164 Solyc12g Solyc12g ARID/BRIGHT DNA binding dom       contig164 Solyc12g ARID/BRIGHT DNA b        SL2.40ch AT5G22570.1 77.6276 73.5272 50.5654 83.2953 140.873 249.379
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 1.630 Detected 1.550 Detected 1.590 0.010 GT Sens contig164 contig164 Transcrip            TCAGATCcontig164 Solyc06g Solyc06g Transcription factor homolog      contig164 Solyc07g Nascent p                   GO:00510 SL2.40ch AT5G25500.1  unknown   chr5:888  196.863 149.142 192.434 149.008 565.731 533.311
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 1.407 Detected 1.113 Detected 1.260 0.052 GT Sens contig165 contig165 LRR recep                     ACATTGT contig165 Solyc06g Solyc06g LRR recep                  GO:00046 GO:00046     contig165 Solyc06g Receptor   GO:00055 SL2.40ch AT1G19390.1  wall-asso     chr1:670  18.5873 25.0874 12.9846 11.1549 61.0838 49.6566
GT Sense Sense -1.147 Comprom 1.147 Comprom 0.000 1.739 Detected 1.456 Detected 1.598 0.301 GT Sens contig165 contig165 F-box pro            GTCATCGcontig165 Solyc10g Solyc10g F-box protein interaction doma       contig165 Solyc11g 23S rRNA               GO:00063 SL2.40ch AT5G22100.1  RNA cycl     chr5:732  2.02267 9.32816 9.4112 5.56909 15.4649 12.6712
GT Sense Sense -0.428 Detected 0.428 Detected 0.000 2.172 Detected 1.243 Detected 1.708 0.114 GT Sens contig166 contig166 Glutaredo                 AAGGCAAcontig166 Solyc01g Solyc01g Glutaredo              GO:00454 GO:00454   contig166 Solyc01g Glutaredo               GO:00454 SL2.40ch AT5G1407ROXY2  ROXY2; e       chr5:454  14.1232 24.0666 28.0492 22.2018 88.6085 46.4073
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 1.473 Detected 0.945 Detected 1.209 0.054 GT Sens contig166 contig166 Cytochro                    GGCAATGcontig166 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig166 Solyc11g Cytochro  GO:00198 SL2.40ch AT3G5330CYP71B3   CYP71B3               chr3:197  42.8417 48.0643 76.4764 46.1235 134.327 92.8805
GT Sense Sense -0.228 Detected 0.228 Detected 0.000 1.710 Detected 1.473 Detected 1.592 0.025 GT Sens contig166 contig166 Subtilisin                  ACGAAAAcontig166 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig166 Solyc08g Subtilisin                GO:00042 SL2.40ch AT2G05920.1  subtilase    chr2:226  100.564 129.743 243.963 112.535 398.561 337.237
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 1.347 Detected 0.969 Detected 1.158 0.034 GT Sens contig167 contig167 Receptor                  TAGCGGTcontig167 Solyc04g Solyc04g Receptor               GO:00064 GO:00064  contig167 Solyc04g Receptor   GO:00064 SL2.40ch AT2G43700.1  lectin pro      chr2:181  21.6489 17.5165 34.2092 32.8646 52.8407 40.5271
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 1.053 Detected 0.965 Detected 1.009 0.003 GT Sens contig168 contig168 Glutathion                   CAAGAGAcontig168 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043    contig168 Solyc09g Glutathion                 GO:00043 SL2.40ch AT1G6992ATGSTU1   ATGSTU         chr1:263  12651.5 11428.1 14580.6 19824.2 26608.4 24960.2
GT Sense Sense 0.847 Detected -0.847 Detected 0.000 3.433 Detected 2.397 Detected 2.915 0.099 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  6209.69 1806.18 8174.47 1720.03 38570.1 18749.2
GT Sense Sense 0.100 Comprom -0.100 Comprom 0.000 1.165 Detected 1.121 Detected 1.143 0.008 GT Sens contig169 contig169 Ulp1 prote              AAATGAAcontig169 Solyc01g Solyc01g Ulp1 protease family C-termina         contig169 Solyc12g Ulp1 protease family                     SL2.40ch AT3G4456FAR8  FAR8 (FA                  chr3:161  10.2695 8.40948 12.2209 15.2255 22.2272 21.4969
GT Sense Sense -0.719 Comprom 0.719 Comprom 0.000 7.189 Detected 9.572 Detected 8.380 0.026 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  2.35957 6.01793 6.68857 7.22831 586.238 3049.41
GT Sense Sense 0.065 Comprom -0.065 Comprom 0.000 4.430 Detected 2.496 Detected 3.463 0.070 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  8.0772 6.94224 10.4113 1.90245 172.083 44.9036
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 1.246 Detected 1.144 Detected 1.195 0.003 GT Sens contig171 contig171 Ulp1 prote                       TGCAACAcontig171 Solyc12g Solyc12g Ulp1 prote                    GO:00065 GO:00065 contig171 Solyc09g Ulp1 protease family         SL2.40ch AT4G3452FAE1, KC   KCS18; a      chr4:164  39.477 38.9988 36.599 45.9062 99.255 92.211
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 1.755 Detected 1.461 Detected 1.608 0.009 GT Sens contig171 contig171 Ulp1 prote              CTCATAAcontig171 Solyc05g Solyc05g Ulp1 protease family C-termina         contig171 Solyc11g Ulp1 protease family         SL2.40ch AT5G28740.1  transcrip      chr5:107  2373.37 2110.15 4050.19 4469.63 8057.01 6549.48
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 2.044 Detected 2.060 Detected 2.052 0.022 GT Sens contig172 contig172 Wound in         CCAAGAAcontig172 Solyc07g Solyc07g Wound induced protein (AHRD   contig172 Solyc07g Wound induced pro     SL2.40ch AT4G10270.1  wound-re     chr4:637  53.8362 77.644 329.903 163.746 284.28 286.602
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.269 Detected 0.869 Detected 1.069 0.037 GT Sens contig173 contig173 Fructose-                  ATCTTAC contig173 Solyc02g Solyc02g Fructose-               GO:00060 GO:00060   contig173 Solyc02g Fructose-                GO:00055 SL2.40ch AT4G38970.1  fructose-     chr4:181  5951.3 6176.25 13478 7294.53 15578.9 11776
GT Sense Sense 0.284 Comprom -0.284 Comprom 0.000 1.061 Detected 1.197 Detected 1.129 0.061 GT Sens contig173 contig173 Glutaredo                 TTTACGAcontig173 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig173 Solyc04g Glutaredo               GO:00087 SL2.40ch AT2G0175ATMAP70   ATMAP70        chr2:328  8.12159 5.15295 16.222 5.11152 14.3896 15.7726
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 1.545 Detected 1.068 Detected 1.306 0.032 GT Sens contig174 contig174 Plant syn                   ATCGGTTcontig174 Solyc10g Solyc10g Plant synaptotagmin (AHRD V1             contig174 Solyc10g052520.1.1 AT3G6105NTMC2TY    NTMC2T     chr3:225  56.6727 53.4496 55.9793 49.4995 171.232 122.684
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 2.226 Detected 1.805 Detected 2.015 0.015 GT Sens contig174 contig174 Photosys                          AGTGTCAcontig174 Solyc06g Solyc06g Photosys                       GO:00095 GO:00095    contig174 Solyc06g Photosys                        GO:00095 SL2.40ch AT1G5223PSAH2, P    PSAH2 (P      chr1:194  60.8886 68.9796 285.336 98.8129 323.248 240.777
GT Sense Sense -0.477 Comprom 0.477 Comprom 0.000 2.446 Detected 2.167 Detected 2.307 0.043 GT Sens contig174 contig174 Ulp1 prote              AGGGTG contig174 Solyc10g Solyc10g Ulp1 protease family C-termina         contig174 Solyc02g Ulp1 protease family         SL2.40ch AT2G03630.1 2.31871 4.22782 8.01903 8.1678 18.1921 14.9526
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 2.022 Detected 0.867 Detected 1.444 0.150 GT Sens contig175 contig175 Multidrug            ACGAATT contig175 Solyc12g Solyc12g Multidrug resistance protein A       contig175 Solyc12g Multidrug                  GO:00171 SL2.40ch AT3G2125ATMRP6,   ATMRP6          chr3:745  21.8373 29.501 71.8888 38.2163 109.893 49.2092
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 1.974 Detected 1.324 Detected 1.649 0.037 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  14.6415 14.7747 89.1058 63.0551 61.5964 39.1597
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 1.540 Detected 1.065 Detected 1.303 0.033 GT Sens contig176 contig176 S-phase k                  AGACATT contig176 Solyc10g Solyc10g S-phase k               GO:00065 GO:00065    contig176 Solyc10g S-phase k                GO:00055 SL2.40ch AT1G7595SKP1, AS      SKP1 (S           chr1:285  93.2442 93.0741 112.339 89.2405 288.926 207.235
GT Sense Sense 0.153 Comprom -0.153 Comprom 0.000 1.079 Detected 1.206 Detected 1.142 0.020 GT Sens contig177 contig177 Ulp1 prote              CACCAAGcontig177 Solyc02g Solyc02g Ulp1 protease family C-termina         contig177 Solyc02g037560.1.1 #N/A #N/A #N/A #N/A 8.19396 6.23671 14.6703 12.328 16.1053 17.533
GT Sense Sense 0.557 Detected -0.557 Comprom 0.000 3.769 Detected 2.794 Detected 3.282 0.047 GT Sens contig177 contig177 Patatin-lik                 CCTTTTT contig177 Solyc04g Solyc04g Patatin-lik              GO:00081 GO:00081  contig177 Solyc04g Patatin-lik               GO:00066 SL2.40ch AT4G03165.1  unknown   chr4:139  15.6321 6.79562 56.2354 30.5068 149.877 75.9822
GT Sense Sense -0.737 Comprom 0.737 Comprom 0.000 1.901 Detected 1.747 Detected 1.824 0.133 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  3.99685 10.4489 27.9665 12.5766 25.7421 23.0594
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.201 Detected 1.120 Detected 1.161 0.001 GT Sens contig180 contig180 BZIP dom                  ATTTTGCcontig180 Solyc02g Solyc02g BZIP dom               GO:00055 GO:00055  contig180 Solyc02g BZIP dom                GO:00055 SL2.40ch AT5G67385.1  protein b      chr5:268  36.2259 33.8979 52.3649 36.9445 85.9376 80.9625
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 1.780 Detected 1.308 Detected 1.544 0.031 GT Sens contig181 contig181 Proton-de                        CCCAAAAcontig181 Solyc06g Solyc06g Proton-de                     GO:00160 GO:00160 contig181 Solyc06g Proton-de                      GO:00160 SL2.40ch AT5G62680.1  proton-de        chr5:251  36.6297 42.2082 115.088 104.819 143.999 103.476
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 1.088 Detected 1.125 Detected 1.107 0.054 GT Sens contig181 contig181 Aldehyde                 TGTGGCCcontig181 Solyc11g Solyc11g Aldehyde              GO:00506 GO:00506    contig181 Solyc11g Aldehyde               GO:00090 SL2.40ch AT1G0458AAO4, AT    AAO4 (AR          chr1:125  402.035 260.888 356.66 344.431 734.111 751.207
GT Sense Sense 0.244 Detected -0.244 Detected 0.000 2.591 Detected 1.291 Detected 1.941 0.108 GT Sens contig182 contig182 Subtilisin                            TCAGTAAcontig182 Solyc01g Solyc01g Subtilisin                         GO:00065 GO:00065 contig182 Solyc01g Subtilisin                          GO:00065 SL2.40ch AT5G67090.1  subtilase    chr5:267  377.212 252.903 836.341 649.73 1984.37 803.371
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 1.593 Detected 1.253 Detected 1.423 0.014 GT Sens contig182 contig182 Ubiquitin                   TCTACCCcontig182 Solyc10g Solyc10g Ubiquitin                GO:00064 GO:00064    contig182 Solyc12g Ubiquitin-                   GO:00064 SL2.40ch AT2G18600.1  RUB1-co     chr2:807  1065.26 1044.36 1279.99 1229.7 3393.48 2673.4
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.805 Detected 1.786 Detected 1.796 0.005 GT Sens contig183 contig183 Photosys                    CCTAGCTcontig183 Solyc01g Solyc01g Photosys                 GO:00300 GO:00300    contig183 Solyc01g097530.1.1 ATCG000 PSBA  Encodes               chrC:383  437.675 488.234 1023.5 793.27 1723.03 1695.07
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 1.497 Detected 1.436 Detected 1.467 0.000 GT Sens contig184 contig184 MuDR fam           TTTGACT contig184 Solyc08g Solyc08g MuDR family transposase cont      contig184 Solyc08g MuDR family transpo       SL2.40ch AT5G1329SOL2, CR   CRN (CO         chr5:425  27.606 25.9785 51.6159 47.9299 80.6173 77.0461
GT Sense Sense -0.323 Detected 0.323 Detected 0.000 1.594 Detected 1.154 Detected 1.374 0.072 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  2413.02 3550.49 5047.85 2983.86 9424.09 6924.09
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 1.221 Detected 1.120 Detected 1.170 0.006 GT Sens contig185 contig185 Unknown      GGAGTTTcontig185 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig185 Solyc01g Unknown Protein (A  SL2.40ch AT3G19200.1  unknown   chr3:664  88.5307 92.4899 151.468 125.609 224.944 209.07
GT Sense Sense 0.090 Comprom -0.090 Comprom 0.000 3.781 Detected 2.302 Detected 3.042 0.055 GT Sens contig186 contig186 MYB tran                  GAGTTTTcontig186 Solyc05g Solyc05g MYB tran               GO:0045449 contig186 Solyc05g MYB tran                GO:00036 SL2.40ch AT3G1389MYB26  ATMYB2            chr3:457  5.84115 4.85007 22.3684 12.71 78.0381 27.9069
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 1.936 Detected 1.639 Detected 1.788 0.010 GT Sens contig186 contig186 Ulp1 prote              GAGAAAAcontig186 Solyc10g Solyc10g Ulp1 protease family C-termina         contig186 Solyc11g Ulp1 protease family         SL2.40ch AT4G0206PRL, MCM   PRL (PRO              chr4:901  709.465 575.632 1233.16 1326.03 2607.31 2116.43
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 1.720 Detected 1.480 Detected 1.600 0.024 GT Sens contig186 contig186 Cytochro                    GGTGAAGcontig186 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig186 Solyc03g Cytochro  GO:00198 SL2.40ch AT4G20240.1 127.151 87.6509 265.602 129.568 370.912 312.993
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 1.545 Detected 1.646 Detected 1.596 0.016 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  37.853 27.1602 312.714 202.316 99.7632 106.718
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 2.057 Detected 1.792 Detected 1.924 0.008 GT Sens contig187 contig187 Unknown      TAAAAAA contig187 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig187 Solyc03g Unknown Protein (A  SL2.40ch ATMG005 MATR  hypothet    chrM:144  95.628 103.949 150.812 105.853 442.343 367.009
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 1.411 Detected 1.386 Detected 1.399 0.058 GT Sens contig189 contig189 Unknown                TGAATCGcontig189 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3           contig189 Solyc01g Unknown Protein (A            SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  24.6828 14.2459 36.2942 50.343 53.188 52.1185
GT Sense Sense -0.517 Comprom 0.517 Detected 0.000 1.232 Detected 0.852 Detected 1.042 0.199 GT Sens contig189 contig189 Major late                   GTGTGATcontig189 Solyc05g Solyc05g Major late                GO:00096 GO:00096    contig189 Solyc05g Major late                 GO:00096 SL2.40ch AT1G7085MLP34  MLP34 (M     chr1:267  7.21062 13.9001 24.3629 11.8444 25.0777 19.2155
GT Sense Sense 0.652 Detected -0.652 Comprom 0.000 2.448 Detected 2.421 Detected 2.434 0.065 GT Sens contig19 contig19 Unknown             ATAGGATcontig19 Solyc07g Solyc07g Unknown          GO:0045449 contig19 Solyc10g045250.1.1 AT3G02900.1  unknown   chr3:645  23.733 9.04561 18.1509 19.4477 85.2345 83.3997
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 1.110 Detected 1.190 Detected 1.150 0.002 GT Sens contig190 contig190 Ubiquitin-                    GATAAAAcontig190 Solyc02g Solyc02g Ubiquitin-                 GO:00436 GO:00436   contig190 Solyc02g Ubiquitin-                  GO:00436 SL2.40ch AT1G6423UBC28  ubiquitin     chr1:238  1585.01 1422.71 2753.19 2638.46 3455.26 3643.11
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 1.107 Detected 1.058 Detected 1.082 0.004 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  999.805 861.121 1103.13 1264.82 2130.71 2053.82
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 1.316 Detected 0.847 Detected 1.082 0.109 GT Sens contig194 contig194 Unknown      CTATGAGcontig194 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig194 Solyc09g Unknown Protein (A  SL2.40ch AT1G79750.1 21.06 12.8986 26.609 33.5134 43.7736 31.5134
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 1.223 Detected 1.517 Detected 1.370 0.012 GT Sens contig194 contig194 Unknown      ACGAACAcontig194 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig194 Solyc03g Unknown Protein (A  SL2.40ch AT1G02080.1  transcrip    chr1:373  32995.1 32253 136549 120516 81227.5 99286.4
GT Sense Sense 0.037 Comprom -0.037 Comprom 0.000 1.722 Detected 0.846 Detected 1.284 0.100 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  10.6597 9.53187 6.22103 10.7524 35.4523 19.2597
GT Sense Sense 1.329 Detected -1.329 Comprom 0.000 1.068 Detected 1.023 Detected 1.045 0.514 GT Sens contig195 contig195 Mutator-li                  ACAAAAT contig195 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig195 Solyc04g054620.1.1 AT4G23230.1  protein k     chr4:121  14.1492 2.11031 7.09142 13.5114 12.2127 11.8044
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 1.131 Detected 0.913 Detected 1.022 0.012 GT Sens contig196 contig196 Ubiquitin-                    GATAGGTcontig196 Solyc03g Solyc03g Ubiquitin-                 GO:00436 GO:00436   contig196 Solyc03g Ubiquitin-                  GO:00436 SL2.40ch AT1G6423UBC28  ubiquitin     chr1:238  14.2509 12.9247 34.6968 26.702 31.7041 27.1709
GT Sense Sense -0.285 Comprom 0.285 Comprom 0.000 1.922 Detected 2.782 Detected 2.352 0.045 GT Sens contig196 contig196 Peroxidas                 ATTCTAT contig196 Solyc07g Solyc07g Peroxidas              GO:00055 GO:00055    contig196 Solyc07g Peroxidas               GO:00046 SL2.40ch AT5G64100.1  peroxida    chr5:256  3.37213 4.7135 23.7851 8.71191 16.1135 29.1473
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 2.084 Detected 1.093 Detected 1.589 0.101 GT Sens contig198 contig198 Lipase (F                 TGTGAACcontig198 Solyc12g Solyc12g Lipase (F              GO:00066 GO:00066   contig198 Solyc12g Lipase (F               GO:00066 SL2.40ch AT2G31100.1  triacylgly    chr2:132  429.452 293.796 247.441 123.893 1605.83 805.738
GT Sense Sense 0.450 Detected -0.450 Comprom 0.000 1.967 Detected 1.705 Detected 1.836 0.059 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  14.2529 7.18901 18.897 21.7077 42.2117 35.096
GT Sense Sense -0.161 Comprom 0.161 Comprom 0.000 1.519 Detected 1.335 Detected 1.427 0.017 GT Sens contig199 contig199 Ulp1 prote                       GGAGCAAcontig199 Solyc00g Solyc00g Ulp1 prote                    GO:00065 GO:00065 contig199 Solyc04g Ulp1 prote                     GO:00065 SL2.40ch AT4G28720.1  flavin-con          chr4:141  5.14551 6.05368 5.29742 9.03096 17.0619 14.9651
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 1.620 Detected 1.658 Detected 1.639 0.026 GT Sens contig202 contig202 RING fing                    TCGGTTTcontig202 Solyc02g Solyc02g RING fing                 GO:00082 GO:00082   contig202 Solyc02g RING fing                  GO:00082 SL2.40ch AT4G11900.1  S-locus le       chr4:715  13133.9 17970.6 107849 69211.4 50347.8 51558.7
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 1.223 Detected 1.605 Detected 1.414 0.022 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  15.4167 12.7314 16.8037 29.3566 34.8648 45.3219
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 1.914 Detected 1.840 Detected 1.877 0.003 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  333.704 359.257 468.218 438.649 1391.49 1317.78
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 2.724 Detected 1.111 Detected 1.917 0.142 GT Sens contig206 contig206 Primary a                  AATGATGcontig206 Solyc09g Solyc09g Primary a               GO:00551 GO:00551  contig206 Solyc09g Primary a                GO:00551 SL2.40ch AT1G62810.1  copper a     chr1:232  84.1575 91.4493 415.318 140.842 617.904 201.435
GT Sense Sense -0.989 Comprom 0.989 Detected 0.000 1.205 Detected 1.265 Detected 1.235 0.338 GT Sens contig206 contig206 NBS-LRR          CAAGATCcontig206 Solyc06g Solyc06g NBS-LRR resistance protein-lik      contig206 Solyc06g NBS-LRR resistance      SL2.40ch AT4G30470.1  cinnamoy    chr4:148  3.82506 14.1859 10.6195 12.1867 18.1067 18.8194
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 0.823 Detected 1.570 Detected 1.197 0.089 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  13.2161 14.0747 30.3016 16.8665 25.7356 43.0455
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 0.862 Detected 1.874 Detected 1.368 0.115 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  94.6297 97.521 446.712 326.044 186.233 374.364
GT Sense Sense -0.347 Detected 0.347 Detected 0.000 2.887 Detected 2.791 Detected 2.839 0.015 GT Sens contig210 contig210 Wound in         TAGAAGCcontig210 Solyc07g Solyc07g Wound induced protein (AHRD   contig210 Solyc07g Wound induced pro     SL2.40ch AT4G10270.1  wound-re     chr4:637  134.097 204.036 964.979 463.501 1304.67 1217.52
GT Sense Sense -0.332 Detected 0.332 Detected 0.000 1.662 Detected 0.859 Detected 1.260 0.137 GT Sens contig211 contig211 Cytochro                    AATGTTAcontig211 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig211 Solyc09g Cytochro  GO:00198 SL2.40ch AT3G262 CYP71B2   CYP71B2               chr3:959  88.0936 131.317 330.872 185.85 362.865 207.386
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 1.102 Detected 1.150 Detected 1.126 0.001 GT Sens contig212 contig212 Unknown      GGAGTTTcontig212 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig212 Solyc11g Unknown Protein (A  SL2.40ch AT3G19200.1  unknown   chr3:664  92.5478 83.1798 137.801 119.609 200.823 207.07
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 2.906 Detected 2.581 Detected 2.744 0.004 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  14.0614 13.4351 62.2395 68.0646 109.874 87.4435
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.444 Detected 1.573 Detected 1.508 0.017 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  63.8439 46.4121 62.5703 56.071 157.927 172.139
GT Sense Sense 0.811 Detected -0.811 Detected 0.000 2.532 Detected 1.538 Detected 2.035 0.166 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  10373.7 3171.48 6037.86 1913.75 35379 17703.1
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 1.112 Detected 1.153 Detected 1.132 0.012 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  70.1018 78.2905 92.8375 99.0939 170.743 175.138
GT Sense Sense 0.496 Comprom -0.496 Comprom 0.000 1.271 Detected 1.363 Detected 1.317 0.118 GT Sens contig215 contig215 Mutator-li                   TTCGAGAcontig215 Solyc01g Solyc01g Mutator-li                GO:00082 GO:00082   contig215 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT3G43490.1 8.33496 3.94291 4.16593 5.76173 14.7485 15.6788
GT Sense Sense 0.869 Comprom -0.869 Comprom 0.000 1.050 Detected 2.153 Detected 1.601 0.260 GT Sens contig216 contig216 Unknown      TTCACTCcontig216 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig216 Solyc05g Unknown Protein (A  SL2.40ch AT2G3290ATZW10  ATZW10  chr2:139  7.81784 2.20519 9.05767 11.1757 9.16469 19.635
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 2.329 Detected 1.938 Detected 2.133 0.009 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  401.808 343.643 1408.88 943.553 1990.48 1513.9
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 1.040 Detected 1.254 Detected 1.147 0.010 GT Sens contig221 contig221 Unknown      GAAAATCcontig221 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig221 Solyc07g041670.1.1 AT1G69550.1 47.3679 42.1311 72.5993 77.6157 97.9629 113.301
GT Sense Sense -0.505 Comprom 0.505 Comprom 0.000 2.608 Detected 2.039 Detected 2.323 0.057 GT Sens contig221 contig221 Ulp1 prote                       TGCTTCCcontig221 Solyc12g Solyc12g Ulp1 prote                    GO:00065 GO:00065 contig221 Solyc12g Ulp1 prote                     GO:00065 SL2.40ch AT5G6125AtGUS1  AtGUS1 (       chr5:246  2.074 3.93282 8.2566 11.793 18.5615 12.4747
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 1.371 Detected 1.577 Detected 1.474 0.028 GT Sens contig222 contig222 Aldehyde                 GCTGATGcontig222 Solyc01g Solyc01g Aldehyde              GO:00506 GO:00506    contig222 Solyc01g Aldehyde               GO:00551 SL2.40ch AT2G2715AAO3  AAO3 (Ab             chr2:116  111.797 144.525 308.857 340.876 350.484 403.333
GT Sense Sense 0.459 Detected -0.459 Comprom 0.000 1.650 Detected 1.413 Detected 1.532 0.084 GT Sens contig223 contig223 Unknown      GATGAGTcontig223 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig223 Solyc06g En/Spm-like transpo      SL2.40ch AT5G5843ATEXO70   ATEXO70           chr5:236  21.7183 10.8083 21.735 15.8436 51.2841 43.3717
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 1.940 Detected 1.785 Detected 1.862 0.002 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  98.6161 93.954 289.123 254.651 393.75 352.68



GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.767 Detected 1.053 Detected 1.410 0.063 GT Sens contig223 contig223 RING-fing                    TGATGAAcontig223 Solyc12g Solyc12g RING-fing                 GO:00082 GO:00082   contig223 Solyc03g Cellulose              GO:00167 SL2.40ch AT3G5188HMGB1, N   HMGB1 (                    chr3:192  123.277 134.199 288.526 189.704 466.866 283.699
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 1.101 Detected 1.093 Detected 1.097 0.020 GT Sens contig224 contig224 Ulp1 prote              TGTTGGGcontig224 Solyc01g Solyc01g Ulp1 protease family C-termina         contig224 Solyc07g Lysine ketoglutarate               SL2.40ch AT5G39870.1  unknown   chr5:159  214.884 250.99 352.356 270.15 531.226 526.598
GT Sense Sense -0.779 Detected 0.779 Detected 0.000 1.894 Detected 1.626 Detected 1.760 0.156 GT Sens contig224 contig224 Unknown      AGAAGAAcontig224 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig224 Solyc12g Unknown Protein (A  SL2.40ch AT5G5092CLPC, AT      CLPC1; A        chr5:207  216.572 600.284 1485.44 590.694 1429.04 1183.41
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 1.692 Detected 1.240 Detected 1.466 0.023 GT Sens contig225 contig225 Subtilisin                  AAGTTGAcontig225 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig225 Solyc08g Subtilisin                GO:00042 SL2.40ch AT3G52700.1  unknown   chr3:195  51.7874 49.5488 112.461 45.3844 174.49 127.232
GT Sense Sense -0.342 Comprom 0.342 Comprom 0.000 4.913 Detected 4.368 Detected 4.641 0.009 GT Sens contig226 contig226 Ectonucle                    ACAAAAGcontig226 Solyc12g Solyc12g Ectonucle                 GO:00167 GO:00167  contig226 Solyc11g Somethin                       GO:00056 SL2.40ch AT5G65520.1 1.9957 3.01712 35.7349 19.7019 78.8317 53.8843
GT Sense Sense 0.588 Detected -0.588 Detected 0.000 3.835 Detected 2.957 Detected 3.396 0.044 GT Sens contig228 contig228 Defensin-                 CCAAGCCcontig228 Solyc07g Solyc07g Defensin-              GO:00069 GO:00069  contig228 Solyc07g Defensin-               GO:00069 SL2.40ch AT5G6169ATATH15    ATATH15            chr5:247  68.6934 28.6181 36.8124 38.9189 674.895 365.949
GT Sense Sense 0.304 Detected -0.304 Detected 0.000 1.577 Detected 1.858 Detected 1.718 0.036 GT Sens contig228 contig228 Unknown      GAGATCGcontig228 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig228 Solyc07g Unknown Protein (A  SL2.40ch AT3G19520.2 53.2742 32.9014 47.1089 47.2239 133.228 161.414
GT Sense Sense -0.164 Comprom 0.164 Comprom 0.000 2.174 Detected 1.124 Detected 1.649 0.096 GT Sens contig229 contig229 Ulp1 prote              GACCATGcontig229 Solyc04g Solyc04g Ulp1 protease family C-termina         contig229 Solyc10g Ulp1 protease family         SL2.40ch AT4G38090.2  unknown   chr4:178  6.20577 7.32988 25.9611 24.9784 32.4483 15.6298
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 2.198 Detected 2.033 Detected 2.115 0.002 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  568.761 511.551 4841.14 2301.45 2638.76 2346.98
GT Sense Sense -0.278 Comprom 0.278 Comprom 0.000 1.285 Detected 1.782 Detected 1.534 0.054 GT Sens contig231 contig231 Unknown      TATTGGGcontig231 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig231 Solyc01g Unknown Protein (A  SL2.40ch AT4G12590.1  unknown   chr4:745  4.27633 5.91343 10.3747 11.2392 13.0707 18.3901
GT Sense Sense 0.420 Detected -0.420 Detected 0.000 3.512 Detected 2.537 Detected 3.025 0.042 GT Sens contig231 contig231 Unknown      CCAAAGCcontig231 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig231 Solyc07g Hypersen                 GO:00338 SL2.40ch AT5G2025DIN10  DIN10 (DA         chr5:683  240.769 126.639 202.053 116.26 2124.07 1077.78
GT Sense Sense 0.514 Comprom -0.514 Comprom 0.000 1.613 Detected 2.389 Detected 2.001 0.090 GT Sens contig232 contig232 Unknown      ACTGGAGcontig232 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig232 Solyc04g Unknown Protein (A  SL2.40ch AT4G19570.1  DNAJ hea       chr4:106  4.80753 2.21819 5.73532 4.27969 10.6535 18.1814
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 1.260 Detected 1.445 Detected 1.352 0.034 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  542.422 711.739 1225.02 1170.8 1586.78 1798.13
GT Sense Sense -0.481 Comprom 0.481 Comprom 0.000 1.949 Detected 1.478 Detected 1.713 0.085 GT Sens contig233 contig233 Unknown      AGAGTACcontig233 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig233 Solyc07g Unknown Protein (A  SL2.40ch AT2G4798SCC3, AT   SCC3 (SI       chr2:196  3.03462 5.56496 7.98976 4.26984 16.9147 12.1704
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 1.939 Detected 1.881 Detected 1.910 0.000 GT Sens contig233 contig233 Endonucl        CTTAGAT contig233 Solyc07g Solyc07g Endonuclease/exonuclease/ph     contig233 Solyc07g Endonuclease/exon     SL2.40ch AT5G6184GUT1  GUT1; ca     chr5:248  963.235 883.587 2562.9 1791.2 3773.15 3613.99
GT Sense Sense 0.334 Detected -0.334 Detected 0.000 2.795 Detected 1.163 Detected 1.979 0.154 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  814.586 482.59 401.984 836.507 4641.63 1492.22
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 1.385 Detected 1.011 Detected 1.198 0.029 GT Sens contig236 contig236 Acetyl est                 GAAACTGcontig236 Solyc01g Solyc01g Acetyl est              GO:00040 GO:00040   contig236 Solyc01g Acetyl est               GO:00040 SL2.40ch AT1G19190.1  hydrolas   chr1:662  1044.25 864.135 2165.46 1487.38 2646.49 2035.49
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 1.880 Detected 1.739 Detected 1.809 0.009 GT Sens contig236 contig236 Unknown      AGAAGAAcontig236 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig236 Solyc03g Iron-sulfu                        GO:00081 SL2.40ch AT1G01240.3 208.862 157.326 254.84 241.749 711.637 643.142
GT Sense Sense 0.801 Comprom -0.801 Comprom 0.000 1.547 Detected 1.792 Detected 1.669 0.176 GT Sens contig237 contig237 Non-LTR                        ATTCAAT contig237 Solyc06g Solyc06g Non-LTR retroelement reverse                   contig237 Solyc02g Nitric oxid                  GO:00055 SL2.40ch AT1G61620.1  phospho    chr1:227  7.2918 2.26012 7.07775 3.71569 12.6469 14.9474
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 2.459 Detected 1.359 Detected 1.909 0.081 GT Sens contig237 contig237 Subtilisin                  TTTTTTA contig237 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig237 Solyc08g Subtilisin                GO:00042 SL2.40ch AT1G0190ATSBT1.1    SBTI1.1;    chr1:310  26.8134 32.1967 142.683 35.3451 172.226 80.143
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.574 Detected 1.170 Detected 1.372 0.028 GT Sens contig238 contig238 Receptor                  TGGCTTTcontig238 Solyc04g Solyc04g Receptor               GO:00046 GO:00046       contig238 Solyc04g Receptor   GO:00046 SL2.40ch AT2G43700.1  lectin pro      chr2:181  143.604 158.327 280.853 227.647 478.753 360.623
GT Sense Sense 1.150 Detected -1.150 Detected 0.000 5.399 Detected 4.308 Detected 4.854 0.062 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  1076.6 205.752 1114.01 574.524 21174.6 9914.83
GT Sense Sense -0.427 Comprom 0.427 Comprom 0.000 1.495 Detected 0.853 Detected 1.174 0.159 GT Sens contig238 contig238 Solute ca                        TGAAGAAcontig238 Solyc04g Solyc04g Solute ca                     GO:00800 GO:00800        contig238 Solyc04g Solute ca                      GO:00800 SL2.40ch AT5G46040.1  proton-de        chr5:186  5.82832 9.91928 14.7945 10.2122 22.85 14.5987
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 1.793 Detected 1.310 Detected 1.552 0.024 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  11.6522 11.2032 21.8634 36.8207 42.2362 30.1119
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 1.246 Detected 1.278 Detected 1.262 0.050 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  695.702 435.66 338.83 369.221 1392.4 1419.71
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 2.096 Detected 1.274 Detected 1.685 0.091 GT Sens contig240 contig240 Proteinas                    TATTCAA contig240 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig240 Solyc03g Proteinas                  GO:00048 SL2.40ch AT5G65920.1  U-box do    chr5:263  8248.06 4720.08 8113.61 4213.49 28454.8 16046.3
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 2.184 Detected 2.378 Detected 2.281 0.009 GT Sens contig246 contig246 Unknown      GACTTGTcontig246 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig246 Solyc05g024230.1.1 AT4G3443CHB3, AT   CHB3; DN          chr4:164  86.0548 105.097 69.3597 64.115 460.725 525.446
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 1.251 Detected 1.768 Detected 1.510 0.040 GT Sens contig246 contig246 Unknown      CGAGAATcontig246 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig246 Solyc12g Unknown Protein (A  SL2.40ch AT2G1737HMG2, HM   HMG2 (3-       chr2:755  40.9615 30.2057 64.3856 54.9848 89.3046 127.382
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 1.741 Detected 1.997 Detected 1.869 0.015 GT Sens contig247 contig247 Unknown      CTGTATAcontig247 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig247 Solyc04g Subtilisin                GO:00042 SL2.40ch AT1G64300.2  protein k     chr1:238  9267.84 11377.6 96831.9 55010.9 36591.4 43580.5
GT Sense Sense -0.512 Comprom 0.512 Comprom 0.000 2.193 Detected 1.076 Detected 1.634 0.164 GT Sens contig248 contig248 Glucose-m         TGCAGAAcontig248 Solyc08g Solyc08g Glucose-methanol-choline oxid     contig248 Solyc08g Glucose-methanol-c      SL2.40ch AT5G2854BIP1  BIP1; AT    chr5:105  4.47838 8.57167 8.27817 12.9064 30.2162 13.8845
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 1.428 Detected 1.155 Detected 1.291 0.011 GT Sens contig248 contig248 Unknown      TCCTGCTcontig248 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig248 Solyc12g Kinesin-like calmod       SL2.40ch AT1G03590.1  catalytic/     chr1:894  70.5667 64.2778 103.643 103.579 193.258 159.403
GT Sense Sense 0.721 Detected -0.721 Detected 0.000 0.929 Detected 1.660 Detected 1.295 0.251 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  35.56 12.3137 27.6953 55.9737 42.4791 70.322
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.533 Detected 2.823 Detected 2.178 0.083 GT Sens contig249 contig249 Alcohol d        GAATTGGcontig249 Solyc09g Solyc09g Alcohol dehydrogenase (AHRD   contig249 Solyc09g Alcohol dehydrogen     SL2.40ch AT1G01760.1  RNA bind      chr1:276  17.4188 12.853 28.9439 29.1475 46.1819 112.562
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.168 Detected 1.281 Detected 1.225 0.012 GT Sens contig249 contig249 Chloroph                     AAATCAC contig249 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig249 Solyc02g Chloroph                   GO:00055 SL2.40ch AT2G3442LHB1B2,   LHB1B2;    chr2:145  290.441 323.97 612.073 379.645 735.22 792.437
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 0.999 Detected 1.584 Detected 1.291 0.048 GT Sens contig250 contig250 Unknown      GCTCTTGcontig250 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig250 Solyc04g Unknown Protein (A  SL2.40ch AT3G03970.2  binding  chr3:102  18.1768 16.9075 15.4243 26.3012 37.3629 55.8623
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 1.117 Detected 1.240 Detected 1.178 0.004 GT Sens contig250 contig250 Serine/thr                        GACGTATcontig250 Solyc06g Solyc06g Serine/threonine-protein phos                    contig250 Solyc06g050390.1.1 AT5G40380.1  protein k     chr5:161  15.6086 13.9068 67.0543 76.9075 34.0661 36.9951
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 1.559 Detected 1.932 Detected 1.746 0.016 GT Sens contig251 contig251 Unknown      GAGTTGAcontig251 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig251 Solyc01g Unknown Protein (A  SL2.40ch AT1G11500.1 11669.5 13009.3 116032 66977.3 38717.6 49987.7
GT Sense Sense 0.273 Detected -0.273 Comprom 0.000 1.019 Detected 0.982 Detected 1.001 0.067 GT Sens contig251 contig251 MuDR fam           CGATACAcontig251 Solyc12g Solyc12g MuDR family transposase cont      contig251 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT5G47250.1  disease r       chr5:191  15.776 10.1661 18.1862 16.7508 27.3767 26.5908
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 1.525 Detected 1.383 Detected 1.454 0.002 GT Sens contig252 contig252 Yippee-lik                 CAGAAAGcontig252 Solyc03g Solyc03g Yippee-lik              GO:00055 GO:00055    contig252 Solyc03g Yippee-lik               GO:00055 SL2.40ch AT2G40110.1  yippee fa    chr2:167  163.275 152.134 264.812 221.791 483.72 437.15
GT Sense Sense -0.728 Comprom 0.728 Comprom 0.000 1.599 Detected 1.141 Detected 1.370 0.215 GT Sens contig253 contig253 Amino ac                    TGGTATTcontig253 Solyc05g Solyc05g Amino acid transporter (AHRD              contig253 Solyc05g Amino ac                 GO:00151 SL2.40ch AT5G14470.1 4.19197 10.8213 4.61434 6.70937 21.7578 15.7875
GT Sense Sense 1.174 Detected -1.174 Comprom 0.000 2.737 Detected 1.455 Detected 2.096 0.258 GT Sens contig253 contig253 Unknown      AAGAAAT contig253 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig253 Solyc05g Unknown Protein (A  SL2.40ch AT2G2376BLH4, SA   BLH4 (BE          chr2:101  26.8278 4.9604 18.1434 31.0204 81.9973 33.6251
GT Sense Sense 0.474 Detected -0.474 Comprom 0.000 0.917 Detected 2.800 Detected 1.859 0.220 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  14.6092 7.12247 143.9 43.6541 20.5443 75.5532
GT Sense Sense 0.507 Detected -0.507 Detected 0.000 3.974 Detected 2.959 Detected 3.467 0.040 GT Sens contig253 contig253 Monooxy                  CACAGGGcontig253 Solyc06g Solyc06g Monooxy               GO:00044 GO:00044   contig253 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G39610.1  unknown   chr4:183  39.7514 18.524 39.5176 14.5476 454.784 224.345
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 1.150 Detected 0.947 Detected 1.048 0.035 GT Sens contig255 contig255 Unknown      AAGGGTGcontig255 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig255 Solyc08g Unknown Protein (A  SL2.40ch AT4G26190.1  FUNCTIO                                                                           chr4:132  49.2172 58.8109 53.176 49.6081 127.304 110.25
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 1.932 Detected 0.982 Detected 1.457 0.097 GT Sens contig258 contig258 Glutaredo                 ATAGAGTcontig258 Solyc01g Solyc01g Glutaredo              GO:00454 GO:00454   contig258 Solyc01g Glutaredo               GO:00454 SL2.40ch AT3G0200ROXY1  ROXY1; d    chr3:332  57.9671 64.9554 95.0603 83.6427 249.77 128.857
GT Sense Sense -0.227 Comprom 0.227 Comprom 0.000 1.286 Detected 1.131 Detected 1.209 0.037 GT Sens contig259 contig259 Mutator-li                  TGTGGCCcontig259 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig259 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G20690.1  ATP bind        chr5:700  6.29077 8.10693 7.98593 14.3422 18.5749 16.6295
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 1.114 Detected 1.275 Detected 1.195 0.006 GT Sens contig261 contig261 Ribosoma                   TTGAAGCcontig261 Solyc11g Solyc11g Ribosoma                GO:00058 GO:00058 contig261 Solyc10g 30S ribos                  GO:00058 SL2.40ch AT5G02960.1  40S ribos      chr5:693  64.9076 56.8198 59.3294 55.6292 140.194 156.25
GT Sense Sense 0.032 Comprom -0.032 Comprom 0.000 0.884 Detected 1.198 Detected 1.041 0.023 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  8.30461 7.47626 10.6642 6.98017 15.5082 19.2167
GT Sense Sense 0.213 Detected -0.213 Comprom 0.000 3.117 Detected 2.138 Detected 2.627 0.039 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  15.8577 11.1042 17.835 21.2728 122.742 62.0954
GT Sense Sense 0.363 Detected -0.363 Comprom 0.000 0.879 Detected 1.552 Detected 1.216 0.134 GT Sens contig262 contig262 Mutator-li                  GAAGAGAcontig262 Solyc02g Solyc02g Mutator-li               GO:00082 GO:00082   contig262 Solyc08g Mutator-li                GO:00082 SL2.40ch AT4G29420.1  F-box fam    chr4:144  12.7156 7.22909 20.5764 19.2131 18.8015 29.8982
GT Sense Sense -0.798 Comprom 0.798 Detected 0.000 1.762 Detected 1.185 Detected 1.473 0.225 GT Sens contig266 contig266 Very simi                         GCTCAACcontig266 Solyc03g Solyc03g Very similar to retrotransposo                    contig266 Solyc03g Unknown Protein (A  SL2.40ch AT3G0897ATERDJ3    ATERDJ3    chr3:273  5.91525 16.8215 25.2758 16.6708 36.0896 24.1055
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 1.267 Detected 1.013 Detected 1.140 0.014 GT Sens contig267 contig267 F-box fam                 GGCATAAcontig267 Solyc04g Solyc04g F-box family protein (AHRD V1          contig267 Solyc04g F-box family protein            SL2.40ch AT3G05070.1  FUNCTIO                                                                   chr3:141  264.062 267.291 405.655 261.8 681.738 569.956
GT Sense Sense 0.007 Comprom -0.007 Comprom 0.000 1.741 Detected 2.323 Detected 2.032 0.020 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  3.04092 2.83556 9.18784 22.6039 10.47 15.6243
GT Sense Sense 0.101 Detected -0.101 Comprom 0.000 1.320 Detected 1.283 Detected 1.301 0.006 GT Sens contig268 contig268 Thioester                    ACAAACAcontig268 Solyc03g Solyc03g Thioester                 GO:00055 GO:00055  contig268 Solyc03g Thioester                  GO:00055 SL2.40ch AT2G47250.1 11.18 9.14879 13.7465 13.0235 26.9267 26.1572
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 1.977 Detected 1.408 Detected 1.693 0.029 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  1259.78 1328.36 2392.4 1590.04 5430.79 3649.99
GT Sense Sense -0.096 Comprom 0.096 Comprom 0.000 2.848 Detected 2.877 Detected 2.862 0.001 GT Sens contig273 contig273 Unknown      AGAGGAAcontig273 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig273 Solyc11g Unknown Protein (A  SL2.40ch AT4G17210.1  myosin h    chr4:965  2.11476 2.27186 12.8581 9.51695 16.8247 17.1148
GT Sense Sense -1.215 Comprom 1.215 Comprom 0.000 3.833 Detected 2.561 Detected 3.197 0.145 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  2.09482 10.6178 14.4595 6.05584 71.6594 29.585
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 1.861 Detected 1.679 Detected 1.770 0.007 GT Sens contig273 contig273 Dof zinc f          GTCTTTT contig273 Solyc00g Solyc00g Dof zinc finger protein DOF2.4    contig273 Solyc02g GDSL est               GO:00040 SL2.40ch AT4G03153.1  kinase in     chr4:139  29.5741 23.7674 39.7857 29.6883 102.733 90.2506
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 1.329 Detected 0.967 Detected 1.148 0.037 GT Sens contig275 contig275 Os01g010          AATTATG contig275 Solyc07g Solyc07g Os01g0101200 protein (Fragm     contig275 Solyc07g Os01g0101200 prote      SL2.40ch AT5G2024PI  PI (PISTIL        chr5:682  43.901 34.1335 24.9951 20.9534 103.697 80.4562
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 1.827 Detected 1.533 Detected 1.680 0.013 GT Sens contig276 contig276 Unknown      ACTACAAcontig276 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig276 Solyc08g Unknown Protein (A  SL2.40ch AT3G45850.1  kinesin m    chr3:168  58.0966 65.1504 102.378 90.2958 232.766 189.316
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 1.128 Detected 0.952 Detected 1.040 0.007 GT Sens contig276 contig276 Unknown      CCTTCAAcontig276 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig276 Solyc00g Unknown Protein (A  SL2.40ch AT4G25800.2  calmodu    chr4:131  47.7243 44.9492 56.1333 56.7159 107.947 95.2748
GT Sense Sense 0.427 Detected -0.427 Detected 0.000 1.101 Detected 1.472 Detected 1.286 0.110 GT Sens contig278 contig278 Unknown      GGAAGG contig278 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig278 Solyc10g Unknown Protein (A  SL2.40ch AT2G2560SPIK, AKT   SPIK (Sh                 chr2:108  34.3024 17.8573 29.4304 43.4658 56.6076 72.9808
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 3.578 Detected 3.568 Detected 3.573 0.000 GT Sens contig278 contig278 Cellulose                 CTTTTGGcontig278 Solyc05g Solyc05g Cellulose              GO:00167 GO:00167   contig278 Solyc10g Cytochro  GO:00198 SL2.40ch AT2G43310.1 53.4696 45.1659 338.345 177.877 625.917 619.508
GT Sense Sense 0.654 Detected -0.654 Detected 0.000 2.941 Detected 1.943 Detected 2.442 0.097 GT Sens contig278 contig278 Proteinas                      ATCCATT contig278 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig278 Solyc09g Proteinas                    GO:00096 SL2.40ch AT3G4267CHR38, C   CHR38 (C               chr3:147  1778.24 675.329 961.061 289.734 8975.18 4480.24
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 1.479 Detected 1.095 Detected 1.287 0.027 GT Sens contig279 contig279 Pentatrico          GTTCAGTcontig279 Solyc11g Solyc11g Pentatricopeptide repeat-conta      contig279 Solyc11g Pentatricopeptide re      SL2.40ch AT5G64510.1  unknown   chr5:257  83.729 68.4556 298.578 126.572 224.982 172.001
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 1.518 Detected 0.836 Detected 1.177 0.075 GT Sens contig279 contig279 Unknown      ACTGCGTcontig279 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig279 Solyc06g Protein-P                GO:00081 SL2.40ch AT2G4384UGT74F1  UDP-gluc      chr2:181  299.589 281.734 531.312 122.773 887.177 551.447
GT Sense Sense -0.808 Comprom 0.808 Comprom 0.000 2.355 Detected 2.033 Detected 2.194 0.117 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  2.02742 5.84465 9.1853 5.04575 18.7763 14.9742
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 1.573 Detected 1.290 Detected 1.431 0.030 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  527.478 665.372 1150.05 652.641 1879.1 1539.78
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 1.216 Detected 1.092 Detected 1.154 0.003 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  47.708 45.1606 53.6422 64.2059 114.947 105.221
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.143 Detected 1.153 Detected 1.148 0.000 GT Sens contig280 contig280 Cytochro                    TAGTCCAcontig280 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig280 Solyc09g Cytochro  GO:00198 SL2.40ch AT3G2629CYP71B2   CYP71B2               chr3:963  271.313 261.234 417.923 453.646 626.759 629.346
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 2.430 Detected 1.351 Detected 1.890 0.082 GT Sens contig280 contig280 Pol polyp                 ATTGCGTcontig280 Solyc08g Solyc08g Pol polyp              GO:00150 GO:00150  contig280 Solyc11g Pol polyp               GO:00036 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  125.999 157.125 522.215 193.961 808.393 381.499
GT Sense Sense 0.413 Comprom -0.413 Comprom 0.000 2.260 Detected 2.031 Detected 2.145 0.038 GT Sens contig281 contig281 Serine/thr                        GGATGG contig281 Solyc08g Solyc08g Serine/threonine-protein phos                    contig281 Solyc05g Serine/threonine-pro                     SL2.40ch AT4G046 APR1, AP     APR1 (AP       chr4:232  4.14204 2.19894 8.09663 13.3297 15.4122 13.1117
GT Sense Sense 0.085 Detected -0.085 Comprom 0.000 1.670 Detected 1.238 Detected 1.454 0.024 GT Sens contig281 contig281 Ulp1 prote              TTCTGTAcontig281 Solyc02g Solyc02g Ulp1 protease family C-termina         contig281 Solyc04g045500.1.1 AT4G13340.1  leucine-r          chr4:775  11.2098 9.37825 15.6153 20.8617 34.796 25.7204
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 3.232 Detected 3.003 Detected 3.118 0.002 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  1559.92 1382.07 4694.94 3375.88 14714.9 12513.3
GT Sense Sense 0.449 Comprom -0.449 Comprom 0.000 1.531 Detected 1.437 Detected 1.484 0.082 GT Sens contig282 contig282 Ulp1 prote              AAGTCGTcontig282 Solyc12g Solyc12g Ulp1 protease family C-termina         contig282 Solyc12g Ulp1 protease family         SL2.40ch AT3G119 UBP13  UBP13 (U         chr3:376  7.77711 3.92436 11.0176 20.7383 17.0253 15.9009
GT Sense Sense -0.057 Comprom 0.057 Comprom 0.000 1.644 Detected 0.888 Detected 1.266 0.080 GT Sens contig283 contig283 Mutator-li                  TATTTAT contig283 Solyc09g Solyc09g Mutator-li               GO:00082 GO:00082   contig283 Solyc09g Mutator-li                GO:00082 SL2.40ch AT1G6049ATVPS34    ATVPS34               chr1:222  9.41623 9.59247 20.531 19.6313 31.6767 18.6965
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 2.349 Detected 2.289 Detected 2.319 0.000 GT Sens contig284 contig284 Unknown      GCTGAGTcontig284 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig284 Solyc12g Unknown Protein (A  SL2.40ch AT5G5714ATPAP28    PAP28 (P           chr5:231  82.9116 80.5936 77.7959 64.7884 444.131 424.893
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 1.680 Detected 1.942 Detected 1.811 0.005 GT Sens contig284 contig284 Kunitz try                  AATCAAGcontig284 Solyc03g Solyc03g Kunitz try               GO:00048 GO:00048   contig284 Solyc03g Kunitz try                GO:00048 SL2.40ch AT5G1732HDG9  HDG9 (HO              chr5:570  280.191 260.353 424.695 146.595 922.875 1103.13
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.262 Detected 0.974 Detected 1.118 0.021 GT Sens contig285 contig285 Sieve elem          CTCATCAcontig285 Solyc04g Solyc04g Sieve element-occluding prote      contig285 Solyc04g Sieve element-occlu       SL2.40ch AT1G31130.1  unknown   chr1:111  527.027 442.304 607.277 565.767 1234.68 1008.1
GT Sense Sense 0.094 Detected -0.094 Comprom 0.000 1.373 Detected 1.537 Detected 1.455 0.007 GT Sens contig285 contig285 Mutator-li                  TAATAGAcontig285 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig285 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G4993emb1441  emb1441            chr5:203  12.6389 10.4354 17.1739 29.556 31.7287 35.4422
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 1.203 Detected 1.015 Detected 1.109 0.055 GT Sens contig285 contig285 Hcr2-p4.1                 CAGAGTTcontig285 Solyc01g Solyc01g Hcr2-p4.1 (AHRD V1 ***- Q4G2V           contig285 Solyc01g Hcr2-p4.1 (AHRD V1            SL2.40ch AT4G22230.1 123.157 81.3775 201.774 184.418 245.817 215.073
GT Sense Sense 0.076 Comprom -0.076 Comprom 0.000 1.923 Detected 1.239 Detected 1.581 0.046 GT Sens contig287 contig287 Salicylic a                    GCGAACTcontig287 Solyc09g Solyc09g Salicylic a                 GO:00081 GO:00081    contig287 Solyc09g Salicylic a                  GO:00087 SL2.40ch AT3G4486FAMT  FAMT (fa          chr3:163  6.30812 5.34475 7.79732 3.73994 23.4735 14.5686
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 1.130 Detected 0.941 Detected 1.036 0.022 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  4341.24 4861.13 8013.81 5320.8 10722.2 9377.99
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 1.582 Detected 1.151 Detected 1.367 0.024 GT Sens contig287 contig287 Genomic                    TTAGCTT contig287 Solyc05g Solyc05g Genomic                 GO:00055 GO:00055  contig287 Solyc05g Genomic          GO:00055 SL2.40ch AT5G5016ATFRO8,   FRO8 (FE         chr5:204  29.9987 28.4813 51.3996 37.8095 93.3499 69.024
GT Sense Sense 1.153 Detected -1.153 Detected 0.000 5.615 Detected 4.560 Detected 5.088 0.057 GT Sens contig288 contig288 Chymotry                      CCATATCcontig288 Solyc09g Solyc09g Chymotry                   GO:00096 GO:00096   contig288 Solyc09g Chymotry                    GO:00096 SL2.40ch AT4G1233CYP706A   CYP706A               chr4:731  547.311 104.147 637.572 310.892 12481 5986.21
GT Sense Sense -0.391 Detected 0.391 Detected 0.000 1.643 Detected 1.595 Detected 1.619 0.054 GT Sens contig288 contig288 Unknown      AAAGACCcontig288 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig288 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  3249.67 5260.36 14519.1 9475.51 13773.2 13283.4
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 1.158 Detected 1.075 Detected 1.116 0.016 GT Sens contig288 contig288 Mutator-li         TCATGTAcontig288 Solyc10g Solyc10g Mutator-like transposase (AHR    contig288 Solyc10g Mutator-like transpo     SL2.40ch AT5G44730.1  haloacid      chr5:180  48.443 55.0014 58.0042 75.0711 122.794 115.593
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 1.690 Detected 1.377 Detected 1.534 0.010 GT Sens contig289 contig289 Unknown      ACCTCGAcontig289 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig289 Solyc11g Ulp1 protease family         SL2.40ch AT5G28740.1  transcrip      chr5:107  2591.35 2452.21 4382.07 5011.04 8674.92 6961.78
GT Sense Sense 0.171 Comprom -0.171 Comprom 0.000 2.009 Detected 2.264 Detected 2.137 0.010 GT Sens contig290 contig290 Ulp1 prote                       TGAGGATcontig290 Solyc06g Solyc06g Ulp1 prote                    GO:00065 GO:00065 contig290 Solyc11g Ulp1 protease family         SL2.40ch AT1G03060.1  WD-40 re       chr1:712  3.74198 2.77613 5.39312 14.0585 13.8385 16.46
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 1.159 Detected 0.878 Detected 1.019 0.021 GT Sens contig290 contig290 Purine pe                     GGTTGAAcontig290 Solyc02g Solyc02g Purine pe                  GO:00053 GO:00053     contig290 Solyc02g Purine pe                   GO:00053 SL2.40ch AT4G25730.1  FtsJ-like     chr4:131  595.856 605.619 1206.78 1067.38 1430.82 1173.61
GT Sense Sense 0.009 Comprom -0.009 Comprom 0.000 1.208 Detected 1.026 Detected 1.117 0.007 GT Sens contig290 contig290 Unknown               GAAGTTGcontig290 Solyc08g Solyc08g Unknown            GO:00082 GO:00082   contig290 Solyc09g GRF zinc                  GO:00082 SL2.40ch AT5G59600.1  pentatric      chr5:240  9.78684 9.09272 16.2266 14.8513 23.2369 20.4182
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 1.351 Detected 0.969 Detected 1.160 0.073 GT Sens contig291 contig291 Unknown      GTAACTT contig291 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig291 Solyc05g Unknown Protein (A  SL2.40ch AT1G19230.1  respirato           chr1:664  303.756 417.015 313.862 708.484 968.366 740.614
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 1.641 Detected 1.477 Detected 1.559 0.003 GT Sens contig291 contig291 Ulp1 prote                       CGAACTCcontig291 Solyc09g Solyc09g Ulp1 prote                    GO:00065 GO:00065 contig291 Solyc11g Ulp1 protease family         SL2.40ch AT5G28740.1  transcrip      chr5:107  2468.46 2237.19 4485.57 4832.68 7813.1 6955.57
GT Sense Sense 0.107 Detected -0.107 Comprom 0.000 1.467 Detected 0.880 Detected 1.173 0.064 GT Sens contig291 contig291 Oxidored                      TTGGAAAcontig291 Solyc03g Solyc03g Oxidored                   GO:00055 GO:00055      contig291 Solyc03g Oxidored                    GO:00055 SL2.40ch AT5G16990.1  NADP-de     chr5:558  13.3659 10.8356 6.35726 2.70491 35.4878 23.5405
GT Sense Sense 0.422 Detected -0.422 Detected 0.000 1.811 Detected 1.768 Detected 1.789 0.051 GT Sens contig294 contig294 Carbonyl                 TAAAAAC contig294 Solyc01g Solyc01g Carbonyl              GO:00040 GO:00040     contig294 Solyc01g Carbonyl               GO:00040 SL2.40ch AT3G61220.1  short-cha       chr3:226  37.2454 19.5288 90.2433 20.5093 100.909 97.6345
GT Sense Sense -0.218 Detected 0.218 Detected 0.000 1.194 Detected 1.160 Detected 1.177 0.033 GT Sens contig295 contig295 Replicatio                          TATGAGCcontig295 Solyc01g Solyc01g Replicatio                       GO:00036 GO:00036      contig295 Solyc01g Replicatio                        GO:00055 SL2.40ch AT5G2774EMB2775  EMB2775           chr5:982  81.5948 103.796 144.855 87.0237 224.468 218.682
GT Sense Sense -0.161 Comprom 0.161 Comprom 0.000 2.866 Detected 1.226 Detected 2.046 0.134 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  9.55267 11.2342 11.9926 13.1148 80.5204 25.7718
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.109 Detected 1.284 Detected 1.197 0.009 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  38.9914 40.447 39.3658 37.4732 91.3351 102.828
GT Sense Sense -0.557 Comprom 0.557 Comprom 0.000 1.095 Detected 1.278 Detected 1.187 0.170 GT Sens contig297 contig297 Ulp1 prote              AATATGCcontig297 Solyc09g Solyc09g Ulp1 protease family C-termina         contig297 Solyc09g Ulp1 protease family         SL2.40ch AT5G47160.1 3.24925 6.61822 4.99075 10.638 10.5667 11.9582
GT Sense Sense 0.404 Comprom -0.404 Comprom 0.000 1.450 Detected 0.934 Detected 1.192 0.131 GT Sens contig297 contig297 Unknown      AAGCATAcontig297 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig297 Solyc06g Unknown Protein (A  SL2.40ch AT2G0218TOM3  TOM3; p    chr2:560  10.5439 5.66364 8.96982 12.5305 22.5115 15.7017
GT Sense Sense -0.696 Comprom 0.696 Detected 0.000 1.815 Detected 1.444 Detected 1.629 0.152 GT Sens contig298 contig298 Ulp1 prote              CTTCCTT contig298 Solyc04g Solyc04g Ulp1 protease family C-termina         contig298 Solyc12g Ulp1 prote                     GO:00065 SL2.40ch AT5G6125AtGUS1  AtGUS1 (       chr5:246  7.25297 17.9229 31.277 25.7011 42.7823 32.9726
GT Sense Sense -0.456 Comprom 0.456 Comprom 0.000 1.194 Detected 2.297 Detected 1.746 0.135 GT Sens contig299 contig299 Thaumati                  ATCGTAT contig299 Solyc12g Solyc12g Thaumatin-like protein (AHRD V            contig299 Solyc12g Thaumatin-like prote              SL2.40ch AT4G1165ATOSM34  ATOSM3     chr4:702  3.69386 6.54332 13.6725 14.1302 11.9943 25.6879
GT Sense Sense 1.377 Detected -1.377 Comprom 0.000 1.460 Detected 2.571 Detected 2.015 0.308 GT Sens contig299 contig299 Unknown      TCGGTGCcontig299 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig299 Solyc09g Ethylene-                     GO:00036 SL2.40ch AT2G30280.1  unknown   chr2:129  16.4314 2.29164 3.51861 11.6789 17.9984 38.76
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 1.589 Detected 1.024 Detected 1.306 0.050 GT Sens contig299 contig299 CONSTAN                 GGAGTATcontig299 Solyc02g Solyc02g CONSTAN              GO:00037 GO:00037        contig299 Solyc02g Tomato C  GO:00037 SL2.40ch AT5G1585COL1, AT   COL1 (co         chr5:517  719.405 786.237 1522.11 839.291 2412.49 1625.91
GT Sense Sense 0.042 Comprom -0.042 Comprom 0.000 1.452 Detected 2.086 Detected 1.769 0.031 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  7.63799 6.78167 16.0777 19.9826 21.0024 32.4914
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 1.154 Detected 0.922 Detected 1.038 0.107 GT Sens contig301 contig301 Unknown      AGTGAAAcontig301 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig301 Solyc01g Unknown Protein (A  SL2.40ch AT5G28740.1  transcrip      chr5:107  147.696 226.206 179.67 216.869 433.656 368.144
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.089 Detected 1.054 Detected 1.072 0.005 GT Sens contig302 contig302 Ras-relate                 TCGAGAGcontig302 Solyc03g Solyc03g Ras-relate              GO:00055 GO:00055       contig302 Solyc03g006270.2.1 AT5G4575AtRABA1c  AtRABA1          chr5:185  91.7348 95.1236 120.939 76.9521 211.939 206.265
GT Sense Sense 0.002 Comprom -0.002 Comprom 0.000 0.802 Detected 1.232 Detected 1.017 0.042 GT Sens contig302 contig302 Unknown      ACACAGAcontig302 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig302 Solyc03g Unknown Protein (A  SL2.40ch AT4G17210.1  myosin h    chr4:965  7.34843 6.89943 15.7222 18.7811 13.2425 17.7825
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 0.938 Detected 1.579 Detected 1.258 0.084 GT Sens contig302 contig302 Pol polyp        CAGTATGcontig302 Solyc01g Solyc01g Pol polyprotein (AHRD V1 *-*- P contig302 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT3G27025.1 77.0916 53.377 96.5492 144.535 131.067 203.735
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 1.935 Detected 1.712 Detected 1.823 0.007 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  123.451 135.548 126.478 136.898 527.385 450.526
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 1.415 Detected 1.088 Detected 1.251 0.019 GT Sens contig304 contig304 Cellulose                CTCAACAcontig304 Solyc08g Solyc08g Cellulose             GO:00167 GO:00167   contig304 Solyc08g Cellulose              GO:00167 SL2.40ch AT4G240 ATCSLG1    ATCSLG          chr4:124  1174.85 1014.76 3168.23 1406.94 3104.48 2467.71
GT Sense Sense -0.450 Comprom 0.450 Comprom 0.000 2.163 Detected 1.855 Detected 2.009 0.052 GT Sens contig304 contig304 Unknown      TCCAATGcontig304 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig304 Solyc11g Ulp1 protease family         SL2.40ch AT4G0980RPS18C  RPS18C (                chr4:617  2.91058 5.11152 4.38765 5.28329 18.4195 14.8309
GT Sense Sense -0.712 Detected 0.712 Detected 0.000 1.810 Detected 1.477 Detected 1.644 0.153 GT Sens contig306 contig306 Cytochro                      GGAAAATcontig306 Solyc04g Solyc04g Cytochro                   GO:00160 GO:00160 contig306 Solyc07g Unknown Protein (A  SL2.40ch AT5G5376MLO11, A   MLO11 (M         chr5:218  55.2941 139.515 262.893 126.368 328.429 260.005
GT Sense Sense 0.777 Detected -0.777 Comprom 0.000 2.033 Detected 1.474 Detected 1.754 0.168 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  25.2773 8.09892 9.8497 6.04235 62.4524 42.2556
GT Sense Sense -0.543 Comprom 0.543 Detected 0.000 2.044 Detected 1.475 Detected 1.760 0.103 GT Sens contig306 contig306 Ulp1 prote                         CACTTTT contig306 Solyc07g Solyc07g Ulp1 prote                      GO:00065 GO:00065 contig306 Solyc07g Ulp1 prote                       GO:00065 SL2.40ch AT1G42470.1  patched f    chr1:159  6.52386 13.0393 9.71815 12.4566 40.5726 27.2539
GT Sense Sense -0.794 Detected 0.794 Detected 0.000 2.005 Detected 1.804 Detected 1.904 0.140 GT Sens contig306 contig306 Unknown      AAGAATGcontig306 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig306 Solyc07g Unknown Protein (A  SL2.40ch AT1G2683CUL3A, A     ATCUL3           chr1:929  201.637 570.551 1394.05 594.338 1451.89 1259.07
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 0.915 Detected 1.126 Detected 1.020 0.014 GT Sens contig308 contig308 Transpor                      ACTGCAAcontig308 Solyc05g Solyc05g Transporter-like protein (AHRD                contig308 Solyc05g Transporter-like pro                  SL2.40ch AT5G10190.1  transport   chr5:319  31.9467 32.6621 38.2509 29.9815 64.9339 74.9365
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 1.525 Detected 1.328 Detected 1.426 0.019 GT Sens contig309 contig309 Chloroph                      TTAATTT contig309 Solyc01g Solyc01g Chloroph                   GO:00161 GO:00161  contig309 Solyc01g Chloroph                    GO:00161 SL2.40ch AT1G1582LHCB6, C   LHCB6 (L          chr1:544  7372.36 8835.08 19553.3 13326.1 24764.9 21535.7
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 1.363 Detected 1.244 Detected 1.304 0.004 GT Sens contig310 contig310 Yippee zin                 TTGCCCTcontig310 Solyc03g Solyc03g Yippee zin              GO:00055 GO:00055    contig310 Solyc03g Yippee zin               GO:00055 SL2.40ch AT2G40110.2  yippee fa    chr2:167  185.161 189.157 254.09 217.984 513.369 471.262
GT Sense Sense 0.026 Comprom -0.026 Comprom 0.000 1.685 Detected 0.937 Detected 1.311 0.073 GT Sens contig310 contig310 Cytochro                 ATATATC contig310 Solyc11g Solyc11g Cytochro              GO:00200 GO:00200  contig310 Solyc11g Cytochro  GO:00198 SL2.40ch AT5G2513CYP71B1   CYP71B1               chr5:866  5.96577 5.41718 8.32797 8.66113 19.4862 11.5707
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 2.282 Detected 1.614 Detected 1.948 0.040 GT Sens contig316 contig316 DNA-direc                     AGCTCCTcontig316 Solyc10g Solyc10g DNA-direc                  GO:0006350 contig316 Solyc10g DNA-direc                   GO:00063 SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  12.7677 16.3275 34.5036 21.388 74.8699 47.0017
GT Sense Sense 0.492 Detected -0.492 Comprom 0.000 1.687 Detected 1.626 Detected 1.656 0.078 GT Sens contig324 contig324 MuDR fam           CCATTTCcontig324 Solyc01g Solyc01g MuDR family transposase cont      contig324 Solyc12g Mutator-li                GO:00082 SL2.40ch AT4G1555IAGLU  IAGLU (IN         chr4:887  12.3364 5.86962 17.856 28.4036 29.2225 27.9182
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 1.585 Detected 1.296 Detected 1.441 0.028 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  186.84 231.712 226.579 212.452 665.655 543.373
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 1.442 Detected 1.315 Detected 1.379 0.012 GT Sens contig342 contig342 Disease r         TTCAAGGcontig342 Solyc10g Solyc10g Disease resistance protein (AH    contig342 Solyc10g Lrr,  resistance prot  SL2.40ch AT3G2312AtRLP38  AtRLP38         chr3:822  799.403 914.941 1324.22 1245.75 2478.45 2262.45
GT Sense Sense 0.004 Comprom -0.004 Comprom 0.000 2.159 Detected 1.654 Detected 1.906 0.017 GT Sens contig358 contig358 Cytochro                 CCAACTT contig358 Solyc04g Solyc04g Cytochro              GO:00200 GO:00200  contig358 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G16370.1  GDSL-mo      chr3:555  9.10251 8.51997 9.78822 12.0647 41.9297 29.4612
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 1.279 Detected 1.064 Detected 1.171 0.051 GT Sens contig365 contig365 Unannota    ATGTTGTTTCAATCATGAAGTCGCTTGTGATTATCACGTTATCCATCGT contig365 Solyc11g Unknown Protein (A  SL2.40ch AT3G47570.1  leucine-r        chr3:175  167.771 224.694 232.19 247.621 502.476 431.495
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 1.629 Detected 1.331 Detected 1.480 0.013 GT Sens contig370 contig370 Legumin                  AACCCAAcontig370 Solyc11g Solyc11g Legumin               GO:00457 GO:00457   contig370 Solyc11g Legumin                GO:00457 SL2.40ch AT1G07750.1  cupin fam    chr1:240  20.6726 17.5061 18.9431 16.8918 62.7529 50.8811
GT Sense Sense -0.071 Comprom 0.071 Comprom 0.000 1.074 Detected 1.070 Detected 1.072 0.004 GT Sens contig376 contig376 Pathogen          GAAAGACcontig376 Solyc02g Solyc02g Pathogenesis-related protein-l      contig376 Solyc04g Pathogenesis-relate       SL2.40ch AT3G52140.1  tetratrico      chr3:193  9.80705 10.1826 11.3398 12.0284 22.4392 22.3
GT Sense Sense -0.338 Detected 0.338 Detected 0.000 1.907 Detected 1.888 Detected 1.898 0.030 GT Sens contig386 contig386 Unknown      ATCGTTAcontig386 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig386 Solyc06g009810.2.1 AT1G5084POLGAM   POLGAM            chr1:188  20.7035 31.1407 28.2527 39.0429 101.571 99.9274
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 1.752 Detected 1.650 Detected 1.701 0.009 GT Sens contig387 contig387 Terminal                     AATTGTT contig387 Solyc01g Solyc01g Terminal ear1-like 2 protein (A               contig387 Solyc12g Unknown Protein (A            SL2.40ch AT1G53200.2 1087.18 827.853 2223.13 1339.94 3406.52 3164.99
GT Sense Sense -0.757 Comprom 0.757 Comprom 0.000 2.245 Detected 4.225 Detected 3.235 0.122 GT Sens contig405 contig405 Unannota    CCATAAGCGGCAGCATGGTGTTATGCTGTAATTTTACTATCTCAAGAAA contig405 Solyc06g Beta-fruct                   GO:00059 SL2.40ch AT3G45800.1 2.00863 5.39916 99.5982 124.134 16.6451 65.4662
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 1.307 Detected 1.360 Detected 1.334 0.015 GT Sens contig405 contig405 Unannota    TAATCTCCTTTGCAAAATTTATGTCTCAACACAGAGAACCCCTTTTCTCCcontig405 Solyc07g LRR recep    GO:00046 SL2.40ch AT5G27240.1  DNAJ hea       chr5:959  18.8879 14.2262 22.7558 45.4016 43.2467 44.7416
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 1.056 Detected 0.995 Detected 1.026 0.047 GT Sens contig409 contig409 Unannota    AACTTAGAATCATTTCATGCATTTAACTTGGCTTTAAAAAATATTTCAAA contig409 Solyc11g Unknown Protein (A  SL2.40ch AT5G4633FLS2  FLS2 (FL                   chr5:187  41.1916 28.2366 40.4797 54.0983 75.6109 72.2883
GT Sense Sense 0.882 Comprom -0.882 Comprom 0.000 1.093 Detected 1.962 Detected 1.528 0.261 GT Sens contig410 contig410 Unknown      TGGTTTTcontig410 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig410 Solyc09g Unknown Protein (A  SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  7.70283 2.13394 6.18184 6.9929 9.2221 16.7978
GT Sense Sense -0.893 Comprom 0.893 Comprom 0.000 1.592 Detected 2.017 Detected 1.804 0.188 GT Sens contig410 contig410 Unannota    AGAGAAACAATTGGATTGCTTCTAGGATTGTCGTTTTGTTACTTAGGTG contig410 Solyc03g Unknown Protein (A  SL2.40ch AT1G0196EDA10  EDA10 (e                chr1:330  1.98924 6.45452 2.64089 5.39169 11.5173 15.4167
GT Sense Sense 0.390 Detected -0.390 Detected 0.000 0.859 Detected 1.328 Detected 1.093 0.138 GT Sens contig413 contig413 Unannota    GAAGAACCGAAGTCAAGCAACTACTTCTCCAATGCCTTTCCTTTTCTTA contig413 Solyc02g014100.1.1 AT4G24880.1  unknown   chr4:128  71.7861 39.3387 82.1639 169.37 102.757 141.878
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.135 Detected 0.916 Detected 1.026 0.025 GT Sens contig415 contig415 Unannota    CGCTGATAAACAGTAATTATCCGCTAAAGTACGATGCTAATAGTGACTA contig415 Solyc12g Ulp1 protease family         SL2.40ch AT5G24880.1  INVOLVE                                                                            chr5:855  103.408 115.457 334.5 347.665 255.896 219.22
GT Sense Sense -0.111 Comprom 0.111 Comprom 0.000 3.915 Detected 4.078 Detected 3.997 0.001 GT Sens contig419 contig419 Unannota    CTCACCATTCAAATTTGTACATCATCGAATGGGAAATCTCTATCTTCTAAcontig419 Solyc03g Polyprote               GO:00065 SL2.40ch AT5G64667.1 2.024 2.2202 9.93461 8.2817 34.1105 38.074
GT Sense Sense -0.647 Comprom 0.647 Detected 0.000 1.616 Detected 1.217 Detected 1.417 0.172 GT Sens contig420 contig420 Unannota    AGCAGTAAGCAACTAAGCACTGCTTAGTGCTTACAGCCTTACACCAAAA contig420 Solyc02g HAT family dimerisa                     SL2.40ch AT1G21060.1  unknown   chr1:737  5.37662 12.4088 12.8054 11.3895 26.7009 20.1907
GT Sense Sense 0.476 Detected -0.476 Comprom 0.000 0.815 Detected 1.639 Detected 1.227 0.191 GT Sens contig421 contig421 Unannota    GCTCCTGTTGTGAAGTTAATCTCTATTTGAATTCTGTTGAGAATTGTTG contig421 Solyc06g Peroxisom                 GO:00055 SL2.40ch AT2G22400.1  NOL1/NO     chr2:950  18.6469 9.06951 25.5993 41.9516 24.3929 43.0629
GT Sense Sense -0.394 Comprom 0.394 Comprom 0.000 3.027 Detected 2.301 Detected 2.664 0.038 GT Sens contig425 contig425 Receptor-                    ATATCAC contig425 Solyc07g Solyc07g Receptor-                 GO:00046 GO:00046     contig425 Solyc07g LRR recep    GO:00046 SL2.40ch AT4G38470.1  protein k     chr4:179  3.68545 5.99121 13.8252 14.7562 40.8568 24.6134
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 1.699 Detected 0.904 Detected 1.301 0.085 GT Sens contig428 contig428 AT1G6892          ATCAAGTTCTCAGACGGCTAACAAGGGGACTGAACAAAGTAGTAAACCT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1320.54 1404.21 855.978 349.85 4714.46 2709.3
GT Sense Sense 0.191 Comprom -0.191 Comprom 0.000 1.229 Detected 1.834 Detected 1.531 0.050 GT Sens contig430 contig430 Cross hyb  TCATTTCCTTGTCCGAAAGGTCTGGGTAATCTTGTTAAACTCTGTCGTG contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 6.02729 4.3536 7.14157 50.3533 12.8059 19.4136
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 1.033 Detected 1.132 Detected 1.083 0.045 GT Sens contig430 contig430 Cross hyb  ACCTCAATAGTTTTCGCGGAGAACCAGCTATTTCCCGGCTTGATTGGCCcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 49.0611 63.8413 114.073 109.65 122.09 130.442
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 2.293 Detected 1.614 Detected 1.954 0.029 GT Sens contig432 contig432 Nicotia ta           GGAGGTATAGCTGTTGTTTGATGATGTGCTAAGTTGAATGTCATTATGAcontig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 73.449 67.2346 61.6201 52.826 367.357 228.67
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 2.103 Detected 1.209 Detected 1.656 0.077 GT Sens contig435 contig435 Auxin-ind                    CAAGACCcontig435 Solyc10g Solyc10g Auxin-ind                 GO:00055 GO:00055  contig435 Solyc10g Auxin-ind                  GO:00055 SL2.40ch AT5G18060.1  auxin-res     chr5:597  14.5975 17.9091 24.0365 28.9794 74.0913 39.7348
GT Sense Sense -0.092 Comprom 0.092 Comprom 0.000 3.833 Detected 2.963 Detected 3.398 0.017 GT Sens contig438 contig438 Unknown      TTCTTTGcontig438 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig438 Solyc04g Unknown Protein (A  SL2.40ch AT2G0705CAS1  CAS1 (cy       chr2:292  2.14936 2.29883 6.17688 4.74569 33.791 18.4291
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 2.283 Detected 0.841 Detected 1.562 0.174 GT Sens contig447 contig447 Ribonucle                   TCCCAAAcontig447 Solyc11g Solyc11g Ribonucle                GO:00063 GO:00063  contig447 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT3G0330DCL2, AT   DCL2 (DI                       chr3:768  307.057 393.208 379.154 297.419 1803.56 661.924
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.599 Detected 1.190 Detected 1.394 0.021 GT Sens contig447 contig447 Inositol-3                 GTGGAAGcontig447 Solyc04g Solyc04g Inositol-3              GO:00055 GO:00055    contig447 Solyc04g Inositol-3               GO:00055 SL2.40ch AT2G2224ATMIPS2    MIPS2 (M          chr2:945  504.98 481.966 368.924 231.541 1593.36 1196.93
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 1.440 Detected 1.243 Detected 1.341 0.006 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  42.3541 38.9314 41.9408 42.0346 117.449 102.154
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 1.670 Detected 1.123 Detected 1.397 0.051 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  806.572 978.473 668.845 637.077 3015.13 2057.74
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 1.176 Detected 1.203 Detected 1.189 0.000 GT Sens contig471 contig471 Light-dep                       TTATCTA contig471 Solyc07g Solyc07g Light-dependent short hypoco                  contig471 Solyc07g Light-dependent sho                   SL2.40ch AT2G426 LSH10  LSH10 (L      chr2:177  61.7518 56.5967 24.2022 62.986 142.395 144.733
GT Sense Sense -0.019 Comprom 0.019 Comprom 0.000 2.927 Detected 2.454 Detected 2.690 0.008 GT Sens contig482 contig482 Helicase-l                      TCTAAGCcontig482 Solyc03g Solyc03g Helicase-like protein (AHRD V1               contig482 Solyc07g Helicase-like protein                 SL2.40ch AT5G4823EMB1276    ACAT2 (A        chr5:195  2.21588 2.14055 7.09877 3.15031 17.6613 12.6855
GT Sense Sense 0.211 Comprom -0.211 Comprom 0.000 1.681 Detected 1.289 Detected 1.485 0.036 GT Sens contig499 contig499 Unknown      TCAAATGcontig499 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig499 Solyc12g Unknown Protein (A  SL2.40ch AT1G35330.1 8.50019 5.96799 12.0948 18.172 24.352 18.507
GT Sense Sense -0.324 Comprom 0.324 Comprom 0.000 3.801 Detected 2.171 Detected 2.986 0.077 GT Sens contig508 contig508 MYB tran                  GTTTTCAcontig508 Solyc05g Solyc05g MYB tran               GO:0045449 contig508 Solyc05g MYB tran                GO:00036 SL2.40ch AT5G153 ATMYB16    ATMYB1            chr5:497  4.06364 5.98966 18.8412 10.9081 73.3214 23.6151
GT Sense Sense 0.681 Comprom -0.681 Comprom 0.000 2.297 Detected 1.712 Detected 2.005 0.114 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  8.93431 3.27155 12.9891 15.3645 28.3321 18.8321
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 1.006 Detected 1.036 Detected 1.021 0.000 GT Sens contig536 contig536 Chloroph                     AATTTCT contig536 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig536 Solyc02g Chloroph                   GO:00055 SL2.40ch AT1G299 CAB3, AB    CAB3 (CH         chr1:104  695.444 660.661 1297.91 794.141 1451.35 1477.96
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 2.275 Detected 0.819 Detected 1.547 0.177 GT Sens contig538 contig538 Ribonucle                   ATTCTTC contig538 Solyc11g Solyc11g Ribonucle                GO:00063 GO:00063  contig538 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT3G0330DCL2  DCL2 (DI                       chr3:768  313.896 390.748 441.429 304.521 1807.29 657.017
GT Sense Sense 0.653 Comprom -0.653 Comprom 0.000 1.280 Detected 1.086 Detected 1.183 0.215 GT Sens contig555 contig555 Transpos        AACAATC contig555 Solyc10g Solyc10g Transposase (AHRD V1 *--- Q6 contig555 Solyc08g Transposase (AHRD   SL2.40ch AT1G75900.1  family II e      chr1:284  9.6124 3.65941 15.0168 18.497 15.3563 13.3907
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 1.015 Detected 1.132 Detected 1.074 0.011 GT Sens contig557 contig557 Chloroph                    CCAGAAGcontig557 Solyc03g Solyc03g Chloroph                 GO:00160 GO:00160 contig557 Solyc03g Chloroph                  GO:00160 SL2.40ch AT5G5427LHCB3, L   LHCB3 (L         chr5:220  2746.58 2966.99 5731.36 3829.43 6153.41 6653.21
GT Sense Sense 0.455 Detected -0.455 Detected 0.000 1.520 Detected 1.444 Detected 1.482 0.083 GT Sens contig562 contig562 Mutator-li                   CGTTGGTcontig562 Solyc06g Solyc06g Mutator-li                GO:00082 GO:00082   contig562 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G0594ATROPGE    ROPGEF             chr5:178  3392.28 1698.05 2122.61 1493.84 7339.32 6944.5
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 3.821 Detected 3.344 Detected 3.582 0.023 GT Sens contig582 contig582 Helicase-l                      CAATGGTcontig582 Solyc01g Solyc01g Helicase-like protein (AHRD V1               contig582 Solyc01g Helicase-like protein                 SL2.40ch AT3G20700.1 278.287 131.288 851.666 538.713 2880.57 2063.45
GT Sense Sense 1.324 Detected -1.324 Comprom 0.000 1.679 Detected 1.901 Detected 1.790 0.310 GT Sens contig585 contig585 Unknown      CTCGTTGcontig585 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig585 Solyc06g Unknown Protein (A  SL2.40ch AT5G09890.2  protein k    chr5:308  17.9923 2.70049 23.9269 22.5961 23.8021 27.674
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 2.000 Detected 0.954 Detected 1.477 0.107 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  1163.41 1004.03 875.883 841.188 4611.64 2226.64
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 2.631 Detected 1.887 Detected 2.259 0.043 GT Sens contig607 contig607 Fructose-                  GGTAGTTcontig607 Solyc04g Solyc04g Fructose-               GO:00059 GO:00059      contig607 Solyc04g Fructose-                GO:00421 SL2.40ch AT1G43670.1  fructose-           chr1:164  584.989 356.298 2338.93 926.059 3014.99 1795.64
GT Sense Sense 0.094 Comprom -0.094 Comprom 0.000 1.447 Detected 2.079 Detected 1.763 0.033 GT Sens contig617 contig617 Mutator-li                  AGTCCAAcontig617 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig617 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT3G2276SOL1  SOL1; tra    chr3:804  8.03224 6.63784 14.2194 35.9673 21.2304 32.8023
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 2.232 Detected 1.658 Detected 1.945 0.022 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  398.474 346.582 962.898 703.768 1861.11 1247.03
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 1.663 Detected 1.408 Detected 1.536 0.009 GT Sens contig642 contig642 Ulp1 prote              AGAAGGGcontig642 Solyc06g Solyc06g Ulp1 protease family C-termina         contig642 Solyc09g Ulp1 protease family         SL2.40ch AT5G651 ACX2, AT   ACX2 (AC       chr5:260  3457.34 2944.17 6012.87 6185.7 10773.4 9003.8
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.820 Detected 1.558 Detected 1.689 0.006 GT Sens contig645 contig645 Ulp1 prote                       CCTCAAAcontig645 Solyc08g Solyc08g Ulp1 prote                    GO:00065 GO:00065 contig645 Solyc11g Ulp1 protease family         SL2.40ch AT5G38360.1  catalytic  chr5:153  2059.58 1843.42 3521.89 3982.13 7334.43 6101.78
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 1.119 Detected 0.956 Detected 1.038 0.013 GT Sens contig648 contig648 NBS-cont           TGAATAAcontig648 Solyc05g Solyc05g NBS-containing resistance-like      contig648 Solyc05g NBS-containing resi       SL2.40ch AT4G1719FPS2  FPS2 (FA        chr4:964  30.0584 25.0628 45.2563 46.0953 63.5748 56.6079
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 2.353 Detected 2.011 Detected 2.182 0.007 GT Sens contig668 contig668 1-aminocy                    TGCCACCcontig668 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164  contig668 Solyc09g 1-aminocy                  GO:00164 SL2.40ch AT1G06620.1  2-oxoglu     chr1:202  21.6959 22.5237 104.782 54.9482 120.445 94.7536
GT Sense Sense 0.051 Comprom -0.051 Comprom 0.000 1.522 Detected 0.914 Detected 1.218 0.059 GT Sens contig682 contig682 Unknown      AGAGGATcontig682 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig682 Solyc00g Unknown Protein (A  SL2.40ch AT5G1023ANNAT7,   ANNAT7            chr5:320  7.36619 6.45936 9.8481 16.7017 21.121 13.8148
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.214 Detected 0.941 Detected 1.077 0.027 GT Sens contig689 contig689 Protease             TACTGCTcontig689 Solyc10g Solyc10g Protease inhibitor/seed storag         contig689 Solyc10g Protease inhibitor/se          SL2.40ch AT5G35370.1  ATP bind                  chr5:135  194.615 214.985 412.028 164.187 506.009 417.422
GT Sense Sense 0.759 Detected -0.759 Detected 0.000 2.292 Detected 1.501 Detected 1.896 0.157 GT Sens contig690 contig690 Proteinas                      CAGGATAcontig690 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig690 Solyc09g Proteinas                    GO:00096 SL2.40ch AT5G58830.1  identical       chr5:237  23803.1 7824.62 22561 9776.76 71253.7 41073.1
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.647 Detected 1.048 Detected 1.347 0.054 GT Sens contig702 contig702 Sulfotrans                 TGTTCTT contig702 Solyc09g Solyc09g Sulfotrans              GO:00081 GO:00081    contig702 Solyc09g Sulfotrans               GO:00801 SL2.40ch AT5G0592DHS  DHS (DEO    chr5:177  209.735 165.369 250.316 118.646 621.945 409.371
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 2.027 Detected 2.123 Detected 2.075 0.007 GT Sens contig715 contig715 Wound in         GCACAACcontig715 Solyc07g Solyc07g Wound induced protein (AHRD   contig715 Solyc07g Wound induced pro     SL2.40ch AT4G10270.1  wound-re     chr4:637  730.135 870.373 2634.03 1649.6 3465.66 3690.72
GT Sense Sense 0.804 Detected -0.804 Detected 0.000 3.280 Detected 2.514 Detected 2.897 0.083 GT Sens contig717 contig717 Proteinas                      GTGATCGcontig717 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig717 Solyc09g Proteinas                    GO:00096 SL2.40ch AT5G40340.1  PWWP do    chr5:161  10296 3179.95 13594.8 5899.66 59264.3 34741.8
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 1.467 Detected 1.073 Detected 1.270 0.034 GT Sens contig736 contig736 Unknown                 CGGATGTcontig736 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3            contig736 Solyc04g Unknown Protein (A             SL2.40ch AT1G59990.1  DEAD/DE       chr1:220  155.291 120.706 239.917 159.247 403.534 306.323
GT Sense Sense -0.288 Comprom 0.288 Comprom 0.000 2.120 Detected 2.135 Detected 2.127 0.018 GT Sens contig739 contig739 Unknown               ATGTTGAcontig739 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3          contig739 Solyc06g Unknown Protein (A           SL2.40ch AT4G27520.1  plastocya     chr4:137  2.38483 3.34711 6.42263 6.59303 13.0925 13.1979
GT Sense Sense 0.635 Detected -0.635 Detected 0.000 2.136 Detected 1.482 Detected 1.809 0.127 GT Sens contig754 contig754 Proteinas                      AGAGTTTcontig754 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig754 Solyc09g Proteinas                    GO:00096 SL2.40ch AT3G08947.1  binding /    chr3:272  38552.7 15039.2 42181.7 19266.9 112832 71534.9
GT Sense Sense -0.227 Comprom 0.227 Comprom 0.000 1.207 Detected 1.032 Detected 1.120 0.044 GT Sens contig758 contig758 DOG1 alp           CACATGGcontig758 Solyc02g Solyc02g DOG1 alpha splice variant (Fra     contig758 Solyc02g DOG1 alpha splice v      SL2.40ch AT3G44050.1  kinesin m    chr3:158  8.61208 11.1021 21.3267 11.8574 24.0687 21.2624
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 1.399 Detected 1.317 Detected 1.358 0.017 GT Sens contig763 contig763 Developm            TTATGGTcontig763 Solyc12g Solyc12g Developmentally regulated GT       contig763 Solyc12g Developmentally reg        SL2.40ch AT1G72660.3  developm       chr1:273  14.5486 17.5025 12.3194 17.9807 44.8871 42.2776
GT Sense Sense -0.600 Comprom 0.600 Comprom 0.000 1.605 Detected 1.905 Detected 1.755 0.105 GT Sens contig770 contig770 Unknown      TGGAATAcontig770 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig770 Solyc05g Unknown Protein (A  SL2.40ch AT5G20360.1  octicosap           chr5:688  2.20839 4.77478 4.32486 4.66871 10.5341 12.9295
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.454 Detected 1.024 Detected 1.239 0.054 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  141.052 177.202 284.987 176.269 461.807 341.873
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 1.612 Detected 1.381 Detected 1.496 0.009 GT Sens contig787 contig787 Argonaut                     CATCTTGcontig787 Solyc06g Solyc06g Argonaut                  GO:00036 GO:00036    contig787 Solyc06g Argonaut                   GO:00198 SL2.40ch AT2G2704AGO4, OC   AGO4 (AR       chr2:115  430.642 458.596 553.488 387.018 1448.3 1230.48
GT Sense Sense 1.957 Detected -1.957 Comprom 0.000 4.392 Detected 2.400 Detected 3.396 0.262 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  174.111 10.8617 114.901 13.1251 973.943 244.084
GT Sense Sense 0.348 Comprom -0.348 Comprom 0.000 2.939 Detected 1.846 Detected 2.392 0.066 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  7.77491 4.51322 13.8007 29.7124 48.4324 22.641
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.224 Detected 1.088 Detected 1.156 0.007 GT Sens contig804 contig804 Purine pe                     GCACTTCcontig804 Solyc12g Solyc12g Purine pe                  GO:00063 GO:00063  contig804 Solyc12g Purine pe                   GO:00160 SL2.40ch AT5G1329SOL2, CR   CRN (CO         chr5:425  2240.35 2321.77 6887.45 5323.95 5680.82 5156.28
GT Sense Sense 0.394 Detected -0.394 Comprom 0.000 1.753 Detected 0.948 Detected 1.351 0.139 GT Sens contig813 contig813 Unknown      CGTTCTTcontig813 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig813 Solyc03g063180.1.1 AT4G2676MAP65-2  MAP65-2  chr4:134  11.5923 6.31654 31.2554 19.3469 30.7594 17.5527
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 1.481 Detected 0.950 Detected 1.216 0.056 GT Sens contig815 contig815 CONSTAN                 TGGAATGcontig815 Solyc02g Solyc02g CONSTAN              GO:00037 GO:00037        contig815 Solyc02g Tomato C  GO:00037 SL2.40ch AT5G1585COL1, AT   COL1 (co         chr5:517  1242.5 1425.87 2553.48 1317.51 3962.94 2733.83
GT Sense Sense -0.086 Comprom 0.086 Comprom 0.000 1.178 Detected 1.128 Detected 1.153 0.006 GT Sens contig817 contig817 Ulp1 prote              AGCGCACcontig817 Solyc04g Solyc04g Ulp1 protease family C-termina         contig817 Solyc10g Ulp1 protease family         SL2.40ch AT4G14746.1 6.96646 7.38041 8.35593 7.86333 17.305 16.6642
GT Sense Sense -0.572 Comprom 0.572 Detected 0.000 0.933 Detected 1.086 Detected 1.010 0.223 GT Sens contig828 contig828 2-oxoglut                   TGAAGAAcontig828 Solyc11g Solyc11g 2-oxoglut                GO:00103 |GO:00164  contig828 Solyc11g 2-oxoglut                 GO:00103 SL2.40ch AT3G13610.1  oxidored       chr3:444  8.03771 16.7238 31.4372 11.5279 23.6086 26.1654
GT Sense Sense -0.853 Detected 0.853 Detected 0.000 1.650 Detected 1.845 Detected 1.748 0.179 GT Sens contig837 contig837 MYB tran                    TAAAATG contig837 Solyc12g Solyc12g MYB transcription factor MYB7               contig837 Solyc12g MYB transcription fa                SL2.40ch AT1G5665PAP1, MY     PAP1 (PR            chr1:212  12.7257 39.0875 73.2438 39.6828 74.6423 85.186
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 1.679 Detected 1.388 Detected 1.533 0.009 GT Sens contig841 contig841 Unknown      GGAATTTcontig841 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig841 Solyc10g Unknown Protein (A  SL2.40ch AT5G38720.1  unknown   chr5:155  1534.63 1458.79 2307.85 2799.83 5108.66 4162.05
GT Sense Sense -0.324 Detected 0.324 Detected 0.000 1.645 Detected 1.397 Detected 1.521 0.048 GT Sens contig852 contig852 Wound in         ATCAGAGcontig852 Solyc07g Solyc07g Wound induced protein (AHRD   contig852 Solyc07g Wound induced pro     SL2.40ch AT5G24010.1  protein k     chr5:811  87.0352 128.311 343.095 163.625 352.528 295.855
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 3.003 Detected 2.911 Detected 2.957 0.003 GT Sens contig860 contig860 Gibberelli                    TACTGTGcontig860 Solyc04g Solyc04g Gibberellin-regulated family pr               contig860 Solyc04g Gibberellin-regulate                 SL2.40ch AT1G10588.2  Encodes       chr1:350  21.1917 24.6723 137.749 67.2174 195.487 182.863
GT Sense Sense -0.298 Comprom 0.298 Detected 0.000 1.569 Detected 1.029 Detected 1.299 0.084 GT Sens contig875 contig875 Mutator-li                  GAAAAAT contig875 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig875 Solyc10g Unknown Protein (A  SL2.40ch AT5G60810.2 7.98645 11.3539 11.9063 5.96649 30.1349 20.6591
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 1.385 Detected 1.252 Detected 1.319 0.032 GT Sens contig886 contig886 Cytochro                    TACCAAAcontig886 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198     contig886 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G4830CYP71A2   CYP71A2               chr3:178  2596.24 3365.66 10176.6 4667.25 8234.9 7486.6
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 1.325 Detected 1.427 Detected 1.376 0.032 GT Sens contig890 contig890 Ribose-ph                  AAAGCTCcontig890 Solyc07g Solyc07g Ribose-ph               GO:00091 GO:00091     contig890 Solyc07g Ribose-ph                GO:00428 SL2.40ch AT2G42910.1  ribose-ph           chr2:178  131.06 173.633 218.975 198.983 403.065 431.181
GT Sense Sense 0.513 Detected -0.513 Comprom 0.000 1.368 Detected 1.170 Detected 1.269 0.136 GT Sens contig895 contig895 Mutator-li                   GTGAAGAcontig895 Solyc10g Solyc10g Mutator-li                GO:00082 GO:00082   contig895 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT5G6564bHLH093  bHLH093           chr5:262  25.3282 11.7043 37.2776 26.5576 47.3821 41.1842
GT Sense Sense 0.657 Detected -0.657 Detected 0.000 4.970 Detected 4.382 Detected 4.676 0.023 GT Sens contig905 contig905 Proteinas                      GCAGAGTcontig905 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig905 Solyc09g Proteinas                    GO:00096 SL2.40ch AT3G30387.1  Encodes        chr3:119  49.0598 18.5603 40.3429 11.5482 1008.29 668.837
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 0.931 Detected 1.660 Detected 1.295 0.153 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  12.9987 22.6094 57.8868 41.7304 34.8508 57.5879
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 1.538 Detected 0.940 Detected 1.239 0.054 GT Sens contig911 contig911 Triosepho                 TCTTCTGcontig911 Solyc10g Solyc10g Triosepho              GO:00081 GO:00081  contig911 Solyc10g Triosepho               GO:00081 SL2.40ch AT2G2117TIM  TIM (TRIO       chr2:907  283.963 271.074 628.832 321.548 859.075 565.771
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 1.465 Detected 1.008 Detected 1.237 0.053 GT Sens contig911 contig911 Unknown      CTTTCAAcontig911 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig911 Solyc12g Unknown Protein (A  SL2.40ch AT5G56368.1 48.7481 59.4945 114.087 46.9105 158.558 115.165
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.123 Detected 0.935 Detected 1.029 0.015 GT Sens contig916 contig916 E3 ubiqui                     AAGAAAT contig916 Solyc03g Solyc03g E3 ubiqui                  GO:00056 GO:00056 contig916 Solyc03g036460.1.1 AT1G50990.1  protein k   chr1:189  224.433 187.785 240.789 215.076 476.941 417.182
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.198 Detected 1.229 Detected 1.214 0.000 GT Sens contig919 contig919 Unknown      CACACCTcontig919 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig919 Solyc03g Unknown Protein (A  SL2.40ch AT5G54040.1  DC1 dom    chr5:219  25.9235 24.2655 16.6891 21.1826 61.3722 62.501
GT Sense Sense 0.341 Comprom -0.341 Comprom 0.000 1.592 Detected 1.369 Detected 1.480 0.054 GT Sens contig920 contig920 E3 ubiqui                     TTCGTGAcontig920 Solyc00g Solyc00g E3 ubiqui                  GO:00056 GO:00056 contig920 Solyc03g E3 ubiqui                  GO:00165 SL2.40ch AT5G25270.1  FUNCTIO                                                                           chr5:875  6.77363 3.97235 10.0675 13.7295 16.6712 14.2414
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 1.416 Detected 1.689 Detected 1.553 0.010 GT Sens contig928 contig928 Enoyl-CoA        GGAGCAAcontig928 Solyc07g Solyc07g Enoyl-CoA-hydratase (AHRD V   contig928 Solyc07g Defensin              GO:00304 SL2.40ch AT3G44920.1 14.7495 12.4965 34.3216 46.3483 38.6421 46.5353
GT Sense Sense 0.149 Comprom -0.149 Comprom 0.000 1.965 Detected 1.431 Detected 1.698 0.031 GT Sens contig949 contig949 Unknown      GAAAATGcontig949 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig949 Solyc02g Auxin-repressed pro              SL2.40ch AT5G44578.1  unknown   chr5:179  5.00259 3.82996 5.40332 2.04829 18.2236 12.5484
GT Sense Sense 0.030 Detected -0.030 Comprom 0.000 1.581 Detected 0.868 Detected 1.225 0.076 GT Sens contig968 contig968 Ulp1 prote              TTGTCTGcontig968 Solyc06g Solyc06g Ulp1 protease family C-termina         contig968 Solyc01g Ulp1 prote                       GO:00065 SL2.40ch AT1G14480.1  protein b   chr1:495  12.1537 10.9634 13.2376 23.8066 36.821 22.4046
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 2.675 Detected 2.444 Detected 2.559 0.002 GT Sens contig980 contig980 MYB tran                   TATGTGAcontig980 Solyc06g Solyc06g MYB transcription factor (AHR              contig980 Solyc06g MYB transcription fa               SL2.40ch AT5G5978MYB59, A   MYB59 (M           chr5:240  88.3147 84.4902 424.956 340.475 588.447 499.583
GT Sense Sense 0.352 Detected -0.352 Detected 0.000 1.342 Detected 1.448 Detected 1.395 0.060 GT Sens contig993 contig993 Unknown      TATTAGAcontig993 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig993 Solyc04g 30S ribos                    GO:00055 SL2.40ch AT3G4604RPS15AD  RPS15AD          chr3:169  1233.74 712.149 1361.89 1046.45 2533.05 2719.68
GT Sense Sense 0.742 Detected -0.742 Detected 0.000 3.100 Detected 2.344 Detected 2.722 0.082 GT Sens contig994 contig994 Proteinas                      GTCATAGcontig994 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig994 Solyc09g Proteinas                    GO:00096 SL2.40ch AT5G5539EDM2  EDM2; tr    chr5:224  5812.9 1955.79 7512.15 3626.32 30835.7 18200.4
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 1.655 Detected 1.097 Detected 1.376 0.039 GT Sens contig994 contig994 Thioredox                 TAACTAC contig994 Solyc05g Solyc05g Thioredox              GO:00454 GO:00454     contig994 Solyc05g Thioredox               GO:00324 SL2.40ch AT1G6988ATH8  ATH8 (thi     chr1:263  351.147 322.535 587.162 552.928 1129.88 765.594
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A 96 P00 Sense 0.296 Detected -0.296 Detected 0.000 -2.898 Detected -1.658 Detected -2.278 0.080 A 96 P00 Dea1 NM 00124Solanum       CTTATGAGCAATGTTCAAGTGTGTGGTAACTTCTTGTTTCCTTTGTAGCTTGAAATAAGT 1536.27 959.593 242.724 63.6174 173.729 409.182
A 96 P00 Sense 0.083 Detected -0.083 Detected 0.000 -1.956 Detected -1.690 Detected -1.823 0.007 A 96 P00 BI933507 BI933507 EST55339              GGGTGTCATTGAGGAGTTCCTCAAAGTGATTTACGCTCTATTTCAGATCTCGACTTCACT 9325.9 7824.62 1551.92 2137.89 2347.34 2814.72
A 96 P01 Sense 0.003 Detected -0.003 Detected 0.000 -3.446 Comprom -1.396 Comprom -2.421 0.142 A 96 P01 BG123694BG123694EST46934    AATCAAAGCTTGGTGATTGTATGAGAGCTGCTTCGATTCGAAAGGAGCGTTACAGAGGAT 19.4017 18.1902 1.68552 1.92534 1.83772 7.59141
A 96 P01 Sense 0.036 Detected -0.036 Detected 0.000 -1.352 Detected -0.884 Detected -1.118 0.042 A 96 P01 LOC54370NM 00124Solanum     AATTATGGAAGATTTGATAGTTGTGTTGGGGGTATGGGGGTTATTGCCAAGTAGATTTTG 17551.1 15700.2 11171.1 9114.45 6933.16 9561.67
A 96 P01 Sense 0.434 Detected -0.434 Detected 0.000 -1.704 Detected -1.146 Detected -1.425 0.110 A 96 P01 XTH9 NM 00124Solanum       ATTCTAAGAGGTTTCCTCAAGGCTTTTCTGCTGAATGCAAGAGTTCAAGATTTTAATGAA 78177.5 40321.8 15525.9 31887.3 18382.4 26978.1
A 96 P02 Sense -0.107 Detected 0.107 Detected 0.000 -1.371 Detected -0.865 Detected -1.118 0.055 A 96 P02 BI924670 BI924670 EST54455                GAATCAGCAAAGCCAGTACCACTTGATCGCTTGAAAAGCAGATTGATCTTCCATGACGGT 2421.17 2641.44 683.522 815.745 1042.35 1475.94
A 96 P02 Sense -0.025 Detected 0.025 Detected 0.000 -1.081 Detected -1.067 Detected -1.074 0.001 A 96 P02 BM41197 BM41197 EST58630              TATTGGTAATGTTGGAGACTCTAAAGCTGTGCTGGGTACAAGAGGCGAGGATGATTCTCT 1111.79 1082.44 327.546 377.656 552.954 556.809
A 96 P02 Sense 0.222 Detected -0.222 Detected 0.000 -2.055 Detected -1.275 Detected -1.665 0.066 A 96 P02 AK321821 AK321821 Solanum        TGAACAGTCATTAGGAACAATTCATTATGGAAGTGCAAAGTGTTTTGATGGTTTGACAGC 70.4688 48.7089 13.1022 10.1245 15.036 25.7434
A 96 P02 Sense -0.104 Detected 0.104 Detected 0.000 -1.130 Detected -1.193 Detected -1.161 0.009 A 96 P02 BE462523 BE462523 EST32478                CTTTCAGTCCAGGATTTATTGGGATGGGCTTGTCCTATGGTCTTTCCTTAAACATGTCTC 802.139 871.213 217.045 274.911 407.381 388.815
A 96 P02 Sense 0.123 Detected -0.123 Detected 0.000 -2.197 Detected -1.819 Detected -2.008 0.012 A 96 P02 AK323033 AK323033 Solanum        CTCTGTGGTCAACAACTAGTTCAAAGTCAAAGGCAAAGGCTAGCAATTCTAGCTCTCATA 3002.14 2381.61 595.803 798.647 621.878 805.992
A 96 P04 Sense -0.011 Detected 0.011 Detected 0.000 -1.160 Detected -1.237 Detected -1.198 0.001 A 96 P04 BI932208 BI932208 EST55209                  CTTTCCTTAGACGACTTCGTGTTACCTCAGTACAGGGAAGTAGGGGTTATATTATGGCGT 3994.65 3813.89 1835.41 1877.55 1863.29 1760.17
A 96 P04 Sense 0.039 Detected -0.039 Detected 0.000 -1.661 Detected -1.780 Detected -1.721 0.002 A 96 P04 BE450613 BE450613 EST40150               GCTGGCATATTTGCTTGCAAAATGGTCTATGATCTATGTCAACTGATCAGCAGTTTTTAC 392.121 349.421 127.182 129.316 124.861 114.556
A 96 P04 Sense 0.143 Detected -0.143 Detected 0.000 -1.421 Detected -1.073 Detected -1.247 0.031 A 96 P04 BI935337 BI935337 EST55522              TATTTCCGACAGTTGTTGAAACCTGTCACGTAGTTTCGTCTTTCTTGGTGGTGCATCTTA 362.482 279.756 68.9735 89.3244 126.822 160.972
A 96 P04 Sense 0.477 Detected -0.477 Detected 0.000 -3.118 Detected -3.869 Detected -3.493 0.029 A 96 P04 AK320454 AK320454 Solanum        TGAAGCAGATGAAATTGATATTGTGATTCATAATCCAGCTGTCGAGAAGGACCCGGCTTG 3080.83 1495.74 95.3953 119.86 263.758 156.242
A 96 P05 Sense -0.140 Detected 0.140 Detected 0.000 -0.990 Detected -1.146 Detected -1.068 0.022 A 96 P05 AK325211 AK325211 Solanum        CAAGTCAAGATCTTAATTTCAGTCCTCCCCATATTTGCTTGCACTATTATTTTCAATACC 431.068 492.454 158.721 252.099 247.432 221.395
A 96 P05 Sense 0.140 Detected -0.140 Detected 0.000 -1.171 Detected -0.932 Detected -1.052 0.029 A 96 P05 AK320962 AK320962 Solanum        AGAAGCGTTTGATGTTTTTGACGAGAACGGGGATGGATTTATATCGGCGAAGGAATTGCA 32126.1 24898.1 9616.27 10433.2 13391 15756.4
A 96 P05 Sense -0.279 Detected 0.279 Detected 0.000 -1.496 Comprom -1.438 Comprom -1.467 0.035 A 96 P05 AI771973 AI771973 EST25307            CAAGTTGACTATCTACTTGGAGATAATCCAAGAGCGACAAGTTACATGGTGGGATACGGT 19.1597 26.5242 5.46508 2.70688 8.52296 8.84683
A 96 P05 Sense 0.033 Detected -0.033 Detected 0.000 -1.263 Detected -1.080 Detected -1.172 0.007 A 96 P05 AK327718 AK327718 Solanum        AGCTGGACAAAGTTAGGGAAATATGCAAGTGCATTCTAATTGGTCTAGATTATTTGCACA 164.417 147.831 57.4673 69.885 69.2503 78.4221
A 96 P05 Sense 0.241 Detected -0.241 Detected 0.000 -1.614 Detected -1.434 Detected -1.524 0.027 A 96 P05 BI922989 BI922989 EST54289             GAAGGAATATTCCGGGTTCAAATGTCAAAGCGGATTAGTAAAAGCCATTGTTGTATACGG 1927.23 1298.95 577.288 738.602 551.395 622.43
A 96 P05 Sense 0.053 Detected -0.053 Detected 0.000 -1.460 Detected -1.131 Detected -1.296 0.017 A 96 P05 TA45520 TA45520 Rep: Indo            TCATGATGTCAGAGTCGGAACCATTGATTCCCATAATTACACCGATCTCTCAATTCGAGA 72.4013 63.3251 23.5524 44.0156 26.248 32.8637
A 96 P06 Sense -0.025 Detected 0.025 Detected 0.000 -1.269 Detected -1.377 Detected -1.323 0.002 A 96 P06 DB679671DB679671DB679671              GGTGGGCTGAAGATTTAGCTGAATTGAGCATAGACCTATACTGGAGAAGTATGATAGCTA 128.666 125.284 41.4967 41.1766 56.1665 51.9723
A 96 P06 Sense 0.014 Detected -0.014 Detected 0.000 -1.186 Detected -1.127 Detected -1.156 0.001 A 96 P06 BI931461 BI931461 EST55135                  TGGGATTGGAAGATTGTGTTGAGAAAATTGATGCTCAACGCGTTTTTGGGTATGCCCTTT 700.829 646.757 215.398 264.222 315.574 327.853
A 96 P06 Sense 0.194 Detected -0.194 Detected 0.000 -1.845 Comprom -0.962 Detected -1.404 0.101 A 96 P06 AK329513 AK329513 Solanum        CGATCGATACACTAATCCTTGTAAACTTTGCTTATATTTTTGCACGAGTACTGGATATGT 33.4643 24.0789 10.4821 24.3145 8.42373 15.4913
A 96 P06 Sense -0.025 Detected 0.025 Detected 0.000 -1.476 Detected -1.852 Detected -1.664 0.013 A 96 P06 AK326974 AK326974 Solanum        ATTGAGCTTTCTGCTATTTCTATTGCTCAATCAGTCATTGGAACCTTCTCTTTCGGGTTC 521.583 508.237 173.208 214.433 197.343 151.662
A 96 P06 Sense 0.089 Detected -0.089 Detected 0.000 -1.392 Detected -1.454 Detected -1.423 0.004 A 96 P06 AK319287 AK319287 Solanum        GTCTTTGGCTGGTTCAAATAGATTCGATCTTCAACCATCATCGCATAACAATACTCATTC 323.107 268.735 63.1159 78.7218 119.754 114.323
A 96 P06 Sense 0.113 Detected -0.113 Detected 0.000 -1.686 Detected -1.671 Detected -1.678 0.005 A 96 P06 BM40986 BM40986 EST58418              TTGTCGATAGCTTTGAAGGGATCAGTGTACGAGAGGCGAAGACAGAATCCTTCATTGTCA 1689.27 1359.15 443.513 443.897 502.304 506.039
A 96 P06 Sense 0.167 Detected -0.167 Detected 0.000 -1.221 Detected -1.348 Detected -1.284 0.019 A 96 P06 DB688045DB688045DB688045              GTGCAAAAGCAACAATAAACGTATGGGAACCATCAATCGAAGTAGTGAACGAGTTTAGTC 578.395 431.571 159.483 163.246 228.568 208.721
A 96 P06 Sense 0.053 Detected -0.053 Detected 0.000 -2.723 Detected -2.670 Detected -2.696 0.000 A 96 P06 AK247485 AK247485 Solanum        TGATGAACTTGAGAGAATTGAGAAATCAGGCGGGAAGGTCATCAATTGGAATGGGCATCG 646.816 565.31 63.1712 60.2045 97.6446 101.043
A 96 P06 Sense -0.062 Detected 0.062 Detected 0.000 -1.272 Detected -1.017 Detected -1.144 0.015 A 96 P06 TA47822 TA47822 Rep: Chro              TTTCAGCCCATGCTTATGTTAGGCATCACAGTTGGTGTTTCTCTCAGTGTTGTTTTCCCC 1535.64 1573.74 691.9 556.26 686.679 816.886
A 96 P06 Sense 0.405 Detected -0.405 Detected 0.000 -2.520 Comprom -1.590 Detected -2.055 0.079 A 96 P06 AK320411 AK320411 Solanum        GTTGGATTTTCGTGCTGATTATATTGCGCCTTCAGTTCAAAAACTCTCCACATTTTGTAC 47.7008 25.5981 5.3194 11.8037 6.4984 12.3442
A 96 P06 Sense -0.037 Detected 0.037 Detected 0.000 -1.180 Detected -1.089 Detected -1.134 0.003 A 96 P06 AK328285 AK328285 Solanum        AGCTATCTGCTTACAAATATGGCTTTTCGGGGCAGTCGACATCATGTTTATCATTGAAGA 418.975 415.002 153.618 141.972 196.313 208.363
A 96 P07 Sense 0.053 Detected -0.053 Detected 0.000 -1.619 Detected -1.423 Detected -1.521 0.005 A 96 P07 AK321205 AK321205 Solanum        TTTCTGTACTATCGGAAGCTAAAGCAGAGGATATGCCAAAAGGAGTTGTTATCCACCCTG 413.874 361.824 106.567 100.407 134.379 153.46
A 96 P07 Sense 0.030 Detected -0.030 Detected 0.000 -1.940 Detected -1.712 Detected -1.826 0.004 A 96 P07 AK325762 AK325762 Solanum        TATTCTGATGGTCCTGAAACAATGTCACCTACCGAATCCTTATCCTTGAACTGCAGTGTC 60.9724 55.052 15.8429 15.0465 16.1052 18.8031
A 96 P07 Sense 0.330 Detected -0.330 Detected 0.000 -1.169 Detected -2.282 Detected -1.726 0.117 A 96 P07 BI925698 BI925698 Unknown GAGCAGTGCGATCTTATTTTGGCTTCTCATTTACTCTCTTCTTTCCCCGTACTAGATTCT 569.242 338.896 70.7448 114.315 208.318 95.9879
A 96 P07 Sense 0.089 Detected -0.089 Detected 0.000 -1.284 Detected -1.335 Detected -1.309 0.005 A 96 P07 AK323086 AK323086 Solanum        AGATAAGAAGTCGTGGGTCCCAAACATTGAGGGATGTCATTTTGAAGAGTTCAGACGAAG 10618 8826.01 2896.9 3212.21 4238.38 4081.05
A 96 P07 Sense -0.062 Detected 0.062 Detected 0.000 -1.202 Detected -1.349 Detected -1.276 0.006 A 96 P07 AK327099 AK327099 Solanum        GTGGTCTGAGGAAGAGCACAAAAAGTTCCTTGAAGCATTAAAGCTTCATGGTAGGGCATG 1326.45 1360 416.416 421.408 622.537 560.572
A 96 P07 Sense -0.025 Detected 0.025 Detected 0.000 -1.476 Detected -1.530 Detected -1.503 0.001 A 96 P07 TA41489 TA41489 Rep: Chro              CTAATTTTATGATTGGCTCACTTTCACCCAACACTGAGACAGCTGAAGAAAACCAGACCA 312.616 304.501 51.2056 82.8766 118.289 113.599
A 96 P07 Sense 0.037 Detected -0.037 Detected 0.000 -0.993 Detected -1.203 Detected -1.098 0.010 A 96 P07 AML1 NM 00124Solanum     ATAATGATTGAAGCAATCCATCCTGGTGGTACCAGACGGTTGTCGCAGCAATTTCCTTCT 226.702 202.549 72.7067 107.586 114.777 98.9673
A 96 P08 Sense 0.386 Detected -0.386 Detected 0.000 -0.937 Detected -2.317 Detected -1.627 0.176 A 96 P08 BI935704 BI935704 EST55559              CTTGCCTAGTTACATGGTCAAAAATGGGATCACCATAGAAAGATACCTAACCCGGCTTTT 120.263 66.2956 19.5938 25.9583 49.7426 19.0474
A 96 P08 Sense 0.075 Detected -0.075 Detected 0.000 -1.161 Detected -1.181 Detected -1.171 0.004 A 96 P08 AK319948 AK319948 Solanum        CGCACTGCTTTGGGAGATTGGGATTCTAGCAATGCAGAGTCTTTAATCAGATATACGGGT 212.602 180.201 53.6656 50.2216 93.3286 91.8021
A 96 P08 Sense 0.410 Detected -0.410 Detected 0.000 -2.703 Detected -1.878 Detected -2.290 0.059 A 96 P08 AW621399AW621399Unknown ACACGAGAAATTTGAGCTTGAAGAACAAAAAATGAAACCAGTGCTCATTTCTGTGAAAGC 3159.65 1683.13 624.767 1070.21 377.771 666.923
A 96 P08 Sense 0.129 Detected -0.129 Detected 0.000 -1.095 Detected -1.586 Detected -1.340 0.040 A 96 P08 BT013803 BT013803 Lycopers       TGCATTAGACCTAGCAGTATTTTTGGGCCCTGGTGATAGGTTGCTAGTTCCTTCACTAGT 211.709 166.595 74.7368 70.1916 93.7701 66.5164
A 96 P08 Sense -0.073 Detected 0.073 Detected 0.000 -1.365 Detected -1.066 Detected -1.215 0.018 A 96 P08 BP881476 BP881476 BP881476             ATAATCTGTACACTCCTCTTCCACGAGTACTGTAGGCAAAGGTTTGAACCATTGTTCAAG 130.35 135.715 69.1579 56.8874 55.082 67.555
A 96 P08 Sense 0.211 Detected -0.211 Detected 0.000 -0.962 Detected -1.222 Detected -1.092 0.048 A 96 P08 AK324807 AK324807 Solanum        GATAACAACGGAATTATCACTTTTGAGGAGTGGGAGGGATTTTCTTCTACTCTATCCACA 270.054 189.739 93.6841 68.3903 123.9 103.171
A 96 P08 Sense 0.397 Detected -0.397 Detected 0.000 -1.103 Detected -2.368 Detected -1.735 0.146 A 96 P08 LOC10073NM 00124Solanum       GCCTCAAGCCAATGCCTTCATTGATATGTTTGTTACTGGACTTGCTAGTTACAATGGTCA 472.805 256.46 57.646 97.2257 172.907 71.7052
A 96 P09 Sense 0.184 Detected -0.184 Detected 0.000 -1.071 Detected -1.016 Detected -1.044 0.030 A 96 P09 AK325168 AK325168 Solanum        GCATCAACAAGCAAATATAGGGAGTCATTTGGAAATCTCATCTAATACTGAAAGGGATGT 175.308 127.87 46.2926 55.9943 75.9752 78.7182
A 96 P09 Sense 0.162 Detected -0.162 Detected 0.000 -1.892 Detected -1.632 Detected -1.762 0.014 A 96 P09 BI933507 BI933507 EST55339              TAATATTGTCTCGGATAGGCTTGGTTGCAGCGTAAGCTTTTCTGAATGCGGAGGAATTGA 9601.31 7221.21 1554.27 2193.24 2392.12 2855.98
A 96 P09 Sense 0.333 Detected -0.333 Detected 0.000 -1.906 Detected -1.250 Detected -1.578 0.078 A 96 P09 AK326818 AK326818 Solanum        GCAAAGCGTGTAGAAATGTAGATTTTCATTGTATTTGCACCCTCTCTGTAATCATATCAA 14749.5 8748.36 3866.01 5784.78 3232.56 5076.57
A 96 P10 Sense 0.317 Detected -0.317 Detected 0.000 -2.899 Detected -2.063 Detected -2.481 0.042 A 96 P10 TA46353 TA46353 Rep: Arab           GAGAATCACAACAACAACAATGATGCTTTCTCGGAGAATCACAACCCACAACATGATGGG 862.958 523.011 157.168 147.172 96.0384 170.94
A 96 P10 Sense 0.468 Detected -0.468 Detected 0.000 -1.724 Detected -1.678 Comprom -1.701 0.068 A 96 P10 DB679671DB679671DB679671              TTCAAGTTAAGGGTAGTAGATATTTGCTTCACAAGTTTCCCCTGCTGTCAAAGTGTTCAA 44.7363 22.0108 13.6397 10.9978 10.1324 10.4263
A 96 P10 Sense 0.462 Detected -0.462 Detected 0.000 -1.374 Detected -1.219 Detected -1.296 0.110 A 96 P10 AK322902 AK322902 Solanum        AAGTCTTAAAGATTCACAAGTGATGGAAATAGCAAAAGGTTTGGAGAAAGCAGGACACCC 177.992 88.2229 48.8401 40.1934 51.5649 57.2275
A 96 P10 Sense 0.080 Detected -0.080 Detected 0.000 -1.264 Detected -1.296 Detected -1.280 0.004 A 96 P10 AK325759 AK325759 Solanum        AGAGGCAAGAAAATGATGATAAAGGAGTTTTGTGTAACAAGTGCAGGCCAAGCAATAGGG 739.593 623.277 259.296 459.522 301.569 293.929
A 96 P10 Sense -0.148 Detected 0.148 Detected 0.000 -0.926 Detected -1.107 Detected -1.016 0.028 A 96 P10 AK247316 AK247316 Solanum        CATAAGTTAAAATTGGCATCCATATTAGAAGCTATCGGCAGTCAAATTCATCGAGAAGAT 22.8759 26.4285 5.75746 7.05022 13.8043 12.1386
A 96 P10 Sense -0.036 Detected 0.036 Detected 0.000 -1.515 Detected -1.013 Detected -1.264 0.038 A 96 P10 AK247169 AK247169 Solanum        CTGAAGTCAGCCATGGATGCAGAATGGAATTTATAGCCATGACCTCATTGCCTGATATTA 307.585 304.397 203.084 171.326 114.142 161.186
A 96 P11 Sense -0.380 Detected 0.380 Detected 0.000 -1.679 Detected -1.194 Detected -1.437 0.086 A 96 P11 AK319706 AK319706 Solanum        TTCCCAAGAAACCCCATTATAAGGCCCATTGAAGCTCTACGCGCTATTTATGGAGATGAA 5604.52 8927.2 3638.7 5670.59 2355.42 3286.02
A 96 P11 Sense 0.001 Detected -0.001 Detected 0.000 -3.631 Detected -1.036 Detected -2.334 0.214 A 96 P11 AK326693 AK326693 Solanum        ACGTCATTTAAGATCGTGCAAAGAGCTTTTGAGGCTCTTTAGTAAAGCTTTATGTTCTTT 210.973 198.152 165.486 76.2036 17.5959 106.016
A 96 P12 Sense 0.185 Detected -0.185 Detected 0.000 -1.875 Detected -1.965 Detected -1.920 0.010 A 96 P12 AK328502 AK328502 Solanum        AAGAGAGATAAAGCATCATTCTTGCTGGAGGTTATCGAATATATTCAATTCCTACAAGAG 618.833 450.827 89.055 114.44 153.556 143.847
A 96 P13 Sense 0.152 Detected -0.152 Detected 0.000 -1.238 Detected -1.282 Detected -1.260 0.015 A 96 P13 LOC10013NM 00124Solanum        GGAAACCTGATCAACCAGAGAAGGCACAAATGACCATTTTTTATGGTGGACAAGTCATTG 19416.5 14788.8 4217.88 4405.79 7663.47 7410.34
A 96 P13 Sense 0.347 Detected -0.347 Detected 0.000 -1.004 Detected -1.018 Detected -1.011 0.100 A 96 P13 AI771618 AI771618 Unknown TGCATTTGGGTGTATACTCATGGCACTTGTAGCAAAGTTGGATTACTTGGTATGGGTAAG 130.339 75.8312 29.8553 46.451 52.8768 52.1857
A 96 P13 Sense -0.548 Detected 0.548 Detected 0.000 -3.045 Comprom -1.672 Comprom -2.359 0.115 A 96 P13 AI772225 AI772225 Unknown TGTAAATGTTGGCTCAACAGCTTATTGGCTTTCTCTTTTGGTGGAATTTGAGGATGGAGA 13.0099 26.1787 6.41947 1.98015 2.38449 6.1556
A 96 P13 Sense 0.072 Detected -0.072 Detected 0.000 -1.199 Detected -0.821 Detected -1.010 0.038 A 96 P13 AI774692 AI774692 Unknown GATTTTTTCCCTTATTCAGAAGGGTTTCCACGTAAAATTCTTGGTGTCGTTATTTTCCTA 1948.55 1658.35 987.692 1350.49 834.812 1081.8
A 96 P13 Sense -0.153 Detected 0.153 Detected 0.000 -2.288 Detected -1.048 Detected -1.668 0.121 A 96 P13 AI777414 AI777414 Unknown TTGCAAGAAGAACCATGGAGAAGAGGAAGTTGAATTGGATGGGAGTTTTGAGTATAGCAA 1216.8 1416.36 426.601 478.568 286.561 675.189
A 96 P13 Sense 0.312 Detected -0.312 Detected 0.000 -2.690 Detected -1.585 Detected -2.137 0.078 A 96 P13 Dea1 NM 00124Solanum       ACGTCTCATTCCCAAATAAGTTGGGGTCACCTATATGAATGTTCATTCTATCACTACTAT 267.385 163.262 32.7007 8.93059 34.5349 74.0577
A 96 P13 Sense 0.164 Detected -0.164 Detected 0.000 -1.303 Detected -1.954 Detected -1.628 0.047 A 96 P13 AK319952 AK319952 Solanum        TCATATGAGTTGGATGTTTGATACCAACACCCTTACTGAGAGGTGTGGGAAGCCCAATAA 223.002 167.22 45.3953 19.4415 83.4499 52.9993
A 96 P14 Sense 0.334 Detected -0.334 Detected 0.000 -1.901 Detected -2.043 Detected -1.972 0.029 A 96 P14 AI897649 AI897649 Unknown GGAAGAGCACCTAGAGGTGAAAAAACTAATTGGGTCATGCATGAATATAGATTAGATGGA 1086.94 643.507 238.665 284.344 238.804 215.741
A 96 P14 Sense 0.136 Detected -0.136 Detected 0.000 -1.396 Detected -1.537 Detected -1.466 0.011 A 96 P14 AK320285 AK320285 Solanum        TGATGTGTATCTTTCGTATCTTCCCCTGGCACATATCTTCCATCGAGTGATTGAAGAGTG 1983.17 1545.28 458.016 444.31 709.291 641.582
A 96 P14 Sense 0.385 Detected -0.385 Detected 0.000 -1.787 Detected -1.508 Detected -1.648 0.056 A 96 P14 AK321821 AK321821 Solanum        TGTTATAAATATTCACTGTATGGATCGACCTAAGCTTCTGGTTGACATTGTTTGCACCAT 239.609 132.287 37.0359 35.3189 55.0002 66.5308
A 96 P15 Sense 0.166 Detected -0.166 Detected 0.000 -1.213 Detected -0.982 Detected -1.098 0.032 A 96 P15 AK328455 AK328455 Solanum        CAAAAAACATTCAAAATCGCTTGTATGGGAAGATCCATCGGCGGCTTTAGCCAATGCTCG 4376.41 3269.9 987.381 1271.53 1739.68 2035.99
A 96 P15 Sense -0.028 Detected 0.028 Detected 0.000 -1.307 Detected -1.491 Detected -1.399 0.005 A 96 P15 AW221037AW221037Unknown ACGGAAGCACAGGAAACTACCCCTGTTAATTTATGGAGCAAACAGATCTAACTTATGGAG 246.737 241.309 51.9095 74.2866 105.172 92.27
A 96 P15 Sense 0.050 Detected -0.050 Detected 0.000 -1.696 Detected -1.492 Detected -1.594 0.005 A 96 P15 AW223765AW223765Unknown AACCCTAAATCAATCAGGGGGCAGATCATTGACCAATGCAAGCAGTCTAAAGCTTGCAAG 920.144 807.699 160.084 249.538 283.822 325.906
A 96 P15 Sense 0.160 Detected -0.160 Detected 0.000 -1.027 Detected -1.468 Detected -1.248 0.045 A 96 P15 AW442482AW442482Unknown ACGAGGATAATGTCCCTCCTTCTATTGACTGGAGGAAGAAAGGTGCTGTCACTCCTTATT 6646.45 5007.77 1877.11 3015.32 3019.17 2216.88
A 96 P16 Sense 0.246 Detected -0.246 Detected 0.000 -1.877 Detected -2.041 Detected -1.959 0.017 A 96 P16 AW625650AW625650EST31955                 GCCCAGTGGACATCGATTGTCTATGGAATTATTGATATAAACATTTAGTGAGGGACTTGG 9830.25 6572.34 2704.25 3205.38 2333.25 2076.06
A 96 P16 Sense 0.125 Detected -0.125 Detected 0.000 -1.270 Detected -1.799 Detected -1.535 0.034 A 96 P16 AW625695AW625695Unknown AAAGGTTGATGGAAAAGGCAACCATCAATAGCCAAGCACCCCACGTTCAAAACATTTAGC 217.827 172.443 35.7135 50.1296 85.6844 59.2195
A 96 P16 Sense 0.075 Detected -0.075 Detected 0.000 -1.548 Detected -1.399 Detected -1.474 0.005 A 96 P16 AK328087 AK328087 Solanum        TGTATGAACTCATGTTTCATTTGCTCTTAAACGCCGTGGCGATGGCGTATTGGGTTTGGA 176.516 149.742 37.0344 56.6911 59.274 65.5515
A 96 P16 Sense -0.044 Detected 0.044 Detected 0.000 -1.036 Detected -1.061 Detected -1.048 0.002 A 96 P16 BT014006 BT014006 Lycopers       TTTAGTGGGGATTCTGAATATAGTGACACTTTTGCTGTCGATCCCAATTATAGGAGGAGG 1259.73 1259.21 321.984 461.414 654.859 642.025
A 96 P16 Sense 0.271 Detected -0.271 Detected 0.000 -0.967 Detected -2.080 Detected -1.524 0.133 A 96 P16 LOC10073NM 00124Solanum       TTCAGAAAGAGCAGTGCGATCTTATTTTGGCTTCTCCATTTACTCTCTTCTTTCCCTTAC 539.379 348.404 69.9536 135.473 236.514 108.993
A 96 P16 Sense 0.023 Detected -0.023 Detected 0.000 -1.405 Detected -1.316 Detected -1.361 0.001 A 96 P16 AW930178AW930178Unknown AGCTTGAATTCTATTCGTCTTCGTCGGATCTTCAATGTGTTCGATAGAAATCACGACTGC 12727.4 11605.7 3110.5 3986.91 4894.81 5188.92
A 96 P16 Sense 0.160 Detected -0.160 Detected 0.000 -2.090 Detected -1.797 Detected -1.944 0.012 A 96 P16 AK323033 AK323033 Solanum        TTATTCTTCAAAGGACTCTAGTATGGATATGAGAAGCTTGCACAGTTTACCGCGTGGTAT 2591.57 1952.64 510.834 675.345 563.277 688.362
A 96 P17 Sense 0.188 Detected -0.188 Detected 0.000 -3.048 Detected -1.823 Detected -2.436 0.063 A 96 P17 Dea1 NM 00124Solanum       CAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGTGAACAAACAAACAATAGCTACTACG 653.601 474.061 92.2544 23.8354 71.7681 167.258
A 96 P17 Sense 0.171 Detected -0.171 Detected 0.000 -1.957 Detected -1.688 Detected -1.822 0.014 A 96 P17 AK323033 AK323033 Solanum        CTCTACTATGGATATGAGAAGCTAGCACAGCTTACCGCGTGGTATTATCCAAGCAAGATC 1489.7 1106.57 318.342 388.183 352.739 423.77
A 96 P17 Sense -0.130 Detected 0.130 Detected 0.000 -1.447 Detected -0.928 Detected -1.187 0.055 A 96 P17 LOC54416NM 00124Solanum      GATCACAGTCAAGGAACTGGTGTTGCAAACGCCGGTTTACTCTATTTCAATAACCGATTA 234.92 264.837 71.5384 117.196 97.5774 139.407
A 96 P17 Sense -0.156 Detected 0.156 Detected 0.000 -1.013 Detected -0.991 Detected -1.002 0.023 A 96 P17 BT014602 BT014602 Lycopers       GGCAGAAGCTATCATGGCATTGTTTTCTTGAGGAACTTCTCAACTTTGACAGCACCATGT 34.977 40.8341 19.9172 14.7006 19.9756 20.2166
A 96 P18 Sense 0.153 Detected -0.153 Detected 0.000 -1.594 Detected -1.226 Detected -1.410 0.028 A 96 P18 BF097495 BF097495 Unknown GATAACGAAGCGGTTGTCGTCGATGAGGGATCAGTTTGATGATGAGAAAGTGGTGATTAA 406.175 309.192 83.0361 112.63 125.191 161.103
A 96 P18 Sense 0.115 Detected -0.115 Detected 0.000 -2.020 Detected -1.724 Detected -1.872 0.010 A 96 P18 BI933507 BI933507 EST55339              TCAACAAAGTTGGTTGTAAAGCCTGATATGTTGTTTGGCAAGCGTGGACAGAGTGGACCA 2258.21 1812.01 295.879 410.135 531.931 651.059
A 96 P19 Sense 0.176 Detected -0.176 Detected 0.000 -2.847 Detected -1.773 Detected -2.310 0.055 A 96 P19 Dea1 NM 00124Solanum       TAAGCCTTCTTCTTAATGTTTGTGGCAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGT 727.111 536.116 88.9021 26.3121 92.5226 194.186
A 96 P19 Sense 0.138 Detected -0.138 Detected 0.000 -3.901 Detected -3.000 Detected -3.451 0.018 A 96 P19 BI209487 BI209487 Unknown AAAGGAAGGGGTGTGTGATGAAAGCCTTTAATTTGTTACTCTTGAACTATAGTATGACAA 210.744 163.871 22.3237 16.306 13.2654 24.6926
A 96 P19 Sense 0.476 Detected -0.476 Detected 0.000 -1.708 Detected -1.145 Detected -1.426 0.123 A 96 P19 BI211145 BI211145 Rep: Xylo            GTTTCCCCAAGGCTTTTCTGCTGAATGCAAGAGTTCAAGATTTTAATGAATCAAATAAGT 65730.5 31972.6 12945.7 25788 14967.9 22044.9
A 96 P20 Sense -0.030 Detected 0.030 Detected 0.000 -1.293 Detected -1.023 Detected -1.158 0.014 A 96 P20 LOC54370NM 00124Solanum     GCAGCCCAACAAAACAATTTGTTCACCAATAATAACAACAACTTGATGATGATAGCCAAT 1448.31 1420.64 808.727 750.3 624.449 750.415
A 96 P20 Sense -0.043 Detected 0.043 Detected 0.000 -1.503 Detected -1.269 Detected -1.386 0.008 A 96 P20 BI924211 BI924211 Unknown AGAACGATAGTTCAAGAATTGCTGCTAGGCTCTCTCTGGATGCCAACAATGTTAGGTCAG 634.644 634.232 184.405 211.375 238.705 279.824
A 96 P20 Sense -0.113 Detected 0.113 Detected 0.000 -1.296 Detected -1.369 Detected -1.332 0.008 A 96 P20 BI926044 BI926044 Unknown GGAGATTTACTTTCCTCCTACTTGTCTTCAGCAAGAAAATTTCTGCGAATAAATTTTGTG 98.6106 108.504 24.0525 23.6952 44.9318 42.5858
A 96 P20 Sense 0.288 Detected -0.288 Detected 0.000 -2.400 Detected -1.828 Detected -2.114 0.035 A 96 P20 BI926779 BI926779 Unknown CACAACTTCTACTACACGTTAGAAGATGTATTGTTCGATGAAGTATCTAGAAAACAACCC 273.043 172.274 34.0138 54.8993 43.8129 64.9641
A 96 P20 Sense 0.077 Detected -0.077 Detected 0.000 -1.547 Detected -1.271 Detected -1.409 0.012 A 96 P20 BI928574 BI928574 Unknown CCGATATCCTTATGCAGTCTTATACTACATTCATTCAGAACTTTATGGTATGGGAGCAAG 29117 24640.3 8754.01 8957.47 9774.36 11801.5
A 96 P20 Sense 0.349 Detected -0.349 Detected 0.000 -1.493 Detected -2.640 Comprom -2.067 0.091 A 96 P20 AK320411 AK320411 Solanum        GTTTTCATTTTGAGGTGGAACAACAGGTGAATGGGGTATTCTTGAACTTCTTTGGTTTCA 67.238 38.9787 9.05634 18.0853 19.3999 8.72937
A 96 P20 Sense -0.234 Detected 0.234 Detected 0.000 -1.163 Detected -1.251 Detected -1.207 0.037 A 96 P20 BI934195 BI934195 Rep: 3-hy             TTTACATGTCGTTACGCTTTCTGAATTGGGTGCTATTGTTTCGTTAATTGCTTCTGTCAT 670.342 872.095 339.924 370.197 364.215 341.662
A 96 P20 Sense 0.352 Detected -0.352 Detected 0.000 -1.367 Detected -2.307 Detected -1.837 0.089 A 96 P20 LOC10073NM 00124Solanum       ACCAACCCCTCGGATTACAGTAACAGATCCAAAGCTAATAAAAGAAGTGGTGAACAGACA 191.72 110.793 22.6216 45.6295 60.2432 31.3182
A 96 P21 Sense -0.145 Detected 0.145 Detected 0.000 -1.070 Detected -0.988 Detected -1.029 0.021 A 96 P21 BP901343 BP901343 Unknown GAATTCCGAATTCAAGTCCACTATTTCTGCTAACCCTCTTCAAAATACTCTCTCTCTTAA 22.388 25.7718 12.3455 4.97381 12.2034 12.8742
A 96 P21 Sense 0.141 Detected -0.141 Detected 0.000 -1.849 Detected -3.812 Detected -2.831 0.104 A 96 P21 BP902191 BP902191 Unknown CGTTCATCTCACGACACCTTCCGATTCAATCGATAAGCGTTTCAGGCAATTTTATACTCC 413.983 320.229 74.7858 54.9563 107.767 27.5587
A 96 P21 Sense 0.079 Detected -0.079 Detected 0.000 -1.220 Detected -1.700 Detected -1.460 0.029 A 96 P21 BP902391 BP902391 Unknown GTCTCTACCTAACAATAATCGGTGGTTGCGTGCACATCTCCTCCTCCCAACATTTTGATT 1196.18 1008.6 259.132 176.52 502.858 359.401
A 96 P22 Sense 0.058 Detected -0.058 Detected 0.000 -0.978 Detected -1.177 Detected -1.077 0.011 A 96 P22 BP909889 BP909889 Unknown CTTAACAATGTTGGGGATTTAACAAGCCTTGGCTGGAAAATGGTGGAGTTCCCATTGGAT 203.355 176.654 52.0303 55.9064 102.615 89.1263
A 96 P22 Sense 0.020 Detected -0.020 Detected 0.000 -1.794 Detected -1.913 Detected -1.854 0.001 A 96 P22 PIN3 NM 00124Solanum        TGTTATGGGGATTCCATTATTGATAGCTATGTATGGTGATTATTCAGGTAGTTTGATGGT 328.975 301.238 124.87 93.5638 96.7879 88.8882
A 96 P22 Sense 0.050 Detected -0.050 Detected 0.000 -1.623 Detected -1.312 Detected -1.467 0.012 A 96 P22 CAS1 NM 00124Solanum      TGGTTCTGCTTTGAGCTATGTTACTCTGAGATTGCTTGGGGAAGGAGCTAATGATGGAGA 58.731 51.5418 12.8576 9.49757 19.0526 23.5582
A 96 P23 Sense 0.211 Detected -0.211 Detected 0.000 -1.577 Detected -1.566 Detected -1.571 0.018 A 96 P23 TA49869 TA49869 Rep: Chro              AAGTAATGAATATGAGTAAAGTGCAACATTTTATGGAGCCAGTTTTGGAGCCACTTATTC 223.097 156.672 73.3109 70.1414 66.8293 67.1518
A 96 P23 Sense -0.109 Detected 0.109 Detected 0.000 -1.046 Detected -1.255 Detected -1.150 0.017 A 96 P23 Aiv-1 NM 00124Solanum     TCATGATGCTTTATACCGGTGACACTGATGATTATGTGCAAGTGCAAAATCTTGCGTACC 433.472 474.447 176.78 189.682 234.23 202.053
A 96 P23 Sense 0.204 Detected -0.204 Detected 0.000 -1.181 Detected -1.237 Detected -1.209 0.028 A 96 P23 BT013589 BT013589 Lycopers       TAAAAAGTTGCTAAATGACAACCCTTTTCTTCTTAATGAACGTAACCCTGTTATGGTGCA 362.496 257.145 90.6881 116.222 143.59 137.729
A 96 P23 Sense -0.026 Detected 0.026 Detected 0.000 -0.849 Detected -1.281 Detected -1.065 0.039 A 96 P23 AK324297 AK324297 Solanum        CCGAGAAGGTATCCGAGTCATGGGGAGGTGTTGGAGTATTTGAATGATTTTGCTGTTGAT 2677.07 2612.78 1079.1 1319.84 1565.31 1157.42
A 96 P23 Sense 0.063 Detected -0.063 Detected 0.000 -0.854 Detected -1.242 Detected -1.048 0.036 A 96 P23 Fad7 NM 00124Solanum        CTTCCGTTTCTGTTTCCGCCACCAGTTTGAATTTGAGAAGAATTTCACCTTCACCTATAC 1541.73 1329.77 577.985 357.132 844.729 643.624
A 96 P23 Sense 0.172 Detected -0.172 Detected 0.000 -1.475 Detected -1.362 Detected -1.418 0.016 A 96 P23 BT013589 BT013589 Lycopers       GATGAACTAGAAAGCGAATTATCTAAAATAGTGGGGCTAGATGAACTTAAACTGCAACTC 722.819 535.52 140.822 188.343 238.687 257.367
A 96 P24 Sense 0.101 Detected -0.101 Detected 0.000 -1.104 Detected -1.017 Detected -1.061 0.011 A 96 P24 DB719809DB719809Unknown CACAGTTGTAATCTTTTCTTCTTTGGTTTTGCAAAAACCTTTCGTTAGGGTTTTCGTTCA 366.845 299.957 118.163 164.435 164.533 174.279
A 96 P24 Sense 0.135 Detected -0.135 Detected 0.000 -1.342 Detected -0.910 Detected -1.126 0.048 A 96 P24 AK328462 AK328462 Solanum        GGTGATCTTGGATATGCTTCTGAGCTCGGTAATTATACCGAATATAGCGGTGCTCCAAAT 8984.25 7008.01 2261.26 3021.88 3337.97 4490.15
A 96 P24 Sense 0.173 Detected -0.173 Detected 0.000 -0.958 Detected -1.226 Detected -1.092 0.038 A 96 P24 PDH BT012735 Lycopers       ACGGACCGTTACTAATCTATCGGATTCTGGGTTAAAAGCCATGCTTGATTATGGGGTGGA 387.198 286.572 66.4998 140.188 182.908 151.376
A 96 P24 Sense 0.187 Detected -0.187 Detected 0.000 -2.256 Detected -1.722 Detected -1.989 0.026 A 96 P24 TA42313 TA42313 Rep: Chro              TGCTTGTCAAGAAGCTCCAGACATGTTACCCTGTGTTGTTTCTCACAAATGGAGGTACCT 7565.84 5493.37 1183.28 1872.3 1439.72 2078.32
A 96 P24 Sense -0.063 Detected 0.063 Detected 0.000 -0.844 Detected -1.647 Detected -1.246 0.092 A 96 P24 DY523456 DY523456 Rep: Chro              GACTTGCAAGACGTGCTTAGGCGTTTTGCTTTTGATACAATATGCAAGGTGTCCCTAGGT 103.353 106.129 36.196 21.0464 62.2292 35.544
A 96 P24 Sense 0.138 Detected -0.138 Detected 0.000 -1.498 Detected -1.456 Detected -1.477 0.009 A 96 P24 AK322404 AK322404 Solanum        GCAGTTCATGATTTTAATGGTATCGTGAATATTCTGTTGCATCATCCGTATCATGTTGAC 289.696 225.277 70.5908 76.3451 96.445 98.9973
A 96 P25 Sense -0.233 Detected 0.233 Detected 0.000 -2.463 Comprom -2.635 Comprom -2.549 0.009 A 96 P25 ES895760 ES895760 LET094 2  TCCATTTTGTCATACACCCCATCTATAGATGCTGATATTAGAACTTGTTCAGATGGACAT 22.0345 28.6392 2.01596 2.25361 4.85771 4.30048
A 96 P25 Sense 0.017 Detected -0.017 Detected 0.000 -1.427 Detected -1.401 Detected -1.414 0.000 A 96 P25 TC224610 TC224610 Rep: Chro              GAATGATGCTGAGCTTTTTTGGAGGGCTTCATTTGTTCCTCAAATGAAAAAATTGCCTTT 189.245 174.007 37.2564 61.4716 71.9536 73.0385
A 96 P25 Sense -0.672 Detected 0.672 Detected 0.000 -1.131 Detected -1.414 Detected -1.273 0.205 A 96 P25 ES896973 ES896973 LET111 2  CCGTTACCAGAGCTTCATCCCCTCAGATATAAGGATTTACCATTTTATGTCGTCAATAAT 23.9684 57.2848 22.0514 15.6998 18.0387 14.7847
A 96 P25 Sense 0.265 Detected -0.265 Detected 0.000 -3.057 Detected -1.935 Detected -2.496 0.057 A 96 P25 AK247279 AK247279 Solanum        TCACAAATTTTGATGATGTAGAAAAGGAATTACAAGGTGCCCGTTTCAACACGGACGAGT 217.957 142.011 45.8075 40.3338 22.5495 48.9282
A 96 P25 Sense -0.065 Detected 0.065 Detected 0.000 -1.032 Detected -1.127 Detected -1.080 0.005 A 96 P25 AW093194AW093194EST28637             TCTCCCGGTAGTGAAGACTTTGATAATGCTTCTATAGACAGTTCCACTAGCAGATTTAGT 375.365 386.393 181.41 127.217 198.587 185.352
A 96 P26 Sense -0.196 Detected 0.196 Detected 0.000 -1.143 Detected -1.689 Detected -1.416 0.052 A 96 P26 TC238121 TC238121 Rep: 3-hy             GAATTTCTATTGAAGGAAGATAGTCGTTGTGGACCTGCAACTACTCTTGGTTGTGCACCA 571.45 705.203 222.025 215.921 306.51 209.283
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -2.721 Detected -2.220 Detected -2.471 0.014 GT Sens AF098292 AF098292 Lycopers       TTTTGATAACGAGGTGTTAGGTTGATAATGTGGAGAAGTCGGAGGAAGAAAGGAGTGAAG 7192.73 5418.21 1394.15 1354.89 1009.54 1424.19
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 -2.366 Detected -1.152 Detected -1.759 0.117 GT Sens BI206022 BI206022 TPRP-F1 GTGGAGTATGAATGCTGATTTGATTGTATGAACACGAATGAATGAGGAAAAATCACCTAA 998.388 649.978 410.067 240.416 166.694 385.385
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.407 Detected -2.113 Detected -1.760 0.043 GT Sens contig100 contig100 Amino ac                 TCATCACcontig100 Solyc10g Solyc10g Amino ac                 GO:00160 GO:00160 contig100 Solyc10g Amino ac                  GO:00160 SL2.40ch AT3G19553.1  amino ac      chr3:679  756.979 592.39 184.348 305.251 269.348 164.551
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.750 Detected -1.349 Detected -1.550 0.016 GT Sens contig100 contig100 Processiv               TTGTTGCcontig100 Solyc12g Solyc12g Processiv               GO:00092 GO:00092   contig100 Solyc12g Processiv                GO:00092 SL2.40ch AT5G204 MGD2, AT   MGD2; 1         chr5:689  65.9739 60.7868 24.8539 19.0765 20.0712 26.4368
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.398 Detected -1.540 Detected -1.469 0.002 GT Sens contig100 contig100 3-deoxy-7                      TCATCTT contig100 Solyc04g Solyc04g 3-deoxy-7                      GO:00055 GO:00055         contig100 Solyc04g 3-deoxy-7                       GO:00055 SL2.40ch AT1G22410.1  2-dehydr              chr1:791  19159.8 17588.9 5995.74 7668 7428.69 6713.51
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.216 Detected -1.135 Detected -1.175 0.006 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  1464.16 1537.51 245.902 230.148 688.903 726.379
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.719 Detected -1.310 Detected -1.514 0.022 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  710.631 774.165 394.919 968.003 240.217 318.136
GT Sense Sense 0.442 Detected -0.442 Detected 0.000 -4.516 Detected -3.775 Detected -4.145 0.019 GT Sens contig101 contig101 Catalytic/                    TGGGACGcontig101 Solyc03g Solyc03g Catalytic/                    GO:00038 GO:00038       contig101 Solyc03g Catalytic/                     GO:00047 SL2.40ch AT5G24940.1  protein p        chr5:859  462.93 235.879 28.6015 47.4749 15.4017 25.6691
GT Sense Sense 0.285 Detected -0.285 Detected 0.000 -3.763 Detected -1.828 Detected -2.796 0.109 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  4614.11 2923.33 1412.05 1750.58 288.463 1099.55
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 -2.108 Detected -1.664 Detected -1.886 0.040 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  54.7622 33.0728 19.2683 45.6525 10.5264 14.2794
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.304 Comprom -0.871 Detected -1.088 0.058 GT Sens contig102 contig102 Chromod              TGGCGTTcontig102 Solyc01g Solyc01g Chromod              GO:00055 GO:00055  contig102 Solyc01g Chromod               GO:00055 SL2.40ch AT2G44980.2  transcrip       chr2:185  24.8161 18.5417 5.6913 11.4522 9.26114 12.469
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.392 Detected -1.163 Detected -1.278 0.008 GT Sens contig102 contig102 Phosphog               GTAGCGTcontig102 Solyc05g Solyc05g Phosphoglycerate mutase fam              contig102 Solyc05g Phosphoglycerate m               SL2.40ch AT3G60420.2  LOCATE                                                                  chr3:223  7696.11 7377.67 2977.8 4296.29 3060.83 3578.56
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.656 Detected -1.411 Detected -1.534 0.012 GT Sens contig103 contig103 Receptor-                 GTAGATTcontig103 Solyc06g Solyc06g Receptor-                 GO:00055 GO:00055    contig103 Solyc06g Receptor-                  GO:00055 SL2.40ch AT4G08875.1  Encodes       chr4:567  1566.98 1255.38 529.948 798.583 474.718 560.615
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.070 Detected -1.024 Detected -1.047 0.009 GT Sens contig103 contig103 Cysteine-                    TGGTTATcontig103 Solyc03g Solyc03g Cysteine-rich repeat secretory                  contig103 Solyc03g Cysteine-rich repeat                   SL2.40ch AT1G0452PDLP2  PDLP2 (P     chr1:123  392.007 423.725 226 149.93 207.05 213.069
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 -1.265 Detected -1.655 Comprom -1.460 0.062 GT Sens contig103 contig103 Os02g079                  TCTTGTT contig103 Solyc01g Solyc01g Os02g0794300 protein (Fragm                 contig103 Solyc01g Os02g0794300 prote                  SL2.40ch AT2G4419EDE1  EDE1 (EN       chr2:182  34.6473 20.6689 6.83946 10.8839 11.8771 9.03523
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.213 Detected -0.967 Detected -1.090 0.014 GT Sens contig103 contig103 BY-inesin                GACTTCAcontig103 Solyc01g Solyc01g BY-inesin                GO:00070 GO:00070  contig103 Solyc01g BY-inesin                 GO:00070 SL2.40ch AT5G27950.1  kinesin m    chr5:998  2268.91 2001.04 769.185 1231.3 980.054 1159.1
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 -1.253 Detected -0.986 Detected -1.120 0.020 GT Sens contig103 contig103 Multidrug                  AGGATGCcontig103 Solyc03g Solyc03g Multidrug                  GO:00152 GO:00152    contig103 Solyc03g Multidrug                   GO:00155 SL2.40ch AT4G23030.1  MATE eff    chr4:120  3501.17 2903.07 1746.34 2582.29 1426.61 1710.84
GT Sense Sense 0.670 Detected -0.670 Detected 0.000 -3.116 Detected -3.070 Detected -3.093 0.044 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  293.442 109.115 81.5295 28.0151 22.0104 22.6506
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.868 Detected -1.916 Detected -1.892 0.005 GT Sens contig104 contig104 BES1/BZR                 ATGATCCcontig104 Solyc03g Solyc03g BES1/BZR                 GO:00305 GO:00305   contig104 Solyc03g BES1/BZR                  GO:00305 SL2.40ch AT1G78700.1  brassino      chr1:295  439.913 343.171 74.6378 105.117 113.506 109.44
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.938 Detected -1.979 Detected -1.958 0.001 GT Sens contig104 contig104 Ribonucle              AATGTAGcontig104 Solyc05g Solyc05g Ribonucle              GO:00338 GO:00338    contig104 Solyc05g Ribonucle               GO:00045 SL2.40ch AT2G0299RNS1, AT   RNS1 (RIB      chr2:873  185907 191669 106071 86518.1 52528.6 50923.4
GT Sense Sense 0.302 Detected -0.302 Detected 0.000 -3.269 Detected -3.275 Detected -3.272 0.008 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  1399.52 866.457 228.288 141.426 121.794 120.95
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.443 Detected -1.127 Detected -1.285 0.018 GT Sens contig104 contig104 Zinc finge                 CCCTCGGcontig104 Solyc04g Solyc04g Zinc finge                 GO:00037 GO:00037       contig104 Solyc04g Zinc finge                  GO:00055 SL2.40ch AT4G39070.1  zinc finge       chr4:182  63.5626 66.8421 50.3287 41.6847 25.5614 31.7202
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 -3.433 Detected -2.472 Detected -2.952 0.032 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  1294.87 866.602 167.738 304.029 104.614 203.051
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.116 Detected -0.888 Detected -1.002 0.018 GT Sens contig104 contig104 LRR recep                  GAAAGTAcontig104 Solyc02g Solyc02g LRR recep                  GO:00055 GO:00055       contig104 Solyc02g Receptor   GO:00046 SL2.40ch AT2G23300.1  leucine-r        chr2:991  3803.87 3216.24 1927.39 1924.41 1720.91 2009.38
GT Sense Sense -0.403 Detected 0.403 Detected 0.000 -2.493 Comprom -0.936 Detected -1.715 0.190 GT Sens contig104 contig104 Cullin 1B            CATTGGGcontig104 Solyc06g Solyc06g Cullin 1B            GO:00303 GO:00303     contig104 Solyc06g Cullin 1B             GO:00303 SL2.40ch AT4G0257ATCUL1,    ATCUL1        chr4:112  24.7436 40.7244 14.0164 11.2502 6.01149 17.64
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.106 Detected -1.158 Detected -1.132 0.032 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  85.2894 106.825 39.0574 26.3259 47.3048 45.466
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.175 Detected -1.387 Detected -1.281 0.010 GT Sens contig105 contig105 Transcrip                AAATCCCcontig105 Solyc02g Solyc02g Transcription factor (Fragmen               contig105 Solyc02g Transcription factor               SL2.40ch AT3G0215PTF1, TFP   PTF1 (PL        chr3:391  5281.67 5514.07 2426.04 1954.19 2549.25 2194.24
GT Sense Sense 0.483 Detected -0.483 Detected 0.000 -0.854 Detected -1.351 Detected -1.102 0.180 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  98.8724 47.6163 106.286 199.999 40.491 28.6076
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 -1.062 Detected -1.537 Detected -1.299 0.084 GT Sens contig105 contig105 GATA tran                 AGAGTTCcontig105 Solyc01g Solyc01g GATA tran                 GO:00310 GO:00310        contig105 Solyc01g GATA tran                  GO:00310 SL2.40ch AT3G60530.1  zinc finge       chr3:223  65.0656 39.0629 8.85567 7.12069 25.7551 18.4762
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.625 Detected -1.371 Detected -1.498 0.015 GT Sens contig105 contig105 Fatty acid                GTAGTTCcontig105 Solyc10g Solyc10g Fatty acid                GO:00099 GO:00099    contig105 Solyc10g Fatty acid                 GO:00099 SL2.40ch AT5G4376KCS20  KCS20 (3        chr5:175  56686.4 44462.3 19481.8 24793.2 17353.8 20630.2
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.545 Detected -1.362 Detected -1.453 0.011 GT Sens contig106 contig106 Unknown   GAGCTGTcontig106 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig106 Solyc07g Unknown Protein (A  SL2.40ch AT3G05670.1  PHD finge     chr3:165  3396.77 2709.51 1115.32 1386.99 1108.77 1255.16
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -1.549 Detected -0.925 Detected -1.237 0.077 GT Sens contig106 contig106 Chitinase             CTAACTCcontig106 Solyc07g Solyc07g Chitinase             GO:00060 GO:00060    contig106 Solyc07g Chitinase              GO:00088 SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  433.416 314.607 240.745 243.29 134.537 206.825
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.205 Detected -1.215 Detected -1.210 0.001 GT Sens contig106 contig106 Os12g055                   TGTGATAcontig106 Solyc07g Solyc07g Os12g0554100 protein (Fragm                  contig106 Solyc07g Os12g0554100 prote                   SL2.40ch AT5G20680.3  unknown   chr5:699  984.994 870.209 315.208 416.905 428.118 424.124
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.676 Detected -1.349 Detected -1.513 0.012 GT Sens contig106 contig106 ABC trans                  CCAATTGcontig106 Solyc04g Solyc04g ABC trans                  GO:00168 GO:00168    contig106 Solyc04g ABC trans                   GO:00085 SL2.40ch AT3G55090.1  ATPase,        chr3:204  1087.73 966.353 230.783 567.483 342.045 428.008
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 -2.545 Detected -1.908 Detected -2.226 0.026 GT Sens contig106 contig106 Transcrip              CATGTTT contig106 Solyc06g Solyc06g Transcrip              GO:00037 GO:00037      contig106 Solyc06g Transcrip               GO:00037 SL2.40ch AT3G07340.1  basic hel      chr3:234  3535.08 2603.85 505.61 912.003 554.296 859.772
GT Sense Sense 0.257 Detected -0.257 Detected 0.000 -1.402 Detected -1.472 Detected -1.437 0.031 GT Sens contig106 contig106 Unknown   GCAGCAGcontig106 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig106 Solyc09g Unknown Protein (A  SL2.40ch AT5G27690.1  heavy-me     chr5:980  6943.09 4575.28 1726.18 3727.77 2274.67 2159.78
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -1.226 Detected -1.188 Detected -1.207 0.005 GT Sens contig106 contig106 Organic a                 GTATGTAcontig106 Solyc02g Solyc02g Organic a                 GO:00085 GO:00085     contig106 Solyc02g Organic a                  GO:00085 SL2.40ch AT3G17430.1  phospha    chr3:596  797.775 670.123 300.973 333.025 333.262 341.119
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.159 Detected -1.236 Detected -1.198 0.004 GT Sens contig107 contig107 Unknown   GAGGAG contig107 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig107 Solyc10g Unknown Protein (A  SL2.40ch AT4G1106MTSSB  MTSSB (           chr4:675  474.357 408.672 227.985 343.294 210.267 198.708
GT Sense Sense 0.290 Detected -0.290 Detected 0.000 -2.023 Detected -1.480 Detected -1.752 0.048 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  1909.6 1202.73 586.017 961.399 397.56 577.523
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 -1.211 Detected -1.034 Detected -1.122 0.033 GT Sens contig107 contig107 Ras-relate              GTGAATCcontig107 Solyc05g Solyc05g Ras-relate              GO:00055 GO:00055  contig107 Solyc05g Ras-relate               GO:00150 SL2.40ch AT5G1026AtRABH1e  AtRABH1          chr5:321  7126.29 5156.25 2429.64 3227.53 2791.39 3148.44
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.248 Detected -1.351 Detected -1.300 0.011 GT Sens contig107 contig107 Receptor              AATTGGCcontig107 Solyc03g Solyc03g Receptor              GO:00046 GO:00046     contig107 Solyc03g Receptor   GO:00046 SL2.40ch AT5G58300.2  leucine-r        chr5:235  47.9045 37.8032 15.151 11.953 19.1021 17.7338
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -2.926 Detected -2.152 Detected -2.539 0.024 GT Sens contig107 contig107 AP2-like e                    AACAACAcontig107 Solyc11g Solyc11g AP2-like e                    GO:00063 GO:00063    contig107 Solyc11g AP2-like e                     GO:00036 SL2.40ch AT5G105 AIL6, PLT   AIL6 (AIN         chr5:331  862.556 691.699 92.7969 171.464 108.389 184.824
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.621 Detected -1.302 Detected -1.462 0.016 GT Sens contig108 contig108 Transmem               AGTACTGcontig108 Solyc06g Solyc06g Transmem               GO:00160 GO:00160   contig108 Solyc06g Transmem                GO:00160 SL2.40ch AT1G61670.1  FUNCTIO                                                                chr1:227  1708.45 1400.31 432.142 697.412 536.203 666.832
GT Sense Sense 0.309 Detected -0.309 Detected 0.000 -1.188 Detected -1.124 Detected -1.156 0.065 GT Sens contig108 contig108 Armadillo                GTGAAACcontig108 Solyc02g Solyc02g Armadillo                GO:00054 GO:00054 contig108 Solyc02g Armadillo                 GO:00054 SL2.40ch AT2G27430.1  binding  chr2:117  2188.88 1342.61 930.804 862.957 802.398 836.546
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 -1.007 Detected -1.393 Detected -1.200 0.067 GT Sens contig108 contig108 Cyclic nu               AAACACAcontig108 Solyc08g Solyc08g Cyclic nu               GO:00160 GO:00160 contig108 Solyc08g Cyclic nu                GO:00160 SL2.40ch AT2G246 ATCNGC1    ATCNGC            chr2:104  242.29 157.975 63.8099 81.7207 103.807 79.2124
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.948 Detected -1.291 Detected -1.620 0.048 GT Sens contig108 contig108 Cellulose                    TTGACAGcontig108 Solyc04g Solyc04g Cellulose                    GO:00167 GO:00167   contig108 Solyc04g Cellulose                     GO:00167 SL2.40ch AT4G0796ATCSLC1    ATCSLC1            chr4:480  945.57 706.129 236.556 490.902 225.785 354.918
GT Sense Sense 0.313 Detected -0.313 Detected 0.000 -2.646 Detected -2.446 Detected -2.546 0.016 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  9156.47 5583.63 1253.49 3039.59 1218.46 1395.15
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -2.136 Detected -1.354 Detected -1.745 0.064 GT Sens contig108 contig108 Acetyl xyl                    CAGACTCcontig108 Solyc04g Solyc04g Acetyl xylan esterase A (AHRD                 contig108 Solyc04g Acetyl xylan esteras                    SL2.40ch AT2G28360.1  INVOLVE                                                                         chr2:121  1844.01 1222.28 523.076 552.142 364.208 624.418
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 -2.611 Detected -2.026 Detected -2.318 0.019 GT Sens contig108 contig108 Laccase-2               TTCTGTGcontig108 Solyc08g Solyc08g Laccase-2               GO:00551 GO:00551  contig108 Solyc08g Laccase-2                GO:00551 SL2.40ch AT4G1242SKU5  SKU5; co       chr4:734  8475.25 6601.11 1213 3351.33 1305.86 1952.24
GT Sense Sense -0.310 Detected 0.310 Detected 0.000 -1.844 Detected -0.935 Detected -1.389 0.128 GT Sens contig109 contig109 ATP bind                 TACTCAT contig109 Solyc12g Solyc12g ATP bind                 GO:00055 GO:00055      contig109 Solyc12g ATP bind                  GO:00055 SL2.40ch AT2G07180.1  protein k    chr2:298  176.031 254.537 110.802 61.8051 62.8749 117.737
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -2.061 Detected -2.259 Detected -2.160 0.004 GT Sens contig109 contig109 Senescen              GGCTAATcontig109 Solyc08g Solyc08g Senescen              GO:00160 GO:00160   contig109 Solyc08g Senescen               GO:00160 SL2.40ch AT5G4670TET1, TR   TRN2 (TO    chr5:189  520.908 434.305 218.485 126.584 121.593 105.619
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.346 Detected -0.848 Detected -1.097 0.053 GT Sens contig109 contig109 Laccase-2               TTACCAAcontig109 Solyc04g Solyc04g Laccase-2               GO:00551 GO:00551  contig109 Solyc04g Laccase-2                GO:00551 SL2.40ch AT1G7616sks5  sks5 (SK          chr1:285  23882 19919.4 6677.57 11851 9151.73 12882.7
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -2.786 Detected -1.715 Detected -2.251 0.062 GT Sens contig109 contig109 Transcrip              GGGTAG contig109 Solyc06g Solyc06g Transcrip              GO:00056 GO:00056 contig109 Solyc06g Transcrip               GO:00056 SL2.40ch AT1G2626CIB5  CIB5 (CR          chr1:908  3798.88 2575.64 620.425 1314.23 483.536 1013.18
GT Sense Sense 0.482 Detected -0.482 Detected 0.000 -1.984 Detected -1.195 Detected -1.589 0.125 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  977.65 471.484 71.9551 75.0578 183.067 315.316
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -2.133 Detected -1.001 Detected -1.567 0.110 GT Sens contig109 contig109 IFA bindin                 AATACCT contig109 Solyc06g Solyc06g IFA binding protein (AHRD V1 *              contig109 Solyc06g IFA binding protein (                SL2.40ch AT1G18990.1  unknown   chr1:655  51.8128 52.9054 30.6612 47.3685 12.7303 27.8181
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 -1.632 Detected -0.954 Detected -1.293 0.085 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  199.416 139.208 98.3925 135.017 57.3121 91.4667
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.567 Detected -1.356 Detected -1.461 0.007 GT Sens contig109 contig109 O-methylt              TTGATTT contig109 Solyc06g Solyc06g O-methylt              GO:00337 GO:00337       contig109 Solyc06g O-methylt               GO:00307 SL2.40ch AT5G38310.1  unknown   chr5:153  1209.24 1053.81 436.592 492.872 406.328 469.024
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -1.011 Detected -1.073 Detected -1.042 0.009 GT Sens contig110 contig110 Scarecrow                  ACTACAGcontig110 Solyc05g Solyc05g Scarecrow-like 1 transcription                contig110 Solyc05g Scarecrow-like 1 tra                 SL2.40ch AT4G1723SCL13  SCL13 (S      chr4:966  910.948 977.248 346.079 392.197 499.388 476.735
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -2.164 Detected -1.944 Detected -2.054 0.004 GT Sens contig110 contig110 Unknown   GGACCTTcontig110 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig110 Solyc10g Unknown Protein (A  SL2.40ch ATCG002 PSBC  chloropla                     chrC:337  276.657 233.732 61.6109 72.1072 60.4954 70.2816
GT Sense Sense -0.358 Detected 0.358 Detected 0.000 -1.477 Detected -1.747 Detected -1.612 0.052 GT Sens contig110 contig110 AP2-like e                    ATAAAAG contig110 Solyc04g Solyc04g AP2-like e                    GO:00063 GO:00063     contig110 Solyc04g AP2-like e                     GO:00036 SL2.40ch AT4G3775ANT, DRG     ANT (AIN        chr4:177  245.051 378.907 133.591 64.1904 116.75 96.5207
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.642 Detected -1.550 Detected -1.596 0.010 GT Sens contig111 contig111 Glycerop                    AAGATAAcontig111 Solyc07g Solyc07g Glycerop                    GO:00163 GO:00163    contig111 Solyc07g Glycerop                     GO:00163 SL2.40ch AT4G2669SHV3, MR    SHV3 (SH       chr4:134  3436.52 2608.34 892.441 1148.11 1022.64 1087.21
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.119 Detected -1.194 Detected -1.157 0.002 GT Sens contig111 contig111 MaoC-like             TTATATA contig111 Solyc06g Solyc06g MaoC-like             GO:00081 GO:00081  contig111 Solyc06g MaoC-like              GO:00081 SL2.40ch AT5G39250.1  F-box fam    chr5:157  138.77 125.025 58.288 70.414 64.6607 61.2028
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -2.073 Detected -1.876 Detected -1.974 0.009 GT Sens contig111 contig111 Unknown   TCGGAGTcontig111 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig111 Solyc03g Unknown Protein (A  SL2.40ch AT1G24405.1  unknown   chr1:865  212.598 159.309 54.0105 74.6955 46.6458 53.3225
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -2.297 Detected -1.431 Detected -1.864 0.051 GT Sens contig111 contig111 Poly(RC)                  CATGCAGcontig111 Solyc11g Solyc11g Poly(RC)                  GO:00037 GO:00037  contig111 Solyc11g Poly(RC)                   GO:00037 SL2.40ch AT5G0443BTR1, BT   BTR1L (B                chr5:125  327.096 275.82 74.9508 98.8246 65.1753 118.429
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -1.555 Detected -0.931 Detected -1.243 0.096 GT Sens contig111 contig111 Multidrug                  AATCCTT contig111 Solyc07g Solyc07g Multidrug                  GO:00160 GO:00160 contig111 Solyc07g Multidrug                   GO:00160 SL2.40ch AT3G21690.1  MATE eff     chr3:763  32.4732 44.6288 9.68742 12.5082 13.8161 21.2271
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.060 Detected -1.175 Detected -1.118 0.011 GT Sens contig111 contig111 Unknown   TCATTTGcontig111 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig111 Solyc12g Unknown Protein (A  SL2.40ch AT5G17850.1  cation ex     chr5:589  761.88 623.351 307.868 383.472 352.412 324.436
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 -1.321 Detected -1.123 Detected -1.222 0.025 GT Sens contig112 contig112 BAC19.4 (               TATCTCCcontig112 Solyc03g Solyc03g BAC19.4 (AHRD V1 ***- Q9FYX2             contig112 Solyc03g BAC19.4 (AHRD V1 *              SL2.40ch AT4G36660.1  unknown   chr4:172  391.667 291.669 154.021 214.62 144.229 164.974
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -0.903 Detected -1.435 Detected -1.169 0.063 GT Sens contig112 contig112 Folate/bio                   ATATGTCcontig112 Solyc06g Solyc06g Folate/bio                   GO:00152 GO:00152   contig112 Solyc06g Folate/bio                    GO:00152 SL2.40ch AT2G32040.1  integral m      chr2:136  42.273 49.4298 15.0992 25.8057 26.0702 17.973
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.249 Detected -0.854 Detected -1.051 0.041 GT Sens contig112 contig112 TO62-3 (F                TATTGGCcontig112 Solyc07g Solyc07g TO62-3 (Fragment) (AHRD V1 *              contig112 Solyc07g TO62-3 (Fragment) (                SL2.40ch AT2G32580.1  unknown   chr2:138  9987.65 8216.46 3465.41 4032.96 4064.7 5328.99
GT Sense Sense 1.808 Detected -1.808 Detected 0.000 -1.590 Detected -1.561 Detected -1.576 0.475 GT Sens contig112 contig112 Photosys                  CATTCAT contig112 Solyc11g Solyc11g Photosys                  GO:00160 GO:00160 contig112 Solyc11g Photosys                   GO:00160 SL2.40ch ATCG002 PSBC  chloropla                     chrC:337  585.178 44.894 62.7266 72.3909 57.4067 58.3945
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 -2.171 Detected -1.462 Detected -1.817 0.052 GT Sens contig112 contig112 Glycerop                TGTAAGCcontig112 Solyc02g Solyc02g Glycerop                GO:00066 GO:00066   contig112 Solyc02g Glycerop                 GO:00066 SL2.40ch AT5G41080.2  glycerop       chr5:164  20118.1 13526 3765.88 6196.18 3906.04 6366.15
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -1.727 Detected -1.058 Detected -1.393 0.060 GT Sens contig112 contig112 Transcrip                  ATAGCAAcontig112 Solyc07g Solyc07g Transcrip                  GO:00037 GO:00037      contig112 Solyc07g Transcrip                   GO:00037 SL2.40ch AT3G1503TCP4  TCP4 (TC         chr3:506  166.996 131.446 36.05 48.7467 47.731 75.6488
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.292 Detected -0.998 Detected -1.145 0.019 GT Sens contig112 contig112 Receptor-               TCAATCT contig112 Solyc12g Solyc12g Receptor-               GO:00064 GO:00064  contig112 Solyc12g Receptor   GO:00046 SL2.40ch AT1G63430.1  leucine-r        chr1:235  259.839 224.278 136.851 88.8396 105.116 128.468
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 -2.973 Comprom -1.079 Detected -2.026 0.172 GT Sens contig112 contig112 Receptor                TGAATGCcontig112 Solyc06g Solyc06g Receptor                GO:00055 GO:00055       contig112 Solyc06g Receptor   GO:00055 SL2.40ch AT5G2048EFR  EFR (EF-T           chr5:692  49.8379 34.9567 11.6012 15.583 5.66736 21.0066
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 -2.542 Detected -2.052 Detected -2.297 0.025 GT Sens contig113 contig113 Laccase-2               GTAGGG contig113 Solyc07g Solyc07g Laccase-2               GO:00551 GO:00551  contig113 Solyc07g Laccase-2                GO:00551 SL2.40ch AT4G220 sks4  sks4 (SK          chr4:116  957.331 612.285 150.27 185.219 140.18 196.296
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.078 Detected -1.266 Detected -1.172 0.016 GT Sens contig113 contig113 Unknown   TGTTTGCcontig113 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig113 Solyc10g Unknown Protein (A  SL2.40ch AT5G58540.2  protein k     chr5:236  738.64 592.622 125.882 200.923 334.215 292.468
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.412 Detected -1.780 Detected -1.596 0.016 GT Sens contig113 contig113 Cysteine-                   CGTTTGGcontig113 Solyc05g Solyc05g Cysteine-                   GO:00168 GO:00168  contig113 Solyc05g Cysteine-                    GO:00168 SL2.40ch AT1G80510.1  amino ac      chr1:302  44.9253 47.4206 9.32829 20.2675 18.4933 14.2915
GT Sense Sense 0.331 Detected -0.331 Detected 0.000 -2.124 Comprom -1.069 Detected -1.596 0.125 GT Sens contig113 contig113 Clathrin a      TATTCTC contig113 Solyc12g Solyc12g Clathrin assembly protein (AHR    contig113 Solyc12g Clathrin assembly p     SL2.40ch AT3G2127ADOF2  ADOF2; D       chr3:747  29.2855 17.411 4.36843 6.53135 5.52415 11.4472
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 -2.325 Detected -1.801 Detected -2.063 0.028 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  203.474 137.142 43.4826 44.335 35.5485 50.9543
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -2.292 Detected -2.199 Detected -2.245 0.003 GT Sens contig113 contig113 Protein T              GATAAAGcontig113 Solyc08g Solyc08g Protein T              GO:00055 GO:00055  contig113 Solyc08g Protein T               GO:00055 SL2.40ch AT1G27850.1  unknown   chr1:969  2919.62 2358.13 450.797 618.583 571.224 607.76
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.332 Detected -1.391 Detected -1.362 0.001 GT Sens contig113 contig113 Malic enz              AAATATC contig113 Solyc08g Solyc08g Malic enz              GO:00044 GO:00044      contig113 Solyc08g Malic enz               GO:00044 SL2.40ch AT5G1167ATNADP-   ATNADP-                       chr5:375  146.413 130.952 53.0576 61.515 58.6413 56.1236
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.020 Detected -1.311 Detected -1.166 0.016 GT Sens contig113 contig113 F-box fam              CCGAGG contig113 Solyc10g Solyc10g F-box family protein (AHRD V1           contig113 Solyc10g F-box family protein             SL2.40ch AT4G21510.1  F-box fam    chr4:114  3151.07 3086.58 893.735 1801.01 1639.65 1336.19
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -2.121 Detected -1.490 Detected -1.805 0.029 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  3655.37 3601.85 974.067 1800.33 889.711 1373.23
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 -2.136 Detected -1.649 Detected -1.892 0.028 GT Sens contig114 contig114 Pentatrico               CTTGCTGcontig114 Solyc02g Solyc02g Pentatrico               GO:00340 GO:00340   contig114 Solyc02g Pentatrico                GO:00340 SL2.40ch AT5G42450.1  pentatric      chr5:169  442.403 309.909 77.5756 105.024 89.8582 125.553
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -2.410 Comprom -1.891 Comprom -2.151 0.017 GT Sens contig114 contig114 Unknown   GGGTCAGcontig114 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig114 Solyc08g Unknown Protein (A  SL2.40ch AT4G11430.1  hydroxyp      chr4:695  12.8209 14.0477 2.10605 2.94506 2.69233 3.84641
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.226 Detected -1.033 Detected -1.130 0.015 GT Sens contig114 contig114 Transcrip                 CTAAAAC contig114 Solyc02g Solyc02g Transcription factor (AHRD V1              contig114 Solyc02g Transcription factor                SL2.40ch AT5G05830.1  zinc finge        chr5:175  976.704 800.87 303.632 513.814 403.122 459.531
GT Sense Sense 0.514 Detected -0.514 Detected 0.000 -1.307 Detected -2.990 Detected -2.148 0.161 GT Sens contig115 contig115 Acid phos               CTCATACcontig115 Solyc09g Solyc09g Acid phos               GO:00039 GO:00039   contig115 Solyc09g Acid phos                GO:00039 SL2.40ch AT4G25150.1  acid phos    chr4:129  247.951 114.454 11.1851 10.565 72.6154 22.5475
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -0.985 Detected -1.245 Detected -1.115 0.031 GT Sens contig115 contig115 F-box fam              AGGATTAcontig115 Solyc08g Solyc08g F-box fam              GO:00055 GO:00055    contig115 Solyc08g F-box fam               GO:00055 SL2.40ch AT5G54590.2  protein k     chr5:221  61.9106 47.2425 21.8937 30.0015 29.143 24.2592
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.198 Detected -0.929 Detected -1.064 0.017 GT Sens contig115 contig115 GPI-ancho      ACCATGTcontig115 Solyc07g Solyc07g GPI-anchored protein (AHRD V   contig115 Solyc07g GPI-anchored prote     SL2.40ch AT2G20700.1  unknown   chr2:892  39727.6 35351.5 18521.8 24518.8 17415.3 20924.1
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 -2.181 Detected -1.708 Detected -1.944 0.032 GT Sens contig115 contig115 Unknown   CAAGTTAcontig115 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig115 Solyc12g Unknown Protein (A  SL2.40ch AT3G50620.1  nodulatio    chr3:187  1745.14 1137.76 501.151 580.58 331.468 458.519
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -1.745 Detected -1.687 Detected -1.716 0.013 GT Sens contig116 contig116 Endogluc                TCCAGCCcontig116 Solyc12g Solyc12g Endogluc                GO:00038 GO:00038   contig116 Solyc12g Endogluc                 GO:00088 SL2.40ch AT1G6439AtGH9C2  AtGH9C2               chr1:239  126.723 156.569 34.0969 24.2304 44.8248 46.5133
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.281 Detected -1.223 Detected -1.252 0.008 GT Sens contig116 contig116 Nicalin (A           AGGCACTcontig116 Solyc11g Solyc11g Nicalin (A           GO:00160 GO:00160   contig116 Solyc11g Nicalin (A            GO:00160 SL2.40ch AT3G44330.1  INVOLVE                                                                     chr3:160  1029.91 836.065 330.297 347.103 407.334 422.689
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -4.356 Comprom -4.128 Comprom -4.242 0.001 GT Sens contig116 contig116 Annexin 1                  GCTAAAAcontig116 Solyc01g Solyc01g Annexin 1                  GO:00055 GO:00055   contig116 Solyc01g Annexin 1                   GO:00055 SL2.40ch AT5G6545UBP17  UBP17 (U            chr5:261  46.1844 42.1247 2.23359 3.05564 2.2962 2.6821
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.416 Detected -2.388 Comprom -1.902 0.060 GT Sens contig116 contig116 Receptor-                 TCCATGTcontig116 Solyc04g Solyc04g Receptor-                 GO:00055 GO:00055   contig116 Solyc04g Receptor-                  GO:00064 SL2.40ch AT1G68690.1  ATP bind         chr1:257  55.6916 49.6004 12.9983 45.5484 21.0004 10.6723
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 -1.383 Detected -1.066 Detected -1.224 0.046 GT Sens contig116 contig116 N-hydroxy             TTTGGATcontig116 Solyc01g Solyc01g N-hydroxy             GO:00167 GO:00167         contig116 Solyc01g N-hydroxy              GO:00167 SL2.40ch AT5G01210.1  transfera     chr5:845  3732.25 2578.16 961.424 1327.85 1268.74 1574.91
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.316 Detected -1.892 Detected -1.604 0.038 GT Sens contig116 contig116 Homeobo                GCCTCATcontig116 Solyc06g Solyc06g Homeobo                GO:00056 GO:00056     contig116 Solyc06g Homeobo                 GO:00435 SL2.40ch AT4G3779HAT22  HAT22; tr    chr4:177  233.995 180.372 38.832 47.3695 87.9918 58.8681
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.348 Detected -1.044 Detected -1.196 0.021 GT Sens contig117 contig117 T6A9.7 pr     TTTATTA contig117 Solyc01g Solyc01g T6A9.7 protein (AHRD V1 *-*- Q contig117 Solyc01g T6A9.7 protein (AHR    SL2.40ch AT3G17120.2  unknown   chr3:584  1272.98 1350.82 431.412 651.237 549.224 675.998
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -3.647 Detected -1.414 Detected -2.531 0.155 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  1014.41 741.517 201.349 246.366 73.8275 346.043
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -2.407 Detected -1.811 Detected -2.109 0.025 GT Sens contig117 contig117 Receptor-                 TTCATTGcontig117 Solyc09g Solyc09g Receptor-                 GO:00064 GO:00064  contig117 Solyc09g Receptor-                  GO:00064 SL2.40ch AT5G59010.1  protein k   chr5:238  2006.31 1491.32 394.804 523.43 347.77 523.963
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -2.414 Comprom -2.503 Comprom -2.458 0.001 GT Sens contig117 contig117 Stig1 (Fra              CAACATGcontig117 Solyc05g Solyc05g Stig1 (Fra              GO:00551 GO:00551  contig117 Solyc05g Stig1 (Fra               GO:00551 SL2.40ch AT4G31805.1 31.0562 27.2004 14.0387 24.3359 5.81608 5.45085
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.266 Detected -1.058 Detected -1.162 0.015 GT Sens contig118 contig118 Serine/thr               CCCATCAcontig118 Solyc04g Solyc04g Serine/thr               GO:00055 GO:00055      contig118 Solyc04g Serine/thr                GO:00055 SL2.40ch AT1G20650.1  ATP bind         chr1:715  907.085 741.547 290.099 347.205 363.668 418.691
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -2.732 Detected -1.983 Detected -2.358 0.030 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  67177.9 48885.6 14080.3 18534.9 9196.83 15407.8
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.080 Detected -1.118 Detected -1.099 0.002 GT Sens contig118 contig118 Unknown   ATGCGTAcontig118 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig118 Solyc03g Unknown Protein (A  SL2.40ch AT1G1286SCRM2, IC   SCRM2 (S         chr1:438  298.299 262.431 91.8665 135.505 141.177 137.088
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.525 Detected -1.154 Detected -1.339 0.033 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  1512.6 1130.45 512.906 834.542 484.578 624.751
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.459 Detected -1.158 Detected -1.309 0.022 GT Sens contig118 contig118 F-box pro      GAAAACGcontig118 Solyc05g Solyc05g F-box protein PP2-B1 (AHRD V   contig118 Solyc05g F-box pro      GO:00302 SL2.40ch AT2G0224MEE66  MEE66 (m       chr2:592  3485.88 2755.49 865.939 1257.51 1201.84 1476.41
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -3.804 Comprom -1.027 Detected -2.415 0.225 GT Sens contig118 contig118 Unknown   AAGGATAcontig118 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig118 Solyc06g Unknown Protein (A  SL2.40ch AT3G33530.2  transduc          chr3:140  42.8264 47.8914 10.5764 10.6011 3.45813 23.6359
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 -1.172 Detected -2.064 Detected -1.618 0.079 GT Sens contig118 contig118 Transcrip                 AGTGAAAcontig118 Solyc00g Solyc00g Transcription factor CYCLOID                contig118 Solyc00g Transcription factor                SL2.40ch AT1G54740.1  FUNCTIO                                                                  chr1:204  1771.46 2168.18 855.133 314.133 927.769 498.154
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -1.369 Detected -1.377 Detected -1.373 0.005 GT Sens contig119 contig119 Genomic          GGTTCCGcontig119 Solyc02g Solyc02g Genomic DNA chromosome 5 T       contig119 Solyc02g Genomic DNA chrom         SL2.40ch AT5G39240.1  unknown   chr5:157  905.279 746.948 275.984 410.209 339.433 336.529
GT Sense Sense 0.389 Detected -0.389 Detected 0.000 -1.191 Detected -0.892 Detected -1.041 0.130 GT Sens contig119 contig119 Binding p             CCTTTAAcontig119 Solyc06g Solyc06g Binding p             GO:00054 GO:00054 contig119 Solyc06g Binding p              GO:00054 SL2.40ch AT1G07280.3  binding  chr1:223  562.935 308.779 125.706 199.359 194.716 238.917
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -2.251 Detected -1.898 Detected -2.075 0.011 GT Sens contig119 contig119 Sulfotrans              AATTGGGcontig119 Solyc03g Solyc03g Sulfotrans              GO:00081 GO:00081    contig119 Solyc03g Sulfotrans               GO:00801 SL2.40ch AT3G45070.1  sulfotran     chr3:164  334.272 263.186 67.383 120.32 66.4473 84.612
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 -1.674 Detected -1.939 Comprom -1.807 0.033 GT Sens contig119 contig119 RING fing                ATGCAGCcontig119 Solyc11g Solyc11g RING fing                GO:00082 GO:00082   contig119 Solyc11g RING fing                 GO:00082 SL2.40ch AT1G05930.1  DNA bind   chr1:179  36.9727 22.7238 8.83327 12.708 9.68812 8.03467
GT Sense Sense -0.356 Detected 0.356 Detected 0.000 -1.610 Comprom -2.054 Comprom -1.832 0.049 GT Sens contig119 contig119 Peroxidas               ATGCTAGcontig119 Solyc03g Solyc03g Peroxidas               GO:00055 GO:00055    contig119 Solyc03g Peroxidas                GO:00046 SL2.40ch AT1G0526RCI3, RCI3   RCI3 (RA        chr1:152  15.0336 23.1701 5.15604 5.19585 6.52039 4.77954
GT Sense Sense 0.630 Detected -0.630 Detected 0.000 -3.395 Detected -4.663 Detected -4.029 0.046 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  467.128 183.529 39.488 50.8816 29.6911 12.2871
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 -1.847 Detected -1.761 Detected -1.804 0.006 GT Sens contig120 contig120 Actin (AHR           ATTCTTC contig120 Solyc01g Solyc01g Actin (AHR           GO:00055 GO:00055     contig120 Solyc01g Actin (AHR            GO:00052 SL2.40ch AT5G098 ACT2, AC   ACT7 (AC        chr5:305  7559.79 5958.72 1522.73 1458.66 1989.04 2106.11
GT Sense Sense 0.542 Detected -0.542 Detected 0.000 -2.872 Detected -2.481 Detected -2.677 0.043 GT Sens contig120 contig120 Peroxidas               CGTTGGAcontig120 Solyc09g Solyc09g Peroxidas               GO:00055 GO:00055    contig120 Solyc09g Peroxidas                GO:00046 SL2.40ch AT4G26010.1  peroxida    chr4:132  117.575 52.2018 13.6356 11.7855 11.4085 14.9175
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 -3.033 Comprom -2.849 Comprom -2.941 0.012 GT Sens contig120 contig120 Sulfotrans              CATTTGAcontig120 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081      contig120 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G45070.1  sulfotran     chr3:164  21.6027 13.3265 1.87866 2.08177 2.21006 2.50418
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -2.162 Detected -1.253 Detected -1.707 0.066 GT Sens contig120 contig120 Glyoxalas                GCAATTGcontig120 Solyc12g Solyc12g Glyoxalase/bleomycin resistan                contig120 Solyc12g Glyoxalase/bleomyc                 SL2.40ch AT1G15380.2  lactoylglu           chr1:529  260.06 216.705 61.311 99.6668 56.5589 105.919
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 -2.998 Detected -2.368 Detected -2.683 0.026 GT Sens contig120 contig120 Beta-D-gl                AATCCAGcontig120 Solyc04g Solyc04g Beta-D-gl                GO:00059 GO:00059    contig120 Solyc04g Beta-D-gl                 GO:00055 SL2.40ch AT5G04885.1  glycosyl      chr5:142  1162.44 707.102 186.586 185.869 120.979 186.722
GT Sense Sense 0.473 Detected -0.473 Detected 0.000 -2.569 Detected -1.292 Detected -1.930 0.136 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  122.008 59.5951 22.9269 41.247 15.3262 37.0207
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.947 Detected -2.020 Detected -1.984 0.008 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  103.715 76.6632 14.5952 32.4752 24.6616 23.3689
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.188 Detected -0.930 Detected -1.059 0.019 GT Sens contig120 contig120 Mutator-li                TTGTTAT contig120 Solyc03g Solyc03g Mutator-like transposase (AHR               contig120 Solyc04g DNA repa                 GO:00055 SL2.40ch AT3G49040.1  F-box fam    chr3:181  3317.11 3467.51 1793.33 1487.67 1587.39 1892.46
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 -2.039 Detected -2.501 Detected -2.270 0.016 GT Sens contig120 contig120 tRNA dime             TGCAGATcontig120 Solyc05g Solyc05g tRNA dime             GO:00098 GO:00098    contig120 Solyc05g tRNA dime              GO:00098 SL2.40ch AT4G10620.1  INVOLVE                                                               chr4:656  98.456 72.588 13.5447 6.60905 21.9343 15.8791
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.640 Detected -1.856 Detected -1.748 0.005 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  1569.56 1366.49 476.666 529.429 501.128 430.112
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GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -1.157 Detected -1.748 Detected -1.452 0.050 GT Sens contig121 contig121 PHD finge                CAATAGGcontig121 Solyc03g Solyc03g PHD finge                GO:00037 GO:00037        contig121 Solyc03g PHD finge                 GO:00037 SL2.40ch AT2G01810.1  PHD finge     chr2:347  40.651 47.9449 7.2931 32.2231 21.1097 13.9776
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -1.167 Detected -1.211 Detected -1.189 0.003 GT Sens contig121 contig121 Receptor-               AAGAAACcontig121 Solyc02g Solyc02g Receptor-               GO:00055 GO:00055   contig121 Solyc02g Receptor   GO:00046 SL2.40ch AT5G4633FLS2  FLS2 (FL                   chr5:187  4124.89 4212.9 2539.66 3449.82 1980.19 1915.15
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -1.624 Detected -2.290 Comprom -1.957 0.037 GT Sens contig121 contig121 Nitrate tra                 TCTACAT contig121 Solyc06g Solyc06g Nitrate tra                 GO:00550 GO:00550     contig121 Solyc06g Nitrate tra                  GO:00151 SL2.40ch AT5G6077ATNRT2.4    ATNRT2.      chr5:244  39.8969 28.6097 10.9648 2.13536 11.6903 7.3431
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 -1.260 Detected -0.878 Detected -1.069 0.053 GT Sens contig121 contig121 Choline k             TAACAAT contig121 Solyc04g Solyc04g Choline k             GO:00041 GO:00041   contig121 Solyc04g Choline k              GO:00041 SL2.40ch AT4G09760.1  choline k    chr4:614  14705.6 10916.5 6166.07 6981.96 5642.61 7330.3
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -1.315 Detected -1.201 Detected -1.258 0.002 GT Sens contig121 contig121 WD-repea                 GTTAGAGcontig121 Solyc03g Solyc03g WD-repea                 GO:00055 GO:00055  contig121 Solyc03g WD-repea                  GO:00055 SL2.40ch AT5G07590.1  WD-40 re     chr5:240  216.743 203.351 71.2367 77.6705 89.981 97.0684
GT Sense Sense -0.061 Detected 0.061 Detected 0.000 -1.073 Detected -1.502 Detected -1.288 0.029 GT Sens contig122 contig122 Non-spec                    AGACGACcontig122 Solyc09g Solyc09g Non-specific lipid-transfer prot                   contig122 Solyc09g Non-specific lipid-tra                    SL2.40ch AT1G05450.2  protease       chr1:160  237.598 243.408 105.789 179.388 121.869 90.2691
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -2.575 Comprom -2.427 Comprom -2.501 0.004 GT Sens contig122 contig122 GDSL est              ATCAATT contig122 Solyc01g Solyc01g GDSL est              GO:00162 GO:00162     contig122 Solyc01g GDSL est               GO:00162 SL2.40ch AT4G01130.1  acetylest    chr4:485  11.8577 13.6625 1.80651 2.3073 2.27795 2.51562
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -2.995 Detected -1.693 Detected -2.344 0.077 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  311.508 210.682 99.1226 124.797 34.2721 84.247
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -1.638 Detected -1.463 Detected -1.550 0.012 GT Sens contig123 contig123 Myosin X               GTGGATTcontig123 Solyc01g Solyc01g Myosin X               GO:00600 GO:00600      contig123 Solyc01g Myosin X                GO:00600 SL2.40ch AT2G3190XIF, ATXIF    XIF; moto   chr2:135  3129.36 2395.38 836.533 993.593 938.368 1055.89
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -2.882 Detected -2.205 Detected -2.543 0.019 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  3768.91 3013.84 710.768 1372.33 487.532 777.333
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -2.027 Detected -1.925 Detected -1.976 0.001 GT Sens contig123 contig123 Beta-D-gl                AGAATGGcontig123 Solyc06g Solyc06g Beta-D-gl                GO:00059 GO:00059     contig123 Solyc06g Beta-D-gl                 GO:00090 SL2.40ch AT5G04885.1  glycosyl      chr5:142  244.44 219.583 64.1739 88.5189 60.6068 64.8517
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.321 Detected -0.917 Detected -1.119 0.039 GT Sens contig123 contig123 BY-inesin                TCTCGATcontig123 Solyc03g Solyc03g BY-inesin                GO:00070 GO:00070  contig123 Solyc03g BY-inesin                 GO:00070 SL2.40ch AT3G16060.1  kinesin m     chr3:544  2683.79 2177.36 738.583 1117.09 1032.02 1360.91
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -2.503 Detected -3.104 Detected -2.803 0.019 GT Sens contig124 contig124 Cyclin D3             GCTTGCAcontig124 Solyc04g Solyc04g Cyclin D3             GO:00056 GO:00056     contig124 Solyc04g Cyclin D3              GO:00047 SL2.40ch AT4G3416CYCD3;1,   CYCD3;1          chr4:163  1922.69 1265.82 312.937 218.392 293.55 192.965
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.377 Detected -1.206 Detected -1.292 0.011 GT Sens contig124 contig124 Unknown   AAAGGTAcontig124 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig124 Solyc08g Unknown Protein (A  SL2.40ch AT5G6733ATNRAMP    ATNRAM               chr5:268  3891.9 3169.68 1117.01 1403.86 1442.13 1618.34
GT Sense Sense 0.499 Detected -0.499 Detected 0.000 -1.319 Detected -1.206 Detected -1.262 0.129 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  92.1001 43.3781 36.5147 68.9323 27.0195 29.128
GT Sense Sense 0.480 Detected -0.480 Detected 0.000 -3.538 Comprom -3.522 Comprom -3.530 0.018 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  110.611 53.4915 9.97012 12.5469 7.06196 7.12157
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -2.606 Comprom -1.662 Comprom -2.134 0.060 GT Sens contig125 contig125 Unknown   AGGTACTcontig125 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig125 Solyc03g Unknown Protein (A  SL2.40ch AT2G02150.1  pentatric      chr2:547  14.1683 19.6773 6.25036 10.4268 2.92548 5.61148
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.360 Detected -1.370 Detected -1.365 0.028 GT Sens contig125 contig125 F-box fam      TAAAGGAcontig125 Solyc04g Solyc04g F-box family protein (AHRD V1  contig125 Solyc04g F-box family protein    SL2.40ch AT4G21930.1  unknown   chr4:116  127.288 86.559 51.357 61.21 43.6193 43.1629
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -4.032 Detected -4.005 Detected -4.019 0.000 GT Sens contig125 contig125 MKIAA093                  TCTGCTAcontig125 Solyc04g Solyc04g MKIAA0930 protein (Fragment)                contig125 Solyc04g MKIAA0930 protein                 SL2.40ch AT1G5952CW7  CW7  chr1:218  981.05 881.439 577.693 511.247 60.6056 61.5784
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -2.378 Detected -1.789 Detected -2.084 0.022 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  4890.64 3981.59 969.265 1840.32 905.074 1357.59
GT Sense Sense 0.233 Detected -0.233 Detected 0.000 -1.381 Detected -1.398 Detected -1.390 0.027 GT Sens contig126 contig126 Dehydrat                    CTCCATCcontig126 Solyc05g Solyc05g Dehydrat                    GO:00160 GO:00160 contig126 Solyc05g Dehydrat                     GO:00160 SL2.40ch AT1G13860.3  dehydrat    chr1:474  134.573 91.7036 29.8952 41.2903 45.4791 44.8052
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.294 Detected -1.064 Detected -1.179 0.010 GT Sens contig126 contig126 Omega-6                  TATCTGT contig126 Solyc01g Solyc01g Omega-6                  GO:00423 GO:00423      contig126 Solyc01g Omega-6                   GO:00423 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  22466.5 20417.8 6779.69 8831.19 9317.28 10891
GT Sense Sense 0.592 Detected -0.592 Detected 0.000 -1.221 Detected -1.005 Detected -1.113 0.205 GT Sens contig126 contig126 Flavonol s                TTCCATT contig126 Solyc06g Solyc06g Flavonol s                GO:00164 GO:00164    contig126 Solyc06g Flavonol s                 GO:00454 SL2.40ch AT5G2453DMR6  DMR6 (DO                                  chr5:837  60.5575 25.092 10.5186 6.13773 17.8355 20.6441
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -1.827 Detected -1.076 Detected -1.452 0.066 GT Sens contig126 contig126 UPF0553                 GTTGATCcontig126 Solyc02g Solyc02g UPF0553 protein C9orf64 (AHR                contig126 Solyc02g UPF0553 protein C9                 SL2.40ch AT1G05930.1  DNA bind   chr1:179  1596.23 1271.05 491.199 480.318 428.156 718.14
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 -1.771 Detected -1.505 Detected -1.638 0.038 GT Sens contig127 contig127 Unknown   AGTAGGAcontig127 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig127 Solyc01g Unknown Protein (A  SL2.40ch AT5G09860.1  nuclear m    chr5:306  301.564 186.455 97.8589 65.1776 74.0994 88.8246
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -0.830 Detected -1.517 Detected -1.173 0.079 GT Sens contig127 contig127 Forkhead             CTGGTGGcontig127 Solyc09g Solyc09g Forkhead             GO:00165 GO:00165   contig127 Solyc09g Forkhead              GO:00165 SL2.40ch AT3G07220.1  transcrip     chr3:229  3627.78 3784.97 1932.9 1778.45 2222.99 1376.58
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -2.231 Detected -2.037 Detected -2.134 0.010 GT Sens contig127 contig127 Phosphat                  GACTTCTcontig127 Solyc02g Solyc02g Phosphat                  GO:00056 GO:00056  contig127 Solyc02g Phosphat                   GO:00052 SL2.40ch AT1G30690.2  SEC14 cy           chr1:108  4352.62 3119.68 607.421 1443.68 837.17 954.647
GT Sense Sense 0.493 Detected -0.493 Detected 0.000 -1.775 Comprom -2.091 Comprom -1.933 0.065 GT Sens contig127 contig127 Pectinest             AGACCATcontig127 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig127 Solyc01g Pectinest              GO:00056 SL2.40ch AT5G27870.1  pectinest     chr5:987  28.3165 13.4442 2.64623 3.58928 6.07979 4.86859
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -1.000 Detected -1.529 Detected -1.265 0.043 GT Sens contig127 contig127 Glycosylt                 TTGTCTAcontig127 Solyc01g Solyc01g Glycosylt                 GO:00167 GO:00167     contig127 Solyc01g Glycosylt                  GO:00167 SL2.40ch AT4G23490.1  fringe-rel    chr4:122  31.9628 32.6624 19.4678 13.8377 17.222 11.9062
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.018 Detected -1.419 Detected -1.218 0.028 GT Sens contig127 contig127 Cotton fib                    GTCGCTGcontig127 Solyc02g Solyc02g Cotton fiber expressed protein                  contig127 Solyc02g Cotton fiber express                    SL2.40ch AT1G61260.1  unknown   chr1:225  210.341 184.465 111.729 100.492 103.705 78.3437
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -1.483 Detected -1.360 Detected -1.422 0.003 GT Sens contig128 contig128 Serine/thr               TTGCAAGcontig128 Solyc09g Solyc09g Serine/thr               GO:00046 GO:00046     contig128 Solyc09g Serine/thr                GO:00046 SL2.40ch AT1G0444CKL13  CKL13 (C               chr1:120  1142.1 1134.01 373.436 459.593 434.133 471.302
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.321 Detected -3.052 Comprom -2.187 0.127 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  49.2494 45.4438 205.231 16.1911 20.1869 6.0626
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -2.926 Detected -2.541 Detected -2.733 0.005 GT Sens contig128 contig128 Endogluc               AACCAACcontig128 Solyc11g Solyc11g Endogluc               GO:00059 GO:00059   contig128 Solyc11g Endogluc                GO:00059 SL2.40ch AT1G4893AtGH9C1  AtGH9C1            chr1:181  109.163 107.949 27.394 19.6654 15.2336 19.831
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -3.447 Comprom -2.066 Detected -2.757 0.067 GT Sens contig128 contig128 Unknown          GACGAATcontig128 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3         contig128 Solyc02g Unknown Protein (A          SL2.40ch AT5G0378TRFL10  TRFL10 (      chr5:999  60.8015 38.1752 5.99629 2.41084 4.71191 12.2304
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -1.318 Detected -2.406 Comprom -1.862 0.081 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  33.0491 25.1534 14.5055 16.2179 12.3357 5.78383
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.673 Detected -1.501 Detected -1.587 0.005 GT Sens contig128 contig128 Myb-relat                 GGGCAG contig128 Solyc06g Solyc06g Myb-relat                 GO:00037 GO:00037      contig128 Solyc06g Myb-relat                  GO:00037 SL2.40ch AT3G0294MYB107,   MYB107           chr3:662  666.563 563.088 232.539 355.75 204.89 230.157
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -2.473 Comprom -0.966 Detected -1.720 0.150 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  32.4371 29.0854 14.0143 17.6144 5.89765 16.7155
GT Sense Sense 0.328 Detected -0.328 Detected 0.000 -1.602 Detected -1.495 Detected -1.548 0.043 GT Sens contig129 contig129 LRR recep                  TTTACAGcontig129 Solyc09g Solyc09g LRR recep                  GO:00055 GO:00055       contig129 Solyc09g LRR recep    GO:00046 SL2.40ch AT4G03010.1  leucine-r      chr4:132  238.395 142.278 56.3106 59.8822 64.7159 69.4668
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -2.507 Detected -2.254 Detected -2.380 0.008 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  3319.44 2456.33 673.23 772.38 535.731 636.612
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 -1.616 Detected -1.045 Detected -1.330 0.055 GT Sens contig129 contig129 Pyrimidin              GATAGTGcontig129 Solyc09g Solyc09g Pyrimidin              GO:00474 GO:00474     contig129 Solyc09g Pyrimidin               GO:00474 SL2.40ch AT2G32150.1  haloacid      chr2:136  46635 35180.9 21680.5 27810.1 14096.4 20869.2
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.138 Detected -0.886 Detected -1.012 0.022 GT Sens contig129 contig129 Transcrip                  CATAGCTcontig129 Solyc11g Solyc11g Transcriptional activator (AHR                 contig129 Solyc11g Transcriptional activ                  SL2.40ch AT3G16990.1  TENA/TH     chr3:579  550.703 459.518 208.028 222.345 243.676 289.462
GT Sense Sense -0.382 Detected 0.382 Detected 0.000 -2.622 Comprom -1.119 Detected -1.871 0.157 GT Sens contig129 contig129 Aspartic p               ATTCCCAcontig129 Solyc07g Solyc07g Aspartic p               GO:00065 GO:00065  contig129 Solyc07g Aspartic p                GO:00036 SL2.40ch AT4G38780.1  splicing f    chr4:181  24.9019 39.7792 6.79504 4.13976 5.45039 15.4079
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.113 Detected -1.088 Detected -1.100 0.007 GT Sens contig129 contig129 Receptor-                 GCTCTAGcontig129 Solyc02g Solyc02g Receptor-                 GO:00064 GO:00064  contig129 Solyc02g Receptor-                  GO:00064 SL2.40ch AT4G34440.1  protein k     chr4:164  894.208 743.231 384.289 432.256 401.902 407.762
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.281 Detected -1.292 Detected -1.287 0.001 GT Sens contig130 contig130 Unknown               GAGAGTAcontig130 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3              contig130 Solyc06g Unknown Protein (A               SL2.40ch AT4G38900.3  bZIP prot   chr4:181  7258.43 6540.18 2400.3 2750.88 3022.69 2990.97
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.486 Detected -1.384 Detected -1.435 0.002 GT Sens contig130 contig130 Os01g061                  ATCATGT contig130 Solyc08g Solyc08g Os01g0611000 protein (Fragm                 contig130 Solyc08g Os01g0611000 prote                  SL2.40ch AT4G32460.2  FUNCTIO                                                                                 chr4:156  16883.6 16854.5 5753.01 6347.22 6422.11 6870.89
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -1.188 Detected -1.010 Detected -1.099 0.014 GT Sens contig130 contig130 WRKY tra               GTCCAGCcontig130 Solyc12g Solyc12g WRKY tra               GO:0045449 contig130 Solyc12g WRKY tra                GO:00454 SL2.40ch AT1G2986WRKY71,   WRKY71;    chr1:104  657.588 704.317 339.587 197.387 318.531 359.295
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -0.989 Detected -1.214 Detected -1.101 0.019 GT Sens contig130 contig130 Growth re               TAATAGCcontig130 Solyc04g Solyc04g Growth re               GO:00056 GO:00056    contig130 Solyc04g Growth re                GO:00055 SL2.40ch AT2G2284AtGRF1  AtGRF1 (       chr2:972  104.24 113.195 50.7125 42.7113 58.3713 49.7798
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 -2.081 Detected -1.377 Detected -1.729 0.057 GT Sens contig130 contig130 Hydrolase                AGACGACcontig130 Solyc08g Solyc08g Hydrolase                GO:00512 GO:00512     contig130 Solyc08g Hydrolase                 GO:00512 SL2.40ch AT5G4724atnudt8  atnudt8 (         chr5:191  5391.52 3588.09 1272.3 1252.36 1108.18 1800.76
GT Sense Sense 0.608 Detected -0.608 Detected 0.000 -3.765 Comprom -5.150 Comprom -4.458 0.040 GT Sens contig130 contig130 Nitrate tra                 ACAAAAA contig130 Solyc11g Solyc11g Nitrate tra                 GO:00550 GO:00550  contig130 Solyc11g Nitrate tra                  GO:00550 SL2.40ch AT3G4506ATNRT2.6    ATNRT2.      chr3:164  144.255 58.4696 2.08588 1.98136 7.20239 2.75019
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 -0.972 Detected -1.224 Detected -1.098 0.030 GT Sens contig131 contig131 Amino ac                GTGGCTAcontig131 Solyc05g Solyc05g Amino ac                GO:00160 GO:00160   contig131 Solyc05g Amino ac                 GO:00160 SL2.40ch AT2G0117BAT1  BAT1 (BI           chr2:102  166.208 192.05 68.5522 74.4808 97.1202 81.3264
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -2.634 Detected -1.601 Detected -2.118 0.060 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  3482.04 2589.85 523.685 673.696 515.895 1052.25
GT Sense Sense 0.525 Detected -0.525 Detected 0.000 -1.800 Comprom -0.832 Detected -1.316 0.207 GT Sens contig131 contig131 Receptor               TGGTCCAcontig131 Solyc01g Solyc01g Receptor               GO:00055 GO:00055      contig131 Solyc01g Receptor                GO:00055 SL2.40ch AT1G11300.1  ATP bind                  chr1:379  40.05 18.2045 10.5772 8.73447 8.27065 16.1257
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 -2.808 Detected -1.051 Detected -1.929 0.169 GT Sens contig131 contig131 Unknown   AGAGGTTcontig131 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig131 Solyc05g Unknown Protein (A  SL2.40ch AT4G20310.3  metalloen   chr4:109  523.143 346.368 113.266 272.968 64.8411 218.397
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -1.178 Detected -1.083 Detected -1.130 0.002 GT Sens contig131 contig131 Glycosyl      AGAACCCcontig131 Solyc01g Solyc01g Glycosyl hydrolase (Fragment     contig131 Solyc01g Glycosyl hydrolase     SL2.40ch AT5G21070.1  unknown   chr5:715  386.259 352.469 147.413 158.56 173.923 185.171
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.685 Detected -1.718 Detected -1.701 0.005 GT Sens contig132 contig132 LRR recep                 GATTTAAcontig132 Solyc01g Solyc01g LRR recep                 GO:00055 GO:00055       contig132 Solyc01g LRR recep    GO:00046 SL2.40ch AT1G1925FMO1  FMO1 (FL                   chr1:665  3476.99 2776.2 851.226 1184.24 1030.54 1004.38
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.821 Detected -1.802 Detected -1.811 0.000 GT Sens contig132 contig132 Serine/thr                GACAGGGcontig132 Solyc07g Solyc07g Serine/thr                GO:00046 GO:00046     contig132 Solyc07g Serine/thr                 GO:00046 SL2.40ch AT4G04540.1  protein k     chr4:225  54.6198 49.9474 12.4298 20.8942 15.7625 15.9305
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 -1.967 Detected -1.593 Detected -1.780 0.030 GT Sens contig132 contig132 GDSL est              CAATTCCcontig132 Solyc06g Solyc06g GDSL est              GO:00162 GO:00162    contig132 Solyc06g GDSL est               GO:00162 SL2.40ch AT1G5392GLIP5  GLIP5; ca    chr1:201  37.5671 50.3878 22.2281 18.3352 11.8659 15.3353
GT Sense Sense 0.452 Detected -0.452 Detected 0.000 -2.762 Detected -2.163 Detected -2.463 0.045 GT Sens contig132 contig132 Acyl-prote              AATGCGAcontig132 Solyc12g Solyc12g Acyl-prote              GO:00167 GO:00167   contig132 Solyc12g Acyl-prote               GO:00046 SL2.40ch AT3G15650.1  phospho     chr3:530  4437.51 2231.07 1037.99 1865.55 494.533 746.834
GT Sense Sense 0.491 Detected -0.491 Detected 0.000 -4.016 Detected -2.008 Detected -3.012 0.115 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  913.692 435.075 92.1287 139.05 41.5494 166.673
GT Sense Sense 0.300 Detected -0.300 Detected 0.000 -3.948 Detected -2.693 Detected -3.320 0.041 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  530.578 329.371 67.9646 69.6106 28.8933 68.7466
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.283 Detected -0.825 Detected -1.054 0.063 GT Sens contig133 contig133 TMV resp      GGGAAAAcontig133 Solyc02g Solyc02g TMV response-related protein    contig133 Solyc02g TMV resp      GO:00055 SL2.40ch AT2G23690.1  unknown   chr2:100  703.012 531.012 247.752 346.665 267.807 366.645
GT Sense Sense 0.546 Detected -0.546 Detected 0.000 -1.108 Detected -1.273 Detected -1.190 0.164 GT Sens contig133 contig133 NAC dom                  CTGATCAcontig133 Solyc07g Solyc07g NAC dom                  GO:00037 GO:00037      contig133 Solyc07g NAC dom                   GO:00037 SL2.40ch AT2G4300anac042  anac042          chr2:178  52.891 23.3595 27.0541 20.8038 17.3951 15.4639
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -2.236 Detected -1.435 Detected -1.836 0.046 GT Sens contig133 contig133 Unknown   GAACCGAcontig133 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig133 Solyc01g Unknown Protein (A  SL2.40ch AT5G1669ORC3, AT   ORC3 (OR         chr5:547  2053.41 1769.89 495.109 1034.47 431.398 749.652
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 -1.241 Detected -3.229 Detected -2.235 0.155 GT Sens contig133 contig133 RNA-bind                   ACCACCGcontig133 Solyc10g Solyc10g RNA-bind                   GO:00082 GO:00082     contig133 Solyc10g RNA-bind                    GO:00082 SL2.40ch AT2G2166ATGRP7,   CCR2 (CO                   chr2:926  1060.69 1150.19 664.412 588.16 498.29 125.271
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 -3.154 Detected -1.566 Detected -2.360 0.106 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  3475.99 2269.68 753.17 1132.32 336.4 1008.74
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -2.201 Detected -1.772 Detected -1.986 0.018 GT Sens contig133 contig133 Laccase 1              TGGGTATcontig133 Solyc04g Solyc04g Laccase 1              GO:00551 GO:00551  contig133 Solyc04g Laccase 1               GO:00055 SL2.40ch AT4G39830.1  L-ascorb     chr4:184  680.825 806.979 88.7342 205.25 171.936 230.814
GT Sense Sense 0.457 Detected -0.457 Detected 0.000 -1.998 Detected -1.061 Detected -1.530 0.145 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  215.774 107.693 58.6051 74.3095 40.6911 77.6838
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 -3.295 Detected -1.700 Detected -2.498 0.093 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  630.219 458.155 204.626 230.301 58.3615 175.836
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.913 Detected -1.137 Detected -1.525 0.065 GT Sens contig134 contig134 Protein bi      GCATGATcontig134 Solyc01g Solyc01g Protein binding protein (AHRD   contig134 Solyc01g Protein binding prot     SL2.40ch AT5G40830.2  methyltra   chr5:163  2112.99 1658.14 590.547 811.701 530.011 904.969
GT Sense Sense 0.943 Detected -0.943 Detected 0.000 -2.512 Comprom -2.886 Comprom -2.699 0.107 GT Sens contig134 contig134 Auxin effl                ATGATCT contig134 Solyc10g Solyc10g Auxin effl                GO:00160 GO:00160   contig134 Solyc10g Auxin effl                 GO:00160 SL2.40ch AT5G5709EIR1, WAV       EIR1 (ETH             chr5:231  67.1118 17.077 3.63774 4.79654 6.33065 4.87001
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.297 Detected -1.043 Detected -1.170 0.030 GT Sens contig134 contig134 Uridine ki             GAACAAT contig134 Solyc05g Solyc05g Uridine ki             GO:00167 GO:00167       contig134 Solyc05g Uridine ki              GO:00163 SL2.40ch AT1G26190.1  phospho      chr1:905  826.8 618.22 375.138 530.613 310.269 368.954
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.584 Detected -1.531 Detected -1.557 0.001 GT Sens contig134 contig134 UDP-gluc               TGAATAT contig134 Solyc07g Solyc07g UDP-gluc               GO:00800 GO:00800    contig134 Solyc07g UDP-gluc                GO:00800 SL2.40ch AT2G3679UGT73C6  UGT73C6                 chr2:154  3493.97 3056.01 1713.24 1866.86 1162.45 1202.09
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.380 Detected -1.022 Detected -1.201 0.022 GT Sens contig135 contig135 LMBR1 do               CTCGTGCcontig135 Solyc05g Solyc05g LMBR1 domain protein (AHRD             contig135 Solyc05g LMBR1 domain prot               SL2.40ch AT5G65290.2  LMBR1 in      chr5:260  4802.82 4582.86 1449.02 2418.2 1921.66 2456.78
GT Sense Sense 0.582 Detected -0.582 Detected 0.000 -3.249 Detected -2.196 Detected -2.723 0.074 GT Sens contig135 contig135 Carboxyl                GGAAGCAcontig135 Solyc01g Solyc01g Carboxyl                GO:00081 GO:00081    contig135 Solyc01g Carboxyl                 GO:00307 SL2.40ch AT5G0437NAMT1  NAMT1; S    chr5:123  2996.03 1258.12 302.018 457.273 217.701 450.457
GT Sense Sense 0.583 Detected -0.583 Detected 0.000 -0.943 Detected -1.524 Detected -1.234 0.199 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  169.479 71.0728 63.7709 65.7307 60.8843 40.5687
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -1.224 Detected -0.863 Detected -1.043 0.029 GT Sens contig135 contig135 Unknown   CAGTTGTcontig135 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig135 Solyc06g Unknown Protein (A  SL2.40ch AT1G533 ATPPC1  ATPPC1        chr1:198  96.3153 87.8546 44.2884 90.1365 41.9967 53.7852
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 -1.442 Detected -1.377 Detected -1.409 0.013 GT Sens contig135 contig135 Receptor-               TGGCATAcontig135 Solyc10g Solyc10g Receptor-               GO:00046 GO:00046    contig135 Solyc10g Pto-like, S     GO:00046 SL2.40ch AT5G5438THE1  THE1 (TH      chr5:220  2388.24 1803.2 593.031 963.725 814.574 849.613
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -1.471 Detected -0.957 Detected -1.214 0.044 GT Sens contig135 contig135 WRKY tra               ATTGACAcontig135 Solyc02g Solyc02g WRKY tra               GO:0045449 contig135 Solyc02g WRKY tra                GO:00454 SL2.40ch AT3G587 WRKY69,   WRKY69;    chr3:217  3067.81 2664.56 1045.08 1215.72 1099.55 1566.18
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -2.464 Detected -1.367 Detected -1.916 0.073 GT Sens contig135 contig135 Phosphoi           GAAAATGcontig135 Solyc02g Solyc02g Phosphoinositide-binding clat          contig135 Solyc02g Phosphoinositide-b           SL2.40ch AT4G04980.1  FUNCTIO                                                                             chr4:254  446.787 409.982 107.152 177.647 82.7106 176.4
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -2.758 Detected -1.219 Detected -1.989 0.123 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  128091 113878 39284 35581.9 19041.1 55147.7
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -1.086 Detected -0.924 Detected -1.005 0.038 GT Sens contig135 contig135 Os12g055                   GTTATTGcontig135 Solyc07g Solyc07g Os12g0554100 protein (Fragm                  contig135 Solyc07g Os12g0554100 prote                   SL2.40ch AT5G64470.2  unknown   chr5:257  376.251 274.248 94.3468 147.144 161.334 179.993
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.685 Detected -1.381 Detected -1.533 0.010 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  554.637 496.032 347.239 326.6 173.976 214.07
GT Sense Sense 0.256 Detected -0.256 Detected 0.000 -1.163 Detected -1.149 Detected -1.156 0.046 GT Sens contig136 contig136 Ribosoma                  GAAGGCGcontig136 Solyc07g Solyc07g Ribosoma                  GO:00064 GO:00064      contig136 Solyc07g Ribosoma                   GO:00047 SL2.40ch AT1G5370WAG1, PK   WAG1 (W        chr1:200  296.526 195.685 92.0159 80.439 114.709 115.477
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -2.122 Detected -1.895 Detected -2.009 0.007 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  57142 45444.3 11594.8 17893.7 12482.2 14564.2
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 -3.368 Detected -2.129 Detected -2.748 0.058 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  551.382 334.909 92.4056 88.9176 44.3921 104.465
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 -2.106 Detected -0.968 Detected -1.537 0.141 GT Sens contig136 contig136 BZIP trans                GCTACAGcontig136 Solyc02g Solyc02g BZIP trans                GO:00037 GO:00037             contig136 Solyc02g BZIP trans                 GO:00435 SL2.40ch AT2G1816ATBZIP2,   ATBZIP2              chr2:789  1117.37 682.217 167.638 320.559 216.308 474.5
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.218 Detected -1.014 Detected -1.116 0.011 GT Sens contig136 contig136 LRR recep                  AAATAGCcontig136 Solyc05g Solyc05g LRR recep                  GO:00046 GO:00046     contig136 Solyc05g Receptor   GO:00046 SL2.40ch AT4G2014GSO1  GSO1 (GA                 chr4:108  134.419 117.142 82.1191 58.1774 57.5172 66.0594
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.868 Detected -0.816 Detected -1.342 0.130 GT Sens contig137 contig137 Cyclin D-l              TCGAATGcontig137 Solyc02g Solyc02g Cyclin D-l              GO:00056 GO:00056    contig137 Solyc02g Cyclin D-l               GO:00469 SL2.40ch AT3G5007CYCD3;3  CYCD3;3       chr3:185  468.403 375.143 132.774 168.846 122.459 253.227
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -1.323 Detected -0.910 Detected -1.117 0.071 GT Sens contig137 contig137 KED (AHR    TGCCAAAcontig137 Solyc10g Solyc10g KED (AHRD V1 *-*- Q9LW95 TOcontig137 Solyc10g KED (AHRD V1 *-*- Q SL2.40ch AT2G4418MAP2A  MAP2A (M       chr2:182  21610 14614.9 6283.1 8775.25 7576.01 10052.2
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.803 Detected -1.415 Detected -1.609 0.015 GT Sens contig137 contig137 Asparagin                TATTACA contig137 Solyc06g Solyc06g Asparagin                GO:00040 GO:00040        contig137 Solyc06g Asparagin                 GO:00040 SL2.40ch AT3G4734ASN1, DIN    ASN1 (GL         chr3:174  127034 124970 53131.5 68784.2 38504.1 50228.3
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -2.768 Detected -1.618 Detected -2.193 0.065 GT Sens contig138 contig138 High-affin               GTGGCAGcontig138 Solyc03g Solyc03g High-affin               GO:00160 GO:00160    contig138 Solyc03g High-affin                GO:00053 SL2.40ch AT1G503 ATSTP9,   STP9 (SU          chr1:186  84.3607 94.9115 23.0606 25.9407 14.0104 30.9955
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.805 Detected -1.285 Detected -1.545 0.027 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  21144.1 19774.3 9268.64 12855.7 6241.96 8922.85
GT Sense Sense 0.522 Detected -0.522 Detected 0.000 -4.992 Detected -4.504 Detected -4.748 0.014 GT Sens contig138 contig138 Glucosylt            GGTAACGcontig138 Solyc10g Solyc10g Glucosylt            GO:00800 GO:00800     contig138 Solyc10g Glucosylt             GO:00800 SL2.40ch AT5G03490.1  UDP-gluc      chr5:871  14265.3 6512.01 487.492 306.296 322.965 451.761
GT Sense Sense 0.527 Detected -0.527 Detected 0.000 -4.453 Detected -1.828 Detected -3.141 0.157 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  610.758 276.619 57.7857 60.8939 20.0062 123.055
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 -1.453 Detected -1.535 Detected -1.494 0.042 GT Sens contig138 contig138 Peptide tr                 AGCTATT contig138 Solyc09g Solyc09g Peptide tr                 GO:00160 GO:00160   contig138 Solyc09g Peptide tr                  GO:00429 SL2.40ch AT3G53960.1  proton-de        chr3:199  521.936 317.238 110.707 79.0488 158.549 149.334
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -1.966 Detected -2.050 Detected -2.008 0.006 GT Sens contig139 contig139 U-box dom               GTGGACAcontig139 Solyc07g Solyc07g U-box dom               GO:00001 GO:00001   contig139 Solyc07g U-box dom                GO:00054 SL2.40ch AT4G05410.1  transduc          chr4:274  1663.02 1270.8 384.283 354.529 396.701 373.124
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -2.177 Detected -2.109 Detected -2.143 0.003 GT Sens contig139 contig139 Unknown   ACTTTGGcontig139 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig139 Solyc12g Unknown Protein (A  SL2.40ch AT5G17470.1  calmodu     chr5:576  871.986 701.597 149.703 282.385 184.509 192.8
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.523 Detected -1.443 Detected -1.483 0.006 GT Sens contig139 contig139 L-lactate d             AAATATG contig139 Solyc08g Solyc08g L-lactate d             GO:00059 GO:00059     contig139 Solyc08g L-lactate d              GO:00044 SL2.40ch AT4G17260.1  L-lactate    chr4:967  236.227 192.145 75.1149 84.19 79.0502 83.3392
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.284 Detected -1.425 Detected -1.354 0.008 GT Sens contig139 contig139 Unknown   GCGCCAAcontig139 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig139 Solyc11g Unknown Protein (A  SL2.40ch AT5G25770.3  unknown   chr5:896  1851.53 1521.1 768.999 1420.71 735.069 664.579
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.451 Detected -0.851 Detected -1.151 0.065 GT Sens contig139 contig139 Subtilisin               TTACATT contig139 Solyc07g Solyc07g Subtilisin               GO:00042 GO:00042   contig139 Solyc07g Subtilisin                GO:00042 SL2.40ch AT2G05920.1  subtilase    chr2:226  45261.6 38604.6 14630.4 12381 16308.3 24642.4
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -3.182 Detected -1.684 Detected -2.433 0.085 GT Sens contig139 contig139 2S album                      TCATGAAcontig139 Solyc08g Solyc08g 2S album                      GO:00457 GO:00457   contig139 Solyc08g 2S album                       GO:00457 SL2.40ch AT1G26850.2  dehydrat     chr1:930  224.725 181.989 40.8269 102.432 23.7688 66.9112
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 -2.212 Detected -2.716 Comprom -2.464 0.019 GT Sens contig139 contig139 Unknown             GGATAATcontig139 Solyc04g Solyc04g Unknown             GO:00059 GO:00059   contig139 Solyc04g Unknown              GO:00059 SL2.40ch AT5G01075.1  beta-gala   chr5:270  42.3665 55.657 11.4877 12.5409 11.173 7.85667
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.235 Detected -0.813 Detected -1.024 0.041 GT Sens contig140 contig140 Bromodo             TAAAGAAcontig140 Solyc04g Solyc04g Bromodomain-containing prot             contig140 Solyc04g Bromodomain-conta              SL2.40ch AT1G76380.2  DNA-bind     chr1:286  684.045 606.991 227.316 330.119 291.94 389.888
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -1.065 Detected -1.141 Detected -1.103 0.035 GT Sens contig140 contig140 Unknown   GCATGAAcontig140 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig140 Solyc00g Unknown Protein (A  SL2.40ch AT5G35230.1  unknown   chr5:134  3053.52 2153.94 1192.84 1637.11 1307.47 1236.39
GT Sense Sense -0.382 Detected 0.382 Detected 0.000 -0.981 Detected -1.503 Detected -1.242 0.115 GT Sens contig140 contig140 WRKY tra               CCATCCCcontig140 Solyc08g Solyc08g WRKY tra               GO:00037 GO:00037        contig140 Solyc08g WRKY tra                GO:00037 SL2.40ch AT4G2664WRKY20,   WRKY20;    chr4:134  45.857 73.2446 30.7565 25.1221 31.3112 21.7435
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 -1.003 Detected -1.168 Detected -1.085 0.010 GT Sens contig140 contig140 Receptor-               AAGGATCcontig140 Solyc09g Solyc09g Receptor-               GO:00064 GO:00064    contig140 Solyc09g Receptor-                GO:00428 SL2.40ch AT3G0978CCR1, AT   CCR1 (AR                 chr3:300  376.355 321.739 142.48 190.568 185.203 164.653
GT Sense Sense -1.023 Detected 1.023 Detected 0.000 -1.698 Detected -2.499 Comprom -2.098 0.196 GT Sens contig140 contig140 Polyphen             GAGTTCGcontig140 Solyc08g Solyc08g Polyphen             GO:00081 GO:00081  contig140 Solyc08g Polyphen              GO:00081 SL2.40ch AT5G3742AGL105  AGL105;    chr5:148  17.5558 68.1727 12.1798 7.62699 11.3724 6.50603
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.155 Detected -1.016 Detected -1.085 0.011 GT Sens contig140 contig140 Unknown   AGTTTCT contig140 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig140 Solyc02g Unknown Protein (A  SL2.40ch AT3G50340.1  unknown   chr3:186  11713.7 9732.33 3022.31 4114.14 5113.29 5613.18
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.035 Detected -1.295 Detected -1.165 0.026 GT Sens contig141 contig141 AT-hook m                    ACATTAC contig141 Solyc09g Solyc09g AT-hook m                    GO:00064 GO:00064  contig141 Solyc09g AT-hook m                     GO:00036 SL2.40ch AT1G1396WRKY4  WRKY4;       chr1:477  210.814 241.558 151.611 64.6305 117.468 97.8072
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -1.875 Detected -2.509 Comprom -2.192 0.021 GT Sens contig141 contig141 F-box fam              TGATCAT contig141 Solyc11g Solyc11g F-box family protein (AHRD V1           contig141 Solyc11g F-box family protein             SL2.40ch AT5G33280.1  chloride      chr5:125  37.248 32.5013 8.17853 13.7829 10.1176 6.49738
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.278 Detected -1.940 Detected -1.609 0.051 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  106.052 77.4083 37.1255 48.3557 39.8508 25.0982
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.420 Detected -1.065 Detected -1.242 0.034 GT Sens contig141 contig141 Unknown              TGCAACAcontig141 Solyc10g Solyc10g Unknown Protein (AHRD V1)%3             contig141 Solyc10g Unknown Protein (A              SL2.40ch AT5G40450.2  unknown   chr5:161  918.516 698.445 347.298 359.218 319.296 407.084
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -3.397 Detected -2.039 Detected -2.718 0.062 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  4372.51 3082.73 1407 1833.23 371.719 950.074
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.146 Detected -0.984 Detected -1.065 0.008 GT Sens contig142 contig142 WD-40 rep                 TTGTTGGcontig142 Solyc02g Solyc02g WD-40 rep                 GO:00469 GO:00469   contig142 Solyc02g WD-40 rep                  GO:00469 SL2.40ch AT5G23430.2  transduc          chr5:789  645.108 563.937 149.506 252.167 290.739 324.301
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.704 Detected -1.409 Detected -1.557 0.013 GT Sens contig142 contig142 Pathogen                GAAAAAAcontig142 Solyc10g Solyc10g Pathogen-induced calmodulin                contig142 Solyc10g Pathogen-induced c                SL2.40ch AT5G04020.1  calmodu    chr5:108  53.2397 43.4907 31.2241 18.7024 15.7478 19.2623
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.630 Detected -1.486 Detected -1.558 0.004 GT Sens contig142 contig142 Endo-1 4-                             ATAACCAcontig142 Solyc01g Solyc01g Endo-1 4-                             GO:00059 GO:00059    contig142 Solyc01g Endo-1 4-                              GO:00088 SL2.40ch AT5G4972ATGH9A1        ATGH9A1            chr5:201  10080.9 10368 2486.35 3134.87 3521.3 3879.37
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 -2.238 Detected -2.191 Detected -2.214 0.007 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  622.763 450.017 144.957 150.197 119.702 123.282
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.211 Detected -1.052 Detected -1.131 0.008 GT Sens contig142 contig142 Calcium-b              TGCAGAGcontig142 Solyc06g Solyc06g Calcium-b              GO:00055 GO:00055   contig142 Solyc06g Calcium-b               GO:00055 SL2.40ch AT5G6179CNX1, AT   calnexin    chr5:248  182.069 186.609 63.7015 104.803 84.9003 94.5453
GT Sense Sense 0.342 Detected -0.342 Detected 0.000 -1.031 Detected -1.282 Detected -1.156 0.087 GT Sens contig142 contig142 Pectinest             ATGTGGCcontig142 Solyc08g Solyc08g Pectinest             GO:00305 GO:00305  contig142 Solyc08g Pectinest              GO:00305 SL2.40ch AT1G62770.1  invertase       chr1:232  1202.86 704.345 277.706 333.241 480.462 402.474
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.675 Detected -0.878 Detected -1.276 0.085 GT Sens contig142 contig142 4-coumar                 AACTCAAcontig142 Solyc02g Solyc02g 4-coumar                 GO:00081 GO:00081    contig142 Solyc02g 4-coumar                  GO:00162 SL2.40ch AT1G6294ACOS5  ACOS5 (A           chr1:233  64.7024 62.4923 34.7951 57.8185 21.2416 36.7869
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.193 Detected -1.261 Detected -1.227 0.005 GT Sens contig142 contig142 Enolase (           AACAAGAcontig142 Solyc09g Solyc09g Enolase (           GO:00000 GO:00000     contig142 Solyc09g Enolase (            GO:00046 SL2.40ch AT2G3653LOS2  LOS2; co        chr2:153  6036.69 5109.28 1724.75 1411.43 2590.96 2463.15
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -1.534 Detected -1.332 Detected -1.433 0.012 GT Sens contig143 contig143 Tripartite               TGTGCATcontig143 Solyc09g Solyc09g Tripartite               GO:00082 GO:00082     contig143 Solyc09g Tripartite                GO:00048 SL2.40ch AT1G0286NLA  NLA (nitro       chr1:635  1139.44 902.657 237.289 396.095 373.454 428.215
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.008 Detected -1.632 Comprom -1.320 0.052 GT Sens contig143 contig143 Pyrophos                CCTCTGAcontig143 Solyc06g Solyc06g Pyrophos                GO:00160 GO:00160   contig143 Solyc06g Pyrophos                 GO:00096 SL2.40ch AT1G1569AVP1, AT    AVP1; AT     chr1:539  28.7684 26.296 11.5109 17.8216 14.5794 9.43656
GT Sense Sense 0.398 Detected -0.398 Detected 0.000 -0.966 Detected -1.469 Detected -1.218 0.123 GT Sens contig143 contig143 Transcrip                  ATACTCAcontig143 Solyc06g Solyc06g Transcrip                  GO:0045449 contig143 Solyc06g Transcrip                   GO:00454 SL2.40ch AT1G62760.1  invertase       chr1:232  319.614 173.227 134.489 122.221 128.458 90.3463
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -3.494 Detected -1.483 Detected -2.488 0.132 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  179.861 179.033 45.0325 107.999 16.9821 68.2637
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.118 Detected -1.797 Comprom -1.458 0.050 GT Sens contig143 contig143 Glutathion               AAGAGTGcontig143 Solyc02g Solyc02g Glutathion               GO:00043 GO:00043    contig143 Solyc02g Glutathion                GO:00043 SL2.40ch AT1G1717ATGSTU2    ATGSTU2            chr1:586  30.8078 29.1178 7.66358 13.648 14.7116 9.16444
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -2.074 Detected -1.503 Detected -1.788 0.025 GT Sens contig143 contig143 En/Spm-li       TTGCCACcontig143 Solyc09g Solyc09g En/Spm-like transposon protei     contig143 Solyc09g En/Spm-like transpo      SL2.40ch AT2G33560.1  spindle c    chr2:142  359.76 328.446 125.632 121.621 87.0702 128.989
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -1.849 Detected -1.574 Detected -1.711 0.007 GT Sens contig143 contig143 Ribonucle                ACATGAT contig143 Solyc09g Solyc09g Ribonucleoside hydrolase 1 (A              contig143 Solyc09g Ribonucleoside hyd                SL2.40ch AT2G363 URH1  URH1 (UR           chr2:152  65965.1 57382.2 15240.9 25060.3 18210.8 21976.6
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.233 Detected -3.473 Detected -2.353 0.171 GT Sens contig144 contig144 RNA bind                   ATGAACGcontig144 Solyc05g Solyc05g RNA bind                   GO:00036 GO:00036   contig144 Solyc05g RNA bind                    GO:00036 SL2.40ch AT4G1385ATGRP2  GR-RBP2                   chr4:802  7943.57 6456.3 3903.03 3354.16 3247.88 685.916
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 -1.931 Detected -1.691 Detected -1.811 0.034 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  118.212 71.2004 25.7834 37.1299 25.6643 30.213
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.280 Detected -1.011 Detected -1.146 0.014 GT Sens contig144 contig144 Pentatrico               AAGAAAAcontig144 Solyc01g Solyc01g Pentatrico               GO:00045 GO:00045  contig144 Solyc01g Pentatrico                GO:00045 SL2.40ch AT2G4535CRR4  CRR4 (CH     chr2:186  506.497 468.328 231.572 172.713 213.827 256.942
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -1.207 Detected -1.313 Detected -1.260 0.027 GT Sens contig144 contig144 Kinesin li               AACCAAAcontig144 Solyc10g Solyc10g Kinesin li               GO:00070 GO:00070  contig144 Solyc10g Kinesin li                GO:00082 SL2.40ch AT4G39050.1  kinesin-r     chr4:181  3349.25 2366.9 684 1216.99 1300.93 1204.79
GT Sense Sense 0.639 Detected -0.639 Detected 0.000 -2.419 Detected -1.777 Detected -2.098 0.099 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  2072.68 803.739 171.347 346.127 257.44 400.473
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.091 Detected -0.949 Detected -1.020 0.023 GT Sens contig144 contig144 RING fing                GACTACAcontig144 Solyc08g Solyc08g RING fing                GO:00082 GO:00082   contig144 Solyc08g RING fing                 GO:00082 SL2.40ch AT1G71970.1  unknown   chr1:270  623.738 483.082 208.87 229.071 274.786 302.379
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 -1.604 Detected -0.953 Detected -1.278 0.067 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  536.584 422.785 246.529 219.474 167.128 261.623
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.354 Detected -1.161 Detected -1.257 0.007 GT Sens contig145 contig145 LINE-type              TAAAGAAcontig145 Solyc07g Solyc07g LINE-type retrotransposon LIb            contig145 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1942.87 1963.99 660.847 767.881 815.097 928.814
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 -0.901 Detected -1.570 Detected -1.236 0.090 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  55.4931 38.7444 8.46309 9.71851 26.4759 16.6005
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.393 Detected -1.186 Detected -1.290 0.006 GT Sens contig145 contig145 Os03g016                   TTAAGGCcontig145 Solyc09g Solyc09g Os03g0169000 protein (Fragm                  contig145 Solyc09g Os03g0169000 prote                   SL2.40ch AT3G54100.1  unknown   chr3:200  2776.64 2650.61 735.281 1335.54 1101.43 1267.72
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 -1.886 Detected -0.951 Detected -1.418 0.122 GT Sens contig145 contig145 Unknown            CTTCGGGcontig145 Solyc06g Solyc06g Unknown            GO:00063 GO:00063    contig145 Solyc06g Unknown             GO:00063 SL2.40ch AT1G67040.1  unknown   chr1:250  349.593 222.522 69.4387 79.5029 80.4753 153.385
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 -2.173 Detected -1.291 Detected -1.732 0.084 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  76.0277 47.0138 15.5531 24.1496 14.1418 25.977
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.096 Detected -0.933 Detected -1.014 0.007 GT Sens contig145 contig145 Glucan en                  ATGGTTCcontig145 Solyc04g Solyc04g Glucan en                  GO:00059 GO:00059   contig145 Solyc04g Glucan en                   GO:00059 SL2.40ch AT1G66250.1  glycosyl      chr1:246  158.268 154.824 77.6283 69.3795 78.1112 87.1586
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -1.855 Comprom -0.963 Comprom -1.409 0.093 GT Sens contig146 contig146 MADS-bo                 TCATCGTcontig146 Solyc04g Solyc04g MADS-bo                 GO:00056 GO:00056  contig146 Solyc04g MADS-bo                  GO:00036 SL2.40ch AT1G32670.1  unknown   chr1:118  14.199 11.3143 5.88819 6.70245 3.73708 6.9137
GT Sense Sense 0.289 Detected -0.289 Detected 0.000 -4.021 Comprom -1.459 Detected -2.740 0.172 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  60.4858 38.1261 10.1628 5.77155 3.15528 18.5744
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -2.436 Detected -1.841 Detected -2.138 0.019 GT Sens contig146 contig146 Genomic          AAAGGTCcontig146 Solyc01g Solyc01g Genomic DNA chromosome 5       contig146 Solyc01g Genomic DNA chrom         SL2.40ch AT3G11760.1  unknown   chr3:371  9306.68 8952.04 2416.97 4226.13 1798.63 2709.69
GT Sense Sense -0.643 Detected 0.643 Detected 0.000 -1.014 Detected -1.589 Detected -1.302 0.206 GT Sens contig146 contig146 Dimethyla                GCCTAAGcontig146 Solyc01g Solyc01g Dimethyla                GO:00551 GO:00551  contig146 Solyc01g Dimethyla                 GO:00551 SL2.40ch AT5G45180.1  flavin-con          chr5:182  37.7816 86.735 24.1637 31.2272 30.2194 20.2335
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 -1.562 Detected -1.160 Detected -1.361 0.031 GT Sens contig146 contig146 Glycoside          GGAATCTcontig146 Solyc06g Solyc06g Glycoside hydrolase family 28       contig146 Solyc06g Glycoside hydrolase         SL2.40ch AT4G2297AESP  AESP (AR       chr4:120  34559.6 26879.5 7133.68 7756.41 11006.7 14502.7
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -2.181 Detected -1.612 Detected -1.896 0.028 GT Sens contig146 contig146 Cellulose             CCTTTTT contig146 Solyc12g Solyc12g Cellulose             GO:00082 GO:00082   contig146 Solyc12g Cellulose              GO:00160 SL2.40ch AT2G2177CESA9, C   CESA9 (C           chr2:928  1847.46 1408.87 312.243 502.285 379.394 561.164
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.539 Detected -1.626 Detected -1.583 0.014 GT Sens contig146 contig146 Calmodul               AGTGTTCcontig146 Solyc01g Solyc01g Calmodul               GO:00055 GO:00055  contig146 Solyc01g Calmodul                GO:00055 SL2.40ch AT2G18750.2  calmodu    chr2:812  836.397 611.013 287.963 164.303 262.309 246.219
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 -3.178 Detected -3.363 Detected -3.270 0.002 GT Sens contig147 contig147 Gibberelli               TGCATGTcontig147 Solyc03g Solyc03g Gibberellin-regulated protein (A              contig147 Solyc03g Gibberellin-regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  1731.06 1364.23 171.876 158.956 181.124 158.771
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.105 Detected -1.104 Detected -1.104 0.005 GT Sens contig147 contig147 RING fing                TATTGTT contig147 Solyc02g Solyc02g RING fing                GO:00055 GO:00055    contig147 Solyc02g RING fing                 GO:00055 SL2.40ch AT2G17730.1  zinc finge        chr2:770  511.442 534.309 172.182 230.546 259.243 258.577
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -1.326 Detected -1.024 Detected -1.175 0.043 GT Sens contig147 contig147 Protein-m      AATTCAGcontig147 Solyc02g Solyc02g Protein-methionine-s-oxide red     contig147 Solyc02g Protein-methionine-      SL2.40ch AT2G17705.1  unknown   chr2:769  2895.36 2057.06 1062.08 1467.1 1037.77 1276.14
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -2.141 Comprom -1.360 Detected -1.751 0.055 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  41.9004 31.055 16.2667 25.0555 8.71841 14.9412
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.064 Detected -0.967 Detected -1.016 0.003 GT Sens contig147 contig147 AT-hook m                    GCAGCTGcontig147 Solyc01g Solyc01g AT-hook m                    GO:00036 GO:00036  contig147 Solyc01g AT-hook m                     GO:00036 SL2.40ch AT4G22770.1  DNA-bind     chr4:119  1127.97 1104.36 579.507 369.544 569.17 607.038
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -1.373 Detected -1.384 Detected -1.378 0.003 GT Sens contig147 contig147 Hydroxym                          TCTTGAGcontig147 Solyc08g Solyc08g Hydroxym                          GO:00044 GO:00044    contig147 Solyc08g Hydroxym                               GO:00044 SL2.40ch AT4G1182MVA1  MVA1; ac      chr4:710  1610.83 1677.9 510.659 491.094 677.012 669.855
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.016 Detected -0.989 Detected -1.003 0.005 GT Sens contig148 contig148 Acyl-ACP             AAGTACAcontig148 Solyc12g Solyc12g Acyl-ACP thioesterase (AHRD V            contig148 Solyc12g Acyl-ACP thioestera              SL2.40ch AT1G085 FATB  FATB (fat          chr1:269  2277.67 1944.03 791.576 1102.44 1109.42 1127.18
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -1.585 Detected -1.129 Detected -1.357 0.034 GT Sens contig148 contig148 Calcium-b         GGAAACAcontig148 Solyc01g Solyc01g Calcium-binding EF hand fami      contig148 Solyc01g Calcium-binding EF       SL2.40ch AT5G28830.1  calcium-b       chr5:108  9494.38 7629.17 2852.22 3905.8 3025.29 4138.28
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -1.106 Detected -1.028 Detected -1.067 0.004 GT Sens contig149 contig149 Calcium-b                    GAAGAAGcontig149 Solyc03g Solyc03g Calcium-b                    GO:00057 GO:00057    contig149 Solyc03g Calcium-b                     GO:00055 SL2.40ch AT5G6179CNX1, AT   calnexin    chr5:248  42667.3 37057.9 14615.7 17322.9 19704.1 20735.4
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 -2.789 Comprom -2.047 Comprom -2.418 0.028 GT Sens contig149 contig149 Receptor                  CAAATTGcontig149 Solyc03g Solyc03g Receptor                  GO:00428 GO:00428   contig149 Solyc03g Receptor                   GO:00428 SL2.40ch AT5G5072ATHVA22    ATHVA22   chr5:206  20.9799 25.2807 2.85515 3.42887 3.5525 5.92712
GT Sense Sense -0.465 Detected 0.465 Detected 0.000 -1.491 Comprom -2.306 Comprom -1.899 0.092 GT Sens contig149 contig149 Unknown   ATTTTCC contig149 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig149 Solyc02g Unknown Protein (A  SL2.40ch AT5G4722ATERF2, A    ERF2 (ET               chr5:191  10.9656 19.6645 4.74399 13.9926 5.56983 3.15715
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.616 Detected -1.235 Detected -1.425 0.018 GT Sens contig149 contig149 Os08g010                  TGACATGcontig149 Solyc07g Solyc07g Os08g0100600 protein (Fragm                 contig149 Solyc07g Os08g0100600 prote                  SL2.40ch AT1G03610.1  unknown   chr1:901  6587.47 5993.33 1820.51 2541.87 2186.34 2837.68
GT Sense Sense 1.851 Detected -1.851 Detected 0.000 -1.691 Detected -1.809 Detected -1.750 0.444 GT Sens contig149 contig149 UDP-gluc             CAGAGAAcontig149 Solyc03g Solyc03g UDP-gluc             GO:00081 GO:00081      contig149 Solyc03g UDP-gluc              GO:00167 SL2.40ch AT4G0107GT72B1,   GT72B1;        chr4:461  6946.86 502.063 352.98 824.85 616.879 566.607
GT Sense Sense 0.426 Detected -0.426 Detected 0.000 -2.894 Detected -2.704 Detected -2.799 0.023 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  178.164 92.8536 22.3508 40.7596 18.4547 20.9892
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.198 Detected -1.216 Detected -1.207 0.002 GT Sens contig149 contig149 MFS fami                       TCTCCACcontig149 Solyc02g Solyc02g MFS fami                       GO:00155 GO:00155     contig149 Solyc02g MFS fami                        GO:00155 SL2.40ch AT4G35300.3  TMT2 (TO             chr4:167  283.07 246.644 131.793 146.845 122.821 120.944
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 -3.975 Detected -3.850 Detected -3.913 0.006 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  14197.7 8930.17 2324.84 2057.65 763.338 830.156
GT Sense Sense 0.366 Detected -0.366 Detected 0.000 -1.244 Detected -1.332 Detected -1.288 0.073 GT Sens contig15 contig15 Helicase-l      GAGCAGAcontig15 Solyc09g Solyc09g Helicase-like protein (AHRD V1  contig15 Solyc02g Receptor   GO:00046 SL2.40ch AT1G77855.1 54.2857 30.737 18.1259 24.4786 18.3949 17.2466
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.407 Detected -0.999 Detected -1.203 0.029 GT Sens contig150 contig150 LanC-like               AAAGGAGcontig150 Solyc10g Solyc10g LanC-like               GO:00038 GO:00038    contig150 Solyc10g LanC-like                GO:00104 SL2.40ch AT2G2077GCL2  GCL2 (GC     chr2:894  1911.87 1696.12 600.151 794.86 724.176 957.948
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -1.668 Detected -0.860 Detected -1.264 0.093 GT Sens contig150 contig150 Pectinest               TTATTAT contig150 Solyc03g Solyc03g Pectinest               GO:00305 GO:00305  contig150 Solyc03g Pectinest                GO:00056 SL2.40ch AT5G64640.1  pectinest     chr5:258  12226.3 13128.1 4799 6219.76 4252.75 7419.21
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -1.849 Detected -1.285 Detected -1.567 0.043 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  1672.52 1224.99 457.402 911.046 423.569 624.404
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.269 Detected -1.096 Detected -1.182 0.017 GT Sens contig151 contig151 Transcrip               AAGACAT contig151 Solyc02g Solyc02g Transcrip               GO:00055 GO:00055   contig151 Solyc02g Transcrip                GO:00055 SL2.40ch AT4G0445WRKY42,   WRKY42;    chr4:221  8848.08 9950.03 3943.68 4906.39 4152.52 4667.37
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 -2.215 Detected -1.574 Detected -1.895 0.044 GT Sens contig151 contig151 Dehydrat                    GTCATGAcontig151 Solyc03g Solyc03g Dehydration-responsive family                   contig151 Solyc03g Dehydration-respon                     SL2.40ch AT4G00750.1  dehydrat     chr4:314  1835.82 1212.58 243.632 502.407 342.745 532.648
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.954 Detected -1.235 Detected -1.594 0.049 GT Sens contig151 contig151 Peroxidas               AGAGATCcontig151 Solyc02g Solyc02g Peroxidas               GO:00055 GO:00055    contig151 Solyc02g Peroxidas                GO:00046 SL2.40ch AT5G40150.1  peroxida    chr5:160  5198.79 4393.05 1867.88 2355.25 1315.6 2159.1
GT Sense Sense 0.197 Detected -0.197 Detected 0.000 -1.454 Detected -1.090 Detected -1.272 0.042 GT Sens contig151 contig151 Arabinoga                  TTTCAAT contig151 Solyc01g Solyc01g Arabinoga                  GO:00051 GO:00051      contig151 Solyc01g Arabinoga                   GO:00051 SL2.40ch AT2G4633AGP16, A   AGP16 (A     chr2:190  598.914 429.122 242.807 270.772 197.37 253.181
GT Sense Sense 0.560 Detected -0.560 Detected 0.000 -1.569 Detected -1.351 Detected -1.460 0.125 GT Sens contig151 contig151 cDNA clon         GCCAAAAcontig151 Solyc03g Solyc03g cDNA clone J100026I16 full ins      contig151 Solyc03g cDNA clone J100026        SL2.40ch AT5G17350.1  unknown   chr5:571  1829.83 792.69 431.342 884.662 432.798 501.968
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -1.132 Detected -1.207 Detected -1.169 0.001 GT Sens contig151 contig151 Ulp1 prote           CTAACGCcontig151 Solyc09g Solyc09g Ulp1 protease family C-termina         contig151 Solyc01g Major late                 GO:00096 SL2.40ch AT2G03820.1  nonsens        chr2:116  467.946 430.711 181.887 233.406 218.456 206.765
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 -1.641 Detected -1.010 Detected -1.325 0.061 GT Sens contig151 contig151 Unknown   TTACTAC contig151 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig151 Solyc07g Unknown Protein (A  SL2.40ch AT1G70470.1  unknown   chr1:265  196.424 223.774 41.7771 68.6474 71.6841 110.72
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 -1.832 Detected -1.389 Detected -1.611 0.059 GT Sens contig151 contig151 11-beta-h                ATTACAGcontig151 Solyc05g Solyc05g 11-beta-h                GO:00081 GO:00081  contig151 Solyc05g 11-beta-h                 GO:00081 SL2.40ch AT5G43680.1 1166.75 681.385 318.564 345.407 267.007 361.92
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -1.900 Detected -1.179 Detected -1.539 0.056 GT Sens contig151 contig151 Histone-ly             GATGTTGcontig151 Solyc03g Solyc03g Histone-ly             GO:00055 GO:00055     contig151 Solyc03g Histone-ly              GO:00055 SL2.40ch AT5G2433ATXR6, S   ATXR6; D       chr5:829  91.8249 73.1114 41.8307 22.9862 23.4052 38.4878
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.155 Detected -1.064 Detected -1.110 0.015 GT Sens contig151 contig151 Transcrip                      ACATTGAcontig151 Solyc10g Solyc10g Transcrip                      GO:00056 GO:00056 contig151 Solyc10g Transcrip                       GO:00056 SL2.40ch AT5G05140.1  transcrip     chr5:152  992.099 782.579 248.011 248.752 421.84 448.195
GT Sense Sense 0.696 Detected -0.696 Detected 0.000 -1.898 Detected -1.310 Detected -1.604 0.168 GT Sens contig151 contig151 BZIP trans      TGTGTTAcontig151 Solyc02g Solyc02g BZIP transcription factor (AHRD   contig151 Solyc02g BZIP trans      GO:00055 SL2.40ch AT5G5528FTSZ1-1,    FTSZ1-1;       chr5:224  2466.54 883.81 447.355 1093.77 422.325 633.016
GT Sense Sense 0.409 Detected -0.409 Detected 0.000 -2.829 Detected -3.664 Detected -3.247 0.031 GT Sens contig152 contig152 STIG1 (AH             TATCGTT contig152 Solyc03g Solyc03g STIG1 (AH             GO:00048 GO:00048  contig152 Solyc03g STIG1 (AH              GO:00048 SL2.40ch AT1G3197STRS1  STRS1 (S               chr1:114  2409.48 1285.87 130.179 80.8512 264.111 147.603
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.285 Detected -0.945 Detected -1.115 0.024 GT Sens contig152 contig152 Genomic          CATTTTT contig152 Solyc02g Solyc02g Genomic DNA chromosome 5       contig152 Solyc02g Genomic DNA chrom         SL2.40ch AT5G40740.1  unknown   chr5:163  281.941 283.335 80.1948 114.309 123.713 156.053
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.310 Detected -0.945 Detected -1.127 0.030 GT Sens contig152 contig152 Genomic          TAGCAAGcontig152 Solyc03g Solyc03g Genomic DNA chromosome 5       contig152 Solyc03g Genomic DNA chrom         SL2.40ch AT5G10570.1  basic hel      chr5:334  899.165 949.089 481.499 759.161 397.413 510.272
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -0.807 Detected -1.581 Detected -1.194 0.091 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  12049.4 10948 7707.92 8373.09 6998.12 4082
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.738 Detected -1.362 Detected -1.550 0.016 GT Sens contig153 contig153 Laccase-2               AACGGGAcontig153 Solyc02g Solyc02g Laccase-2               GO:00551 GO:00551  contig153 Solyc02g Laccase-2                GO:00551 SL2.40ch AT2G2363sks16  sks16 (SK          chr2:100  2229.1 1903.47 774.422 1018.45 658.548 851.856
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -2.322 Detected -1.867 Detected -2.095 0.012 GT Sens contig153 contig153 Unknown   ATCTGCAcontig153 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig153 Solyc11g Unknown Protein (A  SL2.40ch AT4G15960.1  catalytic/    chr4:904  1129.76 1057.13 420.887 301.634 233.083 318.439
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 -2.940 Comprom -1.267 Comprom -2.104 0.138 GT Sens contig153 contig153 Glucose t              TATTCCCcontig153 Solyc01g Solyc01g Glucose t              GO:00160 GO:00160 contig153 Solyc01g Glucose t               GO:00160 SL2.40ch AT5G18840.1  sugar tra    chr5:628  21.6896 14.2441 9.70346 2.27659 2.44206 7.76472
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.563 Detected -0.874 Detected -1.219 0.081 GT Sens contig153 contig153 LRR recep                  AAGGAACcontig153 Solyc01g Solyc01g LRR recep                  GO:00055 GO:00055        contig153 Solyc01g Receptor   GO:00055 SL2.40ch AT2G16250.1  leucine-r        chr2:703  2230.47 1748.07 644.7 920.043 712.417 1145.79
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.584 Detected -1.321 Detected -1.453 0.008 GT Sens contig153 contig153 Galactosy              TCCCATAcontig153 Solyc09g Solyc09g Galactosy              GO:00160 GO:00160     contig153 Solyc09g Galactosy               GO:00167 SL2.40ch AT2G2037KAM1, MU   MUR3 (M         chr2:879  335.569 325.087 50.3639 106.708 117.484 140.511
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -1.923 Detected -1.838 Detected -1.880 0.011 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  1413.43 1013.42 370.269 395.726 336.623 356.035
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.779 Detected -1.070 Detected -1.424 0.065 GT Sens contig153 contig153 Eukaryoti                     CAAGTTAcontig153 Solyc10g Solyc10g Eukaryotic translation initiation                   contig153 Solyc10g Eukaryotic translatio                     SL2.40ch AT4G1142EIF3A, AT      EIF3A (EU          chr4:694  116.712 90.1466 26.4564 32.9758 31.8645 51.9586
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -3.024 Detected -2.950 Detected -2.987 0.002 GT Sens contig153 contig153 Cytochro                 GAGAGAAcontig153 Solyc08g Solyc08g Cytochro                 GO:00200 GO:00200     contig153 Solyc08g Cytochro  GO:00102 SL2.40ch AT4G1923CYP707A   CYP707A        chr4:105  2256.91 2506.13 183.768 300.24 311.757 327.151
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.281 Detected -2.132 Comprom -1.706 0.063 GT Sens contig154 contig154 Transcrip                  AAAGCCGcontig154 Solyc04g Solyc04g Transcrip                  GO:00037 GO:00037      contig154 Solyc04g Transcrip                   GO:00037 SL2.40ch AT3G26020.4  serine/th           chr3:951  34.9695 26.9348 23.4248 7.94861 13.466 7.44638
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.439 Detected -0.982 Detected -1.210 0.035 GT Sens contig154 contig154 Xenotrop                 ACTCTTT contig154 Solyc05g Solyc05g Xenotrop                 GO:00049 GO:00049      contig154 Solyc05g Xenotrop                  GO:00049 SL2.40ch AT3G29060.1  LOCATE                                                                                  chr3:110  972.482 858.396 306.957 660.806 359.349 491.848
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -2.727 Comprom -1.990 Comprom -2.359 0.026 GT Sens contig154 contig154 Pectinest               CGGATGCcontig154 Solyc01g Solyc01g Pectinest               GO:00469 GO:00469    contig154 Solyc01g Pectinest                GO:00469 SL2.40ch AT5G0966PMDH2  PMDH2 (p        chr5:299  14.625 11.6433 1.90269 7.40377 2.10125 3.4929
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -3.532 Comprom -3.580 Comprom -3.556 0.006 GT Sens contig154 contig154 Os05g027       ACACCTCcontig154 Solyc02g Solyc02g Os05g0272200 protein (Fragm     contig154 Solyc02g Os05g0272200 prote      SL2.40ch AT1G17030.1  unknown   chr1:582  37.0426 23.743 5.74519 6.01475 2.73325 2.63701
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.042 Detected -1.577 Detected -1.309 0.040 GT Sens contig155 contig155 Cathepsin                TACTCCAcontig155 Solyc02g Solyc02g Cathepsin                GO:00041 GO:00041   contig155 Solyc02g Cathepsin                 GO:00041 SL2.40ch AT1G29080.1  peptidase      chr1:101  322.553 322.823 147.404 168.613 167.159 114.973
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.562 Detected -1.300 Detected -1.431 0.009 GT Sens contig155 contig155 BZIP trans                  ATACAGAcontig155 Solyc06g Solyc06g BZIP trans                  GO:00063 GO:00063     contig155 Solyc06g BZIP trans                   GO:00036 SL2.40ch AT1G0685AtbZIP52  AtbZIP52             chr1:210  3785.17 3339.82 1056.75 1391.3 1284.13 1535.37
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.070 Detected -1.363 Detected -1.217 0.015 GT Sens contig155 contig155 BHLH tran                 GTGAAAGcontig155 Solyc03g Solyc03g BHLH tran                 GO:00056 GO:00056      contig155 Solyc03g BHLH tran                  GO:00037 SL2.40ch AT3G21330.1  basic hel      chr3:750  56.9616 55.6647 29.8319 27.4344 28.5971 23.272
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.164 Detected -1.373 Detected -1.269 0.011 GT Sens contig155 contig155 Kelch-like               AGAGTATcontig155 Solyc01g Solyc01g Kelch-like               GO:00037 GO:00037  contig155 Solyc01g Kelch-like                GO:00037 SL2.40ch AT1G55270.1  kelch rep      chr1:206  211.012 175.675 76.9126 74.4989 91.635 79.009
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 -1.152 Detected -1.629 Detected -1.391 0.096 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  317.345 171.708 117.429 77.8098 111.991 80.2189
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.764 Detected -1.576 Detected -1.670 0.004 GT Sens contig155 contig155 Beta-D-gl                GACATGAcontig155 Solyc11g Solyc11g Beta-D-gl                GO:00059 GO:00059    contig155 Solyc11g Beta-D-gl                 GO:00088 SL2.40ch AT5G20950.2  glycosyl      chr5:710  1690.34 1681.74 536.359 508.288 529.472 601.362
GT Sense Sense 0.354 Detected -0.354 Detected 0.000 -1.923 Detected -2.149 Detected -2.036 0.032 GT Sens contig156 contig156 Mpv17 pr            GGGAGA contig156 Solyc04g Solyc04g Mpv17 pr            GO:00160 GO:00160   contig156 Solyc04g Mpv17 pr             GO:00160 SL2.40ch AT4G33905.1  peroxiso        chr4:162  91.0291 52.459 18.4589 39.5038 19.4324 16.5602
GT Sense Sense 0.914 Detected -0.914 Detected 0.000 -2.598 Comprom -3.484 Comprom -3.041 0.096 GT Sens contig157 contig157 FAD-bind                 GAGTATGcontig157 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig157 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT5G44410.1  FAD-bind     chr5:178  43.292 11.4756 1.68293 1.91682 3.92482 2.11806
GT Sense Sense 0.339 Detected -0.339 Detected 0.000 -0.984 Detected -1.069 Detected -1.026 0.095 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  2067.5 1216.07 944.988 827.067 854.89 803.564
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 -1.316 Detected -2.389 Detected -1.852 0.089 GT Sens contig157 contig157 WRKY tra              TGAGGG contig157 Solyc12g Solyc12g WRKY tra              GO:0045449 contig157 Solyc12g WRKY tra               GO:00454 SL2.40ch AT4G3180WRKY18  WRKY18;    chr4:153  164.914 109.927 54.1039 28.055 57.6829 27.3331
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.185 Detected -0.871 Detected -1.028 0.027 GT Sens contig157 contig157 Transmem                  TCCCTGGcontig157 Solyc12g Solyc12g Transmem                  GO:00048 GO:00048       contig157 Solyc12g Transmem                   GO:00055 SL2.40ch AT5G35160.1  LOCATE                                                                     chr5:134  6154.94 5272.64 1805.85 2420.42 2671.8 3310.87
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.114 Detected -1.054 Detected -1.084 0.022 GT Sens contig158 contig158 Plant-spe                     CGATGATcontig158 Solyc11g Solyc11g Plant-specific domain TIGR015                    contig158 Solyc11g Plant-specific doma                     SL2.40ch AT5G0482ATOFP13    OFP13 (A        chr5:139  214.898 161.648 86.1813 137.191 91.8018 95.417
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -0.995 Detected -1.025 Detected -1.010 0.015 GT Sens contig158 contig158 Chaperon                  TTTTCGCcontig158 Solyc04g Solyc04g Chaperon                  GO:00510 GO:00510      contig158 Solyc04g Chaperon                   GO:00510 SL2.40ch AT5G01390.4  DNAJ hea      chr5:160  1397.17 1109.42 519.395 522.338 666.225 650.458
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.059 Detected -0.968 Detected -1.013 0.006 GT Sens contig158 contig158 Alpha-1 4                TCCAAAAcontig158 Solyc04g Solyc04g Alpha-1 4                GO:00167 GO:00167     contig158 Solyc04g Alpha-1 4                 GO:00167 SL2.40ch AT5G1565RGP2, AT   RGP2 (RE          chr5:509  16745.5 14488.3 6827.02 7552.26 7973.12 8465.77
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.461 Detected -1.697 Detected -1.579 0.009 GT Sens contig158 contig158 Auxin effl                TACGACTcontig158 Solyc04g Solyc04g Auxin effl                GO:00096 GO:00096         contig158 Solyc04g Auxin effl                 GO:00103 SL2.40ch AT2G0142PIN4  PIN4 (PIN       chr2:180  358.115 293.659 136.415 129.198 125.604 106.338
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.096 Detected -1.144 Detected -1.120 0.002 GT Sens contig159 contig159 Actin-bind              TAAAGAAcontig159 Solyc10g Solyc10g Actin-bind              GO:00037 GO:00037    contig159 Solyc10g Actin-bind               GO:00510 SL2.40ch AT3G574 VLN3, ATV   VLN3 (VIL      chr3:212  771.369 677.048 190.579 351.747 360.521 347.662
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.673 Detected -1.032 Detected -1.352 0.055 GT Sens contig159 contig159 Inorganic              AGGAAGTcontig159 Solyc09g Solyc09g Inorganic              GO:00044 GO:00044   contig159 Solyc09g Inorganic               GO:00044 SL2.40ch AT1G0105AtPPa1  AtPPa1 (A        chr1:313  69900.1 58278.2 26844.4 42646.6 21350.5 33189.6
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 -1.136 Detected -1.028 Detected -1.082 0.057 GT Sens contig159 contig159 Cell divisi                CCGGCC contig159 Solyc03g Solyc03g Cell divisi                GO:00055 GO:00055  contig159 Solyc03g Cell divisi                 GO:00055 SL2.40ch AT4G28000.1  ATP bind        chr4:139  2210.11 1441.43 769.837 832.656 865.839 930.281
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.202 Detected -0.961 Detected -1.081 0.014 GT Sens contig159 contig159 Unknown   ATCCATAcontig159 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig159 Solyc02g Unknown Protein (A  SL2.40ch AT3G01010.1  UDP-gluc      chr3:434  119.657 120.39 70.3761 127.896 55.6456 65.5489
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -0.856 Detected -1.374 Detected -1.115 0.068 GT Sens contig160 contig160 Phosphor                TATTTAT contig160 Solyc01g Solyc01g Phosphoribosylanthranilate tra                contig160 Solyc01g Phosphoribosylanth                 SL2.40ch AT5G17980.1  C2 doma    chr5:595  4908.11 3677.77 1677.96 1544.2 2503.91 1743.03
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -2.044 Detected -1.751 Detected -1.898 0.009 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  821.935 667.771 158.508 248.596 191.57 233.939
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 -1.116 Detected -2.168 Detected -1.642 0.114 GT Sens contig160 contig160 NAC-dom                  TTAGAGGcontig160 Solyc06g Solyc06g NAC-dom                  GO:00037 GO:00037      contig160 Solyc06g NAC-dom                   GO:00037 SL2.40ch AT1G325 anac011  anac011          chr1:117  313.349 192.55 53.0672 31.8166 120.846 58.107
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -2.194 Detected -1.832 Detected -2.013 0.008 GT Sens contig160 contig160 Os05g027       GGTACACcontig160 Solyc01g Solyc01g Os05g0272200 protein (Fragm     contig160 Solyc01g Os05g0272200 prote      SL2.40ch AT1G17030.1  unknown   chr1:582  12495.9 12043.1 3322.66 4834.35 2859.73 3664.57
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -2.639 Comprom -2.991 Comprom -2.815 0.005 GT Sens contig160 contig160 Polyprote     TTTCGGCcontig160 Solyc10g Solyc10g Polyprotein (AHRD V1 **-- Q94Kcontig160 Solyc10g Polyprotein (AHRD V   SL2.40ch AT5G40700.3  unknown   chr5:162  16.9726 17.6084 2.24342 2.42937 2.95936 2.31117
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -0.952 Detected -1.364 Detected -1.158 0.031 GT Sens contig160 contig160 Fas-assoc               ATCAGCAcontig160 Solyc08g Solyc08g Fas-associated factor 1-like pr             contig160 Solyc08g Fas-associated facto               SL2.40ch AT4G10790.1  UBX dom    chr4:664  1064.27 954.986 448.27 471.918 555.721 416.382
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -1.221 Comprom -1.385 Comprom -1.303 0.035 GT Sens contig161 contig161 Os02g019              GAGCATTcontig161 Solyc04g Solyc04g Os02g0194300 protein (Fragm             contig161 Solyc04g Os02g0194300 prote              SL2.40ch AT5G0744GDH2  GDH2 (GL              chr5:235  19.9255 13.482 2.08345 4.65235 7.49775 6.67283
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 -1.643 Detected -1.063 Detected -1.353 0.067 GT Sens contig161 contig161 Histidine             AGAGCATcontig161 Solyc04g Solyc04g Histidine             GO:00046 GO:00046       contig161 Solyc04g Histidine              GO:00046 SL2.40ch AT2G0183WOL, CRE      WOL (WO            chr2:363  205.767 140.989 49.2822 61.2791 58.15 86.7026
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -2.072 Detected -1.580 Detected -1.826 0.019 GT Sens contig161 contig161 Receptor-                 TTACATC contig161 Solyc11g Solyc11g Receptor-                 GO:00055 GO:00055      contig161 Solyc11g Receptor   GO:00055 SL2.40ch AT1G4848RKL1  RKL1; AT         chr1:179  691.147 596.434 188.567 228.024 162.869 228.276
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -1.544 Detected -1.717 Detected -1.631 0.013 GT Sens contig162 contig162 UDP-gluc               GAGAATGcontig162 Solyc09g Solyc09g UDP-gluc               GO:00800 GO:00800       contig162 Solyc09g UDP-gluc                GO:00800 SL2.40ch AT2G36780.1  UDP-gluc      chr2:154  88.2555 65.5803 35.2493 26.3648 27.8135 24.6089
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 -1.408 Detected -0.948 Detected -1.178 0.072 GT Sens contig162 contig162 Cell divisi                 ATGCTGGcontig162 Solyc02g Solyc02g Cell divisi                 GO:00055 GO:00055   contig162 Solyc02g Cell divisi                  GO:00168 SL2.40ch AT3G0434emb2458  emb2458             chr3:114  111.982 75.4247 33.2946 36.1781 36.9241 50.6503
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 -1.998 Detected -1.204 Detected -1.601 0.058 GT Sens contig163 contig163 Pectinace               GTATTAT contig163 Solyc08g Solyc08g Pectinace               GO:00040 GO:00040  contig163 Solyc08g Pectinace                GO:00040 SL2.40ch AT4G19420.1  pectinace     chr4:105  13688.8 11740.7 4207.81 4370.03 3385.04 5852.5
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.214 Detected -0.801 Detected -1.008 0.040 GT Sens contig163 contig163 Prolyl 4-h                  GAAACAGcontig163 Solyc02g Solyc02g Prolyl 4-h                  GO:00164 GO:00164    contig163 Solyc02g Prolyl 4-h                   GO:00046 SL2.40ch AT5G66060.1  iron ion b                                chr5:264  13922.7 12824.6 5514.82 7433.16 6143.84 8152
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -2.250 Detected -1.155 Detected -1.703 0.093 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  256.116 208.403 83.4096 141.963 51.7813 110.307
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 -1.813 Comprom -1.358 Detected -1.586 0.055 GT Sens contig163 contig163 O-methylt                  TTCGGTCcontig163 Solyc08g Solyc08g O-methyltransferase family 3 (A                contig163 Solyc08g O-methyltransferase                  SL2.40ch AT3G5252ATOFP6,   OFP6 (OV      chr3:194  36.6351 22.3159 7.22344 10.7936 8.675 11.8597
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -1.026 Detected -1.362 Detected -1.194 0.066 GT Sens contig163 contig163 Unknown   CTTTGCAcontig163 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig163 Solyc05g Unknown Protein (A  SL2.40ch AT1G6855CPuORF5   CPuORF5          chr1:257  48.6411 31.1911 21.8499 20.6189 20.4015 16.1087
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 -2.701 Detected -1.920 Detected -2.311 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  42074.2 25051.6 10444.1 12692.1 5323.16 9120.94
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -1.623 Detected -0.992 Detected -1.308 0.065 GT Sens contig164 contig164 Dehydrat                    GGTAAGTcontig164 Solyc04g Solyc04g Dehydration-responsive family                   contig164 Solyc04g Dehydration-respon                     SL2.40ch AT1G29470.2  dehydrat    chr1:103  8928.46 6819.53 2484.33 3121.15 2701.19 4169.87
GT Sense Sense 0.298 Detected -0.298 Detected 0.000 -1.897 Detected -1.067 Detected -1.482 0.101 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  7170.27 4463.47 2455.48 2329.15 1620.08 2871.79
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -2.625 Detected -1.000 Detected -1.813 0.162 GT Sens contig164 contig164 Os01g061                  TTCAAGT contig164 Solyc01g Solyc01g Os01g0611000 protein (Fragm                 contig164 Solyc01g Os01g0611000 prote                  SL2.40ch AT3G08030.2  unknown   chr3:256  14844.9 10649 4187.28 3635.73 2173.83 6682.48
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 -1.343 Detected -1.486 Detected -1.414 0.022 GT Sens contig165 contig165 Transcrip      CTTGTTCcontig165 Solyc07g Solyc07g Transcription factor (AHRD V1  contig165 Solyc07g Transcription factor    SL2.40ch AT1G48300.1  unknown   chr1:178  15720.9 11198.7 5140.29 7557.02 5577.91 5037.94
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 -2.384 Detected -2.389 Detected -2.387 0.017 GT Sens contig165 contig165 Xanthoxin             CCAAAACcontig165 Solyc12g Solyc12g Xanthoxin             GO:00081 GO:00081    contig165 Solyc12g Xanthoxin              GO:00103 SL2.40ch AT3G23750.1  leucine-r           chr3:855  1431.2 869.75 240.182 207.676 227.982 226.415
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -1.669 Detected -1.692 Detected -1.681 0.012 GT Sens contig165 contig165 Calcium b               CTATGACcontig165 Solyc01g Solyc01g Calcium b               GO:00055 GO:00055   contig165 Solyc01g Calcium b                GO:00055 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  26537.5 19224.2 8470.44 9034.86 7574.9 7431.83
GT Sense Sense 0.326 Detected -0.326 Detected 0.000 -1.718 Detected -1.424 Detected -1.571 0.048 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  852.83 510.797 262.812 258.488 213.943 261.434
GT Sense Sense -0.342 Detected 0.342 Detected 0.000 -2.037 Comprom -2.399 Comprom -2.218 0.029 GT Sens contig165 contig165 Glycosylt                  CAAAGTCcontig165 Solyc06g Solyc06g Glycosylt                  GO:00167 GO:00167         contig165 Solyc06g Glycosylt                   GO:00167 SL2.40ch AT1G49490.1  leucine-r          chr1:183  11.2791 17.0607 2.40881 10.6755 3.60461 2.79539
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.569 Detected -0.846 Detected -1.208 0.098 GT Sens contig166 contig166 Transcrip              ATCAAAA contig166 Solyc05g Solyc05g Transcrip              GO:00037 GO:00037      contig166 Solyc05g Transcrip               GO:00037 SL2.40ch AT5G57150.2  basic hel      chr5:231  166.69 120.224 56.3877 18.3646 50.8761 83.7112
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.583 Detected -1.032 Detected -1.308 0.045 GT Sens contig166 contig166 CBL-inter                 TGGATTGcontig166 Solyc06g Solyc06g CBL-inter                 GO:00064 GO:00064  contig166 Solyc06g CBL-inter                  GO:00064 SL2.40ch AT5G251 CIPK25, S   CIPK25 (C               chr5:865  3594.54 3042.98 1271.12 2086.29 1176.9 1719.61
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -1.142 Detected -1.123 Detected -1.132 0.001 GT Sens contig167 contig167 La related               TAATTAT contig167 Solyc02g Solyc02g La related protein-like (AHRD V              contig167 Solyc02g La related protein-lik                SL2.40ch AT2G12290.1  FUNCTIO                                                               chr2:492  107.437 105.959 37.2177 37.8488 51.5498 52.0931
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 -2.351 Detected -2.025 Detected -2.188 0.028 GT Sens contig167 contig167 Os08g011                GCGAATGcontig167 Solyc05g Solyc05g Os08g011                GO:00081 GO:00081  contig167 Solyc05g Os08g011                 GO:00081 SL2.40ch AT4G24805.1  methyltra   chr4:127  9519.66 5593 1501.32 2097.24 1524.73 1906.27
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -2.538 Detected -1.728 Detected -2.133 0.041 GT Sens contig167 contig167 Heavy-me                 ACTGCACcontig167 Solyc10g Solyc10g Heavy-me                 GO:00300 GO:00300   contig167 Solyc10g Heavy-me                  GO:00300 SL2.40ch AT5G50740.3  metal ion   chr5:206  2371.59 1732.61 508.244 1209.91 372.28 650.778



GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.123 Detected -0.978 Detected -1.051 0.014 GT Sens contig167 contig167 Inner mem                  TTTTCAC contig167 Solyc08g Solyc08g Inner mem                  GO:00160 GO:00160   contig167 Solyc08g Inner mem                   GO:00160 SL2.40ch AT4G36700.1  cupin fam    chr4:172  905.493 741.083 336.493 285.963 401.082 442.162
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -2.836 Detected -2.619 Detected -2.728 0.003 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  201.343 166.098 27.3812 33.3357 27.3136 31.6459
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 -1.877 Detected -1.726 Detected -1.802 0.025 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  807.645 516.086 309.393 302.486 187.452 207.458
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.373 Detected -1.132 Detected -1.252 0.011 GT Sens contig168 contig168 DUF803 d                  TTGCCAGcontig168 Solyc10g Solyc10g DUF803 domain membrane pro                 contig168 Solyc10g DUF803 domain mem                  SL2.40ch AT2G21120.1  unknown   chr2:905  2919.5 2522.63 889.914 1459.17 1117.65 1316.15
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -0.886 Detected -1.649 Detected -1.267 0.080 GT Sens contig168 contig168 Fatty acid                TTGCAGGcontig168 Solyc03g Solyc03g Fatty acid                GO:00099 GO:00099    contig168 Solyc03g Fatty acid                 GO:00099 SL2.40ch AT5G4376KCS20  KCS20 (3        chr5:175  1034.03 957.022 374.89 339.643 574.204 337.334
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.219 Detected -0.851 Detected -1.035 0.030 GT Sens contig168 contig168 LysM rec       AGAATTT contig168 Solyc07g Solyc07g LysM receptor kinase 5 (AHRD   contig168 Solyc07g LysM receptor kinas      SL2.40ch AT4G1812AML3  AML3 (AR              chr4:100  482.902 462.819 242.639 230.111 216.492 278.605
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 -1.269 Detected -2.256 Comprom -1.763 0.105 GT Sens contig168 contig168 Cold shoc               TCAGAAAcontig168 Solyc03g Solyc03g Cold shoc               GO:00036 GO:00036        contig168 Solyc03g Cold shoc                GO:00037 SL2.40ch AT5G22560.1  unknown   chr5:749  55.7927 31.0799 12.8274 15.5891 18.4298 9.26685
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -1.787 Detected -1.395 Detected -1.591 0.016 GT Sens contig168 contig168 ADP-ribos                    TAGTAAAcontig168 Solyc10g Solyc10g ADP-ribos                    GO:00323 GO:00323     contig168 Solyc10g ADP-ribos                     GO:00323 SL2.40ch AT2G3755ASP1  AGD7; AR           chr2:157  1984.78 1743.93 775.833 1228.27 574.925 751.915
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -2.740 Detected -1.997 Detected -2.368 0.026 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  141.263 111.907 9.00507 16.1861 20.0719 33.4969
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -3.581 Detected -2.040 Detected -2.810 0.068 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  295.536 263.207 28.5237 51.8339 24.8608 72.0907
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.843 Detected -0.959 Detected -1.401 0.088 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  1129.91 1128.41 446.198 574.861 335.691 617.657
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.496 Detected -1.502 Detected -1.499 0.000 GT Sens contig169 contig169 Hydrolase                 GATTTTGcontig169 Solyc11g Solyc11g Hydrolase alpha/beta fold fami                contig169 Solyc11g Hydrolase alpha/bet                  SL2.40ch AT3G48410.1  hydrolas       chr3:179  371.915 355.016 185.151 148.959 137.37 136.362
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.155 Detected -0.968 Detected -1.062 0.025 GT Sens contig169 contig169 Adaptin e                    ATCTGAT contig169 Solyc09g Solyc09g Adaptin e                    GO:00055 GO:00055         contig169 Solyc09g Adaptin e                     GO:00055 SL2.40ch AT1G0390ATNAP4  ATNAP4                 chr1:991  1698.33 1308.72 677.973 765.253 713.748 810.264
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -1.276 Detected -0.853 Detected -1.065 0.042 GT Sens contig169 contig169 Unknown   GCCTCGAcontig169 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig169 Solyc08g Unknown Protein (A  SL2.40ch AT2G17220.2  protein k    chr2:748  41.3364 43.0471 14.8939 26.3196 18.572 24.8319
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 -1.630 Comprom -1.865 Comprom -1.748 0.009 GT Sens contig169 contig169 Dof zinc f                CAACAAT contig169 Solyc02g Solyc02g Dof zinc f                GO:0045449 contig169 Solyc02g Dof zinc f                 GO:00454 SL2.40ch AT4G21040.1  Dof-type      chr4:112  11.627 12.9145 1.80909 2.01248 4.22236 3.57607
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -0.988 Detected -1.030 Detected -1.009 0.012 GT Sens contig169 contig169 Homeobo               TCATGAT contig169 Solyc08g Solyc08g Homeobo               GO:00056 GO:00056  contig169 Solyc08g Homeobo                GO:00055 SL2.40ch AT5G2522KNAT3  KNAT3 (K          chr5:873  1448.17 1171.22 645.962 561.701 700.223 677.967
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 -1.283 Detected -1.009 Detected -1.146 0.035 GT Sens contig169 contig169 Dehydrat                   TCGTATT contig169 Solyc08g Solyc08g Dehydration-responsive prote                   contig169 Solyc08g Dehydration-respon                    SL2.40ch AT4G1912ERD3  ERD3 (ea      chr4:104  10642.8 7897.13 3754.57 4290 4018.78 4844.82
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.205 Detected -1.040 Detected -1.122 0.005 GT Sens contig169 contig169 Phosphol               TGAAGAAcontig169 Solyc06g Solyc06g Phosphol               GO:00055 GO:00055     contig169 Solyc06g Phosphol                GO:00055 SL2.40ch AT3G1573PLDALPH    PLDALPH         chr3:533  9005.97 8318.33 2787.72 3407.17 4004.12 4475.45
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.276 Detected -0.815 Detected -1.045 0.051 GT Sens contig169 contig169 Unknown   GGAGAATcontig169 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig169 Solyc08g Unknown Protein (A  SL2.40ch AT4G0332tic20-IV  tic20-IV (T           chr4:146  260.988 275.64 105.326 104.284 118.096 162.117
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.037 Detected -1.288 Detected -1.163 0.023 GT Sens contig170 contig170 Os12g058                  TAAGTGAcontig170 Solyc01g Solyc01g Os12g0581300 protein (Fragm                 contig170 Solyc01g Os12g0581300 prote                  SL2.40ch AT3G19540.1  unknown   chr3:678  2906.17 2296.94 1048.47 1014.71 1342.72 1124.72
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.567 Detected -1.005 Detected -1.286 0.045 GT Sens contig170 contig170 Dehydrin           TGAAAAGcontig170 Solyc01g Solyc01g Dehydrin           GO:00094 GO:00094    contig170 Solyc01g Dehydrin            GO:00094 SL2.40ch AT5G6640RAB18, AT   RAB18 (R      chr5:265  101.755 99.3596 53.9063 46.9238 36.1991 53.2589
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -2.967 Detected -1.945 Detected -2.456 0.045 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  242.618 288.36 31.8042 91.6521 36.0695 73.0319
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 -1.327 Detected -1.168 Detected -1.248 0.019 GT Sens contig170 contig170 Disease r             TGGGAAGcontig170 Solyc05g Solyc05g Disease r             GO:00055 GO:00055    contig170 Solyc05g Cc-nbs-lr   GO:00055 SL2.40ch AT3G28918.1  unknown   chr3:109  435.117 329.124 143.364 168.039 160.837 179.043
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.600 Detected -2.425 Detected -2.013 0.041 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  73.1558 76.0795 16.0745 20.3943 26.2367 14.7678
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.158 Detected -1.127 Detected -1.142 0.000 GT Sens contig171 contig171 Phosphat                 ATTCACT contig171 Solyc07g Solyc07g Phosphat                 GO:00055 GO:00055  contig171 Solyc07g Phosphat                  GO:00054 SL2.40ch AT4G32285.2  epsin N-t           chr4:155  1537.42 1432.86 427.051 521.024 709.13 722.737
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -2.067 Detected -1.199 Detected -1.633 0.065 GT Sens contig171 contig171 Wound/st              TTGGCTTcontig171 Solyc03g Solyc03g Wound/stress protein (AHRD V            contig171 Solyc03g Wound/stress prote              SL2.40ch AT1G52695.1  phospho     chr1:196  7178.58 6229.33 2257.38 1920.61 1701.75 3097.6
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -2.556 Detected -3.100 Detected -2.828 0.009 GT Sens contig171 contig171 MYB tran               AGCAGCAcontig171 Solyc07g Solyc07g MYB tran               GO:0045449 contig171 Solyc07g MYB tran                GO:00036 SL2.40ch AT4G281 AtMYB41  AtMYB41           chr4:139  654.293 573.018 170.698 125.353 111.04 75.9107
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -2.117 Detected -1.626 Detected -1.871 0.024 GT Sens contig171 contig171 Auxin-res                 CTGTTTT contig171 Solyc03g Solyc03g Auxin-responsive family prote                contig171 Solyc03g Auxin-responsive fa                 SL2.40ch AT5G24690.1  INVOLVE                                                                       chr5:845  2541 1920.4 653.306 821.521 543.152 761.151
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.324 Detected -1.213 Detected -1.268 0.012 GT Sens contig171 contig171 Beta-gluc               TAACTGGcontig171 Solyc01g Solyc01g Beta-gluc               GO:00059 GO:00059   contig171 Solyc01g Beta-gluc                GO:00059 SL2.40ch AT1G2656BGLU40  BGLU40             chr1:917  5501.77 6192.29 3536.79 4069.8 2486.87 2676.93
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.379 Detected -2.136 Detected -1.758 0.045 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  433.167 457.277 107.277 63.5972 182.5 107.617
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 -1.265 Detected -1.988 Detected -1.626 0.070 GT Sens contig172 contig172 F-box/kelc                TTATGAT contig172 Solyc08g Solyc08g F-box/kelch-repeat protein At3               contig172 Solyc08g F-box/kelch-repeat p                SL2.40ch AT1G31350.1  F-box fam    chr1:112  4600.78 2956.28 1632.93 1121.23 1636.73 988.558
GT Sense Sense 0.624 Detected -0.624 Detected 0.000 -3.263 Comprom -3.026 Comprom -3.145 0.038 GT Sens contig172 contig172 Major late                GATATTGcontig172 Solyc00g Solyc00g Major late                GO:00096 GO:00096    contig172 Solyc00g Major late                 GO:00096 SL2.40ch AT3G62120.2  tRNA syn            chr3:230  39.0745 15.4743 5.03115 1.8985 2.73065 3.20957
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 -3.204 Detected -2.978 Detected -3.091 0.016 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  1090.14 609.083 116.416 169.036 94.3267 109.945
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 -1.612 Detected -1.267 Detected -1.439 0.032 GT Sens contig172 contig172 Os03g016                   CAGATTCcontig172 Solyc01g Solyc01g Os03g0169000 protein (Fragm                  contig172 Solyc01g Os03g0169000 prote                   SL2.40ch AT1G76270.1  unknown   chr1:286  246.11 175.56 45.4264 73.1739 72.5355 91.8276
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.389 Detected -1.010 Detected -1.200 0.030 GT Sens contig172 contig172 26S prote                  AAACGGGcontig172 Solyc03g Solyc03g 26S prote                  GO:00055 GO:00055  contig172 Solyc03g 26S prote                   GO:00055 SL2.40ch AT2G46620.1  AAA-type     chr2:191  8685.74 7186.17 2461.65 3328.83 3216.2 4171.31
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -0.972 Detected -1.096 Detected -1.034 0.007 GT Sens contig172 contig172 Unknown              TCTCCGGcontig172 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3             contig172 Solyc01g Unknown Protein (A              SL2.40ch AT5G17640.1  unknown   chr5:581  876.761 895.838 444.037 311.956 481.853 440.716
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -1.449 Detected -1.297 Detected -1.373 0.016 GT Sens contig172 contig172 Nitrate-ind                AGAGATGcontig172 Solyc02g Solyc02g Nitrate-induced NOI protein (AH              contig172 Solyc02g Nitrate-induced NOI               SL2.40ch AT2G17660.1  nitrate-re      chr2:767  373.934 439.294 185.579 348.982 158.253 175.323
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.364 Detected -1.203 Detected -1.283 0.021 GT Sens contig173 contig173 WRKY tra               GATCAGTcontig173 Solyc08g Solyc08g WRKY tra               GO:00055 GO:00055  contig173 Solyc08g WRKY tra                GO:00055 SL2.40ch AT2G2457WRKY17,   WRKY17;       chr2:104  11531 8544.21 3465.49 3402.38 4111.92 4584.75
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -2.168 Detected -0.917 Detected -1.543 0.133 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  165.313 150.123 73.3871 110.35 37.3753 88.6842
GT Sense Sense -0.166 Detected 0.166 Detected 0.000 -1.178 Detected -1.382 Detected -1.280 0.022 GT Sens contig174 contig174 Blue copp             GCACCTTcontig174 Solyc02g Solyc02g Blue copp             GO:00090 GO:00090   contig174 Solyc02g Blue copp              GO:00090 SL2.40ch AT4G12880.1  plastocya     chr4:754  151.7 179.781 52.9982 88.1772 77.8377 67.3669
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.126 Detected -1.298 Detected -1.212 0.019 GT Sens contig174 contig174 Transcrip               AGATTGTcontig174 Solyc05g Solyc05g Transcrip               GO:00165 GO:00165       contig174 Solyc05g Transcrip                GO:00036 SL2.40ch AT3G25730.1  AP2 dom      chr3:939  24926.3 19187.3 11312.5 10563.6 10686.7 9455.52
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 -2.158 Comprom -2.355 Comprom -2.256 0.004 GT Sens contig174 contig174 Alcohol d                TTGGTATcontig174 Solyc04g Solyc04g Alcohol d                GO:00040 GO:00040     contig174 Solyc04g Alcohol d                 GO:00040 SL2.40ch AT1G7712ADH1, AD     ADH1 (AL       chr1:289  26.337 28.3002 16.1968 12.4974 6.52232 5.67562
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.269 Detected -1.348 Detected -1.309 0.001 GT Sens contig174 contig174 Unknown   TGAAAAAcontig174 Solyc06g Solyc06g Unknown Protein (AHRD V1);O contig174 Solyc06g Unknown   GO:00055 SL2.40ch AT3G22530.1  unknown   chr3:797  1023.16 926.953 436.389 518.898 430.88 406.786
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -1.423 Detected -1.257 Detected -1.340 0.019 GT Sens contig174 contig174 Unknown   TAAAGAAcontig174 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig174 Solyc02g Unknown Protein (A  SL2.40ch AT5G535 ATOPT9,   ATOPT9         chr5:217  613.507 455.919 158.464 252.647 210.309 235.198
GT Sense Sense 0.409 Detected -0.409 Detected 0.000 -2.960 Detected -1.908 Detected -2.434 0.067 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  487.313 260.166 53.6857 110.023 48.7906 100.862
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 -1.036 Detected -1.431 Detected -1.234 0.083 GT Sens contig175 contig175 Unknown              GTTAAGAcontig175 Solyc01g Solyc01g Unknown              GO:0045449 contig175 Solyc01g Unknown               GO:00454 SL2.40ch AT2G47270.1  transcrip      chr2:194  190.015 114.088 54.9985 83.0489 76.5607 58.0595
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 -1.994 Detected -1.056 Detected -1.525 0.101 GT Sens contig175 contig175 Tyrosine-                   CCAGACCcontig175 Solyc01g Solyc01g Tyrosine-                   GO:00047 GO:00047     contig175 Solyc01g Tyrosine-                    GO:00047 SL2.40ch AT4G38470.1  protein k     chr4:179  1397.22 946.955 407.316 555.756 307.868 588.362
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -1.406 Detected -0.805 Detected -1.105 0.068 GT Sens contig175 contig175 Hexokina                  TTAGAGAcontig175 Solyc03g Solyc03g Hexokina                  GO:00059 GO:00059    contig175 Solyc03g Hexokina                   GO:00043 SL2.40ch AT2G1986ATHXK2,   HXK2 (HE          chr2:857  5531.28 5519.04 2385.95 2729.53 2223.96 3361.56
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.132 Detected -1.092 Detected -1.112 0.021 GT Sens contig175 contig175 Receptor               GAGCATTcontig175 Solyc04g Solyc04g Receptor               GO:00055 GO:00055      contig175 Solyc04g Receptor   GO:00055 SL2.40ch AT4G24710.1  ATP bind        chr4:127  1023.69 770.03 560.921 297.051 432.05 442.719
GT Sense Sense -0.265 Detected 0.265 Detected 0.000 -1.158 Detected -1.512 Detected -1.335 0.052 GT Sens contig175 contig175 Pectinest             TATCGTGcontig175 Solyc06g Solyc06g Pectinest             GO:00305 GO:00305  contig175 Solyc06g Pectinest              GO:00056 SL2.40ch AT3G49220.1  pectinest     chr3:182  1535.55 2084.97 1072.75 605.705 854.776 667.067
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.261 Detected -0.933 Detected -1.097 0.023 GT Sens contig175 contig175 Unknown   AGGTCTAcontig175 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig175 Solyc04g Unknown Protein (A  SL2.40ch AT1G11860.2  aminome    chr1:400  2727.56 2742.2 1521.62 1512.22 1216.48 1523.31
GT Sense Sense -0.311 Detected 0.311 Detected 0.000 -1.055 Comprom -1.439 Comprom -1.247 0.076 GT Sens contig175 contig175 Auxin-ind                 AGTTTAGcontig175 Solyc04g Solyc04g Auxin-ind                 GO:00055 GO:00055  contig175 Solyc04g Auxin-ind                  GO:00055 SL2.40ch AT2G21220.1  auxin-res     chr2:908  14.1858 20.5364 2.17512 1.95607 8.76216 6.69175
GT Sense Sense 0.374 Detected -0.374 Detected 0.000 -1.505 Detected -1.284 Detected -1.395 0.070 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  905.413 507.376 242.723 245.401 254.671 295.879
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 -1.105 Detected -1.197 Detected -1.151 0.080 GT Sens contig176 contig176 WD-40 rep                  TGTTACAcontig176 Solyc04g Solyc04g WD-40 rep                  GO:00001 GO:00001  contig176 Solyc04g WD-40 rep                   GO:00001 SL2.40ch AT2G26490.1  transduc          chr2:112  134.48 78.5467 79.4608 44.8233 50.9557 47.6659
GT Sense Sense 0.358 Detected -0.358 Detected 0.000 -4.186 Detected -1.744 Detected -2.965 0.145 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  6277.77 3595.17 585.92 803.613 278.346 1507.82
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 -2.710 Detected -1.637 Detected -2.173 0.069 GT Sens contig176 contig176 Nitrate tra                 ACAAAAGcontig176 Solyc06g Solyc06g Nitrate tra                 GO:00550 GO:00550     contig176 Solyc06g Nitrate tra                  GO:00151 SL2.40ch AT1G0810ATNRT2.2      NRT2.2 (N        chr1:252  848.37 547.963 151.153 370.28 111.15 233.031
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.669 Detected -1.687 Detected -1.678 0.000 GT Sens contig176 contig176 Zinc finge                ATGAGTTcontig176 Solyc01g Solyc01g Zinc finge                GO:00037 GO:00037        contig176 Solyc01g Zinc finge                 GO:00037 SL2.40ch AT5G12850.1  zinc finge      chr5:405  449.793 425.111 110.418 104.315 146.665 144.403
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -5.400 Comprom -2.971 Detected -4.185 0.075 GT Sens contig176 contig176 Glucan en                GCGATGAcontig176 Solyc12g Solyc12g Glucan en                GO:00059 GO:00059   contig176 Solyc12g Glucan en                 GO:00059 SL2.40ch AT5G5438THE1  THE1 (TH      chr5:220  96.1451 87.1809 4.17625 6.96219 2.31289 12.4176
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 -2.040 Detected -1.099 Detected -1.569 0.081 GT Sens contig176 contig176 Leucine-r                  ATGGGAAcontig176 Solyc10g Solyc10g Leucine-r                  GO:00055 GO:00055  contig176 Solyc10g LRR recep    GO:00163 SL2.40ch AT1G2164NADK2, A   NADK2; N      chr1:758  192.505 199.779 45.6895 68.5588 50.8608 97.3295
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -1.036 Detected -1.018 Detected -1.027 0.002 GT Sens contig176 contig176 Calcium/c       ATAAAAC contig176 Solyc09g Solyc09g Calcium/calmodulin protein kin     contig176 Solyc09g Calcium/calmodulin      SL2.40ch AT3G60320.1  DNA bind   chr3:222  4657.98 4092.72 1881.57 2154.69 2270.52 2292.89
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.050 Detected -1.166 Detected -1.108 0.004 GT Sens contig177 contig177 Purine pe                  CGCTTTTcontig177 Solyc04g Solyc04g Purine pe                  GO:00053 GO:00053     contig177 Solyc04g Purine pe                   GO:00053 SL2.40ch AT2G338 SPL3  SPL3 (SQ            chr2:143  1630.64 1613.3 890.678 689.827 835.155 768.567
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.346 Detected -1.120 Detected -1.233 0.009 GT Sens contig177 contig177 Genomic          TTTACTA contig177 Solyc09g Solyc09g Genomic DNA chromosome 5       contig177 Solyc09g Genomic DNA chrom         SL2.40ch AT3G62630.1  FUNCTIO                                                                             chr3:231  61.4232 54.6632 26.9924 35.7594 24.306 28.3387
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 -3.644 Detected -3.614 Detected -3.629 0.012 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  748.879 405.263 85.7884 30.5368 46.9789 47.8438
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.839 Detected -1.577 Detected -1.708 0.015 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  7315.98 5476.91 1926.99 2759.84 1886.66 2256.42
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 -1.210 Detected -1.997 Detected -1.604 0.095 GT Sens contig178 contig178 Unknown   TGGAACTcontig178 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig178 Solyc01g Unknown Protein (A  SL2.40ch AT5G6002LAC17, AT   LAC17 (la     chr5:241  58.2934 33.36 11.706 19.968 20.3257 11.7465
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.075 Detected -1.032 Detected -1.054 0.002 GT Sens contig178 contig178 Transmem                CCGTCCGcontig178 Solyc03g Solyc03g Transmem                GO:00152 GO:00152     contig178 Solyc03g Transmem                 GO:00152 SL2.40ch AT4G189 NIP1;2, NL   NIP1;2 (N           chr4:103  711.936 629.69 244.104 182.122 338.92 348.08
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -0.930 Detected -1.112 Detected -1.021 0.014 GT Sens contig178 contig178 Threonine             AAGGAAAcontig178 Solyc03g Solyc03g Threonine             GO:00047 GO:00047    contig178 Solyc03g Threonine              GO:00047 SL2.40ch AT4G2984MTO2, TS  MTO2 (M       chr4:145  6002.39 5023.97 2270.12 2586.45 3073.13 2700.44
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -1.105 Detected -1.093 Detected -1.099 0.001 GT Sens contig178 contig178 Transfera              CAAATAGcontig178 Solyc04g Solyc04g Transfera              GO:00167 GO:00167          contig178 Solyc04g082350.1.1 AT3G52700.1  unknown   chr3:195  556.669 498.604 195.367 239.676 261.213 262.597
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 -3.130 Detected -1.899 Detected -2.514 0.063 GT Sens contig178 contig178 Cortical c                    CAAAGCCcontig178 Solyc08g Solyc08g Cortical c                    GO:00068 GO:00068  contig178 Solyc08g Cortical c                     GO:00068 SL2.40ch AT4G12510.1  protease         chr4:741  573.745 386.763 56.8486 23.5056 57.3885 134.278
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.571 Detected -0.971 Detected -1.271 0.052 GT Sens contig178 contig178 Transmem                  CTTTACGcontig178 Solyc08g Solyc08g Transmem                  GO:00055 GO:00055    contig178 Solyc08g Transmem                   GO:00055 SL2.40ch AT5G10840.1  endomem      chr5:342  5590.54 5089.52 1901.49 2867.23 1914.27 2892.68
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 -2.387 Detected -1.519 Detected -1.953 0.060 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  811.238 541.055 177.348 312.751 135.067 245.815
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -1.691 Comprom -1.544 Comprom -1.617 0.002 GT Sens contig179 contig179 Dof zinc f               AATTTCC contig179 Solyc02g Solyc02g Dof zinc f               GO:00037 GO:00037       contig179 Solyc02g Dof zinc f                GO:00055 SL2.40ch AT3G504 OBP1  OBP1 (OB              chr3:187  13.8479 12.9809 13.3489 2.85097 4.4273 4.88972
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -2.827 Detected -2.444 Detected -2.636 0.006 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  1928.39 1966.04 359.524 274.707 292.538 380.386
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.697 Detected -1.179 Detected -1.438 0.031 GT Sens contig179 contig179 Unknown   TCACAGCcontig179 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig179 Solyc02g Unknown Protein (A  SL2.40ch AT1G80570.1  F-box fam     chr1:302  443.453 405.527 157.513 138.484 139.505 199.07
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -1.785 Detected -1.526 Detected -1.656 0.011 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  6346.07 5031.99 1909.83 2469.4 1749.18 2085.53
GT Sense Sense 0.350 Detected -0.350 Detected 0.000 -0.916 Comprom -1.189 Comprom -1.052 0.107 GT Sens contig180 contig180 Pentatrico               GTGGATCcontig180 Solyc02g Solyc02g Pentatricopeptide repeat-conta               contig180 Solyc02g Pentatricopeptide re               SL2.40ch AT5G14770.1  pentatric      chr5:477  22.7945 13.2027 6.54227 10.9481 9.80417 8.09092
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.361 Detected -1.025 Detected -1.193 0.023 GT Sens contig180 contig180 Phosphat               CAGAGAAcontig180 Solyc10g Solyc10g Phosphatidylinositide phospha               contig180 Solyc10g Phosphatidylinositid                SL2.40ch AT3G4994LBD38  LBD38 (L      chr3:185  107.853 91.6865 37.4028 40.3487 41.2967 51.9531
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.194 Detected -1.076 Detected -1.135 0.007 GT Sens contig180 contig180 Sphingos               AAGTTCAcontig180 Solyc04g Solyc04g Sphingos               GO:00001 GO:00001      contig180 Solyc04g Sphingos                GO:00001 SL2.40ch AT1G6964SBH1  SBH1 (SP         chr1:261  1409.24 1188 527.901 605.535 603.269 652.375
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.199 Detected -1.010 Detected -1.104 0.007 GT Sens contig181 contig181 4%26apos              GGTTACAcontig181 Solyc11g Solyc11g 4%26apos              GO:00090 GO:00090   contig181 Solyc11g 4&apos-p               GO:00090 SL2.40ch AT5G66600.3  unknown   chr5:265  104.571 96.7939 41.9485 44.8988 46.7456 53.13
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.368 Detected -1.208 Detected -1.288 0.021 GT Sens contig181 contig181 14-3-3 pro              CCGCGAGcontig181 Solyc04g Solyc04g 14-3-3 pro              GO:00508 GO:00508     contig181 Solyc04g 14-3-3 pro               GO:00508 SL2.40ch AT1G3516GRF4, 14-     GF14 PH               chr1:128  3480 2580.91 912.214 968.033 1238.18 1378.85
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.138 Detected -1.142 Detected -1.140 0.005 GT Sens contig181 contig181 Hydrolase                 GTAGAAAcontig181 Solyc03g Solyc03g Hydrolase alpha/beta fold fami                contig181 Solyc03g Hydrolase alpha/bet                  SL2.40ch AT5G53050.3  hydrolas       chr5:215  6090.33 5152.12 2081.08 2037.79 2713.35 2699.51
GT Sense Sense 0.468 Detected -0.468 Detected 0.000 -1.647 Detected -1.118 Detected -1.382 0.124 GT Sens contig181 contig181 Unknown   TGTCAAGcontig181 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig181 Solyc03g Unknown Protein (A  SL2.40ch AT4G31490.1  coatome             chr4:152  56.6705 27.857 10.2694 12.8625 13.5327 19.467
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -0.990 Detected -1.038 Detected -1.014 0.031 GT Sens contig181 contig181 Protein-ty                TAATCCCcontig181 Solyc02g Solyc02g Protein-ty                GO:00047 GO:00047        contig181 Solyc02g Protein-ty                 GO:00047 SL2.40ch AT3G58760.1  ankyrin p     chr3:217  5726.65 4194.33 1946.22 2486.07 2630.74 2537.56
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.858 Detected -1.713 Detected -1.786 0.002 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  140.925 131.339 43.3884 75.4674 40.0095 44.118
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.378 Detected -1.022 Detected -1.200 0.022 GT Sens contig181 contig181 At1g7239       AATTCAT contig181 Solyc06g Solyc06g At1g72390-like protein (Fragme     contig181 Solyc06g At1g72390-like prote      SL2.40ch AT1G4385SEU  SEU (seu             chr1:166  52.3811 51.7187 16.7589 18.6386 21.3529 27.2482
GT Sense Sense 0.441 Detected -0.441 Detected 0.000 -2.662 Detected -1.533 Detected -2.097 0.100 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  90368.9 46171.3 7124.47 16335.7 10882.4 23737
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -0.853 Detected -1.594 Detected -1.223 0.081 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  252.967 234.235 110.984 143.051 143.755 85.7323
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -3.068 Detected -2.659 Detected -2.863 0.005 GT Sens contig182 contig182 Unknown   CTTACAT contig182 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig182 Solyc06g Unknown Protein (A  SL2.40ch AT1G52620.1  pentatric      chr1:196  99.2487 98.1548 13.1512 14.5814 12.5524 16.6163
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.092 Detected -1.156 Detected -1.124 0.041 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  3376.81 2297.42 2016.2 1294.62 1393.82 1329.21
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 -1.479 Detected -1.116 Detected -1.297 0.052 GT Sens contig182 contig182 LRR recep                 GGAAGTGcontig182 Solyc02g Solyc02g LRR recep                 GO:00055 GO:00055       contig182 Solyc02g LRR recep    GO:00046 SL2.40ch AT5G65830.1  leucine-r      chr5:263  3908.4 2604.46 1341.36 2113.55 1220.54 1565.33
GT Sense Sense -0.262 Detected 0.262 Detected 0.000 -1.109 Detected -0.972 Detected -1.041 0.061 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  97.9544 132.466 57.7331 37.3687 56.3 61.7279
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 -1.885 Detected -1.744 Detected -1.815 0.017 GT Sens contig182 contig182 Pseudo re                  ACTGATT contig182 Solyc03g Solyc03g Pseudo re                  GO:00063 GO:00063    contig182 Solyc03g Pseudo re                   GO:00063 SL2.40ch AT5G2447APRR5, P   APRR5 (A           chr5:835  68.3105 46.7018 9.79139 9.75716 16.3023 17.9273
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -1.192 Detected -0.886 Detected -1.039 0.021 GT Sens contig183 contig183 Heat shoc                 AAACTGAcontig183 Solyc07g Solyc07g Heat shoc                 GO:00055 GO:00055   contig183 Solyc07g Heat shoc                  GO:00055 SL2.40ch AT4G16660.1  heat shoc         chr4:937  11005.3 10454.4 3917.69 5595.79 5006.44 6170.17
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.440 Detected -1.369 Detected -1.404 0.004 GT Sens contig183 contig183 Zinc finge                  GAGGAAGcontig183 Solyc12g Solyc12g Zinc finge                  GO:00082 GO:00082   contig183 Solyc12g Zinc finge                   GO:00082 SL2.40ch AT4G3320XI-I, ATXI-    XI-I; moto     chr4:160  156.3 130.598 26.9279 42.0282 56.1567 58.8269
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.686 Detected -1.458 Detected -1.572 0.006 GT Sens contig183 contig183 U-box dom               AGATGAGcontig183 Solyc04g Solyc04g U-box dom               GO:00001 GO:00001   contig183 Solyc04g U-box dom                GO:00054 SL2.40ch AT1G23030.1  armadillo          chr1:815  946.3 833.183 221.96 276.489 294.185 343.597
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.135 Detected -1.051 Detected -1.093 0.009 GT Sens contig183 contig183 Cation/H(+               AGTTTTT contig183 Solyc06g Solyc06g Cation/H(+               GO:00153 GO:00153     contig183 Solyc06g Cation/H(+                GO:00153 SL2.40ch AT1G78530.1  protein k     chr1:295  121.476 100.339 75.4956 93.534 53.6116 56.6597
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 -2.293 Detected -2.510 Detected -2.402 0.011 GT Sens contig183 contig183 Homeodo     GGAGATTcontig183 Solyc01g Solyc01g Homeodomain-like (AHRD V1 *  contig183 Solyc01g Homeodo     GO:00037 SL2.40ch AT1G76870.1  FUNCTIO                                                                    chr1:288  1520.24 1045.66 347.679 460.017 274.336 235.263
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 -1.638 Detected -2.023 Detected -1.830 0.031 GT Sens contig183 contig183 Aspartic p              ATCCTGAcontig183 Solyc04g Solyc04g Aspartic p              GO:00065 GO:00065 contig183 Solyc04g Aspartic p               GO:00065 SL2.40ch AT3G20015.1  aspartic-    chr3:697  1166.19 1598.48 752.143 341.17 467.754 357.215
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.496 Detected -1.173 Detected -1.335 0.031 GT Sens contig184 contig184 Os01g084                   AGAATCAcontig184 Solyc11g Solyc11g Os01g0841200 protein (Fragm                  contig184 Solyc11g Os01g0841200 prote                   SL2.40ch AT5G65470.1  unknown   chr5:261  7956.65 5836.66 1818.39 2128.6 2576.82 3212.21
GT Sense Sense -0.423 Detected 0.423 Detected 0.000 -3.236 Comprom -1.824 Detected -2.530 0.092 GT Sens contig184 contig184 Alpha-hum                CAAAGAGcontig184 Solyc04g Solyc04g Alpha-hum                GO:00800 GO:00800      contig184 Solyc04g Alpha-hum                 GO:00800 SL2.40ch AT4G20230.1  terpene s     chr4:109  42.1832 71.3907 16.8818 66.8004 6.21248 16.4825
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -1.140 Detected -0.879 Detected -1.009 0.037 GT Sens contig184 contig184 Glycosylt                  ACATGGTcontig184 Solyc11g Solyc11g Glycosylt                  GO:00090 GO:00090  contig184 Solyc11g Glycosylt                   GO:00090 SL2.40ch AT5G04480.1  FUNCTIO                                                                              chr5:127  804.525 612.922 384.435 524.501 339.865 405.95
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 -1.640 Detected -1.784 Detected -1.712 0.019 GT Sens contig184 contig184 C2 domai                GGTGCAGcontig184 Solyc06g Solyc06g C2 domain-containing protein               contig184 Solyc06g C2 domain-containin                 SL2.40ch AT1G11510.1  DNA-bind     chr1:387  14659.6 10026.8 4617.84 6984.03 4146.87 3743.51
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -1.569 Detected -1.278 Detected -1.424 0.013 GT Sens contig184 contig184 Beta-1%2                 GAAATCAcontig184 Solyc05g Solyc05g Beta-1%2                 GO:00160 GO:00160     contig184 Solyc05g Beta-1,3-g                  GO:00167 SL2.40ch AT3G24040.1  glycosylt           chr3:868  1186.83 999.544 361.534 490.356 391.355 477.451
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.753 Detected -1.291 Detected -1.522 0.023 GT Sens contig184 contig184 Histone-ly             TACAGTGcontig184 Solyc11g Solyc11g Histone-ly             GO:00082 GO:00082   contig184 Solyc11g Histone-ly              GO:00082 SL2.40ch AT5G0979ATXR5, S   ATXR5; D       chr5:303  682.826 595.166 208.215 333.437 201.719 276.891
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.405 Detected -1.082 Detected -1.243 0.023 GT Sens contig184 contig184 Dihydrofla               TTCCAGCcontig184 Solyc05g Solyc05g Dihydrofla               GO:00040 GO:00040     contig184 Solyc05g Dihydrofla                GO:00040 SL2.40ch AT3G15930.1  pentatric      chr3:538  22.6027 24.6293 28.8688 5.98987 9.50359 11.8479
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 -0.932 Detected -1.467 Detected -1.199 0.047 GT Sens contig185 contig185 U-box dom               AAGGAAAcontig185 Solyc11g Solyc11g U-box dom               GO:00001 GO:00001     contig185 Solyc11g U-box dom                GO:00048 SL2.40ch AT3G465 PUB13, AT   PUB13 (P       chr3:171  1148.13 1127.39 433.683 705.789 635.909 437.591
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.608 Detected -1.284 Detected -1.446 0.017 GT Sens contig185 contig185 Reticulon             TCCTTGTcontig185 Solyc06g Solyc06g Reticulon             GO:00057 GO:00057  contig185 Solyc06g Reticulon              GO:00057 SL2.40ch AT3G61560.2  reticulon     chr3:227  2354.45 1918.92 600.034 972.258 743.804 927.861
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -3.171 Detected -2.605 Detected -2.888 0.014 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  31024.4 22383.6 3751.54 6382.27 3120.63 4604.59
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.814 Detected -1.574 Detected -1.694 0.012 GT Sens contig186 contig186 Receptor-      ATCTTCGcontig186 Solyc09g Solyc09g Receptor-like kinase (AHRD V1  contig186 Solyc09g Receptor-like kinase    SL2.40ch AT3G5155FER  FER (FER      chr3:191  59.3721 46.0764 21.6458 23.3428 15.8577 18.6805
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -1.842 Detected -1.276 Detected -1.559 0.044 GT Sens contig186 contig186 DNAJ hea                 ACAAACAcontig186 Solyc06g Solyc06g DNAJ hea                 GO:00310 GO:00310    contig186 Solyc06g DNAJ hea                  GO:00054 SL2.40ch AT4G02100.1  DNAJ hea       chr4:930  2031.06 1480.95 365.999 757.335 515.714 761.288
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -3.796 Detected -2.580 Detected -3.188 0.035 GT Sens contig187 contig187 Short-cha               TGATGCAcontig187 Solyc06g Solyc06g Short-cha               GO:00081 GO:00081  contig187 Solyc06g Short-cha                GO:00081 SL2.40ch AT5G50700.1  short-cha       chr5:206  607.642 534.55 115.276 137.213 43.769 101.308
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -2.713 Comprom -2.122 Comprom -2.418 0.026 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  21.3609 28.8626 6.32667 7.10732 4.03765 6.06283
GT Sense Sense 0.515 Detected -0.515 Detected 0.000 -2.366 Detected -1.507 Detected -1.936 0.102 GT Sens contig187 contig187 Expresse                   GAAGATCcontig187 Solyc11g Solyc11g Expressed protein (Fragment)                 contig187 Solyc11g Expressed protein (                  SL2.40ch AT3G49820.1  unknown   chr3:184  427.177 196.737 66.9963 61.2377 59.9774 108.462
GT Sense Sense 0.325 Detected -0.325 Detected 0.000 -2.269 Detected -1.950 Detected -2.110 0.028 GT Sens contig187 contig187 Ethylene                    CACCGAAcontig187 Solyc12g Solyc12g Ethylene                    GO:00063 GO:00063    contig187 Solyc12g Ethylene                     GO:00036 SL2.40ch AT5G61890.1  AP2 dom       chr5:248  745.008 446.579 105.921 105.64 127.596 158.733
GT Sense Sense 0.286 Detected -0.286 Detected 0.000 -1.937 Detected -1.256 Detected -1.597 0.070 GT Sens contig187 contig187 GDSL est              GTGTTCTcontig187 Solyc03g Solyc03g GDSL est              GO:00066 GO:00066    contig187 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G45670.1  GDSL-mo      chr5:185  696.66 440.871 309.744 301.522 154.339 246.651
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.480 Detected -1.261 Detected -1.370 0.006 GT Sens contig187 contig187 Calcium-a                  GAGATGGcontig187 Solyc10g Solyc10g Calcium-a                  GO:00152 GO:00152        contig187 Solyc10g Calcium-a                   GO:00152 SL2.40ch AT5G5563KCO1, TP   ATKCO1            chr5:225  2743.96 2618.23 1067.19 1128.01 1024.87 1188.91
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -2.456 Detected -1.087 Detected -1.771 0.126 GT Sens contig187 contig187 Cell divisi                   CCAGGG contig187 Solyc06g Solyc06g Cell divisi                   GO:00055 GO:00055   contig187 Solyc06g Cell divisi                    GO:00055 SL2.40ch AT2G2968CDC6, AT   CDC6 (CE      chr2:126  254.68 198.937 62.3381 83.3629 43.7475 112.682
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -2.799 Detected -1.621 Detected -2.210 0.070 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  251.348 182.036 15.2842 32.7241 32.7663 73.9119
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 -1.539 Detected -1.122 Detected -1.330 0.033 GT Sens contig187 contig187 LOB dom                 CTCCCCAcontig187 Solyc06g Solyc06g LOB dom                 GO:00055 GO:00055  contig187 Solyc06g LOB dom                  GO:00055 SL2.40ch AT2G4047LBD15  LBD15 (L      chr2:169  131.541 102.462 45.0989 46.6538 42.592 56.7309
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.464 Detected -1.557 Detected -1.510 0.006 GT Sens contig188 contig188 Os03g016                   TACATAGcontig188 Solyc10g Solyc10g Os03g0169000 protein (Fragm                  contig188 Solyc10g Os03g0169000 prote                   SL2.40ch AT3G07900.1  unknown   chr3:252  2547.11 2067.7 381.442 986.497 887.268 829.497
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.187 Detected -1.629 Detected -1.408 0.027 GT Sens contig188 contig188 Receptor               ACATGTGcontig188 Solyc02g Solyc02g Receptor               GO:00055 GO:00055       contig188 Solyc02g Receptor   GO:00055 SL2.40ch AT4G35030.2  protein k     chr4:166  49.6407 52.7149 31.7099 33.5858 23.96 17.5788
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 -1.607 Detected -1.274 Detected -1.440 0.041 GT Sens contig188 contig188 Laccase (             TTGCATAcontig188 Solyc11g Solyc11g Laccase (             GO:00055 GO:00055  contig188 Solyc11g Laccase (              GO:00055 SL2.40ch AT5G21105.2  L-ascorb         chr5:717  988.941 656.151 157.652 126.026 282.067 354.229
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.188 Detected -1.082 Detected -1.135 0.022 GT Sens contig188 contig188 Receptor-               TCTTTAT contig188 Solyc07g Solyc07g Receptor-               GO:00055 GO:00055     contig188 Solyc07g Receptor-                GO:00046 SL2.40ch AT5G54590.2  protein k     chr5:221  335.875 251.6 86.8775 107.737 136.078 146.014
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.151 Detected -0.940 Detected -1.046 0.013 GT Sens contig188 contig188 Phosphol               TACCCCGcontig188 Solyc01g Solyc01g Phosphol               GO:00055 GO:00055     contig188 Solyc01g Phosphol                GO:00055 SL2.40ch AT2G420 PLDBETA    PLDBETA         chr2:175  2417.98 2107.14 887.868 1274.93 1083.61 1251
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -1.568 Detected -1.163 Detected -1.366 0.038 GT Sens contig189 contig189 Homocys              ATTTTGT contig189 Solyc09g Solyc09g Homocys              GO:00088 GO:00088   contig189 Solyc09g Homocys               GO:00088 SL2.40ch AT3G6325HMT-2, AT    HMT2 (HO       chr3:233  9923.15 7224.94 2471.37 3609.29 3044.74 4019.6
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -2.577 Detected -2.249 Detected -2.413 0.009 GT Sens contig189 contig189 Adiponec              AGATTTCcontig189 Solyc07g Solyc07g Adiponec              GO:00048 GO:00048      contig189 Solyc07g Adiponec               GO:00048 SL2.40ch AT4G3085HHP2  HHP2 (HE      chr4:150  1506.71 1133.53 162.619 331.984 233.608 292.297
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.098 Detected -1.162 Detected -1.130 0.013 GT Sens contig189 contig189 Short-cha               TCACTGCcontig189 Solyc03g Solyc03g Short-cha               GO:00081 GO:00081  contig189 Solyc03g Short-cha                GO:00081 SL2.40ch AT5G19200.1  short-cha       chr5:645  809.632 639.275 261.409 291.123 358.453 341.715
GT Sense Sense 0.396 Detected -0.396 Detected 0.000 -1.894 Detected -1.527 Detected -1.710 0.059 GT Sens contig189 contig189 Pentatrico                    GAAGAGTcontig189 Solyc03g Solyc03g Pentatricopeptide (PPR) repea                   contig189 Solyc03g Pentatricopeptide (P                    SL2.40ch AT3G02650.1  pentatric      chr3:566  282.829 153.741 122.405 66.9155 59.8318 76.9306
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -3.172 Comprom -3.140 Comprom -3.156 0.001 GT Sens contig189 contig189 U-box dom                AGGCAACcontig189 Solyc01g Solyc01g U-box dom                GO:00001 GO:00001     contig189 Solyc01g U-box dom                 GO:00048 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  38.6484 31.0358 4.76439 6.84336 4.09841 4.17746
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.635 Detected -1.111 Detected -1.373 0.035 GT Sens contig190 contig190 Membran                TCTACCAcontig190 Solyc07g Solyc07g Membrane protein (AHRD V1 **             contig190 Solyc07g Membrane protein (A               SL2.40ch AT5G47530.1  auxin-res     chr5:192  1151.55 1024.09 543.002 785.204 372.977 534.701
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -1.084 Detected -0.927 Detected -1.006 0.007 GT Sens contig191 contig191 Transpor                TCTTTAC contig191 Solyc06g Solyc06g Transpor                GO:00055 GO:00055    contig191 Solyc06g Transpor                 GO:00055 SL2.40ch AT4G32640.2  protein b       chr4:157  1246.28 1115.53 308.873 457.854 593.144 659.184
GT Sense Sense -0.194 Detected 0.194 Detected 0.000 -1.925 Detected -1.364 Detected -1.644 0.040 GT Sens contig191 contig191 Fasciclin-                TTTACTC contig191 Solyc07g Solyc07g Fasciclin-like arabinogalactan               contig191 Solyc07g Fasciclin-like arabin                SL2.40ch AT3G6090FLA10  FLA10  chr3:224  66.2637 81.64 13.5858 23.6998 20.6611 30.38
GT Sense Sense -2.119 Detected 2.119 Detected 0.000 -1.014 Detected -1.773 Detected -1.393 0.584 GT Sens contig191 contig191 Receptor-               AAGTAGGcontig191 Solyc01g Solyc01g Receptor-               GO:00064 GO:00064  contig191 Solyc01g Receptor-                GO:00064 SL2.40ch AT1G49730.4  protein k     chr1:184  12.5473 222.761 7.24504 13.917 27.9258 16.4502
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.599 Detected -1.241 Detected -1.420 0.021 GT Sens contig191 contig191 MAPprote                  AGAATACcontig191 Solyc02g Solyc02g MAPprote                  GO:00059 GO:00059   contig191 Solyc02g MAPprote                   GO:00230 SL2.40ch AT5G67130.1  phospho       chr5:267  1234.8 1004.46 322.661 432.006 392.131 500.841
GT Sense Sense 0.379 Detected -0.379 Detected 0.000 -2.070 Detected -2.479 Detected -2.275 0.034 GT Sens contig191 contig191 Nodulin-re                     TTAAGTGcontig191 Solyc01g Solyc01g Nodulin-related integral memb                    contig191 Solyc01g Nodulin-related integ                     SL2.40ch AT1G21140.1  nodulin,   chr1:740  3212.85 1788 1203.04 1033.41 608.662 456.934
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 -2.127 Comprom -1.433 Comprom -1.780 0.053 GT Sens contig191 contig191 Argonaut                  TCCGCTGcontig191 Solyc03g Solyc03g Argonaut                  GO:00351 GO:00351     contig191 Solyc03g Argonaut                   GO:00351 SL2.40ch AT2G2704AGO4, OC   AGO4 (AR       chr2:115  13.7913 18.2984 8.22537 13.8286 3.87919 6.2574
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.298 Detected -1.159 Detected -1.229 0.014 GT Sens contig191 contig191 Serine/thr                 ATAAAGAcontig191 Solyc10g Solyc10g Serine/thr                 GO:00038 GO:00038     contig191 Solyc10g Serine/thr                  GO:00047 SL2.40ch AT3G12620.2  protein p          chr3:400  6391.95 5041.55 2185.71 3594.86 2461.28 2702.96
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.585 Detected -1.475 Detected -1.530 0.003 GT Sens contig191 contig191 Unknown   ATGGATGcontig191 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig191 Solyc09g Unknown Protein (A  SL2.40ch AT3G52030.1  F-box fam         chr3:193  3421.13 2956.78 911.485 1453.73 1130.16 1216.57
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -2.945 Detected -1.752 Detected -2.349 0.062 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  24949.2 19374.3 4115.19 8214.67 3044.06 6940.89
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.608 Detected -1.571 Detected -1.590 0.000 GT Sens contig192 contig192 Coatomer                 CTCAACAcontig192 Solyc03g Solyc03g Coatomer beta%26apos subun                 contig192 Solyc03g Coatomer beta&apo                  SL2.40ch AT3G15980.3  coatome           chr3:541  6225.89 5920.33 2218.5 2893.98 2123.43 2172.56
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -3.055 Detected -2.556 Detected -2.806 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  593.35 453.33 136.919 206.4 66.5315 93.7769
GT Sense Sense 0.364 Detected -0.364 Detected 0.000 -1.616 Detected -1.763 Detected -1.690 0.045 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  145.198 82.4694 43.0549 70.9748 38.057 34.2817
GT Sense Sense -0.140 Detected 0.140 Detected 0.000 -2.288 Detected -1.460 Detected -1.874 0.050 GT Sens contig193 contig193 Os03g029                   ATTTCTA contig193 Solyc02g Solyc02g Os03g029                   GO:00065 GO:00065 contig193 Solyc02g Os03g029                    GO:00065 SL2.40ch AT2G38320.1  unknown   chr2:160  56.5356 64.548 18.2234 26.6063 13.1949 23.3407
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 -0.998 Detected -1.189 Detected -1.093 0.047 GT Sens contig193 contig193 Unknown   AAGATTAcontig193 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig193 Solyc03g Unknown Protein (A  SL2.40ch AT5G560 HSP81-3  HSP81-3;        chr5:226  2640.23 1812.99 767.87 1154.61 1168.3 1020.27
GT Sense Sense 0.287 Detected -0.287 Detected 0.000 -1.413 Detected -1.315 Detected -1.364 0.043 GT Sens contig193 contig193 Primary a               ATATCGGcontig193 Solyc06g Solyc06g Primary a               GO:00055 GO:00055      contig193 Solyc06g Primary a                GO:00055 SL2.40ch AT2G42490.1  copper a     chr2:176  1870.32 1182.31 382.545 435.97 595.456 635.537
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -2.837 Detected -1.906 Detected -2.371 0.040 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  23099 17457.6 4628.28 8575.24 2997.18 5698.39
GT Sense Sense 0.455 Detected -0.455 Detected 0.000 -2.584 Comprom -0.932 Detected -1.758 0.203 GT Sens contig193 contig193 F-box pro              ATGAGAAcontig193 Solyc05g Solyc05g F-box protein GID2 (AHRD V1 *           contig193 Solyc05g F-box protein GID2 (             SL2.40ch AT4G30350.1  heat shoc    chr4:148  48.1991 24.133 17.4411 21.5514 6.06549 18.999
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -2.411 Detected -1.599 Detected -2.005 0.044 GT Sens contig193 contig193 Exocyst c                 AAGCGTTcontig193 Solyc10g Solyc10g Exocyst c                 GO:00001 GO:00001 contig193 Solyc10g Exocyst c                  GO:00001 SL2.40ch AT5G5234ATEXO70   ATEXO70           chr5:212  1888.65 1442.61 446.803 791.319 330.98 579.214
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -0.910 Detected -1.134 Detected -1.022 0.039 GT Sens contig193 contig193 Receptor-                 ACTCAAT contig193 Solyc03g Solyc03g Receptor-                 GO:00055 GO:00055      contig193 Solyc03g Receptor   GO:00055 SL2.40ch AT3G1784RLK902  RLK902;         chr3:610  109.136 130.763 52.1538 50.6744 67.7771 57.8654
GT Sense Sense 0.341 Detected -0.341 Detected 0.000 -2.624 Detected -1.800 Detected -2.212 0.054 GT Sens contig193 contig193 Alcohol d              GTTTCTT contig193 Solyc01g Solyc01g Alcohol d              GO:00081 GO:00081  contig193 Solyc01g Alcohol d               GO:00081 SL2.40ch AT2G1362ATCHX15    ATCHX15        chr2:567  9086.37 5330.79 1023.15 1984.92 1203.96 2124.96
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -1.164 Detected -0.963 Detected -1.063 0.012 GT Sens contig194 contig194 Pentatrico               CACAACT contig194 Solyc12g Solyc12g Pentatricopeptide repeat-conta               contig194 Solyc12g Pentatricopeptide re               SL2.40ch AT3G0643EMB2750  EMB2750     chr3:195  520.715 449.051 181.62 183.152 230.168 263.714
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.124 Detected -0.979 Detected -1.052 0.007 GT Sens contig194 contig194 UDP-galac               AGACTAGcontig194 Solyc05g Solyc05g UDP-galac               GO:00054 GO:00054     contig194 Solyc05g UDP-galac                GO:00054 SL2.40ch AT1G1436ATUTR3,   UTR3 (UD          chr1:491  7138.16 6287.97 2812.34 3324.93 3276.83 3613
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -1.194 Detected -1.180 Detected -1.187 0.010 GT Sens contig194 contig194 ATP-depe                    TTTATGCcontig194 Solyc02g Solyc02g ATP-depe                    GO:00064 GO:00064  contig194 Solyc02g ATP-depe                     GO:00055 SL2.40ch AT5G5376MLO11, A   MLO11 (M         chr5:218  168.529 187.692 81.5179 147.684 82.8913 83.4282
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -2.339 Detected -1.652 Detected -1.996 0.040 GT Sens contig194 contig194 Glycosylt               ACAATTT contig194 Solyc02g Solyc02g Glycosylt               GO:00167 GO:00167         contig194 Solyc02g Glycosylt                GO:00167 SL2.40ch AT3G2834GATL10  GATL10 (          chr3:105  1182.31 814.305 188.89 412.189 206.81 331.869
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 -3.520 Detected -1.662 Detected -2.591 0.119 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  31139.4 18568.5 3941.94 7520.05 2234.99 8076.88
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -1.024 Detected -1.333 Detected -1.178 0.019 GT Sens contig195 contig195 Wax synth       TCCGTCCcontig195 Solyc11g Solyc11g Wax synthase isoform 3 (AHRD   contig195 Solyc11g Wax synth       GO:00055 SL2.40ch AT3G5197AtSAT1  AtSAT1 (A        chr3:192  368.537 372.288 194.093 143.596 194.281 156.321
GT Sense Sense 0.257 Detected -0.257 Detected 0.000 -0.846 Detected -1.626 Detected -1.236 0.118 GT Sens contig195 contig195 Proline de             CAAGTGAcontig195 Solyc02g Solyc02g Proline de             GO:00046 GO:00046     contig195 Solyc02g Proline de              GO:00055 SL2.40ch AT5G38710.1  proline o          chr5:155  2073.14 1365.69 375.196 1176.75 998.226 579.704
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 -1.110 Detected -0.902 Detected -1.006 0.031 GT Sens contig195 contig195 Uncharac                   AAACTGGcontig195 Solyc02g Solyc02g Uncharac                   GO:00160 GO:00160 contig195 Solyc02g Uncharac                    GO:00160 SL2.40ch AT4G22120.5  early-res         chr4:117  5259.81 6075.09 2622.6 3580.49 2791.81 3216.07
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.402 Detected -1.055 Detected -1.229 0.028 GT Sens contig195 contig195 Receptor-               GAAAAAAcontig195 Solyc10g Solyc10g Receptor-               GO:00163 GO:00163   contig195 Solyc10g Receptor-                GO:00163 SL2.40ch AT4G0033CRCK2  CRCK2; A           chr4:142  2416.52 1929.02 687.746 934.328 871.459 1104.48
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.413 Detected -1.376 Detected -1.395 0.007 GT Sens contig195 contig195 Unknown              TTGATAAcontig195 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3             contig195 Solyc03g Unknown Protein (A              SL2.40ch AT5G28460.1  pentatric      chr5:103  8913.37 7111.79 3199.57 3234.7 3188.54 3260.83
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -1.320 Detected -1.369 Detected -1.344 0.000 GT Sens contig195 contig195 Hydroxyp               GAGATGTcontig195 Solyc06g Solyc06g Hydroxyproline-rich glycoprot               contig195 Solyc06g Hydroxyproline-rich               SL2.40ch AT2G35230.1  VQ motif-    chr2:148  222.743 212.877 52.2321 68.419 93.0021 89.6582
GT Sense Sense 0.479 Detected -0.479 Detected 0.000 -3.016 Detected -1.994 Detected -2.505 0.070 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  20456 9910.74 3250.31 3563.97 1877.02 3799.62
GT Sense Sense 0.743 Detected -0.743 Detected 0.000 -3.450 Detected -3.874 Detected -3.662 0.042 GT Sens contig195 contig195 GTP bind                 TGAAGGGcontig195 Solyc08g Solyc08g GTP binding protein (AHRD V1              contig195 Solyc08g GTP binding protein                SL2.40ch AT5G6509MRH3, BS    BST1 (BR         chr5:260  2744.79 921.702 216.775 195.21 155.203 115.352
GT Sense Sense 0.334 Detected -0.334 Detected 0.000 -1.117 Detected -1.132 Detected -1.124 0.078 GT Sens contig195 contig195 Transcrip              AGGAGAAcontig195 Solyc04g Solyc04g Transcrip              GO:00037 GO:00037       contig195 Solyc04g Transcrip               GO:00037 SL2.40ch AT1G76880.1  trihelix D     chr1:288  340.525 201.714 82.667 83.1502 128.865 127.183
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -1.760 Detected -1.746 Detected -1.753 0.021 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  240.896 157.931 57.8583 53.0621 61.4172 61.8075
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -1.025 Detected -1.151 Detected -1.088 0.003 GT Sens contig196 contig196 AT-hook m                    AAGAGCAcontig196 Solyc08g Solyc08g AT-hook m                    GO:00036 GO:00036  contig196 Solyc08g AT-hook m                     GO:00036 SL2.40ch AT2G33620.4  DNA-bind          chr2:142  165.423 157.276 67.8332 52.2615 84.5163 77.2367
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 -0.947 Detected -1.172 Detected -1.059 0.017 GT Sens contig196 contig196 Receptor-                TTGTTCT contig196 Solyc02g Solyc02g Receptor-                GO:00055 GO:00055    contig196 Solyc02g Receptor   GO:00055 SL2.40ch AT1G29730.1  ATP bind                chr1:104  112.086 118.054 25.1755 20.9564 63.6268 54.2912
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 -1.859 Detected -1.955 Detected -1.907 0.003 GT Sens contig196 contig196 Oxystero              ATGATAT contig196 Solyc07g Solyc07g Oxystero              GO:00350 GO:00350   contig196 Solyc07g Oxystero               GO:00350 SL2.40ch AT2G3103ORP1B  ORP1B (O         chr2:132  52.1836 56.5638 19.3864 38.7134 15.9697 14.8988
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -1.495 Detected -1.405 Detected -1.450 0.012 GT Sens contig196 contig196 Unknown   CATCATGcontig196 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig196 Solyc09g Unknown Protein (A  SL2.40ch AT3G6283UXS2, AT   AUD1; UD       chr3:232  40.5057 47.0661 12.1757 16.911 16.5214 17.5299
GT Sense Sense -0.201 Detected 0.201 Detected 0.000 -2.521 Detected -2.664 Detected -2.593 0.007 GT Sens contig196 contig196 Gibberelli                CCTAGAAcontig196 Solyc06g Solyc06g Gibberelli                GO:00055 GO:00055  contig196 Solyc06g Gibberelli                 GO:00055 SL2.40ch AT4G09120.1  zinc finge        chr4:581  595.506 740.695 218.256 106.635 123.398 111.39
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.228 Detected -1.031 Detected -1.130 0.019 GT Sens contig196 contig196 Calmodul               TTATATG contig196 Solyc10g Solyc10g Calmodul               GO:00055 GO:00055  contig196 Solyc10g Calmodul                GO:00055 SL2.40ch AT5G0304iqd2  iqd2 (IQ-d      chr5:710  3125.4 2474.38 976.99 1208.8 1266.1 1446.42
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.529 Detected -1.421 Detected -1.475 0.004 GT Sens contig197 contig197 DnaJ hom                      AATGCAGcontig197 Solyc07g Solyc07g DnaJ hom                      GO:00454 GO:00454   contig197 Solyc07g DnaJ hom                       GO:00054 SL2.40ch AT1G5330TTL1  TTL1 (TE      chr1:198  382.719 402.109 87.2031 128.594 144.974 155.711
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.598 Detected -1.255 Detected -1.427 0.035 GT Sens contig197 contig197 Unknown   GACTGTGcontig197 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig197 Solyc01g Unknown Protein (A  SL2.40ch AT3G18282.1  unknown   chr3:626  18041.2 12613.3 5513.06 9584.18 5312.62 6720.22
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 -1.186 Detected -0.983 Detected -1.085 0.036 GT Sens contig197 contig197 ChaC cati                GAAGAAGcontig197 Solyc12g Solyc12g ChaC cati                GO:00055 GO:00055  contig197 Solyc12g ChaC cati                 GO:00055 SL2.40ch AT4G31290.1  ChaC-like    chr4:151  221.978 161.47 78.5635 96.0486 88.7076 101.827
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.088 Detected -1.209 Detected -1.148 0.011 GT Sens contig198 contig198 AT5G2207                   CACATACcontig198 Solyc11g Solyc11g AT5G22070 protein (Fragment                  contig198 Solyc11g AT5G22070 protein                  SL2.40ch AT3G52060.2  unknown   chr3:193  1059.02 857.735 541.773 373.751 478.017 438.461
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.095 Detected -0.908 Detected -1.002 0.009 GT Sens contig198 contig198 Transcrip                  CGCCACTcontig198 Solyc06g Solyc06g Transcrip                  GO:00037 GO:00037      contig198 Solyc06g Transcrip                   GO:00037 SL2.40ch AT2G40970.1  myb fami     chr2:170  6363.73 6084.21 2515.73 4111.73 3105.66 3524.82
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -2.550 Detected -1.325 Detected -1.938 0.090 GT Sens contig198 contig198 Glycine ri      TTTGGAAcontig198 Solyc02g Solyc02g Glycine rich protein (AHRD V1  contig198 Solyc02g Glycine rich protein    SL2.40ch AT4G13820.1  disease r         chr4:800  5744.04 4600.86 1539.68 1564.19 936.124 2180.93
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -3.298 Detected -2.759 Detected -3.028 0.008 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  9477.73 8862.14 1228.78 1925.13 994.002 1439.5
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.262 Detected -1.546 Detected -1.404 0.011 GT Sens contig199 contig199 Kinesin li               AAATTAA contig199 Solyc02g Solyc02g Kinesin li               GO:00070 GO:00070  contig199 Solyc02g Kinesin li                GO:00070 SL2.40ch AT5G66310.1  kinesin m     chr5:264  1373.25 1227.25 579.45 496.49 577.271 472.525
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 -0.904 Detected -1.677 Detected -1.291 0.079 GT Sens contig199 contig199 Stearoyl-C                  AAATGGTcontig199 Solyc03g Solyc03g Stearoyl-C                  GO:00047 GO:00047    contig199 Solyc03g Stearoyl-C                   GO:00047 SL2.40ch AT3G1585FAD5, FA     FAD5 (FA          chr3:535  1446.51 1360.05 596.578 285.976 799.352 466.336
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -2.238 Comprom -2.684 Comprom -2.461 0.016 GT Sens contig199 contig199 Jasmonat               TAGACCAcontig199 Solyc06g Solyc06g Jasmonate ZIM-domain protein             contig199 Solyc06g Jasmonate ZIM-dom               SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  18.64 24.0306 2.02086 4.36651 4.78434 3.50229
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -0.934 Detected -1.792 Comprom -1.363 0.105 GT Sens contig199 contig199 Serine ric      ATCAGTAcontig199 Solyc03g Solyc03g Serine rich protein (AHRD V1 **  contig199 Solyc03g Serine rich protein (    SL2.40ch AT4G03820.2  unknown   chr4:177  21.8144 15.1939 20.4936 28.6617 10.1585 5.58873
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -1.977 Detected -1.267 Detected -1.622 0.046 GT Sens contig200 contig200 Unknown   TATCAAC contig200 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig200 Solyc02g Unknown Protein (A  SL2.40ch AT2G22790.1  unknown   chr2:969  5087.42 5189.98 2150.65 2216.86 1392.11 2269.45
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -0.975 Detected -1.208 Detected -1.092 0.013 GT Sens contig200 contig200 Phosphat                 TAAGAAGcontig200 Solyc11g Solyc11g Phosphat                 GO:00163 GO:00163   contig200 Solyc11g Phosphat                  GO:00464 SL2.40ch AT1G2198ATPIP5K1    ATPIP5K                   chr1:773  1279.56 1135.18 446.859 580.552 653.625 554.713
GT Sense Sense -0.317 Detected 0.317 Detected 0.000 -1.504 Detected -0.986 Detected -1.245 0.093 GT Sens contig200 contig200 Laccase-2               ACAATGGcontig200 Solyc02g Solyc02g Laccase-2               GO:00551 GO:00551  contig200 Solyc02g Laccase-2                GO:00551 SL2.40ch AT4G220 sks4  sks4 (SK          chr4:116  469.764 686.373 144.28 166.26 213.536 304.738
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -2.024 Detected -2.226 Detected -2.125 0.005 GT Sens contig200 contig200 Pectate ly              CTGCCATcontig200 Solyc05g Solyc05g Pectate ly              GO:00168 GO:00168  contig200 Solyc05g Pectate ly               GO:00168 SL2.40ch AT1G67750.1  pectate ly     chr1:254  3902.99 3152.73 1162.25 886.672 919.743 796.966
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -0.958 Comprom -2.119 Comprom -1.538 0.118 GT Sens contig200 contig200 Dehydrog                 TGGATGGcontig200 Solyc03g Solyc03g Dehydrog                 GO:00081 GO:00081    contig200 Solyc03g Dehydrog                  GO:00103 SL2.40ch AT2G29260.1  tropinone        chr2:125  16.2195 15.5565 10.6464 10.8764 8.72104 3.88777
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -1.371 Detected -1.195 Detected -1.283 0.007 GT Sens contig200 contig200 RING fing                    GCGTTGTcontig200 Solyc10g Solyc10g RING fing                    GO:00082 GO:00082   contig200 Solyc10g RING fing                     GO:00065 SL2.40ch AT5G01960.1  zinc finge        chr5:370  1289.82 1317.3 504.501 769.544 537.384 605.224
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -2.757 Detected -1.771 Detected -2.264 0.044 GT Sens contig200 contig200 Pectinest             ATAGTTGcontig200 Solyc06g Solyc06g Pectinest             GO:00305 GO:00305  contig200 Solyc06g Pectinest              GO:00305 SL2.40ch AT3G29420.1 15957.8 15583.5 8530.97 6888.6 2486.85 4912.48
GT Sense Sense 0.407 Detected -0.407 Detected 0.000 -0.996 Detected -1.579 Detected -1.287 0.124 GT Sens contig201 contig201 NaCl-indu               CAAGGTGcontig201 Solyc01g Solyc01g NaCl-indu               GO:00055 GO:00055   contig201 Solyc01g NaCl-indu                GO:00055 SL2.40ch AT2G4000HSPRO2,   HSPRO2          chr2:167  3050.9 1633.91 865.977 823.527 1194.14 794.776
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -0.833 Detected -1.240 Detected -1.036 0.071 GT Sens contig201 contig201 GATA tran                 AGCACATcontig201 Solyc03g Solyc03g GATA tran                 GO:00063 GO:00063    contig201 Solyc03g GATA tran                  GO:00056 SL2.40ch AT4G32890.1  zinc finge       chr4:158  1578.93 1112.29 508.734 479.873 793.527 596.538
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 -2.475 Detected -1.677 Detected -2.076 0.042 GT Sens contig201 contig201 Dehydrat                    ACTGGTTcontig201 Solyc05g Solyc05g Dehydration-responsive family                   contig201 Solyc05g Dehydration-respon                     SL2.40ch AT1G26850.2  dehydrat     chr1:930  10657 7828.31 2219.33 3253.59 1751.77 3036.72
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -1.084 Detected -0.917 Detected -1.000 0.007 GT Sens contig201 contig201 Organic a                 GCTCGAGcontig201 Solyc08g Solyc08g Organic a                 GO:00085 GO:00085     contig201 Solyc08g Organic a                  GO:00085 SL2.40ch AT2G25520.1  phospha    chr2:108  3631.81 3316.62 1566.44 1448.33 1745.76 1954.75
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 -2.591 Detected -2.282 Detected -2.436 0.007 GT Sens contig201 contig201 Pectate ly                TAGTCAAcontig201 Solyc11g Solyc11g Pectate lyase family protein (A              contig201 Solyc11g Pectate lyase family               SL2.40ch AT3G24670.1  pectate ly     chr3:900  296.381 337.531 151.683 91.6171 55.9701 69.1625
GT Sense Sense 0.492 Detected -0.492 Detected 0.000 -3.956 Comprom -3.740 Comprom -3.848 0.017 GT Sens contig201 contig201 Sulfotrans             GCTGAGTcontig201 Solyc11g Solyc11g Sulfotrans             GO:00081 GO:00081  contig201 Solyc11g Sulfotrans              GO:00081 SL2.40ch AT1G1859SOT17, A    SOT17 (S       chr1:639  41.518 19.7452 1.74644 16.3989 1.96781 2.27838
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -1.511 Detected -1.067 Detected -1.289 0.035 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  325.394 261.29 179.913 258.05 109.132 147.962
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.424 Detected -1.774 Detected -1.599 0.012 GT Sens contig202 contig202 Unknown              AATTGTT contig202 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3             contig202 Solyc08g Unknown Protein (A              SL2.40ch AT1G12320.1  unknown   chr1:418  2414.67 2153.55 843.251 930.408 906.524 708.857
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.151 Detected -0.891 Detected -1.021 0.016 GT Sens contig202 contig202 Unknown   GAGTCTCcontig202 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig202 Solyc10g Genomic DNA chrom         SL2.40ch AT1G32460.1 3302.97 3199.03 1554.2 1021.82 1561.34 1863.02
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -2.304 Detected -1.750 Detected -2.027 0.027 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  598.959 429.488 186.808 223.988 109.5 160.338
GT Sense Sense 0.350 Detected -0.350 Detected 0.000 -3.328 Comprom -3.406 Comprom -3.367 0.011 GT Sens contig203 contig203 Early nod              TTTCTCAcontig203 Solyc03g Solyc03g Early nod              GO:00090 GO:00090   contig203 Solyc03g Early nod               GO:00090 SL2.40ch AT5G53750.1  FUNCTIO                                                                               chr5:218  48.4691 28.0633 10.8298 10.3672 3.9162 3.69832
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -2.122 Detected -1.494 Detected -1.808 0.029 GT Sens contig203 contig203 Genomic          AGATCTT contig203 Solyc02g Solyc02g Genomic DNA chromosome 5       contig203 Solyc02g Genomic DNA chrom         SL2.40ch AT1G73390.4  unknown   chr1:275  49941.8 49697.6 16152.3 20774.4 12204 18811
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.701 Detected -1.615 Detected -1.658 0.003 GT Sens contig203 contig203 Serine/thr                   CAAAAAT contig203 Solyc06g Solyc06g Serine/threonine-protein phos                   contig203 Solyc06g Serine/threonine-pro                    SL2.40ch AT1G07990.1  SIT4 pho     chr1:247  6946.83 5924.38 1527.01 1928.17 2103.45 2227.44
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.337 Detected -0.955 Detected -1.146 0.027 GT Sens contig203 contig203 Nucleoba                ACTCATAcontig203 Solyc04g Solyc04g Nucleoba                GO:00160 GO:00160    contig203 Solyc04g Nucleoba                 GO:00152 SL2.40ch AT1G49960.1  xanthine/      chr1:184  10368.5 9916.23 4443.81 4441.98 4281.02 5562.04
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.125 Detected -0.910 Detected -1.018 0.049 GT Sens contig203 contig203 Unknown   ATTCATGcontig203 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig203 Solyc01g Unknown Protein (A  SL2.40ch AT1G043 ERS2  ERS2 (ET                 chr1:115  11584 8161.21 4151.02 6652.9 4752.91 5502.79
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -0.980 Detected -1.138 Detected -1.059 0.006 GT Sens contig204 contig204 Unknown   CAACCACcontig204 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig204 Solyc03g Unknown Protein (A  SL2.40ch AT4G39840.1  unknown   chr4:184  1775.43 1634.82 739.328 572.907 921.048 823.181
GT Sense Sense 0.299 Detected -0.299 Detected 0.000 -2.787 Comprom -1.580 Detected -2.183 0.083 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  44.4625 27.6499 9.86503 11.9972 5.41839 12.4674
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -1.232 Detected -1.215 Detected -1.223 0.000 GT Sens contig204 contig204 NADH flav                 TCTCGTGcontig204 Solyc07g Solyc07g NADH flav                 GO:00166 GO:00166    contig204 Solyc07g NADH flav                  GO:00166 SL2.40ch AT2G0605OPR3  OPR3 (OP      chr2:235  19788.4 18116.6 7663.79 5637.33 8593.91 8674.16
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.053 Detected -1.074 Detected -1.064 0.020 GT Sens contig204 contig204 Unknown   GTCTGGTcontig204 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig204 Solyc03g Unknown Protein (A  SL2.40ch AT3G51290.1  proline-ri     chr3:190  194.266 225.152 59.8379 164.382 107.512 105.59
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.849 Detected -1.455 Detected -1.652 0.022 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  12665 9600.55 1613.51 1796.11 3263.5 4275.03
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 -1.385 Detected -1.557 Detected -1.471 0.031 GT Sens contig204 contig204 Calmodul              GGAAGAAcontig204 Solyc07g Solyc07g Calmodul              GO:00055 GO:00055   contig204 Solyc07g Calmodul               GO:00055 SL2.40ch AT5G3777TCH2, CM   TCH2 (TO       chr5:149  1014.73 673.227 338.577 355.705 337.52 298.692
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.062 Detected -1.007 Detected -1.035 0.008 GT Sens contig204 contig204 Cellulose                    TTAACGGcontig204 Solyc08g Solyc08g Cellulose                    GO:00167 GO:00167   contig204 Solyc08g Cellulose                     GO:00167 SL2.40ch AT2G2463ATCSLC0     ATCSLC0         chr2:104  417.075 347.321 167.732 177.748 194.353 201.347
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -2.041 Detected -0.986 Detected -1.514 0.116 GT Sens contig204 contig204 Os07g017       GATCTTT contig204 Solyc07g Solyc07g Os07g0175100 protein (Fragm     contig204 Solyc07g Os07g017       GO:00160 SL2.40ch AT5G6097TCP5  TCP5 (TE            chr5:245  2868.94 2027.17 870.78 1613.34 624.734 1294.41
GT Sense Sense 0.513 Detected -0.513 Detected 0.000 -2.955 Comprom -1.570 Comprom -2.263 0.120 GT Sens contig204 contig204 Serine/thr                AAAGAGTcontig204 Solyc03g Solyc03g Serine/thr                GO:00191 GO:00191        contig204 Solyc03g Serine/thr                 GO:00191 SL2.40ch AT1G61360.2  S-locus le       chr1:226  35.0215 16.1867 6.89746 6.15923 3.27318 8.52365
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -2.394 Detected -2.279 Detected -2.336 0.004 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  148.206 114.707 26.6841 36.6807 26.4446 28.5722
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.129 Detected -1.134 Detected -1.132 0.005 GT Sens contig205 contig205 Leucine-r                TTGCTAAcontig205 Solyc02g Solyc02g Leucine-r                GO:00055 GO:00055    contig205 Solyc02g Lrr,  resis   GO:00080 SL2.40ch AT4G35470.1  leucine-r      chr4:168  2740.18 2304.99 695.871 1289.56 1225.07 1217.39
GT Sense Sense 0.510 Detected -0.510 Detected 0.000 -2.794 Detected -2.731 Detected -2.762 0.033 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  2706.81 1255.87 241.067 366.212 283.488 295.34
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.351 Detected -1.153 Detected -1.252 0.013 GT Sens contig205 contig205 Non-spec                    CGGAATCcontig205 Solyc09g Solyc09g Non-specific lipid-transfer prot                   contig205 Solyc09g Non-specific lipid-tra                    SL2.40ch AT3G5472AMP1, CO     AMP1 (AL        chr3:202  103.881 113.358 65.9488 50.6662 45.3489 51.8763
GT Sense Sense -0.497 Detected 0.497 Detected 0.000 -1.255 Detected -1.023 Detected -1.139 0.155 GT Sens contig205 contig205 Cyclin A-l               TTCGAGGcontig205 Solyc04g Solyc04g Cyclin A-l               GO:00056 GO:00056 contig205 Solyc04g Cyclin A-l                GO:00056 SL2.40ch AT1G472 CYCA3;2  cyclin fam    chr1:173  22.4081 41.9923 13.7476 10.036 13.7023 16.0456
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.413 Detected -1.118 Detected -1.265 0.018 GT Sens contig205 contig205 Unknown   TCAATCAcontig205 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig205 Solyc12g Unknown Protein (A  SL2.40ch AT1G0550SYTE, AT     NTMC2T   chr1:162  45.9499 38.3324 45.0219 32.9784 16.8118 20.5598
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -3.263 Detected -1.851 Detected -2.557 0.078 GT Sens contig206 contig206 Aluminum      CAGAGGTcontig206 Solyc02g Solyc02g Aluminum-induced protein-like    contig206 Solyc02g Aluminum-induced p     SL2.40ch AT4G27450.1  unknown   chr4:137  2552.43 1635.37 455.049 531.379 226.946 602.338
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -2.585 Detected -2.062 Detected -2.323 0.013 GT Sens contig206 contig206 Endogluc                                   AAAGTACcontig206 Solyc08g Solyc08g Endogluc                                   GO:00038 GO:00038  contig206 Solyc08g Endogluc                                    GO:00302 SL2.40ch AT4G1105AtGH9C3  AtGH9C3               chr4:674  7454.11 6464.96 1491.05 1506.45 1233.9 1767.41
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.487 Detected -1.266 Detected -1.376 0.007 GT Sens contig206 contig206 Starch sy                TACTTTA contig206 Solyc02g Solyc02g Starch synthase V (AHRD V1 **             contig206 Solyc02g Starch synthase V (A               SL2.40ch AT1G7310SUVH3, S   SUVH3 (S       chr1:274  108.037 95.4914 55.7429 81.5044 38.6506 44.9169
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.664 Detected -1.202 Detected -1.433 0.026 GT Sens contig206 contig206 Major fac                   AATATTG contig206 Solyc02g Solyc02g Major facilitator superfamily do                  contig206 Solyc02g Major facilitator sup                   SL2.40ch AT2G23093.1  FUNCTIO                                                                          chr2:983  208.468 184.203 69.0582 79.8296 65.9652 90.5912
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.259 Detected -1.511 Detected -1.385 0.012 GT Sens contig206 contig206 Myb-like t               TTTATGAcontig206 Solyc01g Solyc01g Myb-like t               GO:00036 GO:00036  contig206 Solyc01g Myb-like t                GO:00036 SL2.40ch AT5G2666ATMYB4,   ATMYB8            chr5:933  1746.85 1842.29 834.906 970.064 799.207 669.033
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -2.051 Detected -0.940 Detected -1.495 0.115 GT Sens contig206 contig206 BHLH tran              ACAGTGAcontig206 Solyc00g Solyc00g BHLH tran              GO:00056 GO:00056 contig206 Solyc00g BHLH tran               GO:00056 SL2.40ch AT3G2674ICE1, ATIC    ICE1 (IND              chr3:983  4647.62 4549.03 2199.96 3327.67 1183.53 2547.78
GT Sense Sense 0.335 Detected -0.335 Detected 0.000 -2.079 Detected -1.143 Detected -1.611 0.107 GT Sens contig206 contig206 Fatty acyl               GGCATCGcontig206 Solyc11g Solyc11g Fatty acyl               GO:00800 GO:00800     contig206 Solyc11g Fatty acyl                GO:00800 SL2.40ch AT5G2242FAR7  FAR7 (FA                 chr5:742  20661.7 12226.3 4960.65 7602.28 4011.76 7653.82
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.233 Detected -0.923 Detected -1.078 0.026 GT Sens contig206 contig206 LRR recep                  AAGCAAT contig206 Solyc09g Solyc09g LRR recep                  GO:00055 GO:00055       contig206 Solyc09g LRR recep    GO:00046 SL2.40ch AT2G23300.1  leucine-r        chr2:991  966.596 809.537 371.113 551.438 401.384 496.051
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.425 Detected -1.410 Detected -1.417 0.016 GT Sens contig207 contig207 Phosphoe              AGAGATGcontig207 Solyc01g Solyc01g Phosphoe              GO:00167 GO:00167      contig207 Solyc01g Phosphoe               GO:00167 SL2.40ch AT2G26870.1  phospho     chr2:114  139.995 169.048 61.3119 25.5586 61.1103 61.5366
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -1.667 Detected -0.903 Detected -1.285 0.088 GT Sens contig207 contig207 Receptor-                 AGAAGGAcontig207 Solyc04g Solyc04g Receptor-                 GO:00064 GO:00064  contig207 Solyc04g Receptor-                  GO:00064 SL2.40ch AT5G56790.1  protein k     chr5:229  165.031 126.615 59.7012 82.8581 48.5408 82.1966
GT Sense Sense 0.257 Detected -0.257 Detected 0.000 -2.497 Detected -1.881 Detected -2.189 0.032 GT Sens contig207 contig207 Phytosulf             ATCACCAcontig207 Solyc02g Solyc02g Phytosulf             GO:00055 GO:00055  contig207 Solyc02g Phytosulf              GO:00055 SL2.40ch AT2G22942.1  growth fa   chr2:976  366.973 241.688 81.3063 83.5472 56.2743 85.9471
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 -1.431 Detected -0.814 Detected -1.123 0.135 GT Sens contig207 contig207 Unknown   TTTGCGGcontig207 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig207 Solyc12g Unknown Protein (A  SL2.40ch AT4G35560.1  FUNCTIO                                                                                            chr4:168  144.391 84.5001 42.9538 78.504 43.6825 66.7972
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -1.108 Detected -1.348 Detected -1.228 0.038 GT Sens contig207 contig207 Os04g040       ATCAACAcontig207 Solyc01g Solyc01g Os04g0405500 protein (Fragm     contig207 Solyc01g Os04g0405500 prote      SL2.40ch AT5G49100.1  unknown   chr5:198  272.095 189.556 63.5134 74.0546 112.319 94.8823
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.451 Detected -0.969 Detected -1.210 0.038 GT Sens contig208 contig208 Mitogen-a                TGTCCCAcontig208 Solyc08g Solyc08g Mitogen-a                GO:00083 |GO:00064  contig208 Solyc08g Mitogen-a                 GO:00083 SL2.40ch AT4G1133ATMPK5  ATMPK5        chr4:689  894.468 808.095 355.787 435.102 331.658 461.675
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -0.888 Detected -1.251 Comprom -1.070 0.029 GT Sens contig208 contig208 Glycine-ri       CTTTGTGcontig208 Solyc06g Solyc06g Glycine-rich protein TomR2 (A    contig208 Solyc06g Glycine-rich protein     SL2.40ch AT3G50180.1  unknown   chr3:186  18.9957 17.052 6.63579 4.59353 10.3706 8.037
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.443 Detected -1.896 Detected -1.669 0.018 GT Sens contig208 contig208 Acyl-CoA                 TAACGGAcontig208 Solyc06g Solyc06g Acyl-CoA                 GO:00188 GO:00188     contig208 Solyc06g Acyl-CoA                  GO:00162 SL2.40ch AT2G17650.1  AMP-dep        chr2:767  1436.53 1412.25 394.572 241.37 558.823 406.885
GT Sense Sense -0.505 Detected 0.505 Detected 0.000 -1.219 Detected -1.962 Detected -1.590 0.127 GT Sens contig208 contig208 Unknown   TGGTCCCcontig208 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig208 Solyc09g Unknown Protein (A  SL2.40ch AT3G068 IBR3  IBR3 (IBA       chr3:214  226.109 428.72 133.753 206.086 142.677 84.9421
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -1.415 Detected -1.103 Detected -1.259 0.016 GT Sens contig208 contig208 Heat shoc                AAGCTCAcontig208 Solyc08g Solyc08g Heat shoc                GO:00055 GO:00055      contig208 Solyc08g Heat shoc                 GO:00426 SL2.40ch AT5G4202BIP, BIP2  BIP2; AT    chr5:168  94387.9 83582.7 33436.1 43193.8 35531.1 43968.7
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.331 Detected -1.686 Detected -1.508 0.014 GT Sens contig209 contig209 GAI-like p                ATCCGGTcontig209 Solyc11g Solyc11g GAI-like protein 1 (Fragment) (A              contig209 Solyc11g GAI-like protein 1 (F               SL2.40ch AT3G0345RGL2  RGL2 (RG      chr3:819  7249.23 7074.39 2899.45 2493.12 3035.29 2367.1
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -2.166 Detected -1.637 Detected -1.902 0.020 GT Sens contig209 contig209 NAC dom                  ACAACAAcontig209 Solyc06g Solyc06g NAC dom                  GO:00037 GO:00037      contig209 Solyc06g NAC dom                   GO:00037 SL2.40ch AT2G1806VND1, AN   VND1 (VA         chr2:784  353.445 371.142 56.0855 71.9617 86.0859 123.769
GT Sense Sense 0.454 Detected -0.454 Detected 0.000 -5.078 Comprom -3.621 Comprom -4.350 0.037 GT Sens contig209 contig209 GDSL est              GGGCTACcontig209 Solyc01g Solyc01g GDSL est              GO:00162 GO:00162     contig209 Solyc01g GDSL est               GO:00162 SL2.40ch AT4G01130.1  acetylest    chr4:485  82.6744 41.4397 2.30496 15.4884 1.84745 5.05828
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -2.148 Detected -1.131 Detected -1.640 0.102 GT Sens contig209 contig209 Leaf sene                  CATTTGCcontig209 Solyc01g Solyc01g Leaf senescence protein-like (A                 contig209 Solyc01g Leaf senescence pr                  SL2.40ch AT1G01430.1  unknown   chr1:156  1101.95 730.066 335.073 238.802 215.772 435.4
GT Sense Sense 0.197 Detected -0.197 Detected 0.000 -0.943 Detected -1.466 Detected -1.204 0.066 GT Sens contig209 contig209 Exocyst s                    AAATGGAcontig209 Solyc08g Solyc08g Exocyst subunit Exo70-interac                    contig209 Solyc08g Exocyst subunit Exo                    SL2.40ch AT1G63930.1  unknown   chr1:237  1759.09 1259.82 803.05 1057.17 825.527 573.116
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.186 Detected -1.120 Detected -1.153 0.007 GT Sens contig210 contig210 Glucose-6                AGTGGTAcontig210 Solyc02g Solyc02g Glucose-6                GO:00085 GO:00085    contig210 Solyc02g Glucose-6                 GO:00085 SL2.40ch AT3G0155ATPPT2,   PPT2 (PH          chr3:216  342.132 282.575 207.389 216.946 145.684 152.054
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 -1.215 Detected -1.153 Detected -1.184 0.088 GT Sens contig210 contig210 PWWP do             TGCCATTcontig210 Solyc01g Solyc01g PWWP domain-containing prot             contig210 Solyc01g PWWP domain-conta              SL2.40ch AT3G05430.1  PWWP do    chr3:156  47.3325 26.4595 14.0378 25.3589 16.2621 16.9228



GT Sense Sense 0.276 Detected -0.276 Detected 0.000 -1.408 Detected -1.182 Detected -1.295 0.049 GT Sens contig210 contig210 Carboxyl-                  GTAGTGAcontig210 Solyc03g Solyc03g Carboxyl-terminal proteinase (                 contig210 Solyc03g Carboxyl-terminal p                  SL2.40ch AT5G50150.1  unknown   chr5:204  6381.46 4095.5 2110.7 2210.51 2054.8 2396.16
GT Sense Sense 0.401 Detected -0.401 Detected 0.000 -2.475 Detected -3.232 Detected -2.854 0.035 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  225.237 121.552 17.4937 27.5607 31.7337 18.7237
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -1.005 Detected -1.022 Detected -1.014 0.000 GT Sens contig211 contig211 AT-hook m                    ATGGTCCcontig211 Solyc08g Solyc08g AT-hook m                    GO:00036 GO:00036  contig211 Solyc08g AT-hook m                     GO:00036 SL2.40ch AT2G33620.4  DNA-bind          chr2:142  1988.12 1917.18 702.776 634.439 1037.55 1021.85
GT Sense Sense -0.387 Detected 0.387 Detected 0.000 -0.817 Detected -1.484 Detected -1.151 0.153 GT Sens contig211 contig211 LRR recep                  CCGAAAAcontig211 Solyc09g Solyc09g LRR recep                  GO:00055 GO:00055     contig211 Solyc09g Receptor   GO:00055 SL2.40ch AT2G36570.1  leucine-r        chr2:153  41.5647 66.9185 44.2715 17.5706 31.9186 20.0411
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -2.228 Detected -1.414 Detected -1.821 0.054 GT Sens contig211 contig211 Serine hy             CTCTTGGcontig211 Solyc12g Solyc12g Serine hy             GO:00043 GO:00043     contig211 Solyc12g Serine hy              GO:00043 SL2.40ch AT4G1393SHM4  SHM4 (se           chr4:804  345.938 257.986 71.827 78.5927 68.0104 119.2
GT Sense Sense 0.590 Detected -0.590 Detected 0.000 -0.822 Detected -1.260 Detected -1.041 0.240 GT Sens contig211 contig211 BCL-2 bin             GGGGTG contig211 Solyc02g Solyc02g BCL-2 binding anthanogene-1            contig211 Solyc02g BCL-2 binding antha             SL2.40ch AT5G14360.1  ubiquitin    chr5:463  159.767 66.3297 16.7027 31.5941 62.1138 45.6901
GT Sense Sense 0.512 Detected -0.512 Detected 0.000 -1.892 Detected -1.358 Detected -1.625 0.106 GT Sens contig211 contig211 Phloem le     AGTATTGcontig211 Solyc00g Solyc00g Phloem lectin (AHRD V1 ***- Q8 contig211 Solyc00g Phloem le     GO:00302 SL2.40ch AT5G1705UGT78D2  UGT78D2              chr5:560  973.729 450.491 339.797 837.488 190.327 274.702
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.019 Detected -1.073 Detected -1.046 0.020 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  25.687 19.6897 10.1773 12.0978 11.8317 11.3691
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -1.255 Detected -1.076 Detected -1.166 0.006 GT Sens contig212 contig212 E3 ubiqui                ATGGGG contig212 Solyc03g Solyc03g E3 ubiqui                GO:00055 GO:00055    contig212 Solyc03g E3 ubiqui                 GO:00055 SL2.40ch AT2G02960.3  zinc finge        chr2:862  4844.77 4684.77 2051.91 2690.91 2128.09 2402.39
GT Sense Sense 0.341 Detected -0.341 Detected 0.000 -2.629 Detected -1.559 Detected -2.094 0.081 GT Sens contig212 contig212 Ring finge                CGGATGCcontig212 Solyc01g Solyc01g Ring finge                GO:00082 GO:00082   contig212 Solyc01g Ring finge                 GO:00082 SL2.40ch AT5G13250.1  unknown   chr5:423  2305.95 1352.12 318.859 396.613 304.498 637.259
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 -3.488 Detected -2.703 Detected -3.095 0.024 GT Sens contig212 contig212 Dehydrat                    CAGAAGTcontig212 Solyc08g Solyc08g Dehydration-responsive family                   contig212 Solyc08g Dehydration-respon                     SL2.40ch AT4G1912ERD3  ERD3 (ea      chr4:104  990.42 628.302 81.1461 106.33 74.9884 128.812
GT Sense Sense 0.334 Detected -0.334 Detected 0.000 -2.164 Detected -1.183 Detected -1.673 0.106 GT Sens contig212 contig212 Os07g017       TTGGTTGcontig212 Solyc12g Solyc12g Os07g0175100 protein (Fragm     contig212 Solyc12g Os07g017       GO:00160 SL2.40ch AT5G12010.1  unknown   chr5:387  1661.1 983.763 377.287 599.112 304.248 598.549
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -3.093 Detected -2.778 Detected -2.936 0.003 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  310.569 281.567 69.4127 73.7476 36.9481 45.8447
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 -1.702 Detected -1.333 Detected -1.518 0.035 GT Sens contig212 contig212 FAD-bind                 GGTATAAcontig212 Solyc02g Solyc02g FAD-bind                 GO:00090 GO:00090      contig212 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT1G11770.1  FAD bind        chr1:397  1258.98 868.033 502.06 279.211 342.526 441.184
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -1.793 Detected -1.062 Detected -1.427 0.065 GT Sens contig212 contig212 Unknown   TGTAGGGcontig212 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig212 Solyc02g Unknown Protein (A  SL2.40ch AT1G68780.1  leucine-r      chr1:258  46.2477 51.0163 25.6656 32.5489 14.9508 24.7363
GT Sense Sense 0.374 Detected -0.374 Detected 0.000 -1.415 Detected -1.330 Detected -1.372 0.068 GT Sens contig213 contig213 Leaf sene                  TGGCCCAcontig213 Solyc02g Solyc02g Leaf senescence protein-like (A                 contig213 Solyc02g Leaf senescence pr                  SL2.40ch AT5G15900.1  unknown   chr5:518  2779.89 1558.04 961.026 919.504 832.446 880.143
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 -2.776 Detected -2.599 Detected -2.687 0.001 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  4870.81 4382.89 1308.72 1508.66 719.202 811.039
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -2.639 Detected -2.417 Detected -2.528 0.002 GT Sens contig213 contig213 Serine/thr                TTTGGGGcontig213 Solyc01g Solyc01g Serine/thr                GO:00055 GO:00055       contig213 Solyc01g Receptor   GO:00046 SL2.40ch AT5G51560.1  leucine-r        chr5:209  398.164 391.397 47.5906 44.1524 67.5847 78.6134
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -2.708 Comprom -2.820 Comprom -2.764 0.001 GT Sens contig213 contig213 Harpin-ind      AATTTTC contig213 Solyc05g Solyc05g Harpin-induced protein-related     contig213 Solyc05g Harpin-induced prot     SL2.40ch AT5G23930.1  mitochon        chr5:807  16.0328 13.6906 153.902 3.24733 2.41821 2.23013
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.129 Detected -1.210 Detected -1.170 0.020 GT Sens contig213 contig213 Potassium                     CTGAACTcontig213 Solyc04g Solyc04g Potassium                     GO:00096 GO:00096   contig213 Solyc04g Potassium                      GO:00096 SL2.40ch AT1G7030KUP6  KUP6; po      chr1:264  370.774 277.783 79.441 107.716 156.463 147.502
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -1.208 Detected -1.005 Detected -1.107 0.029 GT Sens contig213 contig213 Beta-D-gl                GGAGACTcontig213 Solyc06g Solyc06g Beta-D-gl                GO:00059 GO:00059    contig213 Solyc06g Beta-D-gl                 GO:00055 SL2.40ch AT3G47000.1  glycosyl      chr3:173  12460.6 9364.65 3280.97 5224.47 4986.39 5721.03
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -1.604 Comprom -1.408 Comprom -1.506 0.029 GT Sens contig213 contig213 Unknown               CCAGCTAcontig213 Solyc06g Solyc06g Unknown               GO:00056 GO:00056 contig213 Solyc06g Unknown                GO:00056 SL2.40ch AT1G71850.1  ubiquitin   chr1:270  12.8557 17.0036 12.1216 3.0585 5.18537 5.92301
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -2.451 Detected -2.039 Detected -2.245 0.010 GT Sens contig214 contig214 Hydrolase                 ATGTTCAcontig214 Solyc08g Solyc08g Hydrolase alpha/beta fold fami                contig214 Solyc08g Hydrolase alpha/bet                  SL2.40ch AT4G24140.1  hydrolas       chr4:125  6742.98 5612.51 1364.87 2189.74 1199.41 1591.97
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 -1.420 Detected -1.123 Detected -1.272 0.013 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  103898 97706.8 56481.8 49928.4 40142.7 49196
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -2.232 Detected -1.593 Detected -1.913 0.030 GT Sens contig214 contig214 Cytochro                 TTATGAT contig214 Solyc06g Solyc06g Cytochro                 GO:00198 GO:00198   contig214 Solyc06g Cytochro  GO:00198 SL2.40ch AT4G1535CYP705A   CYP705A               chr4:876  7484.53 6096.34 1729.06 2413.96 1533.22 2380.43
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -3.128 Detected -1.671 Detected -2.400 0.081 GT Sens contig214 contig214 1-aminocy                        GGATTTTcontig214 Solyc02g Solyc02g 1-aminocy                        GO:00168 GO:00168       contig214 Solyc02g 1-aminocy                         GO:00428 SL2.40ch AT3G4970ETO3, AC   ACS9 (1-A       chr3:184  107.702 102.267 12.1631 19.4829 12.7977 35.0448
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.052 Detected -1.603 Detected -1.327 0.048 GT Sens contig215 contig215 Pirin-like            TATATAG contig215 Solyc09g Solyc09g Pirin-like            GO:00037 GO:00037    contig215 Solyc09g Pirin-like             GO:00055 SL2.40ch AT2G43120.1  pirin, put   chr2:179  115.387 91.3035 30.8092 37.607 52.7813 35.9321
GT Sense Sense -0.422 Detected 0.422 Detected 0.000 -1.875 Detected -1.355 Detected -1.615 0.083 GT Sens contig215 contig215 Peroxidas               CCGATCAcontig215 Solyc11g Solyc11g Peroxidas               GO:00551 GO:00551  contig215 Solyc11g Peroxidas                GO:00551 SL2.40ch AT5G06720.1  peroxida    chr5:207  51.7942 87.5114 32.3226 44.9251 19.5766 27.987
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -2.514 Detected -1.935 Detected -2.225 0.019 GT Sens contig215 contig215 Harpin-ind               AATTATT contig215 Solyc02g Solyc02g Harpin-induced protein-like (Fr              contig215 Solyc02g Harpin-induced prot               SL2.40ch AT4G2672PPX1, PP   PPX1 (PR         chr4:134  2051.27 1626.74 475.007 824.616 340.97 507.765
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 -1.642 Detected -1.395 Detected -1.518 0.024 GT Sens contig216 contig216 Pentatrico               TCTGGTTcontig216 Solyc03g Solyc03g Pentatricopeptide repeat-conta               contig216 Solyc03g Pentatricopeptide re               SL2.40ch AT4G27980.1  FUNCTIO                                                                               chr4:139  167.639 208.797 77.252 101.011 63.9256 75.6605
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.603 Detected -2.835 Comprom -2.219 0.071 GT Sens contig216 contig216 Cytochro                 AAACTTC contig216 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig216 Solyc01g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  49.8224 40.5786 15.4853 10.7479 15.7887 6.69921
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -0.974 Detected -1.086 Detected -1.030 0.004 GT Sens contig216 contig216 Senescen              GTCAAAT contig216 Solyc07g Solyc07g Senescen              GO:00160 GO:00160   contig216 Solyc07g Senescen               GO:00160 SL2.40ch AT4G2805TET7  TET7 (TE   chr4:139  39610.8 39091 14555.9 21858.2 21363.4 19705.4
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -2.949 Detected -2.322 Detected -2.636 0.014 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  19495.4 17486.4 5820.64 11081.7 2549.04 3926.33
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -0.985 Detected -1.084 Detected -1.034 0.008 GT Sens contig216 contig216 Transmem                  TTCACAT contig216 Solyc02g Solyc02g Transmem                  GO:00160 GO:00160   contig216 Solyc02g Transmem                   GO:00160 SL2.40ch AT4G19645.2  FUNCTIO                                                                    chr4:106  1597.22 1342.3 552.937 632.345 788.8 734.495
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -2.714 Detected -1.756 Detected -2.235 0.045 GT Sens contig216 contig216 Late emb       ACTGGACcontig216 Solyc03g Solyc03g Late embryogenesis abundant     contig216 Solyc03g Late embryogenesis      SL2.40ch AT3G15670.1  late embr          chr3:531  350.279 281.945 48.4932 94.189 51.0604 98.9392
GT Sense Sense -0.742 Detected 0.742 Detected 0.000 -1.446 Detected -1.305 Detected -1.375 0.206 GT Sens contig216 contig216 Membran                GGGATCAcontig216 Solyc11g Solyc11g Membrane protein (AHRD V1 **             contig216 Solyc11g Membrane protein (A               SL2.40ch AT3G25290.2  auxin-res     chr3:920  23.7754 62.5888 19.9066 19.366 15.1029 16.5953
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -2.766 Detected -1.745 Detected -2.255 0.049 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  2623.2 2215.54 905.185 794.64 378.047 764.786
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -2.747 Detected -1.692 Detected -2.219 0.063 GT Sens contig217 contig217 Cytochro                 GATTTGAcontig217 Solyc11g Solyc11g Cytochro                 GO:00200 GO:00200  contig217 Solyc11g Cytochro  GO:00198 SL2.40ch AT4G1377CYP83A1    CYP83A1                                 chr4:799  86.6122 56.9951 25.4668 32.0283 11.1646 23.1265
GT Sense Sense 0.731 Detected -0.731 Detected 0.000 -2.516 Detected -2.722 Detected -2.619 0.071 GT Sens contig217 contig217 Zinc finge                    GAATTCAcontig217 Solyc03g Solyc03g Zinc finge                    GO:00037 GO:00037      contig217 Solyc03g Zinc finge                     GO:00037 SL2.40ch AT1G7466MIF1  MIF1 (MIN           chr1:280  2330.77 796.18 109.776 121.028 253.904 219.516
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.560 Detected -0.886 Detected -1.223 0.073 GT Sens contig218 contig218 Oxidation              TATGCAT contig218 Solyc12g Solyc12g Oxidation resistance 1-like pro             contig218 Solyc12g Oxidation resistance              SL2.40ch AT2G05590.2  FUNCTIO                                                                        chr2:206  480.775 395.558 208.369 223.357 157.687 250.89
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.995 Detected -1.560 Detected -1.777 0.016 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  408.067 345.476 141.945 172.098 100.456 135.411
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.251 Detected -0.974 Detected -1.112 0.015 GT Sens contig219 contig219 ATP bind                 TACCAAAcontig219 Solyc05g Solyc05g ATP bind                 GO:00055 GO:00055      contig219 Solyc05g ATP bind                  GO:00055 SL2.40ch AT5G15080.1  protein k    chr5:488  15801.2 14603.1 5540.98 6773.23 6806.93 8222.57
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.879 Detected -1.708 Detected -1.793 0.003 GT Sens contig219 contig219 LRR recep                  TGTTCGAcontig219 Solyc03g Solyc03g LRR recep                  GO:00046 GO:00046       contig219 Solyc03g Receptor   GO:00046 SL2.40ch AT4G36180.1  leucine-r      chr4:171  65.8681 57.0344 22.7643 12.8051 17.7693 19.9506
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.544 Detected -1.362 Detected -1.453 0.007 GT Sens contig219 contig219 Genomic          TTCATGAcontig219 Solyc08g Solyc08g Genomic DNA chromosome 5       contig219 Solyc08g Genomic DNA chrom         SL2.40ch AT5G47400.1  unknown   chr5:192  1952.4 1632.63 664.568 653.892 652.834 738.493
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.435 Detected -1.090 Detected -1.262 0.026 GT Sens contig219 contig219 Dehydrat                   TATTGAAcontig219 Solyc04g Solyc04g Dehydration-responsive prote                   contig219 Solyc04g Dehydration-respon                    SL2.40ch AT1G7824TSD2, QU   TSD2 (TU       chr1:294  5920.69 4733.97 1937.72 2397.5 2088.22 2644.96
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -2.818 Detected -2.547 Detected -2.682 0.004 GT Sens contig219 contig219 AT5G2815                   AGAAGAAcontig219 Solyc01g Solyc01g AT5G28150-like protein (Fragm                  contig219 Solyc01g AT5G28150-like pro                   SL2.40ch AT5G1055GTE2  GTE2 (Gl          chr5:333  1581.29 1323.86 267.269 439.72 218.841 263.279
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.229 Detected -0.940 Detected -1.084 0.017 GT Sens contig219 contig219 Vesicular                  AAAGAGGcontig219 Solyc12g Solyc12g Vesicular                  GO:00550 GO:00550  contig219 Solyc12g Vesicular                   GO:00550 SL2.40ch AT5G4437PHT4;6  PHT4;6 (P                  chr5:178  2529.92 2357.84 1023.6 1189.61 1111.16 1353.49
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.220 Detected -1.141 Detected -1.180 0.002 GT Sens contig219 contig219 WRKY tra               TTCAAAGcontig219 Solyc08g Solyc08g WRKY tra               GO:0045449 contig219 Solyc08g WRKY tra                GO:00454 SL2.40ch AT1G6400WRKY56,   WRKY56;    chr1:237  328.734 293.678 86.395 182.34 142.267 149.814
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 -2.535 Detected -1.338 Detected -1.937 0.084 GT Sens contig219 contig219 Laccase-2               CAATATC contig219 Solyc02g Solyc02g Laccase-2               GO:00551 GO:00551  contig219 Solyc02g Laccase-2                GO:00551 SL2.40ch AT5G6692sks17  sks17 (SK          chr5:267  10875.4 9995.35 3617.56 5804.11 1918.45 4384.47
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.852 Detected -1.693 Detected -1.773 0.009 GT Sens contig220 contig220 Thaumati              ATATGAT contig220 Solyc04g Solyc04g Thaumatin-like protein (AHRD V            contig220 Solyc04g Thaumatin-like prote              SL2.40ch AT1G75800.1  pathogen      chr1:284  11454.2 8817.56 2336.91 3638.14 2969.25 3303.65
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -3.940 Detected -2.425 Detected -3.182 0.052 GT Sens contig220 contig220 Unknown   ATTAGCCcontig220 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig220 Solyc12g Unknown Protein (A  SL2.40ch AT5G38880.1  unknown   chr5:155  6748.92 6780.3 1970.46 1985.26 469.956 1339.37
GT Sense Sense 0.313 Detected -0.313 Detected 0.000 -2.035 Detected -1.679 Detected -1.857 0.036 GT Sens contig220 contig220 1-aminocy                CTGACAAcontig220 Solyc02g Solyc02g 1-aminocy                GO:00164 GO:00164  contig220 Solyc02g 1-aminocy                 GO:00164 SL2.40ch AT1G77330.1  1-aminoc         chr1:290  27898.2 17012.1 4020.4 6735.58 5670.67 7234.74
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.169 Detected -1.273 Detected -1.221 0.015 GT Sens contig220 contig220 Retinobla              ATGGGG contig220 Solyc03g Solyc03g Retinobla              GO:00056 GO:00056 contig220 Solyc03g Retinobla               GO:00056 SL2.40ch AT4G17410.1  zinc ion b   chr4:971  493.902 380.536 232.106 333.454 205.558 190.774
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.101 Detected -0.970 Detected -1.036 0.022 GT Sens contig220 contig220 Starch sy      TCCTCGGcontig220 Solyc02g Solyc02g Starch synthase V (AHRD V1 **  contig220 Solyc02g Starch synthase V (A    SL2.40ch AT5G04060.1  dehydrat    chr5:109  35.9436 27.7676 14.0044 25.6805 15.7068 17.1439
GT Sense Sense -0.251 Detected 0.251 Detected 0.000 -2.244 Detected -2.415 Detected -2.329 0.013 GT Sens contig220 contig220 Unknown   TTAAACC contig220 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig220 Solyc01g Unknown Protein (A  SL2.40ch AT4G12050.1  DNA-bind    chr4:722  354.407 472.091 135.774 146.329 92.0858 81.5506
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -1.364 Detected -1.267 Detected -1.315 0.018 GT Sens contig220 contig220 Genomic          CTCTGCTcontig220 Solyc12g Solyc12g Genomic DNA chromosome 3       contig220 Solyc12g Genomic DNA chrom         SL2.40ch AT3G23930.1  unknown   chr3:864  833.287 615.582 248.561 203.977 296.763 316.413
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.267 Detected -1.401 Detected -1.334 0.015 GT Sens contig220 contig220 Ethylene                    ATTGGAGcontig220 Solyc02g Solyc02g Ethylene                    GO:00037 GO:00037         contig220 Solyc02g Ethylene                     GO:00037 SL2.40ch AT1G2836ERF12, AT   ERF12 (E             chr1:995  446.051 516.829 136.442 205.717 212.743 193.314
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.266 Detected -1.400 Detected -1.333 0.012 GT Sens contig221 contig221 Lipid tran                    CTTAAGAcontig221 Solyc02g Solyc02g Lipid tran                    GO:00068 GO:00068  contig221 Solyc02g Lipid tran                     GO:00068 SL2.40ch AT1G1922ARF19, IA    ARF19 (A           chr1:662  1714.47 1341.32 866.169 725.758 672.319 611.05
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 -2.781 Detected -2.453 Detected -2.617 0.012 GT Sens contig221 contig221 S-adenos                   GTTGTAGcontig221 Solyc01g Solyc01g S-adenos                   GO:00081 GO:00081    contig221 Solyc01g S-adenos                    GO:00087 SL2.40ch AT5G37990.1  S-adenos     chr5:151  166.498 112.332 24.876 22.1145 21.2181 26.5595
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.373 Detected -1.177 Detected -1.275 0.014 GT Sens contig221 contig221 Pectinace               AACAAAA contig221 Solyc10g Solyc10g Pectinacetylesterase like prote              contig221 Solyc10g Pectinacetylesteras                SL2.40ch AT3G09405.1  FUNCTIO                             chr3:289  204.208 162.993 67.6074 86.4131 75.1374 85.7807
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 -1.914 Detected -0.971 Detected -1.442 0.106 GT Sens contig221 contig221 Microtubu               CGGGTTTcontig221 Solyc03g Solyc03g Microtubu               GO:00054 GO:00054 contig221 Solyc03g Microtubu                GO:00054 SL2.40ch AT5G62580.1  binding  chr5:251  783.375 562.863 156.829 243.546 187.936 360.184
GT Sense Sense 0.616 Detected -0.616 Detected 0.000 -1.321 Detected -1.589 Detected -1.455 0.147 GT Sens contig221 contig221 Myb-relat                GGAGGA contig221 Solyc05g Solyc05g Myb-relat                GO:00037 GO:00037      contig221 Solyc05g Myb-relat                 GO:00037 SL2.40ch AT2G3118ATMYB14     MYB14 (M           chr2:132  60.5544 24.2433 21.5804 15.7926 16.3525 13.5422
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 -2.096 Detected -1.944 Detected -2.020 0.035 GT Sens contig221 contig221 Unknown   GTGATTTcontig221 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig221 Solyc08g Unknown Protein (A  SL2.40ch AT2G35290.1  unknown   chr2:148  5323.47 2957.06 1329.98 2568.09 989.622 1096.66
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.420 Detected -1.110 Detected -1.265 0.016 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  86.0312 75.765 49.8802 53.3473 32.1786 39.7689
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -2.227 Detected -1.497 Detected -1.862 0.047 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  9633.01 6806.95 3353.07 3077.67 1844.61 3050.63
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -1.066 Detected -0.992 Detected -1.029 0.006 GT Sens contig221 contig221 Aspartyl p               TCAGAGAcontig221 Solyc04g Solyc04g Aspartyl p               GO:00055 GO:00055  contig221 Solyc04g Aspartyl p                GO:00055 SL2.40ch AT3G02740.1  aspartyl     chr3:590  1074.26 911.48 423.271 462.183 503.93 528.91
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -2.335 Detected -1.636 Detected -1.986 0.030 GT Sens contig221 contig221 Receptor                ACATTGT contig221 Solyc09g Solyc09g Receptor                GO:00064 GO:00064  contig221 Solyc09g Receptor   GO:00055 SL2.40ch AT4G18250.1  receptor     chr4:100  1165.14 1010.65 359.567 351.608 229.344 371.195
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -0.929 Detected -1.344 Detected -1.137 0.034 GT Sens contig222 contig222 NAC dom                  TAAGTAGcontig222 Solyc08g Solyc08g NAC dom                  GO:00037 GO:00037       contig222 Solyc08g NAC dom                   GO:00055 SL2.40ch AT1G325 anac011  anac011          chr1:117  952.757 836.248 260.906 199.946 499.837 373.731
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -1.114 Detected -0.965 Detected -1.039 0.005 GT Sens contig222 contig222 AN1-type                 TAACCCCcontig222 Solyc02g Solyc02g AN1-type                 GO:00055 GO:00055      contig222 Solyc02g Zinc finge                    GO:00036 SL2.40ch AT3G282 PMZ  PMZ; zinc    chr3:105  6195.22 5763.43 2528.78 5308.59 2944.42 3254.38
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -2.682 Detected -1.282 Detected -1.982 0.108 GT Sens contig222 contig222 Inorganic              CTACTGGcontig222 Solyc09g Solyc09g Inorganic              GO:00053 GO:00053       contig222 Solyc09g Inorganic               GO:00053 SL2.40ch AT3G54700.1  carbohyd          chr3:202  82.221 64.9226 58.4681 24.5516 12.1402 31.9475
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 -1.263 Detected -0.838 Detected -1.050 0.039 GT Sens contig222 contig222 Serine ca                ATATACA contig222 Solyc04g Solyc04g Serine ca                GO:00065 GO:00065   contig222 Solyc04g Serine ca                 GO:00167 SL2.40ch AT5G3618scpl1  scpl1 (se       chr5:142  284.971 261.942 102.922 113.262 121.412 162.551
GT Sense Sense 0.358 Detected -0.358 Detected 0.000 -2.290 Detected -1.830 Detected -2.060 0.040 GT Sens contig222 contig222 Ta11-like              CCAAGTCcontig222 Solyc01g Solyc01g Ta11-like non-LTR retroelemen              contig222 Solyc01g CHP-rich zinc finger             SL2.40ch AT5G07500.1 655.52 375.454 101.123 173.447 108.198 148.373
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 -2.419 Detected -2.425 Detected -2.422 0.017 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  101.587 61.3296 13.5508 18.0849 15.7442 15.6243
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.249 Detected -1.044 Detected -1.147 0.008 GT Sens contig223 contig223 Optic atro                 AAATTCA contig223 Solyc02g Solyc02g Optic atrophy 3 protein homolo               contig223 Solyc02g Optic atrophy 3 prot                SL2.40ch AT1G28510.1  FUNCTIO                                                                           chr1:100  4521.23 4092.64 1696.03 2423.21 1930 2217.43
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.332 Comprom -0.830 Comprom -1.081 0.068 GT Sens contig223 contig223 Disease r             GTATTAT contig223 Solyc02g Solyc02g Disease r             GO:00055 GO:00055    contig223 Solyc02g Cc-nbs-lr   GO:00055 SL2.40ch AT5G63020.1  disease r       chr5:252  15.9323 11.9957 3.01403 10.7687 5.85741 8.26873
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -2.871 Comprom -1.718 Detected -2.295 0.058 GT Sens contig223 contig223 UPF0497       GCCACCAcontig223 Solyc04g Solyc04g UPF0497 membrane protein 17    contig223 Solyc04g UPF0497 membrane      SL2.40ch AT3G56930.1  zinc finge       chr3:210  35.3773 35.7319 10.9814 12.9715 5.18098 11.4928
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -1.190 Detected -1.127 Detected -1.159 0.031 GT Sens contig223 contig223 Hydroxyc             GTTAGTTcontig223 Solyc04g Solyc04g Hydroxyc             GO:00167 GO:00167          contig223 Solyc04g Hydroxyc              GO:00167 SL2.40ch AT5G42830.1  transfera     chr5:171  580.67 410.278 194.831 248.572 228.205 237.532
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -2.401 Detected -2.927 Detected -2.664 0.010 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  687.278 621.42 147.581 65.9979 131.968 91.3858
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.687 Detected -2.135 Detected -1.911 0.014 GT Sens contig223 contig223 Wax synth       ATATACT contig223 Solyc11g Solyc11g Wax synthase isoform 3 (AHRD   contig223 Solyc11g Wax synthase isofor      SL2.40ch AT5G55320.1  membran            chr5:224  752.775 746.732 274.169 115.876 248.361 181.444
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -2.494 Detected -1.468 Detected -1.981 0.069 GT Sens contig223 contig223 Exocyst c                 TTGCAAAcontig223 Solyc11g Solyc11g Exocyst c                 GO:00001 GO:00001  contig223 Solyc11g Exocyst c                  GO:00055 SL2.40ch AT5G5973ATEXO70   ATEXO70           chr5:240  610.063 436.407 152.506 157.771 97.6475 198.306
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -2.233 Detected -1.544 Detected -1.889 0.032 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  8200.28 7642.99 3814.27 6932.01 1795.65 2885.91
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 -2.462 Detected -2.088 Detected -2.275 0.012 GT Sens contig224 contig224 Ethylene                    AACCTCAcontig224 Solyc07g Solyc07g Ethylene                    GO:00063 GO:00063     contig224 Solyc07g Ethylene                     GO:00036 SL2.40ch AT1G64380.1  AP2 dom      chr1:238  1596.08 1885.27 284.963 526.022 335.831 433.822
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -2.041 Comprom -1.942 Comprom -1.991 0.002 GT Sens contig224 contig224 Vacuolar       ACTCGAGcontig224 Solyc12g Solyc12g Vacuolar cation/proton exchan      contig224 Solyc12g Vacuolar cation/pro       SL2.40ch AT5G58120.1  disease r       chr5:235  22.276 23.1045 4.10901 14.4122 5.88007 6.27883
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 -2.287 Detected -1.847 Detected -2.067 0.025 GT Sens contig225 contig225 Methylene               TCGAAAAcontig225 Solyc05g Solyc05g Methylene               GO:00055 GO:00055      contig225 Solyc05g Methylene                GO:00055 SL2.40ch AT2G4416MTHFR2  MTHFR2        chr2:182  1246.91 830.303 203.104 293.409 222.37 300.732
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -2.454 Detected -1.705 Detected -2.079 0.041 GT Sens contig225 contig225 cDNA clon         GGAGTTTcontig225 Solyc02g Solyc02g cDNA clone J100026I16 full ins      contig225 Solyc02g cDNA clone J100026        SL2.40ch AT5G01520.1  zinc finge        chr5:206  1993.97 1385.39 432.191 925.762 323.446 542.161
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.079 Detected -0.965 Detected -1.022 0.005 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  74.4157 75.056 29.1798 57.524 37.7201 40.7001
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.380 Detected -1.156 Detected -1.268 0.011 GT Sens contig225 contig225 Fructokin                GCAGATAcontig225 Solyc03g Solyc03g Fructokin                GO:00089 GO:00089      contig225 Solyc03g Fructokin                 GO:00088 SL2.40ch AT5G51830.1  pfkB-type      chr5:210  1136.23 959.467 392.152 586.046 427.942 498.125
GT Sense Sense -0.166 Detected 0.166 Detected 0.000 -1.695 Detected -1.014 Detected -1.354 0.070 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  181.79 215.171 100.68 134.016 65.1574 104.124
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -1.594 Detected -1.184 Detected -1.389 0.057 GT Sens contig225 contig225 Auxin-ind                  ATTATAG contig225 Solyc05g Solyc05g Auxin-induced protein-like (AH                 contig225 Solyc05g Auxin-induced prote                  SL2.40ch AT3G51700.1  unknown   chr3:191  89.7984 124.719 52.7533 100.644 37.3785 49.508
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -0.952 Detected -1.049 Detected -1.001 0.016 GT Sens contig225 contig225 Ras GTPa                   TATGGTAcontig225 Solyc02g Solyc02g Ras GTPa                   GO:00036 GO:00036   contig225 Solyc02g Ras GTPa                    GO:00036 SL2.40ch AT3G25150.1  nuclear t              chr3:915  1702.62 1362.58 943.909 905.543 839.387 782.791
GT Sense Sense -0.343 Detected 0.343 Detected 0.000 -1.186 Comprom -0.857 Detected -1.021 0.115 GT Sens contig225 contig225 Unknown   ATTGTTAcontig225 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig225 Solyc01g Unknown Protein (A  SL2.40ch AT5G6196AML1  AML1 (AR           chr5:248  15.6579 23.7031 8.44824 7.45306 9.02852 11.3108
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -0.923 Detected -1.182 Detected -1.052 0.019 GT Sens contig225 contig225 Chaperon                  ATGAAGGcontig225 Solyc06g Solyc06g Chaperon                  GO:00510 GO:00510      contig225 Solyc06g Chaperon                   GO:00510 SL2.40ch AT3G47940.1  DNAJ hea      chr3:176  791.999 673.877 337.905 443.644 410.86 342.452
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 -2.174 Comprom -1.069 Comprom -1.622 0.117 GT Sens contig226 contig226 Vacuolar               CTCCGGAcontig226 Solyc08g Solyc08g Vacuolar               GO:00041 GO:00041   contig226 Solyc08g Vacuolar                GO:00041 SL2.40ch AT2G3097ASP1  ASP1 (AS       chr2:131  17.3864 11.5054 3.12117 1.96534 3.34165 7.16656
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.484 Detected -1.395 Detected -1.439 0.006 GT Sens contig226 contig226 3-oxoacy             TCCGATAcontig226 Solyc05g Solyc05g 3-oxoacy             GO:00551 GO:00551    contig226 Solyc05g 3-oxoacy              GO:00043 SL2.40ch AT1G24360.1  3-oxoacy           chr1:864  141.431 115.015 94.2958 84.7007 48.629 51.5733
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 -2.971 Detected -2.180 Detected -2.576 0.036 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  2369.93 1459.18 393.882 745.633 252.938 436.254
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.399 Detected -0.912 Detected -1.155 0.049 GT Sens contig226 contig226 Coatomer               AAGATGGcontig226 Solyc06g Solyc06g Coatomer               GO:00162 GO:00162          contig226 Solyc06g Coatomer                GO:00050 SL2.40ch AT1G52360.1  coatome           chr1:194  2753.29 2231.81 833.207 1288.63 1002.64 1400.29
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -1.640 Detected -2.007 Detected -1.824 0.032 GT Sens contig226 contig226 Unknown   AGTTGTCcontig226 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig226 Solyc01g Unknown Protein (A  SL2.40ch AT1G30810.1  transcrip    chr1:109  205.663 131.851 59.1303 127.9 56.3277 43.5508
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.136 Detected -0.962 Detected -1.049 0.014 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  409.69 340.742 180.518 272.263 181.273 203.963
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 -1.398 Detected -1.634 Detected -1.516 0.043 GT Sens contig227 contig227 (E)-beta-o                GTGGGA contig227 Solyc01g Solyc01g (E)-beta-o                GO:00505 GO:00505      contig227 Solyc01g (E)-beta-o                 GO:00347 SL2.40ch AT1G6544GTB1  GTB1; RN              chr1:243  89.8094 55.4854 9.74739 19.6579 28.5672 24.1816
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -1.710 Detected -1.733 Detected -1.721 0.004 GT Sens contig227 contig227 NAC dom                  CATGGTGcontig227 Solyc03g Solyc03g NAC dom                  GO:00037 GO:00037      contig227 Solyc03g NAC dom                   GO:00037 SL2.40ch AT1G6270VND5, AN   ANAC026     chr1:232  313.51 252.638 82.9365 90.129 91.7438 90.0203
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.151 Detected -1.022 Detected -1.087 0.025 GT Sens contig227 contig227 Receptor-               TATGAGCcontig227 Solyc09g Solyc09g Receptor-               GO:00055 GO:00055  contig227 Solyc09g LRR recep    GO:00055 SL2.40ch AT4G0257ATCUL1,    ATCUL1        chr4:112  98.0034 73.4072 35.2558 53.8024 40.732 44.3926
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -2.409 Detected -1.907 Detected -2.158 0.015 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  514.386 422.397 96.2803 127.774 93.602 132.147
GT Sense Sense 0.263 Detected -0.263 Detected 0.000 -1.542 Detected -1.983 Detected -1.763 0.036 GT Sens contig228 contig228 Pectinest               TTGGTTAcontig228 Solyc04g Solyc04g Pectinest               GO:00305 GO:00305   contig228 Solyc04g Pectinest                GO:00305 SL2.40ch AT2G216 PE11, ATP   pectinest     chr2:924  6523.72 4260.88 962.574 1663.38 1930.88 1417.72
GT Sense Sense 0.339 Detected -0.339 Detected 0.000 -1.821 Detected -0.957 Detected -1.389 0.127 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  679.948 399.887 80.7333 158.682 157.357 285.489
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 -1.434 Detected -0.909 Detected -1.172 0.074 GT Sens contig228 contig228 AT5G2207                   CTATGGAcontig228 Solyc06g Solyc06g AT5G2207                   GO:00055 GO:00055  contig228 Solyc06g AT5G2207                    GO:00055 SL2.40ch AT3G52060.2  unknown   chr3:193  954.255 670.297 266.925 302.309 315.639 452.773
GT Sense Sense -0.362 Detected 0.362 Detected 0.000 -1.757 Comprom -1.992 Comprom -1.874 0.039 GT Sens contig228 contig228 1-aminocy                 AGAAGAAcontig228 Solyc02g Solyc02g 1-aminocy                 GO:00166 GO:00166                              contig228 Solyc02g 1-aminocy                  GO:00167 SL2.40ch AT1G1702SRG1, AT   SRG1 (SE                                    chr1:582  12.0742 18.7711 10.1728 3.88809 4.74942 4.02507
GT Sense Sense 0.509 Detected -0.509 Detected 0.000 -2.652 Detected -1.620 Detected -2.136 0.098 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  533.73 248.036 136.754 280.68 61.7144 125.878
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.892 Detected -1.080 Detected -1.486 0.077 GT Sens contig228 contig228 F-box pro              GTGTTATcontig228 Solyc01g Solyc01g F-box pro              GO:00055 GO:00055   contig228 Solyc01g F-box pro               GO:00302 SL2.40ch AT1G127 AtPP2-A1   AtPP2-A1        chr1:432  754.731 566.001 269.449 353.808 187.817 328.683
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.170 Detected -1.037 Detected -1.104 0.007 GT Sens contig229 contig229 Inositol he                  TCTTACGcontig229 Solyc02g Solyc02g Inositol he                  GO:00331 GO:00331       contig229 Solyc02g Inositol he                   GO:00331 SL2.40ch AT3G01310.2  acid phos        chr3:943  2263.33 1953.05 693.643 997.165 996.198 1089.59
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 -1.293 Detected -1.049 Detected -1.171 0.045 GT Sens contig229 contig229 Calcium t                GCTAGTAcontig229 Solyc11g Solyc11g Calcium t                GO:00160 GO:00160 contig229 Solyc11g Calcium t                 GO:00055 SL2.40ch AT5G44240.1  haloacid      chr5:178  131.697 90.4738 33.3777 40.4921 47.514 56.0792
GT Sense Sense 0.461 Detected -0.461 Detected 0.000 -2.247 Detected -2.244 Detected -2.245 0.040 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  915.233 454.41 101.669 134.09 144.893 144.772
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -2.199 Detected -2.181 Detected -2.190 0.002 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  1793.98 1481.91 313.294 455.314 378.626 382.285
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.006 Detected -1.114 Detected -1.060 0.018 GT Sens contig230 contig230 Cyclic ph                 ATCCTTGcontig230 Solyc03g Solyc03g Cyclic ph                 GO:00056 GO:00056 contig230 Solyc03g Cyclic ph                  GO:00041 SL2.40ch AT2G4650SDH4  SDH4; su     chr2:190  1772.6 1387.94 742.375 997.037 833.027 770.332
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.908 Detected -1.447 Detected -1.678 0.019 GT Sens contig230 contig230 LOB dom                 ATTAGCGcontig230 Solyc02g Solyc02g LOB domain family protein (AH               contig230 Solyc02g LOB domain family p                SL2.40ch AT5G6687ASL1, LB   ASL1  chr5:267  7065.81 6994.57 1841.02 2325.38 1997.01 2740.65
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.562 Detected -1.003 Detected -1.282 0.045 GT Sens contig230 contig230 Fasciclin-                TTCTATC contig230 Solyc03g Solyc03g Fasciclin-                GO:00055 GO:00055   contig230 Solyc03g Fasciclin-                 GO:00055 SL2.40ch AT5G60170.1  RNA bind                 chr5:242  143.927 139.995 77.8177 52.5419 51.2524 75.3271
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -1.532 Comprom -2.193 Comprom -1.862 0.040 GT Sens contig230 contig230 Root cap      TGAAACCcontig230 Solyc07g Solyc07g Root cap protein 2 (AHRD V1 **  contig230 Solyc07g Root cap protein 2 (A    SL2.40ch AT4G27400.1  late embr        chr4:137  11.3764 14.1032 5.95857 5.20868 4.67171 2.94492
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.136 Detected -1.011 Detected -1.074 0.010 GT Sens contig230 contig230 Kinase fa               GAAAATAcontig230 Solyc07g Solyc07g Kinase fa               GO:00064 GO:00064  contig230 Solyc07g Kinase fa                GO:00064 SL2.40ch AT2G31010.1  protein k     chr2:131  1569.96 1308.47 536.584 696.462 695.514 755.916
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -2.292 Comprom -1.581 Detected -1.937 0.052 GT Sens contig230 contig230 S-locus-s               ATGAAGAcontig230 Solyc07g Solyc07g S-locus-s               GO:0005529 contig230 Solyc07g S-locus-s                 GO:00055 SL2.40ch AT3G02040.1 46.0247 28.8889 4.09378 2.76412 7.93731 12.9548
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.217 Detected -0.911 Detected -1.064 0.020 GT Sens contig231 contig231 MRNA clo                 GTTGGATcontig231 Solyc01g Solyc01g MRNA clone RAFL21-92-I07 (AH                contig231 Solyc01g MRNA clone RAFL21                 SL2.40ch AT5G41390.2  FUNCTIO                                                                chr5:165  49.2155 46.0836 20.1446 15.9702 21.8455 26.9317
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -0.922 Detected -1.455 Detected -1.189 0.055 GT Sens contig231 contig231 Kinesin-li               TGGAAGAcontig231 Solyc04g Solyc04g Kinesin-li               GO:00085 GO:00085      contig231 Solyc04g Kinesin-li                GO:00085 SL2.40ch AT5G4782FRA1  FRA1 (FR       chr5:193  1698.07 1357.17 536.008 562.672 854.138 588.832
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.593 Detected -1.249 Detected -1.421 0.017 GT Sens contig232 contig232 Beta-D-gl                GTGAAAAcontig232 Solyc06g Solyc06g Beta-D-gl                GO:00059 GO:00059     contig232 Solyc06g Beta-D-gl                 GO:00090 SL2.40ch AT5G20950.2  glycosyl      chr5:710  4929.6 4188.26 1819.41 1590.46 1605.95 2033.07
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.314 Detected -0.891 Detected -1.102 0.036 GT Sens contig232 contig232 Cupin Rm                ATTGTACcontig232 Solyc02g Solyc02g Cupin Rm                GO:00551 GO:00551  contig232 Solyc02g Cupin Rm                 GO:00551 SL2.40ch AT5G15120.1  unknown   chr5:489  154.69 137.845 46.5933 86.8789 62.6342 83.7446
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.282 Detected -1.331 Detected -1.306 0.002 GT Sens contig232 contig232 Arabidops                        TGAAGTTcontig232 Solyc10g Solyc10g Arabidopsis thaliana genomic                      contig232 Solyc10g Arabidopsis thaliana                       SL2.40ch AT2G34330.1  unknown   chr2:144  1910.41 1655.21 596.809 737.105 779.889 751.512
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.726 Detected -2.147 Detected -1.937 0.012 GT Sens contig232 contig232 Unknown   CAAGGTGcontig232 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig232 Solyc06g Unknown Protein (A  SL2.40ch AT1G52680.1  late embr        chr1:196  932.827 831.972 209.578 211.543 283.966 211.403
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -3.309 Detected -1.606 Detected -2.458 0.103 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 1309.08 1063.27 207.236 424.897 126.905 412.051
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 -3.468 Detected -3.332 Detected -3.400 0.006 GT Sens contig232 contig232 Serine/thr                AGCACTAcontig232 Solyc10g Solyc10g Serine/thr                GO:00191 GO:00191        contig232 Solyc10g Serine/thr                 GO:00191 SL2.40ch AT1G11280.4 426.899 281.921 23.6761 41.9586 33.4419 36.6186
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 -2.708 Detected -1.969 Detected -2.338 0.036 GT Sens contig233 contig233 Diacylglyc                 AGGATACcontig233 Solyc05g Solyc05g Diacylglyc                 GO:00041 GO:00041   contig233 Solyc05g Diacylglyc                  GO:00041 SL2.40ch AT5G6377ATDGK2  ATDGK2       chr5:255  707.359 456.195 114.407 167.796 92.7202 154.304
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 -2.801 Comprom -2.599 Comprom -2.700 0.014 GT Sens contig233 contig233 Dirigent-li                 TGACATAcontig233 Solyc10g Solyc10g Dirigent-like protein (AHRD V1              contig233 Solyc10g Dirigent-like protein                SL2.40ch AT5G64710.2  unknown   chr5:258  40.841 24.9254 2.00774 2.33497 4.88113 5.59956
GT Sense Sense 0.374 Detected -0.374 Detected 0.000 -1.904 Detected -1.644 Detected -1.774 0.046 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  69.3887 38.893 4.62756 4.04537 14.8023 17.6757
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 -1.397 Detected -1.170 Detected -1.284 0.012 GT Sens contig234 contig234 CTP synt             CAAAACAcontig234 Solyc01g Solyc01g CTP synt             GO:00062 GO:00062    contig234 Solyc01g CTP synt              GO:00062 SL2.40ch AT3G1267emb2742  emb2742        chr3:402  4623.07 4869.13 1954.89 1720.07 1920.88 2242.13
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.511 Detected -1.065 Detected -1.288 0.029 GT Sens contig234 contig234 PAR-1b p            TTGCCTGcontig234 Solyc10g Solyc10g PAR-1b protein (AHRD V1 ***- Q         contig234 Solyc10g PAR-1b protein (AHR            SL2.40ch AT5G52390.1  photoass     chr5:212  18033 16797 6505.97 12436.6 6512.5 8845.11
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.269 Detected -1.067 Detected -1.168 0.009 GT Sens contig235 contig235 Patatin-lik               TGTCAAT contig235 Solyc02g Solyc02g Patatin-lik               GO:00477 GO:00477    contig235 Solyc02g Patatin-lik                GO:00477 SL2.40ch AT1G61850.1  galactolip    chr1:228  910.66 811.35 316.833 470.731 380.359 436.344
GT Sense Sense 0.301 Detected -0.301 Detected 0.000 -2.673 Detected -2.612 Detected -2.642 0.013 GT Sens contig235 contig235 FAD-bind                 AAGAGAAcontig235 Solyc02g Solyc02g FAD-bind                 GO:00090 GO:00090      contig235 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT4G20860.1  FAD-bind     chr4:111  87.0947 54.0023 9.37239 4.48599 11.4702 11.9259
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.611 Detected -1.085 Detected -1.348 0.049 GT Sens contig235 contig235 Lipase cla      CCGTCTGcontig235 Solyc03g Solyc03g Lipase class 3-like (AHRD V1 **  contig235 Solyc03g Lipase class 3-like (A    SL2.40ch AT5G24230.1  LOCATE                                                     chr5:822  56.1887 42.3018 17.2244 13.0711 17.0223 24.4377
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -3.116 Comprom -1.695 Comprom -2.405 0.080 GT Sens contig235 contig235 Ethylene                    ATCGTTCcontig235 Solyc04g Solyc04g Ethylene                    GO:00063 GO:00063    contig235 Solyc04g Ethylene                     GO:00036 SL2.40ch AT5G6475ABR1  ABR1 (AB         chr5:258  14.6545 16.4883 5.82796 2.42859 1.91186 5.10471
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -1.354 Detected -1.483 Detected -1.418 0.002 GT Sens contig235 contig235 SAUR33-a                  TTTCCGAcontig235 Solyc07g Solyc07g SAUR33-auxin-responsive SAU                  contig235 Solyc07g SAUR33-auxin-respo                   SL2.40ch AT4G28140.1  AP2 dom      chr4:139  4296.38 4069.21 1639.72 2933.81 1744.14 1590.61
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 -2.290 Detected -1.928 Detected -2.109 0.018 GT Sens contig235 contig235 Cyclic nu               TTTGCAGcontig235 Solyc11g Solyc11g Cyclic nu               GO:00160 GO:00160 contig235 Solyc11g Cyclic nu                GO:00160 SL2.40ch AT2G2826ATCNGC1    ATCNGC           chr2:120  1309.49 898.998 309.96 277.899 236.646 303.208
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.926 Detected -1.655 Detected -1.791 0.007 GT Sens contig235 contig235 Oxystero               AATGGCTcontig235 Solyc08g Solyc08g Oxystero               GO:00081 GO:00081  contig235 Solyc08g Oxystero                GO:00081 SL2.40ch AT4G2254ORP2A  ORP2A (O            chr4:118  933.78 812.556 264.929 455.85 244.412 294.107
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -1.952 Detected -1.486 Detected -1.719 0.019 GT Sens contig235 contig235 Major fac                     ATTTTCC contig235 Solyc03g Solyc03g Major facilitator superfamily do                    contig235 Solyc03g Major facilitator sup                     SL2.40ch AT3G49310.1  LOCATE                                                                            chr3:182  19539.9 17061.8 3977.81 6335.36 5031.29 6928.69
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.489 Detected -1.369 Detected -1.429 0.004 GT Sens contig236 contig236 Senescen              TTTAGCCcontig236 Solyc02g Solyc02g Senescence-associated protei              contig236 Solyc02g Senescence-associa               SL2.40ch AT3G51250.1  senescen    chr3:190  3410.39 2937.67 928.763 1327.22 1202.63 1302.7
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -2.700 Comprom -2.457 Comprom -2.578 0.003 GT Sens contig236 contig236 Unknown              CAAATTC contig236 Solyc05g Solyc05g Unknown Protein (AHRD V1)%3             contig236 Solyc05g Unknown Protein (A              SL2.40ch AT3G52700.1  unknown   chr3:195  14.6629 12.8416 11.0895 3.64346 2.25161 2.65778
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.870 Detected -1.823 Detected -1.846 0.013 GT Sens contig236 contig236 Serine ca               TGGACATcontig236 Solyc11g Solyc11g Serine ca               GO:00041 GO:00041     contig236 Solyc11g Serine ca                GO:00428 SL2.40ch AT3G450 scpl48  scpl48 (s       chr3:164  432.229 544.495 173.927 94.9226 141.51 145.824
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -2.193 Detected -3.075 Detected -2.634 0.030 GT Sens contig236 contig236 Myb-relat                CCTCAGCcontig236 Solyc10g Solyc10g Myb-relat                GO:00037 GO:00037        contig236 Solyc10g Myb-relat                 GO:00037 SL2.40ch AT1G6623MYB20, A   MYB20 (m           chr1:246  808.479 623.913 275.21 177.223 165.586 89.6041
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 -1.819 Detected -1.269 Detected -1.544 0.050 GT Sens contig237 contig237 Predicted                AACGAGGcontig237 Solyc01g Solyc01g Predicted NADPH-dependent F                contig237 Solyc01g Predicted NADPH-de                 SL2.40ch AT3G2789NQR  NQR (NAD      chr3:103  2007.91 2611.34 1185.44 802.593 691.929 1010.01
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -2.299 Detected -1.747 Detected -2.023 0.018 GT Sens contig237 contig237 Glycosylt                 AAATCGAcontig237 Solyc05g Solyc05g Glycosylt                 GO:00167 GO:00167     contig237 Solyc05g Glycosylt                  GO:00167 SL2.40ch AT4G15240.1  fringe-rel    chr4:870  224.513 219.317 75.6963 103.144 48.0815 70.2875
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.432 Detected -0.825 Detected -1.129 0.077 GT Sens contig237 contig237 WD-40 rep                  GTCCGG contig237 Solyc05g Solyc05g WD-40 rep                  GO:00001 GO:00001  contig237 Solyc05g WD-40 rep                   GO:00001 SL2.40ch AT5G50120.1  transduc          chr5:203  3911.6 3036.27 1715.6 1750.55 1361.57 2067.89
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -1.350 Detected -1.563 Detected -1.456 0.030 GT Sens contig237 contig237 D-mannos                   GGCCATAcontig237 Solyc09g Solyc09g D-mannos                   GO:0005529 contig237 Solyc09g D-mannos                    GO:00055 SL2.40ch AT1G10320.1  U2 snRNP    chr1:338  776.541 526.845 348.627 452.095 267.521 230.233
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.446 Detected -1.176 Detected -1.311 0.013 GT Sens contig237 contig237 Phosphat                  TATTACA contig237 Solyc12g Solyc12g Phosphate translocator protei                 contig237 Solyc12g Phosphate transloca                  SL2.40ch AT5G11230.1  organic a     chr5:358  6411.39 5535.67 2162.99 2263.69 2331.47 2803.09
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -0.982 Detected -1.090 Detected -1.036 0.003 GT Sens contig237 contig237 AT1G1862       ATGGTACcontig237 Solyc02g Solyc02g AT1G18620 protein (Fragment     contig237 Solyc02g AT1G18620 protein     SL2.40ch AT1G18620.1  unknown   chr1:641  213.769 207.185 80.3937 108.157 113.629 105.126
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -1.148 Detected -1.371 Detected -1.259 0.011 GT Sens contig237 contig237 Auxin res                GTCCATTcontig237 Solyc10g Solyc10g Auxin res                GO:00063 GO:00063    contig237 Solyc10g Auxin res                 GO:00063 SL2.40ch AT4G0150NGA4  NGA4 (NG     chr4:639  759.09 791.747 322.328 278.515 373.15 318.771
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -3.142 Detected -2.071 Detected -2.606 0.040 GT Sens contig237 contig237 GDSL est              ATGCTTGcontig237 Solyc12g Solyc12g GDSL est              GO:00066 GO:00066   contig237 Solyc12g GDSL est               GO:00066 SL2.40ch AT3G54090.1  pfkB-type      chr3:200  1424.38 1273.03 250.163 358.171 162.71 340.739
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -1.322 Detected -0.826 Detected -1.074 0.051 GT Sens contig238 contig238 COP1-Inte         TTGGTGCcontig238 Solyc06g Solyc06g COP1-Interacting ProteinI 7 (CI      contig238 Solyc06g COP1-Interacting Pr        SL2.40ch AT5G20680.3  unknown   chr5:699  1186.6 1049.99 363.715 420.775 475.959 669.375
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.345 Detected -1.357 Detected -1.351 0.006 GT Sens contig238 contig238 Expansin           CTAATTT contig238 Solyc02g Solyc02g Expansin           GO:00096 GO:00096    contig238 Solyc02g Expansin            GO:00055 SL2.40ch AT3G0322ATEXPA1        ATEXPA1       chr3:742  224.517 183.599 83.3725 48.5608 85.2333 84.2654
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 -4.776 Detected -4.240 Detected -4.508 0.007 GT Sens contig238 contig238 Expansin            ATGCAAAcontig238 Solyc10g Solyc10g Expansin            GO:00096 GO:00096    contig238 Solyc10g Expansin             GO:00055 SL2.40ch AT3G5550ATEXPA1        ATEXPA1       chr3:205  844.422 551.18 68.9868 28.55 26.5626 38.3874
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -1.982 Detected -1.396 Detected -1.689 0.044 GT Sens contig239 contig239 Ethylene-                    TATTTGGcontig239 Solyc06g Solyc06g Ethylene-                    GO:00165 GO:00165    contig239 Solyc06g Ethylene-                     GO:00165 SL2.40ch AT1G12630.1  DNA bind        chr1:429  41.4333 52.8743 18.9033 36.8414 12.6347 18.9057
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -1.200 Detected -1.032 Detected -1.116 0.028 GT Sens contig239 contig239 TBC1 dom               GGAAATTcontig239 Solyc07g Solyc07g TBC1 dom               GO:00056 GO:00056 contig239 Solyc07g TBC1 dom                GO:00056 SL2.40ch AT5G54780.1  RAB GTP    chr5:222  52.5685 39.0663 12.1143 18.6296 21.0322 23.5688
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -1.327 Detected -1.029 Detected -1.178 0.028 GT Sens contig239 contig239 Alpha-1 6             TTTTGCT contig239 Solyc05g Solyc05g Alpha-1 6             GO:00338 GO:00338     contig239 Solyc05g013020.1.1 AT4G0250ATXT2, X    XT2 (UDP             chr4:110  2734.43 2136.62 596.311 833.325 1027.47 1259.03
GT Sense Sense 0.302 Detected -0.302 Detected 0.000 -1.527 Detected -0.841 Detected -1.184 0.122 GT Sens contig239 contig239 Unknown   CGAGTAGcontig239 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig239 Solyc07g Unknown Protein (A  SL2.40ch AT3G22530.1  unknown   chr3:797  1467.84 908.458 749.451 931.541 427.256 685.587
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -1.044 Detected -1.000 Detected -1.022 0.001 GT Sens contig24 contig24 Unknown   TAACCCT contig24 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig24 Solyc04g Unknown Protein (A  SL2.40ch AT5G18310.1  unknown   chr5:606  1776.78 1750.35 936.637 605.587 912.33 937.345
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.028 Detected -1.096 Detected -1.062 0.006 GT Sens contig240 contig240 ATP-depe                  GAAAACT contig240 Solyc03g Solyc03g ATP-depe                  GO:00195 GO:00195   contig240 Solyc03g ATP-depe                   GO:00195 SL2.40ch AT5G43740.2 110.658 93.9966 61.543 77.5359 53.3306 50.7344
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.166 Detected -1.074 Detected -1.120 0.025 GT Sens contig240 contig240 Vacuolar                   TCGAGGAcontig240 Solyc12g Solyc12g Vacuolar                   GO:00055 GO:00055       contig240 Solyc12g Vacuolar                    GO:00055 SL2.40ch AT3G42050.1  vacuolar        chr3:142  2319.84 1715.66 720.476 815.347 947.82 1007.71
GT Sense Sense 0.244 Detected -0.244 Detected 0.000 -2.838 Comprom -1.665 Detected -2.252 0.071 GT Sens contig240 contig240 RNA bind                ATGATGCcontig240 Solyc04g Solyc04g RNA bind                GO:00001 GO:00001  contig240 Solyc04g RNA bind                 GO:00036 SL2.40ch AT3G54770.2  RNA reco      chr3:202  71.3965 47.8955 5.07238 14.6021 8.71895 19.6039
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.159 Detected -1.161 Detected -1.160 0.009 GT Sens contig241 contig241 Histidine                  AATCCTCcontig241 Solyc08g Solyc08g Histidine                  GO:00046 GO:00046    contig241 Solyc08g Histidine                   GO:00046 SL2.40ch AT5G1072AHK5, CK   AHK5 (AR         chr5:338  56.9226 46.0965 16.1255 20.1778 24.4614 24.3584
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.610 Detected -1.174 Detected -1.392 0.026 GT Sens contig241 contig241 CBL-inter               AAGGAAGcontig241 Solyc12g Solyc12g CBL-inter               GO:00071 GO:00071  contig241 Solyc12g CBL-inter                GO:00071 SL2.40ch AT4G02180.1  DC1 dom    chr4:959  38.3802 32.6668 10.5211 13.0478 12.3674 16.6897
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.441 Detected -0.826 Detected -1.133 0.079 GT Sens contig241 contig241 Indole-3-a                 CCAGGG contig241 Solyc07g Solyc07g Indole-3-a                 GO:00102 GO:00102     contig241 Solyc07g Indole-3-a                  GO:00102 SL2.40ch AT5G545 GH3.6, DF   DFL1 (DW          chr5:221  2608.47 2012.94 854.754 1729.65 899.979 1374.33
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 -1.639 Detected -1.441 Detected -1.540 0.017 GT Sens contig241 contig241 Unknown   CTTATAGcontig241 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig241 Solyc08g Unknown Protein (A  SL2.40ch AT2G18750.2  calmodu    chr2:812  789.884 580.291 231.839 264.63 231.867 265.178
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.539 Detected -2.328 Detected -1.933 0.041 GT Sens contig241 contig241 Cytochro                 ACCTGACcontig241 Solyc07g Solyc07g Cytochrome B561-related prot                contig241 Solyc07g Cytochrome B561-re                 SL2.40ch AT5G17970.1  disease r       chr5:594  178.841 190.753 29.9724 26.0322 67.7983 39.1199
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -1.949 Detected -2.873 Detected -2.411 0.040 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  18536.2 13499.2 5781.27 2583.79 4367.8 2295.7
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.942 Detected -0.950 Detected -1.446 0.100 GT Sens contig241 contig241 Ethylene-                    GGATGATcontig241 Solyc05g Solyc05g Ethylene-                    GO:00063 GO:00063       contig241 Solyc05g Ethylene-                     GO:00051 SL2.40ch AT2G44940.1  AP2 dom       chr2:185  9772.02 9355.46 2033.47 2826.54 2653.26 5261.25
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.286 Detected -0.916 Detected -1.101 0.032 GT Sens contig241 contig241 GDSL est              TTCCTTT contig241 Solyc10g Solyc10g GDSL est              GO:00066 GO:00066   contig241 Solyc10g GDSL est               GO:00066 SL2.40ch AT5G22810.1  GDSL-mo     chr5:762  100600 84971.4 42129.7 42545.9 40419.3 52087.2
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.359 Detected -1.685 Detected -1.522 0.012 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  432.862 429.052 214.085 182.718 179.104 142.521
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.524 Detected -0.972 Detected -1.248 0.049 GT Sens contig241 contig241 Zinc finge                  AGTTGAGcontig241 Solyc11g Solyc11g Zinc finge                  GO:00082 GO:00082   contig241 Solyc11g Zinc finge                   GO:00082 SL2.40ch AT3G19360.1  zinc finge      chr3:670  115.483 97.3958 25.2927 48.452 39.3216 57.4721
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -1.306 Detected -1.322 Detected -1.314 0.028 GT Sens contig242 contig242 Glucan en                  GTGATTTcontig242 Solyc10g Solyc10g Glucan en                  GO:00059 GO:00059   contig242 Solyc10g Glucan en                   GO:00059 SL2.40ch AT5G18220.1  glycosyl      chr5:601  509.611 350.869 342.403 170.469 182.34 179.884
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -3.233 Comprom -2.330 Comprom -2.782 0.026 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  26.3094 27.2627 27.6993 30.223 3.03705 5.6624
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.516 Detected -1.457 Detected -1.486 0.000 GT Sens contig242 contig242 Brassinos                   ATTGGGAcontig242 Solyc02g Solyc02g Brassinos                   GO:00305 GO:00305   contig242 Solyc02g Brassinos                    GO:00305 SL2.40ch AT1G78700.1  brassino      chr1:295  838.974 792.337 253.623 380.346 303.948 315.818
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.152 Detected -0.877 Detected -1.014 0.024 GT Sens contig242 contig242 Receptor-                GATATGGcontig242 Solyc11g Solyc11g Receptor-                GO:0005529 contig242 Solyc11g Receptor-                 GO:00485 SL2.40ch AT1G34300.1  lectin pro      chr1:125  2569.22 2717.96 1072.31 1534.17 1268.12 1530.03
GT Sense Sense 0.725 Detected -0.725 Detected 0.000 -1.971 Detected -2.374 Detected -2.172 0.102 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  910.049 313.539 77.2393 201.954 145.342 109.571
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.663 Detected -0.873 Detected -1.268 0.089 GT Sens contig243 contig243 Exostosin            GTGAAGCcontig243 Solyc12g Solyc12g Exostosin            GO:00038 GO:00038  contig243 Solyc12g Exostosin             GO:00038 SL2.40ch AT2G23160.1 133.723 111.433 44.1303 68.7951 41.0965 70.8842
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -2.991 Detected -2.514 Detected -2.752 0.012 GT Sens contig243 contig243 Cysteine-                    ATTATCC contig243 Solyc09g Solyc09g Cysteine-                    GO:00300 GO:00300   contig243 Solyc09g Cysteine-                     GO:00300 SL2.40ch AT2G3333PDLP3  PDLP3 (P     chr2:141  582.493 421.86 91.1583 133.887 66.4828 92.2924
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 -1.145 Detected -1.150 Detected -1.148 0.054 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 7615.38 4866.11 2351.77 4834.47 2935.24 2916.37
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.861 Detected -1.133 Detected -1.497 0.056 GT Sens contig244 contig244 Calmodul      AAGTTAAcontig244 Solyc07g Solyc07g Calmodulin-binding protein (AH    contig244 Solyc07g Calmodul      GO:00055 SL2.40ch AT2G26190.1  calmodu     chr2:111  595.898 513.005 97.1782 235.921 162.259 268.069
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.286 Detected -0.988 Detected -1.137 0.030 GT Sens contig244 contig244 Calcium d                 TACGGCTcontig244 Solyc03g Solyc03g Calcium d                 GO:00046 GO:00046     contig244 Solyc03g Calcium d                  GO:00046 SL2.40ch AT2G4670ATCRK3,   calcium-d         chr2:191  11141 8693.02 3466.05 5048.99 4302.48 5276.74
GT Sense Sense 0.289 Detected -0.289 Detected 0.000 -1.581 Detected -1.430 Detected -1.505 0.037 GT Sens contig244 contig244 Ring finge                 CGTCTAAcontig244 Solyc06g Solyc06g Ring finge                 GO:00082 GO:00082   contig244 Solyc06g Ring finge                  GO:00082 SL2.40ch AT4G10160.1  zinc finge        chr4:633  716.262 451.609 178.559 186.707 202.718 224.495
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.193 Detected -0.943 Detected -1.068 0.027 GT Sens contig244 contig244 Os03g016                   ATCAGAAcontig244 Solyc05g Solyc05g Os03g0169000 protein (Fragm                  contig244 Solyc05g Os03g0169000 prote                   SL2.40ch AT1G14020.1  unknown   chr1:480  1447.1 1141.11 520.551 618.81 599.49 710.656
GT Sense Sense 0.476 Detected -0.476 Detected 0.000 -2.442 Detected -1.828 Detected -2.135 0.064 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  1159.59 563.809 259.605 364.312 158.715 242.095
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.292 Detected -1.635 Detected -1.463 0.020 GT Sens contig245 contig245 Os08g010                  TATTAGGcontig245 Solyc12g Solyc12g Os08g0100600 protein (Fragm                 contig245 Solyc12g Os08g0100600 prote                  SL2.40ch AT1G03610.1  unknown   chr1:901  109.793 87.6833 28.5067 20.7592 42.733 33.5949
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -1.322 Detected -1.594 Detected -1.458 0.009 GT Sens contig245 contig245 UPF0497                    CATTTTGcontig245 Solyc02g Solyc02g UPF0497 membrane protein Os                   contig245 Solyc02g UPF0497 membrane                    SL2.40ch AT5G06200.1  integral m     chr5:187  2306.56 2145.06 579.838 859.869 948.609 783.636
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.969 Detected -1.723 Detected -1.846 0.008 GT Sens contig245 contig245 Protein se               AAATCAA contig245 Solyc02g Solyc02g Protein se               GO:00064 GO:00064    contig245 Solyc02g Protein se                GO:00428 SL2.40ch AT5G6708MAPKKK   MAPKKK            chr5:267  1354.7 1081.95 238.56 487.043 329.817 390.031
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -3.296 Comprom -1.629 Detected -2.462 0.098 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  49.1826 45.5864 15.527 31.4026 5.14091 16.2777
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 -1.267 Detected -1.094 Detected -1.180 0.030 GT Sens contig245 contig245 Dynamin              TCAGAGCcontig245 Solyc01g Solyc01g Dynamin              GO:00055 GO:00055   contig245 Solyc01g Dynamin               GO:00039 SL2.40ch AT5G4208ADL1, AD     ADL1 (AR           chr5:168  1056.93 763.444 219.225 367.225 398.08 447.529
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.352 Detected -1.230 Detected -1.291 0.011 GT Sens contig245 contig245 Acid phos     GAAAATGcontig245 Solyc04g Solyc04g Acid phosphatase-like (AHRD V   contig245 Solyc04g Acid phosphatase-li     SL2.40ch AT3G076 IBM1  IBM1 (inc             chr3:242  1109.63 885.55 360.388 395.61 414.235 449.434
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -0.958 Detected -1.114 Detected -1.036 0.006 GT Sens contig245 contig245 Receptor              TTAAGTAcontig245 Solyc07g Solyc07g Receptor              GO:00055 GO:00055    contig245 Solyc07g Receptor   GO:00016 SL2.40ch AT5G53890.1  leucine-r        chr5:218  10761.1 9854.16 4613.73 5506.25 5651.22 5056.97
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.400 Detected -1.848 Detected -1.624 0.022 GT Sens contig245 contig245 Protein ki               CTTGACCcontig245 Solyc03g Solyc03g Protein ki               GO:00047 GO:00047     contig245 Solyc03g Protein ki                GO:00047 SL2.40ch AT5G50000.1  protein k    chr5:203  3072.64 2512.28 717.034 665.004 1122.96 820.697
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -3.754 Detected -1.843 Detected -2.799 0.100 GT Sens contig245 contig245 Long cell       AAGAGCTcontig245 Solyc01g Solyc01g Long cell-linked locus protein    contig245 Solyc01g Long cell-linked locu      SL2.40ch AT4G16790.1  hydroxyp      chr4:945  458.876 419.119 95.8089 207.503 34.659 129.975
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 -2.697 Detected -2.258 Detected -2.477 0.021 GT Sens contig246 contig246 Lipid tran                    AAAGAGCcontig246 Solyc03g Solyc03g Lipid tran                    GO:00068 GO:00068  contig246 Solyc03g Lipid tran                     GO:00068 SL2.40ch AT1G7800SULTR1;2    SULTR1;         chr1:293  688.372 431.603 123.047 232.708 89.6185 121.195
GT Sense Sense 0.485 Detected -0.485 Detected 0.000 -2.056 Detected -1.587 Detected -1.821 0.077 GT Sens contig246 contig246 Gibberelli                GGACAGTcontig246 Solyc04g Solyc04g Gibberelli                GO:00040 GO:00040   contig246 Solyc04g Gibberelli                 GO:00040 SL2.40ch AT3G23260.1  F-box fam    chr3:831  466.773 224.199 81.3286 84.0275 82.9728 114.523
GT Sense Sense -0.480 Detected 0.480 Detected 0.000 -1.353 Detected -0.876 Detected -1.115 0.173 GT Sens contig246 contig246 Unknown   GTTCACGcontig246 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig246 Solyc04g Unknown Protein (A  SL2.40ch AT4G02810.1  unknown   chr4:125  31.3412 57.3521 10.9714 31.4883 17.6982 24.5561
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.793 Detected -1.523 Detected -1.658 0.012 GT Sens contig246 contig246 Endonucl              CCATATAcontig246 Solyc01g Solyc01g Endonuclease/exonuclease/ph               contig246 Solyc01g Endonuclease/exon               SL2.40ch AT3G21530.1  endonuc     chr3:758  4401.49 3498.88 1282.02 1516.46 1207.33 1451.55
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.338 Detected -1.069 Detected -1.203 0.014 GT Sens contig247 contig247 Receptor-                 ATTCTAT contig247 Solyc09g Solyc09g Receptor-                 GO:00055 GO:00055        contig247 Solyc09g Receptor   GO:00046 SL2.40ch AT1G7582CLV1, FAS    CLV1 (CL                chr1:284  746.642 659.104 249.057 309.252 295.927 355.618
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 -1.683 Detected -1.277 Detected -1.480 0.054 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  584.283 365.785 204.285 191.425 153.569 202.864
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.213 Detected -1.007 Detected -1.110 0.034 GT Sens contig247 contig247 Unknown   TTCCGTAcontig247 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig247 Solyc01g Unknown Protein (A  SL2.40ch AT4G32070.1  octicosap           chr4:155  743.31 543.682 258.448 294.474 292.522 336.258
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.285 Detected -1.387 Detected -1.336 0.002 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  2447.17 2415.46 464.493 1220.86 1064.32 988.536
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -1.386 Comprom -0.869 Comprom -1.128 0.080 GT Sens contig247 contig247 Calmodul              GAGTGTAcontig247 Solyc11g Solyc11g Calmodul              GO:00055 GO:00055   contig247 Solyc11g Calmodul               GO:00055 SL2.40ch AT1G76640.1  calmodu     chr1:287  10.3004 13.1368 3.56463 2.29978 4.74767 6.76951
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.194 Detected -1.218 Detected -1.206 0.004 GT Sens contig248 contig248 Multidrug          TATTGTT contig248 Solyc01g Solyc01g Multidrug resistance protein A        contig248 Solyc01g Multidrug resistance         SL2.40ch AT5G39865.1  glutaredo     chr5:159  71.4933 60.91 49.0492 44.7885 30.7505 30.1697
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -1.305 Detected -0.835 Detected -1.070 0.058 GT Sens contig249 contig249 Kinesin-li       GAGAATGcontig249 Solyc08g Solyc08g Kinesin-like protein 73641-795     contig249 Solyc08g Kinesin-like protein     SL2.40ch AT5G41310.1  kinesin m    chr5:165  43.7854 49.4504 19.9412 32.6157 20.0872 27.7264
GT Sense Sense 0.349 Detected -0.349 Detected 0.000 -2.235 Detected -2.457 Detected -2.346 0.024 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  454.395 263.465 80.0027 232.767 78.3699 66.9808
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -3.083 Detected -2.228 Detected -2.655 0.025 GT Sens contig249 contig249 Cyclin-like              CACACTGcontig249 Solyc03g Solyc03g Cyclin-like              GO:00055 GO:00055      contig249 Solyc03g Cyclin-like               GO:00055 SL2.40ch AT5G0745CYCP4;3  CYCP4;3       chr5:235  115.631 99.6931 17.3801 15.3508 13.5128 24.3662
GT Sense Sense 0.334 Detected -0.334 Detected 0.000 -3.604 Detected -2.967 Detected -3.285 0.019 GT Sens contig249 contig249 Auxin-res               ACACAACcontig249 Solyc12g Solyc12g Auxin-responsive GH3-like (AH              contig249 Solyc12g Auxin-responsive G               SL2.40ch AT5G545 GH3.6, DF   DFL1 (DW          chr5:221  1676.48 992.912 61.0341 268.863 113.178 175.473
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.234 Detected -1.031 Detected -1.132 0.017 GT Sens contig249 contig249 Folate/bio                CCTAACT contig249 Solyc08g Solyc08g Folate/bio                GO:00052 GO:00052  contig249 Solyc08g Folate/bio                 GO:00052 SL2.40ch AT5G25050.1  integral m      chr5:863  2383.3 1918.55 1082.44 1122.63 969.322 1112.87
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -1.333 Detected -1.165 Detected -1.249 0.058 GT Sens contig249 contig249 Unknown   CAAAGTCcontig249 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig249 Solyc01g Unknown Protein (A  SL2.40ch AT5G23780.1  agenet do    chr5:801  70.4851 101.138 31.3558 18.0989 35.7359 40.0277
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.756 Detected -1.132 Detected -1.444 0.051 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  77.617 60.566 16.8812 34.896 21.6482 33.2639
GT Sense Sense 0.319 Detected -0.319 Detected 0.000 -2.306 Detected -2.108 Detected -2.207 0.022 GT Sens contig249 contig249 FAD-bind                 CAATTGGcontig249 Solyc02g Solyc02g FAD-bind                 GO:00090 GO:00090      contig249 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT1G0198ATSEC1A    ATSEC1A          chr1:340  5671.71 3427.33 874.042 1443.5 950.732 1087.55
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -0.985 Detected -1.024 Detected -1.004 0.000 GT Sens contig249 contig249 Os03g073                   CCAGAGGcontig249 Solyc06g Solyc06g Os03g0731050 protein (Fragm                  contig249 Solyc06g Os03g0731050 prote                   SL2.40ch AT1G51770.2  unknown   chr1:192  968.846 900.632 334.692 453.669 503.147 488.545
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -1.185 Detected -0.924 Detected -1.055 0.015 GT Sens contig249 contig249 Epoxide h              AGTTTGTcontig249 Solyc09g Solyc09g Epoxide h              GO:00038 GO:00038    contig249 Solyc09g Epoxide h               GO:00043 SL2.40ch AT4G15955.3  epoxide h   chr4:904  2716.95 2589.42 1284.93 1392.04 1244.04 1486.13
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -2.983 Detected -2.441 Detected -2.712 0.010 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  522.23 471.897 55.8696 137.769 66.9704 97.1803
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -4.468 Detected -3.013 Detected -3.740 0.036 GT Sens contig250 contig250 Multidrug                  TAAGGAAcontig250 Solyc06g Solyc06g Multidrug                  GO:00152 GO:00152      contig250 Solyc06g Multidrug                   GO:00152 SL2.40ch AT5G19700.1 264.751 225.192 30.5139 19.4729 11.7654 32.1604
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -1.622 Detected -1.056 Detected -1.339 0.043 GT Sens contig250 contig250 Unknown   GGTCCTTcontig250 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig250 Solyc02g Unknown Protein (A  SL2.40ch AT5G33300.1  chromos    chr5:125  74.8954 65.8561 31.4599 59.527 24.3281 35.9225
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -2.191 Detected -1.454 Detected -1.822 0.039 GT Sens contig250 contig250 Calcium/p               CTGCAGGcontig250 Solyc12g Solyc12g Calcium/p               GO:00153 GO:00153     contig250 Solyc12g Calcium/p                GO:00153 SL2.40ch AT2G3817CAX1, AT    CAX1 (ca             chr2:159  126.144 110.417 36.4701 40.5231 27.5642 45.8151
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -1.263 Detected -1.570 Detected -1.417 0.012 GT Sens contig250 contig250 Aquapori            CCTCACCcontig250 Solyc12g Solyc12g Aquapori            GO:00160 GO:00160 contig250 Solyc12g Aquapori             GO:00160 SL2.40ch AT4G1734TIP2;2, DE   TIP2;2 (T        chr4:969  4921.08 4619.81 1533.49 856.718 2117.99 1707.26
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.606 Detected -0.982 Detected -1.294 0.067 GT Sens contig250 contig250 Aluminum       TCCATAGcontig250 Solyc12g Solyc12g Aluminum-induced protein-like     contig250 Solyc12g Aluminum-induced p      SL2.40ch AT4G27450.1  unknown   chr4:137  20768.8 15574.7 8009.69 12412.6 6299.91 9678.64
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.528 Detected -1.609 Detected -1.568 0.009 GT Sens contig251 contig251 Unknown   CAGACATcontig251 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig251 Solyc02g Unknown Protein (A  SL2.40ch AT2G04235.1  unknown   chr2:144  163.125 125.686 40.0951 96.6123 52.9435 49.9106
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -1.293 Detected -2.112 Detected -1.702 0.053 GT Sens contig252 contig252 Harpin-ind              GCTGAGTcontig252 Solyc08g Solyc08g Harpin-induced protein (AHRD            contig252 Solyc08g Harpin-induced prot              SL2.40ch AT1G64450.1  proline-ri     chr1:239  3739.42 3589.52 1333.96 1056.01 1594.53 901.097
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -1.971 Detected -1.513 Detected -1.742 0.037 GT Sens contig252 contig252 Protein ph                 TACATCAcontig252 Solyc09g Solyc09g Protein ph                 GO:00038 GO:00038  contig252 Solyc09g Protein ph                  GO:00038 SL2.40ch AT1G0763PLL5  PLL5; ca      chr1:234  1095.61 718.191 211.924 249.421 241.365 330.513
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -0.870 Detected -1.199 Detected -1.034 0.029 GT Sens contig252 contig252 Multidrug                   GGATTCAcontig252 Solyc10g Solyc10g Multidrug                   GO:00160 GO:00160   contig252 Solyc10g Multidrug                    GO:00550 SL2.40ch AT4G1477TCX2, AT   TCX2 (TE       chr4:848  71.5313 74.4158 24.5974 34.063 42.5669 33.7925
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.439 Detected -1.256 Detected -1.347 0.005 GT Sens contig252 contig252 Protein ph                  TAGAGATcontig252 Solyc04g Solyc04g Protein ph                  GO:00038 GO:00038  contig252 Solyc04g Protein ph                   GO:00038 SL2.40ch AT1G47380.1  protein p      chr1:173  10057.2 8963.51 3344 5827.87 3735.06 4226.8
GT Sense Sense 0.287 Detected -0.287 Detected 0.000 -2.676 Detected -2.571 Detected -2.623 0.012 GT Sens contig252 contig252 Nodulin-li              GCCCTAAcontig252 Solyc11g Solyc11g Nodulin-like protein (Fragment             contig252 Solyc11g Nodulin-like protein             SL2.40ch AT2G39210.1  nodulin f    chr2:163  112.778 71.3283 2.33069 9.81703 14.9693 16.0471
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.203 Detected -0.881 Detected -1.042 0.023 GT Sens contig252 contig252 Phosphol               ATACATGcontig252 Solyc02g Solyc02g Phosphol               GO:00046 GO:00046    contig252 Solyc02g Phosphol                GO:00046 SL2.40ch AT4G3579ATPLDDE    ATPLDDE     chr4:169  2772.39 2618.22 1434.73 1708.31 1247.96 1554.94
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -4.729 Detected -3.159 Detected -3.944 0.037 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  241.504 226.034 42.3395 42.0006 9.39615 27.8172
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 -1.214 Detected -0.990 Detected -1.102 0.048 GT Sens contig253 contig253 Vesicle-as                 ATGAAGAcontig253 Solyc08g Solyc08g Vesicle-as                 GO:00051 GO:00051     contig253 Solyc08g Vesicle-as                  GO:00469 SL2.40ch AT5G47180.2  vesicle-a          chr5:191  171.595 118.435 38.619 78.4683 65.5401 76.2874
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 -1.251 Detected -1.130 Detected -1.191 0.055 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  29.85 18.9453 16.5987 19.0641 10.6532 11.551
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.717 Detected -1.051 Detected -1.384 0.056 GT Sens contig253 contig253 Sodium/c                  TATTGTT contig253 Solyc07g Solyc07g Sodium/c                  GO:00055 GO:00055   contig253 Solyc07g Sodium/c                   GO:00160 SL2.40ch AT1G53210.1  sodium/c            chr1:198  16237.5 13798.4 4887.97 7781.15 4855.07 7683.06
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.166 Detected -1.094 Detected -1.130 0.003 GT Sens contig253 contig253 Eukaryoti                          GAAGACCcontig253 Solyc06g Solyc06g Eukaryoti                          GO:00055 GO:00055          contig253 Solyc06g Eukaryoti                           GO:00055 SL2.40ch AT3G5615EIF3C, AT      EIF3C (EU          chr3:208  621.995 541.598 151.436 152.797 275.812 289.156
GT Sense Sense 0.458 Detected -0.458 Detected 0.000 -1.794 Detected -0.834 Detected -1.314 0.186 GT Sens contig253 contig253 Zinc finge                AACATGT contig253 Solyc05g Solyc05g Zinc finge                GO:00056 GO:00056 contig253 Solyc05g Zinc finge                 GO:00056 SL2.40ch AT1G6703ZFP6  ZFP6 (ZIN               chr1:250  505.965 252.381 117.087 186.576 109.882 213.108
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 -1.587 Detected -0.981 Detected -1.284 0.074 GT Sens contig253 contig253 Os06g020                   TTACAGGcontig253 Solyc01g Solyc01g Os06g0207500 protein (Fragm                  contig253 Solyc01g Os06g0207500 prote                   SL2.40ch AT5G06700.1  unknown   chr5:206  59.4646 75.3499 33.9694 42.2129 23.7519 36.0488
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -2.575 Detected -1.786 Detected -2.180 0.031 GT Sens contig253 contig253 LOB dom                 TGGTTTCcontig253 Solyc06g Solyc06g LOB dom                 GO:00055 GO:00055   contig253 Solyc06g LOB dom                  GO:00055 SL2.40ch AT2G4047LBD15  LBD15 (L      chr2:169  14164.1 12824.6 3416.04 5052.82 2412.5 4155.78
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -1.302 Detected -1.017 Detected -1.160 0.024 GT Sens contig254 contig254 Histone-ly                ATAAAAT contig254 Solyc02g Solyc02g Histone-ly                GO:00056 GO:00056 contig254 Solyc02g Histone-ly                 GO:00056 SL2.40ch AT2G18090.1  PHD finge               chr2:786  776.146 623.706 319.964 404.125 300.92 365.447
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 -2.333 Detected -2.006 Detected -2.170 0.018 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  338.022 225.388 65.5 100.436 58.4271 73.0447
GT Sense Sense 0.332 Detected -0.332 Detected 0.000 -1.343 Detected -0.823 Detected -1.083 0.124 GT Sens contig254 contig254 Exocyst c                 GAGTGG contig254 Solyc05g Solyc05g Exocyst c                 GO:00001 GO:00001  contig254 Solyc05g Exocyst c                  GO:00055 SL2.40ch AT3G0952ATEXO70   ATEXO70           chr3:292  1035.58 614.741 169.019 243.433 335.381 479.398
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -0.910 Detected -2.164 Comprom -1.537 0.135 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  25.1972 21.6697 12.8552 21.4839 13.2641 5.54168
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -1.289 Detected -1.313 Detected -1.301 0.002 GT Sens contig254 contig254 NAC dom                  CAGAGTTcontig254 Solyc03g Solyc03g NAC dom                  GO:00037 GO:00037      contig254 Solyc03g NAC dom                   GO:00037 SL2.40ch AT5G396 ATNAC2,     ATNAC6              chr5:158  5125.1 4456.09 1243.36 2432.88 2085.13 2044.75
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.260 Detected -0.887 Detected -1.073 0.029 GT Sens contig254 contig254 Amino ac                ATGGAATcontig254 Solyc04g Solyc04g Amino ac                GO:00151 GO:00151    contig254 Solyc04g Amino ac                 GO:00151 SL2.40ch AT5G38820.1  amino ac      chr5:155  1170.49 1080.24 457.346 714.936 500.546 646.663
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -2.228 Detected -1.532 Detected -1.880 0.034 GT Sens contig254 contig254 Receptor-                GAGTTACcontig254 Solyc05g Solyc05g Receptor-                GO:00055 GO:00055     contig254 Solyc05g RLK, Rece          GO:00046 SL2.40ch AT1G70520.1  protein k     chr1:265  5755.07 4882.7 1458.21 2236.81 1206.58 1948.55
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 -1.138 Detected -0.939 Detected -1.038 0.013 GT Sens contig254 contig254 3-oxoacy                 CAAAGGAcontig254 Solyc03g Solyc03g 3-oxoacy                 GO:00081 GO:00081       contig254 Solyc03g 3-oxoacy                  GO:00081 SL2.40ch AT1G6264KAS III  KAS III (3                  chr1:231  4331.49 3715.95 1893.83 2307.83 1944.47 2224.71
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -2.417 Detected -2.042 Detected -2.229 0.011 GT Sens contig254 contig254 MYB tran               GCAACAAcontig254 Solyc10g Solyc10g MYB tran               GO:00037 GO:00037      contig254 Solyc10g MYB tran                GO:00037 SL2.40ch AT4G0510AtMYB74  AtMYB74           chr4:261  1323.43 1020.55 411.118 328.217 232.028 300.136



GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.447 Detected -1.149 Detected -1.298 0.017 GT Sens contig254 contig254 Glycosyl                  AAGGATAcontig254 Solyc02g Solyc02g Glycosyl                  GO:00160 GO:00160 contig254 Solyc02g Glycosyl                   GO:00160 SL2.40ch AT3G27540.1  glycosyl      chr3:102  4026.1 4234.03 1109.57 1929.39 1615.15 1979.21
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.423 Detected -1.112 Detected -1.268 0.017 GT Sens contig255 contig255 Os03g016                   CAAGAAAcontig255 Solyc12g Solyc12g Os03g0169000 protein (Fragm                  contig255 Solyc12g Os03g0169000 prote                   SL2.40ch AT5G15740.1  unknown   chr5:513  1414.21 1223.5 422.372 461.48 523.059 646.916
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.481 Detected -1.466 Detected -1.474 0.002 GT Sens contig255 contig255 Aquapori            GGGCCT contig255 Solyc05g Solyc05g Aquapori            GO:00160 GO:00160   contig255 Solyc05g Aquapori             GO:00152 SL2.40ch AT5G3782NIP4;2, NL   NIP4;2 (N        chr5:150  259.773 224.317 126.558 191.035 92.2279 92.8794
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -3.886 Comprom -3.159 Detected -3.523 0.011 GT Sens contig255 contig255 Transcrip                  AGAGCATcontig255 Solyc04g Solyc04g Transcrip                  GO:00056 GO:00056      contig255 Solyc04g Transcrip                   GO:00037 SL2.40ch AT5G09620.1  octicosap      chr5:298  107.38 91.3934 21.8435 4.7109 7.14414 11.7905
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.352 Detected -1.480 Detected -1.416 0.009 GT Sens contig255 contig255 Uncharac         GTACCAAcontig255 Solyc05g Solyc05g Uncharacterized basic helix-lo       contig255 Solyc05g Uncharacterized bas        SL2.40ch AT1G60060.1  unknown   chr1:221  9934.63 7937.57 3079.32 3787.63 3709.6 3384.93
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -2.460 Detected -1.678 Detected -2.069 0.035 GT Sens contig255 contig255 Late emb                   ATTGATCcontig255 Solyc01g Solyc01g Late emb                   GO:00092 GO:00092   contig255 Solyc01g Late emb                    GO:00092 SL2.40ch AT5G07310.1  AP2 dom      chr5:230  5006.7 5249.01 2274.2 3575.58 993.884 1703.4
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 -1.327 Detected -1.068 Detected -1.198 0.014 GT Sens contig255 contig255 Xylanase              ATGTGTTcontig255 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig255 Solyc01g Xylanase               GO:00065 SL2.40ch AT4G13970.1  zinc ion b   chr4:807  1060.19 1076.22 559.28 452.126 453.961 541.78
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 -1.547 Detected -1.651 Detected -1.599 0.023 GT Sens contig256 contig256 NAC dom                 GGCTTTTcontig256 Solyc02g Solyc02g NAC dom                 GO:00037 GO:00037      contig256 Solyc02g NAC dom                  GO:00037 SL2.40ch AT5G396 ATNAC2,     ATNAC6              chr5:158  3251.48 2193.75 892.67 1103.86 974.727 904.283
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.298 Detected -0.859 Detected -1.079 0.044 GT Sens contig256 contig256 Phosphol                CCCACATcontig256 Solyc06g Solyc06g Phosphol                GO:00040 GO:00040     contig256 Solyc06g Phosphol                 GO:00040 SL2.40ch AT1G72700.1  haloacid      chr1:273  1153.61 968.003 297.98 528.552 458.187 619.366
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.408 Detected -1.024 Detected -1.216 0.025 GT Sens contig256 contig256 Glutathion                ACAAAAGcontig256 Solyc07g Solyc07g Glutathion                GO:00043 GO:00043    contig256 Solyc07g Glutathion                 GO:00043 SL2.40ch AT1G7832ATGSTU2   ATGSTU2         chr1:294  562.329 563.312 309.792 301.02 226.179 294.357
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -1.668 Detected -1.649 Detected -1.658 0.002 GT Sens contig256 contig256 SRC2 hom                ATATCCAcontig256 Solyc01g Solyc01g SRC2 hom                GO:00055 GO:00055  contig256 Solyc01g SRC2 hom                 GO:00055 SL2.40ch AT5G45660.1  unknown   chr5:185  6368.32 5350.34 2028.31 2112.9 1958.88 1979.47
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -3.267 Comprom -2.903 Comprom -3.085 0.006 GT Sens contig256 contig256 Serine/thr                GCCTAGCcontig256 Solyc07g Solyc07g Serine/thr                GO:00064 GO:00064  contig256 Solyc07g Serine/thr                 GO:00064 SL2.40ch AT3G2242WNK2, ZIK   WNK2 (W         chr3:794  64.3744 49.72 7.09693 8.89426 6.2654 8.0416
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -0.922 Detected -1.671 Detected -1.296 0.094 GT Sens contig256 contig256 AP2-like e                    AACAATA contig256 Solyc05g Solyc05g AP2-like e                    GO:00063 GO:00063     contig256 Solyc05g AP2-like e                     GO:00036 SL2.40ch AT5G105 AIL6  AIL6 (AIN         chr5:331  83.2176 58.9132 21.5101 18.3347 39.4124 23.3764
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.657 Detected -1.129 Detected -1.393 0.055 GT Sens contig256 contig256 Mitotic ch                GCATCCAcontig256 Solyc05g Solyc05g Mitotic ch                GO:00080 GO:00080   contig256 Solyc05g Mitotic ch                 GO:00080 SL2.40ch AT5G16480.1  tyrosine       chr5:538  230.655 161.231 42.652 66.0174 65.2103 93.7584
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.348 Detected -1.491 Detected -1.419 0.005 GT Sens contig256 contig256 UDP-gluc              ATCCTTAcontig256 Solyc12g Solyc12g UDP-gluc              GO:00060 GO:00060   contig256 Solyc12g UDP-gluc               GO:00060 SL2.40ch AT4G1096UGE5  UGE5 (UD         chr4:671  856.492 727.76 169.972 245.462 330.726 298.704
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 -2.539 Detected -1.852 Detected -2.196 0.031 GT Sens contig257 contig257 ABC trans                  CCGCGATcontig257 Solyc07g Solyc07g ABC trans                  GO:00171 GO:00171    contig257 Solyc07g ABC trans                   GO:00085 SL2.40ch AT3G25620.1  ABC tran     chr3:931  554.504 395.965 157.807 589.887 85.9478 138.008
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -2.269 Detected -1.896 Detected -2.082 0.009 GT Sens contig257 contig257 Cellulose              CAGGACAcontig257 Solyc03g Solyc03g Cellulose              GO:00167 GO:00167   contig257 Solyc03g Cellulose               GO:00167 SL2.40ch AT3G0305CSLD3, K    CSLD3 (C           chr3:687  4305.71 3664.04 528.874 1375.02 878.577 1134.94
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -2.726 Detected -2.043 Detected -2.385 0.021 GT Sens contig257 contig257 Receptor               ACACTTGcontig257 Solyc12g Solyc12g Receptor               GO:00055 GO:00055       contig257 Solyc12g Receptor   GO:00046 SL2.40ch AT1G34110.1  leucine-r        chr1:124  70.5503 59.637 10.1028 11.7898 10.4565 16.7316
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 -1.105 Detected -1.129 Detected -1.117 0.029 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  131.539 162.203 66.9374 101.868 72.4265 71.0277
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.809 Detected -3.572 Comprom -2.690 0.093 GT Sens contig258 contig258 GRAS fam                CGGATGAcontig258 Solyc02g Solyc02g GRAS fam                GO:00037 GO:00037      contig258 Solyc02g GRAS fam                 GO:00037 SL2.40ch AT3G49950.1 46.057 43.3707 23.0527 2.81966 13.5996 3.99686
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.951 Detected -1.600 Detected -1.775 0.010 GT Sens contig258 contig258 LRR recep                  CAGTTGGcontig258 Solyc02g Solyc02g LRR recep                  GO:00055 GO:00055        contig258 Solyc02g Receptor   GO:00046 SL2.40ch AT4G36180.1  leucine-r      chr4:171  67.2162 63.3417 23.5756 17.4678 17.9993 22.888
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.283 Detected -1.019 Detected -1.151 0.020 GT Sens contig258 contig258 GDSL est              AACGGACcontig258 Solyc02g Solyc02g GDSL est              GO:00066 GO:00066    contig258 Solyc02g GDSL est               GO:00040 SL2.40ch AT5G45670.1  GDSL-mo      chr5:185  11879.9 9713.91 4994.08 5503.3 4708.92 5635.3
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -1.183 Detected -1.168 Detected -1.176 0.000 GT Sens contig259 contig259 Unknown   ATAAAAA contig259 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig259 Solyc10g Unknown Protein (A  SL2.40ch AT3G06180.1  structura      chr3:187  216.968 201.71 42.3545 67.1113 98.2571 98.9628
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 -2.572 Detected -2.597 Detected -2.585 0.016 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  896.287 529.424 230.853 183.137 123.492 121.065
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 -1.336 Detected -1.553 Detected -1.444 0.006 GT Sens contig259 contig259 Kinesin h                 CTTGTTAcontig259 Solyc04g Solyc04g Kinesin heavy chain isolog (AH               contig259 Solyc04g Kinesin heavy chain                SL2.40ch AT4G24175.1  unknown   chr4:125  66.4609 59.8298 28.3413 33.7891 26.6419 22.8461
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -1.656 Detected -1.573 Detected -1.614 0.003 GT Sens contig259 contig259 MtN21 no                  AATAACT contig259 Solyc01g Solyc01g MtN21 no                  GO:00160 GO:00160 contig259 Solyc01g MtN21 no                   GO:00160 SL2.40ch AT4G01080.1  unknown   chr4:466  617.797 524.123 200.828 243.491 192.574 203.368
GT Sense Sense 0.338 Detected -0.338 Detected 0.000 -2.758 Detected -3.703 Comprom -3.230 0.031 GT Sens contig259 contig259 Dof zinc f                GAGGAG contig259 Solyc04g Solyc04g Dof zinc f                GO:0045449 contig259 Solyc04g Dof zinc f                 GO:00454 SL2.40ch AT2G28510.1  Dof-type      chr2:121  80.1482 47.2178 12.4606 6.20383 9.6998 5.02365
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -2.287 Comprom -1.954 Comprom -2.121 0.007 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  23.7709 20.6045 14.7685 5.50817 4.83585 6.07248
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 -1.315 Detected -1.627 Detected -1.471 0.050 GT Sens contig260 contig260 F-box fam              TGAGAGTcontig260 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig260 Solyc08g F-box fam               GO:00048 SL2.40ch AT5G0549SYN1, DIF   SYN1 (SY    chr5:162  873.093 537.496 314.121 303.695 293.573 235.881
GT Sense Sense 0.578 Detected -0.578 Detected 0.000 -1.344 Detected -2.157 Comprom -1.750 0.132 GT Sens contig260 contig260 Calmodul       AGACCTCcontig260 Solyc10g Solyc10g Calmodulin binding protein (AH    contig260 Solyc10g Calmodul       GO:00055 SL2.40ch AT3G58480.1  calmodu     chr3:216  53.0477 22.3911 10.0679 6.60477 14.4798 8.21509
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -0.942 Detected -1.248 Detected -1.095 0.030 GT Sens contig260 contig260 Glycerol-3                  AAGGGG contig260 Solyc12g Solyc12g Glycerol-3                  GO:00550 GO:00550  contig260 Solyc12g Glycerol-3                   GO:00550 SL2.40ch AT2G13100.3  glycerol-          chr2:539  1729.78 1381.63 391.424 823.545 858.202 692.045
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 -3.159 Detected -3.204 Detected -3.181 0.012 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  3413.11 1967.81 655.29 968.718 309.509 298.918
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -0.910 Detected -1.109 Detected -1.009 0.031 GT Sens contig260 contig260 Atcambp2              TGTTTTT contig260 Solyc10g Solyc10g Atcambp25-binding protein OF            contig260 Solyc10g Atcambp25-binding              SL2.40ch AT3G48670.2  XH/XS do          chr3:180  2569.31 2982.85 1157.01 995.475 1571.63 1364.23
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -1.446 Detected -1.199 Detected -1.322 0.079 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  87.3902 138.669 47.388 105.298 43.0954 50.9771
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -0.973 Detected -1.118 Detected -1.045 0.061 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  1483.36 971.897 688.239 912.982 652.204 588.258
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.203 Detected -1.297 Detected -1.250 0.003 GT Sens contig260 contig260 Integrin-li                  TTATCTGcontig260 Solyc01g Solyc01g Integrin-li                  GO:00038 GO:00038     contig260 Solyc01g Integrin-li                   GO:00047 SL2.40ch AT1G09160.1  protein p      chr1:295  20921.6 18578.7 6721.32 8960.46 9133.31 8530.84
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -2.257 Detected -1.880 Detected -2.068 0.012 GT Sens contig260 contig260 Blue copp             TGTTATGcontig260 Solyc02g Solyc02g Blue copp             GO:00090 GO:00090    contig260 Solyc02g Blue copp              GO:00055 SL2.40ch AT5G15350.1  plastocya     chr5:498  22123.9 17370.2 4489.32 7427.09 4374.33 5662.62
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.396 Detected -1.079 Detected -1.238 0.019 GT Sens contig260 contig260 cDNA clon                    GTTGATCcontig260 Solyc02g Solyc02g cDNA clone J075153F01 full in                  contig260 Solyc02g cDNA clone J075153                    SL2.40ch AT1G13970.1  unknown   chr1:477  532.165 553.158 209.256 335.842 219.884 272.98
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -1.656 Detected -0.911 Detected -1.284 0.089 GT Sens contig261 contig261 Patatin-lik              GGCAAACcontig261 Solyc09g Solyc09g Patatin-lik              GO:00066 GO:00066     contig261 Solyc09g Patatin-lik               GO:00457 SL2.40ch AT3G6320PLP9, PLA   PLP9 (PA       chr3:233  12435.2 9202.85 2513.85 3350.7 3620.16 6046.99
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -1.287 Detected -1.358 Detected -1.322 0.022 GT Sens contig261 contig261 Membran         TGTGTGTcontig261 Solyc06g Solyc06g Membrane bound O-acyl trans      contig261 Solyc06g Membran         GO:00055 SL2.40ch AT1G34500.1  membran            chr1:126  398.228 286.368 59.9742 116.118 147.581 140.114
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -2.438 Comprom -1.098 Comprom -1.768 0.119 GT Sens contig261 contig261 Unknown   TCGTAGGcontig261 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig261 Solyc09g Unknown Protein (A  SL2.40ch AT3G57350.1  FUNCTIO                                                                    chr3:212  13.6741 12.2865 2.07243 4.91643 2.5502 6.43714
GT Sense Sense 0.566 Detected -0.566 Detected 0.000 -3.810 Detected -3.212 Detected -3.511 0.032 GT Sens contig261 contig261 cDNA clon                    CAGTTCCcontig261 Solyc02g Solyc02g cDNA clone J075153F01 full in                  contig261 Solyc02g cDNA clone J075153                    SL2.40ch AT3G29180.1  unknown   chr3:111  300.169 128.934 6.05614 15.3523 14.9578 22.5678
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -2.289 Detected -2.470 Detected -2.380 0.002 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  266.963 239.798 105.79 55.4144 55.2166 48.5425
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 -1.886 Detected -0.958 Detected -1.422 0.147 GT Sens contig262 contig262 Endogluc                                   GAGGTCCcontig262 Solyc11g Solyc11g Endogluc                                   GO:00059 GO:00059       contig262 Solyc11g Endogluc                                    GO:00045 SL2.40ch AT4G2356AtGH9B15  AtGH9B1             chr4:122  1074.9 1769.67 610.943 318.887 398.044 755.001
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 -2.328 Detected -1.463 Detected -1.895 0.048 GT Sens contig262 contig262 Expansin                   AATTGGCcontig262 Solyc02g Solyc02g Expansin                   GO:00051 GO:00051      contig262 Solyc02g Expansin                    GO:00051 SL2.40ch AT1G2677ATEXPA1         ATEXPA1             chr1:925  4341.78 4086.19 1260.8 1033.07 894.583 1624.39
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 -1.061 Detected -1.093 Detected -1.077 0.048 GT Sens contig262 contig262 Ribosome               TACAGAAcontig262 Solyc01g Solyc01g Ribosome               GO:00056 GO:00056 contig262 Solyc01g Ribosome                GO:00056 SL2.40ch AT2G40360.1  transduc          chr2:168  128.314 86.168 32.6103 25.7467 53.7493 52.4157
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -1.040 Detected -0.969 Detected -1.004 0.017 GT Sens contig262 contig262 TPR doma              AAGCTGTcontig262 Solyc08g Solyc08g TPR doma              GO:00054 GO:00054 contig262 Solyc08g TPR doma               GO:00054 SL2.40ch AT4G17940.1  binding  chr4:996  6255.34 7027.99 3821.04 3562.19 3438.09 3602.4
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -1.478 Detected -2.049 Detected -1.764 0.032 GT Sens contig262 contig262 Unknown   TGCACAAcontig262 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig262 Solyc03g Unknown Protein (A  SL2.40ch AT2G35610.1  FUNCTIO                                                                         chr2:149  608.849 465.329 253.614 286.024 203.777 136.724
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -3.876 Detected -2.454 Detected -3.165 0.047 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  738.947 717.057 82.2743 76.1417 52.8841 141.267
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.324 Detected -0.895 Detected -1.109 0.043 GT Sens contig263 contig263 2-phosph      CGCTTCTcontig263 Solyc11g Solyc11g 2-phosphoglycerate kinase (AH    contig263 Solyc11g 2-phosphoglycerate     SL2.40ch AT5G60760.1  2-phosph    chr5:244  777.054 635.937 270.553 411.751 299.52 401.872
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.297 Detected -1.004 Detected -1.150 0.016 GT Sens contig263 contig263 Low affini                  GTGGTTCcontig263 Solyc07g Solyc07g Low affini                  GO:00000 GO:00000            contig263 Solyc07g Low affini                   GO:00000 SL2.40ch AT1G6096IRT3  IRT3; cat         chr1:224  10464.8 10022.2 5139.83 5112.43 4445.97 5428.03
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 -2.958 Detected -1.863 Detected -2.410 0.056 GT Sens contig263 contig263 Non-spec                     CTCAACT contig263 Solyc09g Solyc09g Non-spec                     GO:00068 GO:00068  contig263 Solyc09g Non-spec                      GO:00068 SL2.40ch AT5G41020.1  myb fami     chr5:164  10140.7 6838.95 2724.47 3502.27 1142.85 2434.67
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 -1.363 Detected -1.178 Detected -1.270 0.032 GT Sens contig263 contig263 Diacylglyc                CATGCTTcontig263 Solyc12g Solyc12g Diacylglyc                GO:00072 GO:00072        contig263 Solyc12g Diacylglyc                 GO:00072 SL2.40ch AT4G2813DGK6, AT   diacylgly       chr4:139  937.19 657.25 213.467 379.367 325.485 368.85
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 -4.258 Detected -3.102 Detected -3.680 0.029 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  2068.49 1344.56 137.909 143.5 92.9422 206.574
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.485 Detected -1.317 Detected -1.401 0.007 GT Sens contig263 contig263 Transcrip                AGTTCCTcontig263 Solyc05g Solyc05g Transcrip                GO:00037 GO:00037       contig263 Solyc05g Transcrip                 GO:00037 SL2.40ch AT1G1435FLP, MYB   FLP (FOU         chr1:490  1338.29 1132.05 266.712 365.514 468.857 525.164
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -1.919 Detected -1.667 Detected -1.793 0.008 GT Sens contig263 contig263 Purple ac                ATAGAACcontig263 Solyc01g Solyc01g Purple ac                GO:00468 GO:00468        contig263 Solyc01g Purple ac                 GO:00047 SL2.40ch AT2G1643PAP10, AT   PAP10 (P           chr2:712  3166.62 3438.32 1459.79 614.591 930.78 1104.94
GT Sense Sense -0.492 Detected 0.492 Detected 0.000 -2.858 Detected -2.884 Detected -2.871 0.028 GT Sens contig264 contig264 Genomic          TCTACTAcontig264 Solyc05g Solyc05g Genomic DNA chromosome 5 T       contig264 Solyc05g Genomic DNA chrom         SL2.40ch AT1G0614EMB1444  EMB1444     chr1:186  177.096 329.67 78.4279 19.4908 35.5488 34.8064
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -1.354 Detected -1.618 Detected -1.486 0.010 GT Sens contig264 contig264 Acid phos              CATTTTGcontig264 Solyc03g Solyc03g Acid phos              GO:00039 GO:00039   contig264 Solyc03g Acid phos               GO:00039 SL2.40ch AT3G06868.1  unknown   chr3:216  67.3824 70.149 27.4633 16.5764 28.6898 23.8067
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -3.304 Detected -1.874 Detected -2.589 0.079 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  914.432 573.732 122.247 185.008 78.2169 210.107
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.324 Detected -1.074 Detected -1.199 0.024 GT Sens contig264 contig264 Catalase (             AACATTA contig264 Solyc04g Solyc04g Catalase (             GO:00040 GO:00040   contig264 Solyc04g Catalase (              GO:00040 SL2.40ch AT1G2063CAT1  CAT1 (CA     chr1:714  4780.51 3689.96 1682.86 1675.28 1789.17 2120.73
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -2.838 Detected -1.784 Detected -2.311 0.048 GT Sens contig264 contig264 Genomic          TTATTGGcontig264 Solyc03g Solyc03g Genomic DNA chromosome 5 T       contig264 Solyc03g Genomic DNA chrom         SL2.40ch AT5G05220.1  unknown   chr5:155  1563.12 1451.27 382.597 836.887 224.596 465.037
GT Sense Sense 0.395 Detected -0.395 Detected 0.000 -1.352 Detected -1.055 Detected -1.203 0.104 GT Sens contig265 contig265 LRR recep                  CTTGAGGcontig265 Solyc07g Solyc07g LRR recep                  GO:00055 GO:00055        contig265 Solyc07g Receptor   GO:00055 SL2.40ch AT1G34420.1  leucine-r           chr1:125  128.986 70.1647 49.2839 64.7704 39.7337 48.6942
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -0.991 Detected -1.188 Detected -1.089 0.014 GT Sens contig265 contig265 Verticilliu                  CAGCAGTcontig265 Solyc09g Solyc09g Verticilliu                  GO:00055 GO:00055   contig265 Solyc09g LRR recep    GO:00163 SL2.40ch AT2G23300.1  leucine-r        chr2:991  249.194 263.27 116.101 82.6901 137.428 119.538
GT Sense Sense 0.197 Detected -0.197 Detected 0.000 -2.914 Detected -1.647 Detected -2.281 0.075 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  2750.21 1968.23 309.719 443.292 329.065 789.78
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.293 Detected -1.052 Detected -1.173 0.014 GT Sens contig265 contig265 Expresse                   AATTTGGcontig265 Solyc01g Solyc01g Expressed protein (Fragment)                 contig265 Solyc01g Expressed protein (                  SL2.40ch AT1G71690.1  unknown   chr1:269  4356.8 3707.76 1462.08 1777.92 1749.31 2060.68
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -4.958 Comprom -2.905 Detected -3.931 0.063 GT Sens contig265 contig265 Agenet do              GAATGGTcontig265 Solyc06g Solyc06g Agenet domain-containing pro              contig265 Solyc06g Agenet domain-cont               SL2.40ch AT1G7940ATCHX2,   ATCHX2          chr1:298  112.292 83.4948 16.7141 23.7807 3.32255 13.7445
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -1.166 Detected -0.938 Detected -1.052 0.013 GT Sens contig265 contig265 Os11g018       AGAAAAAcontig265 Solyc04g Solyc04g Os11g0180100 protein (Fragm     contig265 Solyc04g Os11g0180100 prote      SL2.40ch AT5G08660.1  unknown   chr5:281  260.813 233.584 61.2191 82.2371 117.296 136.951
GT Sense Sense 0.338 Detected -0.338 Detected 0.000 -2.771 Detected -2.322 Detected -2.547 0.024 GT Sens contig265 contig265 Pollen-sp                    AGGAAGAcontig265 Solyc03g Solyc03g Pollen-sp                    GO:00050 GO:00050     contig265 Solyc03g Pollen-sp                     GO:00050 SL2.40ch AT1G5224ATROPGE    ROPGEF            chr1:194  252.346 148.712 21.6198 42.1348 30.2615 41.1872
GT Sense Sense 0.290 Detected -0.290 Detected 0.000 -1.682 Detected -1.461 Detected -1.572 0.037 GT Sens contig266 contig266 Arf-GAP w                       TATTGCAcontig266 Solyc03g Solyc03g Arf-GAP w                       GO:00323 GO:00323     contig266 Solyc03g Arf-GAP w                        GO:00323 SL2.40ch AT5G543 AGD5  AGD5 (AR              chr5:220  852.165 536.471 158.632 283.722 224.674 261.074
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.667 Detected -1.293 Detected -1.480 0.033 GT Sens contig266 contig266 Mannan e                AATTGTT contig266 Solyc10g Solyc10g Mannan e                GO:00059 GO:00059   contig266 Solyc10g Mannan e                 GO:00059 SL2.40ch AT4G28320.1  glycosyl          chr4:140  4686.48 3319.48 1145.36 1555.88 1324.55 1711.21
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.629 Detected -1.456 Detected -1.543 0.003 GT Sens contig267 contig267 Receptor-               TGTGTTTcontig267 Solyc03g Solyc03g Receptor-               GO:00064 GO:00064  contig267 Solyc03g Receptor-                GO:00064 SL2.40ch AT1G51940.1  protein k          chr1:192  1997.02 1840.5 788.12 764.192 661.141 742.748
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -3.122 Detected -1.504 Detected -2.313 0.105 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  1408.23 1166.05 394.592 632.393 156.914 480.48
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -3.138 Comprom -2.964 Comprom -3.051 0.004 GT Sens contig267 contig267 Xylanase              AATGGAGcontig267 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig267 Solyc01g Xylanase               GO:00065 SL2.40ch AT5G15660.1 20.0727 14.9848 2.15356 2.00222 2.10106 2.36346
GT Sense Sense 0.351 Detected -0.351 Detected 0.000 -1.546 Detected -1.551 Detected -1.549 0.048 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  582.941 337.399 183.174 236.285 161.918 160.94
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -2.103 Comprom -1.658 Comprom -1.880 0.014 GT Sens contig268 contig268 Os11g048                TAAGTTCcontig268 Solyc03g Solyc03g Os11g048                GO:00082 GO:00082   contig268 Solyc03g Os11g048                 GO:00082 SL2.40ch AT5G14990.1  FUNCTIO                                                                  chr5:485  14.5862 14.5636 5.35202 5.85871 3.61786 4.91138
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.391 Detected -1.090 Detected -1.241 0.017 GT Sens contig268 contig268 Ectonucle                 TTTCATC contig268 Solyc05g Solyc05g Ectonucle                 GO:00167 GO:00167  contig268 Solyc05g Ectonucle                  GO:00167 SL2.40ch AT4G19180.1  nucleosid          chr4:104  1382.72 1187.24 454.16 613.057 520.908 639.89
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.291 Detected -1.267 Detected -1.279 0.004 GT Sens contig268 contig268 Serine/thr                          TAAGGTAcontig268 Solyc05g Solyc05g Serine/thr                          GO:00001 GO:00001     contig268 Solyc05g Serine/thr                           GO:00001 SL2.40ch AT1G13460.2  serine/th           chr1:461  107.316 89.9419 27.1388 32.5412 42.819 43.4125
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.848 Detected -2.324 Detected -2.086 0.013 GT Sens contig268 contig268 Expansin              AAATCAA contig268 Solyc07g Solyc07g Expansin              GO:00055 GO:00055  contig268 Solyc07g Expansin               GO:00055 SL2.40ch AT4G2825ATEXPB3       ATEXPB3      chr4:140  88.2779 85.7443 18.8443 10.3833 25.7711 18.4717
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.594 Detected -0.815 Detected -1.205 0.095 GT Sens contig268 contig268 Receptor-               ATGTCTGcontig268 Solyc02g Solyc02g Receptor-               GO:00055 GO:00055   contig268 Solyc02g Receptor   GO:00163 SL2.40ch AT4G2213SRF8  SRF8 (ST              chr4:117  7662.52 6308.32 2860.92 2912.42 2455.63 4201.24
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -3.047 Detected -2.805 Detected -2.926 0.002 GT Sens contig268 contig268 Unknown              TGTTGTAcontig268 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3             contig268 Solyc08g Unknown Protein (A              SL2.40ch AT2G4700MDR4, PG     ABCB4 (A                 chr2:193  388.377 395.586 102.251 127.098 50.567 59.6294
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.211 Detected -0.818 Detected -1.014 0.036 GT Sens contig268 contig268 Fructose-               ACCTTAGcontig268 Solyc10g Solyc10g Fructose-               GO:00055 GO:00055    contig268 Solyc10g Fructose-                GO:00055 SL2.40ch AT2G36460.2  fructose-     chr2:152  749.376 706.4 341.318 326.223 335.212 438.813
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.483 Detected -1.282 Detected -1.383 0.009 GT Sens contig268 contig268 MIP02663      CTCATTGcontig268 Solyc08g Solyc08g MIP02663p (Fragment) (AHRD V   contig268 Solyc08g MIP02663      GO:00160 SL2.40ch AT4G29780.1  unknown   chr4:145  27271.4 22690 8223.67 12863.8 9486.88 10873.5
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.649 Detected -2.182 Detected -1.915 0.024 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  632.351 484.74 167.847 169.242 188.3 129.72
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 -2.578 Comprom -3.154 Comprom -2.866 0.022 GT Sens contig269 contig269 2-oxoglut              CGGAGC contig269 Solyc11g Solyc11g 2-oxoglut              GO:00153 GO:00153   contig269 Solyc11g 2-oxoglut               GO:00153 SL2.40ch AT5G6429DCT, DIT2   DIT2.1 (D       chr5:257  14.9285 21.8643 12.4723 4.72032 3.22661 2.15867
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 -1.848 Detected -1.542 Detected -1.695 0.033 GT Sens contig269 contig269 WUSCHEL               TCCATACcontig269 Solyc04g Solyc04g WUSCHEL               GO:00063 GO:00063    contig269 Solyc04g WUSCHEL                GO:00063 SL2.40ch AT1G4648WOX4  WOX4 (W        chr1:172  1869.4 1202.74 336.782 326.684 444.047 547.403
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -1.596 Detected -1.560 Detected -1.578 0.005 GT Sens contig269 contig269 Cell divisi                 TCTCAGGcontig269 Solyc03g Solyc03g Cell divisi                 GO:00163 GO:00163   contig269 Solyc03g Cell divisi                  GO:00163 SL2.40ch AT1G74330.2  ATP bind            chr1:279  143.697 158.56 55.3062 36.2638 53.2366 54.4241
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 -2.027 Detected -2.064 Detected -2.045 0.007 GT Sens contig269 contig269 Ring H2 fi                GACACAAcontig269 Solyc07g Solyc07g Ring H2 fi                GO:00082 GO:00082     contig269 Solyc07g Ring H2 fi                 GO:00048 SL2.40ch AT1G723 ATL3  ATL3; pr        chr1:272  855.773 630.946 222.203 213.713 192.313 186.868
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.206 Detected -0.886 Detected -1.046 0.023 GT Sens contig269 contig269 Integral m                  TTTAAGAcontig269 Solyc12g Solyc12g Integral m                  GO:00085 GO:00085     contig269 Solyc12g Integral m                   GO:00085 SL2.40ch AT5G42420.1  transport   chr5:169  7650.07 7051.31 2801.22 3640.02 3394.96 4225.89
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 -1.103 Detected -1.087 Detected -1.095 0.038 GT Sens contig269 contig269 AP-2 com                  CAATTCAcontig269 Solyc06g Solyc06g AP-2 com                  GO:00302 GO:00302    contig269 Solyc06g AP-2 com                   GO:00302 SL2.40ch AT5G46630.1  clathrin a        chr5:189  2193.07 1518.97 639.139 863.713 905.905 913.198
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.722 Detected -1.169 Detected -1.445 0.054 GT Sens contig269 contig269 Glutamate             TTTTAAA contig269 Solyc10g Solyc10g Glutamate             GO:00043 GO:00043     contig269 Solyc10g Glutamate              GO:00043 SL2.40ch AT5G1817GDH1  GDH1 (GL            chr5:600  36013.8 25201.9 9116.17 15035 9739.4 14246.5
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.012 Detected -1.234 Detected -1.123 0.025 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  42.6817 49.1028 42.4882 34.8601 24.2029 20.6951
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.424 Detected -0.986 Detected -1.205 0.032 GT Sens contig270 contig270 Pectinest             TTAATAG contig270 Solyc06g Solyc06g Pectinest             GO:00305 GO:00305  contig270 Solyc06g Pectinest              GO:00056 SL2.40ch AT3G47400.1  pectinest     chr3:174  4216.85 3901.91 1343.04 2487.37 1611.84 2177.93
GT Sense Sense 0.388 Detected -0.388 Detected 0.000 -2.179 Detected -1.776 Detected -1.978 0.046 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  1630.91 896.343 249.35 377.922 284.668 375.335
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 -0.912 Detected -2.362 Detected -1.637 0.164 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  160.916 208.437 58.6067 140.406 103.823 37.8709
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.843 Comprom -1.237 Comprom -1.540 0.042 GT Sens contig271 contig271 Unknown   ATTAATC contig271 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig271 Solyc09g Unknown Protein (A  SL2.40ch AT3G29320.1  glucan p    chr3:112  19.3958 21.7056 5.4475 9.21951 6.09815 9.25332
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.629 Detected -1.025 Detected -1.327 0.053 GT Sens contig271 contig271 Hydroxyc             AATGCAAcontig271 Solyc01g Solyc01g Hydroxyc             GO:00167 GO:00167          contig271 Solyc01g Hydroxyc              GO:00167 SL2.40ch AT3G50300.1  transfera     chr3:186  3225.82 2634.82 655.024 1080.02 1004.83 1523.71
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.205 Detected -1.161 Detected -1.183 0.009 GT Sens contig271 contig271 Subtilisin               CACATTGcontig271 Solyc12g Solyc12g Subtilisin               GO:00065 GO:00065 contig271 Solyc12g Subtilisin                GO:00065 SL2.40ch AT2G0416AIR3  AIR3; ser    chr2:140  146.758 160.816 74.0096 105.59 71.0543 73.0288
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.091 Detected -0.928 Detected -1.010 0.018 GT Sens contig272 contig272 Kinesin li               AAAGTGTcontig272 Solyc12g Solyc12g Kinesin li               GO:00070 GO:00070  contig272 Solyc12g Kinesin li                GO:00070 SL2.40ch AT3G1663ATKINESI    KINESIN-        chr3:566  208.679 168.739 50.7111 107.24 93.9175 104.84
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.356 Detected -1.654 Detected -1.505 0.016 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  854.458 947.872 589.957 1091.46 374.994 303.986
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.618 Detected -1.774 Detected -1.696 0.009 GT Sens contig272 contig272 Zinc finge                CAACAAGcontig272 Solyc05g Solyc05g Zinc finge                GO:00056 GO:00056 contig272 Solyc05g Zinc finge                 GO:00056 SL2.40ch AT1G68360.1  zinc finge    chr1:256  337.744 261.719 86.9306 65.5644 103.268 92.4071
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -1.595 Detected -1.061 Detected -1.328 0.049 GT Sens contig272 contig272 Mannan e                 TGTAATCcontig272 Solyc04g Solyc04g Mannan e                 GO:00059 GO:00059   contig272 Solyc04g Mannan e                  GO:00059 SL2.40ch AT3G10900.1  (1-4)-beta     chr3:341  752.89 575.413 162.652 182.03 232.274 335.407
GT Sense Sense 0.204 Detected -0.204 Detected 0.000 -2.664 Detected -2.246 Detected -2.455 0.014 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  243.031 172.238 45.0896 68.2305 34.4165 45.8664
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.958 Detected -1.770 Detected -1.864 0.003 GT Sens contig272 contig272 Unknown   GTGCTAAcontig272 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig272 Solyc12g Unknown Protein (A  SL2.40ch AT3G128 PIE1, SRC    PIE1 (PHO                chr3:406  54.2612 50.5951 28.1038 14.9657 14.3774 16.3375
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.123 Detected -1.448 Comprom -1.285 0.038 GT Sens contig272 contig272 Glycogen     GATGAAAcontig272 Solyc02g Solyc02g Glycogen synthase (AHRD V1 *  contig272 Solyc02g Glycogen synthase    SL2.40ch AT5G65685.1  soluble g    chr5:262  37.9103 26.961 21.1955 29.5127 15.6579 12.4576
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -2.774 Detected -1.592 Detected -2.183 0.071 GT Sens contig273 contig273 Unknown   CACTCGAcontig273 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig273 Solyc01g Unknown Protein (A  SL2.40ch AT5G40645.1  nitrate-re      chr5:162  90.1176 66.5133 24.7722 46.9985 12.0725 27.3009
GT Sense Sense 0.354 Detected -0.354 Detected 0.000 -3.365 Detected -1.114 Detected -2.240 0.198 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  348.544 200.627 64.2296 83.9824 27.365 129.911
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -1.349 Detected -1.083 Detected -1.216 0.014 GT Sens contig273 contig273 Serine/thr               TGTGTACcontig273 Solyc03g Solyc03g Serine/thr               GO:00055 GO:00055      contig273 Solyc03g Serine/thr                GO:00055 SL2.40ch AT3G59110.1  protein k     chr3:218  2921.02 2986.93 1154.15 1159.35 1236.87 1482.42
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.405 Detected -0.985 Detected -1.195 0.030 GT Sens contig273 contig273 Unknown   AGGCTTTcontig273 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig273 Solyc11g Unknown Protein (A  SL2.40ch AT1G23170.1  unknown   chr1:821  20398.4 18820.2 7932.67 9584.44 7889.41 10523.9
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.241 Detected -0.990 Detected -1.115 0.014 GT Sens contig273 contig273 Calmodul               ATTGAACcontig273 Solyc06g Solyc06g Calmodul               GO:00055 GO:00055  contig273 Solyc06g Calmodul                GO:00055 SL2.40ch AT2G4304NPG1  NPG1 (no       chr2:178  1371.87 1220.53 517.037 796.325 583.956 692.573
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -1.343 Detected -1.481 Detected -1.412 0.004 GT Sens contig274 contig274 Acyltrans             TTGATGGcontig274 Solyc05g Solyc05g Acyltrans             GO:00167 GO:00167     contig274 Solyc05g Acyltrans              GO:00167 SL2.40ch AT2G20340.1  tyrosine    chr2:877  156.263 135.861 57.1481 71.28 61.2607 55.4902
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.748 Detected -1.524 Detected -1.636 0.014 GT Sens contig274 contig274 Calmodul             CAAAAAC contig274 Solyc02g Solyc02g Calmodul             GO:00055 GO:00055   contig274 Solyc02g Calmodul              GO:00055 SL2.40ch AT5G3777TCH2, CM   TCH2 (TO       chr5:149  6506.86 4872.87 1668.49 2734.92 1787.51 2081.02
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 -0.812 Comprom -1.431 Comprom -1.121 0.072 GT Sens contig274 contig274 Kinase in              GCAGATTcontig274 Solyc10g Solyc10g Kinase interacting family prote             contig274 Solyc10g Kinase interacting fa              SL2.40ch AT3G22790.1  kinase in     chr3:805  14.419 14.9708 12.5912 14.1096 8.9252 5.79427
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -1.451 Detected -1.271 Detected -1.361 0.027 GT Sens contig274 contig274 Plant syn               GGCTATGcontig274 Solyc09g Solyc09g Plant synaptotagmin (AHRD V1             contig274 Solyc09g Plant synaptotagmin               SL2.40ch AT5G0422SYTC, AT     SYTC  chr5:115  182.663 128.871 53.0476 78.5249 59.8271 67.5759
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -1.761 Detected -1.559 Detected -1.660 0.011 GT Sens contig274 contig274 Myb-like D                     CTTCACCcontig274 Solyc12g Solyc12g Myb-like D                     GO:0045449 contig274 Solyc12g Myb-like D                      GO:00454 SL2.40ch AT4G04580.1  myb fami     chr4:229  9507.83 7359.24 3368.01 4507.83 2631.61 3017.32
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -2.305 Detected -3.378 Detected -2.842 0.034 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  2152.18 1979.63 243.094 505.187 445.268 211.047
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.500 Detected -1.304 Detected -1.402 0.013 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  159.823 125.397 34.1373 57.7184 53.3767 60.9651
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -3.256 Detected -2.467 Detected -2.862 0.020 GT Sens contig275 contig275 1-aminocy                 AAGGAAGcontig275 Solyc02g Solyc02g 1-aminocy                 GO:00512 GO:00512   contig275 Solyc02g 1-aminocy                  GO:00512 SL2.40ch AT4G25310.1  oxidored       chr4:129  712.789 574.861 110.467 184.171 71.4698 123.059
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 -1.576 Detected -1.434 Detected -1.505 0.012 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  211.565 245.357 67.4949 71.399 81.47 89.6569
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 -1.309 Detected -0.956 Detected -1.133 0.027 GT Sens contig275 contig275 V-type pro                   AGATTTCcontig275 Solyc11g Solyc11g V-type pro                   GO:00331 GO:00331      contig275 Solyc11g V-type pro                    GO:00331 SL2.40ch AT2G2852VHA-A1  VHA-A1 (V        chr2:122  1500.97 1282.61 468.581 634.254 597.085 760.541
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 -1.377 Comprom -1.714 Comprom -1.546 0.013 GT Sens contig275 contig275 Coiled-co      AGAATCAcontig275 Solyc01g Solyc01g Coiled-coil protein (AHRD V1 *-  contig275 Solyc01g Coiled-coil protein (A    SL2.40ch AT2G36620.1 12.0282 12.2239 6.48713 14.1379 4.97821 3.92841
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.274 Detected -0.866 Detected -1.070 0.045 GT Sens contig276 contig276 CXE carb              AGCAGATcontig276 Solyc02g Solyc02g CXE carb              GO:00081 GO:00081  contig276 Solyc02g CXE carb               GO:00081 SL2.40ch AT5G143 AtCXE16  AtCXE16       chr5:461  248.91 199.595 70.1351 73.9227 98.2825 130.055
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 -2.397 Detected -1.490 Detected -1.944 0.070 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  372.578 531.992 216.237 160.737 90.1297 168.483
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.355 Detected -1.290 Detected -1.322 0.001 GT Sens contig276 contig276 Receptor-               ATTGAAGcontig276 Solyc03g Solyc03g Receptor-               GO:00016 GO:00016    contig276 Solyc03g Receptor   GO:00016 SL2.40ch AT5G0993ATGCN2,   ATGCN2;   chr5:309  125.822 116.474 60.1779 48.9155 50.4846 52.6475
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -2.736 Detected -2.174 Detected -2.455 0.015 GT Sens contig276 contig276 Aquapori            AAATATG contig276 Solyc06g Solyc06g Aquapori            GO:00152 GO:00152     contig276 Solyc06g Aquapori             GO:00152 SL2.40ch AT3G1624DELTA-TI       DELTA-T          chr3:550  62071.1 49405.4 10774.6 9433.75 8861.15 13045.4
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.631 Detected -1.364 Detected -1.497 0.017 GT Sens contig276 contig276 Cytochro                 TTTTGGAcontig276 Solyc11g Solyc11g Cytochro                 GO:00200 GO:00200  contig276 Solyc11g Cytochro                  GO:00200 SL2.40ch AT1G2284CYTC-1, A   CYTC-1 (            chr1:807  393.624 303.536 123.552 165.234 119 142.818
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 -1.663 Detected -0.907 Detected -1.285 0.101 GT Sens contig276 contig276 Fatty acyl               GCATTCGcontig276 Solyc11g Solyc11g Fatty acyl               GO:00081 GO:00081  contig276 Solyc11g Fatty acyl                GO:00081 SL2.40ch AT5G2250FAR1  FAR1 (FA                  chr5:747  5179.04 3532.52 1998.3 4685.93 1440.72 2425.29
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -1.287 Detected -0.940 Detected -1.114 0.023 GT Sens contig276 contig276 Patatin-lik              AAGAAGCcontig276 Solyc02g Solyc02g Patatin-lik              GO:00066 GO:00066    contig276 Solyc02g Patatin-lik               GO:00046 SL2.40ch AT2G2656PLP2, PLA    PLA2A (P        chr2:112  47914.1 45202.8 18338.7 25225.2 20335.6 25782.2
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 -1.411 Detected -0.968 Detected -1.190 0.051 GT Sens contig276 contig276 WRKY tra               CGAATTT contig276 Solyc01g Solyc01g WRKY tra               GO:0045449 contig276 Solyc01g WRKY tra                GO:00454 SL2.40ch AT4G0125WRKY22,   WRKY22;    chr4:522  2101.97 1559.33 613.848 870.999 725.917 983.849
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -1.471 Detected -0.953 Detected -1.212 0.043 GT Sens contig277 contig277 Glycosylt                 CAAGGCCcontig277 Solyc08g Solyc08g Glycosylt                 GO:00167 GO:00167     contig277 Solyc08g Glycosylt                  GO:00167 SL2.40ch AT4G23490.1  fringe-rel    chr4:122  1078.75 1002.28 305.679 438.835 399.874 571.004
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.671 Detected -1.462 Detected -1.567 0.015 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  631.029 472.18 278.747 194.271 182.774 210.624
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -1.958 Detected -2.611 Comprom -2.285 0.023 GT Sens contig277 contig277 Unknown   GGGCATTcontig277 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig277 Solyc08g Unknown Protein (A  SL2.40ch AT4G1628FCA  FCA; RNA   chr4:920  55.8451 62.7017 54.7416 24.8045 16.2401 10.2951
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 -1.876 Detected -1.675 Detected -1.776 0.014 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  1253.95 907.115 324.628 411.155 309.787 355.078
GT Sense Sense 0.408 Detected -0.408 Detected 0.000 -1.829 Detected -1.262 Detected -1.545 0.090 GT Sens contig278 contig278 Xylogluca               AATAAAC contig278 Solyc12g Solyc12g Xylogluca               GO:00059 GO:00059   contig278 Solyc12g Xylogluca                GO:00059 SL2.40ch AT1G653 ATXTH17    XTH17 (X                  chr1:242  47588.4 25447.2 7803.88 16097.3 10448.2 15429.5
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -1.327 Detected -1.176 Detected -1.251 0.013 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  2263.69 1796.72 770.015 1139.33 857.472 949.07
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -0.973 Detected -1.061 Detected -1.017 0.010 GT Sens contig278 contig278 Cellulose          CTGACTGcontig278 Solyc02g Solyc02g Cellulose synthase-like C1-2 g        contig278 Solyc02g Cellulose          GO:00167 SL2.40ch AT3G2818ATCSLC0      ATCSLC0            chr3:105  13579.6 11245.4 4263.13 7318.87 6712.7 6295.4
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -1.777 Detected -1.163 Detected -1.470 0.042 GT Sens contig278 contig278 Late emb                   CCCTCTCcontig278 Solyc01g Solyc01g Late emb                   GO:00092 GO:00092   contig278 Solyc01g Late emb                    GO:00092 SL2.40ch AT4G21060.1  galactosy     chr4:112  21970.5 19186.5 9340.16 14282.4 6389.9 9746.57
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -2.603 Detected -1.410 Detected -2.007 0.083 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  744.191 556.67 258.554 305.538 112.954 257.45
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -2.022 Detected -1.970 Detected -1.996 0.006 GT Sens contig279 contig279 Arabinoga     CTGCACCcontig279 Solyc02g Solyc02g Arabinogalactan (AHRD V1 *-*- contig279 Solyc02g Arabinogalactan (AH    SL2.40ch AT4G25620.1  hydroxyp      chr4:130  21257.7 16301.6 4035.99 8621.54 4887.39 5053.25
GT Sense Sense 0.435 Detected -0.435 Detected 0.000 -2.540 Detected -1.514 Detected -2.027 0.095 GT Sens contig279 contig279 BHLH tran              TTTCAGAcontig279 Solyc08g Solyc08g BHLH tran              GO:00037 GO:00037      contig279 Solyc08g BHLH tran               GO:00037 SL2.40ch AT5G46760.1  basic hel      chr5:189  315.29 162.334 20.6113 77.6754 41.4918 84.2077
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.235 Detected -1.744 Detected -1.490 0.030 GT Sens contig279 contig279 Hydrolase                 AACAGACcontig279 Solyc03g Solyc03g Hydrolase                 GO:00167 GO:00167  contig279 Solyc03g Hydrolase                  GO:00167 SL2.40ch AT1G80280.1  hydrolas       chr1:301  75.1999 64.6324 20.8566 25.8785 31.5762 22.1224
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 -3.972 Comprom -1.462 Detected -2.717 0.172 GT Sens contig280 contig280 Calmodul               CTTGTCAcontig280 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055   contig280 Solyc03g Calmodul                GO:00055 SL2.40ch AT2G2703CAM5  CAM5 (CA       chr2:115  41.7579 24.0785 5.90945 16.3507 2.15538 12.2337
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -3.393 Detected -1.377 Detected -2.385 0.142 GT Sens contig280 contig280 Protein T             CTTCTAT contig280 Solyc08g Solyc08g Protein T             GO:00055 GO:00055  contig280 Solyc08g Protein T              GO:00055 SL2.40ch AT5G17540.1  transfera     chr5:578  169.539 162.406 20.175 38.1782 16.8458 67.9469
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.628 Detected -1.963 Detected -1.796 0.011 GT Sens contig280 contig280 Unknown   TTGTTTCcontig280 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig280 Solyc05g Unknown Protein (A  SL2.40ch AT5G11000.1  unknown   chr5:347  669.879 560.615 214.752 198.713 211.379 167.142
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -1.197 Detected -0.903 Detected -1.050 0.022 GT Sens contig280 contig280 Organic a                 GTAGCTGcontig280 Solyc05g Solyc05g Organic a                 GO:00085 GO:00085     contig280 Solyc05g Organic a                  GO:00085 SL2.40ch AT3G11320.1  organic a     chr3:354  11029.9 9516.3 3588.8 5102.68 4765.62 5825.17
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 -1.598 Detected -2.209 Detected -1.903 0.048 GT Sens contig280 contig280 Unknown   TACGGCGcontig280 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig280 Solyc08g Unknown Protein (A  SL2.40ch AT5G5224MSBP1, A    MSBP1 (m         chr5:212  3786.94 2329.54 1070.1 1910.88 1046.18 683.206
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.435 Detected -1.154 Detected -1.295 0.018 GT Sens contig281 contig281 Universal              TGTATTGcontig281 Solyc09g Solyc09g Universal              GO:00069 GO:00069   contig281 Solyc09g Universal               GO:00069 SL2.40ch AT3G53990.1  universa        chr3:199  65602.2 53408.2 34922.2 42004.3 23342.9 28283.4
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -1.012 Detected -0.994 Detected -1.003 0.001 GT Sens contig281 contig281 Oxidored                   ATCAAGCcontig281 Solyc02g Solyc02g Oxidored                   GO:00164 GO:00164  contig281 Solyc02g Oxidored                    GO:00164 SL2.40ch AT1G48980.3  oxidored   chr1:181  454.218 447.46 176.814 272.459 238.342 240.682
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 -1.914 Detected -1.339 Detected -1.626 0.048 GT Sens contig282 contig282 Ribonucle              TGGGAAAcontig282 Solyc05g Solyc05g Ribonucle              GO:00055 GO:00055   contig282 Solyc05g Ribonucle               GO:00055 SL2.40ch AT5G0133PDC3  PDC3 (py                 chr5:132  4282.52 2929.8 1104.49 1686.52 1002.22 1489.17
GT Sense Sense 0.603 Detected -0.603 Detected 0.000 -3.187 Detected -1.314 Detected -2.250 0.181 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  1693.09 690.983 533.94 300.896 126.684 462.618
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.187 Detected -0.988 Detected -1.088 0.034 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  126.835 93.0327 47.5258 64.6925 50.8814 58.2092
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -2.689 Detected -1.559 Detected -2.124 0.066 GT Sens contig282 contig282 FIP1 (AHR           TTTTTGT contig282 Solyc11g Solyc11g FIP1 (AHRD V1 **-- B6SNS7 MA         contig282 Solyc11g FIP1 (AHRD V1 **-- B         SL2.40ch AT2G2247GEM  GEM (GL    chr2:954  340.565 280.288 72.767 111.831 51.0908 111.469
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -1.093 Detected -1.076 Detected -1.085 0.000 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  887.58 826.1 602.382 400.911 427.916 431.975
GT Sense Sense -0.357 Detected 0.357 Detected 0.000 -1.695 Detected -1.490 Detected -1.593 0.050 GT Sens contig283 contig283 Cytochro                 TTTCACT contig283 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig283 Solyc01g Cytochro  GO:00198 SL2.40ch AT3G4612ATPAP19    PAP19 (P           chr3:169  104.591 161.521 111.997 75.6007 42.808 49.1911
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 -1.577 Detected -1.293 Detected -1.435 0.044 GT Sens contig283 contig283 Myb famil                  GTTCAGGcontig283 Solyc02g Solyc02g Myb famil                  GO:00037 GO:00037      contig283 Solyc02g Myb famil                   GO:00037 SL2.40ch AT4G37180.1  myb fami     chr4:175  2382.05 1523.31 710.584 886.014 681.03 826.291
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 -1.292 Detected -1.081 Detected -1.186 0.057 GT Sens contig283 contig283 von Willeb                     ATTACAGcontig283 Solyc02g Solyc02g von Willeb                     GO:00082 GO:00082     contig283 Solyc02g von Willeb                      GO:00048 SL2.40ch AT5G65683.1  zinc finge        chr5:262  286.833 184.291 101.536 89.8972 100.144 115.562
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 -1.290 Detected -0.946 Detected -1.118 0.023 GT Sens contig284 contig284 Os02g020                ATAACCAcontig284 Solyc06g Solyc06g Os02g0200800 protein (Fragm               contig284 Solyc06g Os02g0200800 prote                SL2.40ch AT3G23090.1  FUNCTIO                                                                                chr3:821  4082.59 3837.45 1414.89 1934.72 1725.78 2184.31
GT Sense Sense 0.281 Detected -0.281 Detected 0.000 -1.574 Detected -1.902 Detected -1.738 0.033 GT Sens contig284 contig284 Sulfate tra               ATAACAC contig284 Solyc12g Solyc12g Sulfate tra               GO:00160 GO:00160 contig284 Solyc12g Sulfate tra                GO:00160 SL2.40ch AT1G2215SULTR1;3  SULTR1;      chr1:781  93.2831 59.4678 11.5243 20.4008 26.669 21.1889
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 -1.063 Detected -1.634 Detected -1.348 0.096 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  166.551 96.7459 56.7672 69.1365 64.7853 43.4939
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -2.596 Detected -2.756 Detected -2.676 0.008 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  214.794 147.426 20.0623 32.9187 31.3903 28.0055
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 -1.207 Detected -1.364 Detected -1.285 0.009 GT Sens contig284 contig284 TIR-NBS-L                CAGATGAcontig284 Solyc01g Solyc01g TIR-NBS-L                GO:00069 GO:00069     contig284 Solyc01g Tir-nbs-lr   GO:00302 SL2.40ch AT5G41740.2  disease r       chr5:166  246.618 204.686 63.4571 116.292 103.805 92.7918
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.383 Detected -2.104 Detected -1.743 0.043 GT Sens contig284 contig284 Unknown   TTGCTTGcontig284 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig284 Solyc07g Unknown Protein (A  SL2.40ch AT4G35470.1  leucine-r      chr4:168  781.03 842.441 170.589 493.747 331.597 200.66
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 -1.837 Detected -1.003 Detected -1.420 0.111 GT Sens contig284 contig284 LRR recep                  GTGTGAAcontig284 Solyc08g Solyc08g LRR recep                  GO:00046 GO:00046       contig284 Solyc08g Receptor   GO:00046 SL2.40ch AT1G12460.1  leucine-r        chr1:424  198.875 122.363 47.3316 60.8665 46.5479 82.7664
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -2.741 Detected -3.603 Detected -3.172 0.021 GT Sens contig284 contig284 Germin-lik                 TTGAGCAcontig284 Solyc10g Solyc10g Germin-lik                 GO:00480 GO:00480 contig284 Solyc10g Germin-lik                  GO:00457 SL2.40ch AT4G19910.1  Toll-Inter      chr4:107  356.938 260.683 59.1429 111.901 48.6432 26.6887
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -2.146 Detected -1.936 Detected -2.041 0.004 GT Sens contig284 contig284 Cellulose             TGATTGCcontig284 Solyc04g Solyc04g Cellulose             GO:00167 GO:00167     contig284 Solyc04g Cellulose              GO:00167 SL2.40ch AT4G3935CESA2, A    CESA2 (C           chr4:182  293.631 245.964 46.1395 61.5588 64.7477 74.6666
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -0.835 Detected -1.214 Detected -1.024 0.043 GT Sens contig284 contig284 Alpha-1 6              TGTCGATcontig284 Solyc07g Solyc07g Alpha-1 6              GO:00084 GO:00084     contig284 Solyc07g Alpha-1 6               GO:00084 SL2.40ch AT2G05320.1  beta-1,2-N    chr2:193  591.977 476.812 252.301 270.525 317.703 243.552
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.755 Detected -1.367 Detected -1.561 0.015 GT Sens contig284 contig284 Beta-gala               GTCGAAAcontig284 Solyc03g Solyc03g Beta-gala               GO:00059 GO:00059    contig284 Solyc03g Beta-gala                GO:00055 SL2.40ch AT5G638 BGAL10  BGAL10        chr5:255  781.033 716.226 269.832 369.233 236.356 308.326
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 -1.284 Detected -1.211 Detected -1.247 0.003 GT Sens contig284 contig284 E3 ubiqui                ATGCTAAcontig284 Solyc06g Solyc06g E3 ubiqui                GO:00055 GO:00055    contig284 Solyc06g E3 ubiqui                 GO:00055 SL2.40ch AT1G14260.2  zinc finge        chr1:487  2791.15 2838.74 947.622 1115.96 1232.68 1293.11
GT Sense Sense -0.480 Detected 0.480 Detected 0.000 -0.833 Detected -1.388 Detected -1.110 0.183 GT Sens contig284 contig284 Beta-gala               TTCCATT contig284 Solyc11g Solyc11g Beta-gala               GO:00059 GO:00059   contig284 Solyc11g Beta-gala                GO:00055 SL2.40ch AT2G328 BGAL9  BGAL9 (B            chr2:139  38.7481 70.8869 30.1696 46.9269 31.381 21.2866
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -1.102 Detected -1.052 Detected -1.077 0.001 GT Sens contig284 contig284 Polyaden                GTAACTT contig284 Solyc12g Solyc12g Polyaden                GO:00036 GO:00036   contig284 Solyc12g Polyaden                 GO:00036 SL2.40ch AT3G1445CID9  CID9 (CT          chr3:484  2192.01 2120.31 907.621 1129.77 1070.95 1105.65
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.267 Detected -1.135 Detected -1.201 0.016 GT Sens contig285 contig285 Myosin X               ATGTTAAcontig285 Solyc09g Solyc09g Myosin X               GO:00164 GO:00164    contig285 Solyc09g Myosin X                GO:00428 SL2.40ch AT1G0416XIB, ATXI     XIB (MYO      chr1:108  2418.68 1875.98 694.187 1058.47 944.114 1031.02
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 -1.986 Detected -1.415 Detected -1.701 0.035 GT Sens contig285 contig285 Gty37 pro     AATGGCAcontig285 Solyc07g Solyc07g Gty37 protein (AHRD V1 ***- Q6 contig285 Solyc07g Gty37 protein (AHRD   SL2.40ch AT4G01050.1  hydroxyp      chr4:455  670.585 791.603 387.502 417.186 196.079 290.434
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -2.080 Detected -1.628 Detected -1.854 0.016 GT Sens contig285 contig285 Respirato                 CATTTCGcontig285 Solyc08g Solyc08g Respirato                 GO:00055 GO:00055     contig285 Solyc08g Respirato                  GO:00161 SL2.40ch AT1G6406ATRBOH      ATRBOH            chr1:237  2494.91 2620.07 374.104 963.401 644.884 879.345
GT Sense Sense 0.560 Detected -0.560 Detected 0.000 -4.525 Detected -3.986 Detected -4.255 0.021 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  4492.14 1945.69 112.664 115.943 136.981 198.32
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -2.316 Detected -1.385 Detected -1.851 0.065 GT Sens contig286 contig286 Receptor-               ATAGATGcontig286 Solyc07g Solyc07g Receptor-               GO:00055 GO:00055    contig286 Solyc07g Receptor-                GO:00055 SL2.40ch AT5G59670.1  leucine-r       chr5:240  559.103 413.206 103.6 118.206 102.949 195.616
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 -1.078 Detected -1.188 Detected -1.133 0.028 GT Sens contig286 contig286 Aspartic p               TTTCCAGcontig286 Solyc07g Solyc07g Aspartic p               GO:00065 GO:00065  contig286 Solyc07g Aspartic p                GO:00036 SL2.40ch AT2G42980.1  aspartyl     chr2:178  2398.15 1743.39 651.33 1081.32 1033.03 953.855
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -3.053 Comprom -1.058 Detected -2.056 0.178 GT Sens contig286 contig286 CBS dom                AGTAGAAcontig286 Solyc03g Solyc03g CBS domain containing protei               contig286 Solyc03g CBS domain contain                SL2.40ch AT3G13980.1  unknown   chr3:461  37.8914 29.0569 2.91709 3.30291 4.26263 16.9457
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -2.312 Comprom -3.116 Comprom -2.714 0.022 GT Sens contig286 contig286 Unknown   GCTTATT contig286 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig286 Solyc06g Unknown Protein (A  SL2.40ch AT2G25270.1  unknown   chr2:107  22.7831 19.2333 1.80995 2.55532 4.49545 2.56759
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -1.539 Detected -0.968 Detected -1.254 0.059 GT Sens contig287 contig287 Cellulose                   TTTTCTT contig287 Solyc11g Solyc11g Cellulose synthase-like C6 glyc                  contig287 Solyc11g Cellulose synthase-                    SL2.40ch AT5G2274ATCSLA0     ATCSLA0         chr5:755  3764.78 2913.17 1251.45 1648.97 1215.04 1800.09
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -0.981 Detected -1.308 Detected -1.145 0.065 GT Sens contig287 contig287 Mitogen-a                AGTATCAcontig287 Solyc06g Solyc06g Mitogen-a                GO:00169 |GO:00064  contig287 Solyc06g Mitogen-a                 GO:00169 SL2.40ch AT3G1804MPK9  MPK9 (M       chr3:617  31.4971 42.5431 9.36743 3.95291 19.7781 15.7169
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.292 Detected -1.118 Detected -1.205 0.006 GT Sens contig288 contig288 CBS dom               ACGAAAT contig288 Solyc01g Solyc01g CBS domain-containing protei               contig288 Solyc01g CBS domain-contain                SL2.40ch AT4G369 LEJ2, CDC   LEJ2 (LO            chr4:173  7671.03 6835.65 3040.69 3395.73 3152.7 3547.95
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 -1.240 Detected -1.050 Detected -1.145 0.056 GT Sens contig288 contig288 Pyrophos                TTGATTGcontig288 Solyc12g Solyc12g Pyrophos                GO:00160 GO:00160 contig288 Solyc12g Pyrophos                 GO:00160 SL2.40ch AT1G1569AVP1, AT    AVP1; AT     chr1:539  307.685 199.683 61.4483 88.7198 111.878 127.249
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -0.919 Detected -1.533 Comprom -1.226 0.075 GT Sens contig288 contig288 Transketo              AAACGTGcontig288 Solyc01g Solyc01g Transketo              GO:00048 GO:00048  contig288 Solyc01g Transketo               GO:00048 SL2.40ch AT3G60750.1  transketo    chr3:224  26.9592 32.6696 14.2836 37.1999 16.7335 10.9043
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.285 Detected -1.212 Detected -1.249 0.024 GT Sens contig288 contig288 Unknown   TCGATGGcontig288 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig288 Solyc09g Unknown Protein (A  SL2.40ch AT5G41120.1  esterase/     chr5:164  3576.41 2577.98 1374.66 1431.82 1328.74 1393.51
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -0.823 Detected -1.726 Comprom -1.275 0.125 GT Sens contig288 contig288 LRR recep                  TTGTCTAcontig288 Solyc02g Solyc02g LRR recep                  GO:00055 GO:00055        contig288 Solyc02g Receptor   GO:00055 SL2.40ch AT4G2849RLK5, HA   HAE (HAE            chr4:140  20.7858 14.545 5.40436 4.90723 10.4827 5.58742
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.645 Detected -0.997 Detected -1.321 0.057 GT Sens contig289 contig289 Phosphat       ATGGAAGcontig289 Solyc10g Solyc10g Phosphatidylcholine:ceramide      contig289 Solyc10g Phosphatidylcholine       SL2.40ch AT2G29525.1 88.3566 91.2794 27.8058 35.9251 30.6116 47.8289
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.122 Detected -1.306 Detected -1.214 0.014 GT Sens contig289 contig289 Endo-1 4-                GGTGAAAcontig289 Solyc01g Solyc01g Endo-1 4-                GO:00059 GO:00059    contig289 Solyc01g Endo-1 4-                 GO:00055 SL2.40ch AT4G38300.1  glycosyl      chr4:179  397.368 438.026 242.715 346.78 204.344 179.394
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -2.084 Detected -1.522 Detected -1.803 0.033 GT Sens contig289 contig289 Gibberelli                AATGCTAcontig289 Solyc01g Solyc01g Gibberelli                GO:00055 GO:00055  contig289 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT4G096 GASA2  GASA2 (G      chr4:607  24259.4 17786.8 6028.96 8085.52 5225.25 7687.94
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -1.145 Detected -1.088 Detected -1.117 0.013 GT Sens contig289 contig289 Legume le                   GAAAGGAcontig289 Solyc10g Solyc10g Legume lectin beta domain (AH                 contig289 Solyc10g Legume lectin beta d                  SL2.40ch AT5G38240.1  serine/th      chr5:152  89.4836 100.432 24.332 50.3424 45.6991 47.4232
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -2.838 Detected -3.360 Comprom -3.099 0.010 GT Sens contig289 contig289 Disease r                  TCACGATcontig289 Solyc10g Solyc10g Disease resistance response p                 contig289 Solyc10g Disease resistance                  SL2.40ch AT5G49040.1  disease r       chr5:198  82.447 60.9504 6.14731 4.59395 10.5727 7.33918
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.738 Detected -1.336 Detected -1.537 0.034 GT Sens contig289 contig289 Leucine r        GGGTTTGcontig289 Solyc03g Solyc03g Leucine rich repeat family prot     contig289 Solyc03g Leucine rich repeat      SL2.40ch AT5G4577AtRLP55  AtRLP55        chr5:185  764.145 538.179 167.978 254.153 204.952 270.134
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -2.369 Detected -1.300 Detected -1.835 0.077 GT Sens contig290 contig290 Polygalac               AGGTTGTcontig290 Solyc03g Solyc03g Polygalac               GO:00059 GO:00059   contig290 Solyc03g Polygalac                GO:00059 SL2.40ch AT3G15720.2  glycoside           chr3:532  1917.65 1605.93 505.055 692.627 362.141 757.573
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 -1.554 Detected -1.309 Detected -1.432 0.016 GT Sens contig290 contig290 Unknown   TCTCTGTcontig290 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig290 Solyc01g Unknown Protein (A  SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  31.765 36.0484 19.6465 17.9748 12.2902 14.5164
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.154 Detected -1.474 Detected -1.314 0.015 GT Sens contig290 contig290 Lipid pho                  GCATGACcontig290 Solyc05g Solyc05g Lipid pho                  GO:00081 GO:00081   contig290 Solyc05g Lipid pho                   GO:00081 SL2.40ch AT1G1508ATPAP2,    LPP2 (LIP          chr1:518  239.828 218.251 83.7851 104.701 109.604 87.5832
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.490 Detected -1.061 Detected -1.275 0.031 GT Sens contig290 contig290 Sodium/c                  TCTTTGCcontig290 Solyc01g Solyc01g Sodium/c                  GO:00054 GO:00054     contig290 Solyc01g Sodium/c                   GO:00054 SL2.40ch AT1G0896CAX11, AT   CAX11; c      chr1:287  2207.92 1850.15 698.969 892.484 767.328 1030.26
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -2.628 Comprom -0.904 Detected -1.766 0.177 GT Sens contig290 contig290 N-acetyltr               GATTTAGcontig290 Solyc01g Solyc01g N-acetyltr               GO:00062 GO:00062  contig290 Solyc01g N-acetyltr                GO:00062 SL2.40ch AT1G3277ANAC012     ANAC012               chr1:118  33.9016 30.2267 9.67447 11.7339 5.52258 18.1846
GT Sense Sense 0.405 Detected -0.405 Detected 0.000 -3.290 Detected -2.586 Detected -2.938 0.032 GT Sens contig290 contig290 Unknown   GAGGTTTcontig290 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig290 Solyc02g Unknown Protein (A  SL2.40ch AT5G14370.1  LOCATE                                                                chr5:463  1578.91 847.287 136.768 179.694 126.058 204.827
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 -1.743 Detected -2.305 Detected -2.024 0.037 GT Sens contig291 contig291 Serine/thr                CCAAGATcontig291 Solyc02g Solyc02g Serine/thr                GO:00191 GO:00191         contig291 Solyc02g Serine/thr                 GO:00191 SL2.40ch AT1G11330.1  S-locus le       chr1:381  526.889 334.384 64.4263 128.707 133.699 90.3199
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -1.371 Detected -1.200 Detected -1.286 0.004 GT Sens contig291 contig291 Aldehyde              TGTCCATcontig291 Solyc12g Solyc12g Aldehyde              GO:00551 GO:00551  contig291 Solyc12g Aldehyde               GO:00551 SL2.40ch AT3G2450ALDH2C4     ALDH2C4           chr3:891  17132.4 15988.4 7522.99 9738.08 6821.95 7658.08
GT Sense Sense 0.347 Detected -0.347 Detected 0.000 -3.824 Detected -3.224 Detected -3.524 0.017 GT Sens contig291 contig291 Trehalose             ATGGGATcontig291 Solyc06g Solyc06g Trehalose             GO:00048 GO:00048    contig291 Solyc06g Trehalose              GO:00048 SL2.40ch AT4G12430.1  trehalose     chr4:736  7902.59 4594.35 659.943 908.526 453.604 685.665
GT Sense Sense -0.218 Detected 0.218 Detected 0.000 -1.908 Detected -1.846 Detected -1.877 0.014 GT Sens contig292 contig292 Calmodul              TCTACGAcontig292 Solyc04g Solyc04g Calmodul              GO:00055 GO:00055  contig292 Solyc04g Calmodul               GO:00055 SL2.40ch AT1G2746NPGR1  NPGR1 (N         chr1:953  76.5713 97.5233 20.8296 34.7814 24.563 25.5577
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -2.352 Detected -1.935 Detected -2.143 0.010 GT Sens contig292 contig292 Receptor-               AAGCAAT contig292 Solyc09g Solyc09g Receptor-               GO:00064 GO:00064  contig292 Solyc09g Receptor-                GO:00064 SL2.40ch AT2G3280AP4.3A  AP4.3A; A             chr2:139  125.567 108.88 15.7571 20.4999 24.4315 32.5023
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 -1.401 Detected -1.231 Detected -1.316 0.042 GT Sens contig292 contig292 Alpha-1 6             AAGGGATcontig292 Solyc03g Solyc03g Alpha-1 6             GO:00338 GO:00338     contig292 Solyc03g Alpha-1 6              GO:00338 SL2.40ch AT1G7438XXT5  XXT5 (XY             chr1:279  2145.97 1395.73 563.957 817.1 698.629 784.09
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -2.523 Detected -1.826 Detected -2.174 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  4731.73 3940.27 981.125 1638.69 801.332 1294.76
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.124 Detected -1.293 Detected -1.209 0.005 GT Sens contig292 contig292 Protein LS                  AGGCAGGcontig292 Solyc08g Solyc08g Protein LSM14 homolog A-B (A                contig292 Solyc08g Protein LSM14 hom                  SL2.40ch AT5G45330.1  unknown   chr5:183  306.416 292.221 123.475 165.87 146.365 129.873
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -0.959 Detected -1.079 Detected -1.019 0.014 GT Sens contig293 contig293 Eukaryoti                     TGGAGCTcontig293 Solyc05g Solyc05g Eukaryoti                     GO:00037 GO:00037    contig293 Solyc05g Eukaryoti                      GO:00037 SL2.40ch AT3G2640EIF4B1  EIF4B1; t     chr3:966  1877.19 1519.42 450.741 514.069 926.419 850.047
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -1.996 Detected -1.475 Detected -1.735 0.024 GT Sens contig293 contig293 Vesicular                   TCTAATT contig293 Solyc09g Solyc09g Vesicular                   GO:00053 GO:00053      contig293 Solyc09g Vesicular                    GO:00053 SL2.40ch AT2G3806PHT4;2  PHT4;2 (P                  chr2:159  517.564 435.813 76.5663 197.679 126.968 181.707
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.393 Detected -0.807 Detected -1.100 0.082 GT Sens contig293 contig293 Alpha-1 4               CAAAACAcontig293 Solyc03g Solyc03g Alpha-1 4               GO:00167 GO:00167     contig293 Solyc03g Alpha-1 4                GO:00167 SL2.40ch AT5G1565RGP2, AT   RGP2 (RE          chr5:509  20943.5 15640.4 7130.06 7570.15 7351.3 10996.1
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -0.813 Detected -1.350 Detected -1.082 0.081 GT Sens contig293 contig293 Unknown              TGATGCTcontig293 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig293 Solyc12g Unknown Protein (A              SL2.40ch AT4G29310.1  unknown   chr4:144  610.503 443.042 176.918 236.642 315.655 216.92
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.560 Detected -0.803 Detected -1.181 0.100 GT Sens contig293 contig293 Dehydrat                   CATACTAcontig293 Solyc03g Solyc03g Dehydration-responsive prote                   contig293 Solyc03g Dehydration-respon                    SL2.40ch AT4G14360.2  dehydrat    chr4:826  3154 2427.71 1128.42 1251.59 1000.75 1686.55
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.072 Detected -1.145 Detected -1.109 0.009 GT Sens contig293 contig293 Enoyl-CoA               GAGCTGGcontig293 Solyc06g Solyc06g Enoyl-CoA               GO:00041 GO:00041   contig293 Solyc06g Enoyl-CoA                GO:00041 SL2.40ch AT1G6552ATECI1, E     ECI1 (DE            chr1:243  11901.1 9740.71 5050.59 5695.68 5460.92 5176.57
GT Sense Sense 0.280 Detected -0.280 Detected 0.000 -2.891 Detected -2.639 Detected -2.765 0.012 GT Sens contig294 contig294 Fasciclin-                TAAAACA contig294 Solyc07g Solyc07g Fasciclin-                GO:00047 GO:00047  contig294 Solyc07g Fasciclin-                 GO:00047 SL2.40ch AT5G39140.1  unknown   chr5:156  802.716 511.986 82.2319 102.979 92.1316 109.44
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.126 Detected -2.957 Detected -2.042 0.156 GT Sens contig294 contig294 Cold shoc               GGGCTAAcontig294 Solyc01g Solyc01g Cold shoc               GO:00036 GO:00036         contig294 Solyc01g Cold shoc                GO:00037 SL2.40ch AT5G5847TAF15b  TAF15b (                 chr5:236  5340.17 4856.18 2303.57 1543.12 2488.15 697.099
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.081 Detected -0.951 Detected -1.016 0.007 GT Sens contig294 contig294 Unknown   GAATCGAcontig294 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig294 Solyc10g Unknown Protein (A  SL2.40ch AT3G57400.1  unknown   chr3:212  4851.43 4230.86 2633.58 3483.39 2283.91 2491.42
GT Sense Sense 0.428 Detected -0.428 Detected 0.000 -2.467 Detected -2.622 Comprom -2.545 0.028 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  70.5325 36.6672 38.8324 20.5463 9.80815 8.78082
GT Sense Sense 0.441 Detected -0.441 Detected 0.000 -3.813 Detected -3.747 Detected -3.780 0.013 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  1562.03 797.786 174.13 153.954 84.707 88.3843
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -1.096 Detected -0.961 Detected -1.028 0.025 GT Sens contig295 contig295 Group II in                 TAACAGAcontig295 Solyc07g Solyc07g Group II in                 GO:00037 GO:00037  contig295 Solyc07g Group II in                  GO:00037 SL2.40ch AT4G29750.1  RNA bind   chr4:145  825.011 628.482 286.027 342.649 359.276 393.36
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -2.438 Detected -1.875 Detected -2.156 0.022 GT Sens contig295 contig295 Receptor                  AACAAAT contig295 Solyc06g Solyc06g Receptor expression-enhancin                   contig295 Solyc06g Receptor expressio                   SL2.40ch AT5G5072ATHVA22    ATHVA22   chr5:206  742.497 560.851 73.6169 139.586 127.009 187.099
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 -2.200 Detected -2.027 Detected -2.113 0.018 GT Sens contig295 contig295 Voltage-g                 CATTTGT contig295 Solyc01g Solyc01g Voltage-g                 GO:00550 GO:00550     contig295 Solyc01g Voltage-g                  GO:00052 SL2.40ch AT5G4989CLC-C, AT   CLC-C (C          chr5:202  1536.33 991.333 316.702 352.746 286.51 321.944
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 -2.538 Detected -1.459 Detected -1.999 0.074 GT Sens contig296 contig296 UTP-gluco                 TTTTGGAcontig296 Solyc05g Solyc05g UTP-gluco                 GO:00081 GO:00081      contig296 Solyc05g UTP-gluco                  GO:00039 SL2.40ch AT5G17310.2  UTP--gluc            chr5:569  103.704 74.036 28.6457 20.2336 16.0844 33.887
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.754 Detected -1.527 Detected -1.640 0.012 GT Sens contig296 contig296 Transcrip                    TGTTCTCcontig296 Solyc09g Solyc09g Transcriptional activator TenA                  contig296 Solyc09g Transcriptional activ                    SL2.40ch AT5G32470.1  FUNCTIO                                                                        chr5:120  932.377 716.383 191.647 273.317 258.422 301.578
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -2.712 Detected -2.089 Detected -2.401 0.020 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  1331.13 1018.93 305.526 410.141 189.554 290.971
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.647 Detected -0.969 Detected -1.308 0.065 GT Sens contig296 contig296 Ethylene-                    TGATATGcontig296 Solyc12g Solyc12g Ethylene-                    GO:00063 GO:00063     contig296 Solyc12g Ethylene-                     GO:00036 SL2.40ch AT1G7493ORA47  ORA47; D       chr1:281  220.55 182.243 73.6781 86.3678 68.2612 108.893
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.782 Detected -1.590 Detected -1.686 0.005 GT Sens contig296 contig296 Serine/thr                TTACAGGcontig296 Solyc06g Solyc06g Serine/thr                GO:00064 GO:00064  contig296 Solyc06g Serine/thr                 GO:00064 SL2.40ch AT1G79640.1  ATP bind             chr1:299  76.734 64.8673 35.9018 57.9199 21.8812 24.9178
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.180 Detected -0.829 Detected -1.005 0.035 GT Sens contig296 contig296 DNAJ cha               TGAAGGGcontig296 Solyc01g Solyc01g DNAJ cha               GO:00310 GO:00310    contig296 Solyc01g DNAJ cha                GO:00064 SL2.40ch AT3G6260ATERDJ3   ATERDJ3           chr3:231  24658.4 20689 10172.1 13355.3 10626.9 13520.7
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -3.220 Detected -1.946 Detected -2.583 0.060 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  2878.51 2097.07 388.914 820.933 281.14 678.066
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 -1.572 Comprom -1.233 Comprom -1.402 0.047 GT Sens contig296 contig296 ATP-depe                 AATGCCTcontig296 Solyc11g Solyc11g ATP-depe                 GO:00055 GO:00055  contig296 Solyc11g ATP-depe                  GO:00055 SL2.40ch AT1G35530.1  DEAD/DE      chr1:130  20.1391 13.0754 10.4133 13.4382 5.81976 7.34155
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 -2.493 Detected -0.896 Detected -1.695 0.180 GT Sens contig296 contig296 LOB dom                 GTGAACAcontig296 Solyc06g Solyc06g LOB dom                 GO:00055 GO:00055  contig296 Solyc06g LOB dom                  GO:00055 SL2.40ch AT2G2850LBD11  LBD11 (L      chr2:121  55.5485 73.3525 19.4025 11.5934 12.0927 36.4662
GT Sense Sense 0.441 Detected -0.441 Detected 0.000 -2.309 Detected -1.668 Detected -1.989 0.068 GT Sens contig297 contig297 Galactosy              AGAGATTcontig297 Solyc07g Solyc07g Galactosy              GO:00038 GO:00038  contig297 Solyc07g Galactosy               GO:00038 SL2.40ch AT3G1866PGSIP1  PGSIP1 (            chr3:641  413.084 210.858 63.8798 86.2998 63.5186 98.7232
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.731 Detected -1.664 Detected -1.697 0.002 GT Sens contig297 contig297 Hydrolase                 GTCGAGAcontig297 Solyc06g Solyc06g Hydrolase                 GO:00167 GO:00167  contig297 Solyc06g Hydrolase                  GO:00167 SL2.40ch AT1G80280.1  hydrolas       chr1:301  794.16 684.15 144.151 218.398 236.849 247.281
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 -1.234 Detected -1.144 Detected -1.189 0.033 GT Sens contig297 contig297 Ras-relate                  AAATACGcontig297 Solyc06g Solyc06g Ras-relate                  GO:00039 GO:00039  contig297 Solyc06g Ras-relate                   GO:00039 SL2.40ch AT3G536 ATRAB8  ATRAB8;    chr3:198  42.2978 53.6494 12.9853 23.0573 21.6021 22.9175
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.229 Detected -0.991 Detected -1.110 0.012 GT Sens contig297 contig297 Calmodul              CTTTCTAcontig297 Solyc02g Solyc02g Calmodul              GO:00055 GO:00055   contig297 Solyc02g Calmodul               GO:00055 SL2.40ch AT3G59120.1  DC1 dom    chr3:218  1977.39 1781.81 635.439 1698.23 853.949 1004.04
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 -1.698 Detected -1.612 Detected -1.655 0.010 GT Sens contig297 contig297 Serine/thr                ATTGAGGcontig297 Solyc05g Solyc05g Serine/thr                GO:00064 GO:00064  contig297 Solyc05g Serine/thr                 GO:00069 SL2.40ch AT5G6365SNRK2-5,    SNRK2.5       chr5:254  83.7789 63.4239 19.9215 18.8379 23.9503 25.3601
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.568 Detected -2.176 Comprom -1.872 0.026 GT Sens contig297 contig297 Small nuc                CTAAAGAcontig297 Solyc12g Solyc12g Small nuc                GO:00055 GO:00055    contig297 Solyc12g Small nuc                 GO:00055 SL2.40ch AT1G65180.1  DC1 dom    chr1:242  41.8448 36.5016 21.4111 15.7427 14.0607 9.19243
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.615 Detected -1.368 Detected -1.491 0.008 GT Sens contig297 contig297 AT-hook m                  AATTAGCcontig297 Solyc04g Solyc04g AT-hook motif nuclear localize                 contig297 Solyc04g AT-hook motif nucle                  SL2.40ch AT5G49700.1  DNA-bind    chr5:201  6320.85 5581.85 1825.67 1917.87 2067.82 2447.3
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 -1.963 Detected -1.718 Detected -1.841 0.014 GT Sens contig298 contig298 Expansin                    TTTTGGTcontig298 Solyc06g Solyc06g Expansin                    GO:00055 GO:00055  contig298 Solyc06g Expansin                     GO:00055 SL2.40ch AT2G2895ATEXPA6       ATEXPA6      chr2:124  12632.8 15350.6 6458.09 3556.65 3808.01 4499.68
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -2.143 Detected -1.081 Detected -1.612 0.098 GT Sens contig299 contig299 Octicosap              GTTCAAGcontig299 Solyc03g Solyc03g Octicosapeptide/Phox/Bem1p              contig299 Solyc03g Octicosapeptide/Pho               SL2.40ch AT2G01190.1  octicosap      chr2:115  78.7874 88.9977 18.7351 57.3546 20.2181 42.0849
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 -1.956 Detected -1.784 Detected -1.870 0.022 GT Sens contig299 contig299 MAP-like                 TGTAACT contig299 Solyc02g Solyc02g MAP-like                 GO:00066 GO:00066   contig299 Solyc02g MAP-like                  GO:00230 SL2.40ch AT4G36945.1  phospho       chr4:174  1353.07 875.651 214.172 379.771 299.177 336.086
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 -1.276 Detected -1.103 Detected -1.190 0.026 GT Sens contig299 contig299 RING-H2 z                  GAAAATAcontig299 Solyc01g Solyc01g RING-H2 z                  GO:00082 GO:00082   contig299 Solyc01g RING-H2 z                   GO:00082 SL2.40ch AT5G2200RHF2A  RHF2A (R           chr5:727  935.228 688.046 308.155 364.211 353.267 396.991
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.353 Detected -1.003 Detected -1.178 0.023 GT Sens contig300 contig300 Endoplas                     AAGGATGcontig300 Solyc12g Solyc12g Endoplasmic reticulum-Golgi i                    contig300 Solyc12g Endoplasmic reticul                     SL2.40ch AT3G22290.1  unknown   chr3:788  1057.52 927.356 341.592 456.207 413.361 525.194
GT Sense Sense 0.304 Detected -0.304 Detected 0.000 -0.967 Detected -2.454 Detected -1.710 0.167 GT Sens contig300 contig300 Gibberelli                TGTTTACcontig300 Solyc04g Solyc04g Gibberellin regulated protein (A              contig300 Solyc04g Gibberellin regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  231.231 142.677 46.1928 28.8334 99.1 35.2556
GT Sense Sense 0.239 Detected -0.239 Detected 0.000 -2.791 Detected -1.388 Detected -2.089 0.106 GT Sens contig300 contig300 Xylanase              TATCAAC contig300 Solyc03g Solyc03g Xylanase              GO:00065 GO:00065 contig300 Solyc03g Xylanase               GO:00065 SL2.40ch AT5G62270.1  FUNCTIO                                                         chr5:250  4451.49 3008 1161.76 868.532 563.962 1486.32
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.863 Detected -1.008 Detected -1.436 0.079 GT Sens contig300 contig300 Unknown   CTCATGGcontig300 Solyc10g Solyc10g Unknown Protein (AHRD V1);O contig300 Solyc11g068390.1.1 AT3G28770.1  unknown   chr3:107  101.546 91.4925 55.4896 77.764 28.2599 50.9446
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.284 Detected -0.932 Detected -1.108 0.028 GT Sens contig300 contig300 Os03g081                  AGTATACcontig300 Solyc10g Solyc10g Os03g0816700 protein (Fragm                 contig300 Solyc10g Os03g0816700 prote                  SL2.40ch AT3G12020.1  kinesin m    chr3:382  6745.75 5802.81 3161.89 3578.41 2740.02 3487.31
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -3.279 Detected -3.047 Detected -3.163 0.004 GT Sens contig300 contig300 ST63-2 (A    GTTTCTCcontig300 Solyc11g Solyc11g ST63-2 (AHRD V1 ***- B4YYB2 contig300 Solyc11g ST63-2 (AHRD V1 ***  SL2.40ch AT1G51538.1  unknown   chr1:191  686.507 823.702 34.5297 41.7163 82.616 96.7152



GT Sense Sense 0.572 Detected -0.572 Detected 0.000 -2.136 Comprom -1.882 Comprom -2.009 0.076 GT Sens contig300 contig300 Retinol de              AACTATC contig300 Solyc03g Solyc03g Retinol de              GO:00047 GO:00047      contig300 Solyc03g Retinol de               GO:00047 SL2.40ch AT5G50130.1  short-cha       chr5:203  35.4043 15.0683 4.27707 2.82779 5.60525 6.66117
GT Sense Sense -0.381 Detected 0.381 Detected 0.000 -2.095 Detected -1.973 Detected -2.034 0.034 GT Sens contig300 contig300 Formin 3            AGAATGAcontig300 Solyc12g Solyc12g Formin 3            GO:00300 GO:00300   contig300 Solyc12g Formin 3             GO:00300 SL2.40ch AT3G2550AFH1, FH1     AFH1 (FO              chr3:925  140.021 223.442 81.4277 32.25 44.1409 47.9163
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.014 Detected -1.097 Detected -1.055 0.019 GT Sens contig301 contig301 F-box fam                GGTATTGcontig301 Solyc11g Solyc11g F-box family protein (AHRD V1             contig301 Solyc11g F-box family protein               SL2.40ch AT3G57180.1  GTP bind   chr3:211  45.9626 52.6822 14.7574 30.3169 25.984 24.4624
GT Sense Sense 0.497 Detected -0.497 Detected 0.000 -2.042 Detected -1.062 Detected -1.552 0.156 GT Sens contig301 contig301 ABC trans                  GTTCCGAcontig301 Solyc04g Solyc04g ABC trans                  GO:00168 GO:00168    contig301 Solyc04g ABC trans                   GO:00085 SL2.40ch AT3G55090.1  ATPase,        chr3:204  806.61 380.853 76.2193 156.926 143.484 282.211
GT Sense Sense 0.946 Detected -0.946 Detected 0.000 -4.307 Comprom -3.261 Detected -3.784 0.073 GT Sens contig301 contig301 Expansin            GATCACAcontig301 Solyc07g Solyc07g Expansin            GO:00051 GO:00051        contig301 Solyc07g Expansin             GO:00051 SL2.40ch AT4G0163ATEXPA1       ATEXPA1       chr4:700  341.708 86.6724 22.6471 25.2049 9.27295 19.0844
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.742 Detected -1.374 Detected -1.558 0.014 GT Sens contig301 contig301 Isoamyl a              GAGGAG contig301 Solyc02g Solyc02g Isoamyl a              GO:00066 GO:00066    contig301 Solyc02g Isoamyl a               GO:00040 SL2.40ch AT5G45920.1  carboxyl         chr5:186  6123.39 6008.51 2541.82 3419.91 1933.86 2487.65
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.749 Detected -1.289 Detected -1.519 0.023 GT Sens contig301 contig301 WD-repea                 TTTGTTGcontig301 Solyc04g Solyc04g WD-repea                 GO:00322 GO:00322  contig301 Solyc04g WD-repea                  GO:00322 SL2.40ch AT5G3969ANAC093  ANAC093          chr5:158  202.374 180.896 59.0378 80.6442 60.6847 83.2697
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.243 Detected -1.333 Detected -1.288 0.002 GT Sens contig301 contig301 Armadillo                TGTGATGcontig301 Solyc07g Solyc07g Armadillo                GO:00054 GO:00054 contig301 Solyc07g Armadillo                 GO:00054 SL2.40ch AT1G16940.1  F-box fam    chr1:579  979.118 977.699 356.978 422.576 440.901 413.021
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 -2.760 Comprom -1.588 Detected -2.174 0.069 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  45.4036 35.3098 6.57168 19.7271 6.3021 14.16
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.207 Detected -1.038 Detected -1.123 0.006 GT Sens contig302 contig302 Transduc       TATATTA contig302 Solyc01g Solyc01g Transducin family protein (AHR    contig302 Solyc01g Transducin family p     SL2.40ch AT2G16405.1  transduc          chr2:710  610.029 569.954 175.214 304.964 272.367 305.23
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -3.218 Comprom -2.659 Comprom -2.939 0.009 GT Sens contig302 contig302 F1L3.5 (A    TACATAGcontig302 Solyc07g Solyc07g F1L3.5 (AHRD V1 ***- Q9LNR9 contig302 Solyc07g F1L3.5 (AHRD V1 ***  SL2.40ch AT5G61140.1  DEAD bo      chr5:245  47.1441 46.5472 13.8135 18.2619 5.36694 7.88797
GT Sense Sense 0.347 Detected -0.347 Detected 0.000 -1.570 Detected -1.440 Detected -1.505 0.051 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  2094.49 1218.49 949.508 1208.87 573.701 626.011
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.332 Detected -0.928 Detected -1.130 0.034 GT Sens contig302 contig302 DsRNA-bi               CAGATGTcontig302 Solyc04g Solyc04g DsRNA-bi               GO:00056 GO:00056 contig302 Solyc04g DsRNA-bi                GO:00056 SL2.40ch AT1G0970HYL1, DR   HYL1 (HY              chr1:313  213.179 183.211 69.6299 77.098 83.7088 110.464
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 -1.951 Detected -1.106 Detected -1.529 0.130 GT Sens contig302 contig302 Unknown   TTGTTAT contig302 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig302 Solyc04g Unknown Protein (A  SL2.40ch AT5G49770.1  leucine-r        chr5:202  390.91 198.648 93.9269 144.23 76.8562 137.603
GT Sense Sense 2.264 Detected -2.264 Detected 0.000 -3.019 Comprom -3.110 Comprom -3.065 0.309 GT Sens contig303 contig303 Unknown   TCATCTT contig303 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig303 Solyc10g Unknown Protein (A  SL2.40ch AT2G39360.1  protein k     chr2:164  299.072 12.196 2.93107 10.9865 7.94265 7.435
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.170 Comprom -1.102 Comprom -1.136 0.018 GT Sens contig303 contig303 Phosphop             TCAAAGAcontig303 Solyc12g Solyc12g Phosphop             GO:00038 GO:00038  contig303 Solyc12g Phosphop              GO:00038 SL2.40ch AT3G1803ATHAL3A      ATHAL3A        chr3:616  10.8734 12.5905 5.21716 3.06104 5.54568 5.7966
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.123 Detected -1.370 Detected -1.247 0.014 GT Sens contig303 contig303 ATP bind                 CGTACCTcontig303 Solyc08g Solyc08g ATP bind                 GO:00055 GO:00055      contig303 Solyc08g ATP bind                  GO:00055 SL2.40ch AT5G26150.1  protein k     chr5:913  1799.68 1512.99 531.331 717.44 807.918 678.611
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 -1.221 Detected -1.093 Detected -1.157 0.031 GT Sens contig303 contig303 UPF0503                  TTGATACcontig303 Solyc10g Solyc10g UPF0503 protein At3g09070%2                  contig303 Solyc10g UPF0503 protein At3                  SL2.40ch AT2G38070.1  FUNCTIO                                                                   chr2:159  584.48 416.729 216.045 271.662 225.723 246.003
GT Sense Sense 0.369 Detected -0.369 Detected 0.000 -1.471 Detected -1.088 Detected -1.280 0.092 GT Sens contig303 contig303 Genomic                    AACAGGGcontig303 Solyc08g Solyc08g Genomic DNA chromosome 5 T                  contig303 Solyc08g Genomic DNA chrom                    SL2.40ch AT2G15500.1  FUNCTIO                                                                  chr2:676  520.851 293.642 145.804 191.104 150.404 195.585
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.628 Detected -2.134 Detected -1.881 0.018 GT Sens contig303 contig303 Unknown              GGCAGTGcontig303 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig303 Solyc06g Unknown Protein (A              SL2.40ch AT5G61520.2  hexose tr    chr5:247  180.614 159.59 70.5179 123.647 58.5837 41.1239
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -4.577 Comprom -3.965 Comprom -4.271 0.005 GT Sens contig303 contig303 Patatin-lik              AAACATGcontig303 Solyc02g Solyc02g Patatin-lik              GO:00046 GO:00046   contig303 Solyc02g Patatin-lik               GO:00046 SL2.40ch AT5G11470.1  DNA bind       chr5:366  101.429 87.6746 1.77868 7.77481 4.21407 6.41954
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.071 Detected -0.990 Detected -1.031 0.028 GT Sens contig304 contig304 TBC1 dom               AGAGAAGcontig304 Solyc07g Solyc07g TBC1 dom               GO:00050 GO:00050      contig304 Solyc07g TBC1 dom                GO:00050 SL2.40ch AT3G07890.2  RabGAP/     chr3:251  1650.19 1223.96 536.004 803.055 721.332 760.544
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -3.020 Comprom -1.650 Comprom -2.335 0.078 GT Sens contig304 contig304 WRKY tra               GAAGGAGcontig304 Solyc02g Solyc02g WRKY tra               GO:0045449 contig304 Solyc02g WRKY tra                GO:00454 SL2.40ch AT1G6815WRKY9, A   WRKY9; t    chr1:255  14.1671 15.3992 1.70893 1.90114 1.9419 5.00298
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -2.494 Detected -1.401 Detected -1.947 0.071 GT Sens contig304 contig304 WRKY tra               CACAAAT contig304 Solyc02g Solyc02g WRKY tra               GO:0045449 contig304 Solyc02g WRKY tra                GO:00454 SL2.40ch AT4G1817WRKY28,   WRKY28;    chr4:100  1242.4 1083.34 381.989 379.436 219.617 467.174
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.294 Detected -1.000 Detected -1.147 0.019 GT Sens contig304 contig304 Phosphol                ATTCAAT contig304 Solyc05g Solyc05g Phosphol                GO:00040 GO:00040   contig304 Solyc05g Phosphol                 GO:00040 SL2.40ch AT1G26130.1  haloacid      chr1:903  1988.91 1716.6 608.606 930.939 803.4 982.499
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 -1.504 Detected -1.629 Detected -1.566 0.030 GT Sens contig304 contig304 Unknown             ACCACCCcontig304 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3            contig304 Solyc01g Unknown Protein (A             SL2.40ch AT3G17712.1  unknown   chr3:605  104.739 142.965 50.0707 74.8949 46.0192 42.0594
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 -1.627 Detected -1.096 Detected -1.362 0.053 GT Sens contig304 contig304 Jumonji d      ATGAAAAcontig304 Solyc08g Solyc08g Jumonji domain protein (AHRD   contig304 Solyc08g Jumonji domain pro     SL2.40ch AT5G4478OSB3  OSB3 (OR           chr5:180  97.1546 70.1946 39.554 53.7688 28.5018 41.0689
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -2.427 Detected -1.944 Detected -2.185 0.012 GT Sens contig305 contig305 ATP-bind                TTATTTT contig305 Solyc12g Solyc12g ATP-bind                GO:00171 GO:00171  contig305 Solyc12g ATP-bind                 GO:00160 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  653.341 640.694 246.412 417.133 128.327 178.772
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -0.856 Detected -2.500 Detected -1.678 0.185 GT Sens contig305 contig305 Cathepsin                        AAGAATT contig305 Solyc02g Solyc02g Cathepsin                        GO:00041 GO:00041   contig305 Solyc02g Cathepsin                         GO:00041 SL2.40ch AT3G49340.1  cysteine    chr3:182  555.814 400.754 711.958 40.2777 278.038 88.6886
GT Sense Sense 0.346 Detected -0.346 Detected 0.000 -3.470 Detected -2.711 Detected -3.091 0.027 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  11209.8 6526.72 1263.48 1199.28 822.88 1389.06
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.659 Detected -1.019 Detected -1.339 0.053 GT Sens contig305 contig305 Multidrug                  GTCATCTcontig305 Solyc03g Solyc03g Multidrug                  GO:00160 GO:00160  contig305 Solyc03g Multidrug                   GO:00052 SL2.40ch AT4G25640.1  MATE eff     chr4:130  661.667 587.463 271.58 197.361 210.508 327.014
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -2.457 Detected -2.271 Detected -2.364 0.007 GT Sens contig305 contig305 Guanine n               TCGACATcontig305 Solyc02g Solyc02g Guanine n               GO:00428 GO:00428   contig305 Solyc02g Guanine n                GO:00428 SL2.40ch AT5G39500.1  pattern fo     chr5:158  165.604 120.93 17.1463 42.8996 27.4832 31.172
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 -1.391 Detected -1.202 Detected -1.297 0.010 GT Sens contig305 contig305 CXE carb              TTGAAGAcontig305 Solyc03g Solyc03g CXE carb              GO:00081 GO:00081  contig305 Solyc03g CXE carb               GO:00081 SL2.40ch AT3G27320.2  hydrolas   chr3:100  710.176 588.837 206.128 257.958 262.933 298.817
GT Sense Sense 0.385 Detected -0.385 Detected 0.000 -2.501 Detected -3.599 Detected -3.050 0.045 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  303.627 167.472 21.9009 30.3738 42.4909 19.7875
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.422 Detected -1.061 Detected -1.241 0.021 GT Sens contig305 contig305 F-box fam              TCCATTCcontig305 Solyc03g Solyc03g F-box family protein (AHRD V1           contig305 Solyc03g F-box family protein             SL2.40ch AT5G10080.1  aspartyl     chr5:315  138.224 130.815 46.3003 54.0414 53.5268 68.5369
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -3.230 Detected -2.172 Detected -2.701 0.036 GT Sens contig306 contig306 Unknown   AACTTAT contig306 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig306 Solyc12g Unknown Protein (A  SL2.40ch AT3G0108WRKY58,   WRKY58;    chr3:255  3751.59 3473.12 722.758 1140.09 410.371 851.654
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.720 Detected -1.512 Detected -1.616 0.021 GT Sens contig306 contig306 Purple ac             GACCAATcontig306 Solyc01g Solyc01g Purple ac             GO:00055 GO:00055      contig306 Solyc01g Purple ac              GO:00047 SL2.40ch AT1G13900.1  calcineur      chr1:475  13886.6 9705.44 4481.4 4725.82 3759.07 4327.46
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -1.094 Detected -0.924 Detected -1.009 0.022 GT Sens contig306 contig306 Unknown   GTTTCAAcontig306 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig306 Solyc10g Unknown Protein (A  SL2.40ch AT2G30530.1  unknown   chr2:130  328.528 369.271 145.319 239.922 173.984 195.142
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -1.099 Detected -1.477 Detected -1.288 0.032 GT Sens contig306 contig306 Nitrate tra                 TACAATT contig306 Solyc06g Solyc06g Nitrate tra                 GO:00800 GO:00800        contig306 Solyc06g Nitrate tra                  GO:00800 SL2.40ch AT3G45720.1  proton-de        chr3:167  861.921 985.846 616.539 168.942 458.826 352.122
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 -0.860 Detected -1.168 Detected -1.014 0.039 GT Sens contig306 contig306 Palmitoylt               AACAGTAcontig306 Solyc10g Solyc10g Palmitoylt               GO:00082 GO:00082   contig306 Solyc10g Palmitoylt                GO:00082 SL2.40ch AT5G02160.1  unknown   chr5:426  80.7431 62.7478 25.0977 26.5625 41.828 33.6787
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.348 Detected -1.421 Detected -1.385 0.002 GT Sens contig306 contig306 Hedgehog                  TCTAAGGcontig306 Solyc03g Solyc03g Hedgehog                  GO:00055 GO:00055   contig306 Solyc03g Hedgehog                   GO:00055 SL2.40ch AT1G74790.1  catalytic  chr1:280  663.536 588.354 289.532 243.022 261.725 248.092
GT Sense Sense 0.332 Detected -0.332 Detected 0.000 -2.497 Detected -1.704 Detected -2.100 0.056 GT Sens contig306 contig306 Receptor               TTATCAT contig306 Solyc09g Solyc09g Receptor like protein kinase (A             contig306 Solyc09g Receptor like protein              SL2.40ch AT4G3518LHT7  LHT7 (Ly         chr4:167  1731.2 1027.64 709.274 365.866 252.031 435.197
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.572 Detected -1.320 Detected -1.446 0.009 GT Sens contig307 contig307 Receptor-                CACTTCT contig307 Solyc07g Solyc07g Receptor-                GO:00047 GO:00047        contig307 Solyc07g Receptor   GO:00047 SL2.40ch AT1G07650.1  leucine-r        chr1:235  3210.79 2774.18 1448.01 1330.5 1070.49 1270.51
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 -1.551 Detected -1.345 Detected -1.448 0.012 GT Sens contig308 contig308 Cys2/His2                TTGCCTGcontig308 Solyc03g Solyc03g Cys2/His2                GO:00037 GO:00037      contig308 Solyc03g Cys2/His2                 GO:00037 SL2.40ch AT3G5906PIL6, PIF5  PIL6 (PHY            chr3:218  148.679 165.175 53.1927 62.6014 57.03 65.5774
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -2.465 Detected -1.735 Detected -2.100 0.034 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  135.275 103.022 23.191 37.1002 22.8018 37.6976
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -2.536 Detected -2.376 Detected -2.456 0.001 GT Sens contig308 contig308 Protein ph               ATGAAAGcontig308 Solyc06g Solyc06g Protein ph               GO:00038 GO:00038       contig308 Solyc06g Protein ph                GO:00047 SL2.40ch AT1G7277HAB1  HAB1 (HO         chr1:273  1865.3 1720.6 323.949 282.306 329.487 366.921
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 -1.357 Detected -1.299 Detected -1.328 0.072 GT Sens contig308 contig308 CHP-rich              TTTCGGCcontig308 Solyc01g Solyc01g CHP-rich zinc finger protein-lik             contig308 Solyc01g CHP-rich zinc finger             SL2.40ch AT3G11920.1  glutaredo   chr3:377  306.343 171.104 59.1648 90.625 95.3394 98.9308
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -0.960 Detected -1.042 Detected -1.001 0.018 GT Sens contig309 contig309 Bifunction                 CAAAGAT contig309 Solyc01g Solyc01g Bifunction                 GO:00442 GO:00442   contig309 Solyc01g Bifunction                  GO:00442 SL2.40ch AT3G6283UXS2, AT   AUD1; UD       chr3:232  92.4054 72.7472 61.1873 42.5523 44.9553 42.3483
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -1.884 Detected -1.832 Detected -1.858 0.005 GT Sens contig309 contig309 U-box dom              AAATAGAcontig309 Solyc06g Solyc06g U-box dom              GO:00054 GO:00054   contig309 Solyc06g U-box dom               GO:00048 SL2.40ch AT3G465 PUB13, AT   PUB13 (P       chr3:171  1685.71 1335.39 412.585 445.897 433.608 448.186
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 -2.034 Detected -2.046 Detected -2.040 0.024 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  669.595 404.311 147.537 131.875 135.479 133.977
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -2.191 Detected -1.602 Detected -1.896 0.025 GT Sens contig309 contig309 Receptor                ATATCAC contig309 Solyc03g Solyc03g Receptor                GO:00064 GO:00064  contig309 Solyc03g Receptor   GO:00055 SL2.40ch AT1G5373SRF6  SRF6 (ST                chr1:200  584.152 489.523 95.3059 159.646 124.914 187.284
GT Sense Sense 0.409 Detected -0.409 Detected 0.000 -2.448 Comprom -1.096 Detected -1.772 0.154 GT Sens contig309 contig309 Os08g010                  AAAGCTAcontig309 Solyc01g Solyc01g Os08g0100600 protein (Fragm                 contig309 Solyc01g Os08g0100600 prote                  SL2.40ch AT4G28150.2  unknown   chr4:139  78.3609 41.8222 6.82778 5.80472 11.1873 28.4788
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.895 Detected -1.257 Detected -1.576 0.040 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  1291.81 1303.13 511.12 558.807 372.042 577.315
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.835 Detected -1.570 Detected -1.702 0.012 GT Sens contig310 contig310 Dynein lig                     AAGATGCcontig310 Solyc03g Solyc03g Dynein lig                     GO:00428 GO:00428     contig310 Solyc03g Dynein lig                      GO:00428 SL2.40ch AT1G5224ATROPGE    ROPGEF            chr1:194  418.941 326.745 132.601 194.16 110.614 132.467
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -0.968 Detected -1.070 Detected -1.019 0.007 GT Sens contig310 contig310 ATP bind                 AATCAAGcontig310 Solyc09g Solyc09g ATP bind                 GO:00055 GO:00055      contig310 Solyc09g ATP bind                  GO:00055 SL2.40ch AT1G0757APK1A, A   APK1A; k      chr1:233  1568.37 1336.21 638.114 713.81 789.216 733.247
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -2.854 Detected -1.251 Detected -2.053 0.126 GT Sens contig310 contig310 Endogluc                GGTCCTGcontig310 Solyc08g Solyc08g Endogluc                GO:00059 GO:00059    contig310 Solyc08g Endogluc                 GO:00088 SL2.40ch AT1G0280ATCEL2,   ATCEL2;       chr1:613  21829.3 17841.9 1884.7 2401.84 2910.39 8813.07
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -1.209 Detected -0.818 Detected -1.014 0.037 GT Sens contig310 contig310 Histone H             ACTAAGAcontig310 Solyc01g Solyc01g Histone H             GO:00056 GO:00056 contig310 Solyc01g Histone H              GO:00056 SL2.40ch AT1G5469HTA3, H2A     GAMMA-         chr1:204  1143.48 1150.93 535.529 487.907 529.086 691.669
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -1.760 Detected -1.075 Detected -1.417 0.058 GT Sens contig310 contig310 Aspartic p              GTCCATCcontig310 Solyc06g Solyc06g Aspartic p              GO:00065 GO:00065 contig310 Solyc06g Aspartic p               GO:00065 SL2.40ch AT4G00910.1  unknown   chr4:389  1517 1250.79 693.041 731.01 433.765 695.244
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.684 Detected -1.326 Detected -1.505 0.014 GT Sens contig310 contig310 Neutral in                AAATATC contig310 Solyc11g Solyc11g Neutral in                GO:00055 GO:00055    contig310 Solyc11g Neutral in                 GO:00055 SL2.40ch AT4G095 CINV2  beta-fruc             chr4:602  1007.81 987.839 257.148 310.628 331.058 423.265
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.319 Comprom -2.472 Comprom -1.896 0.082 GT Sens contig311 contig311 CHP-rich              GAGAAAAcontig311 Solyc01g Solyc01g CHP-rich zinc finger protein-lik             contig311 Solyc01g CHP-rich zinc finger             SL2.40ch AT1G5025FTSH1  FTSH1 (F         chr1:186  14.8494 13.206 2.81919 2.15695 5.98581 2.68337
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -2.918 Detected -4.052 Comprom -3.485 0.026 GT Sens contig311 contig311 Cinnamyl                GGCATCAcontig311 Solyc11g Solyc11g Cinnamyl                GO:00081 GO:00081    contig311 Solyc11g Cinnamyl                 GO:00455 SL2.40ch AT4G3933ATCAD9,   CAD9 (CI             chr4:182  112.345 118.591 31.8023 14.5767 16.2814 7.39773
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 -1.433 Detected -1.998 Detected -1.716 0.041 GT Sens contig311 contig311 GDSL est              AGAACTCcontig311 Solyc02g Solyc02g GDSL est              GO:00066 GO:00066    contig311 Solyc02g GDSL est               GO:00040 SL2.40ch AT2G23540.1  GDSL-mo      chr2:100  583.407 403.49 92.2205 92.4001 191.568 129.108
GT Sense Sense -0.378 Detected 0.378 Detected 0.000 -0.857 Detected -1.955 Detected -1.406 0.169 GT Sens contig311 contig311 Unknown           ACCCGGGcontig311 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3          contig311 Solyc09g Unknown Protein (A           SL2.40ch AT2G05540.1  glycine-r    chr2:203  599.37 952.629 588.837 659.284 444.732 207.16
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -3.248 Detected -2.646 Detected -2.947 0.013 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  7204.57 5397.5 748.1 1957.42 699.899 1059.39
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 -1.387 Detected -1.022 Detected -1.205 0.090 GT Sens contig312 contig312 Ceramide     GTTCCTAcontig312 Solyc12g Solyc12g Ceramide glucosyltransferase    contig312 Solyc12g Ceramide glucosyltr     SL2.40ch AT2G19880.1  ceramide    chr2:858  266.7 156.039 89.7655 113.084 83.1813 106.785
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 -1.335 Detected -1.315 Detected -1.325 0.035 GT Sens contig312 contig312 Leucine-r                   GGAACCAcontig312 Solyc01g Solyc01g Leucine-r                   GO:00055 GO:00055   contig312 Solyc01g LRR recep    GO:00163 SL2.40ch AT4G08850.2  kinase  chr4:563  93.7691 61.931 28.9873 38.5137 32.2139 32.5624
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -2.763 Detected -0.971 Detected -1.867 0.174 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  5296.17 5685.65 7283.49 3021.26 862.172 2976.08
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -1.024 Detected -1.062 Detected -1.043 0.026 GT Sens contig312 contig312 Hydroxyp        AGGAGTCcontig312 Solyc12g Solyc12g Hydroxyproline-rich glycoprot       contig312 Solyc12g Hydroxyproline-rich       SL2.40ch AT5G2412SIGE, SIG    SIGE (SIG               chr5:815  179.242 213.893 84.9196 97.8799 102.683 99.6782
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.177 Detected -1.080 Detected -1.129 0.022 GT Sens contig312 contig312 Unknown   ATACTGAcontig312 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig312 Solyc08g Unknown Protein (A  SL2.40ch AT4G22600.1  unknown   chr4:119  69.1099 51.8022 32.89 23.1222 28.2098 30.0897
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.363 Detected -2.078 Detected -1.720 0.042 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  262.356 227.563 88.4142 89.0757 101.287 61.5369
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -1.882 Detected -1.449 Detected -1.665 0.028 GT Sens contig312 contig312 Harpin-ind              AGCTTAT contig312 Solyc04g Solyc04g Harpin-induced protein (AHRD            contig312 Solyc04g Harpin-induced prot              SL2.40ch AT1G45688.1  unknown   chr1:171  10433.6 7570.37 2810.99 4670.61 2571.22 3462.15
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.504 Detected -1.454 Detected -1.479 0.005 GT Sens contig312 contig312 Thioester              AACATGGcontig312 Solyc04g Solyc04g Thioester              GO:0016291 contig312 Solyc04g Thioester               GO:00162 SL2.40ch AT1G68260.1  thioester     chr1:255  134.061 110.256 36.3381 43.6456 45.7053 47.181
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -2.226 Detected -1.179 Detected -1.703 0.084 GT Sens contig313 contig313 RING fing               TGTAATCcontig313 Solyc01g Solyc01g RING fing               GO:00082 GO:00082   contig313 Solyc01g RING fing                GO:00082 SL2.40ch AT5G07040.1  zinc finge        chr5:219  362.005 308.496 86.0251 129.505 76.1583 156.944
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.758 Detected -0.963 Detected -1.361 0.076 GT Sens contig313 contig313 Unannota GAACTGTCTTCATTGCAATTTTCACTCAGCATGTTGGAGTTAGTTACGC contig313 Solyc08g Auxin res                 GO:00063 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  39.3763 38.214 20.8276 26.5989 12.2295 21.1562
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 -1.072 Detected -1.014 Detected -1.043 0.007 GT Sens contig313 contig313 Unannota TAGAAAATATCCCATGATTGGGGATAAGTCAAACACTGGATGAGAGTTG contig313 Solyc08g Auxin res                 GO:00063 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  34.1865 35.9894 13.4146 19.7942 17.7903 18.4685
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.001 Detected -1.029 Detected -1.015 0.016 GT Sens contig313 contig313 Unannota ACAGCCTGAATTGAGGTACAACATATACTCGCACGCAGACACAAACACA contig313 Solyc04g Actin-dep                 GO:00510 SL2.40ch AT3G4600ADF2  ADF2 (AC        chr3:169  118.505 93.0484 48.2207 69.8651 55.9428 54.6927
GT Sense Sense 0.116 Detected -0.115 Detected 0.000 -2.450 Detected -1.548 Detected -1.999 0.050 GT Sens contig313 contig313 Unannota CCGTTTTCAACTTGCTCGGAGATGAAGTGTTATTGTAATCTTTCTTTTT contig313 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  66593 53389 23757.2 21411.7 11636.9 21685.1
GT Sense Sense 0.216 Detected -0.216 Detected 0.000 -2.329 Detected -1.477 Detected -1.903 0.058 GT Sens contig313 contig313 Unannota GAGTTTGTTCACTTTGGAGCATTTTTCATTTCTCTTTTCTGTTCCTGTT contig313 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  708.232 493.875 202.528 158.986 125.534 225.935
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 -2.129 Detected -1.923 Detected -2.026 0.010 GT Sens contig314 contig314 Unannota TACATGCACTTACTAAACAATGAAAGCTGTAATCTGGAATATGTTTCTTCcontig314 Solyc06g Calcineur                   GO:00055 SL2.40ch AT4G29103.1 68.1754 50.221 11.9821 28.2904 14.2669 16.4111
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.855 Detected -1.767 Detected -1.811 0.001 GT Sens contig314 contig314 Unannota CCAATACTGGAGCAAATTCAATTTAGCCACCTATCTTATGAAAATACTATcontig314 Solyc06g Calcineur                   GO:00055 SL2.40ch AT4G29103.1 134.886 120.504 29.3327 61.4278 37.5861 39.8319
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.229 Comprom -1.453 Comprom -1.341 0.016 GT Sens contig314 contig314 Unannota CCAAAAATGCTCCTCTTCCCTTTTAATAATTTGATTAGAAGCTTTTCCAGcontig314 Solyc04g Xenotrop                  GO:00160 SL2.40ch AT2G32295.1  FUNCTIO                                                                      chr2:137  17.58 13.7519 6.37708 5.77669 7.07456 6.03891
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -1.038 Detected -1.036 Detected -1.037 0.000 GT Sens contig315 contig315 Unannota AATTTGGGGTATTGAAGAAAGCACGTGGATGGTTATGCGTGTTTGATGGcontig315 Solyc11g Cys2/His2                 GO:00037 SL2.40ch AT4G26005.1 1465.24 1341.92 737.596 1327.56 728.405 727.092
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.595 Detected -1.277 Detected -1.436 0.013 GT Sens contig315 contig315 Unannota GGATGACATATAAAATGGACGGAGGGAGTAACATCTGGTTTTCCTTATT contig315 Solyc03g Hydrolase alpha/bet                  SL2.40ch AT5G20610.1  unknown   chr5:696  60.9305 54.003 15.9893 11.7547 20.2464 25.1729
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -1.354 Detected -1.157 Detected -1.255 0.012 GT Sens contig315 contig315 Unannota GAGGAATAATGTCTCTCTGTAGGATACATAAACTTCCATATATCACAAAGcontig315 Solyc03g Hydrolase alpha/bet                  SL2.40ch AT5G20610.1  unknown   chr5:696  182.884 150.915 53.9353 61.3638 69.306 79.2102
GT Sense Sense -1.218 Detected 1.218 Detected 0.000 -1.175 Detected -2.076 Comprom -1.626 0.337 GT Sens contig316 contig316 Unannota GCCTATGCTTGTATGACACATAGTTTAGATTCTTTATATTCTTCTTAACAcontig316 Solyc10g GH3 famil                GO:00801 SL2.40ch AT5G4480CHR4  CHR4 (CH                         chr5:180  15.5599 79.1741 19.1879 3.22031 16.5713 8.85189
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.368 Detected -1.183 Detected -1.275 0.008 GT Sens contig316 contig316 Unannota TTGGCTTTGGTTAAAAACATTGCATTGGTGTTGTTGCCTTTTTGAAGGT contig316 Solyc04g Transcrip               GO:00037 SL2.40ch AT2G3478EMB1611    MEE22 (M       chr2:146  253.353 217.627 75.6331 83.5117 97.0035 109.979
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -1.534 Detected -1.314 Detected -1.424 0.007 GT Sens contig316 contig316 Unannota AGTTCAGAACTAAATTTGTGGATCCTGAGCTATCTGCCTTTGTATTTTC contig316 Solyc04g Transcrip               GO:00037 SL2.40ch AT2G3478EMB1611    MEE22 (M       chr2:146  312.036 279.51 79.7514 107.735 108.736 126.327
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.075 Detected -2.090 Detected -1.582 0.090 GT Sens contig317 contig317 Pectate ly               TTTAAAT contig317 Solyc09g Solyc09g Pectate ly               GO:00168 GO:00168  contig317 Solyc09g Pectate ly                GO:00168 SL2.40ch AT1G67750.1  pectate ly     chr1:254  47.6758 47.8806 29.9971 16.1049 24.1871 11.9314
GT Sense Sense 0.653 Detected -0.653 Detected 0.000 -2.106 Comprom -1.323 Comprom -1.715 0.153 GT Sens contig317 contig317 Unannota CAGTTGTTATGAACAGTATCGAATAAAGGGTATTGTCTAGGAAACTGTG contig317 Solyc04g F-box/kelch-repeat p               SL2.40ch AT5G43190.1  F-box fam     chr5:173  39.9477 15.1944 14.5135 7.60303 6.10139 10.4705
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -2.110 Comprom -1.703 Comprom -1.906 0.011 GT Sens contig317 contig317 Unannota GGTTGTCTTAAAGCTTTGCTTTAGTGCCATACCCTCAGTTAGAAACAAT contig317 Solyc04g WD-repea                  GO:00322 SL2.40ch AT1G1470PAP3, AT   PAP3 (PU           chr1:505  27.092 24.6951 5.99674 16.2882 6.39097 8.44961
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.526 Detected -1.254 Detected -1.390 0.013 GT Sens contig317 contig317 Unannota AAGCCTGATACGGAATTTCATTTACGTAGCCCTGTCCATGGATACTCCT contig317 Solyc04g WD-repea                  GO:00322 SL2.40ch AT1G1470PAP3, AT   PAP3 (PU           chr1:505  29.517 30.9975 6.29192 15.5037 11.1989 13.486
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -2.001 Detected -1.604 Detected -1.802 0.016 GT Sens contig318 contig318 Unannota TTGAACAGGAAAAATCTTCTTACCACCAAGATTTTACTCTTGTGGGCCT contig318 Solyc11g Interactor of constit        SL2.40ch AT5G60430.2  antiporte     chr5:243  71.0484 57.0414 12.4904 14.1721 16.9574 22.2731
GT Sense Sense 0.313 Detected -0.313 Detected 0.000 -2.019 Detected -1.147 Detected -1.583 0.098 GT Sens contig318 contig318 Unannota AGCTATCGGATAGAGAAAGCTGAGATCCAGAGGAAGATTTATCAGATGGcontig318 Solyc01g Genomic DNA chrom         SL2.40ch AT1G2990CARB  CARB (CA            chr1:104  52.6673 32.1141 13.439 19.1356 10.8235 19.7477
GT Sense Sense 0.513 Detected -0.513 Detected 0.000 -0.894 Detected -1.794 Detected -1.344 0.188 GT Sens contig318 contig318 Unannota GGTAGTGTCTGACTTATGTGATGAAAAAATGTGGTTCTATCAGCATTTA contig318 Solyc12g Soluble diacylglycer               SL2.40ch AT5G48657.1 141.276 65.2835 50.0316 57.3343 55.1279 29.4384
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -0.849 Detected -1.155 Detected -1.002 0.023 GT Sens contig318 contig318 Unannota TGCCTTAGTATGATTTTCCGATGATCCAACGAAGTGGTTCAATTGATCA contig318 Solyc04g Alpha-1 4                 GO:00167 SL2.40ch AT5G5075RGP4  RGP4 (RE          chr5:206  67.09 64.956 16.3489 23.7366 39.0793 31.5232
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -2.349 Detected -1.913 Detected -2.131 0.012 GT Sens contig318 contig318 UDP-D-glu               ACATCGAcontig318 Solyc07g Solyc07g UDP-D-glu               GO:00503 GO:00503      contig318 Solyc07g UDP-D-glu                GO:00503 SL2.40ch AT4G3044GAE1  GAE1 (UD        chr4:148  25317.1 21390.9 4076.2 5945.85 4870.43 6568.06
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.194 Detected -1.011 Detected -1.102 0.007 GT Sens contig319 contig319 Unannota TTAGAGATAAACGCAGGAGGCTGATAAGAAATCGAAAGATAACCTTCGGcontig319 Solyc09g WD-40 repeat family               SL2.40ch AT5G12350.1  Ran GTP           chr5:399  134.893 130.378 57.573 89.6209 61.8233 69.965
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.187 Detected -1.062 Detected -1.125 0.005 GT Sens contig319 contig319 Unannota TCGCATCGTCTCGTTCGCTGCCTCTAAAAGGCATGTAAATTTGTTCGAGcontig319 Solyc09g WD-40 repeat family               SL2.40ch AT5G12350.1  Ran GTP           chr5:399  515.617 516.706 209.133 341.587 241.754 262.825
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -2.662 Comprom -2.497 Comprom -2.579 0.001 GT Sens contig319 contig319 Unannota GCAGACCTTACAAACTAGTGACGGACAATATTACTAGTGGACTGGGCCGcontig319 Solyc06g Ethylene-                     GO:00037 SL2.40ch AT5G25190.1  ethylene-      chr5:870  42.8617 43.4699 11.7312 11.6453 7.27483 8.13051
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -4.479 Comprom -2.572 Detected -3.526 0.066 GT Sens contig319 contig319 Unannota TTATCCTAGGCATAGCTCTGTCTCAAAGTTGTTGAGTAAGTAGTAAATG contig319 Solyc06g Ethylene-                     GO:00037 SL2.40ch AT5G25190.1  ethylene-      chr5:870  72.862 72.4495 13.3911 18.0676 3.47408 12.9906
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -3.248 Comprom -1.994 Comprom -2.621 0.058 GT Sens contig319 contig319 Unannota CTTCTCAATGATGACAAACAAGTCTACAACATCATAATCTCTCAAGATACcontig319 Solyc03g Transcrip               GO:00037 SL2.40ch AT5G6533AGL78  AGL78 (A      chr5:261  19.7117 24.5665 5.7857 6.29212 2.47081 5.87418
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.400 Detected -1.161 Detected -1.280 0.010 GT Sens contig319 contig319 Unannota CCACTGAATCCTTGTGGTGTAATTGACTCTAACGAAGTTTTCTTTTTCT contig319 Solyc06g Transmem                   GO:00055 SL2.40ch AT2G46440.1 43.6903 43.664 16.5462 15.8461 17.6499 20.7698
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -2.047 Comprom -0.992 Comprom -1.519 0.107 GT Sens contig319 contig319 Unannota AATCTTTCATGGAGGCAACAAGGATCCCTACTTGGCTAAACACAATCAG contig319 Solyc08g Unknown Protein (A  SL2.40ch AT5G37450.1  leucine-r        chr5:148  14.4121 11.3961 8.99609 11.3891 3.30817 6.85298
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 -1.107 Detected -1.623 Detected -1.365 0.084 GT Sens contig320 contig320 Unannota CCTGGTGTTTTTTCAGTCTCACAAGACTATCTGAATGCTCGCAGCCATGcontig320 Solyc02g ATP-depe                     GO:00064 SL2.40ch AT3G52170.1  DNA bind   chr3:193  46.8759 27.6742 11.2153 16.0411 17.8337 12.4362
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.288 Comprom -1.402 Comprom -1.345 0.020 GT Sens contig320 contig320 Unannota GAACTACCCTTTTCGTGATGATACACATATACTCCGTCTTTTGATATTTTcontig320 Solyc02g ATP-depe                     GO:00064 SL2.40ch AT3G52170.1  DNA bind   chr3:193  22.1298 16.1468 10.3378 5.64693 8.25242 7.60433
GT Sense Sense 0.699 Detected -0.699 Detected 0.000 -2.046 Comprom -2.045 Comprom -2.045 0.100 GT Sens contig320 contig320 Unannota TACTCTCTTTCCGCCCTTGATTCATACAAAGCTAGCTCAATCTTTGAAC contig320 Solyc09g WD-repea                GO:00001 SL2.40ch AT2G35850.1 34.8726 12.4545 14.5228 3.89339 5.38092 5.37062
GT Sense Sense 1.134 Detected -1.134 Detected 0.000 -2.803 Detected -2.616 Detected -2.710 0.140 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  227.532 44.4704 61.022 107.843 15.3676 17.44
GT Sense Sense 0.260 Detected -0.260 Detected 0.000 -1.147 Detected -2.104 Comprom -1.626 0.096 GT Sens contig320 contig320 Unannota GGCTTGTGTTGCATATGATTACTCTGTACAAATTTAGAAACATTTATAGGcontig320 Solyc12g Os07g061                GO:00055 SL2.40ch AT5G480 THAS, TH   THAS1 (T        chr5:194  41.5702 27.2807 10.5659 16.5057 16.2137 8.32809
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -1.182 Detected -1.304 Detected -1.243 0.019 GT Sens contig321 contig321 Unannota TGATCTTAAATAAGTTGCACAGTCAGATCAAGGAGGGGGGATCTGCGAAcontig321 Solyc09g Kinase interacting fa              SL2.40ch AT5G15760.1 26.4186 31.0432 15.3018 16.5509 13.4624 12.3305
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -0.836 Detected -2.459 Comprom -1.648 0.181 GT Sens contig321 contig321 Unannota CATAGTGTTTCATGCATTCTGCATAGGTGATATACAGTTAGAAGCCATA contig321 Solyc09g Kinase interacting fa              SL2.40ch AT5G15760.1 18.4491 19.4526 9.75917 10.6082 11.3166 3.66217
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.023 Detected -1.083 Detected -1.053 0.011 GT Sens contig322 contig322 CONSTAN                TGCTGTGcontig322 Solyc09g Solyc09g CONSTAN                GO:00056 GO:00056 contig322 Solyc09g CONSTAN                 GO:00056 SL2.40ch AT2G47890.1  zinc finge       chr2:196  2653.95 2154.96 1091 1071.3 1255.05 1200.29
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.204 Detected -1.068 Detected -1.136 0.008 GT Sens contig322 contig322 Myb-like t                ATACTGAcontig322 Solyc06g Solyc06g Myb-like t                GO:00037 GO:00037       contig322 Solyc06g Myb-like t                 GO:00037 SL2.40ch AT4G0946ATMYB6  ATMYB6        chr4:599  12068 12553 3681.76 4999.68 5695.79 6241.89
GT Sense Sense -0.362 Detected 0.362 Detected 0.000 -4.154 Comprom -3.849 Comprom -4.002 0.009 GT Sens contig322 contig322 Unannota ATGCTCCATTTGCTACTTACCATAGACACAACTATGATCACCTCCGTTC contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  57.5084 89.325 1.93451 3.02828 4.294 5.28634
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -3.498 Comprom -3.267 Comprom -3.383 0.014 GT Sens contig322 contig322 Unannota CATTTACCTAGAAGATTAGAAGCAACTTTCGAAATCTTCAGGAAATCTG contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  16.1247 25.6846 1.82762 2.06269 1.92018 2.24843
GT Sense Sense 0.717 Detected -0.717 Detected 0.000 -2.060 Comprom -1.500 Comprom -1.780 0.147 GT Sens contig322 contig322 Unannota AGTAAGAGCGTAGAACCTCTTACATGATGTGAAAAACAGGGGATAGAAAcontig322 Solyc08g Gibberelli                  GO:00164 SL2.40ch AT5G38520.2  hydrolas       chr5:154  40.5335 14.1219 4.42703 2.59256 6.11963 8.99095
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.810 Detected -1.268 Detected -1.539 0.030 GT Sens contig322 contig322 Predicted                AAACCTGcontig322 Solyc01g Solyc01g Predicted NADPH-dependent F                contig322 Solyc01g Predicted NADPH-de                 SL2.40ch AT3G2789NQR  NQR (NAD      chr3:103  4941.1 4829.64 2441.67 3140.46 1485.32 2156.95
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.021 Detected -1.849 Comprom -1.435 0.080 GT Sens contig322 contig322 Unannota AAGGGTATAGTTTTTTCCTGTTTTGAAGTTCAAAGCATGTTACATATTTTcontig322 Solyc08g Aquapori              GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  23.5164 26.1774 13.3964 3.38093 13.0395 7.32415
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -1.664 Detected -1.304 Detected -1.484 0.026 GT Sens contig322 contig322 Unannota TCTTTTCCTTCTTTGAATAAGGGTTGGCTTGTTTCTCTGATGCTAAATT contig322 Solyc08g Aquapori              GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  75.3932 56.6485 27.3261 20.7317 21.9925 28.1322
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 -0.980 Detected -1.021 Detected -1.001 0.014 GT Sens contig322 contig322 Unannota GGTATTGTATAGGATACCGTAGTTTGTAAAGCAATTGGTTGTGTATTCA contig322 Solyc01g Uncharacterized MF                    SL2.40ch AT2G44280.2  FUNCTIO                                                                    chr2:183  24.4647 27.0271 5.51999 8.38092 13.8971 13.475
GT Sense Sense 0.364 Detected -0.364 Detected 0.000 -1.290 Comprom -1.927 Comprom -1.608 0.080 GT Sens contig323 contig323 Unannota GGCGACGTTTAATATCTCAGGGAACATTAAACGACGTTGTTTTAGTGAA contig323 Solyc09g Unknown Protein (A  SL2.40ch AT4G32610.1  unknown   chr4:157  21.3561 12.1269 11.1896 8.4598 7.02027 4.49916
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.008 Comprom -2.894 Comprom -1.951 0.178 GT Sens contig323 contig323 Unannota AGGAGGGAGTTTTAAAACGGGGTTTTGTTTAAAAGACGGTGTCGTTTTTcontig323 Solyc09g Unknown Protein (A  SL2.40ch AT4G32610.1  unknown   chr4:157  21.9022 16.4827 12.0314 12.4469 10.0734 2.71785
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -2.565 Comprom -2.414 Comprom -2.489 0.001 GT Sens contig323 contig323 Unannota ACCATTCATTATCCCTTTGAAAAATCATTTTTTGTGAAAACGATGTAAAA contig323 Solyc01g Lysine/his                 GO:00151 SL2.40ch AT5G49340.1  unknown   chr5:200  11.9939 11.406 1.93926 1.90773 2.10744 2.33368
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 -1.547 Detected -1.447 Detected -1.497 0.042 GT Sens contig323 contig323 Unannota GGGGGTCCCTTACTCAAATTACTCTATAATTAACATTTCAAACTGGCCA contig323 Solyc01g Lysine/his                 GO:00151 SL2.40ch AT5G49340.1  unknown   chr5:200  80.2075 48.8565 28.1104 22.8296 22.8476 24.416
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -0.894 Detected -1.223 Detected -1.058 0.024 GT Sens contig324 contig324 Unannota CATGCTCCTGGACGTGTTTTGGAATCAGTTTTTATCTGAAATGAACAAG contig324 Solyc08g Transmembrane pro                  SL2.40ch AT2G42430.1 147.648 143.213 78.9779 86.9308 83.4674 66.2501
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -1.015 Detected -1.429 Detected -1.222 0.028 GT Sens contig324 contig324 Unannota TCACATGTGCTTTCAAAGCCTGATAAGAATCGGTTTAGACAAGATATGC contig324 Solyc08g Transmembrane pro                  SL2.40ch AT2G42430.1 83.3786 80.2447 44.1666 49.579 43.1556 32.2979
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.114 Detected -0.898 Detected -1.006 0.021 GT Sens contig324 contig324 Unannota TTGTAGATAGGGTACTAGATTGGACATAGGTTGCTAAACAGGGTACTGAcontig324 Solyc06g Peptidyl-p                  GO:00510 SL2.40ch AT5G1653PIN5  PIN5 (PIN       chr5:540  156.235 127.272 48.6044 68.8553 69.4712 80.4264
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -2.686 Detected -1.971 Detected -2.328 0.028 GT Sens contig325 contig325 MFS fami                       TTTGCTGcontig325 Solyc03g Solyc03g MFS fami                       GO:00155 GO:00155     contig325 Solyc03g MFS fami                        GO:00155 SL2.40ch AT4G35300.3  TMT2 (TO             chr4:167  370.783 276.638 80.3683 93.9175 53.0702 86.8629
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.805 Detected -1.682 Detected -1.744 0.001 GT Sens contig325 contig325 Unannota ATCTGACTGTGAGGCAGGTTCAGGATGGGAGGATATGATTTTCAAACAAcontig325 Solyc02g DNA mism                   GO:00055 SL2.40ch AT4G15075.1 68.3071 63.9466 17.2692 28.1588 20.1687 21.8921
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.714 Detected -1.186 Detected -1.450 0.036 GT Sens contig325 contig325 Unannota AACCCTCTAAAACTAAGAAGTCCTTCCATCTTTACCAGTTTTCCGGAAAGcontig325 Solyc10g Fasciclin-like arabin                SL2.40ch AT3G1170FLA18  FLA18 (F       chr3:369  46.9311 38.5318 18.2293 29.6086 13.8209 19.8765
GT Sense Sense 0.595 Detected -0.595 Detected 0.000 -0.841 Detected -1.680 Comprom -1.261 0.225 GT Sens contig325 contig325 Unannota AATTAGAAGTGTTGGCTCGGCATCCCCTTCGGATTCTCCAATTGAAACCcontig325 Solyc04g Maf-like p               GO:00057 SL2.40ch AT3G24465.1 38.7696 15.9931 12.3972 12.2152 14.8204 8.26179
GT Sense Sense 0.480 Detected -0.480 Detected 0.000 -2.571 Comprom -2.040 Detected -2.305 0.052 GT Sens contig325 contig325 Unannota ATGCTTAAAAGGGTTGTTTTTCTTCAAGTTCTTGAAATAGTTTGTTAAAAcontig325 Solyc10g Centrin 2              GO:00316 SL2.40ch AT4G10200.1 63.0548 30.5165 9.98465 7.86027 7.87255 11.3401
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 -3.297 Detected -2.583 Detected -2.940 0.019 GT Sens contig325 contig325 Unannota TGTCTTTTGTGGGGTTCTTTCTCTTCAAATTTTTGAAATAATTTAGCTTAcontig325 Solyc10g Centrin 2              GO:00316 SL2.40ch AT4G10200.1 173.829 122.149 25.1522 32.1672 15.8123 25.8535
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 -1.725 Detected -1.297 Detected -1.511 0.032 GT Sens contig325 contig325 Unannota AATTAGCTCAGTAGTCTATCGTCTCAGGTTTTGCTGCAAAGATCATAGT contig325 Solyc03g Leucine rich repeat      SL2.40ch AT1G5164ATEXO70   ATEXO70           chr1:191  560.698 411.629 181.198 268.529 155.025 207.848
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.566 Detected -1.263 Detected -1.415 0.022 GT Sens contig325 contig325 Unannota CTTGCATGAATTTCTTTGTGCTCTACCGGACTTTCCAGTATTCCTCGTA contig325 Solyc03g Leucine rich repeat      SL2.40ch AT1G5164ATEXO70   ATEXO70           chr1:191  561.845 427.26 198.481 283.847 176.429 216.996
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.727 Detected -1.018 Detected -1.373 0.072 GT Sens contig325 contig325 Unannota AATTTAGATCCTTCACTAACATTAGTTATTTTGAAACAGCTGATTCACCAcontig325 Solyc09g Non-spec                      GO:00068 SL2.40ch AT1G03103.1 62.9017 47.2452 21.7119 24.7855 17.5578 28.612
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -2.911 Comprom -0.864 Comprom -1.887 0.211 GT Sens contig325 contig325 Unannota TTCAGACTACGAAAGATTATATCTTTTTTATTCTTAATTTTTAGTGCTTA contig325 Solyc09g Non-spec                      GO:00068 SL2.40ch AT1G03103.1 19.5385 14.3004 9.58766 7.97114 2.37056 9.76532
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.403 Detected -1.228 Detected -1.315 0.005 GT Sens contig325 contig325 F-box fam              ATGGGTTcontig325 Solyc02g Solyc02g F-box family protein (AHRD V1           contig325 Solyc02g F-box family protein             SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  129.517 126.417 43.5842 56.7347 51.6069 58.0834
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 -2.031 Detected -2.257 Detected -2.144 0.022 GT Sens contig325 contig325 Unannota CGACTGCTATTGGCTTATCAGCAGCCGAGGCAAATGACAGGAAGGATT contig325 Solyc07g Unknown Protein (A  SL2.40ch AT1G13940.1 691.634 425.581 373.073 115.646 141.569 120.714
GT Sense Sense 0.388 Detected -0.388 Detected 0.000 -1.950 Detected -2.041 Detected -1.996 0.036 GT Sens contig325 contig325 Unannota GTTGCTTGCGAGGAAAAGATATCCAAACAAAAGCTATTGATGTCTCTTT contig325 Solyc07g Unknown Protein (A  SL2.40ch AT1G13940.1 443.09 243.512 252.621 78.1553 90.6276 84.8551
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -0.909 Detected -1.219 Detected -1.064 0.021 GT Sens contig326 contig326 Unannota TCTGAAGAGTAGCATTTTGTGTTTGGCCAATCGATTTCGAAAGCACTTC contig326 Solyc04g Pre-mRNA-splicing f              SL2.40ch AT5G17850.1  cation ex     chr5:589  33.9779 31.7951 17.5034 17.3404 18.6637 15.017
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -1.229 Detected -1.183 Detected -1.206 0.025 GT Sens contig326 contig326 Unannota AGATGATCTTCCTTCTTCAACTGCCTGTCTTGCTACGTTCTTGTACGCT contig326 Solyc01g CBS domain-contain                SL2.40ch AT4G16015.1  DC1 dom    chr4:907  62.9627 45.2738 16.8054 23.434 24.2951 25.0067
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.255 Detected -0.807 Detected -1.031 0.045 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  1698 1517.79 1471.23 1309.38 717.438 975.339
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -1.144 Detected -1.104 Detected -1.124 0.008 GT Sens contig326 contig326 Unannota ACCCTCCATCCAGATGCTCCTTGAATATCTTGTCAAAAGCACGACAAAG contig326 Solyc06g Dynamin-related pro      SL2.40ch AT3G48200.1  unknown   chr3:178  52.2224 56.1736 24.1505 35.6453 26.1342 26.7832
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -2.670 Comprom -2.914 Comprom -2.792 0.002 GT Sens contig326 contig326 Unannota TATACAATTGCGCCTGAGATAGAGTAGTGATGTTACTGGGTATATACTA contig326 Solyc06g Dynamin-related pro      SL2.40ch AT3G48200.1  unknown   chr3:178  16.3442 16.011 3.36938 13.2544 2.71095 2.28253
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.239 Detected -1.318 Detected -1.279 0.005 GT Sens contig327 contig327 Unannota GACACACCAAAGTAGAGAAGTAATAGAGAGTAGAGAGAGTAATCCACAA contig327 Solyc05g Transposon Ty1-A G                  SL2.40ch AT4G13650.1  pentatric      chr4:793  1814.81 1529.68 566.699 542.961 752.638 710.584
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -2.160 Detected -1.460 Detected -1.810 0.035 GT Sens contig327 contig327 Unannota CTACGAATGAAAGCTATTCTTGACCCACAAATGAGGAAACTTTGCCCTC contig327 Solyc05g Transposon Ty1-A G                  SL2.40ch AT4G13650.1  pentatric      chr4:793  4879.44 4565.92 1732.81 1786.06 1126.37 1824.68
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.011 Detected -1.192 Detected -1.102 0.009 GT Sens contig327 contig327 Unannota GTGTTCTTTGGGATACAGTTTCTTGTACTGTTATTATTGCATATTGGTT contig327 Solyc08g tRNA-mod                GO:00057 SL2.40ch AT5G39785.2  structura      chr5:159  65.6602 66.0388 24.8073 44.2531 34.8406 30.6417
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.301 Detected -1.045 Detected -1.173 0.012 GT Sens contig327 contig327 Unannota ACTTCAATTGCCCCATCATTTTTTCTATTGTTGGTGGCCTGGGGGTTTGcontig327 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  4733.59 4371.26 1678.31 3395.05 1968.33 2343.37
GT Sense Sense 0.967 Detected -0.967 Detected 0.000 -1.848 Comprom -1.116 Detected -1.482 0.288 GT Sens contig327 contig327 Unannota TTTGATCAACGAAAAAACAGAGACTCACGAAAACGAAGAGGGGATAGGT contig327 Solyc08g ORM1-like              GO:00428 SL2.40ch AT5G42000.1  ORMDL f    chr5:167  54.8197 13.5031 4.71795 6.3875 8.05924 13.3464
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.295 Detected -1.016 Detected -1.156 0.025 GT Sens contig328 contig328 Unannota AAGAAGAAATTCCAATAACATTTGAACAGGCCCAAACAATTTTGGGTCA contig328 Solyc08g Unknown Protein (A  SL2.40ch AT1G30640.1  protein k    chr1:108  745.839 593.504 325.346 434.266 289.058 349.687
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.537 Detected -1.083 Detected -1.310 0.043 GT Sens contig328 contig328 Unannota GGACAGGTCATTGAATTTGGAATTTGGGCTAAAAGCACAAGTTCAATAT contig328 Solyc08g Unknown Protein (A  SL2.40ch AT1G30640.1  protein k    chr1:108  1510.72 1128.02 603.032 805.639 479.782 654.966
GT Sense Sense 0.636 Detected -0.636 Detected 0.000 -1.066 Detected -1.363 Detected -1.215 0.204 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  119.53 46.5679 47.2406 68.6508 37.9991 30.8372
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.582 Detected -0.947 Detected -1.264 0.059 GT Sens contig328 contig328 Unannota TGAGCTCACAACTCAAGGTTCAACTTCAGTTTTCTGGGGAGACTGTAAT contig328 Solyc11g Wound-responsive f      SL2.40ch AT4G2445GWD3, PW    PWD (PH         chr4:126  96.6176 85.6768 28.1248 42.3706 32.4076 50.1844
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.519 Detected -1.002 Detected -1.261 0.040 GT Sens contig328 contig328 Unannota ATGCATAATGCACTGACTTCAATTTCTATGTAGCTATGGGCTGGAAAGA contig328 Solyc11g Wound-responsive f      SL2.40ch AT4G2445GWD3, PW    PWD (PH         chr4:126  126.125 118.074 31.54 63.7862 45.3931 64.7778
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -1.109 Detected -1.717 Comprom -1.413 0.047 GT Sens contig328 contig328 Unannota ACAAGCTGCTAAGCCTTGGTTTCCTTGCTGATCATGTAATATACCAACA contig328 Solyc11g Unknown Protein (A             SL2.40ch AT5G43570.1  serine-ty     chr5:175  23.5336 25.1358 3.19325 16.059 12.0226 7.86684
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -1.159 Detected -0.982 Detected -1.071 0.019 GT Sens contig329 contig329 Unannota CGACCAGCTAACTATAGTAACATAGGTCCACACAAAATGTAAGTCATCA contig329 Solyc01g DNA-bind               GO:00036 SL2.40ch AT2G4634SPA1  SPA1 (SU           chr2:190  105.411 83.929 54.4039 74.0853 44.9278 50.6137
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -1.395 Comprom -0.956 Comprom -1.176 0.063 GT Sens contig329 contig329 Unannota AACCACCTAAAATTATTTTAGGTCCAGAACTACCAGATAAATTGCCACAGcontig329 Solyc03g Porin/volt                  GO:00055 SL2.40ch AT5G07225.1 16.3202 11.3502 9.82169 14.6319 5.51823 7.45961
GT Sense Sense 0.197 Detected -0.197 Detected 0.000 -1.235 Detected -1.019 Detected -1.127 0.037 GT Sens contig329 contig329 Unannota CTTTTTTGGGGGGTTTGCATTGTTTTTTGTTTTGGGGGGTTTATGAAATcontig329 Solyc01g BZIP trans                    GO:00036 SL2.40ch AT3G52700.1  unknown   chr3:195  276.212 197.801 177.35 233.706 105.887 122.62
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -1.389 Detected -1.100 Detected -1.244 0.027 GT Sens contig329 contig329 Unannota GAAAATTCAGGTGTAACAGAAGTACTGTAAAGGTTGGATTTTGGTAAAG contig329 Solyc01g BZIP trans                    GO:00036 SL2.40ch AT3G52700.1  unknown   chr3:195  675.314 515.622 372.34 496.135 240.307 292.672
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -1.117 Detected -0.915 Detected -1.016 0.024 GT Sens contig329 contig329 Rhomboid               TTGATTGcontig329 Solyc08g Solyc08g Rhomboid               GO:00042 GO:00042     contig329 Solyc08g Rhomboid                GO:00042 SL2.40ch AT1G6312ATRBL2  ATRBL2        chr1:234  30700.2 24308.2 12267.9 17191.5 13433.6 15404.5
GT Sense Sense -0.430 Detected 0.430 Detected 0.000 -1.222 Comprom -1.130 Comprom -1.176 0.113 GT Sens contig329 contig329 Unannota GGACAGATATTGAGTTTTCCATCTAGTCAATTTCTTTCAACACTTCTCCCcontig329 Solyc01g Purple ac              GO:00047 SL2.40ch AT4G04940.1  transduc          chr4:251  10.6631 18.205 7.24161 4.92836 6.36855 6.76929
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -2.072 Detected -1.491 Detected -1.782 0.032 GT Sens contig330 contig330 Calcineur                  TAGATGAcontig330 Solyc06g Solyc06g Calcineur                  GO:00055 GO:00055   contig330 Solyc06g Calcineur                   GO:00055 SL2.40ch AT5G2427SOS3, CB   SOS3 (SA              chr5:823  4508.18 3439.69 958.528 1595.29 999.015 1489
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.430 Comprom -1.012 Comprom -1.221 0.033 GT Sens contig330 contig330 Unannota ATTACATCCCACATATCATTTCTTCCCTTGGTGGGAATTCAATACTAGC contig330 Solyc05g Eukaryoti                      GO:00037 SL2.40ch AT5G59670.1  leucine-r       chr5:240  17.1079 18.2277 10.6871 12.2186 6.98797 9.31084
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.832 Detected -1.626 Detected -1.729 0.011 GT Sens contig331 contig331 Transcrip               CAAGCCAcontig331 Solyc06g Solyc06g Transcrip               GO:00037 GO:00037       contig331 Solyc06g Transcrip                GO:00055 SL2.40ch AT5G08130.3  BIM1; DN          chr5:260  4547.33 3446.96 959.294 1416.56 1186.01 1364.08
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -0.888 Detected -1.359 Detected -1.124 0.044 GT Sens contig332 contig332 Unannota ATTACAATGTGACTCAAGCATCTAAAAATGTTCTGGGACTTGGTCCTCA contig332 Solyc12g Squamos                   GO:00056 SL2.40ch AT5G50570.2  squamos      chr5:205  124.012 107.585 58.1626 38.5852 66.54 47.8843
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.196 Detected -1.250 Detected -1.223 0.002 GT Sens contig332 contig332 Ring zinc                  CCACCAAcontig332 Solyc05g Solyc05g Ring zinc finger protein (Fragm                 contig332 Solyc05g Ring zinc finger prot                  SL2.40ch AT1G27200.1  unknown   chr1:944  2955.79 2607.48 852.926 1255.81 1292.06 1240.59
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -0.995 Detected -1.052 Detected -1.023 0.002 GT Sens contig332 contig332 Unannota GGTACTGAAAGTGAATCAAACGTTGTCCATCTTATCTCGAAGTCTAAGT contig332 Solyc04g Mitogen-a                 GO:00064 SL2.40ch AT5G64340.1 216.185 192.957 78.5607 90.2634 109.296 104.724
GT Sense Sense 0.357 Detected -0.357 Detected 0.000 -1.994 Detected -0.993 Detected -1.493 0.136 GT Sens contig332 contig332 Response                 ATGTGCCcontig332 Solyc01g Solyc01g Response                 GO:0045449 contig332 Solyc01g Response                  GO:00063 SL2.40ch AT5G37900.1  seven in      chr5:150  55.0983 31.5966 10.8482 15.5882 11.1736 22.2892
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.311 Detected -0.895 Detected -1.103 0.048 GT Sens contig333 contig333 Unannota GTTCTACTCCTGTTCTCGTGCACTTAACAATCCAACACGATATTTTTGA contig333 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  42.4058 32.7812 10.9729 23.8234 16.0296 21.3169
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -1.598 Detected -1.184 Detected -1.391 0.034 GT Sens contig334 contig334 LIM doma               AAAGATCcontig334 Solyc03g Solyc03g LIM doma               GO:00082 GO:00082     contig334 Solyc03g LIM doma                GO:00428 SL2.40ch AT1G1020WLIM1  WLIM1; t       chr1:334  2765.87 2079.91 901.711 975.978 844.837 1122
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -1.325 Detected -1.345 Detected -1.335 0.016 GT Sens contig334 contig334 Unannota TCAGACATATTAGTTTGGATTAGTTGGATCGCCAGAACAAGATTTAAAT contig334 Solyc11g mRNA-cap                  GO:00055 SL2.40ch AT3G23955.1 74.3395 55.4059 70.3398 84.8039 27.3118 26.855
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 -1.455 Detected -1.128 Detected -1.292 0.026 GT Sens contig334 contig334 Unannota CTCAAAGATCCAAATTGAAAGGATAGGTATGATTCTGATATCCTGTAAT contig334 Solyc06g Mannosy                  GO:00045 SL2.40ch AT4G21040.1  Dof-type      chr4:112  3286.48 2559.51 1123.72 930.301 1128.38 1410.5
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.589 Detected -1.737 Detected -1.663 0.004 GT Sens contig334 contig334 cDNA clon                    AGTGAGTcontig334 Solyc02g Solyc02g cDNA clone J023121M11 full in                  contig334 Solyc02g cDNA clone J023121                    SL2.40ch AT3G28630.2  FUNCTIO                                                                                      chr3:107  570.965 487.762 138.568 252.306 187.013 168.344
GT Sense Sense -0.693 Detected 0.693 Detected 0.000 -0.981 Detected -1.167 Comprom -1.074 0.264 GT Sens contig334 contig334 Helitron h                  AAATGCAcontig334 Solyc11g Solyc11g Helitron helicase-like protein (A                 contig334 Solyc11g Helitron helicase-like                  SL2.40ch AT3G52700.1  unknown   chr3:195  12.7385 31.3238 6.80954 11.8935 10.7892 9.45548
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -0.986 Detected -1.046 Detected -1.016 0.016 GT Sens contig335 contig335 Unannota CTGTTCAAACTATGTCCTAACTTGTGGCTATCAAGTTTGGAGGTTGTAG contig335 Solyc05g Pyrrolido                  GO:00082 SL2.40ch AT3G0305CSLD3, K    CSLD3 (C           chr3:687  132.815 105.082 69.3568 94.6717 63.6164 60.8508
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.275 Comprom -1.193 Comprom -1.234 0.014 GT Sens contig335 contig335 Unannota TTAGTCCCCAAAAGAGAAGGGGCAGGGGATGAAATATAACTTTTGTTGAcontig335 Solyc01g Unknown              GO:00062 SL2.40ch AT3G43850.1  unknown   chr3:157  18.9654 14.6528 9.90043 12.1394 7.34407 7.75169
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -2.078 Detected -1.523 Detected -1.800 0.023 GT Sens contig335 contig335 Cysteine-                   ATGCAAGcontig335 Solyc02g Solyc02g Cysteine-rich receptor-like pro                  contig335 Solyc02g Cysteine-rich recept                   SL2.40ch AT1G49610.1  F-box fam    chr1:183  64.5762 61.0401 15.1463 21.5305 15.8616 23.2236
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -2.101 Detected -1.323 Detected -1.712 0.053 GT Sens contig336 contig336 Unannota AAGTTGTTGGAGCTTGGATAGTTCTTAATATTGCTTCATAAAAAGGCAT contig336 Solyc04g Pollen allergen Phl p                   SL2.40ch ATCG001 ATPI  Encodes                             chrC:140  8197.08 6476.95 2749.11 3478.95 1811.13 3095.43
GT Sense Sense 0.210 Detected -0.210 Detected 0.000 -2.298 Detected -1.507 Detected -1.902 0.051 GT Sens contig336 contig336 Unannota TAAGTACTTTCATATGTAACATGGTATTACTTGTGGGATTCCTAATGGA contig336 Solyc04g Pollen allergen Phl p                   SL2.40ch ATCG001 ATPI  Encodes                             chrC:140  4937.09 3470.38 1559.25 1937.1 897.873 1548.89
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -0.976 Detected -1.065 Detected -1.021 0.024 GT Sens contig336 contig336 Unannota GAGCAACAAAACTTATCATCAAATCCTTGTTGGTAGTGTTAAGTACGCA contig336 Solyc08g Ethylene-                     GO:00037 SL2.40ch AT2G2243ATHB6  ATHB6; D                chr2:952  93.1093 70.7263 35.7759 35.9296 43.9921 41.2281
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.050 Detected -1.080 Detected -1.065 0.001 GT Sens contig336 contig336 Unannota ACTTGATTTTTCAGGTTGCCCGTTAGCAATCAGAGTATGTGCTTTTGGAcontig336 Solyc08g Ethylene-                     GO:00037 SL2.40ch AT2G2243ATHB6  ATHB6; D                chr2:952  213.939 193.674 76.382 89.4848 104.86 102.402
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 -3.427 Detected -3.092 Detected -3.260 0.017 GT Sens contig336 contig336 Unannota GGAGCTTGTCGATGAAGTCAAGTGAAGAAGAAGTCAGAGAACTTCTTTAcontig336 Solyc12g Armadillo                GO:00054 SL2.40ch AT5G47530.1  auxin-res     chr5:192  404.158 218.697 33.8319 45.3579 29.4751 37.0694
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.800 Detected -0.905 Detected -1.353 0.094 GT Sens contig336 contig336 Unannota ATTTTCGGCTTGTTTATAGATTACTGAGGAGTTGATCTTTTGGACTACA contig336 Solyc01g056700.1.1 AT1G61460.1  S-locus p     chr1:226  456.877 432.544 120.541 305.854 136.109 252.412
GT Sense Sense 0.365 Detected -0.365 Detected 0.000 -1.687 Comprom -1.491 Comprom -1.589 0.052 GT Sens contig337 contig337 Unannota CTTTTCTGAATCTGCTTAACACCTTCTTCAACTTCCTTTTGCAGTTAAATcontig337 Solyc05g Transcrip                 GO:00037 SL2.40ch AT1G21326.1 30.7396 17.436 4.40709 11.338 7.66763 8.75482
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 -1.946 Detected -1.628 Detected -1.787 0.009 GT Sens contig337 contig337 Unknown   AATGGCAcontig337 Solyc02g Solyc02g Unknown Protein (AHRD V1);O contig337 Solyc08g Exostosin              GO:00038 SL2.40ch AT4G0343STA1, EM   EMB2770          chr4:151  2365.92 2024.03 543.1 830.544 605.475 752.548
GT Sense Sense 0.251 Detected -0.251 Detected 0.000 -0.994 Detected -1.600 Detected -1.297 0.081 GT Sens contig338 contig338 Aspartic p               TAAGGTGcontig338 Solyc05g Solyc05g Aspartic p               GO:00082 GO:00082  contig338 Solyc05g Aspartic p                GO:00082 SL2.40ch AT5G37540.1  aspartyl     chr5:149  1446.01 960.596 322.674 447.251 630.973 413.268
GT Sense Sense 0.621 Detected -0.621 Detected 0.000 -2.377 Detected -1.770 Detected -2.074 0.095 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  1351.11 537.759 182.975 154.079 174.973 265.646
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.750 Detected -1.167 Detected -1.459 0.041 GT Sens contig338 contig338 Unannota CTTAGACGAAAGTTAGAGGCCAAAGGGAGCTTTGAAATCTAATCTTAAG contig338 Solyc11g Signal pe                    GO:00160 SL2.40ch AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  1477.3 1241.56 607.232 863.482 429.274 641.268
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.813 Detected -2.242 Detected -2.027 0.018 GT Sens contig338 contig338 Unannota ATGAAGTGTACATATGGAGAAGTGAGAACCTTCATCCTTGGCATACTCGcontig338 Solyc01g Unknown Protein (A  SL2.40ch AT4G3546ATNTRB,    NTRB (NA        chr4:168  99.7937 73.9811 22.3776 34.6518 26.0754 19.3176
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.624 Detected -1.399 Detected -1.511 0.014 GT Sens contig338 contig338 Unannota CCTGTTATCCTTATTTGTACTTTCTCATGCACCAGCTATACCTTAACATAcontig338 Solyc01g Unknown Protein (A  SL2.40ch AT4G3546ATNTRB,    NTRB (NA        chr4:168  368.271 283.376 107.27 175.035 111.733 130.281
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -4.224 Detected -2.768 Detected -3.496 0.043 GT Sens contig338 contig338 Unannota AGACCATCCATGTGGAACAATTTGTACTATCATAAAACAACTATTTGGACcontig338 Solyc08g Endogluc                 GO:00088 SL2.40ch AT1G26200.1 1502.53 1125.62 86.9932 172.742 74.2121 203.057
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -4.378 Detected -2.910 Detected -3.644 0.041 GT Sens contig338 contig338 Unannota CTATAACCATATGTCTTTACCTTTTTCTTGCTAAAAGCTCTATAGGACAGcontig338 Solyc08g Endogluc                 GO:00088 SL2.40ch AT1G26200.1 2038.05 1462.4 128.366 233.584 88.5106 244.282
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -1.238 Detected -0.971 Detected -1.105 0.016 GT Sens contig339 contig339 Unannota AAGGATCATCTGGAAATCCCTAACACCTTATTTAGGAATTTTCACTGAATcontig339 Solyc02g Eukaryoti                    GO:00064 SL2.40ch AT1G36730.1  eukaryot           chr1:138  66.4776 67.1308 20.0061 18.9108 30.1997 36.2301
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.890 Detected -1.571 Detected -1.730 0.018 GT Sens contig339 contig339 Unannota TGGTGCTTGGAAGCAAGCAATAGTCAATATTGTTGTCGAGAATAAGAAGcontig339 Solyc10g Unknown Protein (A              SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  69.5064 51.3605 10.172 14.5078 17.1934 21.3801
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.873 Detected -1.570 Detected -1.721 0.016 GT Sens contig339 contig339 Unannota GGATTGACATTGTTGTGACTTGTGGATCTGCAGTGTGAGTTAACGAAGTcontig339 Solyc10g Unknown Protein (A              SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  191.518 145.078 32.9371 37.9723 48.5344 59.6978
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -1.132 Detected -1.615 Detected -1.373 0.040 GT Sens contig339 contig339 Unannota GGGGTTTCATCTTCTTCTTTAAATTCCTAAAGACTGACTAGAGAGAATT contig339 Solyc11g Lipase (A               GO:00066 SL2.40ch AT1G23180.1  armadillo      chr1:821  44.5964 34.0736 3.71113 15.4469 18.9728 13.5312
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.135 Detected -2.303 Detected -1.719 0.100 GT Sens contig339 contig339 Coenzym                  GCAAACAcontig339 Solyc04g Solyc04g Coenzyme Q-binding protein C                contig339 Solyc04g Coenzyme Q-bindin                  SL2.40ch AT4G17650.1  aromatic     chr4:982  977.187 836.727 459.507 545.57 439.037 194.853
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.243 Detected -1.345 Detected -1.294 0.002 GT Sens contig339 contig339 Unannota AGAGGAAAATGTAACTACCGGTGATCGGAAAAAGAGAACAAATGGCTTT contig339 Solyc11g Zinc finge                GO:00056 SL2.40ch AT5G65540.1  unknown   chr5:261  118.623 110.851 45.6927 57.8786 51.6748 47.9984
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 -1.959 Comprom -1.403 Comprom -1.681 0.042 GT Sens contig340 contig340 Unannota AGACTTTGTCATCTGAATGTGCGAGAAAGATACTTATGCATGCTACCTT contig340 Solyc10g Serine/thr                  GO:00047 SL2.40ch AT3G55050.2  serine/th       chr3:204  31.5753 21.8516 3.12665 11.0076 7.20658 10.5632
GT Sense Sense 0.313 Detected -0.313 Detected 0.000 -1.973 Detected -1.490 Detected -1.731 0.048 GT Sens contig340 contig340 Unannota CTATTTTCTGTCTTTGGTCTTTAGTCTAGACTTTTTCATGTGATTTTGG contig340 Solyc10g Serine/thr                  GO:00047 SL2.40ch AT3G55050.2  serine/th       chr3:204  50.0798 30.5413 4.23237 12.8649 10.624 14.8056
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 -1.786 Detected -0.940 Detected -1.363 0.118 GT Sens contig340 contig340 Unannota TGCGCACTAAATAAAAACACATAGTAGGTATGCTGCAGTAAATTTTGTT contig340 Solyc09g Nicotiana lesion-ind               SL2.40ch AT4G14420.1  lesion ind    chr4:830  147.278 92.1995 70.9285 91.1561 36.0389 64.5804
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -2.402 Detected -0.957 Detected -1.679 0.146 GT Sens contig340 contig340 Unannota AAGACAATTTGCCTTATCCCCTCAAAATTTGAATCTTTGTGGATCTTCCCcontig340 Solyc10g Phytochro  GO:00428 SL2.40ch ATMG002 NAD2A, N    encodes                chrM:797  79.7847 69.5812 23.9547 23.0323 15.0379 40.8159
GT Sense Sense -1.541 Detected 1.541 Detected 0.000 -3.348 Comprom -4.039 Comprom -3.693 0.144 GT Sens contig341 contig341 Unannota TTTTGCACACGTAGTACAATCCTACGCCTTAACCCAAATTTCAAGTACTCcontig341 Solyc08g041970.1.1 AT3G1386HSP60-3A  HSP60-3A           chr3:456  12.219 97.3072 1.6794 2.65577 3.6115 2.23066
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -2.028 Detected -1.313 Detected -1.671 0.046 GT Sens contig341 contig341 Endogluc                                   TTGTTGGcontig341 Solyc09g Solyc09g Endogluc                                   GO:00059 GO:00059       contig341 Solyc09g Endogluc                                    GO:00045 SL2.40ch AT1G707 ATGH9B1    ATGH9B1            chr1:266  5995.08 6502.54 1745.68 1473.22 1632.34 2670.9
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.337 Detected -1.171 Detected -1.254 0.009 GT Sens contig341 contig341 Unannota CTAGTGGCATTATCTTATGCATGTGTACTATACTAATGTCTAATGGAAG contig341 Solyc08g Os01g0611000 prote                  SL2.40ch AT4G01290.2  unknown   chr4:538  11051.2 9235.67 4536.01 4227.83 4263.4 4769.49
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.578 Detected -1.337 Detected -1.457 0.008 GT Sens contig341 contig341 Unannota GGGTTTGACTTTGGGAGAACTCAAAAGTAGTTTGAGCAAATGATTATTG contig341 Solyc08g Os01g0611000 prote                  SL2.40ch AT4G01290.2  unknown   chr4:538  5275.07 4695.51 1739.39 1949.15 1777.64 2094.59
GT Sense Sense 0.428 Detected -0.428 Detected 0.000 -3.683 Detected -2.037 Detected -2.860 0.091 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  812.258 422.336 58.6022 103.109 48.6398 151.784
GT Sense Sense 0.280 Detected -0.280 Detected 0.000 -1.042 Detected -1.116 Detected -1.079 0.062 GT Sens contig341 contig341 Unannota GCTTCGTCTGTCATCTCTTGCATAAAAGCTCTAAGGTTGATTGAAAATA contig341 Solyc07g Sodium/c                   GO:00160 SL2.40ch AT5G65820.1  pentatric      chr5:263  72.876 46.5129 48.6231 47.4877 30.1528 28.5516
GT Sense Sense -0.914 Detected 0.914 Detected 0.000 -2.571 Comprom -2.797 Comprom -2.684 0.100 GT Sens contig341 contig341 Unannota AAACTCTCTACTTTACTAGCCTTGCATCTCTTTCAGAGCCATCCTTATATcontig341 Solyc11g Os12g0283800 prote      SL2.40ch AT4G24260.1 10.9415 36.5355 2.78772 3.41873 3.58806 3.05945
GT Sense Sense -1.529 Detected 1.529 Detected 0.000 -4.643 Comprom -4.213 Comprom -4.428 0.103 GT Sens contig342 contig342 Unannota CAACTATGTCATCGATCAAAGGCAAGAAGTAACATCTCATCTACTTTAACcontig342 Solyc11g Guanylate                  GO:00061 SL2.40ch AT5G06110.1 15.2694 119.64 1.66818 3.01666 1.82484 2.45022
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 -1.003 Detected -1.022 Detected -1.012 0.009 GT Sens contig342 contig342 Unannota TTCTATATGATATTTTCACTTGAAGATAGTCCTTATCTTACATGCCACCAcontig342 Solyc07g Small ubiq               GO:00081 SL2.40ch AT5G48710.1 34.5549 37.1275 22.9414 35.0298 19.0618 18.7503
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -1.196 Detected -1.013 Detected -1.104 0.043 GT Sens contig342 contig342 Unannota TCCTGGTCAGGGATGGAGTTAACTTCTGCTGTACAATTTAAAGGTGCAGcontig342 Solyc07g Small ubiq               GO:00081 SL2.40ch AT5G48710.1 78.2273 99.71 46.9602 74.4988 41.1173 46.53
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.244 Detected -1.256 Detected -1.250 0.004 GT Sens contig343 contig343 Unannota TGTCCCTTCCCTTGGAAATGAGGTAATCGATGAATTGAACATCGACAAA contig343 Solyc05g Lysine ketoglutarate                    SL2.40ch AT3G27470.2 3900.26 3292.89 1167.09 2333.55 1613.73 1595.86
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -1.553 Detected -1.318 Detected -1.435 0.008 GT Sens contig343 contig343 Unannota TTCTCACATTCATCGTCGTAGTATTATCGTCGTCTCGATCCAATTGCAG contig343 Solyc12g Unknown   GO:00160 SL2.40ch AT3G5467TTN8, SM    TTN8 (TIT       chr3:202  180.655 182.391 63.2865 56.8492 65.984 77.4217
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.277 Detected -0.907 Detected -1.092 0.030 GT Sens contig343 contig343 Unannota GAGTATGAGGAACTGATCTTCTTCCAGTTCTGGATAAATAATTGTGCCC contig343 Solyc12g B-cell rec                   GO:00160 SL2.40ch AT5G50830.2  unknown   chr5:206  52.8712 46.3574 18.9742 28.3581 21.7847 28.0699
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.418 Detected -0.832 Detected -1.125 0.063 GT Sens contig343 contig343 Unannota TTTCCTGTAATTTGTTATTTGACTGTGCTTTCTTATGGGAAGGCAAATA contig343 Solyc10g Pre-mRNA                 GO:00056 SL2.40ch AT3G01345.1 90.3939 79.5571 80.2768 62.3436 33.8399 50.6326
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 -1.127 Detected -1.257 Detected -1.192 0.041 GT Sens contig343 contig343 3-ketoacy               AAAGAAAcontig343 Solyc09g Solyc09g 3-ketoacy               GO:00039 GO:00039      contig343 Solyc09g 3-ketoacy                GO:00039 SL2.40ch AT5G48880.3  PKT2 (PE         chr5:198  9314.08 6279.8 2837.55 2432.68 3732.93 3401.18
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.824 Detected -1.178 Detected -1.501 0.054 GT Sens contig343 contig343 Unannota CGAAGGTAGAGATAAAATCTGATATACATAATTCTTCTCGGACTTCACT contig343 Solyc05g Dual spec                    GO:00163 SL2.40ch AT1G7123CSN5B, C    CSN5B (C      chr1:268  159.905 119.486 85.659 129.333 41.6422 64.9342
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 -1.191 Detected -0.903 Detected -1.047 0.096 GT Sens contig344 contig344 Unannota CCTATCCTTCTTCAGATCCTATTAGTGAGGTTCATGTTATTATGACAGA contig344 Solyc12g Unknown            GO:00160 SL2.40ch AT1G30040.2 379.741 229.281 172.93 225.586 137.804 167.81
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 -1.295 Detected -1.031 Detected -1.163 0.013 GT Sens contig344 contig344 Unannota GTAGTCTTAGTGATGAAGCAGAGTCGCATATACATGTAACTGCTAGCACcontig344 Solyc03g013390.1.1 AT3G18320.1  F-box fam    chr3:628  250.805 246.262 99.339 84.6052 107.993 129.305
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.028 Detected -1.471 Detected -1.750 0.026 GT Sens contig344 contig344 Unannota GGAGGAGGAGATCCAGTCAATAGAAAAGAACAACACTTGGGAGTTGACAcontig344 Solyc04g Copia-type polyprot     SL2.40ch AT4G21040.1  Dof-type      chr4:112  17111.2 14789.2 3846.02 3976.76 4158.24 6099.76
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -1.965 Detected -1.310 Detected -1.637 0.042 GT Sens contig344 contig344 Unannota GGTTGAGAAGATTGTTGAAGTAACTCAATTTTCCATTAATTGAAGCCAC contig344 Solyc04g Copia-type polyprot     SL2.40ch AT4G21040.1  Dof-type      chr4:112  20263.9 16338.8 6484.64 5836.9 4969.06 7804.83
GT Sense Sense 0.510 Detected -0.510 Detected 0.000 -2.886 Detected -2.615 Detected -2.751 0.035 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  202.333 93.9288 42.2162 26.1539 19.8841 23.9266
GT Sense Sense 0.368 Detected -0.368 Detected 0.000 -1.534 Detected -2.640 Comprom -2.087 0.088 GT Sens contig345 contig345 Unannota AAGAATGTAACAGGATAATTGAAGGAATGGCTGCCAGCAGCCTCAGATGcontig345 Solyc09g Calcium-t                 GO:00055 SL2.40ch AT3G63380.1  calcium-t           chr3:234  53.8219 30.4079 9.62927 4.25153 14.8983 6.89886
GT Sense Sense 0.412 Detected -0.412 Detected 0.000 -2.310 Detected -2.534 Detected -2.422 0.030 GT Sens contig345 contig345 Unannota CAAGTGCCAAAAGCTGAGCAGAAGGATAATGAACATATGCATGGAGATAcontig345 Solyc09g Calcium-t                 GO:00055 SL2.40ch AT3G63380.1  calcium-t           chr3:234  90.7033 48.1975 7.03456 12.7037 14.2211 12.1362
GT Sense Sense 0.354 Detected -0.354 Detected 0.000 -2.242 Comprom -1.944 Comprom -2.093 0.032 GT Sens contig346 contig346 Unannota AGAAGCCTGATCAAAGCAGCTTGATGCATAGATCTAGTAAGGAACCTCCcontig346 Solyc11g Xanthine               GO:00090 SL2.40ch AT2G03930.2  unknown   chr2:120  24.474 14.091 6.19379 17.1664 4.18726 5.13197
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -2.010 Comprom -1.087 Comprom -1.549 0.081 GT Sens contig346 contig346 Unannota CGATTGTCTTTCATTAGGCGTTCTATGTACAAACAATACAGTTAAGGAG contig346 Solyc02g BSD domain contain              SL2.40ch AT5G52960.1  unknown   chr5:214  15.6585 16.7154 7.45396 11.1369 4.28221 8.09558
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -0.989 Detected -1.989 Detected -1.489 0.115 GT Sens contig347 contig347 Unannota GAGTTGTTTTTCTGGCGGGAGAAGAAGGAACTGCAGGAAGTTGAAACA contig347 Solyc01g CRS2-ass                  GO:00037 SL2.40ch AT3G02880.1  leucine-r        chr3:634  79.9466 54.2366 20.2847 36.9916 35.3697 17.6321
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 -1.671 Detected -1.086 Detected -1.379 0.074 GT Sens contig347 contig347 Unannota TTTTTTGGGGTGTTGTCTTTGTAATTTTGAGGAAATTTTATTTGTGTGT contig347 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT1G1613WAKL2  WAKL2 (w       chr1:552  97018.4 62941 48347.5 58100.5 26170.6 39128.3
GT Sense Sense 0.281 Detected -0.281 Detected 0.000 -1.477 Detected -0.848 Detected -1.162 0.110 GT Sens contig347 contig347 Unannota TCTGGTGTAATATTTATTCTGGTTTGCATTGTATTGTATAATAAGATGAGcontig347 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT1G1613WAKL2  WAKL2 (w       chr1:552  55617 35441.7 33311 37152.4 17012.5 26219.9
GT Sense Sense -0.436 Detected 0.436 Detected 0.000 -2.130 Comprom -1.264 Comprom -1.697 0.110 GT Sens contig347 contig347 Unannota ACTCTTCTCATTTACAGGAATGTACCAAAGGTCAGGTTCAGCATCTAAT contig347 Solyc04g Cellulose                     GO:00167 SL2.40ch AT1G30860.1 12.0191 20.7076 7.31387 18.6882 3.84415 6.98415
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.212 Detected -1.016 Detected -1.114 0.029 GT Sens contig348 contig348 Unannota GCCATTATCTTGTTCACAACACTTGGAACGTTATTATTTTGTAGACTTG contig348 Solyc11g ATP-bind                GO:00171 SL2.40ch AT3G59340.1  unknown   chr3:219  1356.5 1012.65 469.363 614.423 539.364 616.184
GT Sense Sense -0.602 Detected 0.602 Detected 0.000 -0.977 Detected -1.617 Detected -1.297 0.197 GT Sens contig348 contig348 Unannota TTTAAGGCATAATTTGGTGAGCTATGGTGAGCATCCGAAGGCGCAAGC contig348 Solyc09g Rho GTPa                GO:00056 SL2.40ch AT2G29470.1 43.018 93.2013 27.2768 24.6798 34.3046 21.9484
GT Sense Sense 0.360 Detected -0.360 Detected 0.000 -1.200 Detected -1.297 Detected -1.248 0.075 GT Sens contig348 contig348 Unannota ATGTGGGCATTGCTCGTAGTGTGATAAAGTCGTAATTGAAATTTGGTTGcontig348 Solyc02g Unknown Protein (A  SL2.40ch AT1G4876delta-ADR  delta-ADR             chr1:180  47.5197 27.1313 14.7999 20.728 16.6695 15.5401
GT Sense Sense 0.346 Detected -0.346 Detected 0.000 -1.302 Detected -1.177 Detected -1.240 0.072 GT Sens contig348 contig348 Unannota GTTCGCTTTGACGTTTGTGTCTTTTGTTTTAAGCTCGTTTAATTGATTA contig348 Solyc02g Unknown Protein (A  SL2.40ch AT1G4876delta-ADR  delta-ADR             chr1:180  44.2921 25.7804 11.4261 14.7952 14.6125 15.8869
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.622 Detected -1.218 Detected -1.420 0.035 GT Sens contig348 contig348 Susceptib                    CCGGCG contig348 Solyc02g Solyc02g Susceptib                    GO:00055 GO:00055  contig348 Solyc02g Susceptib                     GO:00055 SL2.40ch AT4G17620.2  glycine-r    chr4:982  34829.1 25411.7 7928.94 9948.35 10307.5 13599.7
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.290 Detected -1.258 Detected -1.274 0.007 GT Sens contig349 contig349 Unannota TTTGGTTGCTGCATCTTGGGTGTTCATAACTATATTATGTCCGTGCCAGcontig349 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT5G18590.2  kelch rep    chr5:617  25669.9 20869.7 9555.81 13982.5 10093.8 10287.9
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.206 Detected -1.049 Detected -1.128 0.013 GT Sens contig349 contig349 Unannota AAGAAGATTTGCCAAGCAATGCCAAGTCTTTTCTCCATCCGTCTCCAGG contig349 Solyc08g Unknown Protein (A  SL2.40ch AT3G5669CIP111  CIP111 (C         chr3:209  178.893 193.488 74.0023 122.686 85.9836 95.6007
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.288 Detected -0.821 Detected -1.054 0.059 GT Sens contig349 contig349 Unannota GGTAGAGAATAGAAAGTAGAAAGACACACCAAAAGGCTCTCTTTTGATG contig349 Solyc04g Protein di                 GO:00037 SL2.40ch AT5G0163BRCA2B,    BRCA2B          chr5:235  16986.7 13338.2 8844.1 8865.3 6575.36 9056.59
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -1.232 Detected -1.431 Comprom -1.332 0.015 GT Sens contig350 contig350 Unannota AGCTGAATCAGAAAGGACTATATTTGTCAAACGTGGCTCACCTCAAGCT contig350 Solyc07g S-locus g                GO:00485 SL2.40ch AT3G32100.1 21.1993 24.0333 12.3954 12.9275 10.2441 8.90126
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.843 Detected -2.220 Detected -2.031 0.009 GT Sens contig350 contig350 Unannota CTCCGAAAGGCACCAAACCCATTGCATTTTGCCCGGAAAATCCAGGAAGcontig350 Solyc11g Gag-Pol polyprotein                SL2.40ch AT5G6494ATATH13    ATATH13    chr5:259  1271.48 1236.21 583.526 557.859 372.647 286.194
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 -1.791 Detected -2.094 Detected -1.943 0.019 GT Sens contig350 contig350 Unannota GGAATTGTAGTGTGATTTGAAAGATTGTAACACCTGTCACTTTTCAAAT contig350 Solyc11g Gag-Pol polyprotein                SL2.40ch AT5G6494ATATH13    ATATH13    chr5:259  618.223 427.107 300.188 250.852 158.293 127.985
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.923 Comprom -1.298 Detected -1.611 0.036 GT Sens contig350 contig350 Unannota ACTGTATTTCAAGCCCCCACGTTTTCCCTGTTCTTATTGAGTCAAAATT contig350 Solyc12g Glucan en                   GO:00059 SL2.40ch AT5G1208MSL10  MSL10 (M           chr5:389  30.0455 28.76 12.9774 11.4332 8.26411 12.7127
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.743 Detected -1.351 Detected -1.547 0.020 GT Sens contig350 contig350 Unknown   TCTAGAGcontig350 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig350 Solyc03g Unknown Protein (A  SL2.40ch AT5G29624.1  DC1 dom    chr5:112  3887.48 3141.83 707.753 1150.04 1113.55 1456.54



GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -0.960 Detected -1.183 Detected -1.072 0.014 GT Sens contig350 contig350 Unannota GGACTGATTAGTGCTTTTTTGTTATTATACCCTGACTGATTGTGCTCAA contig350 Solyc10g Cellular n                  GO:00082 SL2.40ch AT5G1979RAP2.11  RAP2.11           chr5:668  57.7559 59.0413 22.9045 32.9265 32.0114 27.3411
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -0.871 Detected -1.285 Detected -1.078 0.035 GT Sens contig350 contig350 Unannota TTACTAGTGAAGTTAGGGTCTTATGTAGCAAGAGTCTTAATCAAATGAG contig350 Solyc10g Cellular n                  GO:00082 SL2.40ch AT5G1979RAP2.11  RAP2.11           chr5:668  61.1687 59.3882 25.7599 25.0286 35.152 26.3045
GT Sense Sense -0.890 Detected 0.890 Detected 0.000 -1.939 Comprom -2.110 Comprom -2.025 0.152 GT Sens contig351 contig351 Unannota GAATTGAATCTTATGCTATGTGAGAAATGTAATGTGTTCCTCTCGAATT contig351 Solyc09g Caffeoyl-C                GO:00424 SL2.40ch AT5G49370.1 12.7363 41.1737 4.98844 7.37586 6.36668 5.64059
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.418 Detected -1.037 Detected -1.228 0.026 GT Sens contig351 contig351 Unannota GCAAAAGATAATTATGATCCATACAATCCCCTTCCAATGTTTTTTCATGAcontig351 Solyc09g Peptide tr                  GO:00429 SL2.40ch AT4G2128PSBQ, PS    oxygen-e          chr4:113  251.137 257.59 83.1376 191.873 101.467 131.743
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -1.323 Detected -1.097 Detected -1.210 0.014 GT Sens contig351 contig351 Unannota TCAGTCTAGACCTTTGAGTTGCTAACTTGCATCATTTCTGATACTTCAA contig351 Solyc09g Peptide tr                  GO:00429 SL2.40ch AT4G2128PSBQ, PS    oxygen-e          chr4:113  249.847 265.493 78.6947 203.954 109.781 128.006
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.074 Detected -0.927 Detected -1.001 0.011 GT Sens contig351 contig351 Unannota CATCCCCATGTAATTCCACGAGTCTCTTCTGGAAAAGGTAGAGTGTATGcontig351 Solyc10g Receptor-                  GO:00064 SL2.40ch AT5G5143EYE  EYE (EM    chr5:208  14210.8 12011.9 6773.14 6811.79 6616.37 7306.36
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.206 Detected -0.839 Detected -1.023 0.040 GT Sens contig351 contig351 Unannota CTAAGCTTTGCTTTCCTGATGTTGTATCCTGATTTTTGACATCTTGTCC contig351 Solyc09g Unknown Protein (A  SL2.40ch AT2G01818.1  zinc ion b   chr2:353  100.138 81.8556 49.1244 68.5568 41.8358 53.8037
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.130 Detected -0.971 Detected -1.050 0.007 GT Sens contig351 contig351 Unannota ATCGATTCTTGGGTTTTGAGCTTTGTGGGGGTGTTTATCTTGGTTCATGcontig351 Solyc08g Unknown Protein (A  SL2.40ch AT5G4480CHR4  CHR4 (CH                         chr5:180  645.343 577.13 367.219 338.385 297.422 330.986
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -2.266 Comprom -2.199 Comprom -2.232 0.001 GT Sens contig352 contig352 Unannota CTTCTTGCAATTAGGATGGAAGAATTAGGAGGTCGGAGGTTATTGCAGTcontig352 Solyc11g GDSL est               GO:00066 SL2.40ch AT5G04500.1  glycosylt      chr5:128  13.6773 14.3464 2.96494 5.70893 3.10644 3.24453
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 -1.940 Detected -1.663 Detected -1.802 0.073 GT Sens contig352 contig352 Unannota GTACACCATTCGAGCTGAACAGAAGTCTAAACACACCGACAACAAAAAA contig352 Solyc04g Cellular retinaldehyd                  SL2.40ch AT5G11160.1 258.583 121.957 108.793 95.1119 49.3491 59.6122
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -2.219 Detected -1.953 Detected -2.086 0.005 GT Sens contig353 contig353 Serine ca                ATATATA contig353 Solyc03g Solyc03g Serine ca                GO:00041 GO:00041     contig353 Solyc03g Serine ca                 GO:00428 SL2.40ch AT2G3353scpl46  scpl46 (s       chr2:141  3989.79 3513.8 790.366 654.785 857.857 1028.31
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -1.110 Comprom -1.269 Comprom -1.190 0.042 GT Sens contig353 contig353 Unannota CAAAAAAGAGTGATAGTCAACATTACAAGCAGAGCCATCTAATTACTATGcontig353 Solyc12g Major alle                   GO:00096 SL2.40ch AT4G34881.1  unknown   chr4:166  19.8834 13.4476 3.37529 5.45188 8.07641 7.21446
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.442 Comprom -0.855 Comprom -1.149 0.075 GT Sens contig353 contig353 Unannota CTACAAAATCCAAGATGCGATTACCAAAAAGGAGCATCTCATCTAGTGC contig353 Solyc10g Helicase-l                   GO:00080 SL2.40ch AT3G13772.1  endomem      chr3:452  11.6999 13.6923 13.0605 2.82535 4.96894 7.43737
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.469 Detected -1.057 Detected -1.263 0.029 GT Sens contig353 contig353 Unannota CTTATGGATTATTCAGTGTGAATTCCATTTCACCTTTAAATTATCATGTT contig353 Solyc08g cytochrom  GO:00198 SL2.40ch AT3G57050.3 45.9486 38.6296 13.9497 14.2726 16.2318 21.5347
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.371 Detected -1.019 Detected -1.195 0.022 GT Sens contig353 contig353 Unannota CAACATGGAGTATGCTTGTTCATCTCTTATCTTAAATCAGTAATTGTGATcontig353 Solyc08g cytochrom  GO:00198 SL2.40ch AT3G57050.3 138.484 124.775 45.3616 54.2195 54.2093 68.9819
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.284 Detected -1.407 Detected -1.345 0.003 GT Sens contig353 contig353 Unannota ACAGGTTAGATTCCGTTAGCACCATTTCTTGAAATTGCTTATTCTTTATAcontig353 Solyc08g BHLH tran               GO:00305 SL2.40ch AT3G52700.1  unknown   chr3:195  69.4593 69.8962 26.4121 29.6506 30.5074 27.9412
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 -1.065 Detected -1.350 Detected -1.208 0.023 GT Sens contig353 contig353 Unannota GCCCCCGAAGAGAAGAGATATCTAAAAAAGTTAAAACCTTCATTGCTAC contig353 Solyc08g BHLH tran               GO:00305 SL2.40ch AT3G52700.1  unknown   chr3:195  28.2884 31.2892 14.7944 13.2805 15.1668 12.4054
GT Sense Sense 0.640 Detected -0.640 Detected 0.000 -1.884 Detected -0.924 Detected -1.404 0.222 GT Sens contig354 contig354 Unannota TCTCAAGTCCAAACTTGTTGCTCAGGTGAACATTAAGTTTCACATTGGT contig354 Solyc12g ATP-bind                 GO:00160 SL2.40ch AT1G70949.1 451.587 174.91 101.556 128.93 81.2102 157.532
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.230 Comprom -1.712 Comprom -1.471 0.027 GT Sens contig354 contig354 Unannota GGCTGATGCAATGATTTAGGTTGTTATTTTTGTGGAGATTGGAGGAGCAcontig354 Solyc08g Growth-re               GO:00056 SL2.40ch AT1G53635.1 18.6519 16.2355 9.65759 4.95541 7.90878 5.6469
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -1.187 Detected -0.837 Detected -1.012 0.048 GT Sens contig354 contig354 Unannota GTCTGGCAGTGAACGTAATTTGAGAATTTAAGATGGGTACACAATCCTA contig354 Solyc12g Plant synaptotagmin    SL2.40ch ATCG001 RPS2  Chloropla      chrC:150  430.608 328.634 216.679 223.237 176.211 223.933
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -1.233 Detected -0.881 Detected -1.057 0.045 GT Sens contig355 contig355 Unannota ATACTGTGTAGCTAGGATTCATATTCGGGGGTTTCGAAATCGAGACATAcontig355 Solyc03g Unknown Protein (A  SL2.40ch AT5G0718ERL2  ERL2 (ER     chr5:222  344.23 262.887 85.2784 132.043 136.457 173.692
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.262 Detected -0.860 Detected -1.061 0.065 GT Sens contig355 contig355 Unannota GGATGAAATAGTCTCGTCATTTCATTGTCTACGGTGAAACATAAAAGTT contig355 Solyc03g Unknown Protein (A  SL2.40ch AT5G0718ERL2  ERL2 (ER     chr5:222  177.161 126.039 44.9234 57.8224 66.4377 87.5309
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -1.821 Detected -0.935 Detected -1.378 0.095 GT Sens contig355 contig355 Unannota TTAAATTTACATGTGCACTTAAGGGTGTCAAACGGGGGCCGATTGGGC contig355 Solyc06g Pentatricopeptide (P                    SL2.40ch AT4G16150.1  calmodu       chr4:914  45.6741 50.1843 17.6178 28.9076 14.4515 26.6188
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 -1.025 Detected -0.977 Detected -1.001 0.037 GT Sens contig355 contig355 Unannota GGGTGTGTGGGTATTAGCAATTACAGTGATAAATTATTGAAATTGACAA contig355 Solyc02g Major facilitator sup                   SL2.40ch AT3G48050.2  DNA bind         chr3:177  191.069 137.164 92.5586 106.024 84.8102 87.4565
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.145 Detected -2.006 Detected -1.576 0.081 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  244.278 307.485 94.2697 84.7587 132.192 72.5198
GT Sense Sense 0.548 Detected -0.548 Detected 0.000 -1.884 Comprom -1.062 Comprom -1.473 0.164 GT Sens contig357 contig357 Unannota CTACAGAATTTGTCCAGTAGTTATAACCTGTGATCTGAAGAGGTTATTA contig357 Solyc06g Glycosylt                GO:00472 SL2.40ch AT5G64980.1  unknown   chr5:259  32.8938 14.4834 5.66073 10.2203 6.30578 11.1139
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -1.101 Detected -1.225 Detected -1.163 0.005 GT Sens contig357 contig357 Unannota TTGCTTCTGGTAGGTTAACTTAGTCACATATACTAGCTTTTGCAGCTAT contig357 Solyc06g Glycosylt                GO:00472 SL2.40ch AT5G64980.1  unknown   chr5:259  31.5335 27.5476 9.44486 13.6178 14.6489 13.4077
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.454 Detected -1.315 Detected -1.384 0.009 GT Sens contig357 contig357 Unannota GGACGACTACAGTATACATGTTTCCTTCAATATTTTTCTGCTTATTCTTTcontig357 Solyc12g Unknown   GO:00160 SL2.40ch AT4G13110.1  BSD dom    chr4:764  254.51 206.11 86.6533 151.432 89.1659 97.8666
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.005 Detected -1.180 Detected -1.093 0.008 GT Sens contig358 contig358 Unannota TACAAGAAGTACAAGGATCAAGGTTTGTCCAATTCTCCCGAACCAACTG contig358 Solyc08g Glutathion               GO:00551 SL2.40ch AT1G63460.1  glutathio     chr1:235  42.2884 37.6878 16.957 15.6121 21.2057 18.7305
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.533 Detected -1.016 Detected -1.275 0.039 GT Sens contig358 contig358 Unannota GGCGTTCGCCCTGACATATTTCTGCAAAGAGAACTTAAATAAAATGGAT contig358 Solyc08g Glutathion               GO:00551 SL2.40ch AT1G63460.1  glutathio     chr1:235  40.0131 38.932 20.6986 17.9097 14.5434 20.7458
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.598 Detected -1.288 Detected -1.443 0.017 GT Sens contig358 contig358 Unannota ATGGTGAGAACTTCAGCCAACTGGGTGGAACTAGGAAGTTGTTTTCTTGcontig358 Solyc05g MYC2b tr               GO:00037 SL2.40ch AT4G04570.2  protein k     chr4:229  123.524 99.3624 42.0091 62.3942 39.0363 48.2428
GT Sense Sense -0.411 Detected 0.411 Detected 0.000 -0.863 Detected -1.268 Comprom -1.066 0.146 GT Sens contig358 contig358 Unannota GGGACCAAAATCCAAAATTCACTAACTCTAACCCAGAATAGTTCCAACTTcontig358 Solyc08g Unknown Protein (A  SL2.40ch AT1G21890.1  nodulin M     chr1:768  14.6326 24.347 5.33397 16.7371 11.0684 8.3312
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.304 Detected -0.886 Detected -1.095 0.050 GT Sens contig358 contig358 Unannota AACGAGTATGGCATTTTGTGAGGTAGTTTTGATTTCCACATTTAGTTTT contig358 Solyc06g Reticulon              GO:00057 SL2.40ch AT1G5984CCB4  CCB4 (CO       chr1:220  2945.95 2273.66 1134.53 1931 1117.95 1489.15
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.467 Detected -1.037 Detected -1.252 0.034 GT Sens contig358 contig358 Unannota GCGACTTCCTTTGTTAGAGCCCTTTAGTTACTGGCTTTGCTTTATTACA contig358 Solyc06g Reticulon              GO:00057 SL2.40ch AT1G5984CCB4  CCB4 (CO       chr1:220  5085.66 4176.01 1674.48 3013.75 1777.71 2388
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 -1.154 Comprom -0.888 Comprom -1.021 0.062 GT Sens contig358 contig358 Unannota ATCCTAAAATGCTTATAATTTCAAGATGAGTCGCTAGCACCGTCCCATG contig358 Solyc09g Unknown Protein (A  SL2.40ch AT5G40340.1  PWWP do    chr5:161  17.2406 11.7884 9.45767 14.1713 6.832 8.19021
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.286 Comprom -1.976 Comprom -1.631 0.043 GT Sens contig359 contig359 Unannota TTTGTAGTTGAGCTTACAGCAAGAACCAATAAAGAAGCCAAATCTCCTT contig359 Solyc11g Aspartic p               GO:00065 SL2.40ch AT4G1232CYP706A   CYP706A               chr4:731  16.7984 14.8161 4.67709 3.8075 6.89827 4.26332
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -1.501 Detected -1.074 Detected -1.288 0.052 GT Sens contig359 contig359 Unannota GATAGTAGCTGCAAAATGTGCGGCGCTGCTTAAACTTGCTATTGATTTAcontig359 Solyc01g Aspartic p                GO:00065 SL2.40ch AT1G0868ZIGA4  ZIGA4 (AR                 chr1:276  112042 78068.9 40837.5 47495.1 35227.3 47230.3
GT Sense Sense 0.427 Detected -0.427 Detected 0.000 -1.928 Detected -1.244 Detected -1.586 0.101 GT Sens contig359 contig359 Unannota GGGTCTGACAATTTTGATGATTTCGTTCAATATCAGTTGAAGAATTGGA contig359 Solyc01g Aspartic p                GO:00065 SL2.40ch AT1G0868ZIGA4  ZIGA4 (AR                 chr1:276  1583.11 823.606 486.109 561.894 319.994 512.433
GT Sense Sense -0.455 Detected 0.455 Detected 0.000 -1.676 Comprom -1.952 Comprom -1.814 0.062 GT Sens contig359 contig359 Unannota TGCATCAGCTGGTGTTTATATGTGCTAGGAGGCGGAAGAGGATTTAGA contig359 Solyc04g Phosphoe                 GO:00055 SL2.40ch AT5G11600.1  unknown   chr5:373  12.8752 22.7492 10.5066 13.2426 5.71238 4.70407
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.876 Comprom -1.219 Comprom -1.547 0.042 GT Sens contig359 contig359 Unannota AAATACATTGACTGGCAGGGACAACGACAGGTCTTTCGTGATGATTATGcontig359 Solyc03g Uncharacterized con                 SL2.40ch AT5G57960.1  GTP-bind     chr5:234  19.4365 18.1863 10.3892 11.8631 5.46141 8.58872
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 -1.290 Comprom -2.386 Comprom -1.838 0.095 GT Sens contig360 contig360 Unannota CATGTATGTGGTCGCTGAATATTTATCTTCAGTTCCTATTAATCTGTCA contig360 Solyc01g DNA poly                 GO:00036 SL2.40ch AT2G19240.1  RabGAP/     chr2:834  16.7557 10.8805 2.56317 3.84252 5.88895 2.74603
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.319 Detected -1.292 Detected -1.306 0.009 GT Sens contig360 contig360 Unannota CTAGTTAATCGGTGACATAACTGCTGAACTAAGGATGATGATGTTTGTT contig360 Solyc05g Phosphat                   GO:00442 SL2.40ch AT3G42870.1  unknown   chr3:149  138.127 109.695 36.0904 87.3432 52.5977 53.4603
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.595 Detected -1.377 Detected -1.486 0.011 GT Sens contig360 contig360 Unannota AAGCTAGTGGTTTAGAAGTCTGGATGGAATAGCATACTCTTCTGACATT contig360 Solyc05g Phosphat                   GO:00442 SL2.40ch AT3G42870.1  unknown   chr3:149  155.621 125.764 41.6874 101.517 49.3671 57.2616
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -1.224 Detected -0.838 Detected -1.031 0.068 GT Sens contig360 contig360 Unannota GAATTGTCCTGATAGCCTCAACTAAAACCAAACATGTTCCCTTGTCCAA contig360 Solyc04g Choline k              GO:00041 SL2.40ch AT2G3286BGLU33  BGLU33             chr2:139  46.4024 32.7367 16.88 17.8074 17.7981 23.1832
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.030 Detected -1.408 Detected -1.219 0.023 GT Sens contig360 contig360 Unannota CCTGCTATAATGTTCTTGCTTTGACCGGGGAAAAGTATCATTACTTGTT contig360 Solyc12g Unknown Protein (A  SL2.40ch AT5G43570.1  serine-ty     chr5:175  83.1732 79.125 23.0958 29.8223 42.3669 32.508
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.399 Detected -1.547 Detected -1.473 0.009 GT Sens contig360 contig360 Unannota GATATAATTGGGTTAAAACTGTCTGTATGAGAAGTCAGTGTTACAGATT contig360 Solyc07g Fructose-                GO:00055 SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  84.9168 67.5553 23.6401 36.2824 30.6215 27.5607
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.366 Detected -1.484 Detected -1.425 0.006 GT Sens contig360 contig360 Unannota TTTCTCAATTGTTGCAAGTGGAAGTGGTGATATATCCTGGTTGTTGACAcontig360 Solyc07g Fructose-                GO:00055 SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  199.369 164.608 61.1645 80.4218 74.9335 68.8392
GT Sense Sense 0.363 Detected -0.363 Detected 0.000 -2.053 Detected -1.540 Detected -1.796 0.056 GT Sens contig361 contig361 Malate sy              AGCTATGcontig361 Solyc03g Solyc03g Malate sy              GO:00060 GO:00060      contig361 Solyc03g Malate sy               GO:00044 SL2.40ch AT5G0386MLS  MLS (MA      chr5:103  50.7409 28.8797 8.40348 6.23112 9.83972 13.9946
GT Sense Sense 0.352 Detected -0.352 Detected 0.000 -1.078 Detected -1.699 Comprom -1.389 0.098 GT Sens contig361 contig361 Unannota GAGAATATATTTGGTAACTCCAGATAAACATGTCATATATAAACAATAGGcontig361 Solyc10g Ubiquitin-                  GO:00048 SL2.40ch AT4G2796UBC9  UBC9 (UB        chr4:139  35.2747 20.3712 3.67149 14.3814 13.5394 8.7754
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 -1.683 Detected -1.294 Detected -1.489 0.037 GT Sens contig361 contig361 Unannota GGCTTCAGTCCATCTTGTACTGATTCTTGGAGTGCATTATTGTTTATAT contig361 Solyc10g Ubiquitin-                  GO:00048 SL2.40ch AT4G2796UBC9  UBC9 (UB        chr4:139  281.656 195.381 51.9776 125.853 77.8958 101.688
GT Sense Sense 0.188 Detected -0.188 Detected 0.000 -1.535 Detected -1.049 Detected -1.292 0.052 GT Sens contig361 contig361 Unannota CCCACAAAGAGAGACAATAACAAGCTCAAACAACGAGAATCTTTATAGT contig361 Solyc06g Mitotic checkpoint s                  SL2.40ch AT5G47400.1  unknown   chr5:192  69.4717 50.3742 11.7129 19.2442 21.7746 30.4079
GT Sense Sense 0.736 Detected -0.736 Detected 0.000 -1.754 Detected -1.855 Detected -1.805 0.134 GT Sens contig362 contig362 Unannota TAACATTATACTGATAGTATGATAGTATAAACCATAACTCTTTATACTAT contig362 Solyc12g 1-aminocy                 GO:00164 SL2.40ch AT1G12010.1  1-aminoc         chr1:405  86.4309 29.2975 5.25019 5.47042 15.9089 14.7861
GT Sense Sense 0.689 Detected -0.689 Detected 0.000 -2.423 Detected -2.045 Detected -2.234 0.089 GT Sens contig362 contig362 Unannota TTGAGTCAGAATAACATGACTTTTTGTTGGTTGAGCCCTAATGTGTTGG contig362 Solyc12g 1-aminocy                 GO:00164 SL2.40ch AT1G12010.1  1-aminoc         chr1:405  502.806 181.987 32.0512 39.9702 60.1457 77.9361
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.234 Detected -1.096 Detected -1.165 0.004 GT Sens contig362 contig362 Unannota TAACTAGGTAACTTCACACATTCGAAGTACTCATGAACTTAGCTTTACG contig362 Solyc05g CONSTAN                 GO:00055 SL2.40ch AT3G0765COL9  COL9 (CO         chr3:244  1042.48 1031.79 396.474 534.506 470.315 515.864
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -1.362 Detected -1.158 Detected -1.260 0.007 GT Sens contig362 contig362 Unannota CCGGAGATTGTGAATTCCTCGGCTATTTATGTTAACATATCATGTATAT contig362 Solyc05g CONSTAN                 GO:00055 SL2.40ch AT3G0765COL9  COL9 (CO         chr3:244  1560.73 1448.66 569.766 768.62 623.949 716.441
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.070 Detected -1.177 Detected -1.123 0.007 GT Sens contig362 contig362 Unannota CAGATGAAACATGGTTTGTTTGTCTGAAATAGATAACTGAAGCCAGTTG contig362 Solyc01g COBRA-like protein              SL2.40ch AT3G5372ATCHX20    ATCHX20          chr3:199  674.733 570.065 229.24 517.384 315.017 291.659
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 -1.458 Detected -1.334 Detected -1.396 0.048 GT Sens contig362 contig362 Unannota TGAAGGAATTGCATTTGACTCTTACCAGAATTCTACTTTTAAGTTTAGG contig362 Solyc01g COBRA-like protein              SL2.40ch AT3G5372ATCHX20    ATCHX20          chr3:199  206.084 126.213 58.8889 95.2841 62.6174 68.0045
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -1.251 Detected -0.985 Detected -1.118 0.014 GT Sens contig363 contig363 Unannota TTGTTATAAGCATCCTTTTCTTCCTCCCACTCAAGAGCACAGGATTCCC contig363 Solyc11g Exostosin              GO:00160 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  38.2067 36.4801 19.5729 18.0469 16.7309 20.0522
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 -1.683 Detected -1.528 Detected -1.606 0.018 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  65.2003 46.1046 10.9515 14.414 18.2034 20.2108
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 -2.142 Detected -1.873 Detected -2.007 0.016 GT Sens contig364 contig364 Unannota AGACACGACAACAATTTTAAAGAGTCCAAGCACAAAAAAAGTAGAGTGG contig364 Solyc05g Pectate ly               GO:00168 SL2.40ch AT4G13210.1  lyase/ pe    chr4:767  88.8685 61.6103 15.0834 23.59 17.8762 21.4847
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 -2.147 Detected -1.780 Detected -1.964 0.024 GT Sens contig364 contig364 Unannota GAAATAAAAATGTATGGTTAGTTACTTTATTAACCTATTTAAGTAGGGACcontig364 Solyc05g Pectate ly               GO:00168 SL2.40ch AT4G13210.1  lyase/ pe    chr4:767  58.2258 38.9091 11.2548 14.0286 11.4619 14.7309
GT Sense Sense -1.863 Detected 1.863 Detected 0.000 -1.822 Detected -1.067 Detected -1.444 0.527 GT Sens contig364 contig364 Unannota CCTGAATATAGCATAAACAACAACAACATACATGGTCTAGTCCTACAAAGcontig364 Solyc05g Ureide pe                   GO:00052 SL2.40ch AT2G43890.1  polygalac       chr2:181  12.3086 153.283 9.7057 17.4495 13.1029 22.0451
GT Sense Sense 0.276 Detected -0.276 Detected 0.000 -1.398 Comprom -1.497 Comprom -1.447 0.036 GT Sens contig364 contig364 Unannota GCAAGAGATTTTAACACAAGACGAGGCCGTTTCATCAGAATTTACTACA contig364 Solyc10g Serine/thr                 GO:00191 SL2.40ch AT4G17140.2  FUNCTIO                                   chr4:961  19.4814 12.5057 7.83527 8.25023 6.31687 5.87929
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.906 Comprom -1.483 Comprom -1.694 0.020 GT Sens contig364 contig364 Unannota TTTGGCGTAACTAGTAAAATTGTTGCCATGTGACTTGATGGTCATGGGTcontig364 Solyc01g Expressed protein (     SL2.40ch AT5G6726CYCD3;2  CYCD3;2       chr5:268  19.1569 21.1072 2.7515 11.3339 5.72102 7.65052
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.124 Detected -1.132 Detected -1.128 0.001 GT Sens contig365 contig365 Unannota CTCTTATCTTGTTCGCCAGTACTCTTATATGTGTCTGGTATAGCAGATA contig365 Solyc12g Unknown Protein (A          SL2.40ch AT5G50830.2  unknown   chr5:206  155.794 155.676 87.3136 139.832 76.1869 75.5525
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -1.435 Detected -1.705 Detected -1.570 0.016 GT Sens contig365 contig365 Unannota GGATGATTCAAGTTGTCGTCATTGTTGTGATCTTTCTACTTCTTGTCTA contig365 Solyc05g Dihydrofla                GO:00040 SL2.40ch AT5G0163BRCA2B,    BRCA2B          chr5:235  60.2378 45.9043 11.8322 22.1721 20.7331 17.1511
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -2.752 Detected -1.798 Detected -2.275 0.049 GT Sens contig365 contig365 Prephena                CTATTCAcontig365 Solyc06g Solyc06g Prephena                GO:00065 GO:00065   contig365 Solyc06g Prephena                 GO:00081 SL2.40ch AT1G15710.1  prephena      chr1:540  4293.8 2980.68 849.562 1282.76 566.253 1094.15
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.426 Detected -1.151 Detected -1.288 0.027 GT Sens contig366 contig366 Alpha-1 6              TCCTAAT contig366 Solyc01g Solyc01g Alpha-1 6              GO:00160 GO:00160   contig366 Solyc01g Alpha-1 6               GO:00160 SL2.40ch AT5G07720.1  galactosy       chr5:245  1882.08 1406.82 379.28 499.098 645.815 779.152
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.967 Detected -1.016 Detected -1.491 0.089 GT Sens contig367 contig367 Unannota AGTCGAAATCGAATCTCAGGTGTTGGTTCGGATTCTGAATCGATCGTCCcontig367 Solyc10g009250.1.1 AT1G79150.1  binding  chr1:297  191.718 170.081 33.9914 82.9478 49.2621 94.9675
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -2.169 Detected -1.183 Detected -1.676 0.078 GT Sens contig367 contig367 Unannota TTTGAAAGTTGGGTATCAGGTTGCGCGTCAAGGTCATATTTCGATTTGAcontig367 Solyc10g009250.1.1 AT1G79150.1  binding  chr1:297  236.309 246.444 38.8959 105.408 57.2181 113.013
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -1.197 Detected -1.167 Detected -1.182 0.011 GT Sens contig367 contig367 Unannota GCACCAAATCTATGAAGATACATCGAAGGAACGATTCTTCAAACACGAA contig367 Solyc02g GDP-L-ga   GO:00055 SL2.40ch AT5G64030.1  dehydrat    chr5:256  304.199 241.527 202.016 261.518 126.098 128.37
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -1.303 Detected -1.459 Detected -1.381 0.004 GT Sens contig367 contig367 Unannota GACCGTCAAGAGGAAAGATTCCACAAGCAAGAAACCTCATCAACATTAT contig367 Solyc02g GDP-L-ga   GO:00055 SL2.40ch AT5G64030.1  dehydrat    chr5:256  796.8 711.088 527.619 706.124 325.408 291.072
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.318 Detected -1.490 Detected -1.404 0.004 GT Sens contig370 contig370 Peptide tr                 AAAGCTGcontig370 Solyc09g Solyc09g Peptide tr                 GO:00429 GO:00429     contig370 Solyc09g Peptide tr                  GO:00429 SL2.40ch AT5G4605ATPTR3,   PTR3 (PE          chr5:186  1925.4 1845.03 946.21 697.303 806.156 713.214
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.364 Comprom -1.198 Comprom -1.281 0.009 GT Sens contig370 contig370 Unannota CGGTAGTTACTTCAGATCTCTGACCTCATTTCACTATAGATGCACAAAC contig370 Solyc10g DUF647 domain-con                  SL2.40ch AT3G52700.1  unknown   chr3:195  21.2515 22.7744 25.2325 29.3012 9.11206 10.1952
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -1.163 Detected -1.040 Detected -1.102 0.037 GT Sens contig371 contig371 Unannota GTCTCCTTCCCTTAGAAGCCAATGGCCGATTTTTGGTATTAGAGGTGCGcontig371 Solyc02g Derlin-2 (A            GO:00422 SL2.40ch AT5G623 IRE  IRE (INCO          chr5:250  891.665 628.704 340.031 424.896 356.559 387.141
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.754 Comprom -1.691 Comprom -1.722 0.003 GT Sens contig371 contig371 Unannota ATGTTGACGTGCTGCTCAATGGAACGGTGTCAGTTGACACCACTTGAAGcontig371 Solyc04g Purple ac                 GO:00047 SL2.40ch AT4G33540.1 16.5153 13.594 4.78126 10.9413 4.73733 4.93436
GT Sense Sense 0.412 Detected -0.412 Detected 0.000 -1.619 Detected -1.363 Detected -1.491 0.075 GT Sens contig371 contig371 Unannota TATTGATCAGTCTACCCGATTTGAACTGGGGAAAAAAGGATTTGCACAA contig371 Solyc09g CWF19-like 2 (AHRD                SL2.40ch AT5G66620.1 54.9379 29.1824 11.9082 22.4925 13.9041 16.5525
GT Sense Sense 0.526 Detected -0.526 Detected 0.000 -3.893 Comprom -3.799 Comprom -3.846 0.018 GT Sens contig371 contig371 Unannota GGTATCATTGCATCTTTGAGACTTCACACTCGTATTGATGCAATAAAAA contig371 Solyc09g031670.1.1 AT4G35270.1  RWP-RK    chr4:167  160.721 72.9019 13.7457 12.9053 7.7671 8.26733
GT Sense Sense 0.719 Detected -0.719 Detected 0.000 -3.041 Comprom -3.621 Comprom -3.331 0.050 GT Sens contig371 contig371 Unannota CTGACTGATAAGATAGTAGCAAGTGCTAAGAAAAATGCTATCAAAAGTT contig371 Solyc09g031670.1.1 AT4G35270.1  RWP-RK    chr4:167  107.042 37.1871 14.5296 3.44186 8.17345 5.4503
GT Sense Sense 0.371 Detected -0.371 Detected 0.000 -1.803 Detected -1.148 Detected -1.475 0.096 GT Sens contig372 contig372 Unannota TGAAAATGGGAAGTCTGAGTTGGTTTAGAAATTTGCTTTCAGCTGTTGGcontig372 Solyc09g GPN-loop                   GO:00055 SL2.40ch AT5G28190.1  unknown   chr5:101  74.7601 42.0821 17.7403 19.6765 17.1406 26.9139
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -1.326 Detected -0.898 Detected -1.112 0.054 GT Sens contig372 contig372 Unannota GTTGCAAGTTATGTGCTGCACGAGTTCTATCATACTATTATGTAATCTT contig372 Solyc09g GPN-loop                   GO:00055 SL2.40ch AT5G28190.1  unknown   chr5:101  82.7913 62.2182 30.796 35.8746 30.5245 40.9533
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -1.015 Detected -1.013 Detected -1.014 0.033 GT Sens contig372 contig372 Unannota TTGGAGGATTCATGTTTTAAACTACCGTTTGACTCTAGTCTTCCATATT contig372 Solyc06g GTP cyclo                GO:00039 SL2.40ch AT3G0366WOX11  WOX11 (W           chr3:889  39.3751 48.0689 27.2998 31.5684 22.9605 22.9129
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.558 Detected -2.397 Detected -1.977 0.045 GT Sens contig372 contig372 Unannota TGTGTGACAGTTTGAAGTACAACCACAACATACCATGTGTAACAATGTG contig372 Solyc06g Aquapori              GO:00152 SL2.40ch AT2G36830.1 67.3075 54.3518 18.166 13.0485 21.9059 12.2112
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -0.927 Detected -1.254 Detected -1.091 0.043 GT Sens contig373 contig373 Dynamin               AAGTATCcontig373 Solyc10g Solyc10g Dynamin               GO:00055 GO:00055   contig373 Solyc10g Dynamin                GO:00039 SL2.40ch AT1G1483ADL1C, A    ADL1C (A          chr1:510  1426.6 1065.33 318.45 393.905 691.449 549.459
GT Sense Sense 0.358 Detected -0.358 Detected 0.000 -2.064 Detected -1.017 Detected -1.541 0.136 GT Sens contig373 contig373 Unannota GAAAAATAGTTAGATTTGCAATAGAGATGGAGACGTGAAGGTATGCTGGcontig373 Solyc07g Protein re             GO:00036 SL2.40ch AT1G0395VPS2.3  VPS2.3 (V       chr1:101  196.77 112.789 85.4882 109.721 37.9847 78.2701
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -2.315 Detected -1.962 Detected -2.139 0.018 GT Sens contig373 contig373 Glycerol-3               AGAGAACcontig373 Solyc04g Solyc04g Glycerol-3               GO:00512 GO:00512       contig373 Solyc04g Glycerol-3                GO:00043 SL2.40ch AT2G4154GPDHC1  GPDHC1           chr2:173  5539.05 3800.27 1189.72 1340.15 983.177 1251.9
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.770 Comprom -1.093 Comprom -1.432 0.053 GT Sens contig374 contig374 Unannota GCTAATTAAGCCATCTGCTTTGTCCTTCCCATGCTCTTATGAGATGGTA contig374 Solyc08g080810.1.1 AT4G04960.1  lectin pro     chr4:253  14.8218 12.819 9.07058 7.7037 4.31062 6.86858
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.423 Detected -1.123 Detected -1.273 0.022 GT Sens contig375 contig375 Unannota ACTCCTCAAGAACGCAGTAGATAACTTAATCTACGATGTAGTTGCATGT contig375 Solyc01g Zinc finge                GO:00037 SL2.40ch AT2G17570.1  undecap            chr2:764  268.292 213.382 83.2094 120.46 95.1402 116.815
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.643 Detected -1.710 Detected -1.676 0.002 GT Sens contig375 contig375 AP2-like e                    TTAATTC contig375 Solyc11g Solyc11g AP2-like e                    GO:00036 GO:00036  contig375 Solyc11g AP2-like e                     GO:00036 SL2.40ch AT2G2855RAP2.7, T   RAP2.7 (R          chr2:122  1703.48 1750.74 558.085 568.031 589.844 561.327
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -0.988 Comprom -1.396 Comprom -1.192 0.028 GT Sens contig375 contig375 Solute ca                    ATGATAT contig375 Solyc11g Solyc11g Solute ca                    GO:00160 GO:00160 contig375 Solyc11g Solute ca                     GO:00160 SL2.40ch AT1G21870.1  glucose-6    chr1:767  15.2655 14.1677 9.15129 7.53254 7.905 5.94081
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -1.584 Detected -1.440 Detected -1.512 0.009 GT Sens contig375 contig375 NBS-LRR        GCTGCAGcontig375 Solyc07g Solyc07g NBS-LRR class disease resista      contig375 Solyc07g NBS-LRR class dise       SL2.40ch AT3G09540.1  pectate ly     chr3:292  3548.43 3956.29 760.431 980.828 1332.97 1467.77
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 -1.111 Detected -1.131 Detected -1.121 0.038 GT Sens contig375 contig375 Unannota TTGTTGTCCCTGCTACCCGACAATTTTGGGCAATCGATCTCTCAAAGAT contig375 Solyc03g NADH deh               GO:00055 SL2.40ch AT4G33390.1  unknown   chr4:160  80.6209 55.4689 31.6965 43.3067 33.0055 32.4613
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -1.030 Detected -1.320 Detected -1.175 0.015 GT Sens contig375 contig375 Unannota CTCACCATTCACGCTTATCTATTGCAATTCTCATAAATTTTGCAAGTTTGcontig375 Solyc08g Inhibitor o                   GO:00082 SL2.40ch AT3G26150.1 100.286 96.6049 28.7219 34.3589 51.3891 41.9186
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -0.918 Detected -1.282 Detected -1.100 0.035 GT Sens contig375 contig375 Unannota GAGGATATACCACTTCAAAATCACAAAGTTGAGGGTAAATCGAATCGTC contig375 Solyc08g Inhibitor o                   GO:00082 SL2.40ch AT3G26150.1 91.6992 74.4431 28.789 33.9212 46.6352 36.1176
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.269 Detected -0.823 Detected -1.046 0.063 GT Sens contig376 contig376 Unannota GATTGATATTGATCAAACTTCTGGACCATTTTGTTCTTGATCTTTTCACCcontig376 Solyc01g G-box bin                 GO:00435 SL2.40ch AT2G4627GBF3  GBF3 (G-            chr2:190  39.9515 29.9917 13.6619 19.9814 15.3173 20.8088
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.514 Detected -1.515 Detected -1.514 0.008 GT Sens contig376 contig376 Unannota GGGTCTGGGGTTAATGGTGTGTATGCTAATGTCATCAACAATAATAACAcontig376 Solyc09g Uncharac                   GO:00103 SL2.40ch AT1G68875.1 1986.39 1539.83 672.088 1020.21 653.073 650.567
GT Sense Sense 0.721 Detected -0.721 Detected 0.000 -2.049 Comprom -2.233 Comprom -2.141 0.099 GT Sens contig376 contig376 Unannota GAAGAGTTTTTGGTGTATCAAAAGCATCTACTATATCCATCCCAGGTAA contig376 Solyc02g Nucleoso                   GO:00423 SL2.40ch AT5G42280.1  DC1 dom    chr5:169  36.1423 12.5095 8.42685 13.3725 5.4799 4.81015
GT Sense Sense 0.260 Detected -0.260 Detected 0.000 -2.079 Detected -1.469 Detected -1.774 0.047 GT Sens contig377 contig377 Unannota TGTCTTGGAATTTTAGCAACATCAACTCACTTCAATTAGGTTGGTTATTAcontig377 Solyc07g054590.1.1 AT3G0778OBE1  OBE1 (OB         chr3:248  1874.98 1230.37 373.616 693.131 383.402 583.367
GT Sense Sense 0.263 Detected -0.263 Detected 0.000 -2.709 Detected -1.935 Detected -2.322 0.038 GT Sens contig377 contig377 Unannota CCCACATTAGTTACCAAATGTACCTGTGGCTGTGAATCATAGTTAAAAT contig377 Solyc07g054590.1.1 AT3G0778OBE1  OBE1 (OB         chr3:248  2042.25 1334.89 317.774 644.004 269.19 459.111
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 -1.267 Detected -1.008 Detected -1.137 0.049 GT Sens contig377 contig377 Unannota CGGTACCAAGGAGTTCATTGTCTACTGTACATACAAAAGAATCAATGTT contig377 Solyc07g MLO-like               GO:00160 SL2.40ch AT1G21610.2  wound-re     chr1:757  44.4392 30.5294 17.4664 15.4594 16.3193 19.4791
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.397 Detected -0.984 Detected -1.191 0.029 GT Sens contig377 contig377 Porin/volt                 AACAAGGcontig377 Solyc03g Solyc03g Porin/volt                 GO:00055 GO:00055       contig377 Solyc03g Porin/volt                  GO:00055 SL2.40ch AT5G1509VDAC3, A   VDAC3 (V          chr5:488  4092.65 3705.72 1668.71 1703.29 1577.03 2093.01
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 -2.672 Detected -1.952 Detected -2.312 0.031 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  304.9 214.046 69.8055 95.7598 42.7497 70.1934
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.341 Detected -1.242 Detected -1.291 0.009 GT Sens contig377 contig377 Unannota TAACTATCCAGTTAAAGGCACATTCGTGGGATGCTGATGGAAACGACTCcontig377 Solyc06g Serine/threonine-pro                    SL2.40ch AT2G28360.1  INVOLVE                                                                         chr2:121  3183.51 2571.87 928.868 1213.8 1204.82 1285.88
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.837 Detected -1.005 Detected -1.421 0.081 GT Sens contig378 contig378 Unannota GGTGACGGGTCATATGTTAATTAGCATTATGGAAGCTTATTAACAATCG contig378 Solyc10g Endochiti                                       GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  19297 15589.2 9988.15 9894.4 5176.38 9190.15
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 -1.479 Detected -0.919 Detected -1.199 0.051 GT Sens contig378 contig378 Unannota GCCACTAGCCCTAGGGGATTTTTCAGTTATAAAGTAGAAGTACATTAAA contig378 Solyc06g Unknown Protein (A  SL2.40ch AT4G28420.2 34.8567 34.249 13.655 12.9323 13.2154 19.4216
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.838 Detected -1.407 Detected -1.622 0.022 GT Sens contig378 contig378 Unannota TTGAATGTGGAATTTGAGATAGGGCTCCTGTTTGACCTTTATTTACTAC contig378 Solyc06g Unknown Protein (A  SL2.40ch AT4G28420.2 50.6912 40.5498 12.0977 15.0437 13.5242 18.1797
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.642 Detected -1.201 Detected -1.422 0.027 GT Sens contig378 contig378 Adenylyl c               GGTTCGGcontig378 Solyc01g Solyc01g Adenylyl c               GO:00037 GO:00037    contig378 Solyc01g Adenylyl c                GO:00037 SL2.40ch AT4G3449ATCAP1,     ATCAP1          chr4:164  234.846 196.455 70.5764 110.015 73.3837 99.3353
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.280 Detected -1.617 Detected -1.448 0.014 GT Sens contig379 contig379 Unannota CCACTGGGTATATGTTGTTGTAGTTGCTTTGTTTAATGATCTTTGTTTT contig379 Solyc12g Homeobo                GO:00056 SL2.40ch AT5G30520.1 164.887 161.107 88.0546 61.0325 71.5956 56.4807
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -1.152 Detected -1.411 Detected -1.282 0.010 GT Sens contig379 contig379 Unannota AACTTGAAATATGCCGGCGAAAGTCAAAAGGGTGCATATATTTTTATGT contig379 Solyc12g Homeobo                GO:00056 SL2.40ch AT5G30520.1 134.054 122.388 68.7909 45.4043 61.4485 51.2123
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -1.933 Detected -0.914 Detected -1.423 0.123 GT Sens contig379 contig379 Unannota ATAGCCTTAAATGACAGTCCTGACTCTGCTACTAGCCAATAGCTAACGG contig379 Solyc01g Unknown Protein (A  SL2.40ch AT3G25610.1  haloacid      chr3:930  1255.94 885.924 430.389 529.785 294.509 595.381
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.477 Detected -1.069 Detected -1.273 0.035 GT Sens contig379 contig379 Unannota GAAGTGTGAATGCTTCTATTTGCTGCTTGGAGGGTAAAACTTGTTTCTGcontig379 Solyc12g Integral membrane p                  SL2.40ch AT3G06880.1  nucleotid    chr3:217  2498.88 1957.75 774.471 979.804 847.53 1120.68
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.390 Comprom -1.703 Comprom -1.547 0.010 GT Sens contig379 contig379 Unannota CTTCCACGTAAAGTACAACTCTGTTTGTATTGTTTATGCTTTCTGACTTGcontig379 Solyc01g Dolichyl-d                  GO:00055 SL2.40ch AT5G6668DGL1  DGL1; do    chr5:266  12.9175 12.2915 4.94556 3.55844 5.12646 4.11371
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 -1.254 Comprom -0.987 Comprom -1.120 0.014 GT Sens contig379 contig379 Unannota CGCGCCTTTAATTGTTGTTTGAAGTGCTAGTCTTACTTTCTTAATTTGG contig379 Solyc02g Wound responsive p                  SL2.40ch AT1G1452MIOX1  MIOX1 (M       chr1:496  12.9876 12.6527 1.88097 2.3447 5.73181 6.87831
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -1.173 Comprom -0.946 Comprom -1.060 0.051 GT Sens contig379 contig379 Unannota TAAGGAGGTTTATGTTCACACTCACGGCTTAAGGCCACCAGGCCCAAAAcontig379 Solyc05g Threonyl-                 GO:00428 SL2.40ch AT5G14770.1  pentatric      chr5:477  16.6137 21.2356 10.6905 4.80171 8.88107 10.3624
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.036 Detected -1.031 Detected -1.034 0.004 GT Sens contig380 contig380 Unannota AGTCTGAGGGAAGTCCCATGTAATGAATTCTTGTTTCATGCATGTTCTG contig380 Solyc05g Phosphog               GO:00036 SL2.40ch AT2G43210.2 286.131 245.78 92.6147 97.6062 137.872 137.976
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.116 Detected -1.302 Detected -1.209 0.010 GT Sens contig380 contig380 Unannota ATCAAAATCACAATCAAATATTCATGGAAGAGTGCAACTATATATTCGCAcontig380 Solyc11g Metal ion                 GO:00300 SL2.40ch AT2G29770.1 53.641 45.5318 24.574 27.5487 24.3076 21.3111
GT Sense Sense 0.304 Detected -0.304 Detected 0.000 -1.410 Detected -1.111 Detected -1.260 0.065 GT Sens contig380 contig380 Unannota ACGAACTCATCGTTGAAATTCTGAGAAAACTTCCTGCTAAGTCTCTAAT contig380 Solyc11g Metal ion                 GO:00300 SL2.40ch AT2G29770.1 95.9258 59.193 33.8641 41.4895 30.2409 37.0936
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.234 Detected -0.903 Detected -1.068 0.026 GT Sens contig380 contig380 Phosphat                 ATCAAGAcontig380 Solyc05g Solyc05g Phosphat                 GO:00038 GO:00038  contig380 Solyc05g Phosphat                  GO:00082 SL2.40ch AT3G12620.2  protein p          chr3:400  590.923 606.222 259.112 428.249 271.415 340.309
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -2.233 Comprom -1.540 Comprom -1.887 0.033 GT Sens contig381 contig381 Unannota GTTTTATAGACTGCAGGAAAATTTGATTCAGCAATTACTGGGACACACT contig381 Solyc04g Alpha alp                  GO:00038 SL2.40ch AT5G5903COPT1  COPT1 (c         chr5:238  23.2769 20.2453 11.6756 5.68222 4.9233 7.93785
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.859 Comprom -0.913 Comprom -1.386 0.115 GT Sens contig381 contig381 Unannota CACTAATGGGGAGGTTGTTCTTTGAATTCTTGCAATAAAAAGATAATGA contig381 Solyc02g Palmitoylt                GO:00164 SL2.40ch AT5G41060.1 16.978 12.0793 12.6324 10.2649 4.21087 8.08835
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.143 Detected -0.949 Detected -1.046 0.016 GT Sens contig381 contig381 Unannota CTCTTTCTCGAACCTTACATAAACGGGATGTTTTATGTACTGAACTGGA contig381 Solyc07g WRKY tra                GO:00454 SL2.40ch AT5G43570.1  serine-ty     chr5:175  19999.5 16545.8 9958.7 10509.2 8781.41 10016.2
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.308 Detected -1.018 Detected -1.163 0.032 GT Sens contig381 contig381 Unannota GGAGGAGATGGGTTGAAGGATATATGGTTTTATTTTTAGTTATTTGCAT contig381 Solyc07g WRKY tra                GO:00454 SL2.40ch AT5G43570.1  serine-ty     chr5:175  18080.8 13669.3 8850.39 9176.46 6772.66 8251.33
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.440 Detected -1.615 Detected -1.527 0.003 GT Sens contig381 contig381 E3 ubiqui                ATTTTCA contig381 Solyc08g Solyc08g E3 ubiqui                GO:00055 GO:00055    contig381 Solyc08g E3 ubiqui                 GO:00055 SL2.40ch AT5G38070.1  zinc finge        chr5:151  2900.21 2673.26 1303.27 900.271 1094.14 966.756
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.290 Detected -0.962 Detected -1.126 0.021 GT Sens contig382 contig382 Early nod             AAGGGTTcontig382 Solyc02g Solyc02g Early nod             GO:00090 GO:00090   contig382 Solyc02g Early nod              GO:00090 SL2.40ch AT1G48940.1  plastocya     chr1:181  3582.41 3479.48 1720.58 4170.38 1539.51 1927.45
GT Sense Sense 0.231 Detected -0.231 Detected 0.000 -0.974 Comprom -1.866 Comprom -1.420 0.106 GT Sens contig382 contig382 Unannota GGCGAGAAAAAAACCTGGGAGGTAAGTTTCGGCTACTGAATGGGTTTG contig382 Solyc06g Unknown Protein (A  SL2.40ch AT3G14370.1 19.0937 13.0436 3.39016 4.79927 8.56734 4.60251
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.039 Detected -1.152 Detected -1.096 0.012 GT Sens contig382 contig382 Unannota TTTAGGATTCCATGGTTATGGGGAAAAGATTGATTTTTGCAAAGGCTGAcontig382 Solyc07g Cell divisi                  GO:00064 SL2.40ch AT1G47670.1  amino ac      chr1:175  164.52 133.434 47.9049 45.755 76.89 70.8829
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -1.175 Detected -1.086 Detected -1.131 0.002 GT Sens contig382 contig382 Unannota TGTAGTTTTGCAACAGCAGGGGAAGGTTTTCGGTTGGGTTTTCGTTGA contig382 Solyc07g Cell divisi                  GO:00064 SL2.40ch AT1G47670.1  amino ac      chr1:175  384.262 360.664 125.567 123.1 175.778 186.475
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 -0.867 Detected -1.172 Detected -1.019 0.056 GT Sens contig383 contig383 Unannota CCCATAGTACTTGTCTCCTTGTTTCTTGAAAATCCCACAAAAAATTGGG contig383 Solyc10g Unknown   GO:00167 SL2.40ch AT3G0226BIG, DOC        BIG (BIG)          chr3:431  64.2122 45.8389 13.6878 25.2461 31.72 25.6032
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -1.727 Detected -1.062 Detected -1.395 0.053 GT Sens contig383 contig383 Unannota GCTCCCTTTGGTTCACACATAATTCCGGCTCTGTTTAATCTCCTCACTG contig383 Solyc12g UDP-gluc               GO:00060 SL2.40ch AT5G64700.1  nodulin M     chr5:258  55.2285 54.8356 14.7082 26.103 17.7278 28.0149
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 -1.535 Detected -1.753 Comprom -1.644 0.022 GT Sens contig383 contig383 Unannota CCTGTCACTTTCTGCGAAAAGACTTTGCTAACAATGGAACAGACTAATT contig383 Solyc12g UDP-gluc               GO:00060 SL2.40ch AT5G64700.1  nodulin M     chr5:258  27.9998 36.0149 5.18878 7.27992 11.6876 10.0196
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.802 Detected -1.883 Detected -1.842 0.006 GT Sens contig383 contig383 Unknown              TTGTCTGcontig383 Solyc07g Solyc07g Unknown Protein (AHRD V1)%3             contig383 Solyc07g Unknown Protein (A              SL2.40ch AT2G30990.2  unknown   chr2:131  98.6148 76.4597 21.3714 31.1251 26.5563 25.0294
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.189 Detected -1.418 Detected -1.303 0.022 GT Sens contig383 contig383 Unannota ACAAGAAGAAGGTTCTGTTAATTCGACGGTGAAGCGGAATTTGAGCTTCcontig383 Solyc03g Ring H2 fi                 GO:00048 SL2.40ch AT5G27420.1  zinc finge        chr5:968  1410.28 1065.57 306.497 355.208 573.513 487.646
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.199 Detected -1.474 Detected -1.337 0.020 GT Sens contig383 contig383 Unannota GAGAAACTTGAGTTTCAACGTGCCGATTCAACCACCGAGATCAATTTCC contig383 Solyc03g Ring H2 fi                 GO:00048 SL2.40ch AT5G27420.1  zinc finge        chr5:968  3759.29 2942.62 851.526 963.756 1544.54 1272.77
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -1.450 Detected -1.180 Detected -1.315 0.023 GT Sens contig383 contig383 Aquapori             CTTGTCAcontig383 Solyc03g Solyc03g Aquapori             GO:00160 GO:00160   contig383 Solyc03g Aquapori              GO:00152 SL2.40ch AT1G0162PIP1C, TM    PIP1C (P         chr1:225  16934.7 12932.9 5730.11 4446.02 5774.84 6943.38
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.247 Detected -0.991 Detected -1.119 0.013 GT Sens contig384 contig384 Unannota ATTGAAAAGTGTTGAACAACACAAAGTTCCCTTGGTCTGATTTGTAGAA contig384 Solyc07g Arabinogalactan-pro     SL2.40ch AT4G02871.1  unknown   chr4:127  1521.53 1437.39 999.743 1011.2 664.366 791.239
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -0.913 Detected -1.425 Comprom -1.169 0.059 GT Sens contig384 contig384 Unannota CCTCTTTCGATTATCAATGGAAACGTTCAACTTGAGCTAAATCAGGTTT contig384 Solyc07g Jasmonat                GO:00055 SL2.40ch AT1G06640.2 27.1948 20.7887 4.97572 11.356 13.4675 9.41504
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.160 Detected -0.881 Detected -1.020 0.039 GT Sens contig384 contig384 Unannota CTTCCTCTTCTGATTAGAGCATCAACAATCAATTAAAACTACTATCCACGcontig384 Solyc07g Jasmonat                GO:00055 SL2.40ch AT1G06640.2 28.3257 21.4981 10.2425 12.9996 11.7757 14.2473
GT Sense Sense 0.235 Detected -0.235 Detected 0.000 -0.890 Detected -1.554 Detected -1.222 0.095 GT Sens contig384 contig384 Unannota GGACGAAATTGGGGTTGTATTGTGTTATTTAATGATGGGTATTGAGTAAcontig384 Solyc09g Endogluc                                    GO:00045 SL2.40ch AT3G61310.1  DNA-bind     chr3:226  71.6038 48.67 18.6352 15.414 33.9751 21.3727
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -1.087 Detected -1.361 Detected -1.224 0.021 GT Sens contig384 contig384 Unannota TGGTTAGTGTTGCTGAATATAGATTACACAAAATGGAAAGGGATGGAAGcontig384 Solyc04g Glutathion                GO:00043 SL2.40ch AT2G37770.2  aldo/keto     chr2:158  99.4321 79.898 25.4264 46.7882 44.7447 36.8946
GT Sense Sense 0.576 Detected -0.576 Detected 0.000 -2.008 Detected -2.504 Comprom -2.256 0.069 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  84.5802 35.8151 1.90135 10.4764 14.5889 10.313
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 -1.638 Detected -1.396 Detected -1.517 0.019 GT Sens contig386 contig386 Unannota CAGACCTTACACAATCTGCACTGTTTTCCTTTTTACTTGTCATGCTTTCTcontig386 Solyc12g Serine/thr                 GO:00191 SL2.40ch AT2G17060.1 74.5554 55.3313 10.84 25.6767 22.0028 25.9568
GT Sense Sense 0.256 Detected -0.256 Detected 0.000 -4.186 Detected -3.319 Detected -3.753 0.018 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  3165.47 2089.16 258.612 258.705 150.641 273.924
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -1.469 Comprom -1.043 Comprom -1.256 0.079 GT Sens contig386 contig386 Unannota CCCATTTTGAATCAGTACTTGGTAGAGAAGACCATTTAAACGAAAAGAA contig386 Solyc07g ATP-bind                GO:00055 SL2.40ch AT4G20840.1  FAD-bind     chr4:111  14.4424 20.862 9.98779 7.04367 6.68457 8.95832
GT Sense Sense 1.136 Detected -1.136 Detected 0.000 -1.872 Detected -2.272 Comprom -2.072 0.214 GT Sens contig387 contig387 Unannota GACTTGATGATAGCAAGGATGCATGCAACAGCTGCATGATGCATTTGTAcontig387 Solyc03g Unknown Protein (A  SL2.40ch AT5G06750.3  protein p          chr5:208  81.0287 15.781 14.2023 14.7928 10.4211 7.87178
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -1.619 Detected -0.858 Detected -1.239 0.109 GT Sens contig387 contig387 Unannota GGATTTTCACACTGAAAGCAAGTGTGTTATTGATTTCTGATGTTTCATT contig387 Solyc02g Receptor   GO:00046 SL2.40ch AT5G01420.1 5104.78 3464.42 1547.46 2250.52 1459.85 2466.13
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 -1.732 Detected -0.986 Detected -1.359 0.101 GT Sens contig387 contig387 Unannota GATGGTCTGAACTGGTAAAATCTGTTTGTTTATCAACTTTGGTATTAGT contig387 Solyc02g Receptor   GO:00046 SL2.40ch AT5G01420.1 8982.64 5714.15 2668.52 3883.45 2299.83 3846.8
GT Sense Sense 0.613 Detected -0.613 Detected 0.000 -4.103 Comprom -1.420 Detected -2.762 0.202 GT Sens contig387 contig387 Unannota ATAGCGAATGTGTTTGTTCTCTATTGGCTCATCTGCCTATTTTCCTTTC contig387 Solyc01g Unknown Protein (A              SL2.40ch AT5G5633ATACA8,   ACA8 (AL           chr5:228  58.2872 23.4502 2.29994 6.29174 2.29385 14.6868
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.181 Detected -0.900 Detected -1.040 0.024 GT Sens contig387 contig387 Unannota CAGCATATAGAACTGGCAGCTAGCAACCCCAAAAGGATTTTAAAGAGAA contig387 Solyc11g DNA (Cyto               GO:00081 SL2.40ch AT5G01250.1  alpha 1,4           chr5:102  38.7107 32.4591 24.0506 35.7942 16.6733 20.1966
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.421 Detected -1.021 Detected -1.221 0.026 GT Sens contig387 contig387 Unannota ACTAGTAAGATGGTTAACAGGACGACGAAGAGGAAAATTAGGATTCCGGcontig387 Solyc10g Unknown Protein (A  SL2.40ch AT5G06330.1 537.382 486.182 278.337 286.18 203.504 267.798
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.395 Detected -1.035 Detected -1.215 0.021 GT Sens contig387 contig387 Unannota TTTCGTTTTTTGTCTTTGTGGTGAGTGCACTCCTTGACTGACATGGTGGcontig387 Solyc10g Unknown Protein (A  SL2.40ch AT5G06330.1 1928.98 1852.46 1068.46 1064.12 766.621 980.814
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.903 Comprom -1.632 Comprom -1.768 0.006 GT Sens contig388 contig388 Unannota TGTGATCCTTCTTTTGTTCAATGTTAATGCCAGACGCTTTGTGCACCAA contig388 Solyc03g RING fing                 GO:00082 SL2.40ch AT5G10840.1  endomem      chr5:342  11.7093 11.5606 2.45458 11.3165 3.31647 3.99052
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.231 Comprom -0.958 Comprom -1.095 0.018 GT Sens contig388 contig388 Unannota TTCTTGCTGAAGATAATGGCACCCCCATTTTGTGGTTTAGCTTAAAGTT contig388 Solyc10g Beta-1 3-g                 GO:00160 SL2.40ch AT5G07570.1  glycine/p    chr5:239  12.9226 13.2901 5.69234 4.1844 5.95328 7.17249
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.027 Detected -1.150 Detected -1.088 0.004 GT Sens contig388 contig388 Unannota AAGGGTTGAGACTCCGAAGAAAAGCAATGAAATGGTTAAGCCTAGTCTCcontig388 Solyc12g Receptor   GO:00055 SL2.40ch AT5G08520.1  myb fami     chr5:275  43.9584 40.1946 13.0209 20.2388 21.9934 20.1424
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 -0.913 Detected -1.331 Detected -1.122 0.033 GT Sens contig388 contig388 Unannota AGATATACTGGTGGCACCAGTGAGTTACAAAGTCAGAGCAGCGGTGAT contig388 Solyc12g Receptor   GO:00055 SL2.40ch AT5G08520.1  myb fami     chr5:275  53.5494 50.3619 19.8789 15.0814 29.4006 21.9421
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.280 Detected -1.304 Detected -1.292 0.009 GT Sens contig389 contig389 Os01g091                  GTACACTcontig389 Solyc06g Solyc06g Os01g091                  GO:00038 GO:00038  contig389 Solyc06g Os01g091                   GO:00038 SL2.40ch AT3G07210.1  unknown   chr3:229  888.219 706.824 211.429 305.001 347.969 341.254
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.901 Detected -1.442 Detected -1.671 0.019 GT Sens contig389 contig389 Unannota GGAAGATTCATCTGATACATCAGAAGAAGATATTCCTGATAACTGTTCT contig389 Solyc09g Baculovir                  GO:00082 SL2.40ch AT3G01345.1 51.8268 45.3013 13.247 19.2628 13.8357 18.9639
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -1.527 Detected -1.094 Detected -1.310 0.040 GT Sens contig389 contig389 Unannota TACTTGGTGTTGTTACTTGTTGAGTTAATTACTTCTCTAGAATCTTAAGTcontig389 Solyc12g Solute ca                      GO:00160 SL2.40ch AT4G1613ARA1, ISA    ARA1 (AR         chr4:912  613.551 461.507 195.347 239.277 196.959 265.018
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.099 Comprom -1.287 Comprom -1.193 0.016 GT Sens contig389 contig389 Unannota TCAGGAAATTACTCGATTGACGCCTACTGCTGCAATTTCCAGACTCATT contig389 Solyc09g Unknown Protein (A  SL2.40ch AT4G04500.1  protein k     chr4:223  14.7872 16.4163 3.3984 8.28098 7.75745 6.78632
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -1.656 Detected -0.897 Detected -1.277 0.124 GT Sens contig389 contig389 Unannota TGGAGGAGTATCTGGCACTTTCTTAAATTACATCATCACTTCGCCTTAC contig389 Solyc06g Os03g0169000 prote                   SL2.40ch AT3G21190.1  unknown   chr3:743  33.2923 48.7964 14.1666 21.0853 13.6394 23.0059
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 -3.483 Detected -3.431 Detected -3.457 0.007 GT Sens contig389 contig389 Unannota ATCTATCTTATGACTAGTACTATTAAGCAGTGATGAATGTCTTATGTGTTcontig389 Solyc06g Aluminum                   GO:00085 SL2.40ch AT4G36680.1 11863.8 7425.18 2674.44 2349.65 894.943 925.488
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 -3.639 Detected -3.650 Detected -3.645 0.003 GT Sens contig389 contig389 Unannota GATGAATGGACATATTTGAGCTCTATTTACTCCCAAGTATATGTATCAAAcontig389 Solyc06g Aluminum                   GO:00085 SL2.40ch AT4G36680.1 15976.8 11216.4 3435.93 3261.47 1145.55 1133.62
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 -1.166 Comprom -1.006 Comprom -1.086 0.021 GT Sens contig390 contig390 Unannota AACGTATGCAAAACATTAGAAAACGTGCTACTAAATTCCTACAGCACATAcontig390 Solyc06g Nucellin-l                 GO:00065 SL2.40ch AT5G01730.1 10.7236 12.2123 9.73548 6.07695 5.44035 6.06027
GT Sense Sense -0.431 Detected 0.431 Detected 0.000 -1.510 Detected -1.252 Detected -1.381 0.092 GT Sens contig390 contig390 Unannota GACGATCAAAGTTAACCCGCAATGAGCTTACTCTCACTCGTAGCCCCTGcontig390 Solyc06g Nucellin-l                 GO:00065 SL2.40ch AT5G01730.1 78.8269 134.856 43.2009 65.2306 38.6102 46.0132
GT Sense Sense 0.260 Detected -0.260 Detected 0.000 -2.629 Detected -1.656 Detected -2.142 0.060 GT Sens contig391 contig391 Unannota CCCCAAAAAAGATAATGTGTCCTCCTCTACAAATATTCTTTCGGTCTTTTcontig391 Solyc09g Calmodul                 GO:00055 SL2.40ch AT1G01130.1  unknown   chr1:619  400.995 263.157 55.4198 84.4872 56.0048 109.589
GT Sense Sense 0.333 Detected -0.333 Detected 0.000 -2.815 Detected -1.651 Detected -2.233 0.080 GT Sens contig391 contig391 Unannota TTGAGCTCTTTGTTCGTCATTTGGAGTTCTAGTTATTTTTTCCCCCTTT contig391 Solyc09g Calmodul                 GO:00055 SL2.40ch AT1G01130.1  unknown   chr1:619  797.415 473.207 103.734 163.005 93.1083 208.027
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.392 Detected -1.110 Detected -1.251 0.013 GT Sens contig391 contig391 Unannota GGTTAGAGTCTAATTAGTCTCAAAAGTTTCTGCCCTTTGGAAATAAAGG contig391 Solyc03g Regulator                      GO:00050 SL2.40ch AT4G1676ACX1, AT   ACX1 (AC       chr4:942  38.6206 38.2382 12.2416 16.0287 15.6163 18.9356
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.284 Comprom -0.911 Comprom -1.097 0.029 GT Sens contig391 contig391 Unannota ACATTCTGAACTCACTAGTGGTAGATCTTGGAAATGCCTCTTCCTAAAG contig391 Solyc09g Gibberelli                 GO:00455 SL2.40ch AT3G28770.1  unknown   chr3:107  16.9135 16.7132 3.18541 4.67986 7.36327 9.50654
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.519 Detected -1.088 Detected -1.304 0.027 GT Sens contig392 contig392 Unannota GCCTTTTAAGGTGTTTATCGACTTTGTTGATTGTTAGGTCACAATCTTA contig392 Solyc03g Unknown Protein (A  SL2.40ch AT5G59660.1  leucine-r       chr5:240  4324.52 3964.89 1753.9 2347.24 1540.39 2071.2
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.502 Detected -1.021 Detected -1.262 0.034 GT Sens contig392 contig392 Unannota GTGATCAATTGATGTTGACTTCTTCACATTTCACCAAATTCCCAAGTTCTcontig392 Solyc03g Unknown Protein (A  SL2.40ch AT5G59660.1  leucine-r       chr5:240  3462.05 3209.32 1515.52 1908.66 1255.16 1745.88
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.159 Comprom -1.977 Comprom -1.568 0.063 GT Sens contig393 contig393 Unannota ATAGTCATTAAGGAGGATAGGGGTTGAAGAAAATCTTGAGGCTGGTGTGcontig393 Solyc08g Phosphat                     GO:00044 SL2.40ch AT4G23940.1  FtsH prot    chr4:124  13.5831 11.5972 8.90101 3.43459 5.99207 3.38945
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -1.416 Detected -1.386 Detected -1.401 0.002 GT Sens contig393 contig393 Arginine d             ATGGAAAcontig393 Solyc01g Solyc01g Arginine d             GO:00082 GO:00082     contig393 Solyc01g Arginine d              GO:00087 SL2.40ch AT4G347 ADC2, SP    ADC2 (AR       chr4:165  65108.9 56590.2 16132.1 23348.6 24263.3 24690.9
GT Sense Sense -0.388 Detected 0.388 Detected 0.000 -1.712 Comprom -2.205 Comprom -1.959 0.051 GT Sens contig393 contig393 Unknown   ATATTTC contig393 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig393 Solyc10g Unknown Protein (A  SL2.40ch AT5G19050.1  unknown   chr5:636  12.3441 19.8978 5.30564 11.2636 5.10097 3.6136
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.080 Detected -1.579 Detected -1.330 0.034 GT Sens contig394 contig394 Unannota ATAATGCGCACACACACGTTGTGGGACCCTACACCTACTTGAAGCATCAcontig394 Solyc02g Lipase (A              GO:00066 SL2.40ch AT1G36920.1  unknown   chr1:139  133.533 121.503 41.3489 31.2697 64.2328 45.3263
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -2.730 Detected -2.129 Detected -2.430 0.017 GT Sens contig394 contig394 Unannota TATTACCTATATAACTGTGTATCCAACTCAAGCTGTGCGTAAACTGTAAGcontig394 Solyc01g SOUL heme-binding                 SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  224.566 178.712 43.573 70.69 32.2 48.6844
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -2.437 Detected -1.862 Detected -2.149 0.019 GT Sens contig394 contig394 Unannota GTGGATCTAAGATCAGAGTATATTGAAGCTCAAATAGAAACATCTGATT contig394 Solyc01g SOUL heme-binding                 SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  128.886 105.459 29.9719 46.9733 22.9651 34.0904
GT Sense Sense 0.470 Detected -0.470 Detected 0.000 -2.515 Comprom -1.624 Comprom -2.070 0.086 GT Sens contig394 contig394 Unannota TATAATGCGTTGAAGCTTCCAGCACATTAATCGACCAAACCAGCAATCT contig394 Solyc11g Unknown Protein (A  SL2.40ch AT1G62180.1 23.8631 11.7033 5.07499 6.37199 3.11668 5.7638
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 -1.362 Detected -0.936 Detected -1.149 0.062 GT Sens contig394 contig394 Unannota GTTCGTCGAAAATTATTCAGAATTGAGATTGAGGCATAGTTTTTATGGT contig394 Solyc12g Peptide-N4-(N-acety       SL2.40ch AT5G24420.1 2850.65 2001.47 1432.68 1897.85 991.044 1327.12
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -1.327 Detected -1.570 Detected -1.448 0.021 GT Sens contig394 contig394 Unannota CCAAAAGGCGCGACCAAGACCTAGACAAGCACATAAGTTTGAGGACCTAcontig394 Solyc08g Cytochro  GO:00198 SL2.40ch AT5G10140.3  FLC (FLO          chr5:317  498.557 367.848 160.372 157.442 182.039 153.363
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 -1.302 Detected -1.510 Detected -1.406 0.024 GT Sens contig394 contig394 Unannota ACAAAGAGTTCCCATAGTACTTGAGATATAGTACACCACAAAGGGTATG contig394 Solyc08g Cytochro  GO:00198 SL2.40ch AT5G10140.3  FLC (FLO          chr5:317  355.171 255.038 128.781 124.169 130.185 112.329
GT Sense Sense 0.504 Detected -0.504 Detected 0.000 -1.293 Detected -2.351 Detected -1.822 0.130 GT Sens contig394 contig394 Unannota CTGACTTCGTATTAGACTAAAATATGCCACAACAACTTATTGTGAACCTTcontig394 Solyc07g Cytochro                  GO:00198 SL2.40ch AT3G1469CYP72A1   CYP72A1               chr3:493  129.171 60.4479 25.0923 34.8803 38.4489 18.4117
GT Sense Sense 0.558 Detected -0.558 Detected 0.000 -1.353 Detected -2.470 Detected -1.911 0.137 GT Sens contig394 contig394 Unannota CAGTATTTGCAAGTGACGAAAAATTGGGATGCACATATGAAAAGTTAGG contig394 Solyc07g Cytochro                  GO:00198 SL2.40ch AT3G1469CYP72A1   CYP72A1               chr3:493  125.987 54.6735 19.7002 33.2067 34.6548 15.9319
GT Sense Sense 0.477 Detected -0.477 Detected 0.000 -1.060 Detected -2.588 Comprom -1.824 0.180 GT Sens contig394 contig394 Unannota GGCAACATGGGAGAGATCATTAGCCCTCCATTCTAACAAGCACATGCCAcontig394 Solyc12g Coatomer                GO:00301 SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  30.2607 14.6934 3.18853 9.6063 10.7815 3.72737
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 -1.659 Detected -0.923 Detected -1.291 0.117 GT Sens contig395 contig395 Unannota CAACCCCATGGTGTAAAAAATGTATGACATGGATATGCCTAGCTCGAAT contig395 Solyc03g Auxin-res                  GO:00055 SL2.40ch AT2G1664ATTOC13    TOC132 (             chr2:721  187.643 113.883 72.3853 97.3666 49.3691 81.9732
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.163 Detected -1.111 Detected -1.137 0.009 GT Sens contig395 contig395 Unannota GTTATTCCTAGCAGTGAGAAGGCCGAGATTTCCCGTTCTTACTCGTATT contig395 Solyc02g Unknown Protein (A  SL2.40ch AT1G15740.1  leucine-r      chr1:541  2071.69 1682.64 960.665 1116.78 889.12 919.252
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.130 Detected -1.095 Detected -1.112 0.013 GT Sens contig396 contig396 CBS dom                ATATTCT contig396 Solyc02g Solyc02g CBS domain containing protei               contig396 Solyc02g CBS domain contain                SL2.40ch AT4G38870.1  F-box fam    chr4:181  6735.87 5324.87 2434.65 2574.95 2918.34 2981.86
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 -3.883 Comprom -1.717 Comprom -2.800 0.127 GT Sens contig396 contig396 Unannota CCCTACTAATTTCCTTATAGCCCACATACCCCTACGAATAATATGATGTCcontig396 Solyc06g Rhomboid                GO:00042 SL2.40ch AT1G32300.1  FAD-bind     chr1:116  33.6204 22.776 9.27826 16.4442 1.99989 8.94976
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.492 Detected -2.477 Comprom -1.984 0.061 GT Sens contig396 contig396 Unannota GAAAATAACGTCCTAACGTTCCATTTGACAGGCCACATTCCCAACTCAA contig396 Solyc06g Rhomboid                GO:00042 SL2.40ch AT1G32300.1  FAD-bind     chr1:116  33.5739 26.0352 6.94573 23.0466 11.2123 5.6447
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 -1.103 Detected -1.205 Detected -1.154 0.037 GT Sens contig396 contig396 Unannota CTTGTTGGTTTGCCAAGAAAATAAAAACAGAATCTTTGCCCATCTGGTA contig396 Solyc10g Response                   GO:00063 SL2.40ch AT3G28480.1  oxidored       chr3:106  1180.14 814.154 516.612 479.183 486.764 452.156
GT Sense Sense 0.325 Detected -0.325 Detected 0.000 -1.282 Detected -1.513 Detected -1.398 0.056 GT Sens contig396 contig396 Unannota CGGATGCACAGATTAAAGCATCTCTCAGTTAATCCCTTTTTTGTTTATC contig396 Solyc10g Response                   GO:00063 SL2.40ch AT3G28480.1  oxidored       chr3:106  117.774 70.5914 47.5349 44.6583 39.988 33.9586
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -0.979 Detected -1.659 Comprom -1.319 0.070 GT Sens contig396 contig396 Unannota ATTGGGGAATTTGAGTCCGACCCAGATGACATGAGGATTGGGAGGAGT contig396 Solyc03g Unknown Protein (A  SL2.40ch AT5G22310.1  unknown   chr5:738  26.7553 20.7184 10.1336 13.6706 12.7398 7.9242
GT Sense Sense 0.333 Detected -0.333 Detected 0.000 -1.591 Detected -1.296 Detected -1.443 0.058 GT Sens contig396 contig396 Unknown   TACGTTAcontig396 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig396 Solyc04g Unknown Protein (A  SL2.40ch AT3G2668SNM1  SNM1 (SE       chr3:980  8563.51 5079.75 1706.48 3451.72 2334.79 2856.26
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.159 Detected -1.184 Detected -1.172 0.004 GT Sens contig396 contig396 Unannota TTGTTTATGTGTGTGTTGTCCCTATACTCCATTTAATAAGAGTCCTACG contig396 Solyc08g Unknown Protein (A  SL2.40ch AT1G20130.1 763.015 645.09 266.543 302.612 334.947 328.34
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -0.835 Detected -2.023 Comprom -1.429 0.141 GT Sens contig397 contig397 Unannota GGTTGGGTTTTTATGTTGCTAGTAGAACTTATCAGTCAAGTGAACTGAT contig397 Solyc07g MLO-like               GO:00160 SL2.40ch AT3G04980.1  DNAJ hea       chr3:137  27.8436 22.9269 12.1341 7.91939 15.1021 6.60937
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.654 Comprom -1.299 Comprom -1.477 0.023 GT Sens contig397 contig397 Unannota TAGTAGAGTTTGATTTGATTTGAAGTTCTGGTAGATTAGTTGGAAAGAC contig397 Solyc07g MLO-like               GO:00160 SL2.40ch AT3G04980.1  DNAJ hea       chr3:137  16.2527 12.6122 4.78698 1.92644 4.85098 6.18463
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.380 Detected -0.930 Detected -1.155 0.052 GT Sens contig397 contig397 TIM-barre                                 TATGTACcontig397 Solyc02g Solyc02g TIM-barre                                 GO:00059 GO:00059   contig397 Solyc02g TIM-barre                                    GO:00059 SL2.40ch AT5G66420.2  LOCATE                                                                 chr5:265  963.464 730.138 344.598 334.738 343.606 467.947
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.882 Detected -2.195 Detected -2.038 0.009 GT Sens contig397 contig397 Unannota AACAGCAACTTCCATCCAACATTTTGCTTCCCTTTTAATCGCCATTTCTTcontig397 Solyc04g S-adenos                 GO:00087 SL2.40ch AT5G39785.2  structura      chr5:159  198.642 221.073 30.9544 34.5909 60.6473 48.6511
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -2.238 Detected -2.841 Detected -2.539 0.016 GT Sens contig397 contig397 Unannota CTACTCGTGAAAATTACACGAAATAGAGTGTTCAGTACTACTCTGCTCT contig397 Solyc04g S-adenos                 GO:00087 SL2.40ch AT5G39785.2  structura      chr5:159  102.916 81.3791 13.2472 12.4971 20.6893 13.579
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 -1.877 Detected -1.399 Detected -1.638 0.038 GT Sens contig398 contig398 Unannota TGTATAAAGATGTAGGAGGTTATAGTAAAGAAGTAGATGACATATAGTT contig398 Solyc05g tRNA/rRNA               GO:00089 SL2.40ch AT4G04760.1 363.17 250.576 110.67 163.163 87.5915 121.589
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -2.055 Detected -1.421 Detected -1.738 0.036 GT Sens contig398 contig398 Unannota TAGTGTTAAGAGATGAAAATGGAGTCAGGCTAAGGCAGCTTTAGTGTTAcontig398 Solyc05g tRNA/rRNA               GO:00089 SL2.40ch AT4G04760.1 2990.63 2402.43 916.505 1230.86 688.01 1064.37
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 -1.402 Detected -1.898 Detected -1.650 0.046 GT Sens contig398 contig398 Cytokinin                  CTCATTAcontig398 Solyc04g Solyc04g Cytokinin                  GO:00191 GO:00191      contig398 Solyc04g Cytokinin                   GO:00191 SL2.40ch AT1G7545CKX5, AT    CKX5 (CY       chr1:283  6547.86 4232.83 1412.38 1673.13 2124.19 1502
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -1.593 Detected -1.042 Detected -1.318 0.066 GT Sens contig398 contig398 Unannota GAATCTGTCTCATTCTCATTGTAATTAGCATCATTGGCCTTTTCATTTCTcontig398 Solyc03g Chromod               GO:00045 SL2.40ch AT2G19530.1  unknown   chr2:846  3445.68 2363.86 1071.6 1404.93 1008.59 1473.61
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -1.477 Detected -0.998 Detected -1.238 0.067 GT Sens contig398 contig398 Unannota CAATGCCTCTTTTAACTTTAAGTAAGATGGAAGAGATATGCCATTGTTT contig398 Solyc03g Chromod               GO:00045 SL2.40ch AT2G19530.1  unknown   chr2:846  1500.94 1016.07 509.757 625.738 473.027 657.39
GT Sense Sense -0.290 Detected 0.290 Detected 0.000 -2.626 Comprom -0.858 Detected -1.742 0.202 GT Sens contig399 contig399 Unannota TCAGTGTTTGTAAATATCCAAGGATGTGTGCATTAATAAGGCTTACACC contig399 Solyc07g Protein gr                GO:00055 SL2.40ch AT5G28340.1 18.3164 25.7734 2.22945 11.7015 3.75291 12.7417
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 -6.221 Comprom -5.365 Comprom -5.793 0.008 GT Sens contig399 contig399 Unannota CAAAAACACATTTGTTCTAGTGGGAATTGCTTGTGGCAATTTAGATGGA contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  172.356 105.436 1.74059 2.98097 1.92689 3.47836
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 -4.787 Comprom -5.035 Comprom -4.911 0.005 GT Sens contig399 contig399 Unannota GGCAATTAAAAAGGCTACATAATACAATTCAAAGAGGTAGGTTTCTCAT contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  93.0546 56.0465 2.01737 3.11597 2.78936 2.34169
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -1.192 Detected -0.943 Detected -1.067 0.016 GT Sens contig4 contig4 Post-GPI                AACTTCT contig4 Solyc11g Solyc11g Post-GPI attachment to protein               contig4 Solyc11g Post-GPI attachmen                 SL2.40ch AT1G16560.3  Per1-like    chr1:566  2270.3 1988.97 836.95 1078.29 991.981 1175.23
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.474 Detected -1.218 Detected -1.346 0.032 GT Sens contig400 contig400 Ethylene-                    AATTTTG contig400 Solyc03g Solyc03g Ethylene-                    GO:00165 GO:00165      contig400 Solyc03g Ethylene-                     GO:00165 SL2.40ch AT5G5199CBF4, DR   CBF4 (C-            chr5:211  82.0402 103.332 41.5426 54.6126 35.3547 42.0695
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 -1.688 Detected -0.899 Detected -1.293 0.124 GT Sens contig400 contig400 Unannota GTTTTCATTTGGGTAATAGACTGTTCTGGAAGATTTACTTGAAGTTGAG contig400 Solyc02g MAPprote                   GO:00230 SL2.40ch AT2G01740.1 56.5342 34.5377 13.7554 16.5923 14.6279 25.1945
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -1.271 Detected -1.119 Detected -1.195 0.025 GT Sens contig400 contig400 Unannota GGTTGTACTGAAGCTTTTTCTGTGGAGTCAAGGATGCAGCCTCAAAGTTcontig400 Solyc02g MAPprote                   GO:00230 SL2.40ch AT2G01740.1 103.091 76.0808 26.5362 33.7724 39.1319 43.3495
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 -1.807 Detected -0.999 Detected -1.403 0.101 GT Sens contig400 contig400 Unannota GTGTATAGTCATACATGTGTTTCTTTTGCCATGTTTATACTGATTTTAGCcontig400 Solyc09g Acetyl est               GO:00055 SL2.40ch AT3G0897ATERDJ3    ATERDJ3    chr3:273  50.3926 32.764 18.3916 15.0539 12.3858 21.6204
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -1.935 Detected -1.147 Detected -1.541 0.067 GT Sens contig400 contig400 Unannota CATCAATCTACTTTTAGTGTCATGAGGAGATGTCTATTATAGGTCATAC contig400 Solyc09g Acetyl est               GO:00055 SL2.40ch AT3G0897ATERDJ3    ATERDJ3    chr3:273  47.4076 36.1784 15.777 16.6666 11.5501 19.8786
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 -1.658 Detected -1.569 Detected -1.613 0.028 GT Sens contig400 contig400 Unannota TGGGCTAGTTTTATCCAAAAGTGAACAGCCCAAAGCCTAAAAAATAAGA contig400 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT5G50540.1  unknown   chr5:205  461.657 298.392 102.892 260.96 125.421 133.008
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -3.155 Detected -2.991 Detected -3.073 0.007 GT Sens contig400 contig400 Unannota CATGTTCAATTTATCCACCTATTGTAAAGATATAGTTGACCCCATGGCT contig400 Solyc01g Transcrip               GO:00037 SL2.40ch AT5G53010.1  calcium-t     chr5:214  978.396 648.012 159.906 66.7348 95.3321 106.477
GT Sense Sense 0.379 Detected -0.379 Detected 0.000 -3.254 Detected -3.083 Detected -3.169 0.015 GT Sens contig400 contig400 Unannota GGTTGAGAAATTCAACGTATACCAAGTGGTTAGAGAAAAGGGACAATAC contig400 Solyc01g Transcrip               GO:00037 SL2.40ch AT5G53010.1  calcium-t     chr5:214  1172.63 652.658 196.551 74.7534 97.7649 109.77
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -1.535 Comprom -1.905 Comprom -1.720 0.012 GT Sens contig401 contig401 Unannota GAAGGACAAAATCAAATTTCTAGCTCCGCTCTTAATAGTAGATTTGACA contig401 Solyc07g Genomic DNA chrom         SL2.40ch AT5G65090.1 13.5575 13.5263 3.16092 7.03676 4.98215 3.84415
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -2.303 Detected -2.634 Detected -2.468 0.007 GT Sens contig401 contig401 Unannota TAAACCCTGGACACCAGAGTTCAAATTCCAGCAGAGCCATCTATTCCTC contig401 Solyc11g Glutamyl-                  GO:00168 SL2.40ch AT4G04650.1 221.895 178.505 47.6726 143.081 43.0206 34.0922
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -2.271 Detected -2.793 Detected -2.532 0.015 GT Sens contig401 contig401 Unannota AAGAGAAAAGTTGTAACTAGACTGCATCCAACAGTGGCCAAGTGGTCAAcontig401 Solyc11g Glutamyl-                  GO:00168 SL2.40ch AT4G04650.1 193.11 142.491 36.3608 98.5805 36.6413 25.4426
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.206 Detected -1.345 Detected -1.275 0.008 GT Sens contig401 contig401 Unannota CTTCTAAACTCAAAACTGGTTTGAAATGCCCATTTTGAGCTGGTTCAGG contig401 Solyc10g ATP synth                   GO:00452 SL2.40ch AT5G55770.1  DC1 dom    chr5:225  27.5614 29.26 11.6481 4.51347 13.1301 11.8885
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.628 Detected -1.342 Detected -1.485 0.013 GT Sens contig401 contig401 Unannota CGCTTATCTAGATTTCACTAATTGTGAGCTTCTGTTATTTTGGTCATTTCcontig401 Solyc10g ATP synth                   GO:00452 SL2.40ch AT5G55770.1  DC1 dom    chr5:225  36.2687 38.8549 8.00752 13.144 12.9549 15.7418
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -2.145 Comprom -1.716 Comprom -1.931 0.013 GT Sens contig401 contig401 Unannota TCTTGAAGGCCATATTTTGGATAGGAATTATATGGGTCCGAGTAGAGCAcontig401 Solyc11g Flowering                GO:00084 SL2.40ch AT4G24974.1 19.8316 17.5235 3.40024 11.0606 4.49593 6.03121
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -2.752 Comprom -1.573 Comprom -2.163 0.069 GT Sens contig401 contig401 Unannota GGCTTGAGGCTTAGCTATTGAGTTGATTAAATATAGTTCTTACTATTGT contig401 Solyc01g Actin (AHR            GO:00052 SL2.40ch AT5G21430.2 18.7921 15.121 3.88551 2.16056 2.66882 6.02193
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.273 Detected -1.590 Detected -1.431 0.013 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  870.669 872.329 575.509 381.546 384.68 307.705
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.397 Detected -0.906 Detected -1.151 0.044 GT Sens contig402 contig402 Unannota TTGAGACTGAAGCATAGTTGTTGTTTTTGGTTCTCCTGGAATCACAGTC contig402 Solyc12g Unknown Protein (A  SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  108.213 95.6418 47.3859 69.127 41.2083 57.73
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.182 Detected -1.172 Detected -1.177 0.004 GT Sens contig402 contig402 Unannota GCATGGAAATCTAAACCTCTCCAGGTAGAACCAAGGTATAGCAGAAGTCcontig402 Solyc02g DNA mism                   GO:00055 SL2.40ch AT1G70700.1 173.213 147.184 57.1765 102.315 75.0364 75.3296
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.186 Detected -1.056 Detected -1.121 0.021 GT Sens contig402 contig402 Unannota ATGCTTTGCTCGGGACCAGGTTTGAAGATGGGATTGAATTTTCTACTAAcontig402 Solyc02g DNA mism                   GO:00055 SL2.40ch AT1G70700.1 1418.56 1078.9 600.259 1038.07 579.892 632.545
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.340 Detected -0.936 Detected -1.138 0.042 GT Sens contig402 contig402 Unannota GGGGGTTCTAATTGGTATGCTCTTTCAAATGCCAATACTAACTTTTAAT contig402 Solyc07g Tyrosine                    GO:00055 SL2.40ch AT5G16480.1  tyrosine       chr5:538  50.7688 57.1241 20.5467 26.6393 22.6838 29.9328
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.642 Detected -3.300 Comprom -2.471 0.097 GT Sens contig402 contig402 Unannota CTGATGTCTAGTCTAGTTGTCTCGCTATCCATGGTAAAAGTATATTAAA contig402 Solyc03g SET and MYND dom               SL2.40ch AT2G3478EMB1611    MEE22 (M       chr2:146  32.8963 28.8526 7.97282 2.89117 10.5244 3.32554
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 -0.918 Detected -1.266 Comprom -1.092 0.110 GT Sens contig402 contig402 Unannota TTAATGTGCACTTTAGCTTCGTCATCAAGGAACAAAGGCATACTTATCC contig402 Solyc03g Ataxin-2 (AHRD V1 *-           SL2.40ch AT4G02170.1 29.0088 16.676 6.88812 7.213 12.4162 9.72011
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -3.230 Comprom -2.571 Comprom -2.901 0.013 GT Sens contig402 contig402 Unannota CTAGTAAGTTCACTAAATCTGTGATGCCTGCATCATTAGCATTATGGCG contig402 Solyc10g F-box pro               GO:00302 SL2.40ch AT5G38435.1 22.7644 20.1055 2.24017 5.50234 2.43123 3.82819
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.326 Detected -1.718 Comprom -1.522 0.018 GT Sens contig402 contig402 Unannota TCAAAACGACAAATTCCTGAAAACCTTTTTTCCTTGCTGGCCACAATTCCcontig402 Solyc10g F-box pro               GO:00302 SL2.40ch AT5G38435.1 25.6367 21.8004 2.81893 8.51403 10.0522 7.6395
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.643 Detected -1.421 Detected -1.532 0.019 GT Sens contig403 contig403 Unannota GCCTTGTAAAAATTAGAGCATATATACGTCCTTCAATCTAACGGAAGAC contig403 Solyc06g Cinnamoy                GO:00337 SL2.40ch AT4G12750.1  sequence        chr4:749  103.18 75.6342 49.5922 65.8409 30.1594 35.0731
GT Sense Sense 0.251 Detected -0.251 Detected 0.000 -1.415 Detected -1.637 Detected -1.526 0.031 GT Sens contig403 contig403 Unannota GTGACACAATCGTCTTATCCGGCAATGTGATTTTTAATTAATGTCGAAT contig403 Solyc06g Cinnamoy                GO:00337 SL2.40ch AT4G12750.1  sequence        chr4:749  157.671 104.711 89.1183 106.21 51.387 43.9386
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -2.081 Comprom -1.626 Comprom -1.853 0.031 GT Sens contig403 contig403 Unannota TTCTGATCTCCTTGATTTTCCTTTCTTGCGATGAGAGTGTGTCGGGAACcontig403 Solyc06g Zinc finge                GO:00037 SL2.40ch AT5G55350.1  membran            chr5:224  11.2137 14.7753 2.84329 14.3113 3.24443 4.43473
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -1.428 Comprom -1.021 Comprom -1.225 0.034 GT Sens contig404 contig404 Unannota GTATCTTAACTAGGATGACTTGATGGGTGTACCAGTATAGGTAAGGATAcontig404 Solyc03g Receptor   GO:00046 SL2.40ch AT5G52000.1 15.7675 17.3622 6.22175 5.42232 6.55782 8.66731
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.131 Comprom -0.905 Comprom -1.018 0.032 GT Sens contig404 contig404 Unannota CATAGATGTTAGGATTCATGGACATTCAGATGAGTAGAGTTCATTTAGT contig404 Solyc01g Unknown Protein (A  SL2.40ch AT1G2732AHK3  AHK3 (AR            chr1:948  13.0355 15.0924 5.87095 6.40247 6.83031 7.96455
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.203 Comprom -0.841 Comprom -1.022 0.044 GT Sens contig404 contig404 Unannota CTCTTCTTAAGCACAAACTTAAAAACAAACTAGGGTTCCATTGCATCCCTcontig404 Solyc08g Delta-ami                  GO:00428 SL2.40ch AT1G443 hemb2  hemb2; c         chr1:168  12.0813 13.5979 13.37 3.6548 5.93684 7.60714
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 -1.335 Detected -1.100 Detected -1.218 0.082 GT Sens contig405 contig405 Unannota CATTGTTGTGTTCCGCATTTGTTGCCTTTATTACCGCAAATATTATTTCTcontig405 Solyc08g Peroxisome biogene       SL2.40ch AT5G09580.1 527.288 304.203 185.324 180.95 169.345 198.588
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -2.133 Comprom -1.061 Detected -1.597 0.108 GT Sens contig406 contig406 Unannota TTACACGTGTCCCGCCCTACTCAAGTCCTGATATCTCACTTTCGCATAC contig406 Solyc09g PHD finge                 GO:00036 SL2.40ch AT1G73770.2 31.961 22.8609 32.8691 15.449 6.57389 13.7732
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.415 Detected -1.075 Detected -1.245 0.025 GT Sens contig406 contig406 Hydrolase                 AAGAAGTcontig406 Solyc10g Solyc10g Hydrolase                 GO:00167 GO:00167  contig406 Solyc10g Hydrolase                  GO:00167 SL2.40ch AT3G2669ATNUDT1    ATNUDX1           chr3:980  2111.51 1717.76 961.197 1196.21 761.666 961.118
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.127 Detected -1.107 Detected -1.117 0.019 GT Sens contig406 contig406 Unannota ACTCAATGAAATAGTCGAGGTATGTGGCTTGAACAGCAGAGGTATGTGGcontig406 Solyc03g Membran                  GO:00080 SL2.40ch AT5G2049XIK, ATXI    XIK; moto     chr5:692  106.067 80.5058 36.1599 47.6175 45.106 45.6033
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.671 Comprom -1.878 Comprom -1.775 0.003 GT Sens contig406 contig406 Unannota GGACGTACTTTTGTACCTATTCAACCCAAGTATGAAAGGCAATATATTC contig406 Solyc07g LRR recep    GO:00046 SL2.40ch AT4G23220.1  kinase  chr4:121  13.7768 12.7692 3.68011 7.94428 4.4409 3.8358
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.822 Detected -1.216 Detected -1.519 0.046 GT Sens contig406 contig406 Glycerol-3                TCATCGAcontig406 Solyc02g Solyc02g Glycerol-3                GO:00093 GO:00093      contig406 Solyc02g Glycerol-3                 GO:00043 SL2.40ch AT5G40610.1  glycerol-       chr5:162  759.153 583.078 203.194 323.499 200.619 304.432
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -1.245 Detected -0.803 Detected -1.024 0.057 GT Sens contig406 contig406 Unannota GCCGTTTGAAGTTATTTTTGTTTCTGTGCTACTCATAAGAGTTGCTTGA contig406 Solyc03g Os11g0198100 prote                  SL2.40ch AT5G43730.1  disease r       chr5:175  98.0008 77.1129 21.8534 39.4732 39.1068 52.9759
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.251 Detected -0.963 Detected -1.107 0.039 GT Sens contig406 contig406 Unannota ATCGAAAACAACCTCTCTACTACTATTTTCCTCAAGGCTTAGACTGCAC contig406 Solyc03g Os11g0198100 prote                  SL2.40ch AT5G43730.1  disease r       chr5:175  114.269 84.7087 19.8923 32.9351 44.0823 53.6446



GT Sense Sense 6.469 Detected -6.469 Detected 0.000 -7.692 Comprom -7.718 Comprom -7.705 0.356 GT Sens contig407 contig407 Unannota GTATGACATGTTACTCTATAAAAAGGACAATGCATGAAGTAGGCGTACT contig407 Solyc11g Pentatrico                GO:00082 SL2.40ch AT3G59830.1  ankyrin p     chr3:221  118184 14.166 10.3047 2.94101 6.67155 6.5316
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -2.576 Detected -1.496 Detected -2.036 0.067 GT Sens contig407 contig407 Unannota TGGTTTATCCAACTTGAGGTTTGTCTCATTGGATCATTTCTCGATTTGT contig407 Solyc08g Pectinace                GO:00040 SL2.40ch AT4G19410.1  pectinace    chr4:105  234.273 184.314 75.3143 88.3004 37.1694 78.3207
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -2.318 Comprom -1.634 Comprom -1.976 0.032 GT Sens contig408 contig408 Unannota GCCAACCACAAGAAGGCTCGTTCAATGAATATTTTTTACAACAAGCACA contig408 Solyc02g Solute ca                     GO:00155 SL2.40ch AT4G02050.1  sugar tra    chr4:898  13.5887 15.0756 1.70607 14.3158 3.06157 4.9016
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 -2.372 Detected -0.876 Detected -1.624 0.170 GT Sens contig408 contig408 Glycosylt                     CTCCACCcontig408 Solyc01g Solyc01g Glycosyltransferase CAZy fam                    contig408 Solyc01g Glycosyltransferase                     SL2.40ch AT2G4583DTA2  DTA2 (DO       chr2:188  396.142 285.087 115.714 153.497 69.2062 194.624
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -2.186 Detected -1.764 Detected -1.975 0.011 GT Sens contig409 contig409 Transmem                ATTACAA contig409 Solyc02g Solyc02g Transmem                GO:00160 GO:00160   contig409 Solyc02g Transmem                 GO:00152 SL2.40ch AT5G378 NIP4;1, NL   NIP4;1 (N        chr5:150  2988.48 2843.44 1079.83 1062.08 683.173 912.433
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -1.057 Comprom -1.431 Comprom -1.244 0.049 GT Sens contig409 contig409 Unannota GATCACTAGTGAGTAATATCTTTAAATGCAACTAAGTCTATTCCTTTCTGcontig409 Solyc01g Aspartyl p                GO:00065 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  10.9165 13.8771 6.34143 4.81062 6.30732 4.85172
GT Sense Sense 0.871 Detected -0.871 Detected 0.000 -1.228 Detected -1.458 Comprom -1.343 0.266 GT Sens contig409 contig409 Unannota CAGACCTCAGTCTCCTACCTTAAATTTTTTAGTTTGACATACATGAGATTcontig409 Solyc08g Exostosin              GO:00038 SL2.40ch AT5G38850.1  disease r       chr5:155  41.8585 11.7706 7.81902 8.32467 10.1021 8.58979
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 -1.539 Comprom -0.851 Comprom -1.195 0.110 GT Sens contig409 contig409 Unannota CTGTGTTCTAAACATAAGATTTTAGCATGGCGGTCAATCAATGTGGGAA contig409 Solyc09g NAD-depe               GO:00055 SL2.40ch AT5G37200.1  zinc finge        chr5:147  19.8326 12.9391 6.01704 16.6651 5.88015 9.44495
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 -2.072 Detected -0.906 Detected -1.489 0.134 GT Sens contig409 contig409 Ferredox     TTTTCCAcontig409 Solyc07g Solyc07g Ferredoxin-like (AHRD V1 ***- Q contig409 Solyc07g Ferredoxin-like (AHR    SL2.40ch AT5G46250.3  RNA reco      chr5:187  1986.14 1477.98 513.873 619.555 434.616 972.089
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.744 Comprom -1.747 Comprom -1.746 0.001 GT Sens contig409 contig409 Unannota CCTATCAGTGCATTATAGCTCCTTGTGACTGAATAAGTGCCACATTTTG contig409 Solyc11g BEL1-like               GO:00056 SL2.40ch AT5G03510.1  zinc finge       chr5:880  15.3909 15.3131 6.80167 9.20203 4.88626 4.86309
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 -2.915 Comprom -3.577 Comprom -3.246 0.017 GT Sens contig410 contig410 Unannota GGTGTTCTTGCGAATATCTACGAATTTCACCTCTACACTCGCAGTTCCA contig410 Solyc03g Unknown Protein (A  SL2.40ch AT3G54470.1  uridine 5         chr3:201  40.8358 25.9748 46.3697 74.1464 4.60419 2.90103
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.367 Detected -0.800 Detected -1.083 0.063 GT Sens contig410 contig410 Unannota AGTCACTAGGGAGCGAAGTGGAAAAGAGCCACTGGTTGCGATTGGCTC contig410 Solyc00g075440.1.1 AT1G6244LRX2  LRX2 (LE             chr1:231  25.6828 25.1967 11.818 13.2385 10.5185 15.5325
GT Sense Sense 0.308 Detected -0.308 Detected 0.000 -0.977 Detected -1.205 Detected -1.091 0.080 GT Sens contig410 contig410 Unannota GGTTTGGTAGATGAATCATTGTGCCTTGCACCTTTGGTGACATTAGTTT contig410 Solyc09g Mutator-li                GO:00082 SL2.40ch AT4G33870.1 187.92 115.395 90.9521 63.628 79.7563 67.8989
GT Sense Sense 0.535 Detected -0.535 Detected 0.000 -4.200 Comprom -3.214 Comprom -3.707 0.036 GT Sens contig411 contig411 Unannota GAGATTTTAGAATGTTTGTACAACTCTACCAGGAAAGTTGTTATGGGTT contig411 Solyc04g MADS-bo                  GO:00469 SL2.40ch AT5G1858FASS, TO        FASS (FA         chr5:617  47.4198 21.2577 1.72347 1.89715 1.84178 3.63774
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -1.717 Comprom -0.901 Comprom -1.309 0.086 GT Sens contig411 contig411 Unannota CAACGGAGTTGTTTGTTTATTCGTCCTAGTGTCTGACATACTTTTGTTT contig411 Solyc07g C2 domain-containin                 SL2.40ch AT3G53380.1  lectin pro      chr3:197  12.7923 12.7887 2.94774 2.93587 4.14994 7.28109
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 -1.680 Detected -1.076 Detected -1.378 0.111 GT Sens contig411 contig411 Unannota CTGGTGGAATTATCCGTACGGAATACTGGTAAACTTCATAAAAATTTAC contig411 Solyc04g Poly poly                     GO:00039 SL2.40ch AT2G4634SPA1  SPA1 (SU           chr2:190  49.1376 26.5881 20.595 25.762 12.0269 18.2314
GT Sense Sense 0.295 Detected -0.295 Detected 0.000 -2.273 Detected -1.611 Detected -1.942 0.048 GT Sens contig411 contig411 Unannota GATCGTCTCCTTTAGTTTCTGTGGTGAAGCTTATCTGAATATATCTCTT contig411 Solyc04g Poly poly                     GO:00039 SL2.40ch AT2G4634SPA1  SPA1 (SU           chr2:190  86.6689 54.1871 12.5586 38.4448 15.1204 23.8482
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.785 Comprom -1.713 Comprom -1.749 0.001 GT Sens contig411 contig411 Unannota CTGGATTCTACATCTAATCTACTGCAGGTTGTATTGAAAAATCTAACAACcontig411 Solyc01g Pumilio-fa                 GO:00054 SL2.40ch AT2G37240.1  INVOLVE                                                                        chr2:156  21.0727 18.7164 4.93202 11.1808 6.14663 6.44122
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 -1.180 Detected -0.822 Detected -1.001 0.151 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  640.649 345.183 146.552 12.5229 221.375 282.902
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.173 Detected -0.950 Detected -1.061 0.022 GT Sens contig412 contig412 Unannota TAATTAAAAGACCCAAATCTAACAGGTCCTGTTCCTATCACACAAAACCCcontig412 Solyc09g059810.1.1 AT1G63140.2  O-methyl    chr1:234  54.2023 43.4781 14.3771 19.8718 22.9556 26.7228
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.904 Detected -1.130 Detected -1.517 0.062 GT Sens contig412 contig412 Unannota TAGCTCCAACCGTCAGTGTTGATTAGGACAGCTTTAGAGATCTTTGGAGcontig412 Solyc04g Organic a                  GO:00085 SL2.40ch AT4G37820.1  unknown   chr4:177  746.932 790.671 175.837 207.551 218.947 373.407
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -1.875 Detected -1.149 Detected -1.512 0.055 GT Sens contig412 contig412 Unannota GCTGATGGTGTTTTAGTTTAGCCTATCTCCTTCTGTATATAACTTTTGG contig412 Solyc04g Organic a                  GO:00085 SL2.40ch AT4G37820.1  unknown   chr4:177  907.666 932.277 202.641 250.752 267.35 440.967
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 -0.839 Detected -1.365 Comprom -1.102 0.066 GT Sens contig412 contig412 Unannota TGTTTTCAGTAAGTTGGATGTGTGCCATGCAGTTCCAGATGATCATTAA contig412 Solyc06g Unknown Protein (A  SL2.40ch AT3G09040.1  pentatric      chr3:276  17.9082 13.9202 6.28734 3.18286 9.41442 6.51849
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -2.844 Detected -1.475 Detected -2.159 0.093 GT Sens contig412 contig412 Unannota AATAACAAGAATCTTGTGTTTTTGACCTTTTTTACCTAGGGATGAACGA contig412 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT4G1789UBP20  UBP20 (U         chr4:993  116.319 84.6825 18.6745 22.5841 14.7453 37.9681
GT Sense Sense 0.464 Detected -0.464 Detected 0.000 -0.890 Detected -1.908 Comprom -1.399 0.179 GT Sens contig413 contig413 Unannota TCTTTCTGTCTACTCGAAGACTTCACGTAAAATGGAACGTTCCACTCCA contig413 Solyc11g Os01g0841200 prote                   SL2.40ch AT1G5449AIN1, EIN5     XRN4 (EX           chr1:203  35.1071 17.366 3.98642 8.404 14.2055 6.99608
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -1.164 Detected -0.954 Detected -1.059 0.039 GT Sens contig413 contig413 Unannota ACAACTCCAATATATTTTCCAGATCTAACAAAAAGCCAACACTCCAGTAAcontig413 Solyc09g Unknown Protein (A  SL2.40ch AT4G33480.1  unknown   chr4:161  60.5852 44.0165 24.3342 34.358 24.5787 28.3414
GT Sense Sense 1.348 Detected -1.348 Detected 0.000 -1.241 Detected -1.310 Detected -1.276 0.444 GT Sens contig413 contig413 Unannota AATCTAGGGACTCTTGTGAGTTTAGCAAAGTTGCCTAAAAGAGAGAAGAcontig413 Solyc09g LRR recep    GO:00051 SL2.40ch AT5G4587SCRL27  SCRL27 (    chr5:186  78.5331 11.3993 7.09398 12.783 13.4981 12.8269
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -1.718 Detected -1.901 Detected -1.809 0.011 GT Sens contig413 contig413 Unannota TATGTGATACATGTATGTTTAAACGATCCATTTGGCTCAGCCTTGATAC contig413 Solyc08g Unknown Protein (A  SL2.40ch AT1G10230.1 70.3438 52.4361 12.3436 38.013 19.6845 17.2923
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 -1.850 Detected -2.013 Detected -1.931 0.012 GT Sens contig413 contig413 Unannota AGACATTGCTAGTATATTCGATTCTGTGTTCCATTATTCTAGCTTGTCT contig413 Solyc08g Unknown Protein (A  SL2.40ch AT1G10230.1 59.8553 43.0783 15.0517 33.6569 15.0205 13.38
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -2.592 Comprom -2.440 Comprom -2.516 0.001 GT Sens contig414 contig414 Unannota TTAGATCACTTCAGCCCAAATAATTTCATTTATCTCAGCTCATCTTGACCcontig414 Solyc09g 3-ketoacy                GO:00039 SL2.40ch AT1G67800.4 32.846 28.9181 5.07008 10.2525 5.45213 6.03894
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -1.560 Detected -1.426 Detected -1.493 0.011 GT Sens contig414 contig414 Unannota TAGTTTGGTGCCAGGAATAAGTGACAGAATCGCGGAGCAAAAGTTCCTGcontig414 Solyc09g 3-ketoacy                GO:00039 SL2.40ch AT1G67800.4 84.7029 65.5296 21.8305 17.6763 26.9527 29.4866
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 -1.266 Comprom -1.880 Comprom -1.573 0.041 GT Sens contig414 contig414 Unannota ATAAGTCTTCTTTTCTACACCCTACTCAATCTTATGTACTCTTGTGACGTcontig414 Solyc02g DNA mism                   GO:00055 SL2.40ch AT5G10650.2 21.0436 23.2794 11.6677 16.4857 9.81442 6.39265
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 -1.090 Comprom -1.059 Comprom -1.074 0.016 GT Sens contig415 contig415 Unannota TACAGCTTCACACTGGCATCAGGCCGGTCATGTGCAGGATAGGTGGTA contig415 Solyc01g Lipoprotein (AHRD V   SL2.40ch AT5G20680.3  unknown   chr5:699  15.4462 17.5225 21.0983 19.1316 8.24229 8.39716
GT Sense Sense -0.602 Detected 0.602 Detected 0.000 -1.229 Detected -1.252 Detected -1.241 0.176 GT Sens contig415 contig415 Unannota ATAAGGATAACGGGAGCTACAAGGGTTCCTGTGGTTGGAGTCAAAGTG contig415 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  119.981 260.203 86.9338 160.044 80.3965 78.8477
GT Sense Sense 0.387 Detected -0.387 Detected 0.000 -2.098 Comprom -1.131 Detected -1.615 0.121 GT Sens contig415 contig415 Unannota TGAAATCAAACCTTGGGGAATAGAGTCGTCTTTAGTATGGAGTGGTTTAcontig415 Solyc10g Importin a               GO:00056 SL2.40ch AT4G02180.1  DC1 dom    chr4:959  41.1743 22.6643 7.30471 18.9083 7.60827 14.8255
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 -1.839 Comprom -2.484 Comprom -2.161 0.024 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  20.1409 21.7959 24.4583 10.4298 6.24655 3.98119
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.256 Detected -0.878 Detected -1.067 0.030 GT Sens contig416 contig416 Asparagin       TCACATCcontig416 Solyc09g Solyc09g Asparagine synthetase B (AHR    contig416 Solyc09g Asparagine syntheta      SL2.40ch AT3G22850.1  unknown   chr3:808  24193.8 23479.2 11308.1 13579.4 10638.2 13789.2
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.322 Detected -0.888 Detected -1.105 0.038 GT Sens contig416 contig416 Unannota ATGGATATCTGTTTTGTTAGGACTGAGCACAGGAGGGTTGCGGAACTG contig416 Solyc05g Kelch repeat-contain                  SL2.40ch AT5G6089ATMYB34     MYB34 (M              chr5:244  261.795 233.207 112.005 121.981 105.424 141.946
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -0.870 Detected -1.385 Detected -1.128 0.057 GT Sens contig416 contig416 Unannota CGTACAAATTTTTAATAAAGGTAGGTAGCTCCGTCCTGATGAAGTGTGT contig416 Solyc02g Gibberellin regulate                SL2.40ch AT5G43570.1  serine-ty     chr5:175  309.186 248.207 75.9312 90.1844 161.584 112.802
GT Sense Sense 0.460 Detected -0.460 Detected 0.000 -3.227 Detected -1.206 Detected -2.216 0.184 GT Sens contig416 contig416 Unannota TTATTACTTGTATAATCGCTAATTCATTTGATTTTTTTTCTTTATATATTGcontig416 Solyc11g Peroxidas                GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  2222.41 1105.57 333.012 708.671 178.523 722.415
GT Sense Sense 0.504 Detected -0.504 Detected 0.000 -3.554 Detected -1.592 Detected -2.573 0.145 GT Sens contig416 contig416 Unannota AAGAATGAAATAAATCTTCCTTGTGAAAGAAAATGTTTGGCAATGTAACTcontig416 Solyc11g Peroxidas                GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  2803.46 1311.01 296.527 690.731 174.039 676.044
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -1.905 Detected -1.287 Detected -1.596 0.052 GT Sens contig416 contig416 Unannota CGTACATCGATATCCTACCTTCCCAATATCCAACTTGTGAAATTACACTGcontig416 Solyc08g Monooxy               GO:00081 SL2.40ch AT3G50910.1  unknown   chr3:189  108.084 75.0274 33.0515 44.4661 25.6477 39.227
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.478 Detected -1.067 Detected -1.273 0.055 GT Sens contig416 contig416 Unannota CTACTTTCTAGTGGTGTTATACAAACCATGGTTTAAACGGTTGAGATTA contig416 Solyc08g Monooxy               GO:00081 SL2.40ch AT3G50910.1  unknown   chr3:189  65.3577 44.4311 17.0919 26.5452 20.6296 27.346
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.543 Detected -1.083 Detected -1.313 0.035 GT Sens contig417 contig417 Unannota TCGGCGAATGAGTTTAGAAATGAAGAAAATTAGGGTTCAGATGTGTGGAcontig417 Solyc05g Unknown Protein (A  SL2.40ch AT4G0495ATALN  ATALN (A      chr4:252  157.498 129.083 112.679 155.966 52.1916 71.5719
GT Sense Sense -0.331 Detected 0.331 Detected 0.000 -1.539 Detected -1.421 Detected -1.480 0.048 GT Sens contig417 contig417 Unannota GTGCAGTATCGTTTTTTGGGTAAGTGGGGACTGATTCAGTTTGTTTTAAcontig417 Solyc12g049460.1.1 AT5G5838CIPK10, P     SIP1 (SO              chr5:235  80.6236 119.956 34.4912 38.2684 36.0813 39.0608
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -2.137 Comprom -1.401 Comprom -1.769 0.051 GT Sens contig417 contig417 Unannota CGTGGTTTCATCATCACTTGTTAGTTTCAAGGGCCAGTTGGGCCAAAAAcontig417 Solyc12g062470.1.1 AT5G43570.1  serine-ty     chr5:175  11.5725 14.2824 5.17959 9.23333 3.11607 5.17567
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.257 Detected -0.871 Detected -1.064 0.033 GT Sens contig417 contig417 Unannota GTCCTTCGCTTCATTTGACAAATGCTCTTCTAAATAGAATACATGTTTCAcontig417 Solyc02g090550.1.1 AT5G2093TSL  TSL (TOU       chr5:709  50.7478 50.2928 15.3874 20.5506 22.5402 29.3717
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 -1.426 Detected -1.161 Detected -1.293 0.043 GT Sens contig417 contig417 Unannota GTGTAAGAATAACACATATCATATGCAAAGATTGCAAGTACGGGTATCC contig417 Solyc01g Unknown Protein (A  SL2.40ch AT4G3765SHR, SGR   SHR (SHO             chr4:176  271.484 182.616 102.6 161.814 88.3932 105.863
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.924 Detected -1.381 Detected -1.652 0.028 GT Sens contig417 contig417 Unannota CATCACAAAGTCCATGTTTTCCTCTAATCCAAGTAAAACACTGGAAAATTcontig417 Solyc01g Unknown Protein (A  SL2.40ch AT4G3765SHR, SGR   SHR (SHO             chr4:176  162.151 137.806 60.4021 97.8459 42.0163 61.0297
GT Sense Sense -0.776 Detected 0.776 Detected 0.000 -2.263 Comprom -2.064 Comprom -2.163 0.110 GT Sens contig418 contig418 Unknown   AAGCAGGcontig418 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig418 Solyc08g Unknown Protein (A  SL2.40ch AT3G12000.1 11.3763 31.3682 2.70904 2.73586 4.19672 4.80404
GT Sense Sense 0.381 Detected -0.381 Detected 0.000 -1.334 Detected -1.303 Detected -1.319 0.074 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  1233.71 684.8 423.111 448.339 388.852 395.975
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.421 Detected -1.423 Detected -1.422 0.006 GT Sens contig418 contig418 Unannota CCAACATTTTCCCCCTTTTTGATGATGATAAACAATGTTTTATCACACGTcontig418 Solyc10g EDS5 (AH                GO:00160 SL2.40ch AT5G26710.1  glutamate            chr5:930  362.532 399.493 126.289 147.489 151.583 150.946
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 -1.138 Detected -1.072 Detected -1.105 0.016 GT Sens contig418 contig418 Unannota TCAAGACTTTGTTTCTATCATCAAAACTACAAACATCATGTTCTCTCATT contig418 Solyc10g EDS5 (AH                GO:00160 SL2.40ch AT5G26710.1  glutamate            chr5:930  305.81 348.311 135.974 133.333 158.108 165.029
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -2.582 Detected -1.031 Detected -1.807 0.145 GT Sens contig418 contig418 Unannota AGAGTCCCTTCAACTATAAGAACTCTTTTTACTGTCCAACTTTGTCACTCcontig418 Solyc12g Unknown Protein (A  SL2.40ch AT2G43445.1 86.3198 86.3114 63.3721 85.4144 15.3739 44.8989
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -2.424 Comprom -2.114 Comprom -2.269 0.005 GT Sens contig418 contig418 Unannota TCACCACAATTTATATATACTAAAAGCCGTCTTTCTAGCAATGAATATGAcontig418 Solyc12g Unknown Protein (A  SL2.40ch AT2G43445.1 24.114 21.8485 18.1635 22.8729 4.56121 5.63918
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 -1.311 Detected -0.933 Detected -1.122 0.066 GT Sens contig418 contig418 Unannota GGATCTCACAGGCCATAATGTTGAATGTGCTGTAGGATATATCAAATGT contig418 Solyc05g UDP-galac                GO:00054 SL2.40ch AT1G1436ATUTR3,   UTR3 (UD          chr1:491  284.428 192.765 72.8705 135.894 100.632 130.361
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 -1.295 Detected -1.026 Detected -1.161 0.033 GT Sens contig418 contig418 Unannota CTTGTGGATGAAAAATGCAGTTTTTCACTTGTATTCATCTGCATGGGAT contig418 Solyc05g UDP-galac                GO:00054 SL2.40ch AT1G1436ATUTR3,   UTR3 (UD          chr1:491  152.926 113.865 45.9363 65.1031 57.3395 68.88
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -1.685 Comprom -1.630 Comprom -1.658 0.006 GT Sens contig419 contig419 Unannota CTTTCCAACAATTCCACCAGATTGATCGCATGTATTGTTGTTAATTGTTGcontig419 Solyc01g Ureide pe                   GO:00052 SL2.40ch AT5G21222.1  protein k     chr5:720  19.0424 15.1157 1.86688 3.65541 5.62486 5.82867
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 -1.144 Detected -1.596 Comprom -1.370 0.068 GT Sens contig420 contig420 Unannota TACTTACTGGATTTGTTCAACCGGTTTTGGGTACATTTCCTTATATCAC contig420 Solyc06g Histone-ly              GO:00056 SL2.40ch AT3G50130.1  unknown   chr3:185  19.4613 27.779 9.54799 19.3304 11.2196 8.17722
GT Sense Sense 0.440 Detected -0.440 Detected 0.000 -1.002 Detected -1.334 Detected -1.168 0.131 GT Sens contig420 contig420 Unannota CCGCCAATTCTCTCACAGGTCACTTCTTCTCTTTTTGCTTATGTTTAATGcontig420 Solyc08g Unknown Protein (A  SL2.40ch AT5G6243CDF1  CDF1 (CY              chr5:250  38.4348 19.6587 13.7212 10.795 14.6343 11.5936
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -1.361 Detected -1.040 Detected -1.201 0.018 GT Sens contig420 contig420 Unannota AATAAACACAGTTTAAAATCCCTTCAACACCTGTTAGTTCCCCTCTTCATcontig420 Solyc03g V-type pro                    GO:00331 SL2.40ch AT2G07170.1  binding  chr2:297  292.62 262.571 135.798 215.843 115.106 143.283
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -1.435 Detected -1.000 Detected -1.218 0.031 GT Sens contig420 contig420 Unannota ATCCAAGTGATTCACTCTATCGAGATCCAAGTGATCAATTTCTTGCTGA contig420 Solyc03g V-type pro                    GO:00331 SL2.40ch AT2G07170.1  binding  chr2:297  487.908 472.038 217.905 338.751 189.246 255.044
GT Sense Sense 0.318 Detected -0.318 Detected 0.000 -2.464 Detected -3.024 Comprom -2.744 0.023 GT Sens contig420 contig420 Unannota TTGATATTGCCATACTGCTGCTATAACTGGAAACGTGATTTCAGGCAAA contig420 Solyc10g Cytochro  GO:00083 SL2.40ch AT2G16535.1 70.0835 42.4439 5.2716 14.0823 10.5408 7.13097
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 -3.544 Comprom -3.394 Comprom -3.469 0.010 GT Sens contig420 contig420 Unannota CACTGGACTTGTTCTCTAATTTCAAGATCGATCTTCATGTGTATCTGTA contig420 Solyc10g Cytochro  GO:00083 SL2.40ch AT2G16535.1 46.0031 26.8729 4.35591 10.0566 3.21361 3.55594
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.812 Detected -1.882 Detected -1.847 0.010 GT Sens contig421 contig421 Unannota AGAACACAGTTTATCCTACTTAAGTCTTGTTTGGCAGCCTTGCATTCTG contig421 Solyc05g Pyrrolido                  GO:00082 SL2.40ch AT1G79650.1 79.8481 58.3646 17.69 17.7327 20.732 19.695
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -3.832 Comprom -2.185 Comprom -3.008 0.070 GT Sens contig421 contig421 Unannota GCGTGTCTCTAAAATTTCGGGTATAGGTTAAAGGGACTACTTAAATTGA contig421 Solyc07g Protein ki                GO:00055 SL2.40ch AT3G27680.1 28.9425 22.0128 1.70459 5.55054 1.88968 5.90301
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -3.280 Detected -2.023 Detected -2.651 0.052 GT Sens contig421 contig421 Unannota GCATATTAATTGAATCCGAGTCCTTTTCCTCTTATTAATTAAACCTGGCCcontig421 Solyc07g Protein ki                GO:00055 SL2.40ch AT3G27680.1 145.719 146.165 55.1912 54.5732 16.0243 38.1758
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 -1.634 Detected -1.077 Detected -1.356 0.045 GT Sens contig421 contig421 Unannota ATAACCCCAAAGAACCAGATCCCTTTAGACGATACGACGAGCTACATAG contig421 Solyc04g Nonsense                  GO:00428 SL2.40ch AT2G23370.1  unknown   chr2:995  444.504 481.374 141.462 238.944 158.919 233.106
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -1.367 Detected -0.939 Detected -1.153 0.045 GT Sens contig421 contig421 Unannota TTGTATCACAATCGTTGCAACAAGACTGGAGGAGAGAGTTTTTGGTATCcontig421 Solyc04g Nonsense                  GO:00428 SL2.40ch AT2G23370.1  unknown   chr2:995  534.842 608.007 181.345 345.922 235.719 316.15
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.249 Detected -1.003 Detected -1.126 0.012 GT Sens contig422 contig422 Unannota GTATCTATGGATATATTTGGGTTAGCTGGTGCTTCCTTGATGGGTTATT contig422 Solyc09g Ulp1 protease family         SL2.40ch AT5G16110.1  unknown   chr5:526  29.9517 29.364 13.0993 14.0749 13.3045 15.7276
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -0.916 Detected -1.405 Comprom -1.161 0.043 GT Sens contig422 contig422 Unannota GGGATAGATTATGTCCGTGGTTCTAAATTTATTCTGTAATGGTGCTTGC contig422 Solyc09g Ulp1 protease family         SL2.40ch AT5G16110.1  unknown   chr5:526  20.7657 18.2855 15.4359 10.7928 11.013 7.82091
GT Sense Sense 0.494 Detected -0.494 Detected 0.000 -2.473 Comprom -1.308 Detected -1.890 0.132 GT Sens contig422 contig422 Unannota GTTAGACAATAGCATGGAACAATAGATTTAGTTGTTGGATGGGTTTAGA contig422 Solyc08g Neurochondrin fami              SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  44.1128 20.9257 18.5125 12.1591 5.83467 13.0499
GT Sense Sense 0.346 Detected -0.346 Detected 0.000 -2.455 Detected -1.778 Detected -2.117 0.049 GT Sens contig422 contig422 Unannota CTCGATTAGCGACAGATCATCTATGGACAAACACATATGTTATGTGGCA contig422 Solyc08g Neurochondrin fami              SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  128.945 75.1233 39.122 33.0629 19.1349 30.5137
GT Sense Sense 0.352 Detected -0.352 Detected 0.000 -1.417 Detected -0.840 Detected -1.129 0.131 GT Sens contig422 contig422 Unannota ATGTGATGAATATATCGAGAAGTTTAAGTGGCGGGTTGTTGTTGAACTGcontig422 Solyc08g Inositol-te                   GO:00056 SL2.40ch AT5G2745MVK, MK  MK (MEV      chr5:969  538.052 310.928 208.8 198.922 163.336 242.917
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.145 Detected -0.913 Detected -1.029 0.034 GT Sens contig422 contig422 Unannota CCTTCCTTTTGTTTCATACTAGTGTCGAGAAGAAGTAACTACTCTATCA contig422 Solyc12g Integral m                   GO:00085 SL2.40ch AT5G42420.1  transport   chr5:169  56.2573 42.6312 19.7389 30.8229 23.6206 27.6499
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.604 Detected -1.441 Detected -1.523 0.004 GT Sens contig423 contig423 Unannota GTTTTAGGATAGTATTTTTTGCGTACATACCGAGCACAAGAAGATTAGT contig423 Solyc01g Cysteine               GO:00081 SL2.40ch AT1G12150.1  FUNCTIO                                                                                           chr1:412  51.9357 46.2833 15.6852 15.755 17.1948 19.2037
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.687 Detected -1.171 Detected -1.429 0.035 GT Sens contig423 contig423 Unannota CCTTCCTTTATACCGAACACACCCTTAATGTCCTCTCATATGTTTCTAATcontig423 Solyc01g Cysteine               GO:00081 SL2.40ch AT1G12150.1  FUNCTIO                                                                                           chr1:412  94.1402 77.4116 21.2478 30.9041 28.2788 40.3137
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -1.619 Detected -0.832 Detected -1.225 0.090 GT Sens contig423 contig423 Unannota AAATCCAAACGATACAGTGGGTAGGAACCAGAATCCTAATTTTACAGAT contig423 Solyc10g Adenosin               GO:00061 SL2.40ch AT3G52700.1  unknown   chr3:195  34.8974 34.3991 10.8914 12.3992 12.0324 20.6873
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.000 Detected -1.066 Detected -1.033 0.026 GT Sens contig423 contig423 Unannota TATAAATACTACTGATAAGTTTTAGCTGTATATATACATCAATATCACCA contig423 Solyc04g Calcium-d                  GO:00064 SL2.40ch AT5G64020.1  unknown   chr5:256  955.272 714.976 437.865 478.755 440.524 419.827
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.238 Detected -1.322 Detected -1.280 0.005 GT Sens contig423 contig423 Unannota AAACTGAGGAGAAAGAAAAGCCCTTTATTGGAGAAGGGGGTTCCCTCTTcontig423 Solyc04g Calcium-d                  GO:00064 SL2.40ch AT5G64020.1  unknown   chr5:256  5127.56 4292.09 1835.78 2404 2120.34 1994.5
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -0.882 Detected -1.607 Comprom -1.244 0.082 GT Sens contig424 contig424 Unannota GCCTTCTTGCTCATTGTTCTCACTGCCACTTCATGGAGAAATAACTTAA contig424 Solyc09g Unknown            GO:00096 SL2.40ch AT3G5459ATHRGP1  ATHRGP          chr3:202  19.5787 15.6194 3.24158 3.76172 10.1187 6.10449
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -2.327 Detected -1.118 Detected -1.723 0.104 GT Sens contig424 contig424 Unannota ATCTGCTATTCACACTACCAAATGAAACAAACAAAAACTCTGTAAGAGGGcontig424 Solyc08g Phosphof                 GO:00060 SL2.40ch AT1G43020.2  unknown   chr1:161  376.209 346.818 98.2143 123.497 76.7643 176.913
GT Sense Sense -0.856 Detected 0.856 Detected 0.000 -1.492 Detected -0.921 Detected -1.207 0.313 GT Sens contig424 contig424 Expansin              AGTAGCGcontig424 Solyc01g Solyc01g Expansin              GO:00055 GO:00055  contig424 Solyc01g Expansin               GO:00055 SL2.40ch AT5G10190.1  transport   chr5:319  29.5321 91.0459 17.8567 4.43246 19.6558 29.1107
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.078 Detected -1.039 Detected -1.059 0.013 GT Sens contig424 contig424 Unannota CATGTGGTGGATACCAAACACAAACAGGGCATTGTACTCTGAATCTACT contig424 Solyc12g 60S ribosomal prote      SL2.40ch AT4G11810.1  SPX (SYG     chr4:710  92.06 73.5077 45.8376 63.2592 41.5509 42.5504
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.973 Detected -1.240 Detected -1.607 0.048 GT Sens contig424 contig424 Unannota TTTCTTGAAGGGAGAAGTTGGTTGGTCAATGTGGTGGGAAGTTGGTTC contig424 Solyc12g 60S ribosomal prote      SL2.40ch AT4G11810.1  SPX (SYG     chr4:710  650.574 591.074 349.685 366.772 168.442 279.095
GT Sense Sense 0.510 Detected -0.510 Detected 0.000 -1.738 Comprom -1.008 Detected -1.373 0.160 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  31.2683 14.5093 4.64723 4.98276 6.80763 11.2595
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.390 Detected -1.157 Detected -1.273 0.010 GT Sens contig426 contig426 Unannota GTTGAGGAGCTGGTTCTCCCTTTCACAATGGGGAAATCTTTTATATATT contig426 Solyc01g080980.1.1 AT1G11060.1  unknown   chr1:368  162.31 141.863 71.9287 117.719 61.7517 72.3534
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.497 Detected -1.424 Detected -1.460 0.002 GT Sens contig426 contig426 Unannota TAAACATCAAGCTCAAACATGTGTCATTTGGTATGTTTGATCTGAGAAA contig426 Solyc01g080980.1.1 AT1G11060.1  unknown   chr1:368  46.3506 40.9162 12.3097 24.6832 16.4584 17.251
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -2.281 Detected -1.823 Detected -2.052 0.022 GT Sens contig426 contig426 AT2G2037        CTTCCTCCAAGGTTCAATGAAGATATGCTTAAGGAATGTAGAACTCTTA contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 59.2397 41.755 4.77765 15.9378 10.9153 14.9433
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.471 Detected -1.393 Detected -1.432 0.008 GT Sens contig426 contig426 Putative u         AGGAAATGCGTCAAGGTATGTGAAATTGACGAAAGATCAAGCGCCTCGCcontig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 444.838 354.134 95.1714 117.896 152.719 160.713
GT Sense Sense -0.513 Detected 0.513 Detected 0.000 -2.688 Comprom -1.932 Comprom -2.310 0.068 GT Sens contig427 contig427 Calmodul        GTTTTGAAGAAAATGGCTGGGAATTGCATTTGGTTTTTGGATTGTAAAC contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 22.8257 43.7576 14.2511 14.5178 5.22961 8.80334
GT Sense Sense 0.602 Detected -0.602 Detected 0.000 -2.070 Detected -2.172 Detected -2.121 0.072 GT Sens contig427 contig427 Transcrip        TCAGTACCACCACAGCTTCCACTGCGTGGAAATGATGCGGACCGGCTT contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 101.135 41.3294 13.0544 11.5974 16.4197 15.2554
GT Sense Sense 0.494 Detected -0.494 Detected 0.000 -2.097 Detected -0.986 Detected -1.542 0.174 GT Sens contig427 contig427 Auxin-res       CTAGATTATGGCGTTACTGGGACTATGTCACAATATATTCCAACTCTTA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1122.15 532.327 238.548 282.393 192.624 414.902
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.713 Comprom -1.328 Comprom -1.521 0.016 GT Sens contig427 contig427 E3 ubiqui        ACAGAATTCTAATTCATTTTTGAGGTTCTGGAAATGGACGATGAGCTCA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 15.2692 14.2269 2.41848 6.73433 4.79466 6.23976
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.380 Detected -1.317 Detected -1.349 0.002 GT Sens contig427 contig427 Eukaryoti            ACAAAGTGGTTGAGGAGAGTAGAGGTCCATCTGCATTTATTGCAACTCCcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 707.689 612.993 185.369 163.438 269.855 281.022
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 -2.229 Detected -1.573 Detected -1.901 0.033 GT Sens contig428 contig428 BZIP trans      TATTCTC contig428 Solyc04g Solyc04g BZIP transcription factor (AHRD   contig428 Solyc04g BZIP transcription fa     SL2.40ch AT2G01810.1  PHD finge     chr2:347  51.8215 59.0747 12.6813 22.2421 12.5815 19.7727
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.147 Detected -1.356 Detected -1.252 0.010 GT Sens contig428 contig428 AT5G454       ACTAATTTTTCCTTCTCAAGCCCCATTGGTTTGCCCATTCCAGTACGTG contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 287.61 299.213 88.5811 159.28 141.241 121.842
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 -1.474 Detected -1.225 Detected -1.349 0.025 GT Sens contig428 contig428 AT3G5183       AAAGATTCACCAGCTACCATCGCATTGATTTCAAGGAGATGCACAAGAC contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 257.141 189.283 49.0276 62.6941 84.7189 100.319
GT Sense Sense 0.300 Detected -0.300 Detected 0.000 -2.249 Detected -2.541 Detected -2.395 0.019 GT Sens contig428 contig428 Calcium-t          TGTGTTCACTGCAAAAGCCATAGCAACAGAATGTGGAATTCTTCATCCT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 218.02 135.311 22.8796 29.5573 38.5319 31.3846
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -2.834 Detected -1.907 Detected -2.370 0.037 GT Sens contig428 contig428 At5g5949      GAAGACAGCTACAAGGGAGTTTCGGAGCCAAAATATGAGTGCCTTCTGTcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 458.75 460.555 85.171 101.236 68.7436 130.352
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.257 Comprom -1.531 Comprom -1.394 0.016 GT Sens contig428 contig428 DNA cros                 AACAGTT contig428 Solyc11g Solyc11g DNA cross-link repair 1B-like p               contig428 Solyc11g DNA cross-link repa                 SL2.40ch AT1G19025.1  DNA cros     chr1:656  19.2679 15.5569 5.56887 12.5352 7.72656 6.36964
GT Sense Sense 0.374 Detected -0.374 Detected 0.000 -3.761 Detected -1.780 Detected -2.770 0.120 GT Sens contig428 contig428 Peroxidas       TGAGTGGAGGATCTACCGATGATATTGTTTTAGAATATAGCAATAGCCC contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 25907.5 14515.8 2766.88 5380.54 1525.34 6004.06
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.343 Detected -0.994 Detected -1.168 0.024 GT Sens contig429 contig429 Callose sy       GCATGAATTCTTTAACCATAGCAACAGGTTCTCAGTAGGATTGCTTTGG contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 60.2027 51.9835 25.3334 27.8589 23.5242 29.863
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.571 Detected -1.325 Detected -1.448 0.008 GT Sens contig429 contig429 Exostosin       CCCTTTTCTGTCTGCAACCTCAAGGTGATTCATATACAAGAAGGTCGGCcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1565.69 1372.81 294.481 535.465 526.301 622.289
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 -1.234 Detected -1.644 Detected -1.439 0.059 GT Sens contig429 contig429 Calcium-t          TTCATGGGAATCATCGGAATAACATTGGTTCTCCAAGTGGTGATGGTGGcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3547.01 2187.83 958.183 888.884 1262.91 947.717
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.175 Detected -1.174 Detected -1.175 0.008 GT Sens contig429 contig429 F16G16.4      TCACAGGAATTATAGGAGATGATGAGGTTACAAACTTATGCGGGGCTTAcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 66.8752 54.3012 23.6987 32.2496 28.4506 28.4036
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.357 Detected -1.252 Detected -1.304 0.006 GT Sens contig429 contig429 Probable         CCCCAAATTGCTTCAGTGGGATCATGCTGCTTAGTGGGTATTATATGCAcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 203.838 215.201 61.7647 92.5363 87.215 93.5013
GT Sense Sense 0.363 Detected -0.363 Detected 0.000 -1.671 Detected -1.229 Detected -1.450 0.076 GT Sens contig429 contig429 At3g0689      TAAAGAAGGAACAATGTGAGTGCGAGGAAAAGAGCAACACCAACAGGAGcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 78.0434 44.3844 14.353 16.1382 19.7076 26.6988
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.568 Detected -1.212 Detected -1.390 0.017 GT Sens contig429 contig429 Unknown CACCGTTAAGGTTAAGTGTGATGTAACGGTGAATACTTTAACGGCCAAAcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1991.16 1739.98 618.841 1234.92 669.241 854.107
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 -3.180 Comprom -2.506 Comprom -2.843 0.015 GT Sens contig429 contig429 Unknown GAAAACTCAAGGATTCGCGATGCTTATATCGCGTTGCAGTATTGGAAAAcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 47.5436 39.4187 12.2324 19.7947 5.09441 8.10328
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -1.476 Detected -0.822 Detected -1.149 0.072 GT Sens contig430 contig430 Rho GTPa               AATCACT contig430 Solyc04g Solyc04g Rho GTPa               GO:00051 GO:00051     contig430 Solyc04g Rho GTPa                GO:00350 SL2.40ch AT4G2458REN1  REN1 (RO              chr4:126  1471.43 1369.81 438.671 643.459 544.161 853.882
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 -3.176 Detected -2.206 Detected -2.691 0.032 GT Sens contig430 contig430 Unknown CCTTTGGAGGCCAATGGCAGATCTGTTAATTTTGAGGAAACTAGGTGCCcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 33405.3 27719.9 7912.46 12374.5 3591.11 7011.52
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.162 Detected -1.035 Detected -1.099 0.014 GT Sens contig430 contig430 Unknown GATATGTTGGACAAGTTTATAAGGATTTTCGGGGGAATGGTTTCAATTT contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 241.203 192.969 96.4386 112.53 102.828 111.913
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -0.875 Detected -1.412 Detected -1.144 0.051 GT Sens contig430 contig430 Unknown AGAAGAGTTGAATGTAACAAATGTGGTGCACCTTCACCTGCTGGTTCTGcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 292.84 284.015 103.366 102.405 167.682 115.195
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.350 Detected -1.444 Detected -1.397 0.007 GT Sens contig430 contig430 Unknown AAATAAGGGTATGGAGCCAGCGGCAGTTGCTGATGGTCAACGAAGAAT contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 202.831 164.216 50.9165 53.1114 76.3678 71.3105
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 -1.383 Detected -1.019 Detected -1.201 0.064 GT Sens contig431 contig431 Nicotia ta        CATGTCGGAGGATTTATTTGTTCGATTATGAAGGGTATTTAAGTTTTGA contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 24914.5 16313.9 8492.41 12510.5 8244.53 10575.5
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.348 Detected -0.893 Detected -1.120 0.050 GT Sens contig431 contig431 Nicotia ta        AAAGGAATGACTTACTGGGAAGATGGATGTACCTTTTAATCCACAAATT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 25599.7 20227.1 13433.5 11669.9 9535.26 13030.5
GT Sense Sense 0.298 Detected -0.298 Detected 0.000 -2.081 Detected -1.553 Detected -1.817 0.045 GT Sens contig431 contig431 N. tabacu     GACTATGCTTAGAACAAAGAAGAAAGAACAAGTCTTCAACAGTGTTTTC contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 66846 41620.9 21292.8 16686.1 13292.9 19110.4
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.379 Detected -1.015 Detected -1.197 0.025 GT Sens contig431 contig431 Nicotia ta       ACAAAGTCCTCAGTGTAGGGGTGGGTTTTTGGTTGTATGTTTTGAAACTcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 19184.8 16433 9251.87 9921.02 7281.37 9342.94
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -1.924 Detected -1.279 Detected -1.602 0.040 GT Sens contig431 contig431 Nicotia ta      ACCACTTCTTCAAAGTAACCTTATCACTGCAGCCAGGCGTACGGTCCAT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 369.757 311.361 114.265 236.761 95.3217 148.608
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 -1.521 Detected -0.921 Detected -1.221 0.095 GT Sens contig431 contig431 Nicotia ta       GTTGGATCTTTGGATTAATTTTTGGTCATGCCAGTGGTTATCAACTTCT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 10046.9 6484.01 4172 3448.08 2998.28 4531.63
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -1.226 Detected -1.101 Detected -1.163 0.013 GT Sens contig431 contig431 Mitochon                 GATAATGcontig431 Solyc03g Solyc03g Mitochon                 GO:00053 GO:00053     contig431 Solyc03g Mitochon                  GO:00053 SL2.40ch AT2G17270.1  mitochon       chr2:751  338.627 269.916 131.132 108.652 137.868 149.861
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 -1.027 Detected -1.014 Detected -1.020 0.055 GT Sens contig431 contig431 Nicotia ta      GCCGTCCGAATCATAAACCAGAAGAATTAGCTAAAGGTTGCTTTAATTT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 2321.69 1546.31 559.253 778.406 991.64 997.736
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.738 Detected -1.668 Detected -1.703 0.009 GT Sens contig431 contig431 Nicotia ta         TGTCAACCTAGTTGAAGATGAAATAGAATATCTACTCACTTCTGCTGAG contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 399.977 303.699 136.219 163.746 111.421 116.597
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 -2.889 Detected -0.910 Detected -1.899 0.209 GT Sens contig432 contig432 Nicotia ta            ACCTTAAATGCTAAACCTAAGTGGTTACAGCTACTAGTGTGTGTTTTCT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 16917.5 24653 36641.2 41374.9 2940.41 11555.8
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -1.653 Detected -1.421 Detected -1.537 0.006 GT Sens contig432 contig432 Genomic          GATTCTAcontig432 Solyc03g Solyc03g Genomic DNA chromosome 3       contig432 Solyc03g Genomic          GO:00041 SL2.40ch AT4G13720.1  inosine tr         chr4:796  7395.81 7123.46 2523.99 2993.34 2461.38 2881.57
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -2.688 Detected -1.486 Detected -2.087 0.087 GT Sens contig432 contig432 Nicotia ta         CAGTGTTGGTCTTGTTAGATGTTTTAAGGCTTTTATTCTTGTCCTTAGG contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 11797.2 7563.1 2324.68 3101.44 1563.33 3584.46
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.269 Detected -0.834 Detected -1.052 0.063 GT Sens contig432 contig432 F-box fam              TTTCTAC contig432 Solyc03g Solyc03g F-box family protein (AHRD V1           contig432 Solyc03g F-box family protein             SL2.40ch AT5G51380.1  F-box fam    chr5:208  60.0125 44.5042 11.8348 25.9886 22.8621 30.8262
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -2.031 Detected -1.868 Detected -1.949 0.010 GT Sens contig433 contig433 Nicotia ta        GAGGTATCAAAGGATTATAGAAAGCTTTGTGTTGACTTTGCTAAAGCTG contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1667 1222.02 371.254 385.642 372.508 415.779
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.355 Detected -1.211 Detected -1.283 0.028 GT Sens contig433 contig433 Nicotia ta         CCTATTTGTTGTAACTTGAGGAAAGATGCACTCAAGTGTAACATCCTAA contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3473.51 2447.86 1344.57 1489.73 1215.38 1339.52
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -1.712 Detected -1.752 Detected -1.732 0.000 GT Sens contig433 contig433 Nicotia ta      GTTATATAAAATACATCTTCTAATCATTGTAAAAAGGCTATGCCTTGTTT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 51257.7 48026.7 35356.8 27025.8 16149.2 15661.1
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -1.570 Detected -1.674 Detected -1.622 0.009 GT Sens contig433 contig433 Calcium-t                 AGAAATAcontig433 Solyc04g Solyc04g Calcium-t                 GO:00053 GO:00053   contig433 Solyc04g Calcium-t                  GO:00053 SL2.40ch AT3G5733ACA11  ACA11 (a         chr3:212  379.57 290.38 88.6487 158.15 119.266 110.653
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.202 Detected -0.828 Detected -1.015 0.047 GT Sens contig434 contig434 NTU64923        GCCCTCTCTGTTCTGATTTGCTTTATATGTATTTTAATGACCTGATGAT contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 19346.6 15154.8 8294.04 11960.6 7936.13 10257.2
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 -0.977 Detected -1.495 Comprom -1.236 0.140 GT Sens contig434 contig434 N.tabacum       GTTAATCCAACAGACAATTGGAACTACTGAAGTAGATGCCTCTTCTCAC contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 37.2331 18.8104 16.783 15.4676 14.3385 9.98423
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.172 Detected -0.849 Detected -1.011 0.042 GT Sens contig434 contig434 Nicotia ta         GGTTAGTGCAAGTTTTGTCATTCGTTCTGAAAAATCTCTCCCCCCTTCG contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 120779 93587 54155.4 65985.5 50302.5 62748.2
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -2.682 Comprom -1.702 Detected -2.192 0.052 GT Sens contig434 contig434 Nicotia ta     TTTATCATTGTCTCTCGTAAATGAAAATGCCTCCTTTGACCTCAACATTAcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 36.7397 44.0436 4.59725 9.95008 6.68635 13.1432
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -2.169 Detected -0.949 Detected -1.559 0.126 GT Sens contig434 contig434 NTU74325        CTAGTATTTACTAGATTTCACACAAATAAAACTAACTTCGCATATTGCGCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1582.84 1374.44 651.136 635.781 349.805 812.332
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.538 Detected -1.587 Detected -1.563 0.005 GT Sens contig436 contig436 Fasciclin-                TAATAAA contig436 Solyc10g Solyc10g Fasciclin-like arabinogalactan               contig436 Solyc10g Fasciclin-like arabin                SL2.40ch AT5G43240.3  unknown   chr5:173  3296.86 2676.56 880.935 944.459 1091.11 1050.99
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.522 Detected -1.139 Detected -1.330 0.029 GT Sens contig439 contig439 Zinc finge                GCTTCTTcontig439 Solyc06g Solyc06g Zinc finge                GO:00056 GO:00056 contig439 Solyc06g Zinc finge                 GO:00056 SL2.40ch AT3G60580.1  zinc finge       chr3:223  278.979 218.442 81.6598 76.3654 91.6842 119.211
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -1.393 Detected -0.948 Detected -1.171 0.035 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  137.525 135.683 69.9481 111.286 55.4749 75.2564
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.486 Detected -1.443 Detected -1.465 0.013 GT Sens contig446 contig446 Unknown   CCAGAGTcontig446 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig446 Solyc10g Unknown Protein (A  SL2.40ch AT3G20150.1  kinesin m     chr3:703  2063.39 1545.67 759.259 797.965 679.829 698.214
GT Sense Sense 0.379 Detected -0.379 Detected 0.000 -2.143 Detected -1.650 Detected -1.897 0.052 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  23416.5 13027.5 5713.81 5895.6 4216.67 5915.05
GT Sense Sense 0.758 Detected -0.758 Detected 0.000 -1.813 Detected -1.612 Detected -1.713 0.154 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  113.408 37.3347 20.4277 13.8028 19.7445 22.632
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.420 Detected -0.865 Detected -1.142 0.061 GT Sens contig452 contig452 COBRA-li              TGTCATGcontig452 Solyc02g Solyc02g COBRA-like protein 4 (AHRD V1          contig452 Solyc02g COBRA-like protein             SL2.40ch AT5G6092COB  COB (CO   chr5:245  6186.96 5061.54 1642.63 2458.73 2230.89 3266.83
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -0.980 Detected -1.177 Detected -1.078 0.011 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  633.572 641.637 441.266 495.22 344.767 299.83
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.405 Detected -0.989 Detected -1.197 0.033 GT Sens contig460 contig460 Protein di                ATCGTACcontig460 Solyc04g Solyc04g Protein di                GO:00454 GO:00454      contig460 Solyc04g Protein di                 GO:00037 SL2.40ch AT3G5496ATPDIL1-     ATPDIL1        chr3:203  8442.49 7077.71 3033.2 3295.34 3112.1 4141.41
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 -1.586 Detected -2.419 Detected -2.003 0.043 GT Sens contig463 contig463 Os03g016                   AACATTGcontig463 Solyc06g Solyc06g Os03g0169000 protein (Fragm                  contig463 Solyc06g Os03g0169000 prote                   SL2.40ch AT5G15740.1  unknown   chr5:513  65.0185 70.4703 7.9653 23.079 24.047 13.4524
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -0.956 Detected -1.778 Detected -1.367 0.081 GT Sens contig465 contig465 Phosphat                  TAACATC contig465 Solyc10g Solyc10g Phosphat                  GO:00066 GO:00066   contig465 Solyc10g Phosphat                   GO:00230 SL2.40ch AT4G38690.1  1-phosph    chr4:180  684.554 603.931 222.328 169.985 353.47 199.281
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -2.377 Detected -1.957 Detected -2.167 0.012 GT Sens contig465 contig465 CHP-rich              ACTATGAcontig465 Solyc06g Solyc06g CHP-rich              GO:00200 GO:00200    contig465 Solyc06g CHP-rich               GO:00199 SL2.40ch AT3G2430AMT1;3, A   AMT1;3 (        chr3:880  1002.45 805.963 183.631 245.299 184.564 246.227
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -0.998 Detected -1.127 Detected -1.062 0.032 GT Sens contig465 contig465 Unknown   GGTGAG contig465 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig465 Solyc01g Unknown Protein (A  SL2.40ch AT5G06670.1  ATP bind      chr5:204  61.7892 44.9951 23.9764 26.6406 28.1466 25.676
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 -2.835 Detected -1.673 Detected -2.254 0.074 GT Sens contig466 contig466 UPF0497                    TTTGGTAcontig466 Solyc01g Solyc01g UPF0497                    GO:00055 GO:00055  contig466 Solyc01g UPF0497                     GO:00055 SL2.40ch AT4G31490.1  coatome             chr4:152  198.842 125.022 45.7732 24.9946 23.5694 52.5621
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -2.130 Detected -1.865 Detected -1.997 0.008 GT Sens contig467 contig467 Seed biot                 TTGGCGAcontig467 Solyc07g Solyc07g Seed biotin-containing protein                contig467 Solyc07g Seed biotin-containi                  SL2.40ch AT4G37170.1  pentatric      chr4:174  251.424 199.786 84.0402 70.3297 54.6014 65.4207
GT Sense Sense 0.478 Detected -0.478 Detected 0.000 -2.036 Detected -1.442 Detected -1.739 0.091 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  466.936 226.431 115.447 106.359 84.5206 127.243
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -2.020 Detected -1.518 Detected -1.769 0.020 GT Sens contig470 contig470 Unknown   TCCAATAcontig470 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig470 Solyc10g Unknown Protein (A  SL2.40ch AT5G1678DOT2, MD   DOT2 (DE      chr5:551  71.0704 69.616 23.8958 35.5944 18.4937 26.1101
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.058 Detected -2.012 Comprom -1.535 0.085 GT Sens contig470 contig470 Squamos                  AAAGAAT contig470 Solyc03g Solyc03g Squamos                  GO:00056 GO:00056 contig470 Solyc03g Squamos                   GO:00056 SL2.40ch AT1G76580.1  transcrip    chr1:287  23.2009 22.7365 11.6745 3.3928 11.7663 6.05494
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -1.161 Detected -0.840 Detected -1.000 0.055 GT Sens contig470 contig470 3-oxo-5-a                 TTTTCGAcontig470 Solyc11g Solyc11g 3-oxo-5-a                 GO:00160 GO:00160   contig470 Solyc11g 3-oxo-5-a                  GO:00160 SL2.40ch AT3G2940ATEXO70   ATEXO70           chr3:112  19723.1 14375.5 7431.81 7362.47 8032.73 10004.5
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.079 Detected -2.378 Comprom -1.729 0.118 GT Sens contig472 contig472 Receptor                ACGGACAcontig472 Solyc04g Solyc04g Receptor                GO:00064 GO:00064  contig472 Solyc04g Receptor   GO:00055 SL2.40ch AT2G16250.1  leucine-r        chr2:703  21.9424 18.7368 4.19579 2.07196 10.2352 4.14617
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.178 Detected -1.299 Detected -1.239 0.025 GT Sens contig474 contig474 COP1-Inte         AGAATTAcontig474 Solyc02g Solyc02g COP1-Interacting ProteinI 7 (CI      contig474 Solyc02g COP1-Inte         GO:00165 SL2.40ch AT4G2743CIP7  CIP7 (CO       chr4:137  2586.76 1864.38 696.832 1021.64 1034.81 948.758
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -1.154 Detected -0.928 Detected -1.041 0.033 GT Sens contig474 contig474 60S acidic                TTGGCCAcontig474 Solyc05g Solyc05g 60S acidic                GO:00055 GO:00055    contig474 Solyc05g 60S acidic                 GO:00055 SL2.40ch AT3G11250.1  60S acidi       chr3:352  41303.4 31152.7 15916.9 14747.7 17190.9 20043.9
GT Sense Sense 0.411 Detected -0.411 Detected 0.000 -1.467 Detected -1.375 Detected -1.421 0.075 GT Sens contig481 contig481 Cytochro                 GTACACAcontig481 Solyc10g Solyc10g Cytochro                 GO:00198 GO:00198   contig481 Solyc10g Cytochro  GO:00198 SL2.40ch AT3G1465CYP72A1   CYP72A1               chr3:492  281.345 149.657 22.1015 55.1618 79.1288 84.1042
GT Sense Sense 0.445 Detected -0.445 Detected 0.000 -4.390 Detected -2.169 Detected -3.280 0.111 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  953.717 484.206 116.955 183.57 34.5626 160.611
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 -1.399 Detected -1.773 Detected -1.586 0.049 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  85.2596 51.9458 40.4267 55.7544 26.9072 20.7035
GT Sense Sense 0.425 Detected -0.425 Detected 0.000 -2.045 Detected -1.022 Detected -1.533 0.148 GT Sens contig485 contig485 Phosphog              GATTCGTcontig485 Solyc10g Solyc10g Phosphog              GO:00081 GO:00081  contig485 Solyc10g Phosphog               GO:00081 SL2.40ch AT3G05170.1  phospho      chr3:146  578.858 302.166 129.847 165.854 108.09 219.017
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -1.825 Detected -2.038 Detected -1.932 0.011 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  14948.9 11041.3 5494.81 2996.57 3867 3325.7
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -1.112 Detected -1.004 Detected -1.058 0.003 GT Sens contig489 contig489 RING fing                CAATGTGcontig489 Solyc01g Solyc01g RING fing                GO:00082 GO:00082   contig489 Solyc01g RING fing                 GO:00082 SL2.40ch AT5G0288UPL4  UPL4; ub    chr5:662  283.506 268.778 165.92 165.093 136.159 146.29
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -1.550 Detected -1.037 Detected -1.293 0.040 GT Sens contig491 contig491 Myb-relat                CAAGTTCcontig491 Solyc09g Solyc09g Myb-relat                GO:00037 GO:00037       contig491 Solyc09g Myb-relat                 GO:00037 SL2.40ch AT3G2325MYB15, A    MYB15 (M           chr3:830  278.568 288.823 129.952 141.81 103.325 146.955
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.124 Detected -0.970 Detected -1.047 0.018 GT Sens contig498 contig498 Peptide m                  ACTGGCTcontig498 Solyc02g Solyc02g Peptide m                  GO:00081 GO:00081     contig498 Solyc02g Peptide m                   GO:00081 SL2.40ch AT2G18030.1  peptide m       chr2:784  4036.97 3212.45 1689.85 1947.71 1761.52 1954.19
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -3.287 Detected -2.027 Detected -2.657 0.055 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  1191.64 881.097 266.982 421.453 111.963 267.293
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -2.872 Detected -1.657 Detected -2.265 0.066 GT Sens contig501 contig501 Metal ion                CAAAAAGcontig501 Solyc04g Solyc04g Metal ion                GO:00300 GO:00300   contig501 Solyc04g Metal ion                 GO:00300 SL2.40ch AT5G17450.1  heavy-me         chr5:575  298.417 246.182 60.9739 89.5854 39.4803 91.3596
GT Sense Sense 0.231 Detected -0.231 Detected 0.000 -2.926 Comprom -3.529 Comprom -3.228 0.014 GT Sens contig503 contig503 Vacuolar               TATGTTT contig503 Solyc08g Solyc08g Vacuolar               GO:00041 GO:00041   contig503 Solyc08g Vacuolar                GO:00041 SL2.40ch AT3G202 DELTA-VP    DELTA-V     chr3:705  39.4075 26.9364 2.36214 3.83381 4.57206 3.00037
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.166 Detected -1.025 Detected -1.096 0.012 GT Sens contig504 contig504 Calcineur                  TAAGCTGcontig504 Solyc08g Solyc08g Calcineur                  GO:00055 GO:00055   contig504 Solyc08g Calcineur                   GO:00055 SL2.40ch AT4G176 CBL1, AT    CBL1 (CA         chr4:981  1215.85 995.937 444.445 520.681 522.915 574.952
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -2.275 Detected -2.253 Detected -2.264 0.005 GT Sens contig505 contig505 RING fing                TTTCTCT contig505 Solyc01g Solyc01g RING fing                GO:00082 GO:00082   contig505 Solyc01g RING fing                 GO:00082 SL2.40ch AT3G6022ATL4  ATL4; pr        chr3:222  991.356 745.143 131.683 149.482 189.374 191.657
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -2.437 Detected -2.058 Detected -2.248 0.008 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  2342.3 2388.91 567.494 808.666 465.799 603.809
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.744 Detected -1.257 Detected -1.501 0.027 GT Sens contig509 contig509 Genomic          TGGGATCcontig509 Solyc12g Solyc12g Genomic DNA chromosome 3       contig509 Solyc12g Genomic DNA chrom         SL2.40ch AT3G24630.1  unknown   chr3:898  576.56 494.94 255.206 187.595 170.031 237.573
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 -2.090 Detected -1.952 Detected -2.021 0.023 GT Sens contig511 contig511 Unknown   GGTGCACcontig511 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig511 Solyc11g Unknown Protein (A  SL2.40ch AT4G4009AGP3  AGP3 (ar    chr4:185  24026.7 14778 4805.65 4737.49 4719.51 5179.2
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.264 Detected -2.245 Detected -1.754 0.071 GT Sens contig511 contig511 Unknown              TAAAATC contig511 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3             contig511 Solyc01g Unknown Protein (A              SL2.40ch AT3G19680.1  unknown   chr3:684  940.879 815.546 171.498 247.847 389.005 196.534
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -1.547 Detected -1.534 Detected -1.540 0.016 GT Sens contig511 contig511 Harpin-ind               GAACAGAcontig511 Solyc01g Solyc01g Harpin-induced protein-like (Fr              contig511 Solyc01g Harpin-induced prot               SL2.40ch AT2G27080.2  harpin-in         chr2:115  12183.4 8758.3 2031.09 4690.64 3769.52 3793.3
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.361 Detected -1.530 Detected -1.445 0.008 GT Sens contig515 contig515 Protein T             AGGGTAAcontig515 Solyc03g Solyc03g Protein T             GO:00428 GO:00428   contig515 Solyc03g Protein T              GO:00428 SL2.40ch AT1G7070TIFY7  TIFY7  chr1:266  499.41 412.243 145.923 173.248 188.437 166.999
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -0.872 Detected -1.421 Detected -1.146 0.063 GT Sens contig516 contig516 Acyl-ACP             TCGACGTcontig516 Solyc03g Solyc03g Acyl-ACP             GO:00162 GO:00162             contig516 Solyc03g Acyl-ACP              GO:00162 SL2.40ch AT5G08490.1  pentatric      chr5:274  80.7782 64.0217 36.5435 46.5399 41.9155 28.5587
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.621 Detected -1.687 Detected -1.654 0.001 GT Sens contig517 contig517 Solute ca                    ATTTCAA contig517 Solyc09g Solyc09g Solute ca                    GO:00160 GO:00160   contig517 Solyc09g Solute ca                     GO:00085 SL2.40ch AT5G2634MSS1, ST   MSS1; ca            chr5:924  15783.3 14231.6 3395.3 8635.59 5195.16 4950.11
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -1.051 Detected -1.252 Detected -1.151 0.009 GT Sens contig518 contig518 Calmodul               ACTTTTGcontig518 Solyc12g Solyc12g Calmodulin-binding protein-lik               contig518 Solyc12g Calmodulin-binding               SL2.40ch AT1G73805.1  calmodu    chr1:277  1973.21 1728.63 559.805 858.938 950.403 824.626
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.107 Detected -2.472 Detected -1.789 0.120 GT Sens contig519 contig519 Unknown   TAGGTTTcontig519 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig519 Solyc12g Unknown Protein (A  SL2.40ch AT5G4803GFA2  GFA2 (GA             chr5:194  182.012 177.493 98.1242 110.113 88.9651 34.4534
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 -2.523 Comprom -2.441 Comprom -2.482 0.031 GT Sens contig521 contig521 Phosphat                 GATGTGAcontig521 Solyc10g Solyc10g Phosphat                 GO:00464 GO:00464   contig521 Solyc10g Phosphat                  GO:00163 SL2.40ch AT3G07960.1  phospha      chr3:253  41.0426 20.7205 2.98468 7.35853 5.41191 5.70812
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 -1.267 Detected -1.151 Detected -1.209 0.004 GT Sens contig521 contig521 Genomic          GTTTCTT contig521 Solyc08g Solyc08g Genomic DNA chromosome 5       contig521 Solyc08g Genomic DNA chrom         SL2.40ch AT5G40450.2  unknown   chr5:161  10630.5 10788 4366.64 8775.38 4746.14 5126.81
GT Sense Sense -0.209 Detected 0.209 Detected 0.000 -1.070 Detected -1.906 Detected -1.488 0.086 GT Sens contig526 contig526 Activating                    CAAAAGGcontig526 Solyc04g Solyc04g Activating signal cointegrator                   contig526 Solyc04g Activating signal co                    SL2.40ch AT1G27752.2  FUNCTIO                                                     chr1:966  106.792 134.333 49.7266 72.6485 60.8454 33.9896
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -1.739 Detected -0.987 Detected -1.363 0.092 GT Sens contig528 contig528 Unknown   GTTCAGGcontig528 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig528 Solyc02g Unknown Protein (A  SL2.40ch AT5G10860.1  CBS dom    chr5:342  40.9589 27.8047 14.2675 13.7946 10.7824 18.1063
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.769 Detected -1.010 Detected -1.389 0.078 GT Sens contig531 contig531 Galactoki             AGAAGCAcontig531 Solyc07g Solyc07g Galactoki             GO:00057 GO:00057 contig531 Solyc07g Galactoki              GO:00163 SL2.40ch AT3G10700.1  GHMP kin     chr3:334  640.06 480.199 144.364 197.403 173.426 292.762
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -1.158 Detected -0.931 Detected -1.044 0.014 GT Sens contig531 contig531 Glycosylt               TACTATT contig531 Solyc01g Solyc01g Glycosylt               GO:00472 GO:00472       contig531 Solyc01g Glycosylt                GO:00472 SL2.40ch AT3G6113GAUT1, L   GAUT1 (G          chr3:226  483.524 486.966 146.561 218.598 231.858 270.654
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -0.952 Detected -1.219 Detected -1.085 0.018 GT Sens contig531 contig531 Receptor              ATCATCT contig531 Solyc02g Solyc02g Receptor              GO:00064 GO:00064  contig531 Solyc02g Receptor               GO:00064 SL2.40ch AT1G23540.1  protein k     chr1:834  102.312 105.538 32.3368 33.9039 57.2885 47.4549
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 -1.315 Detected -0.969 Detected -1.142 0.056 GT Sens contig533 contig533 Ring H2 fi                GACAAGTcontig533 Solyc06g Solyc06g Ring H2 fi                GO:00082 GO:00082   contig533 Solyc06g Ring H2 fi                 GO:00082 SL2.40ch AT5G43420.1  zinc finge        chr5:174  2293.34 1587.29 870.282 1276.3 817.641 1036.33
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.594 Detected -1.439 Detected -1.517 0.011 GT Sens contig534 contig534 Cell divisi                  CACTTTCcontig534 Solyc02g Solyc02g Cell divisi                  GO:00171 GO:00171   contig534 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  1685.93 1303.05 367.68 783.638 523.414 581.115
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.033 Detected -1.268 Detected -1.651 0.051 GT Sens contig536 contig536 Gibberelli                AATAGACcontig536 Solyc02g Solyc02g Gibberelli                GO:00055 GO:00055  contig536 Solyc02g Gibberelli                 GO:00055 SL2.40ch AT5G62580.1  binding  chr5:251  19515.4 16885.1 6310.39 5793.22 4728.84 8013.86
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.231 Detected -0.861 Detected -1.046 0.038 GT Sens contig538 contig538 Os10g057       AGGCTGAcontig538 Solyc11g Solyc11g Os10g0578600 protein (Fragm     contig538 Solyc11g Unknown Protein (A  SL2.40ch AT3G27230.1  LOCATE                                                           chr3:100  3707.22 3038.88 1628.6 1703.53 1524.71 1964.29
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -2.313 Detected -1.578 Detected -1.945 0.037 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  439.531 350.709 122.188 234.399 84.2728 139.849
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.710 Detected -1.803 Detected -1.757 0.001 GT Sens contig539 contig539 Auxin-res                 TAAAATA contig539 Solyc03g Solyc03g Auxin-responsive family prote                contig539 Solyc03g Auxin-responsive fa                 SL2.40ch AT2G21530.1  forkhead         chr2:921  8680.35 8321.24 1877.28 4519.67 2770.47 2588.89
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -1.225 Detected -1.003 Detected -1.114 0.027 GT Sens contig540 contig540 Acyl-CoA                   AACTTGAcontig540 Solyc01g Solyc01g Acyl-CoA                   GO:00000 GO:00000  contig540 Solyc01g Acyl-CoA                    GO:00000 SL2.40ch AT3G0542ACBP4  ACBP4 (A        chr3:156  3823.33 2927.63 1237.26 1646.75 1526.3 1775.27
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.379 Detected -0.938 Detected -1.158 0.042 GT Sens contig541 contig541 DNA poly               AAGTTGCcontig541 Solyc01g Solyc01g DNA poly               GO:00038 GO:00038      contig541 Solyc01g DNA poly                GO:00055 SL2.40ch AT1G49980.1  DNA-dire        chr1:185  216.386 174.896 61.263 89.9444 79.7832 107.961
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -3.226 Detected -2.135 Detected -2.681 0.040 GT Sens contig541 contig541 CHY zinc                 CAGAAACcontig541 Solyc09g Solyc09g CHY zinc                 GO:00082 GO:00082    contig541 Solyc09g CHY zinc                  GO:00051 SL2.40ch AT5G22920.1  zinc finge        chr5:766  182.715 148.696 26.294 38.6029 18.7832 39.8853
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.634 Detected -1.249 Detected -1.442 0.019 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  6644.69 5714.73 2651.09 2890.8 2117.24 2756.1
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 -1.320 Detected -2.050 Detected -1.685 0.074 GT Sens contig547 contig547 Glycine-ri              ATAGGAGcontig547 Solyc09g Solyc09g Glycine-rich protein (AHRD V1           contig547 Solyc09g Glycine-rich protein             SL2.40ch AT5G6103GR-RBP3  GR-RBP3           chr5:245  2230.68 3264.63 1625.19 1617.87 1152.93 692.912
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 -3.025 Detected -3.062 Detected -3.044 0.011 GT Sens contig547 contig547 Guanine n                    TTCTCAGcontig547 Solyc03g Solyc03g Guanine n                    GO:00001 GO:00001  contig547 Solyc03g Guanine n                     GO:00001 SL2.40ch AT2G26490.1  transduc          chr2:112  138.615 83.5626 20.3579 21.2484 14.0986 13.7013
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 -1.039 Detected -1.124 Detected -1.081 0.074 GT Sens contig548 contig548 Genomic          TCATTCAcontig548 Solyc11g Solyc11g Genomic DNA chromosome 5       contig548 Solyc11g Genomic DNA chrom         SL2.40ch AT5G59350.1  unknown   chr5:239  537.758 329.299 195.58 213.893 218.449 205.349
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -1.404 Detected -2.865 Detected -2.135 0.104 GT Sens contig549 contig549 Unknown               AAGTGACcontig549 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3              contig549 Solyc03g Unknown Protein (A               SL2.40ch AT4G33810.1  glycosyl      chr4:162  160.59 119.667 29.004 10.9942 55.8478 20.2303
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -0.924 Detected -1.441 Detected -1.182 0.056 GT Sens contig551 contig551 Abscisic a               TCGTACGcontig551 Solyc10g Solyc10g Abscisic acid receptor PYL4 (A             contig551 Solyc10g Abscisic acid recept               SL2.40ch AT2G38310.1  unknown   chr2:160  2455.55 1920.27 1058.1 1159.97 1220.78 850.232
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.529 Detected -1.390 Detected -1.459 0.006 GT Sens contig553 contig553 Unknown              AGTAAGTcontig553 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3             contig553 Solyc04g Unknown Protein (A              SL2.40ch AT1G10020.1  unknown   chr1:326  3135.42 2620.11 774.526 1215.02 1059.43 1162.72
GT Sense Sense 0.295 Detected -0.295 Detected 0.000 -1.863 Detected -1.455 Detected -1.659 0.044 GT Sens contig555 contig555 Rhamnog              TACAGGGcontig555 Solyc05g Solyc05g Rhamnog              GO:00302 GO:00302   contig555 Solyc05g Rhamnog               GO:00168 SL2.40ch AT1G09910.1  lyase  chr1:322  1301.33 813.068 158.307 336.257 301.56 399.028
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 -1.013 Detected -1.006 Detected -1.009 0.016 GT Sens contig557 contig557 Protein di              TAGAGGTcontig557 Solyc11g Solyc11g Protein di              GO:00454 GO:00454   contig557 Solyc11g Protein di               GO:00454 SL2.40ch AT1G0796ATPDIL5-   ATPDIL5     chr1:246  1047.2 823.124 400.535 464.445 490.71 491.492
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.190 Detected -0.900 Detected -1.045 0.024 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  98.0541 102.886 141.884 99.3715 46.951 57.2178
GT Sense Sense 0.289 Detected -0.289 Detected 0.000 -2.290 Detected -1.973 Detected -2.132 0.023 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  3775.52 2381.42 1030.05 1108.26 653.678 811.986
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -5.055 Comprom -2.309 Detected -3.682 0.115 GT Sens contig562 contig562 Unknown   TATAATG contig562 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig562 Solyc03g Unknown Protein (A  SL2.40ch AT5G4539CLPP4, N   CLPP4 (C       chr5:183  131.86 120.712 22.094 28.6083 4.04625 27.0623
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.018 Detected -1.248 Detected -1.133 0.030 GT Sens contig569 contig569 Unknown   ACATTGAcontig569 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig569 Solyc10g Unknown Protein (A  SL2.40ch AT5G08760.1  unknown   chr5:285  4850.98 3638.91 1613.78 2401.73 2212.39 1880.61
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -2.004 Detected -0.931 Detected -1.468 0.112 GT Sens contig570 contig570 Laccase-2               GCCCTTGcontig570 Solyc03g Solyc03g Laccase-2               GO:00551 GO:00551  contig570 Solyc03g Laccase-2                GO:00551 SL2.40ch AT5G5148SKS2  SKS2 (SK          chr5:209  1498.92 1497.57 525.08 579.697 398.218 835.603
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.228 Detected -0.927 Detected -1.077 0.020 GT Sens contig573 contig573 Nuclear c                    TTGAGGCcontig573 Solyc01g Solyc01g Nuclear control of ATPase pro                  contig573 Solyc01g Nuclear control of A                   SL2.40ch AT5G1229DGS1  DGS1 (DG     chr5:397  705.537 636.275 238.133 312.452 305.087 374.648
GT Sense Sense 0.426 Detected -0.426 Detected 0.000 -2.313 Detected -1.798 Detected -2.056 0.054 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  1547.48 806.905 234.188 295.203 239.795 341.641
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -1.303 Detected -1.122 Detected -1.212 0.006 GT Sens contig576 contig576 Transmem                  AACTAGT contig576 Solyc07g Solyc07g Transmem                  GO:00052 GO:00052  contig576 Solyc07g Transmem                   GO:00052 SL2.40ch AT4G21570.1  unknown   chr4:114  22334.8 21333.2 10446.3 11415.6 9434.65 10663.2
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -2.391 Detected -2.249 Detected -2.320 0.013 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  3741.2 2477.84 916.165 1190.85 619.092 680.975
GT Sense Sense 0.396 Detected -0.396 Detected 0.000 -3.609 Comprom -2.892 Comprom -3.251 0.026 GT Sens contig579 contig579 NBS-LRR              GGAAGCTcontig579 Solyc11g Solyc11g NBS-LRR              GO:00069 GO:00069  contig579 Solyc11g Cc-nbs-lr   GO:00055 SL2.40ch AT5G4403CESA4, IR    CESA4 (C           chr5:177  30.9204 16.8141 2.44676 5.11443 1.99207 3.26603
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 -2.776 Detected -2.458 Detected -2.617 0.015 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  762.115 487.788 120.818 248.587 94.9353 117.947
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -1.497 Detected -0.980 Detected -1.239 0.048 GT Sens contig585 contig585 Prolyl 4-h                  GATCAAAcontig585 Solyc02g Solyc02g Prolyl 4-h                  GO:00164 GO:00164    contig585 Solyc02g Prolyl 4-h                   GO:00046 SL2.40ch AT3G28480.1  oxidored       chr3:106  20350.6 16423.2 7107.58 10517.8 6905.59 9853.17
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.313 Detected -1.048 Detected -1.181 0.022 GT Sens contig586 contig586 AT1G7416       AGTGTAGcontig586 Solyc03g Solyc03g AT1G74160 protein (Fragment     contig586 Solyc03g AT1G74160 protein     SL2.40ch AT1G74160.1  unknown   chr1:278  12074.5 9654.89 5370.4 5097.85 4634.7 5550.24
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 -3.177 Detected -2.510 Detected -2.843 0.022 GT Sens contig587 contig587 Endogluc                ATGATAAcontig587 Solyc07g Solyc07g Endogluc                GO:00059 GO:00059   contig587 Solyc07g Endogluc                 GO:00059 SL2.40ch AT2G3299AtGH9B8  AtGH9B8            chr2:140  290.963 189.457 31.406 53.52 27.6877 43.8266
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.065 Detected -1.170 Detected -1.118 0.005 GT Sens contig588 contig588 Receptor-               TTATGAGcontig588 Solyc02g Solyc02g Receptor-               GO:00163 GO:00163   contig588 Solyc02g Pto-like, S     GO:00163 SL2.40ch AT1G30570.1  protein k     chr1:108  156.628 135.197 37.5687 49.1748 74.147 68.7634
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -2.199 Detected -1.751 Detected -1.975 0.018 GT Sens contig590 contig590 Legume le                   ACTCACCcontig590 Solyc01g Solyc01g Legume lectin beta domain (AH                 contig590 Solyc01g Legume lectin beta d                  SL2.40ch AT5G2738GSH2, GS   GSH2 (GL       chr5:966  222.97 172.078 69.4859 106.244 45.5045 61.8732
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -1.469 Detected -1.223 Detected -1.346 0.022 GT Sens contig591 contig591 24-sterol              CAAAAGGcontig591 Solyc01g Solyc01g 24-sterol              GO:00038 GO:00038    contig591 Solyc01g 24-sterol               GO:00038 SL2.40ch AT1G2033SMT2, CV    SMT2 (ST       chr1:703  34610 26098.3 10047.7 12066 11578.7 13692
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.023 Detected -1.031 Detected -1.027 0.000 GT Sens contig594 contig594 SEC14 cy                  ACCGTATcontig594 Solyc01g Solyc01g SEC14 cy                  GO:00052 GO:00052  contig594 Solyc01g SEC14 cy                   GO:00052 SL2.40ch AT1G14820.1  SEC14 cy           chr1:510  266.838 252.329 113.279 105.226 136.156 134.99
GT Sense Sense -0.686 Detected 0.686 Detected 0.000 -2.439 Comprom -1.869 Comprom -2.154 0.101 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  19.2171 46.8132 6.82527 26.5008 5.89674 8.73219
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.359 Detected -0.920 Detected -1.140 0.042 GT Sens contig603 contig603 CAS1 dom              ACTCAAGcontig603 Solyc02g Solyc02g CAS1 dom              GO:00164 GO:00164  contig603 Solyc02g CAS1 dom               GO:00164 SL2.40ch AT2G34410.2  O-acetylt     chr2:145  6381.67 5236.76 2180.97 2689.51 2402.5 3248.59
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 -1.750 Detected -1.187 Detected -1.469 0.048 GT Sens contig608 contig608 AE family                ATACAGT contig608 Solyc01g Solyc01g AE family                GO:00054 GO:00054      contig608 Solyc01g AE family                 GO:00054 SL2.40ch AT3G62270.1  anion exc     chr3:230  9367.01 6878.76 2324.84 5632.06 2544.9 3748.37
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.237 Detected -1.273 Detected -1.255 0.003 GT Sens contig609 contig609 ( related)    GATGGG contig609 Solyc01g Solyc01g ( related) (AHRD V1 ***- Q2HTJ8 contig609 Solyc01g ( related) (AHRD V1 *  SL2.40ch AT3G4589RUS1  RUS1 (RO      chr3:168  2537.63 2195.05 786.833 1083.27 1067.8 1038.14
GT Sense Sense 0.308 Detected -0.308 Detected 0.000 -1.796 Detected -0.824 Detected -1.310 0.151 GT Sens contig609 contig609 Arabinoga     TGAGACAcontig609 Solyc07g Solyc07g Arabinogalactan-protein (AHRD   contig609 Solyc07g Arabinogalactan-pro     SL2.40ch AT5G19340.1  unknown   chr5:651  8420.95 5171.16 2402.5 2094.41 2025.91 3963.71
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -0.968 Detected -2.613 Detected -1.790 0.166 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  564.004 428.812 341.623 172.317 268.087 85.4713
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.184 Detected -1.193 Detected -1.189 0.011 GT Sens contig611 contig611 Formin 2B            TATCACAcontig611 Solyc07g Solyc07g Formin 2B            GO:00300 GO:00300   contig611 Solyc07g Formin 2B             GO:00300 SL2.40ch AT2G25050.1  formin ho          chr2:106  519.48 410.106 162.581 203.793 216.627 214.58
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 -2.229 Detected -1.343 Detected -1.786 0.082 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  18319.1 11119.5 2599.98 3626.37 3245.65 5980.97
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -0.983 Detected -1.585 Detected -1.284 0.053 GT Sens contig614 contig614 Expansin                   CTAAATGcontig614 Solyc06g Solyc06g Expansin                   GO:00055 GO:00055  contig614 Solyc06g Expansin                    GO:00055 SL2.40ch AT1G6953ATEXPA1         ATEXPA1      chr1:261  7493.43 6451.55 1910.64 1218.6 3750.97 2463.4
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.192 Detected -0.941 Detected -1.066 0.014 GT Sens contig615 contig615 PPPDE pe                    ATGACAT contig615 Solyc12g Solyc12g PPPDE peptidase domain-cont                    contig615 Solyc12g PPPDE peptidase do                    SL2.40ch AT5G47310.1  unknown   chr5:192  3291.74 3035.79 1587.56 2055.52 1475.73 1750.83
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 -1.552 Detected -1.978 Detected -1.765 0.021 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  357.282 410.718 228.951 126.187 139.358 103.379
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 -1.154 Detected -1.066 Detected -1.110 0.055 GT Sens contig618 contig618 Calreticul               CAGGTAAcontig618 Solyc04g Solyc04g Calreticul               GO:00055 GO:00055   contig618 Solyc04g Calreticul                GO:00055 SL2.40ch AT1G0845CRT3  CRT3 (CA           chr1:266  2588.65 1680.61 1103.78 668.497 999.4 1058.9
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.370 Detected -1.659 Detected -1.515 0.009 GT Sens contig619 contig619 Hydroxyc                TTACCTGcontig619 Solyc03g Solyc03g Hydroxyc                GO:00103 GO:00103             contig619 Solyc03g Hydroxyc                 GO:00507 SL2.40ch AT5G41040.2  transfera     chr5:164  3437.79 3099.62 1187.47 1010.79 1346.39 1098.89
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 -1.085 Detected -1.374 Detected -1.230 0.045 GT Sens contig620 contig620 Exostosin             TTTTGCT contig620 Solyc08g Solyc08g Exostosin             GO:00160 GO:00160 contig620 Solyc08g Exostosin              GO:00160 SL2.40ch AT4G16745.1  exostosin    chr4:941  88.5751 60.8436 22.0843 33.9903 36.9114 30.1063
GT Sense Sense 0.339 Detected -0.339 Detected 0.000 -3.362 Comprom -1.433 Comprom -2.398 0.144 GT Sens contig622 contig622 Leucine-r                  ATTCCTGcontig622 Solyc09g Solyc09g Leucine-r                  GO:00055 GO:00055       contig622 Solyc09g LRR recep    GO:00055 SL2.40ch AT5G51350.1  leucine-r        chr5:208  31.7284 18.658 4.94236 9.91985 2.52342 9.57737
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -1.728 Detected -1.091 Detected -1.409 0.057 GT Sens contig622 contig622 MADS-bo               TAAGATT contig622 Solyc03g Solyc03g MADS-bo               GO:00056 GO:00056 contig622 Solyc03g MADS-bo                GO:00056 SL2.40ch AT5G23770.1 93.2488 107.428 89.8119 84.1978 32.2255 49.9637
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -0.836 Detected -2.687 Comprom -1.762 0.197 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  24.6434 23.7246 15.6794 23.547 14.4395 3.993
GT Sense Sense 0.329 Detected -0.329 Detected 0.000 -2.747 Detected -1.691 Detected -2.219 0.070 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  452.505 270.008 62.2182 69.2283 55.5091 115.098
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.754 Detected -2.134 Detected -1.944 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  6193.49 4693.16 2629.45 2369.48 1704.45 1305.8



GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.151 Detected -1.056 Detected -1.103 0.028 GT Sens contig625 contig625 Myb famil                  AAGCTTGcontig625 Solyc08g Solyc08g Myb famil                  GO:00037 GO:00037      contig625 Solyc08g Myb famil                   GO:00037 SL2.40ch AT5G45580.1  transcrip    chr5:184  572.111 417.842 209.536 307.793 234.731 250.1
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.885 Detected -1.796 Detected -1.840 0.013 GT Sens contig626 contig626 BTB/POZ              TTACTAGcontig626 Solyc04g Solyc04g BTB/POZ              GO:00055 GO:00055  contig626 Solyc04g BTB/POZ               GO:00055 SL2.40ch AT2G30600.4  BTB/POZ    chr2:130  1730.19 1226.01 253.519 387.643 420.415 446.021
GT Sense Sense 0.455 Detected -0.455 Detected 0.000 -1.588 Detected -1.542 Detected -1.565 0.075 GT Sens contig627 contig627 Expansin               CACCACCcontig627 Solyc08g Solyc08g Expansin-like protein (AHRD V             contig627 Solyc08g Expansin-like protei               SL2.40ch AT5G59480.2  haloacid      chr5:239  313.948 157.185 100.663 222.119 78.7947 81.1267
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.450 Detected -0.816 Detected -1.133 0.081 GT Sens contig627 contig627 ER glycer              GGCTAATcontig627 Solyc07g Solyc07g ER glycer              GO:00081 GO:00081    contig627 Solyc07g ER glycer               GO:00038 SL2.40ch AT1G016 ATGPAT4    GPAT4 (G        chr1:221  57657.2 45131.4 21568.5 30789.3 19908.2 30809.2
GT Sense Sense 0.415 Detected -0.415 Detected 0.000 -3.877 Detected -3.003 Detected -3.440 0.029 GT Sens contig631 contig631 Pectate ly               CAGACCGcontig631 Solyc09g Solyc09g Pectate ly               GO:00168 GO:00168  contig631 Solyc09g Pectate ly                GO:00168 SL2.40ch AT5G48900.1  pectate ly     chr5:198  354.178 187.401 12.8594 15.7953 18.7013 34.1676
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 -1.762 Detected -1.090 Detected -1.426 0.063 GT Sens contig631 contig631 Major fac                     AATTTTC contig631 Solyc08g Solyc08g Major facilitator superfamily do                    contig631 Solyc08g Major facilitator sup                     SL2.40ch AT4G27720.1  LOCATE                                                                            chr4:138  1108.61 824.693 331.781 465.609 300.568 477.677
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -2.556 Detected -1.644 Detected -2.100 0.044 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  1358.37 1290.71 420.792 465.656 240.057 450.46
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -2.037 Detected -1.849 Detected -1.943 0.005 GT Sens contig636 contig636 Stig1 (Fra              TCGAGGGcontig636 Solyc02g Solyc02g Stig1 (Fragment) (AHRD V1 *-*-           contig636 Solyc02g Stig1 (Fragment) (AH              SL2.40ch AT1G11925.1  Encodes       chr1:402  324.998 347.89 74.3522 104.397 87.3664 99.241
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -0.966 Comprom -1.297 Comprom -1.131 0.050 GT Sens contig636 contig636 Cytochro                 GGGACAAcontig636 Solyc10g Solyc10g Cytochro                 GO:00198 GO:00198   contig636 Solyc10g Cytochro  GO:00198 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  11.8104 14.7252 4.86554 10.0779 7.20012 5.70575
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.366 Detected -1.147 Detected -1.256 0.013 GT Sens contig640 contig640 Neutral in                TGCTATCcontig640 Solyc06g Solyc06g Neutral in                GO:00055 GO:00055    contig640 Solyc06g Neutral in                 GO:00055 SL2.40ch AT1G3558CINV1  CINV1 (cy      chr1:131  3728.23 3078.58 875.231 1265.64 1402.01 1626.95
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.375 Detected -0.839 Detected -1.107 0.054 GT Sens contig641 contig641 Unknown   AATATTG contig641 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig641 Solyc04g Unknown Protein (A  SL2.40ch AT2G3008ZIP6, ATZ   ZIP6; cat         chr2:128  2141.45 1984.31 558.473 568.807 847.3 1225.12
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.302 Detected -0.889 Detected -1.095 0.036 GT Sens contig641 contig641 Yellow str                  TTTGTGGcontig641 Solyc02g Solyc02g Yellow str                  GO:00151 GO:00151    contig641 Solyc02g Yellow str                   GO:00151 SL2.40ch AT1G4837YSL8  YSL8 (YE        chr1:178  2646.43 2670.64 1234.08 1445.87 1149.94 1526.35
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -2.812 Comprom -3.232 Comprom -3.022 0.007 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  61.0048 47.9796 4.55818 13.5551 8.21367 6.124
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.201 Detected -1.118 Detected -1.159 0.005 GT Sens contig645 contig645 Bifunction                 AGAGTTAcontig645 Solyc09g Solyc09g Bifunction                 GO:00442 GO:00442     contig645 Solyc09g Bifunction                  GO:00480 SL2.40ch AT3G6283UXS2, AT   AUD1; UD       chr3:232  27077.8 23054.8 7181.08 9080.03 11593.3 12242.9
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.710 Detected -1.015 Detected -1.362 0.064 GT Sens contig646 contig646 Beta-hexo                TTGGCGTcontig646 Solyc11g Solyc11g Beta-hexo                GO:00059 GO:00059    contig646 Solyc11g Beta-hexo                 GO:00162 SL2.40ch AT1G6559HEXO3, A   HEXO3 (B      chr1:243  151.291 163.55 73.4556 57.2881 51.282 82.7574
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.214 Detected -0.960 Detected -1.087 0.017 GT Sens contig646 contig646 Glucosylt            AGAGATGcontig646 Solyc02g Solyc02g Glucosylt            GO:00800 GO:00800    contig646 Solyc02g Glucosylt             GO:00800 SL2.40ch AT1G0725UGT71C4  UGT71C4             chr1:222  1682.59 1448.16 934.242 756.562 717.645 853.238
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -2.053 Detected -2.614 Detected -2.334 0.014 GT Sens contig650 contig650 Chaperon                   TGAGGAAcontig650 Solyc09g Solyc09g Chaperon                   GO:00048 GO:00048    contig650 Solyc09g Chaperon                    GO:00048 SL2.40ch AT5G0316ATP58IPK  ATP58IPK             chr5:750  6062.48 5616.28 1906.87 2784.7 1499.63 1013.08
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -0.862 Detected -2.328 Detected -1.595 0.164 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  7273.7 5908.16 3867.01 1408.77 3846.08 1388.33
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -4.565 Comprom -4.691 Comprom -4.628 0.001 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  117.51 88.6098 15.9915 21.5457 4.59752 4.20104
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -2.508 Detected -1.949 Detected -2.228 0.016 GT Sens contig655 contig655 Leaf sene                  AACTTAT contig655 Solyc02g Solyc02g Leaf senescence protein-like (A                 contig655 Solyc02g Leaf senescence pr                  SL2.40ch AT3G28150.1  unknown   chr3:104  459.506 405.113 136.199 73.3496 80.9038 118.845
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -0.963 Detected -1.286 Detected -1.124 0.023 GT Sens contig659 contig659 NHL repea      AGTTATGcontig659 Solyc03g Solyc03g NHL repeat-containing protein     contig659 Solyc03g NHL repeat-containi      SL2.40ch AT5G14890.1  NHL repe    chr5:481  2447.73 2111.68 842.564 1150.9 1243.63 991.42
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.240 Detected -1.012 Detected -1.126 0.024 GT Sens contig660 contig660 Heterogen                  GGACTTGcontig660 Solyc12g Solyc12g Heterogen                  GO:00001 GO:00001  contig660 Solyc12g Heterogen                   GO:00036 SL2.40ch AT3G07810.2  heteroge         chr3:249  2179.16 1701.33 777.596 1090.66 869.569 1014.98
GT Sense Sense 0.636 Detected -0.636 Detected 0.000 -1.315 Detected -0.839 Detected -1.077 0.253 GT Sens contig661 contig661 Acetyl est              GGGAAG contig661 Solyc02g Solyc02g Acetyl est              GO:00162 GO:00162     contig661 Solyc02g Acetyl est               GO:00162 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  1453.67 566.744 988.67 489.971 388.931 539.387
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 -1.159 Detected -1.040 Detected -1.099 0.018 GT Sens contig662 contig662 Eukaryoti                   TAGAGAGcontig662 Solyc02g Solyc02g Eukaryoti                   GO:00054 GO:00054 contig662 Solyc02g Eukaryoti                    GO:00064 SL2.40ch AT1G36730.1  eukaryot           chr1:138  304.77 237.132 93.653 107.701 128.39 139.024
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.572 Comprom -2.570 Comprom -2.071 0.055 GT Sens contig662 contig662 Unknown   TTGCTTGcontig662 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig662 Solyc07g Unknown Protein (A  SL2.40ch AT5G16220.1  octicosap      chr5:529  21.0058 17.3005 3.19055 8.46193 6.83875 3.41245
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.102 Comprom -1.849 Comprom -1.476 0.060 GT Sens contig664 contig664 Unknown   TCCATCAcontig664 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig664 Solyc05g Unknown Protein (A  SL2.40ch AT3G54740.2  unknown   chr3:202  14.7801 12.6197 3.41412 3.1552 6.78346 4.03132
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.882 Detected -1.020 Detected -1.451 0.079 GT Sens contig665 contig665 Zinc-bind                 TCTTGTAcontig665 Solyc04g Solyc04g Zinc-bind                 GO:00082 GO:00082   contig665 Solyc04g Zinc-bind                  GO:00082 SL2.40ch AT2G01818.1  zinc ion b   chr2:353  1178.62 1177.94 480.522 446.917 340.881 617.858
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.391 Detected -2.602 Detected -1.996 0.081 GT Sens contig669 contig669 Os06g020                   TAAAAGAcontig669 Solyc01g Solyc01g Os06g0207500 protein (Fragm                  contig669 Solyc01g Os06g0207500 prote                   SL2.40ch AT5G64470.1  unknown   chr5:257  106.499 93.0582 29.1027 32.7282 40.4679 17.4395
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.414 Detected -1.031 Detected -1.222 0.027 GT Sens contig672 contig672 Short-cha                AATGTGCcontig672 Solyc01g Solyc01g Short-cha                GO:00081 GO:00081  contig672 Solyc01g Short-cha                 GO:00081 SL2.40ch AT1G54870.1  binding /    chr1:204  28.3395 24.0704 7.25108 19.3239 10.4512 13.5915
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -1.730 Detected -1.324 Detected -1.527 0.030 GT Sens contig672 contig672 Aspartic p               ATTACTT contig672 Solyc01g Solyc01g Aspartic p               GO:00065 GO:00065 contig672 Solyc01g Aspartic p                GO:00065 SL2.40ch AT1G01300.1  aspartyl     chr1:117  66737.2 48870.8 15897.5 20360.3 18362.1 24252.7
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -1.606 Detected -1.609 Detected -1.607 0.000 GT Sens contig680 contig680 Transcrip              ATGCAAAcontig680 Solyc05g Solyc05g Transcrip              GO:00056 GO:00056      contig680 Solyc05g Transcrip               GO:00037 SL2.40ch AT4G16430.1  basic hel      chr4:926  3131.58 2956.72 740.338 811.203 1066.22 1060.49
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 -1.080 Detected -0.933 Detected -1.006 0.075 GT Sens contig681 contig681 ATP synth                    AGGTACCcontig681 Solyc10g Solyc10g ATP synth                    GO:00164 GO:00164    contig681 Solyc10g ATP synth                     GO:00164 SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  2962.97 1884.75 1165.63 1154.73 1192.3 1316.18
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 -1.233 Detected -0.802 Detected -1.017 0.071 GT Sens contig681 contig681 Protein ki              GTTGCGCcontig681 Solyc03g Solyc03g Protein ki              GO:00064 GO:00064  contig681 Solyc03g Protein ki               GO:00064 SL2.40ch AT5G58950.1  protein k     chr5:238  526.057 644.601 333.799 244.854 264.274 355.086
GT Sense Sense 0.726 Detected -0.726 Detected 0.000 -1.862 Detected -2.516 Detected -2.189 0.111 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  706.281 242.909 116.143 111.143 121.533 76.9997
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.120 Detected -1.511 Detected -1.315 0.044 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  49.5855 62.4137 20.1892 26.9812 27.3004 20.7593
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 -1.725 Detected -1.334 Detected -1.529 0.034 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  640.036 447.186 274.087 383.821 172.585 225.618
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 -1.139 Detected -1.647 Detected -1.393 0.071 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  345.945 491.941 69.4613 91.236 199.744 140.036
GT Sense Sense 0.508 Detected -0.508 Detected 0.000 -1.546 Comprom -3.049 Comprom -2.297 0.127 GT Sens contig687 contig687 Os05g027       TTTATGGcontig687 Solyc02g Solyc02g Os05g0272200 protein (Fragm     contig687 Solyc02g Os05g0272200 prote      SL2.40ch AT1G17030.1  unknown   chr1:582  30.9724 14.413 5.57764 9.43476 7.71763 2.71404
GT Sense Sense -0.187 Detected 0.187 Detected 0.000 -1.145 Detected -0.999 Detected -1.072 0.033 GT Sens contig687 contig687 Tyrosine                   AGAAAAT contig687 Solyc07g Solyc07g Tyrosine                   GO:00055 GO:00055    contig687 Solyc07g Tyrosine                    GO:00055 SL2.40ch AT4G03960.1  tyrosine       chr4:188  3739.07 4556.28 1551.79 1447.27 1990.65 2196.05
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.509 Detected -1.228 Detected -1.368 0.011 GT Sens contig688 contig688 CONSTAN                 CTATTGGcontig688 Solyc12g Solyc12g CONSTAN                 GO:00037 GO:00037       contig688 Solyc12g CONSTAN                  GO:00055 SL2.40ch AT5G48250.1  zinc finge       chr5:195  396.107 358.17 155.907 176.165 141.175 170.961
GT Sense Sense 0.327 Detected -0.327 Detected 0.000 -2.118 Detected -1.398 Detected -1.758 0.069 GT Sens contig689 contig689 Speckle-t                TCCTTTGcontig689 Solyc02g Solyc02g Speckle-t                GO:00056 GO:00056    contig689 Solyc02g Speckle-t                 GO:00305 SL2.40ch AT5G6748BT4  BT4 (BTB            chr5:269  3679.13 2198.93 575.41 1088.09 698.585 1147.27
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 -1.684 Detected -1.426 Detected -1.555 0.023 GT Sens contig692 contig692 Lipase-lik               CCTACTT contig692 Solyc08g Solyc08g Lipase-lik               GO:00477 GO:00477      contig692 Solyc08g Lipase-lik                GO:00477 SL2.40ch AT1G06250.1  lipase cla      chr1:191  156.44 111.648 64.2111 88.2187 43.8642 52.2831
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -1.403 Detected -1.291 Detected -1.347 0.011 GT Sens contig692 contig692 Receptor-               AAGGACTcontig692 Solyc06g Solyc06g Receptor-               GO:00055 GO:00055       contig692 Solyc06g Receptor   GO:00055 SL2.40ch AT1G24650.1  leucine-r           chr1:873  383.213 430.304 142.682 210.774 163.796 176.496
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 -1.417 Detected -1.466 Detected -1.441 0.015 GT Sens contig696 contig696 Ran GTPa                 AATGCTGcontig696 Solyc06g Solyc06g Ran GTPa                 GO:00085 GO:00085    contig696 Solyc06g Ran GTPa                  GO:00085 SL2.40ch AT5G5859RANBP1  RANBP1        chr5:236  4428.92 3257.88 1740.78 2142.17 1517.37 1462.03
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -1.289 Detected -1.078 Detected -1.183 0.024 GT Sens contig696 contig696 Glycosyl                  AGTATTCcontig696 Solyc07g Solyc07g Glycosyl                  GO:00160 GO:00160 contig696 Solyc07g Glycosyl                   GO:00160 SL2.40ch AT1G12990.1  glycosyl      chr1:443  288.313 219.835 86.2868 94.661 109.874 126.801
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 -2.232 Detected -1.579 Detected -1.906 0.052 GT Sens contig697 contig697 UPA23 (A               AACTATC contig697 Solyc11g Solyc11g UPA23 (AHRD V1 ***- C8YZB5 C             contig697 Solyc11g UPA23 (AHRD V1 ***-             SL2.40ch AT5G55830.1  lectin pro     chr5:225  6655.43 4071.4 1109.6 2746.32 1181.63 1852.14
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -1.239 Detected -1.496 Detected -1.367 0.011 GT Sens contig698 contig698 Multidrug                  ATTTACT contig698 Solyc06g Solyc06g Multidrug                  GO:00160 GO:00160  contig698 Solyc06g Multidrug                   GO:00052 SL2.40ch AT4G25640.1  MATE eff     chr4:130  2203.05 2254.06 694.038 1157.9 1006.91 839.947
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.282 Detected -1.416 Detected -1.349 0.019 GT Sens contig699 contig699 Calmodul             CTCGGCGcontig699 Solyc10g Solyc10g Calmodul             GO:00055 GO:00055   contig699 Solyc10g Calmodul              GO:00055 SL2.40ch AT2G41410.1  calmodu    chr2:172  14565.3 10760.3 4383.61 5351.62 5489.73 4989.54
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -0.884 Detected -2.954 Comprom -1.919 0.206 GT Sens contig699 contig699 Unknown   ACATCTT contig699 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig699 Solyc06g Unknown Protein (A  SL2.40ch AT1G35340.1  ATP-depe        chr1:129  25.9942 26.9529 10.102 7.69072 15.2945 3.63068
GT Sense Sense 0.632 Detected -0.632 Detected 0.000 -2.646 Detected -2.417 Detected -2.531 0.059 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  35935.9 14078.4 3622.67 3411.86 3831.35 4478.83
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 -2.082 Detected -1.062 Detected -1.572 0.105 GT Sens contig702 contig702 Oxidation              TTTCCACcontig702 Solyc09g Solyc09g Oxidation resistance 1-like pro             contig702 Solyc09g Oxidation resistance              SL2.40ch AT2G05590.2  FUNCTIO                                                                        chr2:206  1170.72 820.726 248.765 392.956 246.9 499.204
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -1.800 Detected -0.978 Detected -1.389 0.078 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  7094.21 6531.17 3104.45 3716.52 2084.75 3673.17
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.192 Detected -0.911 Detected -1.051 0.021 GT Sens contig703 contig703 GDSL est              ATAGGAGcontig703 Solyc01g Solyc01g GDSL est              GO:00066 GO:00066    contig703 Solyc01g GDSL est               GO:00040 SL2.40ch AT4G21880.1  FUNCTIO                                                                          chr4:116  8066.88 6948.81 4037.82 5535.42 3495.75 4231.92
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -2.381 Detected -1.464 Detected -1.923 0.057 GT Sens contig704 contig704 Glycosyl       TCCAAAGcontig704 Solyc06g Solyc06g Glycosyl transferase family 8 (    contig704 Solyc06g Glycosyl transferase      SL2.40ch AT1G64980.1  unknown   chr1:241  4848.28 3728.84 1022.75 1690.03 870.151 1638.83
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 -1.280 Detected -1.264 Detected -1.272 0.041 GT Sens contig704 contig704 Os03g027                  TTGTTGCcontig704 Solyc10g Solyc10g Os03g0270500 protein (Fragm                 contig704 Solyc10g Avr9/Cf-9 rapidly elic                   SL2.40ch AT5G24220.1  lipase cla    chr5:822  342.589 222.895 71.8126 147.102 121.321 122.371
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.641 Detected -1.433 Detected -1.537 0.005 GT Sens contig705 contig705 Expansin                     AAATCAGcontig705 Solyc01g Solyc01g Expansin                     GO:00055 GO:00055  contig705 Solyc01g Expansin                      GO:00055 SL2.40ch AT3G4597ATEXLA1        ATEXLA1      chr3:168  33671.5 32754.3 16005.5 21207.1 11352.4 13074.7
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -2.759 Comprom -3.033 Comprom -2.896 0.003 GT Sens contig705 contig705 Ethylene                    AACTCTAcontig705 Solyc01g Solyc01g Ethylene                    GO:00063 GO:00063    contig705 Solyc01g Ethylene                     GO:00036 SL2.40ch AT2G4484ATERF13     ERF13 (E            chr2:184  20.0283 17.2118 3.55492 2.1621 2.92464 2.41182
GT Sense Sense 0.733 Detected -0.733 Detected 0.000 -2.308 Detected -2.815 Detected -2.561 0.081 GT Sens contig709 contig709 Cytochro                 ATTGGCAcontig709 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig709 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3732CYP81D5  CYP81D5               chr4:175  166.487 56.7173 4.66358 10.8763 20.9255 14.6819
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -2.176 Comprom -2.963 Comprom -2.569 0.023 GT Sens contig711 contig711 SAUR fam                AACAGGGcontig711 Solyc03g Solyc03g SAUR fam                GO:00055 GO:00055  contig711 Solyc03g SAUR fam                 GO:00055 SL2.40ch AT4G00880.1  auxin-res     chr4:366  15.9917 16.422 2.91005 3.44869 3.8246 2.20944
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -1.497 Detected -1.257 Detected -1.377 0.008 GT Sens contig714 contig714 3-oxoacy                  TGTTTCT contig714 Solyc08g Solyc08g 3-oxoacy                  GO:00055 GO:00055     contig714 Solyc08g 3-oxoacy                   GO:00055 SL2.40ch AT5G4629KAS I  KAS I (3-K                  chr5:187  671.802 624.375 224.823 221.417 244.65 288.082
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -0.967 Detected -1.151 Detected -1.059 0.008 GT Sens contig716 contig716 POT fami                    AAGGAATcontig716 Solyc06g Solyc06g POT family domain containing                  contig716 Solyc06g POT family domain c                   SL2.40ch AT3G31402.1  FUNCTIO                       chr3:127  3499.99 3451.22 1432.69 1720.22 1895.67 1664.09
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.134 Detected -0.955 Detected -1.044 0.012 GT Sens contig718 contig718 Pseudo re                  TGACAAGcontig718 Solyc06g Solyc06g Pseudo re                  GO:00108 GO:00108       contig718 Solyc06g Pseudo re                   GO:00305 SL2.40ch AT5G6138TOC1, AP    TOC1 (TI            chr5:246  925.833 967.979 332.014 351.456 459.993 519.265
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -2.477 Detected -2.030 Detected -2.254 0.014 GT Sens contig721 contig721 Phosphoe               TCTGAAAcontig721 Solyc04g Solyc04g Phosphoe               GO:00428 GO:00428      contig721 Solyc04g Phosphoe                GO:00046 SL2.40ch AT4G3787PCK1, PE   PCK1 (PH                chr4:178  14886.1 11312.5 2981.74 4267.59 2486.13 3377.54
GT Sense Sense 0.296 Detected -0.296 Detected 0.000 -1.518 Detected -1.669 Detected -1.593 0.035 GT Sens contig722 contig722 Cathepsin                ACAAGTGcontig722 Solyc02g Solyc02g Cathepsin                GO:00041 GO:00041   contig722 Solyc02g Cathepsin                 GO:00041 SL2.40ch AT3G49340.1  cysteine    chr3:182  1120.75 699.827 613.17 591.531 329.787 296.099
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -1.325 Comprom -1.695 Comprom -1.510 0.031 GT Sens contig723 contig723 Unknown   TAGAGGAcontig723 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig723 Solyc01g Unknown Protein (A  SL2.40ch AT4G20160.1  LOCATE                                                                           chr4:108  14.7446 10.4759 2.66946 3.15026 5.29006 4.08237
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -2.559 Detected -1.346 Detected -1.952 0.086 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  2797.71 2327.05 655.305 1105.71 461.882 1067.15
GT Sense Sense 0.526 Detected -0.526 Detected 0.000 -0.971 Detected -1.607 Detected -1.289 0.171 GT Sens contig724 contig724 Non-spec                     AGCATAT contig724 Solyc06g Solyc06g Non-spec                     GO:00068 GO:00068  contig724 Solyc06g Non-spec                      GO:00068 SL2.40ch AT5G49610.1  F-box fam    chr5:201  143.319 65.0656 46.2708 43.5215 52.5414 33.7157
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -1.397 Detected -0.880 Detected -1.139 0.049 GT Sens contig724 contig724 Receptor-               TTTAGGAcontig724 Solyc10g Solyc10g Receptor-               GO:00064 GO:00064  contig724 Solyc10g Receptor-                GO:00064 SL2.40ch AT5G59010.1  protein k   chr5:238  1310.72 1173.02 509.011 748.756 502.054 716.365
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.576 Detected -1.164 Detected -1.370 0.022 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  392.864 356.097 231.737 301.05 133.784 177.519
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.134 Detected -1.396 Detected -1.265 0.012 GT Sens contig727 contig727 Beige/BEA               CTTCACAcontig727 Solyc09g Solyc09g Beige/BEA               GO:00054 GO:00054 contig727 Solyc09g Beige/BEA                GO:00054 SL2.40ch AT1G03060.1  WD-40 re       chr1:712  824.279 728.871 290.98 399.196 376.723 313.192
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.297 Detected -1.427 Detected -1.362 0.004 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  814.588 705.007 177.152 244.318 328.797 299.652
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.028 Detected -1.047 Detected -1.037 0.001 GT Sens contig734 contig734 Os10g042                  ATGAACAcontig734 Solyc12g Solyc12g Os10g0422600 protein (Fragm                 contig734 Solyc12g Os10g0422600 prote                  SL2.40ch AT5G20700.1  senescen    chr5:700  1376.51 1227.78 550.85 985.315 680.06 668.829
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -1.107 Detected -1.036 Detected -1.072 0.006 GT Sens contig738 contig738 Receptor                AGGTTACcontig738 Solyc09g Solyc09g Receptor                GO:00046 GO:00046    contig738 Solyc09g Pto-like, S     GO:00046 SL2.40ch AT3G5155FER  FER (FER      chr3:191  14669.5 12438.7 5333.8 7458.62 6686.56 7003.23
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -3.415 Detected -2.608 Detected -3.012 0.020 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  1001.73 769.43 80.0053 27.7611 87.7708 153.091
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 -1.932 Detected -1.633 Detected -1.783 0.032 GT Sens contig743 contig743 Zinc finge                 ACGATGTcontig743 Solyc05g Solyc05g Zinc finge                 GO:00037 GO:00037      contig743 Solyc05g Zinc finge                  GO:00037 SL2.40ch AT5G03510.1  zinc finge       chr5:880  747.08 469.593 197.02 185.794 165.474 203.005
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 -1.493 Detected -0.869 Detected -1.181 0.074 GT Sens contig743 contig743 GDP-man      TATATCA contig743 Solyc03g Solyc03g GDP-mannose transporter (AH    contig743 Solyc03g GDP-mannose trans     SL2.40ch AT1G76340.1  integral m     chr1:286  159.505 124.096 37.4467 50.8434 53.3042 81.8871
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -1.738 Detected -1.402 Detected -1.570 0.026 GT Sens contig744 contig744 Zinc-bind                  AGAGGAGcontig744 Solyc10g Solyc10g Zinc-binding family protein (AH                contig744 Solyc10g Zinc-binding family p                 SL2.40ch AT2G27930.1  binding  chr2:118  358.658 256.525 67.6202 130.351 96.9907 122.075
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 -1.507 Detected -1.454 Detected -1.481 0.066 GT Sens contig750 contig750 U-box dom               GGCAAGTcontig750 Solyc11g Solyc11g U-box dom               GO:00054 GO:00054 contig750 Solyc11g U-box dom                GO:00054 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  43.5242 23.559 6.53055 11.2454 12.0121 12.4278
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 -4.357 Detected -3.456 Detected -3.906 0.016 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  1738.57 1190.61 136.079 141.448 74.876 139.426
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -1.495 Detected -1.279 Detected -1.387 0.009 GT Sens contig752 contig752 Bifunction                 ACAGTGTcontig752 Solyc10g Solyc10g Bifunction                 GO:00442 GO:00442   contig752 Solyc10g Bifunction                  GO:00442 SL2.40ch AT3G5352UXS1, AT   UXS1 (UD         chr3:198  933.047 783.452 277.621 310.36 323.526 374.661
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -2.574 Detected -1.816 Detected -2.195 0.029 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  84.8381 81.318 21.7078 15.2108 14.8765 25.0812
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.235 Detected -1.260 Detected -1.248 0.004 GT Sens contig756 contig756 Zinc finge                ACACGAAcontig756 Solyc02g Solyc02g Zinc finger CCCH domain-cont               contig756 Solyc02g Zinc finger CCCH do               SL2.40ch AT3G51120.1  DNA bind              chr3:189  2562.11 2162.61 576.278 896.773 1066.32 1045.02
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -3.119 Comprom -3.484 Comprom -3.301 0.003 GT Sens contig756 contig756 Expansin                   GTTGAATcontig756 Solyc12g Solyc12g Expansin                   GO:00055 GO:00055  contig756 Solyc12g Expansin                    GO:00055 SL2.40ch AT1G2677ATEXPA1         ATEXPA1             chr1:925  39.5848 35.5703 4.1135 4.32563 4.60714 3.56639
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.269 Detected -1.085 Detected -1.177 0.015 GT Sens contig759 contig759 Heterogen                  TAGTGGTcontig759 Solyc12g Solyc12g Heterogen                  GO:00036 GO:00036   contig759 Solyc12g Heterogen                   GO:00036 SL2.40ch AT3G07810.2  heteroge         chr3:249  2625.05 2111.63 904.035 1221.52 1041.67 1179.61
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 -1.132 Detected -1.172 Detected -1.152 0.045 GT Sens contig767 contig767 Fasciclin-                AAGTTTT contig767 Solyc12g Solyc12g Fasciclin-like arabinogalactan               contig767 Solyc12g Fasciclin-like arabin                SL2.40ch AT5G65170.1  VQ motif-    chr5:260  346.732 229.559 78.7146 121.468 137.283 133.141
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -1.781 Detected -1.982 Detected -1.882 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  89.7795 94.1123 22.2599 65.4625 28.5145 24.7395
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -2.889 Detected -2.027 Detected -2.458 0.032 GT Sens contig770 contig770 Unknown   TTGATTGcontig770 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig770 Solyc10g Unknown Protein (A  SL2.40ch AT5G65207.1  unknown   chr5:260  76865.1 61234.4 12640 22773.5 9876.41 17894.2
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -2.348 Detected -2.255 Detected -2.302 0.000 GT Sens contig771 contig771 Hydrolase                  TCAATGGcontig771 Solyc02g Solyc02g Hydrolase                  GO:00167 GO:00167  contig771 Solyc02g Hydrolase                   GO:00167 SL2.40ch AT2G47560.1  zinc finge        chr2:195  1568.39 1465.24 414.481 381.462 317.456 337.711
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.950 Detected -1.333 Detected -1.641 0.035 GT Sens contig771 contig771 MLO-like              TCAATTGcontig771 Solyc00g Solyc00g MLO-like              GO:00160 GO:00160   contig771 Solyc00g MLO-like               GO:00160 SL2.40ch AT2G1748MLO8, AT   MLO8 (M         chr2:759  936.57 797.417 246.884 232.738 238.54 364.721
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.337 Detected -1.197 Detected -1.267 0.004 GT Sens contig772 contig772 TMV resp      AGGACTTcontig772 Solyc04g Solyc04g TMV response-related protein    contig772 Solyc04g TMV response-relat      SL2.40ch AT1G56550.1  UDP-xylo   chr1:211  3426.23 3398.32 1291.61 1994.64 1440.67 1582.22
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 -2.715 Detected -3.076 Detected -2.896 0.026 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  265.279 134.959 22.6644 28.2278 30.7253 23.8576
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -1.285 Detected -1.022 Detected -1.154 0.013 GT Sens contig773 contig773 BZIP trans                   GCTTAGTcontig773 Solyc01g Solyc01g BZIP trans                   GO:00063 GO:00063     contig773 Solyc01g BZIP trans                    GO:00036 SL2.40ch AT2G21230.1  bZIP fam     chr2:909  16985.3 15932.7 5744.95 8634.08 7196.76 8614.18
GT Sense Sense -0.237 Detected 0.237 Detected 0.000 -1.151 Detected -1.231 Detected -1.191 0.038 GT Sens contig774 contig774 CONSTAN                AGTTTCT contig774 Solyc07g Solyc07g CONSTAN                GO:00037 GO:00037       contig774 Solyc07g CONSTAN                 GO:00055 SL2.40ch AT5G48250.1  zinc finge       chr5:195  1100.16 1438.14 529.484 607.421 603.902 569.734
GT Sense Sense -0.659 Detected 0.659 Detected 0.000 -1.981 Comprom -2.374 Comprom -2.177 0.087 GT Sens contig776 contig776 Zinc ion b      ACTTACT contig776 Solyc01g Solyc01g Zinc ion binding protein (AHRD   contig776 Solyc01g Zinc ion binding pro     SL2.40ch AT5G36670.1  PHD finge     chr5:144  12.6236 29.6141 10.2892 2.09151 5.22434 3.96563
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.070 Detected -1.067 Detected -1.069 0.021 GT Sens contig777 contig777 MYB tran               GCTCTATcontig777 Solyc05g Solyc05g MYB tran               GO:00036 GO:00036  contig777 Solyc05g MYB tran                GO:00036 SL2.40ch AT1G4800MYB112,   MYB112           chr1:177  13323.5 10074 4209.83 5607.8 5883.97 5879.81
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -1.992 Detected -1.967 Detected -1.980 0.005 GT Sens contig777 contig777 Glutamate                       AGAAAAGcontig777 Solyc03g Solyc03g Glutamate                       GO:00055 GO:00055      contig777 Solyc03g Glutamate                        GO:00055 SL2.40ch AT5G5346GLT1  GLT1; gl     chr5:217  3476.15 2716.29 626.221 965.93 823.685 835.588
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 -3.336 Detected -2.754 Detected -3.045 0.013 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  22912.7 16333.3 4698.84 3407.46 2043.3 3049.23
GT Sense Sense 0.514 Detected -0.514 Detected 0.000 -2.326 Comprom -1.389 Comprom -1.857 0.116 GT Sens contig782 contig782 Glutathion               TTGTGGAcontig782 Solyc07g Solyc07g Glutathion               GO:00043 GO:00043    contig782 Solyc07g Glutathion                GO:00043 SL2.40ch AT1G17180.1 33.7909 15.5839 6.78155 10.8429 4.88161 9.31803
GT Sense Sense 0.361 Detected -0.361 Detected 0.000 -2.821 Comprom -1.688 Comprom -2.255 0.078 GT Sens contig786 contig786 Peroxidas              AATACAA contig786 Solyc05g Solyc05g Peroxidas              GO:00055 GO:00055    contig786 Solyc05g Peroxidas               GO:00046 SL2.40ch AT2G41480.1  electron       chr2:172  38.9909 22.2528 11.0481 7.32121 4.44447 9.71809
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -3.451 Detected -1.344 Detected -2.397 0.155 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  2976.25 2153.9 384.372 889.987 246.904 1060.73
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.011 Detected -1.235 Detected -1.123 0.028 GT Sens contig797 contig797 Oleosin (A           TCAAACAcontig797 Solyc12g Solyc12g Oleosin (A           GO:00160 GO:00160   contig797 Solyc12g Oleosin (A            GO:00160 SL2.40ch AT2G2284AtGRF1  AtGRF1 (       chr2:972  67.3439 50.9001 12.7117 23.5962 30.9746 26.4484
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -3.833 Detected -3.824 Detected -3.829 0.003 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  775.458 534.175 88.897 72.734 48.1688 48.3023
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.210 Detected -0.851 Detected -1.030 0.030 GT Sens contig801 contig801 Non-spec                     GGTTTAGcontig801 Solyc11g Solyc11g Non-specific lipid-transfer prot                    contig801 Solyc11g Non-specific lipid-tra                     SL2.40ch AT4G17210.1  myosin h    chr4:965  108784 98374.4 50145.9 67695.8 47687.2 60989.8
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -0.975 Detected -1.055 Detected -1.015 0.002 GT Sens contig803 contig803 Cytochro                 ATTGGCGcontig803 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig803 Solyc04g Cytochro  GO:00198 SL2.40ch AT3G2874CYP81D1  CYP81D1               chr3:107  4846.68 4670.93 2283.7 2380.6 2581.58 2434.71
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 -3.403 Detected -1.982 Detected -2.692 0.065 GT Sens contig804 contig804 Expansin           CAATCAGcontig804 Solyc04g Solyc04g Expansin           GO:00096 GO:00096    contig804 Solyc04g Expansin            GO:00055 SL2.40ch AT1G2019ATEXPA1        ATEXPA1       chr1:699  9022.93 7108.2 1992.01 2496.07 807.259 2155.89
GT Sense Sense 0.231 Detected -0.231 Detected 0.000 -2.044 Detected -1.359 Detected -1.701 0.054 GT Sens contig804 contig804 Progester              TATGTTAcontig804 Solyc01g Solyc01g Progester              GO:00081 GO:00081  contig804 Solyc01g Progester               GO:00081 SL2.40ch AT5G44010.1  unknown   chr5:177  4949.19 3379.68 1093.3 1598.01 1057.86 1695.19
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 -1.619 Detected -1.769 Detected -1.694 0.043 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  52.5308 30.2243 11.4825 18.1411 13.8302 12.4327
GT Sense Sense 0.421 Detected -0.421 Detected 0.000 -2.066 Detected -1.660 Detected -1.863 0.057 GT Sens contig806 contig806 Unknown   TAAGAGAcontig806 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig806 Solyc01g Unknown Protein (A  SL2.40ch AT5G6444AtFAAH  AtFAAH (           chr5:257  247.596 130.006 37.831 49.0415 45.6819 60.3463
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -2.084 Detected -2.192 Detected -2.138 0.001 GT Sens contig807 contig807 Xylogluca               AAGTTAT contig807 Solyc05g Solyc05g Xylogluca               GO:00059 GO:00059          contig807 Solyc05g Xylogluca                GO:00167 SL2.40ch AT2G0185EXGT-A3,    EXGT-A3           chr2:385  1774.4 1604.91 596.701 772.344 424.34 392.712
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -2.286 Comprom -2.681 Comprom -2.483 0.008 GT Sens contig807 contig807 Rhomboid               ACTATTGcontig807 Solyc06g Solyc06g Rhomboid               GO:00042 GO:00042     contig807 Solyc06g Rhomboid                GO:00042 SL2.40ch AT1G52580.1 24.4783 19.7144 6.60568 15.1974 4.8047 3.6425
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.202 Detected -0.895 Detected -1.049 0.031 GT Sens contig807 contig807 Glycosylt               TGTGTTGcontig807 Solyc03g Solyc03g Glycosylt               GO:00167 GO:00167         contig807 Solyc03g Glycosylt                GO:00167 SL2.40ch AT1G1858GAUT11  GAUT11      chr1:639  2038.52 1649.26 818.284 980.89 849.913 1048.21
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.292 Detected -1.091 Detected -1.191 0.007 GT Sens contig808 contig808 Unknown   TTTTGAGcontig808 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig808 Solyc02g Unknown Protein (A  SL2.40ch AT3G21580.1  cobalt ion    chr3:760  2320.94 2139.22 1168.59 826.337 970.711 1112.36
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -2.480 Detected -2.267 Detected -2.373 0.002 GT Sens contig809 contig809 Laccase (           TTCAAAT contig809 Solyc05g Solyc05g Laccase (           GO:00480 GO:00480  contig809 Solyc05g Laccase (            GO:00043 SL2.40ch AT2G4037LAC5  LAC5 (lac     chr2:168  75.4334 73.2872 12.1809 11.2019 14.2161 16.4215
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.781 Detected -1.487 Detected -1.634 0.010 GT Sens contig809 contig809 Unknown   TTTTGACcontig809 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig809 Solyc01g Unknown Protein (A  SL2.40ch AT2G34930.1  disease r     chr2:147  4264.91 3622.69 1365.7 1275.46 1219.34 1490.95
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -0.924 Detected -1.079 Detected -1.001 0.016 GT Sens contig810 contig810 CTV.22 (A    TCCTTCAcontig810 Solyc04g Solyc04g CTV.22 (AHRD V1 *-*- Q8H6Q7 contig810 Solyc04g CTV.22 (AHRD V1 *-*  SL2.40ch AT3G5615EIF3C, AT      EIF3C (EU          chr3:208  138.887 150.901 40.7102 54.6912 81.3888 72.8627
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.819 Detected -1.371 Detected -1.595 0.019 GT Sens contig810 contig810 Transcrip              GTCGAGGcontig810 Solyc12g Solyc12g Transcrip              GO:00056 GO:00056 contig810 Solyc12g Transcrip               GO:00056 SL2.40ch AT2G24260.1  basic hel      chr2:103  76.1987 70.9944 14.3564 20.8649 22.2344 30.2253
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 -1.347 Detected -1.441 Detected -1.394 0.003 GT Sens contig811 contig811 Dehydrin           TTTCTAGcontig811 Solyc04g Solyc04g Dehydrin           GO:00094 GO:00094    contig811 Solyc04g Dehydrin            GO:00094 SL2.40ch AT1G2045LTI29, LT    ERD10 (E         chr1:708  16776.1 14392.5 5627.97 7326.47 6514.21 6083.55
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -1.226 Detected -0.998 Detected -1.112 0.017 GT Sens contig816 contig816 WD-repea              GTAATTGcontig816 Solyc03g Solyc03g WD-repeat protein (AHRD V1 **           contig816 Solyc03g WD-repeat protein (A             SL2.40ch AT5G07590.1  WD-40 re     chr5:240  226.936 242.84 83.2561 116.548 107.016 124.944
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 -1.549 Detected -1.394 Detected -1.471 0.026 GT Sens contig818 contig818 Exostosin             GTAAGGTcontig818 Solyc10g Solyc10g Exostosin             GO:00160 GO:00160 contig818 Solyc10g Exostosin              GO:00160 SL2.40ch AT3G45400.1  exostosin    chr3:166  358.199 244.428 103.558 174.807 107.868 119.693
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.140 Detected -1.289 Detected -1.215 0.004 GT Sens contig818 contig818 Kinase fa              TTGTGAGcontig818 Solyc05g Solyc05g Kinase family protein (AHRD V            contig818 Solyc05g Kinase family protei              SL2.40ch AT1G18390.2  ATP bind             chr1:632  237.149 218.713 112.87 107.379 110.203 99.0776
GT Sense Sense 0.363 Detected -0.363 Detected 0.000 -1.655 Detected -1.417 Detected -1.536 0.057 GT Sens contig818 contig818 Glutamine             ATGGGG contig818 Solyc02g Solyc02g Glutamine             GO:00065 GO:00065   contig818 Solyc02g Glutamine              GO:00065 SL2.40ch AT5G38200.1  hydrolas   chr5:152  2001.87 1138.99 214.673 499.769 511.438 601.038
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -2.207 Comprom -1.989 Comprom -2.098 0.008 GT Sens contig820 contig820 ABC trans      AACAAAA contig820 Solyc00g Solyc00g ABC transporter-like protein (A    contig820 Solyc00g ABC transporter-like     SL2.40ch AT1G51460.1  ABC tran     chr1:190  14.5908 11.1967 1.79127 2.27951 2.95127 3.42421
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 -2.109 Detected -0.993 Detected -1.551 0.138 GT Sens contig821 contig821 AT4g0342                GAGTGCAcontig821 Solyc01g Solyc01g AT4g03420/F9H3 4 (AHRD V1 *              contig821 Solyc01g AT4g03420/F9H3 4                SL2.40ch AT5G42120.1  lectin pro      chr5:168  82.1062 49.4784 15.4007 12.2336 15.7605 34.0523
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -2.105 Detected -1.543 Detected -1.824 0.037 GT Sens contig821 contig821 NAD depe                 GTAAAAGcontig821 Solyc12g Solyc12g NAD depe                 GO:00081 GO:00081  contig821 Solyc12g NAD depe                  GO:00442 SL2.40ch AT4G3044GAE1  GAE1 (UD        chr4:148  5524.68 3806.3 1073.56 1861.76 1137.1 1672.71
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.091 Detected -1.406 Detected -1.249 0.017 GT Sens contig821 contig821 Methyltra                TCGGAGCcontig821 Solyc07g Solyc07g Methyltra                GO:00081 GO:00081  contig821 Solyc07g Methyltra                 GO:00081 SL2.40ch AT3G15530.2  methyltra   chr3:525  51060.4 44636.1 25884.3 20176.8 23896.1 19155.7
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 -3.174 Detected -1.539 Detected -2.356 0.111 GT Sens contig824 contig824 Armadillo                GCATTAGcontig824 Solyc03g Solyc03g Armadillo                GO:00054 GO:00054 contig824 Solyc03g Armadillo                 GO:00054 SL2.40ch AT4G3494ARO1  ARO1 (AR       chr4:166  118.556 78.4432 11.6285 21.6059 11.3922 35.2901
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.001 Detected -1.142 Detected -1.072 0.005 GT Sens contig825 contig825 Unknown   ATTTAGT contig825 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig825 Solyc02g Unknown Protein (A  SL2.40ch AT5G19980.1  integral m     chr5:674  8962.55 8168.12 3568.5 4893.29 4558.84 4120.93
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 -2.771 Detected -2.438 Detected -2.604 0.009 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  1363.35 984.061 167.491 251.317 180.979 227.308
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -2.011 Detected -1.431 Detected -1.721 0.039 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  1599.86 1143.58 397.29 593.559 357.745 533.377
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -2.255 Detected -1.695 Detected -1.975 0.021 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  2840.57 2360.94 686.005 885.356 578.598 850.415
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 -2.690 Detected -3.237 Detected -2.964 0.018 GT Sens contig834 contig834 Os01g061                  CTTAGAT contig834 Solyc06g Solyc06g Os01g0611000 protein (Fragm                 contig834 Solyc06g Os01g0611000 prote                  SL2.40ch AT5G25460.1  unknown   chr5:886  37296.9 23350.7 2282.95 3384.17 4877.76 3326.9
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.308 Detected -1.084 Detected -1.196 0.010 GT Sens contig837 contig837 LRR recep                  AAGAGTCcontig837 Solyc03g Solyc03g LRR recep                  GO:00046 GO:00046       contig837 Solyc03g Receptor   GO:00046 SL2.40ch AT4G1864MRH1  MRH1 (m                     chr4:102  3857.21 3385.69 1647.44 2287.92 1556.38 1812.6
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -1.300 Detected -1.257 Detected -1.279 0.002 GT Sens contig84 contig84 Alpha-L-a                TTCAACT contig84 Solyc01g Solyc01g Alpha-L-a                GO:00059 GO:00059      contig84 Solyc01g Alpha-L-a                 GO:00090 SL2.40ch AT5G6457XYL4, AT   XYL4; hy         chr5:258  10101.4 8771.68 7278.75 5709.56 4075.62 4188.06
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -1.176 Detected -1.801 Detected -1.488 0.042 GT Sens contig841 contig841 Receptor-               CAATGAGcontig841 Solyc05g Solyc05g Receptor-               GO:00064 GO:00064  contig841 Solyc05g Receptor-                GO:00064 SL2.40ch AT1G17910.1  wall-asso     chr1:615  38.1492 38.4242 40.484 18.7859 18.0726 11.6808
GT Sense Sense 0.394 Detected -0.394 Detected 0.000 -1.572 Detected -1.545 Detected -1.558 0.058 GT Sens contig842 contig842 CBL-inter                 CGTTGAGcontig842 Solyc06g Solyc06g CBL-inter                 GO:00046 GO:00046     contig842 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT5G458 CIPK19, S   CIPK19 (C               chr5:185  2603.88 1419.63 578.042 910.847 689.637 700.516
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -2.305 Detected -1.900 Detected -2.102 0.014 GT Sens contig844 contig844 Trehalose             TACAGAT contig844 Solyc03g Solyc03g Trehalose             GO:00048 GO:00048    contig844 Solyc03g Trehalose              GO:00048 SL2.40ch AT5G5146ATTPPA  ATTPPA;   chr5:209  1822.51 1390.27 206.141 549.882 343.574 453.616
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.792 Detected -1.613 Detected -1.703 0.009 GT Sens contig845 contig845 Unknown   AAAGGAAcontig845 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig845 Solyc03g Unknown Protein (A  SL2.40ch AT4G27580.1  unknown   chr4:137  366.52 286.039 42.639 36.8972 99.6983 112.533
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -2.371 Detected -1.560 Detected -1.965 0.055 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  62.9586 41.4248 16.4896 19.4794 10.527 18.4206
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.457 Detected -1.554 Detected -1.505 0.008 GT Sens contig846 contig846 Lipase (A             GCTTGTTcontig846 Solyc12g Solyc12g Lipase (A             GO:00066 GO:00066   contig846 Solyc12g Lipase (A              GO:00066 SL2.40ch AT3G14360.1  lipase cla      chr3:479  178.529 141.148 40.0198 44.7917 61.6716 57.4891
GT Sense Sense 0.477 Detected -0.477 Detected 0.000 -4.781 Comprom -4.693 Comprom -4.737 0.010 GT Sens contig847 contig847 Pentatrico                    AATACTA contig847 Solyc07g Solyc07g Pentatricopeptide (PPR) repea                   contig847 Solyc07g Pentatricopeptide (P                    SL2.40ch AT5G43690.1  sulfotran     chr5:175  226.313 109.921 22.6361 39.7491 6.11886 6.48487
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -2.037 Detected -1.256 Detected -1.647 0.055 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  79.6469 65.5657 24.2866 21.8473 18.7814 32.1606
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.851 Detected -1.538 Detected -1.694 0.023 GT Sens contig851 contig851 Serine/thr                 GAGGCAGcontig851 Solyc07g Solyc07g Serine/thr                 GO:00038 GO:00038     contig851 Solyc07g Serine/thr                  GO:00047 SL2.40ch AT2G20630.1  protein p        chr2:889  12840.3 9044.99 2894.21 4332.04 3186.18 3945.13
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.740 Detected -1.224 Detected -1.482 0.036 GT Sens contig852 contig852 Receptor-               AGGCCG contig852 Solyc08g Solyc08g Receptor-               GO:00046 GO:00046       contig852 Solyc08g Receptor   GO:00046 SL2.40ch AT1G24650.1  leucine-r           chr1:873  240.005 187.897 55.3349 112.885 67.8017 96.68
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 -2.852 Comprom -1.551 Detected -2.201 0.087 GT Sens contig854 contig854 Cytochro                 TATGTTGcontig854 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198   contig854 Solyc02g Cytochro  GO:00198 SL2.40ch AT3G4852CYP94B3  CYP94B3               chr3:179  76.8425 51.2162 10.8182 28.4457 9.26746 22.7687
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -1.162 Detected -1.056 Detected -1.109 0.009 GT Sens contig856 contig856 Elicitor-re                 AGCAGCAcontig856 Solyc10g Solyc10g Elicitor-responsive protein 3 (A               contig856 Solyc10g Elicitor-responsive p                 SL2.40ch AT1G34160.1  pentatric      chr1:124  3060.39 3270.97 1091.4 1717.21 1507.98 1618.08
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.923 Detected -1.870 Detected -1.897 0.001 GT Sens contig857 contig857 Auxin res                 AGTCTACcontig857 Solyc03g Solyc03g Auxin res                 GO:00055 GO:00055  contig857 Solyc03g Auxin res                  GO:00055 SL2.40ch AT3G10810.1  zinc finge        chr3:338  5665.52 5004.47 1186.4 2849.45 1497.34 1548.38
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.149 Detected -1.087 Detected -1.118 0.007 GT Sens contig858 contig858 Solute ca                     GTTGGTTcontig858 Solyc09g Solyc09g Solute ca                     GO:00055 GO:00055    contig858 Solyc09g Solute ca                      GO:00055 SL2.40ch AT3G07080.1  membran    chr3:224  5495.09 4583.99 2308.86 2946.25 2412.68 2511.13
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.960 Detected -1.340 Detected -1.650 0.035 GT Sens contig858 contig858 DNA-bind              TCAAGTT contig858 Solyc02g Solyc02g DNA-bind              GO:00036 GO:00036  contig858 Solyc02g DNA-bind               GO:00036 SL2.40ch AT3G2726GTE8  GTE8; DN    chr3:100  2563.41 2169.9 652.838 1356.09 646.489 990.564
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 -1.071 Detected -1.060 Detected -1.065 0.004 GT Sens contig860 contig860 DnaJ hom                    AAATCCAcontig860 Solyc03g Solyc03g DnaJ hom                    GO:00310 GO:00310    contig860 Solyc03g DnaJ hom                     GO:00310 SL2.40ch AT3G61340.1  F-box fam    chr3:227  1539.67 1598.82 583.278 772.421 796.571 800.353
GT Sense Sense 0.263 Detected -0.263 Detected 0.000 -2.139 Detected -2.232 Detected -2.186 0.015 GT Sens contig864 contig864 Circadian        ATGGGCAcontig864 Solyc09g Solyc09g Circadian clock coupling facto      contig864 Solyc09g Circadian clock cou       SL2.40ch AT3G6306EDL3  EDL3 (EID    chr3:233  106.55 69.6649 23.824 34.1102 20.857 19.4917
GT Sense Sense 0.358 Detected -0.358 Detected 0.000 -2.568 Detected -1.409 Detected -1.988 0.100 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  400.415 229.224 50.5726 66.2001 54.4993 121.284
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -1.569 Detected -1.616 Detected -1.593 0.000 GT Sens contig869 contig869 Receptor-               TCCACAGcontig869 Solyc12g Solyc12g Receptor-               GO:00064 GO:00064  contig869 Solyc12g Receptor   GO:00055 SL2.40ch AT3G23750.1  leucine-r           chr3:855  1302.66 1243.84 313.377 369.026 457.441 441.536
GT Sense Sense 0.400 Detected -0.400 Detected 0.000 -3.768 Detected -3.319 Detected -3.543 0.016 GT Sens contig869 contig869 Trehalose             ATTCTTGcontig869 Solyc08g Solyc08g Trehalose             GO:00059 GO:00059   contig869 Solyc08g Trehalose              GO:00081 SL2.40ch AT4G12430.1  trehalose     chr4:736  6985.91 3777.35 456.276 894.906 402.13 547.275
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.187 Detected -0.863 Detected -1.025 0.026 GT Sens contig87 contig87 Unknown   CAAGGATcontig87 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig87 Solyc08g Unknown Protein (A  SL2.40ch AT5G2024PI  PI (PISTIL        chr5:682  2115.98 1864.3 1146.74 1065.76 930.239 1160.67
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.214 Detected -1.002 Detected -1.108 0.009 GT Sens contig871 contig871 Dehydrat                   TTCTCTCcontig871 Solyc04g Solyc04g Dehydrat                   GO:00160 GO:00160 contig871 Solyc04g Dehydrat                    GO:00160 SL2.40ch AT1G13860.3  dehydrat    chr1:474  569.336 520.514 172.464 310.377 250.24 288.963
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.051 Detected -0.969 Detected -1.010 0.024 GT Sens contig873 contig873 Jasmonat               GATAGAGcontig873 Solyc12g Solyc12g Jasmonat               GO:00055 GO:00055  contig873 Solyc12g Jasmonat                GO:00055 SL2.40ch AT5G35390.1  leucine-r        chr5:135  24536.9 18633.9 6140.25 6390.27 11005.5 11616.7
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.596 Detected -1.673 Detected -1.634 0.001 GT Sens contig874 contig874 Aquapori            TGGTGTTcontig874 Solyc10g Solyc10g Aquapori            GO:00160 GO:00160   contig874 Solyc10g Aquapori             GO:00152 SL2.40ch AT4G3510PIP3, PIP3     PIP3 (PLA         chr4:167  23362.8 21114.4 5169.05 6357.12 7835.42 7406.88
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.047 Detected -0.962 Detected -1.004 0.007 GT Sens contig876 contig876 Heterogen                  TTTTACC contig876 Solyc11g Solyc11g Heterogen                  GO:00036 GO:00036   contig876 Solyc11g Heterogen                   GO:00036 SL2.40ch AT1G33470.2  RNA reco      chr1:121  331.341 344.41 121.87 181.851 174.403 184.345
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.110 Detected -0.939 Detected -1.025 0.026 GT Sens contig877 contig877 Protein tr                TGGTGG contig877 Solyc02g Solyc02g Protein tr                GO:00055 GO:00055    contig877 Solyc02g Protein tr                 GO:00055 SL2.40ch AT3G07100.1  protein tr      chr3:224  4420.84 3403.49 1521.79 1860.14 1916.05 2151.17
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -2.308 Detected -1.705 Detected -2.006 0.025 GT Sens contig878 contig878 Serine/thr               TCTCCAGcontig878 Solyc01g Solyc01g Serine/thr               GO:00055 GO:00055    contig878 Solyc01g Serine/thr                GO:00055 SL2.40ch AT3G4420ATNEK6,    NEK6 ("N                  chr3:159  14932.8 12076 2690.5 4447.29 2892.32 4380.61
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 -1.659 Detected -2.098 Detected -1.879 0.027 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  615.063 789.922 348.918 378.773 235.312 173.056
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -1.778 Detected -1.099 Detected -1.438 0.061 GT Sens contig881 contig881 Unknown   CTGTAGTcontig881 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig881 Solyc10g Unknown Protein (A  SL2.40ch AT4G28310.1  unknown   chr4:140  217.45 165.568 114.436 69.596 59.0108 94.2053
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.108 Detected -1.084 Detected -1.096 0.001 GT Sens contig884 contig884 Adiponec              TTAATCGcontig884 Solyc07g Solyc07g Adiponec              GO:00468 GO:00468     contig884 Solyc07g Adiponec               GO:00468 SL2.40ch AT5G2027HHP1  HHP1 (HE      chr5:684  3263.37 3236.54 1870.63 1830.21 1608.36 1629.56
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -2.278 Detected -2.037 Detected -2.158 0.017 GT Sens contig884 contig884 Tir-nbs-lr       GGAAGATcontig884 Solyc06g Solyc06g Tir-nbs-lrr resistance protein (    contig884 Solyc06g Lrr,  resis   GO:00199 SL2.40ch AT1G6566SMP1  SMP1 (SW           chr1:244  227.091 148.759 58.8354 78.3932 40.4175 47.6095
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -2.002 Detected -1.544 Detected -1.773 0.023 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  478.664 366.664 210.481 212.861 111.532 152.793
GT Sense Sense 0.326 Detected -0.326 Detected 0.000 -1.776 Detected -2.622 Detected -2.199 0.054 GT Sens contig888 contig888 Predicted        ACTTTGGcontig888 Solyc02g Solyc02g Predicted by genscan and gen     contig888 Solyc02g Predicted by gensca       SL2.40ch AT5G54910.1  DEAD/DE      chr5:222  387.639 232.243 125.769 125.568 93.4293 51.8221
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.880 Detected -1.853 Detected -1.866 0.000 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  515.311 460.773 186.53 269.931 141.174 143.417
GT Sense Sense 0.251 Detected -0.251 Detected 0.000 -1.661 Detected -1.130 Detected -1.396 0.062 GT Sens contig892 contig892 Harpin-ind              GAAAAGTcontig892 Solyc12g Solyc12g Harpin-induced 1 (AHRD V1 **--          contig892 Solyc12g Harpin-induced 1 (A             SL2.40ch AT5G0456DME  DME (DE          chr5:130  686.012 456.028 180.11 209.649 188.549 271.676
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -3.178 Detected -2.124 Detected -2.651 0.037 GT Sens contig893 contig893 Ethylene-                    CATGAGGcontig893 Solyc06g Solyc06g Ethylene-                    GO:00037 GO:00037         contig893 Solyc06g Ethylene-                     GO:00037 SL2.40ch AT5G25190.1  ethylene-      chr5:870  1004.69 924.613 170.302 249.59 113.554 235.066
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 -2.576 Comprom -1.885 Comprom -2.231 0.041 GT Sens contig893 contig893 Protein ph                 ATACCACcontig893 Solyc10g Solyc10g Protein ph                 GO:00038 GO:00038  contig893 Solyc10g Protein ph                  GO:00038 SL2.40ch AT3G0940PLL3  PLL3; ca      chr3:289  47.9876 29.146 6.08355 6.00926 6.68892 10.7621
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -1.074 Detected -1.038 Detected -1.056 0.044 GT Sens contig894 contig894 Cation/H(+               AACTTAT contig894 Solyc08g Solyc08g Cation/H(+               GO:00153 GO:00153     contig894 Solyc08g Cation/H(+                GO:00153 SL2.40ch AT5G416 ATCHX18    ATCHX18        chr5:166  1782.88 1222.12 726.823 720.584 747.913 764.425
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 -1.833 Detected -1.594 Detected -1.713 0.035 GT Sens contig897 contig897 Unknown   ATATTTG contig897 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig897 Solyc03g Unknown Protein (A  SL2.40ch AT5G18350.1  ATP bind             chr5:607  1521.73 937.765 399.813 595.981 357.547 420.795
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.094 Detected -1.436 Detected -1.265 0.019 GT Sens contig898 contig898 Unknown   AGGAGACcontig898 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig898 Solyc03g Unknown Protein (A  SL2.40ch AT3G14075.1  lipase cla      chr3:466  199.317 201.696 59.8194 62.8704 100.157 78.7778
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -1.699 Detected -1.214 Detected -1.457 0.027 GT Sens contig902 contig902 WD-repea                 GGTTCCCcontig902 Solyc04g Solyc04g WD-repea                 GO:00469 GO:00469   contig902 Solyc04g WD-repea                  GO:00469 SL2.40ch AT5G08390.1  FUNCTIO                                                                                             chr5:270  74.6014 66.8454 12.8669 26.9671 23.1952 32.3616
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.518 Detected -1.134 Detected -1.326 0.031 GT Sens contig906 contig906 U-box dom               CACAAGAcontig906 Solyc04g Solyc04g U-box dom               GO:00001 GO:00001   contig906 Solyc04g U-box dom                GO:00054 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  6333.04 4883.7 1510.87 2968.69 2071.03 2693.92
GT Sense Sense 0.264 Detected -0.264 Detected 0.000 -1.176 Detected -0.846 Detected -1.011 0.083 GT Sens contig907 contig907 Unknown   AGTGTTCcontig907 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig907 Solyc03g Unknown Protein (A  SL2.40ch AT5G24130.1  unknown   chr5:816  58.7319 38.3112 22.6814 23.1396 22.3948 28.0509
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -1.243 Detected -1.328 Detected -1.285 0.016 GT Sens contig912 contig912 3-phenylp               AGTATAT contig912 Solyc12g Solyc12g 3-phenylp               GO:00081 GO:00081  contig912 Solyc12g Short cha                GO:00103 SL2.40ch AT3G26770.1  short-cha       chr3:984  12335.5 14471.3 6431.04 7357.96 6019.24 5659.88
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.345 Detected -1.339 Detected -1.342 0.000 GT Sens contig912 contig912 SNAP25 h                 GAAAAACcontig912 Solyc06g Solyc06g SNAP25 h                 GO:00054 GO:00054   contig912 Solyc06g SNAP25 h                  GO:00054 SL2.40ch AT5G612 SNAP33, A     SNAP33 (            chr5:246  5930.84 5481.49 1908.29 2424.2 2393.63 2396.68
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 -2.317 Detected -2.133 Detected -2.225 0.020 GT Sens contig912 contig912 Heat stres                   CAAGGAGcontig912 Solyc09g Solyc09g Heat stres                   GO:00056 GO:00056       contig912 Solyc09g Heat stres                    GO:00055 SL2.40ch AT3G0299ATHSFA1    ATHSFA1        chr3:673  84.7161 51.8911 14.8462 20.0373 14.192 16.0713
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.166 Detected -0.922 Detected -1.044 0.014 GT Sens contig913 contig913 BHLH tran              ATCATAT contig913 Solyc08g Solyc08g BHLH tran              GO:00056 GO:00056   contig913 Solyc08g BHLH tran               GO:00305 SL2.40ch AT4G05170.1  DNA bind      chr4:266  8434.19 7657.78 4205.78 3359.43 3819.04 4510.84
GT Sense Sense 0.511 Detected -0.511 Detected 0.000 -2.053 Detected -2.106 Detected -2.080 0.056 GT Sens contig914 contig914 Disease r                 GTGTTTAcontig914 Solyc10g Solyc10g Disease resistance response (                contig914 Solyc10g Disease resistance                 SL2.40ch AT5G5426MRE11, A   MRE11 (m               chr5:220  5148.4 2385.33 1340.55 1160.34 900.659 865.28
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -1.368 Detected -1.253 Detected -1.310 0.009 GT Sens contig916 contig916 Organic a                 GACGAGTcontig916 Solyc10g Solyc10g Organic a                 GO:00085 GO:00085     contig916 Solyc10g Organic a                  GO:00085 SL2.40ch AT3G14410.1  transport   chr3:481  1247.15 1005.36 444.33 534.346 462.657 499.492
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.344 Detected -0.987 Detected -1.166 0.032 GT Sens contig916 contig916 Conserve                 TTTATGCcontig916 Solyc03g Solyc03g Conserve                 GO:00055 GO:00055  contig916 Solyc03g Conserve                  GO:00055 SL2.40ch AT5G16300.3  FUNCTIO                                                                chr5:533  1686.08 1349.84 480.935 705.202 633.746 809.089
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.180 Detected -0.837 Detected -1.009 0.032 GT Sens contig918 contig918 14-3-3 pro              GAACTGAcontig918 Solyc11g Solyc11g 14-3-3 pro              GO:00199 GO:00199    contig918 Solyc11g 14-3-3 pro               GO:00199 SL2.40ch AT1G7830GRF2, 14-     GRF2 (GE              chr1:294  20607.7 17591.5 10920.9 9579.88 8963.08 11329
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.542 Detected -2.400 Detected -1.971 0.046 GT Sens contig919 contig919 BZIP trans                AGTGAAGcontig919 Solyc04g Solyc04g BZIP trans                GO:00037 GO:00037         contig919 Solyc04g BZIP trans                 GO:00037 SL2.40ch AT5G652 TGA1  TGA1; DN          chr5:260  70.3079 58.1635 24.179 17.7847 23.4123 12.8798
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -3.083 Detected -2.281 Detected -2.682 0.022 GT Sens contig920 contig920 Peroxidas              GGCTCG contig920 Solyc03g Solyc03g Peroxidas              GO:00055 GO:00055   contig920 Solyc03g Peroxidas               GO:00055 SL2.40ch AT5G58400.1  peroxida    chr5:236  88592.2 77176 17396.8 10055.4 10405.8 18085.8
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -1.157 Detected -0.965 Detected -1.061 0.009 GT Sens contig921 contig921 WD-repea               TACAATGcontig921 Solyc12g Solyc12g WD-repeat protein-like (AHRD V             contig921 Solyc12g WD-repeat protein-li               SL2.40ch AT1G78070.1  FUNCTIO                                                                                         chr1:293  3539.95 3493.71 1210.42 2311.29 1681.8 1915.3
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 -2.125 Detected -1.492 Detected -1.809 0.046 GT Sens contig923 contig923 Ornithine             TGTGGG contig923 Solyc03g Solyc03g Ornithine             GO:00038 GO:00038    contig923 Solyc03g Ornithine              GO:00045 SL2.40ch AT2G2710SE  SE (SERR        chr2:115  1311.56 873.337 162.875 334.349 261.562 404.475
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.760 Detected -1.743 Detected -1.752 0.003 GT Sens contig929 contig929 Cell numb                  TTCTTAA contig929 Solyc03g Solyc03g Cell number regulator 13 (AHR                contig929 Solyc03g Cell number regulat                  SL2.40ch AT5G638 BGAL10  BGAL10        chr5:255  519.156 431.693 178.024 116.408 149.014 150.389
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -2.184 Detected -1.545 Detected -1.865 0.029 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  1355.22 1205.52 413.499 657.523 299.871 465.625
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 -1.144 Detected -1.294 Detected -1.219 0.007 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  103.348 88.5878 87.3217 40.0237 46.177 41.4803
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -1.963 Detected -1.469 Detected -1.716 0.025 GT Sens contig932 contig932 Novel pla                 ACTGATCcontig932 Solyc08g Solyc08g Novel pla                 GO:00085 GO:00085     contig932 Solyc08g Novel pla                  GO:00085 SL2.40ch AT2G3519NPSN11, A    NPSN11 (          chr2:148  5054.65 4010.64 912.883 1965.55 1231.72 1728.67
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.021 Detected -1.037 Detected -1.029 0.002 GT Sens contig933 contig933 Os03g016                   TGAGATTcontig933 Solyc01g Solyc01g Os03g0169000 protein (Fragm                  contig933 Solyc01g Os03g0169000 prote                   SL2.40ch AT2G44500.1  unknown   chr2:183  762.582 673.258 163.841 246.441 376.572 371.246
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -1.500 Detected -1.097 Detected -1.298 0.025 GT Sens contig933 contig933 Os02g079                  ACTTGAT contig933 Solyc04g Solyc04g Os02g079                  GO:00057 GO:00057 contig933 Solyc04g Os02g079                   GO:00057 SL2.40ch AT1G49890.1  unknown   chr1:184  1169.83 1184.76 405.301 679.027 443.917 585.071
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -1.826 Detected -1.393 Detected -1.609 0.026 GT Sens contig935 contig935 Lysine ke                    TTATGAGcontig935 Solyc02g Solyc02g Lysine ketoglutarate reductase                   contig935 Solyc02g Lysine ketoglutarate                    SL2.40ch AT1G11170.1  unknown   chr1:374  30316.1 23209 9814.04 12823.5 7980.36 10738.8
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 -2.558 Detected -1.428 Detected -1.993 0.091 GT Sens contig937 contig937 Xylanase              CATTGTT contig937 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig937 Solyc01g Xylanase               GO:00065 SL2.40ch AT4G1198ATNUDT1    ATNUDX1                chr4:718  16707.8 10211.6 3549.91 4370.68 2364.74 5161.13
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -2.038 Detected -1.218 Detected -1.628 0.058 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  1018.59 914.134 413.69 485.291 250.589 440.948
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -2.141 Detected -1.964 Detected -2.052 0.008 GT Sens contig939 contig939 cDNA clon         GGTGAAGcontig939 Solyc04g Solyc04g cDNA clone J033025P19 full in      contig939 Solyc04g cDNA clone J033025        SL2.40ch AT1G35780.1  unknown   chr1:132  630.917 472.812 72.8161 133.623 132.045 148.885
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -2.516 Detected -2.052 Detected -2.284 0.010 GT Sens contig940 contig940 Copia-typ      CACTTGAcontig940 Solyc04g Solyc04g Copia-type polyprotein (AHRD   contig940 Solyc04g Copia-type polyprot     SL2.40ch AT5G24790.1  unknown   chr5:851  8063.41 7488.61 1396.37 1526.33 1448.5 1992.64
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -2.101 Detected -1.781 Detected -1.941 0.007 GT Sens contig943 contig943 Potassium            AAACATGcontig943 Solyc05g Solyc05g Potassium            GO:00052 GO:00052     contig943 Solyc05g Potassium             GO:00052 SL2.40ch AT3G0285SKOR  SKOR; cy              chr3:619  718.188 700.382 153.756 202.58 176.268 219.402
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.112 Detected -1.113 Detected -1.113 0.002 GT Sens contig944 contig944 LOB dom                 AGAGCTCcontig944 Solyc01g Solyc01g LOB domain protein 30 (AHRD              contig944 Solyc01g LOB domain protein                SL2.40ch AT2G4542LBD18  LBD18 (L      chr2:187  217.984 218.335 105.382 158.167 107.625 107.203
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -1.477 Comprom -1.623 Comprom -1.550 0.003 GT Sens contig945 contig945 Pectinest              CGTTTGTcontig945 Solyc11g Solyc11g Pectinest              GO:00469 GO:00469    contig945 Solyc11g Pectinest               GO:00469 SL2.40ch AT5G6462C/VIF2, AT   C/VIF2 (C               chr5:258  22.1368 22.3684 14.9525 11.2972 8.52217 7.68158
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -1.809 Detected -1.977 Detected -1.893 0.003 GT Sens contig945 contig945 Unknown   GAAGTGTcontig945 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig945 Solyc05g Unknown Protein (A  SL2.40ch AT1G71110.1  unknown   chr1:268  14088.6 14259.5 4282.01 5124.06 4313.07 3827.86
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -1.622 Detected -1.692 Detected -1.657 0.018 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  224.853 156.08 49.7705 105.183 64.9031 61.6527
GT Sense Sense 0.317 Detected -0.317 Detected 0.000 -0.819 Detected -1.435 Detected -1.127 0.125 GT Sens contig948 contig948 Unknown   CATTACGcontig948 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig948 Solyc04g Unknown Protein (A  SL2.40ch AT5G12350.1  Ran GTP           chr5:399  1751.73 1062.63 539.223 671.605 824.771 536.509
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -0.810 Detected -1.412 Detected -1.111 0.068 GT Sens contig950 contig950 Cellulose             AACTTGCcontig950 Solyc07g Solyc07g Cellulose             GO:00167 GO:00167   contig950 Solyc07g Cellulose              GO:00167 SL2.40ch AT1G5585ATCSLE1    ATCSLE1         chr1:208  370.734 321.859 178.562 180.444 210.065 138.053
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 -3.020 Detected -2.099 Detected -2.560 0.050 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  257.786 143.586 37.9699 56.5484 25.289 47.7314
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -1.988 Comprom -1.113 Detected -1.551 0.074 GT Sens contig955 contig955 Glutamate                   GGAGAG contig955 Solyc04g Solyc04g Glutamate                   GO:00052 GO:00052     contig955 Solyc04g Glutamate                    GO:00052 SL2.40ch AT3G1338BRL3  BRL3 (BR               chr3:434  22.046 23.7633 16.7777 15.2632 6.15112 11.2493
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.061 Detected -1.006 Detected -1.034 0.024 GT Sens contig959 contig959 LisH dom                  GTTGTGAcontig959 Solyc02g Solyc02g LisH dom                  GO:00054 GO:00054 contig959 Solyc02g LisH dom                   GO:00054 SL2.40ch AT5G16210.1  HEAT rep    chr5:529  214.62 161.62 65.6477 82.1513 95.1716 98.5805
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.343 Detected -1.220 Detected -1.281 0.005 GT Sens contig960 contig960 Tubby-lik                AAGGTCAcontig960 Solyc02g Solyc02g Tubby-lik                GO:00510 GO:00510   contig960 Solyc02g Tubby-lik                 GO:00510 SL2.40ch AT1G4727AtTLP6  AtTLP6 (T           chr1:173  679.467 701.604 226.185 537.876 290.32 315.191
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -1.175 Detected -1.262 Detected -1.218 0.037 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  519.172 352.112 258.173 217.344 201.936 189.6
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.917 Detected -1.710 Detected -1.813 0.007 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  291.831 234.739 74.2615 107.279 73.9019 85.0815
GT Sense Sense 0.412 Detected -0.412 Detected 0.000 -2.097 Detected -2.299 Detected -2.198 0.035 GT Sens contig961 contig961 Expresse                  AATGTCCcontig961 Solyc10g Solyc10g Expressed protein (Fragment)                contig961 Solyc10g Expressed protein (                 SL2.40ch AT2G1723EXL5  EXL5 (EX     chr2:749  796.788 423.546 137.422 138.653 144.833 125.525
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.827 Detected -1.365 Detected -1.596 0.021 GT Sens contig963 contig963 Pectate ly               ACAGTCAcontig963 Solyc03g Solyc03g Pectate ly               GO:00168 GO:00168  contig963 Solyc03g Pectate ly                GO:00168 SL2.40ch AT4G13210.1  lyase/ pe    chr4:767  173.239 151.965 43.498 60.3834 48.7644 66.9586
GT Sense Sense 0.319 Detected -0.319 Detected 0.000 -1.390 Detected -1.439 Detected -1.414 0.048 GT Sens contig964 contig964 Aminotran               GTACTAGcontig964 Solyc10g Solyc10g Aminotran               GO:00301 GO:00301   contig964 Solyc10g Aminotran                GO:00301 SL2.40ch AT3G08860.1  alanine--g            chr3:269  41434.9 25043 11343.1 9331.27 13106.9 12632.7
GT Sense Sense -0.315 Detected 0.315 Detected 0.000 -2.901 Detected -1.331 Detected -2.116 0.129 GT Sens contig965 contig965 UDP-N-ac              CTGGTTGcontig965 Solyc03g Solyc03g UDP-N-ac              GO:00057 GO:00057 contig965 Solyc03g UDP-N-ac               GO:00081 SL2.40ch AT5G18000.1  transcrip       chr5:596  93.2216 135.766 17.0781 55.469 16.0609 47.5381
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.466 Detected -1.098 Detected -1.282 0.024 GT Sens contig969 contig969 Dihydrofla               CATTGAGcontig969 Solyc05g Solyc05g Dihydrofla               GO:00081 GO:00081  contig969 Solyc05g Dihydrofla                GO:00081 SL2.40ch AT1G61980.1 126.588 134.049 74.5681 63.2392 50.2711 64.7128
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -2.234 Detected -1.089 Detected -1.662 0.101 GT Sens contig970 contig970 MYB tran               CTTCGATcontig970 Solyc11g Solyc11g MYB tran               GO:00037 GO:00037       contig970 Solyc11g MYB tran                GO:00037 SL2.40ch AT5G1660MYB43, A   MYB43 (m           chr5:543  211.296 196.072 78.6173 83.2571 46.1297 101.745
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -1.374 Detected -1.259 Detected -1.317 0.008 GT Sens contig974 contig974 Desiccatio       CTCCAGAcontig974 Solyc09g Solyc09g Desiccation-related protein PC     contig974 Solyc09g Desiccation-related      SL2.40ch AT3G58050.1  unknown   chr3:214  8709.59 9483.23 4814.21 7516.29 3739.31 4036.38
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 -1.768 Detected -1.368 Detected -1.568 0.048 GT Sens contig974 contig974 Short inte                   GGCGGT contig974 Solyc03g Solyc03g Short internode related sequen                  contig974 Solyc03g Short internode rela                   SL2.40ch AT5G0855ILP1  ILP1 (inc        chr5:276  13080.6 8197.94 2805.95 4384.06 3242.88 4264.36
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -2.237 Detected -1.642 Detected -1.940 0.023 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  601.76 529.287 200.524 181.964 127.657 192.22
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 -1.155 Detected -1.360 Comprom -1.257 0.036 GT Sens contig982 contig982 Resistanc               TATCTTGcontig982 Solyc05g Solyc05g Resistanc               GO:00070 GO:00070  contig982 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT1G7032UPL2  UPL2 (UB       chr1:264  23.4184 16.2139 8.19686 5.10505 9.33331 8.07159
GT Sense Sense -0.201 Detected 0.201 Detected 0.000 -1.684 Detected -0.941 Detected -1.312 0.090 GT Sens contig983 contig983 Peptide tr                 GTGCTAAcontig983 Solyc07g Solyc07g Peptide tr                 GO:00160 GO:00160   contig983 Solyc07g Peptide tr                  GO:00429 SL2.40ch AT3G5414ATPTR1,   PTR1 (PE          chr3:200  9259.12 11504.7 2786.71 3490.79 3426.38 5716.44
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.076 Detected -0.987 Detected -1.032 0.002 GT Sens contig984 contig984 ATP-depe                   CCATCGTcontig984 Solyc10g Solyc10g ATP-depe                   GO:00055 GO:00055     contig984 Solyc10g ATP-depe                    GO:00040 SL2.40ch AT4G00660.1  DEAD/DE      chr4:274  1985.15 1931.54 749.319 855.934 990.302 1050.41
GT Sense Sense 0.384 Detected -0.384 Detected 0.000 -1.769 Detected -1.298 Detected -1.534 0.077 GT Sens contig986 contig986 Unknown   TAGTAGAcontig986 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig986 Solyc06g Unknown Protein (A  SL2.40ch AT1G48400.1  F-box fam    chr1:178  66.4712 36.7317 17.5548 19.4621 15.4575 21.3653
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.801 Detected -1.214 Detected -1.508 0.040 GT Sens contig986 contig986 Receptor-               GCAGCTGcontig986 Solyc11g Solyc11g Receptor-               GO:00064 GO:00064  contig986 Solyc11g Pto-like, S     GO:00046 SL2.40ch AT2G41970.1  protein k    chr2:175  269.927 221.834 110.235 160.707 74.8598 112.112
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -1.273 Detected -1.145 Detected -1.209 0.015 GT Sens contig988 contig988 NBS-codi                GGCTTCTcontig988 Solyc12g Solyc12g NBS-codi                GO:00069 GO:00069  contig988 Solyc12g Cc-nbs-lr   GO:00055 SL2.40ch AT1G1092LOV1  LOV1; AT    chr1:364  257.831 201.351 127.704 119.011 100.52 109.527
GT Sense Sense 0.730 Detected -0.730 Detected 0.000 -1.260 Detected -1.741 Detected -1.500 0.190 GT Sens contig994 contig994 Cytochro              ACTGCCCcontig994 Solyc02g Solyc02g Cytochro              GO:00198 GO:00198     contig994 Solyc02g cytochrom  GO:00083 SL2.40ch AT5G3845CYP735A   CYP735A               chr5:153  62.2874 21.2931 10.7023 5.26981 16.2181 11.5869
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.363 Detected -1.044 Detected -1.203 0.017 GT Sens contig995 contig995 Sec1-4 sy              ATAAGCT contig995 Solyc01g Solyc01g Sec1-4 sy              GO:00055 GO:00055     contig995 Solyc01g Sec1-4 sy               GO:00085 SL2.40ch AT4G1212SEC1B, A   SEC1B; p    chr4:725  55.1714 52.7643 23.2582 19.4643 22.3747 27.8299
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.824 Detected -2.550 Detected -2.187 0.030 GT Sens contig998 contig998 Protein Yd               AGACGACcontig998 Solyc01g Solyc01g Protein YdiU (AHRD V1 ***- B5N            contig998 Solyc01g Protein YdiU (AHRD              SL2.40ch AT5G13030.1  unknown   chr5:413  858.225 986.775 254.414 284.706 277.152 167.091
GT Sense Sense 0.409 Detected -0.409 Detected 0.000 -2.755 Detected -2.533 Detected -2.644 0.025 GT Sens LeGH3-3 LeGH3-3 Solanum       AGACGAGGACGTTCAGCAGAATTAGGTTTGTACGTTATGGCTCAGTTAACCTGTGAAAAT 15571.8 8307.98 1946.72 4323.05 1797.39 2088.98
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -1.699 Detected -1.022 Detected -1.361 0.057 GT Sens U13055 U13055 LEU13055        CAGCCCATTCTAATTGATATAAACATGTGTAAAGAGAGAATGTAGTGGTGTGCAAAGGCC 1425.99 1330.03 583.207 419.642 452.232 720.925
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -0.850 Detected -1.799 Detected -1.324 0.108 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  140.806 127.464 43.6654 60.1651 79.2789 40.9394
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -1.008 Detected -1.615 Detected -1.312 0.060 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  141.352 108.154 64.893 54.8038 65.5519 42.9189
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.187 Detected -1.095 Detected -1.141 0.004 GT Sens contig103 contig103 Multidrug                  GGTAGCTcontig103 Solyc03g Solyc03g Multidrug                  GO:00152 GO:00152    contig103 Solyc03g Multidrug                   GO:00155 SL2.40ch AT4G23030.1  MATE eff    chr4:120  877.29 764.823 378.819 551.517 383.553 407.706
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.432 Detected -1.228 Detected -1.330 0.009 GT Sens contig103 contig103 Multidrug                  CGCTGTGcontig103 Solyc03g Solyc03g Multidrug                  GO:00152 GO:00152    contig103 Solyc03g Multidrug                   GO:00155 SL2.40ch AT4G23030.1  MATE eff    chr4:120  1120.44 944.684 460.344 657.964 406.693 467.108
GT Sense Sense 0.419 Detected -0.419 Detected 0.000 -2.931 Detected -3.069 Detected -3.000 0.019 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  394.499 207.635 68.0711 41.8965 40.0177 36.2493
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.870 Detected -1.632 Detected -1.751 0.009 GT Sens contig105 contig105 Fatty acid                TGTGTATcontig105 Solyc10g Solyc10g Fatty acid                GO:00099 GO:00099    contig105 Solyc10g Fatty acid                 GO:00099 SL2.40ch AT5G4376KCS20  KCS20 (3        chr5:175  69774.9 55759.8 17291.5 22385.2 18193.6 21394.8
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.734 Detected -1.575 Detected -1.654 0.006 GT Sens contig105 contig105 Fatty acid                ATATGAGcontig105 Solyc10g Solyc10g Fatty acid                GO:00099 GO:00099    contig105 Solyc10g Fatty acid                 GO:00099 SL2.40ch AT5G4376KCS20  KCS20 (3        chr5:175  57192.1 46993.4 15760.8 20156.1 16624.7 18494.5
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -2.496 Detected -1.990 Detected -2.243 0.017 GT Sens contig106 contig106 Transcrip              ATTCACAcontig106 Solyc06g Solyc06g Transcrip              GO:00037 GO:00037      contig106 Solyc06g Transcrip               GO:00037 SL2.40ch AT3G07340.1  basic hel      chr3:234  4187.91 3187.25 617.909 1119.65 690.65 977.805
GT Sense Sense 0.280 Detected -0.280 Detected 0.000 -2.516 Detected -2.022 Detected -2.269 0.026 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  378.638 241.537 69.6832 118.344 56.3982 79.1575
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -2.421 Detected -0.950 Detected -1.686 0.154 GT Sens AF077339 AF077339 Lycopers           TTAAAGTAGTAGTGGATGGAGTCACATAATTTATTAACTAAAGTAAGTGTTGTAGCAGAA 12489.8 9601.16 1331.89 1651.85 2179.8 6026.73
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -1.186 Detected -1.282 Detected -1.234 0.011 GT Sens contig100 contig100 Major fac                      GTTATCCcontig100 Solyc05g Solyc05g Major fac                   GO:00550 GO:00550    contig100 Solyc05g Major fac                    GO:00053 SL2.40ch AT1G43020.4  unknown   chr1:161  724.76 807.271 324.372 381.251 358.51 334.411
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 -1.142 Detected -1.430 Detected -1.286 0.046 GT Sens contig102 contig102 Cytochro                 GAAGAAAcontig102 Solyc09g Solyc09g Cytochro              GO:00200 GO:00200  contig102 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G54790.2  armadillo          chr3:202  182.778 122.219 58.9022 42.7459 72.2249 58.9652



GT Sense Sense 0.130 Detected -0.130 Detected 0.000 -1.232 Detected -0.897 Detected -1.065 0.037 GT Sens contig105 contig105 Adenosyl                TTAATGAcontig105 Solyc09g Solyc09g Adenosyl             GO:00040 GO:00040    contig105 Solyc09g Adenosyl              GO:00040 SL2.40ch AT4G1394HOG1, EM      MEE58 (M           chr4:805  8016.59 6298.25 2358.64 2417.52 3225.95 4056.32
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.330 Detected -1.060 Detected -1.195 0.016 GT Sens contig106 contig106 N-acetyltr                AAGTCTCcontig106 Solyc08g Solyc08g N-acetyltr             GO:00081 GO:00081  contig106 Solyc08g N-acetyltr              GO:00081 SL2.40ch AT4G37920.1  unknown   chr4:178  12899.8 13409.4 5524.32 5788.84 5579.07 6707.63
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 -3.909 Comprom -3.902 Comprom -3.905 0.004 GT Sens contig109 contig109 Acyltrans                GGACACAcontig109 Solyc11g Solyc11g Acyltrans             GO:00167 GO:00167         contig109 Solyc11g Acyltrans              GO:00167 SL2.40ch AT5G2415SQP1  SQP1; sq    chr5:817  99.9373 66.4582 16.2616 19.1308 5.78549 5.79686
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -3.929 Detected -2.901 Detected -3.415 0.022 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  1640.01 1663.89 228.763 350.425 115.689 235.163
GT Sense Sense -0.502 Detected 0.502 Detected 0.000 -0.954 Detected -2.001 Comprom -1.478 0.179 GT Sens contig109 contig109 UDP-gluc               TTTGAAGcontig109 Solyc10g Solyc10g UDP-gluc            GO:00081 GO:00081  contig109 Solyc10g UDP-gluc             GO:00081 SL2.40ch AT2G36970.1  UDP-gluc      chr2:155  23.4798 44.3276 20.8631 17.3158 17.7616 8.56656
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -1.653 Detected -1.145 Detected -1.399 0.031 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  2442.68 2315.95 1075.3 822.965 806.331 1143.41
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -2.129 Detected -1.471 Detected -1.800 0.038 GT Sens contig110 contig110 Chitinase                 TTTTTTC contig110 Solyc10g Solyc10g Chitinase              GO:00080 GO:00080  contig110 Solyc10g Chitinase               GO:00059 SL2.40ch AT5G08300.1  succinyl-                 chr5:266  2024 2342.13 1205.77 1003.73 530.97 835.219
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 -2.439 Detected -2.565 Detected -2.502 0.019 GT Sens contig110 contig110 Auxin-res                    ATTAACC contig110 Solyc01g Solyc01g Auxin-responsive GH3 produc               contig110 Solyc01g Auxin-responsive G                SL2.40ch AT2G1496GH3.1  GH3.1  chr2:645  869.011 504.964 77.9446 169.987 130.293 118.981
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 -1.556 Detected -1.084 Detected -1.320 0.040 GT Sens contig111 contig111 Plant syn        CCAGTTCcontig111 Solyc12g Solyc12g Plant synaptotagmin (AHRD V1  contig111 Solyc12g Synaptotagmin-7 (A               SL2.40ch AT1G0550SYTE, AT     NTMC2T   chr1:162  378.133 293.964 100.03 125.62 120.937 167.241
GT Sense Sense 0.411 Detected -0.411 Detected 0.000 -1.361 Detected -0.988 Detected -1.175 0.121 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  22881.9 12174.2 7345.05 8106.73 6927.47 8946.83
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -1.420 Detected -1.274 Detected -1.347 0.006 GT Sens contig112 contig112 ATP-bind                  TTGGAGGcontig112 Solyc03g Solyc03g ATP-bind               GO:00168 GO:00168         contig112 Solyc03g ATP-bind                GO:00426 SL2.40ch AT3G4778ATATH6,   ATATH6;           chr3:176  1971.49 2071.56 704.097 986.065 805.207 888.188
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -2.152 Detected -1.637 Detected -1.894 0.018 GT Sens contig112 contig112 Unknown      ACTGGTGcontig112 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig112 Solyc11g Unknown Protein (A  SL2.40ch AT3G27870.1  haloacid      chr3:103  88.2875 80.508 48.4368 34.9382 20.2353 28.8189
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.317 Detected -1.021 Detected -1.169 0.017 GT Sens contig113 contig113 Squalene                ACACTGTcontig113 Solyc10g Solyc10g Squalene             GO:00160 GO:00160   contig113 Solyc01g Squalene              GO:00055 SL2.40ch AT4G3464SQS1, ER   SQS1 (SQ       chr4:165  1199.31 1058.87 405.906 406.456 482.398 590.237
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.153 Detected -1.040 Detected -1.096 0.010 GT Sens contig114 contig114 Receptor-                    ATTCACT contig114 Solyc10g Solyc10g Receptor-                 GO:00064 GO:00064  contig114 Solyc10g Receptor-                  GO:00064 SL2.40ch AT1G0757APK1A, A   APK1A; k      chr1:233  4607.81 4940.99 1984.26 2106.26 2288.9 2467.82
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 -1.215 Detected -1.618 Detected -1.416 0.020 GT Sens contig116 contig116 cDNA clon                       ATATTTA contig116 Solyc11g Solyc11g cDNA clon                    GO:00160 GO:00160   contig116 Solyc05g NPH3 domain conta                  SL2.40ch AT5G6387PP7, ATP   PP7 (SER        chr5:255  1119.75 1028.68 281.946 429.577 492.973 371.791
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -1.650 Detected -1.492 Detected -1.571 0.003 GT Sens contig116 contig116 Phi-1 prot                     TCTTGCAcontig116 Solyc04g Solyc04g Phi-1 protein (Fragment) (AHRD               contig116 Solyc04g Phi-1 protein (Fragm                 SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  2128.59 1994.39 504.567 855.075 700.289 778.74
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.212 Detected -1.005 Detected -1.108 0.010 GT Sens contig118 contig118 Unknown      CAAGAACcontig118 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig118 Solyc10g Unknown Protein (A  SL2.40ch AT5G62350.1 801.589 794.18 340.868 481.268 367.343 422.71
GT Sense Sense 0.364 Detected -0.364 Detected 0.000 -1.256 Detected -1.102 Detected -1.179 0.087 GT Sens contig118 contig118 U-box dom                 TTTGAGTcontig118 Solyc01g Solyc01g U-box dom              GO:00054 GO:00054 contig118 Solyc01g U-box dom               GO:00054 SL2.40ch AT4G02430.2  pre-mRNA         chr4:106  932.842 530.236 179.352 154.927 314 348.293
GT Sense Sense 0.210 Detected -0.210 Detected 0.000 -1.807 Detected -1.000 Detected -1.403 0.091 GT Sens contig119 contig119 Galactoki                  GAAGGCTcontig119 Solyc09g Solyc09g Galactoki               GO:00057 GO:00057 contig119 Solyc09g Galactoki                GO:00057 SL2.40ch AT3G10700.1  GHMP kin     chr3:334  1436.14 1010.01 300.33 427.199 367.075 640.215
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.732 Detected -1.640 Detected -1.686 0.003 GT Sens contig121 contig121 Unknown      AGTTGCTcontig121 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig121 Solyc02g Unknown Protein (A  SL2.40ch AT5G4248ARC6  ARC6 (AC          chr5:169  325.626 271.82 67.3772 109.442 95.5105 101.525
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -2.226 Detected -1.377 Detected -1.801 0.051 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  514.25 478.363 87.2725 163.699 113.078 203.086
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.023 Detected -0.982 Detected -1.003 0.001 GT Sens contig121 contig121 V-type AT                      ATCACACcontig121 Solyc01g Solyc01g V-type AT                   GO:00164 GO:00164        contig121 Solyc01g V-type AT                    GO:00469 SL2.40ch AT1G76030.1  vacuolar                     chr1:285  4316.48 3928.37 1745.61 1651.01 2161.29 2215.89
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 -2.035 Detected -1.489 Detected -1.762 0.037 GT Sens contig125 contig125 Pectinace                GTATGTTcontig125 Solyc08g Solyc08g Pectinace             GO:00040 GO:00040  contig125 Solyc08g Pectinace                GO:00040 SL2.40ch AT4G19410.1  pectinace    chr4:105  658.389 461.095 152.673 129.935 143.333 208.646
GT Sense Sense 0.419 Detected -0.419 Detected 0.000 -1.807 Detected -1.221 Detected -1.514 0.098 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  829.249 436.216 69.0488 115.033 183.285 274.281
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -2.107 Detected -1.392 Detected -1.750 0.043 GT Sens contig127 contig127 Polygalac                           AATGCCAcontig127 Solyc02g Solyc02g Polygalac                        GO:00059 GO:00059   contig127 Solyc02g Polygalac                         GO:00059 SL2.40ch AT2G43870.1  polygalac       chr2:181  168971 134977 42325.1 74930.4 37372.2 61176.6
GT Sense Sense 0.755 Detected -0.755 Detected 0.000 -2.479 Detected -1.546 Detected -2.012 0.151 GT Sens contig127 contig127 Acyl-CoA                    ATATCTGcontig127 Solyc07g Solyc07g Acyl-CoA                 GO:00188 GO:00188    contig127 Solyc07g Acyl-CoA                  GO:00188 SL2.40ch AT2G17650.1  AMP-dep        chr2:767  362.155 119.71 26.7084 49.0698 39.8303 75.8069
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 -1.462 Detected -1.863 Detected -1.662 0.076 GT Sens contig128 contig128 Lipase (A                GCAATTT contig128 Solyc02g Solyc02g Lipase (A             GO:00066 GO:00066   contig128 Solyc02g Lipase (A              GO:00066 SL2.40ch AT5G67050.1  lipase cla      chr5:267  751.302 381.885 143.735 107.729 207.367 156.599
GT Sense Sense 0.210 Detected -0.210 Detected 0.000 -1.600 Detected -1.647 Detected -1.624 0.017 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  91.9073 64.6189 45.576 45.4792 27.1107 26.1569
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -0.941 Detected -1.853 Detected -1.397 0.100 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  81.9261 62.8354 17.1846 18.9812 39.8632 21.1134
GT Sense Sense 0.374 Detected -0.374 Detected 0.000 -2.339 Comprom -0.946 Detected -1.643 0.173 GT Sens contig131 contig131 Gag-Pol p                 CTCCGAAcontig131 Solyc01g Solyc01g Gag-Pol p              GO:00082 GO:00082   contig131 Solyc02g Transpos                  GO:00036 SL2.40ch AT1G57610.3  unknown   chr1:213  40.2014 22.5204 11.9269 17.8036 6.34081 16.6012
GT Sense Sense 0.263 Detected -0.263 Detected 0.000 -1.312 Detected -1.217 Detected -1.264 0.042 GT Sens contig132 contig132 LRR recep                     TGAATGCcontig132 Solyc04g Solyc04g LRR recep                  GO:00046 GO:00046       contig132 Solyc04g014200.1.1 AT4G2087FAH2, AT   FAH2 (FA          chr4:111  102.253 66.7868 34.1851 27.2927 35.4982 37.8084
GT Sense Sense 0.644 Detected -0.644 Detected 0.000 -4.408 Detected -3.960 Detected -4.184 0.026 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  451.637 173.948 66.0745 190.369 14.0815 19.1495
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -0.992 Detected -1.056 Detected -1.024 0.086 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  260.418 381.963 100.647 95.2032 169.118 161.234
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 -0.978 Detected -1.429 Detected -1.203 0.090 GT Sens contig137 contig137 Glutathion                   TGGAAGGcontig137 Solyc03g Solyc03g Glutathion                GO:00043 GO:00043   contig137 Solyc09g UDP-gluc              GO:00081 SL2.40ch #N/A #N/A #N/A #N/A 49.2413 29.8856 15.7026 13.213 20.767 15.1489
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.998 Detected -1.638 Detected -1.818 0.011 GT Sens contig141 contig141 Peroxidas                              TTGACTGcontig141 Solyc02g Solyc02g Peroxidas                           GO:00055 GO:00055    contig141 Solyc02g Peroxidas                            GO:00046 SL2.40ch AT5G19890.1  peroxida    chr5:672  1386.36 1173.59 306.987 370.668 340.595 435.866
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -2.233 Detected -1.725 Detected -1.979 0.018 GT Sens contig142 contig142 Laccase (              CAACTAT contig142 Solyc04g Solyc04g Laccase (           GO:00551 GO:00551  contig142 Solyc04g Laccase 1               GO:00055 SL2.40ch AT4G39830.1  L-ascorb     chr4:184  2886.42 3028.61 416.235 914.65 670.532 950.863
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.978 Detected -1.984 Detected -1.981 0.002 GT Sens contig143 contig143 Zinc finge                    TGGTGAAcontig143 Solyc05g Solyc05g Zinc finge                 GO:00037 GO:00037      contig143 Solyc05g Zinc finge                  GO:00037 SL2.40ch AT5G03510.1  zinc finge       chr5:880  454.15 375.44 74.2863 89.3182 111.74 110.96
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -2.749 Detected -3.106 Detected -2.928 0.004 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  4795.62 4427.67 994.042 1043.5 730.848 568.88
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.633 Detected -1.375 Detected -1.504 0.011 GT Sens contig147 contig147 Glycosylt                  GTATATCcontig147 Solyc02g Solyc02g Glycosylt               GO:00472 GO:00472       contig147 Solyc02g Glycosylt                GO:00472 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  1353.43 1126.97 263.867 470.083 424.726 506.361
GT Sense Sense 1.481 Detected -1.481 Detected 0.000 -1.137 Detected -3.962 Comprom -2.549 0.339 GT Sens contig148 contig148 Receptor-                   ATCTTCAcontig148 Solyc12g Solyc12g Receptor-                GO:00064 GO:00064  contig148 Solyc12g RLK, Rece          GO:00046 SL2.40ch AT4G27290.1  ATP bind              chr4:136  139.289 16.812 21.2838 10.7026 23.4623 3.30199
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -2.073 Detected -1.179 Detected -1.626 0.068 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  616.334 595.207 130.716 237.414 153.466 284.438
GT Sense Sense -0.395 Detected 0.395 Detected 0.000 -1.643 Detected -1.864 Detected -1.754 0.051 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  1181.3 1921.12 684.628 1118.75 514.276 440.055
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.325 Detected -0.855 Detected -1.090 0.055 GT Sens contig148 contig148 Coatomer                TTTGGATcontig148 Solyc12g Solyc12g Coatomer             GO:00055 GO:00055  contig148 Solyc12g Coatomer              GO:00055 SL2.40ch AT3G09800.2  protein b   chr3:300  338.002 266.649 116.974 154.889 127.788 176.473
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.290 Detected -0.965 Detected -1.128 0.021 GT Sens contig150 contig150 Unknown      CCGGTG contig150 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig150 Solyc10g Unknown Protein (A  SL2.40ch AT2G2000HBT, CDC   HBT (HOB    chr2:863  1799.79 1627.88 946.438 956.162 746.216 932.354
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -1.828 Detected -2.620 Detected -2.224 0.037 GT Sens contig154 contig154 Unknown                  GTAGTCCcontig154 Solyc10g Solyc10g Unknown Protein (AHRD V1)%3             contig154 Solyc01g Unknown Protein (A              SL2.40ch AT3G19680.1  unknown   chr3:684  575.775 413.094 74.5269 96.5718 146.44 84.3241
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -1.353 Detected -0.898 Detected -1.125 0.039 GT Sens contig154 contig154 Cytochro                 TGTTGGCcontig154 Solyc06g Solyc06g Cytochro              GO:00200 GO:00200            contig154 Solyc06g Cytochro               GO:00451 SL2.40ch AT5G488 ATB5-B, B      CB5-D (C        chr5:197  11575.6 10746.8 4290.29 5360.54 4657.63 6365.12
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 -3.147 Detected -3.309 Detected -3.228 0.005 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  7137.47 4936.79 1235.13 889.039 714.768 636.612
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.388 Detected -0.977 Detected -1.183 0.034 GT Sens contig158 contig158 Adenosyl                TAATGACcontig158 Solyc09g Solyc09g Adenosyl             GO:00040 GO:00040    contig158 Solyc09g Adenosyl              GO:00040 SL2.40ch AT4G1394HOG1, EM      MEE58 (M           chr4:805  8484.26 7066.06 2528.39 2600.38 3153.94 4181.62
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.180 Detected -0.909 Detected -1.044 0.027 GT Sens contig158 contig158 Adenosyl                TTAATGAcontig158 Solyc12g Solyc12g Adenosyl             GO:00067 GO:00067   contig158 Solyc12g Adenosyl              GO:00067 SL2.40ch AT4G1394HOG1, EM      MEE58 (M           chr4:805  4552.02 3684.64 1374.22 1426.53 1927.18 2319.57
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -0.961 Detected -1.444 Comprom -1.202 0.041 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  25.1233 21.2822 10.47 12.3329 12.6636 9.03853
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 -1.159 Detected -1.059 Detected -1.109 0.022 GT Sens contig160 contig160 Tudor / nu                      ATAAATG contig160 Solyc03g Solyc03g Tudor / nu                   GO:00037 GO:00037         contig160 Solyc03g Tudor / nu                    GO:00037 SL2.40ch AT5G07350.2  tudor dom        chr5:231  9577.34 7222.41 2984.68 3484.54 3971.73 4243.23
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -0.985 Detected -2.093 Detected -1.539 0.110 GT Sens contig160 contig160 Glutathion                   TTTACAGcontig160 Solyc01g Solyc01g Glutathione S-transferase (AHR              contig160 Solyc01g Glutathione S-transf               SL2.40ch AT2G2949ATGSTU1    ATGSTU         chr2:126  164.204 167.296 80.4146 54.0148 89.2767 41.3083
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -2.077 Detected -1.372 Detected -1.725 0.047 GT Sens contig161 contig161 Histone H                AAGTTCT contig161 Solyc05g Solyc05g Histone H             GO:00056 GO:00056 contig161 Solyc05g Histone H              GO:00056 SL2.40ch AT2G2874HIS4  HIS4; DN    chr2:123  420.91 493.746 252.718 115.49 115.181 187.294
GT Sense Sense 0.239 Detected -0.239 Detected 0.000 -2.900 Detected -2.160 Detected -2.530 0.029 GT Sens contig161 contig161 Unknown      CCTGTGAcontig161 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig161 Solyc02g067600.1.1 AT5G25590.1  INVOLVE                                                                               chr5:890  503.691 340.05 102.828 206.262 59.1101 98.4507
GT Sense Sense -0.405 Detected 0.405 Detected 0.000 -1.099 Detected -0.988 Detected -1.044 0.125 GT Sens contig165 contig165 Unknown      GCATAACcontig165 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig165 Solyc11g Agenet do                     GO:00036 SL2.40ch AT3G10595.1 357.343 589.332 198.019 229.711 228.477 245.911
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -1.222 Detected -1.167 Detected -1.194 0.018 GT Sens contig166 contig166 Histidine d        TAGCACCcontig166 Solyc08g Solyc08g Histidine decarboxylase (AHRD   contig166 Solyc08g Histidine decarboxy     SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  180.903 212.204 76.5623 109.123 89.5977 92.7735
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 -2.846 Detected -2.148 Detected -2.497 0.033 GT Sens contig167 contig167 FAD-bind                    TGGGGT contig167 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig167 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT5G44390.1  FAD-bind     chr5:178  37273.7 22798 5400.47 7789.1 4323.32 6994.71
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 -0.964 Detected -1.977 Comprom -1.470 0.120 GT Sens contig167 contig167 CK25 (AH       AACCGGAcontig167 Solyc07g Solyc07g CK25 (AHRD V1 ***- Q1W1G0 T contig167 Solyc07g CK25 (AHRD V1 ***- QSL2.40ch AT4G2226IM, IM1  IM (IMMU     chr4:117  22.6834 15.272 4.59155 6.89221 10.1769 5.02593
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 -0.903 Detected -1.276 Comprom -1.089 0.108 GT Sens contig173 contig173 Copper io                  TTTTCTT contig173 Solyc01g Solyc01g Copper ion binding protein (AH            contig173 Solyc01g Copper ion binding             SL2.40ch AT3G07840.1  polygalac       chr3:250  22.6622 13.2392 1.69633 1.91995 9.878 7.60523
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.393 Detected -1.617 Detected -1.505 0.006 GT Sens contig174 contig174 Aquapori                GTTGGTAcontig174 Solyc09g Solyc09g Aquapori             GO:00160 GO:00160   contig174 Solyc09g Aquapori              GO:00152 SL2.40ch AT4G0043TMP-C, P    PIP1;4 (P         chr4:186  14303 14071.3 5666.54 3280.26 5758.51 4918.85
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 -1.944 Detected -1.809 Detected -1.876 0.008 GT Sens contig174 contig174 SEC14 cy                   ATTATCA contig174 Solyc01g Solyc01g SEC14 cy                GO:00052 GO:00052  contig174 Solyc01g SEC14 cy                 GO:00052 SL2.40ch AT1G14820.1  SEC14 cy           chr1:510  645.385 488.676 154.006 169.331 155.678 170.424
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.793 Detected -1.738 Detected -1.766 0.005 GT Sens contig174 contig174 Phosphoe                        ACGTGTTcontig174 Solyc10g Solyc10g Phosphoe                     GO:00055 GO:00055    contig174 Solyc10g Phosphoe                      GO:00055 SL2.40ch AT3G1494ATPPC3  ATPPC3       chr3:502  8467.08 6728.87 1464.7 2131 2322.26 2405.03
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.469 Detected -0.887 Detected -1.178 0.067 GT Sens contig176 contig176 Kinase fa         AAAGAAGcontig176 Solyc01g Solyc01g Kinase family protein (AHRD V   contig176 Solyc01g Receptor-                GO:00064 SL2.40ch AT4G02010.1  protein k     chr4:881  90.2646 103.031 27.2062 24.6799 37.1518 55.4408
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.056 Detected -1.115 Detected -1.086 0.005 GT Sens contig176 contig176 Beta-1 3-g                   ACAAGGCcontig176 Solyc07g Solyc07g Beta-1 3-g                GO:00160 GO:00160 contig176 Solyc07g Beta-1 3-g                 GO:00160 SL2.40ch AT2G32430.1  galactosy     chr2:137  746.701 637.933 200.056 208.78 353.929 338.835
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -1.126 Detected -1.207 Detected -1.166 0.015 GT Sens contig176 contig176 Cycloarte                 CCGGACAcontig176 Solyc12g Solyc12g Cycloarte              GO:00168 GO:00168   contig176 Solyc12g Cycloarte               GO:00168 SL2.40ch AT1G78950.1  beta-amy     chr1:296  664.554 755.705 186.433 188.061 346.365 326.436
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 -4.373 Comprom -2.461 Detected -3.417 0.075 GT Sens contig177 contig177 Unknown      GGTTTTGcontig177 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig177 Solyc02g Unknown Protein (A  SL2.40ch AT3G11760.1  unknown   chr3:371  70.7703 45.4729 4.34958 15.5231 2.91932 10.9561
GT Sense Sense 0.290 Detected -0.290 Detected 0.000 -1.904 Detected -1.598 Detected -1.751 0.033 GT Sens contig178 contig178 Equilibrat                     TATGTCGcontig178 Solyc02g Solyc02g Equilibrat                  GO:00053 GO:00053    contig178 Solyc02g079330.2.1 AT4G05140.1  equilibra       chr4:265  306.362 192.95 62.1317 72.1214 69.2666 85.3834
GT Sense Sense 0.723 Detected -0.723 Detected 0.000 -2.412 Detected -1.983 Detected -2.197 0.100 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  94.3552 32.6043 9.60416 10.9768 11.1163 14.9206
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -3.298 Detected -2.649 Detected -2.974 0.013 GT Sens contig179 contig179 Ornithine                CATTTAC contig179 Solyc03g Solyc03g Ornithine             GO:00038 GO:00038    contig179 Solyc03g Ornithine              GO:00045 SL2.40ch AT5G42130.1  mitochon       chr5:168  2802.16 2280.59 383.861 460.769 274.009 428.549
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -2.433 Comprom -3.344 Comprom -2.888 0.026 GT Sens contig180 contig180 Protein ph                 CGCGAG contig180 Solyc08g Solyc08g Protein ph              GO:00038 GO:00038  contig180 Solyc08g Protein ph               GO:00038 SL2.40ch AT5G26010.1  catalytic/     chr5:908  23.0889 18.3373 8.78104 1.97824 4.0644 2.15501
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -4.323 Comprom -2.219 Comprom -3.271 0.090 GT Sens contig181 contig181 Agenet do                  TATCAGT contig181 Solyc06g Solyc06g Agenet domain-containing pro              contig181 Solyc06g Agenet domain-cont               SL2.40ch AT5G49960.1  binding /   chr5:203  36.6911 38.2552 6.06268 4.78321 1.99626 8.55751
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.654 Detected -1.450 Detected -1.552 0.008 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  9830.25 8059.18 2710.56 5507.83 3016.71 3464.05
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.025 Detected -1.092 Detected -1.059 0.002 GT Sens contig182 contig182 Kinase-ST                     CCAGTATcontig182 Solyc08g Solyc08g Kinase-ST                  GO:00082 GO:00082  contig182 Solyc12g Kinase-START 1 (Fr                 SL2.40ch AT4G1904EDR2  EDR2; lip    chr4:104  228.522 207.238 58.6779 83.2908 114.051 108.526
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.263 Detected -0.814 Detected -1.039 0.044 GT Sens contig183 contig183 Calcium-d                    GGCAAGAcontig183 Solyc04g Solyc04g Calcium-d                 GO:00046 GO:00046     contig183 Solyc04g Calcium-d                  GO:00046 SL2.40ch AT5G0487CPK1, AT   CPK1 (CA           chr5:141  26531.7 24448.4 9663.31 16334.5 11318.6 15398
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.152 Detected -1.138 Detected -1.145 0.003 GT Sens contig183 contig183 Fumarate                  TCAAGGAcontig183 Solyc06g Solyc06g Fumarate               GO:00038 GO:00038  contig183 Solyc06g Fumarate                GO:00038 SL2.40ch AT2G475 FUM1  FUM1 (FU       chr2:194  749.18 643.864 209.928 262.618 333.396 335.522
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 -3.797 Detected -2.385 Detected -3.091 0.055 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  204.23 132.838 51.9778 65.6966 12.6393 33.5205
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.829 Detected -1.615 Detected -1.722 0.005 GT Sens contig184 contig184 Phi-1 prot                     GAAGCTGcontig184 Solyc04g Solyc04g Phi-1 protein (Fragment) (AHRD               contig184 Solyc04g Phi-1 protein (Fragm                 SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  53285.6 46377.9 12231.3 24512.1 14922.2 17260
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -3.828 Detected -2.783 Detected -3.305 0.026 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  65044.9 50989.8 12370.6 23655.8 4325.57 8896.8
GT Sense Sense 0.210 Detected -0.210 Detected 0.000 -1.554 Detected -1.137 Detected -1.345 0.045 GT Sens contig186 contig186 Unknown      TGATCGGcontig186 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig186 Solyc04g045490.1.1 AT4G0147GAMMA-T    TIP1;3 (T           chr4:625  168.628 118.668 48.3973 66.1274 51.365 68.4026
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.517 Detected -1.494 Detected -1.505 0.003 GT Sens contig187 contig187 Unknown      AGCCTGGcontig187 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig187 Solyc01g Unknown Protein (A              SL2.40ch AT3G27700.2  RNA reco      chr3:102  267.706 283.224 77.8651 102.924 102.629 103.971
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 -3.737 Detected -1.850 Detected -2.794 0.101 GT Sens contig189 contig189 Mutant re            CTCCAAAcontig189 Solyc08g Solyc08g Mutant required to maintain re      contig189 Solyc08g077640.1.1 AT4G38200.1  guanine      chr4:179  649.877 470.191 82.2662 174.382 44.2061 163.033
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -2.426 Detected -2.085 Detected -2.256 0.010 GT Sens contig190 contig190 CNGC5-lik                   TTCTGTGcontig190 Solyc06g Solyc06g CNGC5-like protein (Fragment)             contig190 Solyc11g Cyclic nu                GO:00160 SL2.40ch AT5G5313CNGC1, A   CNGC1 (C                          chr5:215  850.325 645.057 153.179 138.111 146.916 185.594
GT Sense Sense 0.326 Detected -0.326 Detected 0.000 -2.842 Detected -2.766 Detected -2.804 0.013 GT Sens contig190 contig190 Unknown      CATGGGAcontig190 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig190 Solyc01g Disease resistance                  SL2.40ch AT3G13650.1 13437.9 8048.44 2800.83 1853.79 1546.71 1625.5
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -1.913 Detected -2.054 Detected -1.984 0.001 GT Sens contig192 contig192 Os06g022                      GTGCTTCcontig192 Solyc04g Solyc04g Os06g0220000 protein (Fragm                 contig192 Solyc04g Os06g0220000 prote                  SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  1534.48 1458.72 283.31 568.733 423.582 383.003
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -0.809 Detected -1.567 Detected -1.188 0.103 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  308.61 366.869 145.47 87.8045 204.778 120.733
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.543 Detected -1.015 Detected -1.279 0.040 GT Sens contig192 contig192 3-phosph                  AATCTCCcontig192 Solyc01g Solyc01g 3-phosph               GO:00038 GO:00038  contig192 Solyc01g 3-phosph                GO:00038 SL2.40ch AT2G45300.1  3-phosph         chr2:186  1563.08 1429.31 382.38 397.465 547.107 786.52
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 -1.553 Detected -1.420 Detected -1.486 0.056 GT Sens contig193 contig193 U-box dom                  AAATGGTcontig193 Solyc01g Solyc01g U-box dom               GO:00054 GO:00054   contig193 Solyc01g U-box dom                GO:00048 SL2.40ch AT1G1056PUB18, AT   PUB18 (P       chr1:348  944.864 538.431 127.288 127.959 259.204 283.459
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 -0.955 Detected -1.937 Detected -1.446 0.132 GT Sens contig193 contig193 Alcohol d                     GGTAATAcontig193 Solyc12g Solyc12g Alcohol d                  GO:00081 GO:00081  contig193 Solyc12g Alcohol d                   GO:00081 SL2.40ch AT5G16980.1  NADP-de     chr5:557  6363.37 3869.33 1820.25 792.073 2730.08 1377.43
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -2.232 Detected -1.949 Detected -2.091 0.006 GT Sens contig193 contig193 Purple ac                   ATGTGGCcontig193 Solyc01g Solyc01g Purple ac                GO:00468 GO:00468        contig193 Solyc01g Purple ac                 GO:00047 SL2.40ch AT2G1643PAP10, AT   PAP10 (P           chr2:712  2612.53 2737.57 1032.57 407.227 606.852 736.519
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -2.440 Detected -2.696 Detected -2.568 0.005 GT Sens contig194 contig194 UDP-gluc               AAACATGcontig194 Solyc12g Solyc12g UDP-gluc            GO:00081 GO:00081  contig194 Solyc12g UDP-gluc             GO:00081 SL2.40ch AT1G2236AtUGT85A   AtUGT85            chr1:789  908.468 712.212 96.313 127.456 158.121 132.007
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 -1.156 Detected -1.731 Comprom -1.443 0.070 GT Sens contig194 contig194 Cytochro                    TCAGTGAcontig194 Solyc10g Solyc10g Cytochro                 GO:00200 GO:00200  contig194 Solyc10g084590.2.1 AT4G1533CYP705A   CYP705A               chr4:875  29.9423 19.0645 5.84719 7.62336 11.437 7.65478
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -2.415 Detected -1.748 Detected -2.082 0.027 GT Sens contig196 contig196 Polygalac                           TGTGACAcontig196 Solyc02g Solyc02g Polygalac                        GO:00059 GO:00059   contig196 Solyc02g Polygalac                         GO:00059 SL2.40ch AT3G59850.1  polygalac       chr3:221  131799 108466 24392.7 46330.9 23904.9 37841.3
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 -1.345 Detected -0.869 Detected -1.107 0.115 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  61.7533 36.4816 23.3854 48.8014 19.9201 27.6213
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.774 Detected -1.654 Detected -1.714 0.003 GT Sens contig197 contig197 Phi-1 prot                     TTACAAA contig197 Solyc04g Solyc04g Phi-1 protein (Fragment) (AHRD               contig197 Solyc04g Phi-1 protein (Fragm                 SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  57204.9 49150.5 12496.1 24665.9 16533.8 17917.6
GT Sense Sense 0.639 Detected -0.639 Detected 0.000 -2.071 Comprom -1.719 Detected -1.895 0.104 GT Sens contig201 contig201 Glutaredo                 GAGAAGAcontig201 Solyc05g Solyc05g Glutaredo              GO:00454 GO:00454      contig201 Solyc05g Glutaredo               GO:00087 SL2.40ch AT1G47350.1  F-box fam    chr1:173  58.4434 22.6876 19.3976 5.94361 9.24301 11.7601
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -0.934 Detected -1.249 Detected -1.091 0.027 GT Sens contig206 contig206 Leucine-r                     GATGACCcontig206 Solyc12g Solyc12g Leucine-r                  GO:00055 GO:00055       contig206 Solyc12g009690.1.1 AT1G25320.1  leucine-r        chr1:887  275.804 295.759 85.0677 91.2706 159.399 127.785
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -3.288 Detected -3.151 Detected -3.220 0.001 GT Sens contig206 contig206 Peroxidas                 GAAACCTcontig206 Solyc05g Solyc05g Peroxidas              GO:00055 GO:00055    contig206 Solyc05g Peroxidas               GO:00046 SL2.40ch AT3G21770.1  peroxida       chr3:767  892.324 729.202 175.749 156.073 88.0565 96.5475
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.952 Detected -1.799 Detected -1.876 0.002 GT Sens contig207 contig207 Dof zinc f                  TTACTAT contig207 Solyc00g Solyc00g Dof zinc f               GO:0045449 contig207 Solyc04g Dof zinc f                GO:00454 SL2.40ch AT3G2127ADOF2  ADOF2; D       chr3:747  824.364 733.288 120.61 127.279 214.233 237.579
GT Sense Sense -0.361 Detected 0.361 Detected 0.000 -0.923 Detected -1.184 Detected -1.054 0.111 GT Sens contig208 contig208 Desiccatio                  TACAAAA contig208 Solyc01g Solyc01g Desiccation-related protein PC             contig208 Solyc01g Desiccation-related              SL2.40ch AT1G47980.1  unknown   chr1:176  520.64 807.983 646.645 486.959 364.764 303.475
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.097 Detected -1.561 Detected -1.329 0.030 GT Sens contig210 contig210 Endochiti                   TTCTTTGcontig210 Solyc10g Solyc10g Endochiti                GO:00059 GO:00059    contig210 Solyc10g Endochiti                 GO:00088 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  49.7706 43.8195 11.2168 13.4721 23.2783 16.8311
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -1.648 Detected -1.571 Detected -1.610 0.001 GT Sens contig210 contig210 Os06g022                      CACAGACcontig210 Solyc00g Solyc00g Os06g0220000 protein (Fragm                 contig210 Solyc00g206460.1.1 AT4G0895EXO  EXO (EXO   chr4:574  58438.6 51379.7 14577.8 25893.2 18640.3 19605.8
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -2.180 Detected -2.272 Detected -2.226 0.001 GT Sens contig210 contig210 S-like ribo                AGCAGATcontig210 Solyc04g Solyc04g S-like ribo             GO:00338 GO:00338    contig210 Solyc05g Ribonucle               GO:00045 SL2.40ch AT2G0299RNS1, AT   RNS1 (RIB      chr2:873  30399.7 30332.8 13665 9974.54 7143.75 6684.19
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -1.774 Comprom -1.228 Comprom -1.501 0.064 GT Sens contig211 contig211 Folate/bio                       ATTCCTT contig211 Solyc06g Solyc06g Folate/biopterin transporter fa                  contig211 Solyc06g Folate/bio                    GO:00152 SL2.40ch AT1G24460.1  unknown   chr1:866  28.7461 18.0536 10.4529 20.3664 7.10185 10.3405
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.821 Detected -2.415 Detected -2.118 0.021 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  537.293 446.458 116.65 124.806 147.867 97.6519
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.274 Detected -1.194 Detected -1.234 0.002 GT Sens contig213 contig213 Unknown      TACTCAAcontig213 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig213 Solyc12g Unknown Protein (A  SL2.40ch AT1G10390.2  nucleopo     chr1:340  2416.17 2184.77 626.483 1185.72 1013.49 1067.77
GT Sense Sense 0.421 Detected -0.421 Detected 0.000 -1.707 Detected -1.106 Detected -1.406 0.113 GT Sens contig214 contig214 Cytochro                    CAAATGT contig214 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig214 Solyc09g Cytochro  GO:00198 SL2.40ch AT3G262 CYP71B2   CYP71B2               chr3:959  25860.4 13576.5 4848.81 8144.29 6120.41 9255.4
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.955 Detected -1.170 Detected -1.563 0.059 GT Sens contig215 contig215 Unknown                  CCATCCTcontig215 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig215 Solyc08g Homology to unknow                  SL2.40ch AT2G25800.1  INVOLVE                                                                             chr2:110  49.555 43.3056 10.2006 14.7473 12.7437 21.8848
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -1.282 Detected -0.962 Detected -1.122 0.020 GT Sens contig215 contig215 Tubulin a                 ATGAATT contig215 Solyc08g Solyc08g Tubulin a              GO:00432 GO:00432       contig215 Solyc08g Tubulin a               GO:00469 SL2.40ch AT4G1496TUA6  TUA6; str      chr4:854  41191.3 38864.6 14840.6 16322.6 17543.6 21839.5
GT Sense Sense 0.497 Detected -0.497 Detected 0.000 -2.890 Comprom -1.197 Comprom -2.044 0.173 GT Sens contig215 contig215 D-galactu          TTCCTAGcontig215 Solyc09g Solyc09g D-galacturonic acid-1-P kinase    contig215 Solyc07g Galactoki              GO:00163 SL2.40ch AT1G1466ATNHX8,   ATNHX8;          chr1:503  29.7246 14.0514 2.13884 5.649 2.9401 9.47618
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.830 Detected -1.484 Detected -1.657 0.020 GT Sens contig215 contig215 UDP-gluc                  TATTCTGcontig215 Solyc02g Solyc02g UDP-gluc               GO:00039 GO:00039    contig215 Solyc02g UDP-gluc                GO:00039 SL2.40ch AT5G15490.1  UDP-gluc     chr5:502  16327.6 12224.3 2649.56 3892.67 4238.76 5371.11
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.738 Detected -1.541 Detected -1.639 0.006 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  18515.1 15513.9 5143.63 10802.5 5417.22 6193.38
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.795 Detected -1.570 Detected -1.683 0.007 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  17521.3 14566.9 5071.36 10158.4 4907.94 5719.11
GT Sense Sense 0.328 Detected -0.328 Detected 0.000 -3.014 Detected -2.613 Detected -2.814 0.018 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  2740.4 1635.48 306.457 286.785 279.379 368.004
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -2.023 Detected -1.414 Detected -1.718 0.037 GT Sens contig222 contig222 Leucine-r                      GGCAATAcontig222 Solyc01g Solyc01g Leucine-r                   GO:00055 GO:00055       contig222 Solyc01g LRR recep    GO:00163 SL2.40ch AT4G08850.2  kinase  chr4:563  66.891 50.8589 8.8088 21.4701 15.3023 23.2739
GT Sense Sense 0.424 Detected -0.424 Detected 0.000 -2.629 Detected -1.980 Detected -2.304 0.050 GT Sens contig222 contig222 FAD-bind                    GTCTACAcontig222 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig222 Solyc02g070160.1.1 AT5G44400.1  FAD-bind     chr5:178  6977.1 3644.99 761.874 1533.95 869.431 1359.19
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.285 Detected -1.379 Detected -1.332 0.001 GT Sens contig224 contig224 Vesicle-fu                      TGTCAAGcontig224 Solyc01g Solyc01g Vesicle-fu                   GO:00055 GO:00055  contig224 Solyc01g Vesicle-fu                    GO:00055 SL2.40ch AT4G049 NSF  NSF (N-et             chr4:248  207.406 190.343 89.1556 105.465 86.9788 81.2037
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -1.574 Detected -1.192 Detected -1.383 0.021 GT Sens contig224 contig224 Beta-gluc                   TACATTGcontig224 Solyc02g Solyc02g Beta-gluc                GO:00059 GO:00059     contig224 Solyc02g Beta-gluc                 GO:00477 SL2.40ch AT1G6182BGLU46  BGLU46             chr1:228  2443.44 2509.18 794.354 890.982 886.602 1152.31
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.161 Detected -1.040 Detected -1.100 0.005 GT Sens contig226 contig226 Lipid A ex                   TATCAAT contig226 Solyc06g Solyc06g Lipid A ex                GO:00103 GO:00103         contig226 Solyc06g Lipid A ex                 GO:00103 SL2.40ch AT2G4700MDR4, PG     ABCB4 (A                 chr2:193  6867.95 6068.57 2417.21 2904.27 3079.45 3339.14
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -1.366 Detected -1.294 Detected -1.330 0.031 GT Sens contig226 contig226 U-box dom                  GGTTTCGcontig226 Solyc01g Solyc01g U-box dom               GO:00054 GO:00054   contig226 Solyc01g U-box dom                GO:00048 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  3433.71 2322.33 829.598 971.856 1168.26 1224.31
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.301 Detected -1.230 Detected -1.266 0.007 GT Sens contig228 contig228 Lysine ke                        TGCTCAAcontig228 Solyc05g Solyc05g Lysine ketoglutarate reductase                   contig228 Solyc05g Lysine ketoglutarate                    SL2.40ch AT1G13000.2  unknown   chr1:443  20495.1 16686 6835.32 12455 8005.38 8379.29
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -2.440 Detected -2.325 Detected -2.383 0.003 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  80.3316 63.7648 12.5296 30.1634 14.0622 15.185
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.066 Detected -1.044 Detected -1.055 0.006 GT Sens contig231 contig231 Low affini                      TGCAATT contig231 Solyc12g Solyc12g Low affini                   GO:00800 GO:00800        contig231 Solyc12g Solute ca                      GO:00160 SL2.40ch AT3G5414ATPTR1,   PTR1 (PE          chr3:200  4581.9 4834.72 2164.25 2225.32 2397.09 2427.4
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -2.058 Detected -0.842 Detected -1.450 0.141 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  59.1864 50.8274 20.0106 56.0949 14.0458 32.5374
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.160 Detected -0.949 Detected -1.055 0.020 GT Sens contig234 contig234 N-acetyltr                ACCCCTTcontig234 Solyc08g Solyc08g N-acetyltr             GO:00081 GO:00081  contig234 Solyc08g N-acetyltr              GO:00081 SL2.40ch AT5G01240.1  amino ac     chr5:982  14116.8 15468.4 7149.78 7097.07 7051.01 8137.59
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.233 Detected -1.054 Detected -1.143 0.016 GT Sens contig235 contig235 Transmem                     CAATTGCcontig235 Solyc04g Solyc04g Transmem                  GO:00048 GO:00048       contig235 Solyc04g Transmem                   GO:00055 SL2.40ch AT5G37310.1  LOCATE                                                                          chr5:147  2006.33 1610 532.482 660.29 815.5 920.387
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 -1.293 Detected -1.392 Detected -1.342 0.015 GT Sens contig238 contig238 Eukaryoti                             TGTGTGGcontig238 Solyc01g Solyc01g Eukaryoti                          GO:00058 GO:00058      contig238 Solyc01g102570.2.1 AT3G5615EIF3C, AT      EIF3C (EU          chr3:208  141.389 107.01 48.0542 42.6694 53.5467 49.83
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.579 Detected -0.909 Detected -1.244 0.067 GT Sens contig239 contig239 Cycloarte                     TTCTTTA contig239 Solyc04g Solyc04g Cycloartenol synthase (AHRD V               contig239 Solyc04g Lanostero               GO:00002 SL2.40ch AT1G64180.1  intracellu       chr1:238  597.635 524.972 157.406 129.525 199.957 317.229
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.653 Detected -1.243 Detected -1.448 0.021 GT Sens contig239 contig239 Legumin                TTTTTTC contig239 Solyc01g Solyc01g Legumin             GO:00082 GO:00082       contig239 Solyc01g Legumin              GO:00082 SL2.40ch AT3G1765YSL5, PD   YSL5 (YE        chr3:603  5080.88 5135.2 2466.7 2724.03 1732.24 2294.05
GT Sense Sense 0.283 Detected -0.283 Detected 0.000 -1.437 Detected -1.522 Detected -1.479 0.036 GT Sens contig239 contig239 Transpor          TTTACAT contig239 Solyc10g Solyc10g Transporter CorA family (AHRD   contig239 Solyc08g Zinc transport prote      SL2.40ch AT5G62630.1 226.229 143.718 42.1727 62.4062 71.026 66.747
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.259 Detected -1.168 Detected -1.213 0.003 GT Sens contig239 contig239 Receptor-                  ATCCTGAcontig239 Solyc09g Solyc09g Receptor-               GO:00055 GO:00055      contig239 Solyc09g Receptor-                GO:00055 SL2.40ch AT3G23750.1  leucine-r           chr3:855  1484.22 1308.09 443.9 554.609 620.886 659.464
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -2.431 Detected -2.747 Detected -2.589 0.005 GT Sens contig241 contig241 Peroxidas                 AAGAATCcontig241 Solyc05g Solyc05g Peroxidas              GO:00055 GO:00055    contig241 Solyc05g046020.2.1 AT3G21770.1  peroxida       chr3:767  628.291 524.827 135.44 116.083 113.557 90.924
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.344 Detected -1.283 Detected -1.314 0.006 GT Sens contig242 contig242 Leaf sene                      ATGGAACcontig242 Solyc02g Solyc02g Leaf senescence protein-like (A                 contig242 Solyc02g Leaf senescence pr                  SL2.40ch AT5G15900.1  unknown   chr5:518  4562.99 3738.01 1518.94 1632.61 1734.6 1803.88
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.060 Detected -1.154 Detected -1.107 0.002 GT Sens contig245 contig245 Cytochro                    AGGTGTTcontig245 Solyc01g Solyc01g Cytochro                 GO:00200 GO:00200  contig245 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  4263.85 4142.56 1764.09 1837.57 2148.98 2007.43
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.668 Detected -1.421 Detected -1.544 0.012 GT Sens contig245 contig245 3-oxoacy                   ATGATGAcontig245 Solyc02g Solyc02g 3-oxoacy                GO:00055 GO:00055     contig245 Solyc02g 3-oxoacy                 GO:00055 SL2.40ch AT5G4629KAS I  KAS I (3-K                  chr5:187  978.529 785.152 450.719 445.924 294.226 348.081
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -1.801 Detected -1.520 Detected -1.660 0.008 GT Sens contig248 contig248 ATP-bind                    TTCACAGcontig248 Solyc03g Solyc03g ATP-bind                 GO:00168 GO:00168         contig248 Solyc03g ATP-bind                  GO:00426 SL2.40ch AT3G4778ATATH6,   ATATH6;           chr3:176  6602.78 6756.11 1999.02 2971.18 2044.07 2476.89
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -2.537 Detected -1.520 Detected -2.028 0.058 GT Sens contig248 contig248 Gibberelli                   TCAATGT contig248 Solyc11g Solyc11g Gibberelli                GO:00055 GO:00055  contig248 Solyc11g Gibberelli                 GO:00055 SL2.40ch AT3G0288GASA5  GASA5 (G      chr3:638  23505.5 21503.7 7465.92 6472.12 4130.64 8335.87
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.553 Detected -0.845 Detected -1.199 0.087 GT Sens contig250 contig250 Caffeoyl-C                  TAGCAGAcontig250 Solyc10g Solyc10g Caffeoyl-C               GO:00424 GO:00424      contig250 Solyc10g Caffeoyl-C                GO:00162 SL2.40ch AT4G34050.1  caffeoyl-C     chr4:163  30543.8 23834.8 18507.4 18798 9802.53 15968.3
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -1.815 Detected -0.945 Detected -1.380 0.105 GT Sens contig251 contig251 Cyclin A-l                  CAAAGTAcontig251 Solyc12g Solyc12g Cyclin A-l               GO:00056 GO:00056 contig251 Solyc12g Cyclin A-l                GO:00056 SL2.40ch AT1G472 CYCA3;2  cyclin fam    chr1:173  97.9239 125.09 45.3193 23.6839 33.5505 61.1268
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.530 Detected -2.141 Detected -1.836 0.030 GT Sens contig251 contig251 Cyclopro                 ATTTCAC contig251 Solyc09g Solyc09g Cyclopro              GO:00055 GO:00055    contig251 Solyc09g Cyclopro               GO:00055 SL2.40ch AT3G23510.1  cyclopro           chr3:842  3540.28 2874.23 815.483 581.964 1177.68 768.736
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.505 Detected -0.953 Detected -1.229 0.049 GT Sens contig251 contig251 Unknown      CGACCCTcontig251 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig251 Solyc03g Unknown Protein (A  SL2.40ch AT5G47490.1  unknown   chr5:192  122.664 106.324 41.6746 117.022 42.8976 62.7055
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.045 Detected -1.157 Detected -1.101 0.015 GT Sens contig252 contig252 Cytochro                    TGCCATCcontig252 Solyc07g Solyc07g Cytochro                 GO:00200 GO:00200  contig252 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G146 CYP72A7  CYP72A7               chr3:491  38.3858 42.9824 17.5495 8.59567 20.9929 19.3717
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.189 Detected -0.933 Detected -1.061 0.041 GT Sens contig253 contig253 MADS-bo                    CGGAGG contig253 Solyc12g Solyc12g MADS-bo                 GO:00056 GO:00056 contig253 Solyc04g MADS-bo                  GO:00056 SL2.40ch AT3G5723AGL16  AGL16 (A      chr3:211  359.392 263.44 129.99 130.3 143.967 171.356
GT Sense Sense 0.568 Detected -0.568 Detected 0.000 -2.150 Detected -1.781 Detected -1.966 0.081 GT Sens contig254 contig254 Phloem le        AATCACT contig254 Solyc02g Solyc02g Phloem lectin (AHRD V1 --*- Q8 contig254 Solyc02g Phloem le     GO:00302 SL2.40ch AT1G11270.3 1101.89 471.479 266.127 401.721 173.124 222.913
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.397 Detected -1.227 Detected -1.312 0.016 GT Sens contig255 contig255 Cysteine                 AAGTAGCcontig255 Solyc01g Solyc01g Cysteine              GO:00081 GO:00081  contig255 Solyc01g Cysteine               GO:00081 SL2.40ch AT3G2246OASA2  OASA2 (O              chr3:796  6499.62 5020.7 2119.95 2551.38 2313.83 2595.22
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 -1.593 Detected -1.524 Detected -1.559 0.012 GT Sens contig255 contig255 Coatomer                   ACAAGAAcontig255 Solyc01g Solyc01g Coatomer                GO:00301 GO:00301  contig255 Solyc01g058380.1.1 AT4G34450.1  coatome               chr4:164  555.438 412.22 86.1783 112.703 169.101 176.852
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.467 Detected -0.912 Detected -1.189 0.050 GT Sens contig255 contig255 Decarbox                   AGAAAAGcontig255 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig255 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  359.971 342.545 99.3537 168.001 135.485 198.452
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -2.147 Detected -1.325 Detected -1.736 0.060 GT Sens contig260 contig260 Cytochro                    GTTCTTAcontig260 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig260 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G6345CYP94B1  CYP94B1               chr5:254  112.487 83.1342 22.7184 10.0442 23.2754 41.0266
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.269 Detected -1.006 Detected -1.138 0.013 GT Sens contig260 contig260 Mitochon                     ATTATGT contig260 Solyc05g Solyc05g Mitochon                  GO:00468 GO:00468   contig260 Solyc12g Mitochon                   GO:00065 SL2.40ch AT4G16730.1 237.814 222.448 62.0548 63.9374 101.765 121.762
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.878 Detected -1.948 Detected -1.913 0.000 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  270.453 249.139 135.139 89.4494 75.324 71.5046
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -2.430 Detected -3.643 Detected -3.037 0.038 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  150.144 144.231 10.4031 15.9976 29.1122 12.5235
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.243 Detected -1.125 Detected -1.184 0.012 GT Sens contig261 contig261 Peptide tr                    AGTTTTGcontig261 Solyc11g Solyc11g Peptide tr                 GO:00160 GO:00160 contig261 Solyc10g Fasciclin-like arabin                SL2.40ch AT5G4903OVA2  OVA2 (ov              chr5:198  5147.71 4114.14 2217.27 2327.8 2073.08 2243.35
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -1.120 Detected -0.941 Detected -1.031 0.011 GT Sens contig264 contig264 UDP-gluc                    GAAGGATcontig264 Solyc03g Solyc03g UDP-gluc                 GO:00090 GO:00090      contig264 Solyc03g UDP-gluc                  GO:00039 SL2.40ch AT5G39320.1  UDP-gluc     chr5:157  366.827 375.261 82.1316 125.996 181.988 205.43
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 -1.450 Detected -1.082 Detected -1.266 0.021 GT Sens contig265 contig265 Histidine a                    GTTGCTTcontig265 Solyc05g Solyc05g Histidine a                 GO:00151 GO:00151           contig265 Solyc02g Histidine a                  GO:00151 SL2.40ch AT1G2440LHT2, AAT   LHT2 (LY                    chr1:865  12319.3 11086.3 2797.42 4293.68 4561.98 5867.94
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.219 Detected -1.757 Detected -1.488 0.039 GT Sens contig266 contig266 Unknown                   ATGGAAAcontig266 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3              contig266 Solyc09g Unknown Protein (A               SL2.40ch AT4G14819.1  unknown   chr4:850  124.099 96.301 84.0142 56.0207 50.094 34.3854
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.021 Detected -1.218 Detected -1.120 0.008 GT Sens contig267 contig267 Unknown      TGGAGATcontig267 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig267 Solyc08g Genomic DNA chrom                  SL2.40ch AT5G42050.1  FUNCTIO                                                                        chr5:168  4782.69 4621.85 2189.14 2050.56 2470.33 2148.94
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.661 Detected -0.869 Detected -1.265 0.088 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  222.722 232.666 54.126 278.788 76.7774 132.485
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -2.056 Detected -1.359 Detected -1.707 0.042 GT Sens contig268 contig268 Xylogluca                  GCAGATGcontig268 Solyc12g Solyc12g Xylogluca               GO:00059 GO:00059   contig268 Solyc12g Xylogluca                GO:00059 SL2.40ch AT3G23730.1  xylogluca             chr3:855  37714.8 31004.1 8568 18755.9 8769.83 14174.9
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.007 Detected -1.197 Detected -1.102 0.009 GT Sens contig268 contig268 Hydroxyc           TTCAGCTcontig268 Solyc03g Solyc03g Hydroxycinnamoyl-CoA shikim       contig268 Solyc03g Hydroxycinnamoyl-C        SL2.40ch AT5G65460.1  kinesin m    chr5:261  4381.46 3898.89 1846.45 1575.53 2193.57 1916.75
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -1.632 Detected -1.231 Detected -1.431 0.019 GT Sens contig268 contig268 Adaptin N            AAAGTGCcontig268 Solyc00g Solyc00g Adaptin N terminal region fami       contig268 Solyc11g AP-2 com                    GO:00301 SL2.40ch AT1G5952CW7  CW7  chr1:218  86.5871 82.6995 10.8613 19.6008 29.1182 38.3328
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.572 Detected -0.974 Detected -1.273 0.052 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  190117 169077 111391 116681 64295.1 97016.7
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.075 Detected -1.433 Detected -1.254 0.039 GT Sens contig269 contig269 Unknown      ATTGGAGcontig269 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig269 Solyc10g Kinase fa                 GO:00081 SL2.40ch AT3G58150.1  FUNCTIO                                                                 chr3:215  265.462 193.887 80.9336 81.4112 114.798 89.3085
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -2.865 Detected -2.292 Detected -2.578 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  1177.44 798.914 202.218 439.998 141.997 210.517
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -1.724 Detected -1.975 Detected -1.850 0.021 GT Sens contig272 contig272 Peptide tr                     CTTTCACcontig272 Solyc06g Solyc06g Peptide tr                  GO:00800 GO:00800        contig272 Solyc06g075450.1.1 AT1G60060.1  unknown   chr1:221  211.44 278.489 102.015 33.4067 78.3385 65.6154
GT Sense Sense 0.955 Detected -0.955 Detected 0.000 -3.106 Detected -1.688 Detected -2.397 0.181 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  677.896 169.675 21.5303 50.4342 42.012 111.904
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -1.359 Detected -0.882 Detected -1.120 0.061 GT Sens contig273 contig273 Histone H                TCCGTGAcontig273 Solyc11g Solyc11g Histone H             GO:00056 GO:00056   contig273 Solyc11g Histone H              GO:00435 SL2.40ch AT5G59690.1  histone H   chr5:240  3409.56 4041.47 2243.48 1951.78 1542.84 2142.1
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -2.947 Detected -1.705 Detected -2.326 0.067 GT Sens contig274 contig274 Vicilin-like                 AAACAAA contig274 Solyc09g Solyc09g Vicilin-like              GO:00457 GO:00457   contig274 Solyc09g Vicilin-like                 GO:00457 SL2.40ch AT5G60730.1  anion-tra      chr5:244  1274.97 996.622 416.519 590.826 155.913 367.651
GT Sense Sense 0.417 Detected -0.417 Detected 0.000 -2.381 Detected -1.501 Detected -1.941 0.085 GT Sens contig277 contig277 FAD-bind                    CGCGGT contig277 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig277 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT4G20860.1  FAD-bind     chr4:111  33088.8 17473.6 6117.62 12840.4 4921.26 9031.61
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 -1.497 Detected -1.141 Detected -1.319 0.020 GT Sens contig278 contig278 Serpin 3 (                  TTCTCCAcontig278 Solyc04g Solyc04g Serpin 3 (               GO:00048 GO:00048    contig278 Solyc04g Serpin 3 (                GO:00048 SL2.40ch AT5G4526RRS1, AT    RRS1 (RE            chr5:183  36.1943 37.5754 4.68695 25.0572 13.9302 17.7806
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.519 Detected -1.043 Detected -1.281 0.033 GT Sens contig278 contig278 UDP-gluc                  CATGCACcontig278 Solyc01g Solyc01g UDP-gluc               GO:00102 GO:00102     contig278 Solyc05g UDP-gluc                GO:00102 SL2.40ch AT1G01390.1  UDP-gluc      chr1:148  86334.4 79647.6 25472.8 31956 30851.3 42787.2
GT Sense Sense 0.331 Detected -0.331 Detected 0.000 -4.242 Detected -4.173 Detected -4.208 0.006 GT Sens contig278 contig278 MYB tran                  TTGGAATcontig278 Solyc12g Solyc12g MYB tran               GO:0045449 contig278 Solyc02g MYB tran                GO:00037 SL2.40ch AT2G3594BLH1  BLH1 (BE              chr2:150  370.323 220.086 23.9583 21.7246 16.0881 16.8248
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -1.183 Detected -1.083 Detected -1.133 0.002 GT Sens contig279 contig279 ATP bind                    GATGCCCcontig279 Solyc05g Solyc05g ATP bind                 GO:00055 GO:00055      contig279 Solyc05g053930.2.1 AT1G0757APK1A, A   APK1A; k      chr1:233  5473.82 5264.01 2101.08 2291.64 2521.11 2694.23
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.186 Detected -1.130 Detected -1.158 0.001 GT Sens contig281 contig281 Cytochro                       ATTCTTA contig281 Solyc03g Solyc03g Cytochro                    GO:00160 GO:00160 contig281 Solyc00g Cytochro                     GO:00160 SL2.40ch ATMG007 COX3  Encodes       chrM:218  41257.9 38874.9 17318.5 17940.2 18774.9 19455.8
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.137 Detected -1.499 Detected -1.318 0.033 GT Sens contig281 contig281 Unknown      GACGTGGcontig281 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig281 Solyc00g047700.2.1 AT4G16830.3  nuclear R     chr4:947  7607.06 5701.17 1850.26 1511.65 3192.98 2476.7
GT Sense Sense 0.409 Detected -0.409 Detected 0.000 -1.337 Detected -2.450 Detected -1.893 0.111 GT Sens contig284 contig284 Cytochro                    ATTAAGAcontig284 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198     contig284 Solyc07g055440.1.1 AT3G1463CYP72A9  CYP72A9               chr3:491  507.131 270.721 47.8563 88.6057 156.434 72.0971
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -1.228 Detected -1.417 Detected -1.323 0.015 GT Sens contig284 contig284 Endogluc                                   CCAGGTGcontig284 Solyc08g Solyc08g Endogluc                                   GO:00059 GO:00059   contig284 Solyc08g Endogluc                                    GO:00059 SL2.40ch AT4G2356AtGH9B15  AtGH9B1             chr4:122  14843.4 11591.6 5100.36 7605.07 5972.08 5221.86
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -1.010 Detected -1.265 Detected -1.138 0.016 GT Sens contig284 contig284 Unknown                  GGGAAAGcontig284 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3             contig284 Solyc01g Unknown Protein (A              SL2.40ch AT5G17640.1  unknown   chr5:581  6237.58 6502.83 2760.39 2349.07 3371.6 2817.79
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.955 Detected -1.665 Detected -1.810 0.007 GT Sens contig289 contig289 Ribonucle                  TACATCGcontig289 Solyc05g Solyc05g Ribonucle               GO:00454 GO:00454   contig289 Solyc09g Ribonucleoside hyd                SL2.40ch AT5G3726RVE2, CIR   RVE2 (RE         chr5:147  44066.4 39227.4 9869.99 16195.5 11432.5 13941
GT Sense Sense 0.475 Detected -0.475 Detected 0.000 -0.904 Detected -2.044 Detected -1.474 0.185 GT Sens contig290 contig290 Unknown      TGTTTGGcontig290 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig290 Solyc12g Unknown Protein (A  SL2.40ch AT3G2367PAKRP1L    KINESIN-        chr3:851  61.458 29.9545 3.13575 7.63528 24.4487 11.0639
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.074 Comprom -0.934 Comprom -1.004 0.054 GT Sens contig291 contig291 Genomic             CAGAGGTcontig291 Solyc11g Solyc11g Genomic DNA chromosome 5 T       contig291 Solyc05g Genomic DNA chrom         SL2.40ch AT3G5566ATROPGE    ROPGEF       chr3:206  20.5024 13.9521 8.42902 2.42999 8.56805 9.41141
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.687 Detected -0.906 Detected -1.296 0.083 GT Sens contig291 contig291 Histone H                TGATAACcontig291 Solyc06g Solyc06g Histone H             GO:00056 GO:00056   contig291 Solyc06g Histone H              GO:00435 SL2.40ch AT2G2874HIS4  HIS4; DN    chr2:123  286.878 302.545 190.608 97.7413 97.5887 167.169
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.755 Detected -1.756 Detected -1.755 0.006 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  71.3369 55.9514 7.41085 29.8491 19.9657 19.8895
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.220 Detected -0.961 Detected -1.090 0.047 GT Sens contig293 contig293 U-box dom                  GGTTAGCcontig293 Solyc01g Solyc01g U-box dom               GO:00001 GO:00001     contig293 Solyc01g U-box dom                GO:00048 SL2.40ch AT3G465 PUB13, AT   PUB13 (P       chr3:171  2183.48 1538.61 596.523 652.772 839.207 1001.03
GT Sense Sense -0.209 Detected 0.209 Detected 0.000 -1.017 Detected -0.987 Comprom -1.002 0.041 GT Sens contig293 contig293 Glutamate                        ATCCATCcontig293 Solyc06g Solyc06g Glutamate                     GO:00052 GO:00052      contig293 Solyc06g Glutamate                      GO:00052 SL2.40ch AT3G18773.1 17.6863 22.2202 9.54096 15.3026 10.4492 10.634
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.523 Detected -0.873 Detected -1.198 0.075 GT Sens contig294 contig294 Adenosin                 GGATGCAcontig294 Solyc10g Solyc10g Adenosin              GO:00061 GO:00061   contig294 Solyc10g Adenosin               GO:00061 SL2.40ch AT5G0330ADK2  ADK2 (AD            chr5:796  33498.1 26632.6 12098.1 11457.1 11080 17338.4
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.520 Detected -1.026 Detected -1.273 0.038 GT Sens contig295 contig295 Chitinase                TAAGTGTcontig295 Solyc10g Solyc10g Chitinase             GO:00080 GO:00080  contig295 Solyc10g017970.1.1 AT5G4637KCO2, AT    KCO2 (CA                 chr5:188  126895 109641 63055.2 66923.3 43861.2 61566.9
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.282 Detected -1.066 Detected -1.174 0.008 GT Sens contig296 contig296 Tubulin a                 ATTCTTC contig296 Solyc04g Solyc04g Tubulin a              GO:00469 GO:00469      contig296 Solyc04g Tubulin a               GO:00469 SL2.40ch AT4G1496TUA6  TUA6; str      chr4:854  17399.2 16404.3 5016.68 6196.59 7407.23 8576.59
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.786 Detected -1.446 Detected -1.616 0.013 GT Sens contig296 contig296 Delta-6 de                 TCCTACAcontig296 Solyc10g Solyc10g Delta-6 de              GO:00047 GO:00047       contig296 Solyc10g Delta-6 de               GO:00047 SL2.40ch AT3G61580.1  delta-8 sp     chr3:227  5130.21 4407.4 1625.62 1618.49 1470 1855.91
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.249 Detected -1.358 Detected -1.304 0.002 GT Sens contig299 contig299 Serine/thr          TGTCGCAcontig299 Solyc12g Solyc12g Serine/threonine protein kinas     contig299 Solyc12g Kinase fa                 GO:00064 SL2.40ch AT4G31170.3  protein k     chr4:151  401.145 375.295 122.209 125.284 174.029 160.976
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.149 Detected -1.138 Detected -1.143 0.001 GT Sens contig299 contig299 Unknown                TGGGAAAcontig299 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3           contig299 Solyc02g Multidrug                     GO:00155 SL2.40ch AT5G43160.1  unknown   chr5:173  72.5111 70.9775 41.5406 33.9856 34.5014 34.6547
GT Sense Sense 0.435 Detected -0.435 Detected 0.000 -1.403 Detected -1.407 Detected -1.405 0.084 GT Sens contig299 contig299 Calmodul                 CTCCTAAcontig299 Solyc11g Solyc11g Calmodul              GO:00055 GO:00055   contig299 Solyc11g071750.1.1 AT5G4238CML39, C   CML37 (C        chr5:169  409.802 210.885 121.476 156.177 118.508 117.89
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.592 Detected -1.196 Detected -1.394 0.024 GT Sens contig300 contig300 GDSL est                 GCTTCTGcontig300 Solyc09g Solyc09g GDSL est              GO:00066 GO:00066   contig300 Solyc09g008690.1.1 AT5G22810.1  GDSL-mo     chr5:762  5568.62 4597.14 1528.26 1570.71 1789.37 2348.62
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 -1.685 Detected -1.408 Detected -1.546 0.015 GT Sens contig300 contig300 COBRA-li          GAAGAATcontig300 Solyc03g Solyc03g COBRA-like protein 4 (AHRD V1  contig300 Solyc02g COBRA-like protein             SL2.40ch AT3G022 COBL1  COBL1 (C      chr3:409  511.593 402.944 97.6807 117.076 150.589 181.904
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.538 Detected -0.968 Detected -1.253 0.050 GT Sens contig301 contig301 Equilibrat                     TTAAGAAcontig301 Solyc02g Solyc02g Equilibrat                  GO:00053 GO:00053    contig301 Solyc02g079330.2.1 AT4G051 ATENT6,   equilibra       chr4:262  2546.52 2209.34 779.983 963.181 871.283 1289.41
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 -2.132 Detected -1.519 Detected -1.826 0.041 GT Sens contig301 contig301 Pectinace                CCAGCATcontig301 Solyc08g Solyc08g Pectinace             GO:00040 GO:00040  contig301 Solyc08g Pectinace                GO:00040 SL2.40ch AT4G19420.1  pectinace     chr4:105  116.88 80.1157 29.2045 19.1283 23.5386 35.896
GT Sense Sense 0.544 Detected -0.544 Detected 0.000 -1.263 Comprom -2.373 Comprom -1.818 0.144 GT Sens contig301 contig301 Alcohol d                   AAACATT contig301 Solyc12g Solyc12g Alcohol d                GO:00081 GO:00081  contig301 Solyc12g Alcohol d                 GO:00081 SL2.40ch AT5G16990.1  NADP-de     chr5:558  27.9546 12.3724 7.57959 1.89843 8.26089 3.81643
GT Sense Sense 0.350 Detected -0.350 Detected 0.000 -1.035 Detected -1.083 Detected -1.059 0.094 GT Sens contig302 contig302 Cellulose                        AGCAATCcontig302 Solyc12g Solyc12g Cellulose synthase-like C1-1 g                   contig302 Solyc04g Cellulose                     GO:00167 SL2.40ch AT4G0796ATCSLC1    ATCSLC1            chr4:480  58.037 33.6237 21.5925 23.925 22.9969 22.1717
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.703 Detected -1.137 Detected -1.420 0.042 GT Sens contig302 contig302 Transmem                     GCACTTGcontig302 Solyc05g Solyc05g Transmem                  GO:00048 GO:00048       contig302 Solyc05g Transmem                   GO:00055 SL2.40ch AT5G37310.1  LOCATE                                                                          chr5:147  968.018 792.034 221.022 259.439 286.787 423.409
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -1.865 Detected -1.876 Detected -1.871 0.000 GT Sens contig303 contig303 Os06g022                      CTCACTGcontig303 Solyc04g Solyc04g Os06g0220000 protein (Fragm                 contig303 Solyc04g Os06g0220000 prote                  SL2.40ch AT4G0895EXO  EXO (EXO   chr4:574  1269.74 1138.64 255.389 467.59 351.934 348.295
GT Sense Sense 0.441 Detected -0.441 Detected 0.000 -0.933 Detected -2.186 Detected -1.560 0.179 GT Sens contig306 contig306 Cytochro                    ATATTAG contig306 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198     contig306 Solyc07g Cytochro                  GO:00198 SL2.40ch AT3G52690.1  FUNCTIO                                                                      chr3:195  585.794 299.218 86.0055 140.161 233.793 97.8284
GT Sense Sense 1.405 Detected -1.405 Detected 0.000 -0.894 Detected -1.123 Detected -1.009 0.549 GT Sens contig307 contig307 Unknown      ACGACAGcontig307 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig307 Solyc03g116210.1.1 AT5G2294F8H  F8H (FRA     chr5:767  192.443 25.8275 39.9795 66.4438 40.4555 34.4106
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -2.616 Detected -1.818 Detected -2.217 0.033 GT Sens contig307 contig307 Polygalac                  TGACAGTcontig307 Solyc02g Solyc02g Polygalac               GO:00059 GO:00059   contig307 Solyc02g Polygalac                         GO:00059 SL2.40ch AT2G43870.1  polygalac       chr2:181  137792 110434 22926.4 41468 21458.7 37187.2
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.236 Detected -1.089 Detected -1.163 0.005 GT Sens contig308 contig308 Unknown      TCTCATCcontig308 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig308 Solyc12g Unknown Protein (A  SL2.40ch AT1G79380.1 386.721 344.036 107.813 152.058 165.12 182.303
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -1.779 Detected -1.179 Detected -1.479 0.047 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  260.4 199.849 65.7343 93.668 70.8858 107.094
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.413 Detected -0.893 Detected -1.153 0.054 GT Sens contig309 contig309 Bifunction                    GAAACTT contig309 Solyc11g Solyc11g Bifunction                 GO:00442 GO:00442   contig309 Solyc11g Bifunction                  GO:00442 SL2.40ch AT1G0820AXS2  AXS2 (UD       chr1:257  2701.83 2208.67 768.282 984.908 978.091 1398.92
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -2.104 Detected -1.508 Detected -1.806 0.031 GT Sens contig311 contig311 RNA-bind                      ACTGGAAcontig311 Solyc00g Solyc00g RNA-bind                   GO:00037 GO:00037  contig311 Solyc11g Poly(RC)                   GO:00037 SL2.40ch AT5G0443BTR1, BT   BTR1L (B                chr5:125  557.87 436.535 140.302 189.023 122.421 184.483
GT Sense Sense -0.483 Detected 0.483 Detected 0.000 -2.494 Detected -0.893 Detected -1.693 0.212 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  190.937 350.975 147.185 105.67 49.014 148.201
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.796 Detected -1.275 Detected -1.535 0.028 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  4462.41 4244.22 2286.85 2607.32 1336.37 1912.59
GT Sense Sense 0.643 Detected -0.643 Detected 0.000 -1.790 Detected -1.733 Detected -1.761 0.112 GT Sens contig329 contig329 cDNA clon            ACATCACcontig329 Solyc02g Solyc02g cDNA clone J023049H21 full in      contig329 Solyc02g BZIP trans      GO:00055 SL2.40ch AT4G12700.1  unknown   chr4:748  357.505 137.991 49.2163 114.329 68.4962 71.0527
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -1.305 Detected -2.200 Detected -1.753 0.068 GT Sens contig333 contig333 Transcrip                     GGAAGAGcontig333 Solyc02g Solyc02g Transcription factor CYCLOID                contig333 Solyc02g Transcription factor                SL2.40ch AT1G54740.1  FUNCTIO                                                                  chr1:204  2844.8 3412.53 1189.13 487.892 1345.04 720.721
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -2.150 Detected -1.992 Detected -2.071 0.002 GT Sens contig340 contig340 Ulp1 prote              TTCAGAT contig340 Solyc11g Solyc11g Ulp1 protease family C-termina         contig340 Solyc01g Endo-1 4-                              GO:00088 SL2.40ch AT2G42870.1 688.477 691.631 224.043 253.005 165.836 184.429
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.098 Detected -1.719 Detected -1.909 0.011 GT Sens contig355 contig355 BURP dom                 ACGACTGcontig355 Solyc05g Solyc05g BURP dom              GO:00046 GO:00046  contig355 Solyc05g BURP dom               GO:00046 SL2.40ch AT1G2376JP630  JP630; p   chr1:840  21300.4 18410.7 6449.63 5671.64 4931.01 6395.96
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -2.649 Detected -2.158 Detected -2.403 0.011 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  461.172 391.813 50.5995 63.971 72.2891 101.269
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 -2.251 Detected -1.725 Detected -1.988 0.030 GT Sens contig368 contig368 Xylogluca                           AACGCTAcontig368 Solyc07g Solyc07g Xylogluca                        GO:00480 GO:00480      contig368 Solyc07g Xylogluca                         GO:00167 SL2.40ch AT3G23730.1  xylogluca             chr3:855  21346.4 14462.7 4014.6 8090.1 3936.14 5651.84
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 -2.629 Detected -3.181 Detected -2.905 0.015 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  143.642 184.349 3.6787 3.10237 28.0508 19.0726
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.235 Detected -0.928 Detected -1.081 0.020 GT Sens contig380 contig380 Dihydrolip                      TAGGGATcontig380 Solyc07g Solyc07g Dihydrolip                   GO:00081 GO:00081    contig380 Solyc07g Dihydrolip                    GO:00041 SL2.40ch AT4G26910.1  2-oxoacid     chr4:135  4385.12 4023.56 1277.58 1695.7 1903.19 2347.74
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -1.940 Detected -1.766 Detected -1.853 0.012 GT Sens contig384 contig384 Catalytic/                       TATTCAC contig384 Solyc05g Solyc05g Catalytic/                    GO:00038 GO:00038     contig384 Solyc07g Serine/thr                  GO:00047 SL2.40ch AT1G47260.1 3103.81 2255 571.329 831.229 735.464 827.229
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -2.347 Comprom -1.596 Detected -1.972 0.035 GT Sens contig389 contig389 Receptor                  TTTCGTAcontig389 Solyc06g Solyc06g Receptor               GO:00046 GO:00046         contig389 Solyc06g Receptor   GO:00428 SL2.40ch AT5G0718ERL2  ERL2 (ER     chr5:222  38.7062 39.1601 9.29297 12.2621 8.15756 13.69
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.296 Detected -0.879 Detected -1.087 0.040 GT Sens contig390 contig390 Uridine ki                ATGTTGTcontig390 Solyc07g Solyc07g Uridine ki             GO:00167 GO:00167        contig390 Solyc07g Uridine ki              GO:00048 SL2.40ch AT4G26510.2  ATP bind             chr4:133  1405.79 1179.27 364.994 482.711 559.222 744.358
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -1.509 Detected -1.417 Detected -1.463 0.030 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  51.446 34.0906 15.7939 26.9125 15.689 16.6705
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.453 Detected -1.006 Detected -1.230 0.036 GT Sens contig395 contig395 Unknown             ATGAGGAcontig395 Solyc01g Solyc01g Unknown          GO:00094 GO:00094    contig395 Solyc01g Unknown           GO:00094 SL2.40ch AT5G153 ATMYB16    ATMYB1            chr5:497  472.865 396.09 236.377 311.551 168.59 229.05
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 -2.802 Detected -2.732 Detected -2.767 0.008 GT Sens contig402 contig402 Long-cha                      ATAGCAGcontig402 Solyc09g Solyc09g Long-cha                   GO:00081 GO:00081      contig402 Solyc09g Long-cha                    GO:00044 SL2.40ch AT3G0597LACS6, A   LACS6 (lo        chr3:178  179.22 119.716 78.8443 82.5654 22.3902 23.4466
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -1.250 Detected -2.284 Detected -1.767 0.079 GT Sens contig405 contig405 Glycine-ri                           TATGCAT contig405 Solyc07g Solyc07g Glycine-ri                        GO:00036 GO:00036   contig405 Solyc07g065510.2.1 AT5G55670.1  RNA reco      chr5:225  76.7768 84.3416 34.0589 33.0947 36.0828 17.5657
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 -1.685 Comprom -0.835 Detected -1.260 0.099 GT Sens contig407 contig407 Cold accl           ATTACTA contig407 Solyc05g Solyc05g Cold acclimation protein WCOR      contig407 Solyc05g Cold acclimation pro       SL2.40ch AT1G77780.1 34.5652 35.0981 15.944 12.0653 11.5551 20.7584
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.290 Detected -1.170 Detected -1.230 0.003 GT Sens contig417 contig417 Lipid A ex                   TCTTATC contig417 Solyc06g Solyc06g Lipid A ex                GO:00171 GO:00171        contig417 Solyc06g Lipid A ex                 GO:00103 SL2.40ch AT2G4700MDR4, PG     ABCB4 (A                 chr2:193  2920.12 2594.67 971.124 1115.19 1200.69 1300.49
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.721 Detected -1.531 Detected -1.626 0.007 GT Sens contig421 contig421 Dehydrat                       TTCTTTC contig421 Solyc01g Solyc01g Dehydration-responsive prote                   contig421 Solyc01g Dehydration-respon                    SL2.40ch AT2G03480.2  dehydrat    chr2:105  463.973 377.7 106.997 178.324 135.423 154.019
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 -0.960 Detected -1.057 Detected -1.009 0.099 GT Sens contig427 contig427 Pre-mRNA                   AATGATCcontig427 Solyc03g Solyc03g Pre-mRNA                GO:00037 GO:00037     contig427 Solyc03g Pre-mRNA                 GO:00055 SL2.40ch AT1G80930.1  MIF4G do        chr1:304  84.5749 49.6387 23.7844 32.0558 35.5152 33.1048
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -1.371 Detected -1.094 Detected -1.232 0.051 GT Sens contig428 contig428 AAF01523        GGTTTGAAGTGAATAACCAAATTCTTAATGCATTGTTTACTCTCATGTG contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 214.172 141.902 44.8176 74.347 71.8908 86.8364
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.071 Detected -1.108 Detected -1.090 0.000 GT Sens contig429 contig429 AT5G050          CTCTTGACGAGGAAGGAGTTTGCAGGACAGCATTTGAGCTTATCTTTGCcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 241.226 223.209 80.3652 97.7176 117.773 114.449
GT Sense Sense 0.431 Detected -0.431 Detected 0.000 -1.201 Detected -1.076 Detected -1.139 0.120 GT Sens contig429 contig429 Probable           GAGAGGTTGAGTTACTTTGGTATAGCCACAAGTTTGATCATTTACCTAA contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 219.906 113.832 58.739 47.2952 73.3641 79.7691
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.456 Detected -1.337 Detected -1.397 0.007 GT Sens contig429 contig429 Cross hyb  TTGGTACTTTGAACATGCTGGGATTGGCTAAAAGAGTCGGTGCGAGGT contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 8511.96 6931.31 1669.12 2028.39 2985.92 3231.9
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.520 Detected -1.117 Detected -1.319 0.027 GT Sens contig430 contig430 Nicotia ta            TTGATTCCCAAAATCCGGCTACCATGTCACAACCAGCTGCTAAAGATCA contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 47.8737 51.0142 14.3696 15.7881 18.3707 24.2263
GT Sense Sense -0.378 Detected 0.378 Detected 0.000 -2.995 Detected -0.902 Detected -1.948 0.222 GT Sens contig434 contig434 Nicotia ta               ACTAGTACTCGTACTTGCCTTCACTCTAACTTTTGCATGGCCTTTATAC contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1285.39 2041.96 2039.47 2549.14 216.692 922.005
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.147 Detected -0.872 Detected -1.010 0.037 GT Sens contig438 contig438 Unknown      AAGTTGCcontig438 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig438 Solyc00g Unknown Protein (A  SL2.40ch ATCG010 NDHD  Represen                            chrC:115  957.821 738.729 502.122 444.12 405.148 488.508
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.690 Detected -2.027 Detected -1.859 0.010 GT Sens contig443 contig443 Calcium-d                    ATTATGT contig443 Solyc04g Solyc04g Calcium-d                 GO:00064 GO:00064  contig443 Solyc04g Calcium-d                  GO:00064 SL2.40ch AT3G0453PPCK2, P   PPCK2; k      chr3:122  1675.49 1412.75 496.148 595.585 508.38 401.246
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 -1.712 Detected -0.805 Detected -1.258 0.120 GT Sens contig445 contig445 Endochiti                                    TTTCTTA contig445 Solyc10g Solyc10g Endochiti                                    GO:00088 GO:00088      contig445 Solyc10g Endochiti                                       GO:00088 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  1216.97 1421.05 659.763 518.857 428.186 800.146
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -1.278 Detected -1.677 Detected -1.478 0.053 GT Sens contig463 contig463 Vacuolar                  GATAAAGcontig463 Solyc08g Solyc08g Vacuolar               GO:00041 GO:00041   contig463 Solyc08g Vacuolar                GO:00041 SL2.40ch AT5G41320.1  unknown   chr5:165  54.119 33.9826 9.81116 20.9006 18.8571 14.2585
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -1.332 Detected -1.076 Detected -1.204 0.013 GT Sens contig468 contig468 ATP-citra                    AGAGCCCcontig468 Solyc04g Solyc04g ATP-citra                 GO:00055 GO:00055     contig468 Solyc05g ATP-citra                GO:00038 SL2.40ch AT1G608 ACLA-2  ACLA-2;     chr1:223  22212.5 19446.1 6657.5 9096.2 8804.21 10484.4
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 -1.119 Detected -0.957 Detected -1.038 0.040 GT Sens contig477 contig477 Os03g016                       TCAAACCcontig477 Solyc03g Solyc03g Os03g0169000 protein (Fragm                  contig477 Solyc03g Os03g0169000 prote                   SL2.40ch AT5G15740.1  unknown   chr5:513  1281.81 914.805 351.69 459.891 531.744 592.951
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.311 Detected -0.932 Detected -1.122 0.028 GT Sens contig480 contig480 Unknown                  AATAATG contig480 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig480 Solyc12g H-ATPase               GO:00160 SL2.40ch AT2G13720.1 4630.47 4281.35 2157.78 1778.13 1913.54 2481.1
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -2.305 Detected -2.830 Detected -2.568 0.012 GT Sens contig484 contig484 UDP-gluc               AATAGGCcontig484 Solyc12g Solyc12g UDP-gluc            GO:00081 GO:00081  contig484 Solyc12g UDP-gluc             GO:00081 SL2.40ch AT1G2237AtUGT85A   AtUGT85           chr1:789  363.027 289.581 41.9791 55.8984 69.9775 48.4641
GT Sense Sense 0.197 Detected -0.197 Detected 0.000 -1.261 Detected -0.822 Detected -1.041 0.072 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  259.838 186.072 66.1371 92.2737 97.8318 132.25
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.214 Detected -0.941 Detected -1.077 0.016 GT Sens contig503 contig503 Unknown      GTAGATCcontig503 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig503 Solyc08g Unknown Protein (A  SL2.40ch AT3G5595CCR3, AT   CCR3 (AR        chr3:207  249.086 243.187 88.0804 97.4901 113.159 136.28
GT Sense Sense 0.405 Detected -0.405 Detected 0.000 -1.182 Detected -1.715 Detected -1.449 0.096 GT Sens contig518 contig518 Xylogluca                  GTGGAAAcontig518 Solyc12g Solyc12g Xylogluca               GO:00059 GO:00059   contig518 Solyc12g Xylogluca                GO:00059 SL2.40ch AT3G23730.1  xylogluca             chr3:855  553.659 297.283 145.315 131.49 190.672 131.345
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.159 Detected -1.235 Detected -1.197 0.002 GT Sens contig538 contig538 Inorganic                 CATGAACcontig538 Solyc06g Solyc06g Inorganic              GO:00053 GO:00053       contig538 Solyc09g Inorganic               GO:00053 SL2.40ch AT2G32830.1 1932.75 1923.12 702.264 1054.24 920.802 870.814



GT Sense Sense 0.211 Detected -0.211 Detected 0.000 -0.839 Detected -1.304 Detected -1.072 0.076 GT Sens contig552 contig552 Pseudo-re                  GCAGCTCcontig552 Solyc03g Solyc03g Pseudo-re               GO:00065 GO:00065 contig552 Solyc03g Pseudo-re                GO:00065 SL2.40ch AT5G028 PRR7, AP   PRR7 (PS          chr5:638  206.789 145.241 58.0192 63.3428 103.278 74.6347
GT Sense Sense -0.334 Detected 0.334 Detected 0.000 -1.627 Detected -1.086 Detected -1.356 0.087 GT Sens contig570 contig570 Epoxide h                GTATTGGcontig570 Solyc01g Solyc01g Epoxide h             GO:00038 GO:00038    contig570 Solyc01g Epoxide h              GO:00043 SL2.40ch AT4G15960.1  catalytic/    chr4:904  9341.08 13962.4 6676.26 10229.9 3943.9 5720.11
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.280 Detected -1.092 Detected -1.186 0.010 GT Sens contig591 contig591 AP-2 com                      CAAACTT contig591 Solyc11g Solyc11g AP-2 com                   GO:00301 GO:00301  contig591 Solyc11g AP-2 com                    GO:00301 SL2.40ch AT5G2277alpha-ADR  alpha-AD           chr5:757  1054.43 897.516 248.597 334.808 427.223 485.104
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 -2.672 Detected -1.136 Detected -1.904 0.143 GT Sens contig592 contig592 UDP-gluc               ACAAGAAcontig592 Solyc04g Solyc04g UDP-gluc            GO:00081 GO:00081   contig592 Solyc04g UDP-gluc             GO:00150 SL2.40ch AT3G5316UGT73C7  UGT73C7          chr3:197  235.585 155.9 31.0156 49.9844 32.0593 92.7328
GT Sense Sense 0.599 Detected -0.599 Detected 0.000 -3.894 Detected -4.041 Detected -3.967 0.022 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  1634.61 670.145 293.818 829.989 75.0738 67.6202
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -3.092 Detected -1.383 Detected -2.238 0.121 GT Sens contig606 contig606 Receptor                    TTGTCACcontig606 Solyc09g Solyc09g Receptor                 GO:00055 GO:00055    contig606 Solyc09g Receptor                  GO:00055 SL2.40ch AT2G39360.1  protein k     chr2:164  173.644 148.253 43.9537 32.3027 20.0631 65.4022
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -2.468 Detected -1.456 Detected -1.962 0.062 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  258.021 217.078 53.5008 75.3693 45.6111 91.7332
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -1.379 Detected -1.127 Detected -1.253 0.012 GT Sens contig623 contig623 Glycosylt                     TACACTGcontig623 Solyc09g Solyc09g Glycosylt                  GO:00167 GO:00167     contig623 Solyc06g Glycosylt                GO:00472 SL2.40ch AT3G2514GAUT8, Q   QUA1 (QU               chr3:915  8079.94 6965.03 2803.26 3571.92 3076.23 3651.32
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.429 Detected -1.291 Detected -1.360 0.004 GT Sens contig625 contig625 Auxin-ind                    GGCATTAcontig625 Solyc01g Solyc01g Auxin-ind                 GO:00055 GO:00055  contig625 Solyc01g Auxin-ind                  GO:00055 SL2.40ch AT4G34760.1  auxin-res     chr4:165  530.004 461.615 151.996 328.891 195.87 214.953
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.165 Detected -0.871 Detected -1.018 0.021 GT Sens contig640 contig640 UDP-gluc                 AGATGTCcontig640 Solyc02g Solyc02g UDP-gluc              GO:00060 GO:00060       contig640 Solyc02g UDP-gluc               GO:00480 SL2.40ch AT5G4448DUR  DUR (DEF             chr5:179  5123.41 5026.15 2205.22 2707.64 2413.23 2949.46
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.221 Detected -1.092 Detected -1.156 0.004 GT Sens contig644 contig644 Unknown      GTAGATCcontig644 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig644 Solyc00g Unknown Protein (A  SL2.40ch AT3G5595CCR3, AT   CCR3 (AR        chr3:207  259.188 234.162 77.9808 98.4186 112.678 122.914
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -1.085 Detected -0.949 Detected -1.017 0.031 GT Sens contig666 contig666 CBL-inter                    GTCTTGTcontig666 Solyc06g Solyc06g CBL-inter                 GO:00046 GO:00046     contig666 Solyc06g050290.1.1 AT5G5838CIPK10, P     SIP1 (SO              chr5:235  5064.67 3764.51 1302.82 2431.02 2195.35 2405.55
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -3.427 Comprom -1.877 Detected -2.652 0.080 GT Sens contig671 contig671 Cytochro                    GTTCAAGcontig671 Solyc10g Solyc10g Cytochro                 GO:00200 GO:00200    contig671 Solyc10g Cytochro  GO:00464 SL2.40ch AT2G4089CYP98A3  CYP98A3             chr2:170  87.2294 62.5529 14.2201 12.7902 7.32582 21.3841
GT Sense Sense 0.381 Detected -0.381 Detected 0.000 -3.149 Detected -2.572 Detected -2.861 0.027 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  348.06 193.192 36.3001 69.6139 31.1827 46.3492
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -1.837 Detected -1.468 Detected -1.653 0.012 GT Sens contig690 contig690 Fatty acid                  AAAGCACcontig690 Solyc10g Solyc10g Fatty acid               GO:00047 GO:00047       contig690 Solyc10g Fatty acid                GO:00047 SL2.40ch AT3G61580.1  delta-8 sp     chr3:227  10452 9861.19 3446.19 3668.14 3029.32 3900.74
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 -1.302 Detected -1.329 Detected -1.316 0.024 GT Sens contig698 contig698 ABC trans                    TGCTAGAcontig698 Solyc06g Solyc06g ABC trans                 GO:00171 GO:00171    contig698 Solyc03g ABC trans                   GO:00085 SL2.40ch AT1G1784WBC11, A      WBC11 (W                  chr1:614  185.033 130.892 55.8269 35.7373 67.293 65.8728
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.071 Detected -1.138 Detected -1.105 0.001 GT Sens contig714 contig714 GTPase a                AATGAAGcontig714 Solyc06g Solyc06g GTPase a             GO:00056 GO:00056 contig714 Solyc06g GTPase a              GO:00056 SL2.40ch AT3G49350.1  RAB GTP    chr3:182  720.374 682.031 202.102 268.772 355.863 338.549
GT Sense Sense 0.711 Detected -0.711 Detected 0.000 -0.864 Detected -1.502 Detected -1.183 0.268 GT Sens contig725 contig725 Salicylic a                    TCCTTGGcontig725 Solyc09g Solyc09g Salicylic a                 GO:00081 GO:00081    contig725 Solyc09g Salicylic a                  GO:00087 SL2.40ch AT4G36470.1  S-adenos      chr4:172  165.567 58.1529 69.3762 3.2412 57.4706 36.8342
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 -2.531 Detected -1.758 Detected -2.144 0.036 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  62562.5 47232.7 12406.3 18487.2 10028.4 17092.4
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 -3.635 Detected -2.992 Detected -3.313 0.011 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  174.683 136.165 23.8679 48.1812 13.2405 20.6153
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -3.146 Detected -2.447 Detected -2.797 0.016 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  321.173 282.9 43.5141 43.544 36.3009 58.7916
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 -2.777 Detected -1.970 Detected -2.374 0.031 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  30472.3 34550.8 7303.67 5629.95 5048.85 8803.31
GT Sense Sense 0.635 Detected -0.635 Detected 0.000 -4.162 Comprom -2.086 Comprom -3.124 0.124 GT Sens contig761 contig761 Cytochro                    GAATGCAcontig761 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198     contig761 Solyc02g Cytochro  GO:00083 SL2.40ch AT5G3845CYP735A   CYP735A               chr5:153  50.5369 19.7139 6.01537 7.63431 1.87981 7.90172
GT Sense Sense -0.310 Detected 0.310 Detected 0.000 -1.514 Detected -1.600 Detected -1.557 0.038 GT Sens contig769 contig769 Proteinas                    TACTCAAcontig769 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig769 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G15830.1  binding  chr4:899  7399.16 10696.1 4832.43 7458.89 3321.66 3119.72
GT Sense Sense 0.667 Detected -0.667 Detected 0.000 -0.914 Detected -2.509 Detected -1.712 0.241 GT Sens contig776 contig776 Unknown      TATGATT contig776 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig776 Solyc12g Unknown Protein (A  SL2.40ch AT5G14020.1  INVOLVE                                                              chr5:452  610.72 227.945 43.6162 26.0922 211.131 69.6704
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.403 Detected -1.092 Detected -1.247 0.023 GT Sens contig797 contig797 Ras-like G                     CAGCCACcontig797 Solyc02g Solyc02g Ras-like G                  GO:00039 GO:00039  contig797 Solyc02g Ras-like G                   GO:00039 SL2.40ch AT1G2009ARAC4, R     ROP2 (RH         chr1:696  6430.65 5162.32 1765.55 2742.21 2324.08 2874.46
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -3.017 Detected -2.335 Detected -2.676 0.017 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  323.356 273.004 32.8925 56.4069 39.1472 62.5922
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 -3.049 Detected -1.591 Detected -2.320 0.087 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  109.761 94.1702 24.2466 45.9353 13.0952 35.8714
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 -1.680 Detected -1.336 Detected -1.508 0.025 GT Sens contig837 contig837 Ras-relate                 ATTCCGGcontig837 Solyc07g Solyc07g Ras-relate              GO:00055 GO:00055  contig837 Solyc07g Ras-relate               GO:00150 SL2.40ch AT3G1506AtRABA1g  AtRABA1          chr3:506  463.068 343.542 102.831 120.669 132.735 167.997
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -3.528 Detected -3.976 Detected -3.752 0.004 GT Sens contig843 contig843 Glutathion                  GGCGTATcontig843 Solyc01g Solyc01g Glutathione-S-transferase (AHR              contig843 Solyc01g Glutathione-S-transf               SL2.40ch AT3G4924emb1796  emb1796       chr3:182  8061.34 8794.29 1176.48 809.895 778.404 569.078
GT Sense Sense 0.692 Detected -0.692 Detected 0.000 -0.857 Detected -2.063 Detected -1.460 0.252 GT Sens contig854 contig854 Unknown      GATCAAAcontig854 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig854 Solyc12g Unknown Protein (A  SL2.40ch AT3G2367PAKRP1L    KINESIN-        chr3:851  256.914 92.6733 20.8997 19.6888 90.824 39.2536
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -0.951 Detected -1.683 Detected -1.317 0.081 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  679.757 798.194 265.454 183.481 406.437 243.833
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.364 Detected -1.561 Detected -1.462 0.005 GT Sens contig86 contig86 Calcium-d                    TTTACGGcontig86 Solyc04g Solyc04g Calcium-d                 GO:00064 GO:00064    contig86 Solyc04g Calcium-d                  GO:00046 SL2.40ch AT1G0865PPCK1  PPCK1 (P         chr1:275  1872.02 1699.27 657.508 718.556 739.132 642.616
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.344 Detected -0.871 Detected -1.107 0.044 GT Sens contig870 contig870 Alpha-1 4                  AAACTTT contig870 Solyc05g Solyc05g Alpha-1 4               GO:00167 GO:00167     contig870 Solyc05g Alpha-1 4                GO:00167 SL2.40ch AT3G0223RGP1, AT   RGP1 (RE         chr3:415  9109.1 8039.21 2896.27 4176.27 3595.28 4974.79
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -1.344 Detected -0.945 Detected -1.144 0.030 GT Sens contig879 contig879 Pyrophos                   AAAGAAGcontig879 Solyc07g Solyc07g Pyrophos                GO:00160 GO:00160   contig879 Solyc07g Pyrophos                 GO:00096 SL2.40ch AT1G1569AVP1, AT    AVP1; AT     chr1:539  3636.7 3262.19 1156.73 1263.76 1447.15 1902.05
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -0.979 Detected -1.187 Detected -1.083 0.024 GT Sens contig879 contig879 Protein ki          CCATTGGcontig879 Solyc07g Solyc07g Protein kinase family protein (A    contig879 Solyc01g Receptor-                 GO:00064 SL2.40ch AT1G09440.1  protein k     chr1:304  938.671 732.983 226.175 229.817 448.703 387.335
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -1.724 Comprom -1.467 Comprom -1.596 0.026 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  17.3706 11.9176 2.12974 16.7163 4.6435 5.53241
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.938 Detected -1.038 Detected -1.488 0.081 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  3975.09 3854.04 1289.82 1240.72 1089.58 2026.16
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 -2.011 Detected -1.287 Detected -1.649 0.057 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  6374.94 4547.93 1272.42 2582.89 1424.8 2345.66
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.351 Detected -1.611 Detected -1.481 0.008 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  1120.02 1047.22 621.951 495.869 452.631 377.038
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -2.908 Comprom -2.910 Comprom -2.909 0.000 GT Sens contig964 contig964 NifS-like p                      TAGAGATcontig964 Solyc11g Solyc11g NifS-like p                   GO:00081 GO:00081  contig964 Solyc11g005830.1.1 AT3G48670.2  XH/XS do          chr3:180  38.4059 37.7695 5.5804 9.30441 5.41116 5.38815
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.121 Detected -1.021 Detected -1.071 0.020 GT Sens contig978 contig978 KH domai                       ATTAGAT contig978 Solyc10g Solyc10g KH domai                    GO:00037 GO:00037  contig978 Solyc10g KH domai                     GO:00037 SL2.40ch AT3G08620.1  KH doma    chr3:261  3022.76 2321.91 1199.32 1015.18 1299.02 1388.15
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 -1.478 Detected -1.429 Detected -1.453 0.015 GT Sens contig979 contig979 Potassium                 CTCTCTAcontig979 Solyc10g Solyc10g Potassium              GO:00160 GO:00160 contig979 Solyc06g Potassium                      GO:00096 SL2.40ch AT1G7030KUP6  KUP6; po      chr1:264  86.1045 63.3532 30.4747 24.1633 28.2787 29.1607
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.259 Detected -1.046 Detected -1.152 0.018 GT Sens contig979 contig979 Cytochro                        ACTATAA contig979 Solyc05g Solyc05g Cytochro                     GO:00160 GO:00160   contig979 Solyc05g Cytochro                      GO:00160 SL2.40ch ATMG001 COX2  cytochro       chrM:405  1811.3 1456.64 736.182 668.851 723.776 836.458
GT Sense Sense -0.739 Detected 0.739 Detected 0.000 -1.324 Detected -0.892 Detected -1.108 0.287 GT Sens contig995 contig995 Pectinest                ATTATAG contig995 Solyc07g Solyc07g Pectinest             GO:00305 GO:00305  contig995 Solyc07g Pectinest              GO:00056 SL2.40ch AT5G64640.1  pectinest     chr5:258  27.1557 71.1974 13.8221 19.0628 18.7267 25.2002
GT Sense Sense -0.061 Detected 0.061 Detected 0.000 -1.572 Detected -1.188 Detected -1.380 0.021 GT Sens NM 00124NM 00124Solanum        CAGAACAGCCCATTATTATTCCAGCAGCCCAACAAAACAATTTGTTCACCAATAATAACA 2120.41 2170.06 1291.25 1107.29 769.399 1001.32
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.279 Detected -1.566 Detected -1.423 0.015 GT Sens U13054 U13054 Cel1; Cro   GCCCAAACTTTACTAGCTAAGGAATACCTTAATGGAAAGAGCAATTTGGAAAAATTCAAG 16960.8 13795.4 5517.97 7993.57 6721.07 5491.68
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -2.614 Detected -1.849 Detected -2.232 0.033 GT Sens U23053 U23053 LEU23053           CAAGAGTTAGGAGTCCAAAATGTGACAGTTAAGACTGTGACTTTCAGTGGAACAACAAAT 140820 105036 21734.1 40192.3 21180.3 35900.5
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -2.135 Detected -1.407 Detected -1.771 0.043 GT Sens U23053 U23053 TAPG1; C   GCCAGAGGAAGAGTTTCTGGTTTACAAAAACCTACCAATTGCCTATTAAAAAGTTAGATA 166114 134545 44248.4 75243.7 36285.6 59928.1
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -2.804 Detected -1.893 Detected -2.349 0.038 GT Sens U70480 U70480 LEU70480            GCTGGAAACAACAAGAGTTGGGAGTCCAAAATGTGACAGTTAAGACTGTGACTTTTAGTG 150729 118004 23161.7 42916.5 20359.5 38170.2
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -2.283 Detected -1.292 Detected -1.788 0.069 GT Sens U70481 U70481 LEU70481            CTGGAGGAAGAGCTTCTGGTTTTGAAGAACTTAGTAAATGCTTATAAATTATACAACAAA 142211 128708 96985.6 113955 29637.8 58733.5
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -3.100 Detected -2.111 Detected -2.605 0.035 GT Sens U70481 U70481 TAPG4; C   AAGAGCAAGGAGTACAAAATGTGACAGTTAAGATGGTTAGCTTCACAAGTACTGAGAATG 132592 116321 57908.7 75525.2 15449.5 30574.9
GT Sense Sense -0.363 Detected 0.363 Detected 0.000 -1.944 Detected -1.094 Detected -1.519 0.113 GT Sens Y11268 Y11268 L.esculen        ATGAACGTACTGATTATAGTCATTCGGAGCCAGCTACTTACATTAATGCTGCTATTGTTG 1723.61 2680.96 818 515.736 595.677 1070.88



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
6888 GO:0009611|GO:00022response to wounding 0.00 14 1.4752371 66 0.1906027
9600 GO:0016491 oxidoreductase activity 0.00 81 8.5353 1724 4.9787736
3472 GO:0004866 endopeptidase inhibitor 0.00 13 1.369863 95 0.27435237

28101 GO:0061135 endopeptidase regulato  0.00 13 1.369863 95 0.27435237
8159 GO:0010951 negative regulation of e  0.00 13 1.369863 95 0.27435237

26712 GO:0052548 regulation of endopeptid  0.00 13 1.369863 95 0.27435237
7690 GO:0010466 negative regulation of p  0.00 13 1.369863 110 0.31767118

12946 GO:0030414 peptidase inhibitor activ 0.00 13 1.369863 110 0.31767118
25636 GO:0051346 negative regulation of h  0.00 13 1.369863 110 0.31767118
28100 GO:0061134 peptidase regulator acti 0.00 13 1.369863 112 0.32344702
26711 GO:0052547 regulation of peptidase 0.00 13 1.369863 112 0.32344702

3473 GO:0004867 serine-type endopeptida   0.00 9 0.9483667 66 0.1906027
3464 GO:0004857 enzyme inhibitor activity 0.00 14 1.4752371 157 0.4534034

22409 GO:0046906 tetrapyrrole binding 0.00 33 3.4773445 596 1.7212002
19255 GO:0042938 dipeptide transport 0.00 11 1.1591148 105 0.3032316
19253 GO:0042936 dipeptide transporter ac 0.00 11 1.1591148 105 0.3032316
26959 GO:0055114 oxidation-reduction proc 0.00 98 10.326659 2490 7.1909204

4641 GO:0006508 proteolysis 0.00 46 4.8472075 965 2.7868426
9396 GO:0016168 chlorophyll binding 0.00 7 0.73761857 46 0.13284431
2896 GO:0004090 carbonyl reductase (NA  0.00 4 0.4214963 13 0.037542958

19393 GO:0043086 negative regulation of c  0.00 14 1.4752371 188 0.54292893
20342 GO:0044092 negative regulation of m  0.00 14 1.4752371 188 0.54292893

9813 GO:0016759 cellulose synthase activ 0.00 7 0.73761857 57 0.16461143
9768 GO:0016706 oxidoreductase activity,                          0.00 13 1.369863 175 0.505386
8607 GO:0015197|GO:00156peptide transporter activ 0.00 11 1.1591148 139 0.40142086
8608 GO:0015198 oligopeptide transporter 0.00 11 1.1591148 139 0.40142086
4944 GO:0006857 oligopeptide transport 0.00 11 1.1591148 141 0.4071967
9099 GO:0015833 peptide transport 0.00 11 1.1591148 141 0.4071967
9784 GO:0016723 oxidoreductase activity,        0.00 4 0.4214963 20 0.0577584

225 GO:0000293 ferric-chelate reductase 0.00 4 0.4214963 20 0.0577584
9266 GO:0016020 membrane 0.00 131 13.804005 3741 10.803708

28364 GO:0065007 biological regulation 0.00 150 15.806111 4376 12.637537
15570 GO:0033170 protein-DNA loading AT  0.00 2 0.21074815 3 0.00866376

2635 GO:0003689 DNA clamp loader activ 0.00 2 0.21074815 3 0.00866376
8489 GO:0015066 alpha-amylase inhibitor 0.00 4 0.4214963 22 0.06353424
3307 GO:0004675 transmembrane recepto     0.00 20 2.1074815 367 1.0598665

25626 GO:0051336 regulation of hydrolase 0.00 13 1.369863 196 0.5660323
9808 GO:0016754 sinapoylglucose-malate  0.00 4 0.4214963 23 0.06642216
9807 GO:0016753 O-sinapoyltransferase a 0.00 4 0.4214963 23 0.06642216
9806 GO:0016752 sinapoyltransferase acti 0.00 4 0.4214963 23 0.06642216
5702 GO:0008146 sulfotransferase activity 0.00 6 0.63224447 54 0.15594767
6826 GO:0009538 photosystem I reaction c 0.00 3 0.31612223 12 0.03465504

25094 GO:0050789|GO:00507regulation of biological p 0.00 146 15.384615 4315 12.461374
5729 GO:0008191 metalloendopeptidase i  0.00 2 0.21074815 4 0.011551679

23942 GO:0048551 metalloenzyme inhibitor 0.00 2 0.21074815 4 0.011551679
7792 GO:0010576 metalloenzyme regulato  0.00 2 0.21074815 4 0.011551679
9718 GO:0016636 oxidoreductase activity,           0.00 2 0.21074815 4 0.011551679

11931 GO:0020037 heme binding 0.01 26 2.739726 550 1.5883559
6809 GO:0009521|GO:00300photosystem 0.01 4 0.4214963 28 0.080861755
6940 GO:0009672 auxin:hydrogen sympor  0.01 4 0.4214963 28 0.080861755

18502 GO:0042132 fructose 1,6-bisphospha   0.01 2 0.21074815 5 0.0144396
6810 GO:0009522 photosystem I 0.01 3 0.31612223 15 0.043318797
2868 GO:0004062 aryl sulfotransferase act 0.01 3 0.31612223 15 0.043318797
3872 GO:0005506 iron ion binding 0.01 26 2.739726 563 1.6258988

31431 GO:0080054 low affinity nitrate transm   0.01 5 0.52687037 45 0.1299564
22049 GO:0046527 glucosyltransferase acti 0.01 15 1.5806112 270 0.77973837

3065 GO:0004382 guanosine-diphosphata  0.01 2 0.21074815 6 0.01732752
21331 GO:0045735 nutrient reservoir activity 0.01 7 0.73761857 89 0.25702485
11776 GO:0019825 oxygen binding 0.01 19 2.0021074 389 1.1234008

9783 GO:0016722 oxidoreductase activity,   0.01 5 0.52687037 50 0.14439599
20630 GO:0044436 thylakoid part 0.01 7 0.73761857 90 0.2599128

5792 GO:0008271 secondary active sulfate   0.01 3 0.31612223 18 0.051982556
8736 GO:0015381 high affinity sulfate trans   0.01 3 0.31612223 18 0.051982556

25098 GO:0050794|GO:00512regulation of cellular pro 0.01 132 13.909378 3987 11.514136
9933 GO:0016903 oxidoreductase activity,         0.01 8 0.8429926 113 0.32633495
6863 GO:0009579 thylakoid 0.01 7 0.73761857 94 0.27146447
9832 GO:0016782 transferase activity, tran   0.02 6 0.63224447 74 0.21370606
6201 GO:0008794 arsenate reductase (glu  0.02 3 0.31612223 20 0.0577584

13086 GO:0030611 arsenate reductase acti 0.02 3 0.31612223 20 0.0577584
13088 GO:0030613 oxidoreductase activity,       0.02 3 0.31612223 20 0.0577584
13089 GO:0030614 oxidoreductase activity,          0.02 3 0.31612223 20 0.0577584
10057 GO:0017110 nucleoside-diphosphata  0.02 2 0.21074815 8 0.023103358
11202 GO:0019199 transmembrane recepto    0.02 22 2.3182297 504 1.4555116

8967 GO:0015698 inorganic anion transpo 0.02 10 1.0537407 176 0.5082739
9769 GO:0016707 gibberellin 3-beta-dioxyg  0.02 2 0.21074815 9 0.025991278

24627 GO:0050308 sugar-phosphatase acti 0.02 2 0.21074815 9 0.025991278
8526 GO:0015112 nitrate transmembrane  0.03 5 0.52687037 61 0.1761631
8975 GO:0015706|GO:00068nitrate transport 0.03 5 0.52687037 61 0.1761631
8517 GO:0015103 inorganic anion transme   0.03 9 0.9483667 154 0.44473964

16738 GO:0034357 photosynthetic membra 0.03 6 0.63224447 83 0.23969735
28365 GO:0065008 regulation of biological q 0.03 15 1.5806112 316 0.9125827

8651 GO:0015248 sterol transporter activit 0.03 2 0.21074815 10 0.0288792
9178 GO:0015918 sterol transport 0.03 2 0.21074815 10 0.0288792

10072 GO:0017127 cholesterol transporter a 0.03 2 0.21074815 10 0.0288792
12859 GO:0030301 cholesterol transport 0.03 2 0.21074815 10 0.0288792
26022 GO:0051740 ethylene binding 0.03 2 0.21074815 10 0.0288792
30687 GO:0072328 alkene binding 0.03 2 0.21074815 10 0.0288792
21145 GO:0045543 gibberellin 2-beta-dioxyg  0.03 3 0.31612223 25 0.072197996
21058 GO:0045454|GO:00305cell redox homeostasis 0.03 11 1.1591148 211 0.6093511

5704 GO:0008150|GO:00000biological_process 0.03 636 67.017914 22215 64.155136
8673 GO:0015291|GO:00152secondary active transm   0.03 18 1.8967334 407 1.1753833
8530 GO:0015116 sulfate transmembrane  0.03 3 0.31612223 26 0.075085916
9765 GO:0016702 oxidoreductase activity,               0.03 5 0.52687037 66 0.1906027

12574 GO:0022892 substrate-specific transp  0.03 52 5.479452 1463 4.2250266
4329 GO:0006096|GO:00196glycolysis 0.04 4 0.4214963 46 0.13284431
5981 GO:0008509 anion transmembrane t  0.04 12 1.2644889 245 0.70754033
9767 GO:0016705 oxidoreductase activity,           0.04 15 1.5806112 329 0.95012563



22415 GO:0046914 transition metal ion bind 0.04 86 9.062171 2599 7.5057034
5793 GO:0008272|GO:00068sulfate transport 0.04 3 0.31612223 28 0.080861755
4917 GO:0006820|GO:00068anion transport 0.04 12 1.2644889 247 0.7133162
3386 GO:0004773 steryl-sulfatase activity 0.04 2 0.21074815 12 0.03465504
3397 GO:0004784|GO:00047superoxide dismutase a 0.04 2 0.21074815 12 0.03465504
5965 GO:0008484 sulfuric ester hydrolase 0.04 2 0.21074815 12 0.03465504
9704 GO:0016621 cinnamoyl-CoA reducta  0.04 2 0.21074815 12 0.03465504
9782 GO:0016721 oxidoreductase activity,      0.04 2 0.21074815 12 0.03465504
3490 GO:0004888|GO:00049transmembrane recepto  0.04 23 2.4236038 571 1.6490022
7074 GO:0009815 1-aminocyclopropane-1   0.04 4 0.4214963 49 0.14150807
2986 GO:0004252 serine-type endopeptida  0.05 8 0.8429926 144 0.41586044
9764 GO:0016701 oxidoreductase activity,         0.05 5 0.52687037 72 0.20793022
7166 GO:0009914 hormone transport 0.05 4 0.4214963 50 0.14439599

27891 GO:0060918 auxin transport 0.05 4 0.4214963 50 0.14439599
31536 GO:0080161 auxin transmembrane tr  0.05 4 0.4214963 50 0.14439599

2870 GO:0004064 arylesterase activity 0.05 3 0.31612223 30 0.086637594
3013 GO:0004328|GO:00345formamidase activity 0.05 1 0.105374075 2 0.00577584
3152 GO:0004493 methylmalonyl-CoA epim  0.05 1 0.105374075 2 0.00577584
3604 GO:0005031|GO:00050tumor necrosis factor re  0.05 1 0.105374075 2 0.00577584
3606 GO:0005035 death receptor activity 0.05 1 0.105374075 2 0.00577584
5907 GO:0008413 8-oxo-7,8-dihydroguano    0.05 1 0.105374075 2 0.00577584
6790 GO:0009496 plastoquinol-plastocyan   0.05 1 0.105374075 2 0.00577584
6828 GO:0009540 zeaxanthin epoxidase [o  0.05 1 0.105374075 2 0.00577584
8612 GO:0015204|GO:00152urea transmembrane tra  0.05 1 0.105374075 2 0.00577584
9106 GO:0015840 urea transport 0.05 1 0.105374075 2 0.00577584

11186 GO:0019177 dihydroneopterin triphos   0.05 1 0.105374075 2 0.00577584
11223 GO:0019221 cytokine-mediated signa  0.05 1 0.105374075 2 0.00577584
11870 GO:0019955|GO:00199cytokine binding 0.05 1 0.105374075 2 0.00577584
14849 GO:0032441 pheophorbide a oxygen  0.05 1 0.105374075 2 0.00577584
15608 GO:0033209 tumor necrosis factor-m   0.05 1 0.105374075 2 0.00577584
16481 GO:0034097 response to cytokine sti 0.05 1 0.105374075 2 0.00577584
16991 GO:0034612 response to tumor necro  0.05 1 0.105374075 2 0.00577584
18651 GO:0042300 beta-amyrin synthase a 0.05 1 0.105374075 2 0.00577584
19204 GO:0042887 amide transmembrane t  0.05 1 0.105374075 2 0.00577584
19424 GO:0043120 tumor necrosis factor bi 0.05 1 0.105374075 2 0.00577584
21947 GO:0046422 violaxanthin de-epoxida  0.05 1 0.105374075 2 0.00577584
22490 GO:0046995 oxidoreductase activity,         0.05 1 0.105374075 2 0.00577584
24561 GO:0050242 pyruvate, phosphate dik  0.05 1 0.105374075 2 0.00577584
24767 GO:0050454 coenzyme F420 hydrog  0.05 1 0.105374075 2 0.00577584
24925 GO:0050619 phytochromobilin:ferred   0.05 1 0.105374075 2 0.00577584
24931 GO:0050625|GO:001852-hydroxy-1,4-benzoqu   0.05 1 0.105374075 2 0.00577584
26025 GO:0051743 red chlorophyll catabolit   0.05 1 0.105374075 2 0.00577584
29709 GO:0071345 cellular response to cyto  0.05 1 0.105374075 2 0.00577584
29720 GO:0071356 cellular response to tum   0.05 1 0.105374075 2 0.00577584
30280 GO:0071918 urea transmembrane tra 0.05 1 0.105374075 2 0.00577584

2748 GO:0003913 DNA photolyase activity 0.05 1 0.105374075 2 0.00577584
11224 GO:0019222 regulation of metabolic 0.05 100 10.537408 3115 8.995871

7413 GO:0010181 FMN binding 0.05 2 0.21074815 14 0.040430877
25510 GO:0051213 dioxygenase activity 0.06 5 0.52687037 75 0.21659398

9750 GO:0016679 oxidoreductase activity,        0.06 4 0.4214963 53 0.15305975
11695 GO:0019725 cellular homeostasis 0.06 11 1.1591148 234 0.67577326
25195 GO:0050896|GO:00518response to stimulus 0.06 63 6.638567 1881 5.432177

4530 GO:0006355|GO:00325regulation of transcriptio  0.06 84 8.851422 2591 7.4826
12650 GO:0030060 L-malate dehydrogenas  0.06 2 0.21074815 15 0.043318797
25544 GO:0051252 regulation of RNA meta  0.06 84 8.851422 2593 7.488376
18925 GO:0042592 homeostatic process 0.06 11 1.1591148 238 0.68732494

7692 GO:0010468 regulation of gene expre 0.07 85 8.956797 2635 7.6096687
12516 GO:0022804 active transmembrane t  0.07 29 3.0558484 787 2.2727928

7141 GO:0009889 regulation of biosynthet  0.07 84 8.851422 2605 7.523031
7772 GO:0010556 regulation of macromole   0.07 84 8.851422 2605 7.523031

13756 GO:0031326 regulation of cellular bio  0.07 84 8.851422 2605 7.523031
32213 GO:2000112 regulation of cellular ma   0.07 84 8.851422 2605 7.523031

3742 GO:0005242 inward rectifier potassiu   0.07 2 0.21074815 16 0.046206716
3829 GO:0005381|GO:00053iron ion transmembrane  0.07 2 0.21074815 16 0.046206716
7178 GO:0009927 histidine phosphotransfe   0.07 2 0.21074815 16 0.046206716

17134 GO:0034755 iron ion transmembrane 0.07 2 0.21074815 16 0.046206716
11206 GO:0019203 carbohydrate phosphata  0.07 3 0.31612223 35 0.10107719
22375 GO:0046872 metal ion binding 0.07 95 10.010537 2985 8.6204405

5766 GO:0008236 serine-type peptidase a 0.07 10 1.0537407 214 0.6180149
8028 GO:0010817 regulation of hormone le 0.07 4 0.4214963 58 0.16749935
8494 GO:0015075 ion transmembrane tran  0.07 30 3.1612225 827 2.3883097
9393 GO:0016165 lipoxygenase activity 0.08 3 0.31612223 36 0.10396511

19470 GO:0043167 ion binding 0.08 95 10.010537 2997 8.655096
19472 GO:0043169 cation binding 0.08 95 10.010537 2997 8.655096

4910 GO:0006811 ion transport 0.08 34 3.5827186 959 2.769515
27228 GO:0060255 regulation of macromole   0.08 85 8.956797 2660 7.6818666

5018 GO:0006950 response to stress 0.08 23 2.4236038 611 1.764519
3405 GO:0004794 L-threonine ammonia-ly  0.08 1 0.105374075 3 0.00866376

16603 GO:0034220 ion transmembrane tran 0.08 30 3.1612225 833 2.4056373
4327 GO:0006091 generation of precursor   0.08 5 0.52687037 84 0.24258527

10103 GO:0017171 serine hydrolase activity 0.08 10 1.0537407 220 0.63534236
2981 GO:0004190 aspartic-type endopepti  0.09 2 0.21074815 18 0.051982556
6450 GO:0009081 branched chain family a    0.09 2 0.21074815 18 0.051982556

10899 GO:0018858 benzoate-CoA ligase ac 0.09 2 0.21074815 18 0.051982556
22917 GO:0047429 nucleoside-triphosphate  0.09 2 0.21074815 18 0.051982556
28368 GO:0070001 aspartic-type peptidase 0.09 2 0.21074815 18 0.051982556

9267 GO:0016021 integral to membrane 0.09 38 4.004215 1103 3.1853757
9812 GO:0016758 transferase activity, tran   0.10 19 2.0021074 501 1.4468478
3475 GO:0004871|GO:00050signal transducer activit 0.10 28 2.9504743 787 2.2727928

27063 GO:0060089 molecular transducer ac 0.10 28 2.9504743 787 2.2727928
4921 GO:0006826|GO:00156iron ion transport 0.10 2 0.21074815 20 0.0577584
9706 GO:0016623 oxidoreductase activity,            0.10 2 0.21074815 20 0.0577584
9707 GO:0016624 oxidoreductase activity,            0.10 2 0.21074815 20 0.0577584

24482 GO:0050162 oxalate oxidase activity 0.10 2 0.21074815 20 0.0577584
2900 GO:0004096|GO:00169catalase activity 0.11 1 0.105374075 4 0.011551679
2953 GO:0004151 dihydroorotase activity 0.11 1 0.105374075 4 0.011551679
3033 GO:0004349 glutamate 5-kinase activ 0.11 1 0.105374075 4 0.011551679
3057 GO:0004373 glycogen (starch) syntha  0.11 1 0.105374075 4 0.011551679
3101 GO:0004435 phosphatidylinositol pho   0.11 1 0.105374075 4 0.011551679
4039 GO:0005751|GO:00057mitochondrial respirator    0.11 1 0.105374075 4 0.011551679
5942 GO:0008456 alpha-N-acetylgalactosa  0.11 1 0.105374075 4 0.011551679



6350 GO:0008965 phosphoenolpyruvate-p   0.11 1 0.105374075 4 0.011551679
7170 GO:0009918 sterol delta7 reductase 0.11 1 0.105374075 4 0.011551679
7406 GO:0010174 nucleoside transmembr       0.11 1 0.105374075 4 0.011551679
7534 GO:0010309 acireductone dioxygena   0.11 1 0.105374075 4 0.011551679
8459 GO:0015018 galactosylgalactosylxylo   0.11 1 0.105374075 4 0.011551679
8594 GO:0015184 L-cystine transmembran   0.11 1 0.105374075 4 0.011551679
8885 GO:0015603 iron chelate transmemb   0.11 1 0.105374075 4 0.011551679
8902 GO:0015623|GO:00154iron-chelate-transporting  0.11 1 0.105374075 4 0.011551679
8957 GO:0015688 iron chelate transport 0.11 1 0.105374075 4 0.011551679
9080 GO:0015811 L-cystine transport 0.11 1 0.105374075 4 0.011551679
9351 GO:0016119 carotene metabolic proc 0.11 1 0.105374075 4 0.011551679
9352 GO:0016120 carotene biosynthetic pr 0.11 1 0.105374075 4 0.011551679
9760 GO:0016695 oxidoreductase activity,     0.11 1 0.105374075 4 0.011551679
9790 GO:0016730 oxidoreductase activity,      0.11 1 0.105374075 4 0.011551679
9810 GO:0016756|GO:00421glutathione gamma-glut  0.11 1 0.105374075 4 0.011551679
9819 GO:0016767 geranylgeranyl-diphosp   0.11 1 0.105374075 4 0.011551679

10039 GO:0017084 delta1-pyrroline-5-carbo   0.11 1 0.105374075 4 0.011551679
11549 GO:0019566 arabinose metabolic pro 0.11 1 0.105374075 4 0.011551679
16639 GO:0034256 chlorophyll(ide) b reduc  0.11 1 0.105374075 4 0.011551679
18575 GO:0042214 terpene metabolic proce 0.11 1 0.105374075 4 0.011551679
20901 GO:0045277|GO:00452respiratory chain comple  0.11 1 0.105374075 4 0.011551679
21791 GO:0046246 terpene biosynthetic pro 0.11 1 0.105374075 4 0.011551679
21902 GO:0046373 L-arabinose metabolic p 0.11 1 0.105374075 4 0.011551679
22408 GO:0046905 phytoene synthase activ 0.11 1 0.105374075 4 0.011551679
23084 GO:0047598 7-dehydrocholesterol re  0.11 1 0.105374075 4 0.011551679
24646 GO:0050327 testosterone 17-beta-de   0.11 1 0.105374075 4 0.011551679
31507 GO:0080132 fatty acid alpha-hydroxy  0.11 1 0.105374075 4 0.011551679

75 GO:0000099 sulfur amino acid transm   0.11 1 0.105374075 4 0.011551679
77 GO:0000101 sulfur amino acid transp 0.11 1 0.105374075 4 0.011551679

11221 GO:0019219 regulation of nucleobas        0.11 84 8.851422 2675 7.7251854
25468 GO:0051171 regulation of nitrogen co   0.11 84 8.851422 2675 7.7251854

8461 GO:0015020|GO:00039glucuronosyltransferase 0.11 3 0.31612223 42 0.121292636
9698 GO:0016615 malate dehydrogenase 0.11 2 0.21074815 21 0.060646318
3476 GO:0004872|GO:00190receptor activity 0.12 24 2.5289779 672 1.9406822
9699 GO:0016616 oxidoreductase activity,            0.12 11 1.1591148 266 0.7681867
9753 GO:0016682 oxidoreductase activity,           0.12 3 0.31612223 44 0.12706847
9722 GO:0016641 oxidoreductase activity,          0.12 4 0.4214963 69 0.19926646
8679 GO:0015297 antiporter activity 0.13 7 0.73761857 152 0.4389638
8682 GO:0015300 solute:solute antiporter 0.13 7 0.73761857 152 0.4389638

12573 GO:0022891 substrate-specific transm   0.13 41 4.3203373 1241 3.5839086
4678 GO:0006549 isoleucine metabolic pro 0.13 1 0.105374075 5 0.0144396
6465 GO:0009097 isoleucine biosynthetic p 0.13 1 0.105374075 5 0.0144396

21949 GO:0046424 ferulate 5-hydroxylase a 0.13 1 0.105374075 5 0.0144396
31465 GO:0080090 regulation of primary me  0.13 84 8.851422 2710 7.826263

7527 GO:0010302 2-oxoglutarate-depende   0.13 2 0.21074815 23 0.06642216
3744 GO:0005244 voltage-gated ion chann  0.14 4 0.4214963 72 0.20793022

12528 GO:0022832 voltage-gated channel a 0.14 4 0.4214963 72 0.20793022
15280 GO:0032879 regulation of localization 0.14 4 0.4214963 72 0.20793022
17141 GO:0034762 regulation of transmemb  0.14 4 0.4214963 72 0.20793022
17144 GO:0034765 regulation of ion transm  0.14 4 0.4214963 72 0.20793022
19568 GO:0043269 regulation of ion transpo 0.14 4 0.4214963 72 0.20793022
25348 GO:0051049 regulation of transport 0.14 4 0.4214963 72 0.20793022

8493 GO:0015074 DNA integration 0.14 3 0.31612223 47 0.13573223
4247 GO:0006007 glucose catabolic proce 0.14 4 0.4214963 73 0.21081814
9703 GO:0016620 oxidoreductase activity,              0.14 4 0.4214963 73 0.21081814

11313 GO:0019320 hexose catabolic proces 0.14 4 0.4214963 73 0.21081814
20525 GO:0044275 cellular carbohydrate ca  0.14 4 0.4214963 73 0.21081814
21726 GO:0046164 alcohol catabolic proces 0.14 4 0.4214963 73 0.21081814
21894 GO:0046365 monosaccharide catabo  0.14 4 0.4214963 73 0.21081814

2976 GO:0004176|GO:00042ATP-dependent peptida  0.14 3 0.31612223 48 0.13862015
12794 GO:0030234 enzyme regulator activit 0.14 15 1.5806112 403 1.1638317
13656 GO:0031224 intrinsic to membrane 0.15 39 4.109589 1193 3.4452884
13753 GO:0031323 regulation of cellular me  0.15 85 8.956797 2770 7.999538

973 GO:0001653 peptide receptor activity 0.15 2 0.21074815 25 0.072197996
12608 GO:0030001 metal ion transport 0.15 14 1.4752371 374 1.080082

8810 GO:0015491 cation:cation antiporter 0.15 4 0.4214963 75 0.21659398
3183 GO:0004525 ribonuclease III activity 0.15 1 0.105374075 6 0.01732752
3413 GO:0004802 transketolase activity 0.15 1 0.105374075 6 0.01732752
3845 GO:0005452 inorganic anion exchang  0.15 1 0.105374075 6 0.01732752
5810 GO:0008290 F-actin capping protein 0.15 1 0.105374075 6 0.01732752
7250 GO:0010012 steroid 22-alpha hydrox  0.15 1 0.105374075 6 0.01732752
9825 GO:0016774 phosphotransferase act     0.15 1 0.105374075 6 0.01732752
9831 GO:0016781 phosphotransferase act   0.15 1 0.105374075 6 0.01732752

12826 GO:0030267 glyoxylate reductase (N  0.15 1 0.105374075 6 0.01732752
13832 GO:0031409 pigment binding 0.15 1 0.105374075 6 0.01732752
13982 GO:0031559 oxidosqualene cyclase 0.15 1 0.105374075 6 0.01732752
14264 GO:0031849 olfactory receptor bindin 0.15 1 0.105374075 6 0.01732752
19203 GO:0042886 amide transport 0.15 1 0.105374075 6 0.01732752
23230 GO:0047746 chlorophyllase activity 0.15 1 0.105374075 6 0.01732752
30707 GO:0072348 sulfur compound transp 0.15 1 0.105374075 6 0.01732752

2713 GO:0003863 3-methyl-2-oxobutanoat    0.15 1 0.105374075 6 0.01732752
2846 GO:0004038 allantoinase activity 0.15 1 0.105374075 6 0.01732752
9709 GO:0016627 oxidoreductase activity,       0.16 5 0.52687037 104 0.30034366
9744 GO:0016671 oxidoreductase activity,          0.16 2 0.21074815 26 0.075085916

126 GO:0000160 two-component signal tr   0.16 2 0.21074815 26 0.075085916
8919 GO:0015645 fatty acid ligase activity 0.17 2 0.21074815 27 0.077973835
2975 GO:0004175|GO:00168endopeptidase activity 0.17 12 1.2644889 320 0.9241344
4909 GO:0006810|GO:00154transport 0.18 71 7.4815598 2315 6.6855345

25529 GO:0051234 establishment of localiza 0.18 71 7.4815598 2315 6.6855345
5732 GO:0008194 UDP-glycosyltransferas  0.18 12 1.2644889 322 0.9299102
3021 GO:0004337 geranyltranstransferase 0.18 1 0.105374075 7 0.020215439
3255 GO:0004615|GO:00089phosphomannomutase 0.18 1 0.105374075 7 0.020215439
3357 GO:0004738 pyruvate dehydrogenas  0.18 1 0.105374075 7 0.020215439
3358 GO:0004739 pyruvate dehydrogenas   0.18 1 0.105374075 7 0.020215439
6801 GO:0009512 cytochrome b6f complex 0.18 1 0.105374075 7 0.020215439

16115 GO:0033729 anthocyanidin reductase 0.18 1 0.105374075 7 0.020215439
2833 GO:0004024 alcohol dehydrogenase  0.18 2 0.21074815 28 0.080861755

25476 GO:0051179 localization 0.18 71 7.4815598 2319 6.697086
6668 GO:0009314 response to radiation 0.18 4 0.4214963 81 0.23392151
6751 GO:0009416 response to light stimulu 0.18 4 0.4214963 81 0.23392151
9697 GO:0016614 oxidoreductase activity,      0.18 11 1.1591148 293 0.84616053
3787 GO:0005319 lipid transporter activity 0.19 4 0.4214963 83 0.23969735
8680 GO:0015298 solute:cation antiporter 0.19 5 0.52687037 112 0.32344702



9730 GO:0016651 oxidoreductase activity,     0.19 5 0.52687037 112 0.32344702
9883 GO:0016846 carbon-sulfur lyase activ 0.20 3 0.31612223 56 0.16172351
8683 GO:0015301|GO:00153anion:anion antiporter a 0.20 2 0.21074815 30 0.086637594
3306 GO:0004674|GO:00046protein serine/threonine  0.20 34 3.5827186 1062 3.0669708
3048 GO:0004364 glutathione transferase 0.20 4 0.4214963 84 0.24258527
3254 GO:0004614 phosphoglucomutase a 0.20 1 0.105374075 8 0.023103358
3402 GO:0004791 thioredoxin-disulfide red  0.20 1 0.105374075 8 0.023103358
4035 GO:0005746 mitochondrial respirator  0.20 1 0.105374075 8 0.023103358
5953 GO:0008471 laccase activity 0.20 1 0.105374075 8 0.023103358
6613 GO:0009250 glucan biosynthetic proc 0.20 1 0.105374075 8 0.023103358

18639 GO:0042284 sphingolipid delta-4 des  0.20 1 0.105374075 8 0.023103358
22076 GO:0046556 alpha-N-arabinofuranos  0.20 1 0.105374075 8 0.023103358
28833 GO:0070469 respiratory chain 0.20 1 0.105374075 8 0.023103358
30696 GO:0072337 modified amino acid tra 0.20 1 0.105374075 8 0.023103358
30708 GO:0072349 modified amino acid tra   0.20 1 0.105374075 8 0.023103358

5195 GO:0007165|GO:00230signal transduction 0.20 31 3.2665963 961 2.775291
12602 GO:0023052|GO:00230signaling 0.20 31 3.2665963 961 2.775291

4911 GO:0006812|GO:00068cation transport 0.21 22 2.3182297 662 1.9118029
9811 GO:0016757|GO:00169transferase activity, tran   0.21 24 2.5289779 729 2.1052935

19952 GO:0043687 post-translational protei  0.21 4 0.4214963 86 0.24836111
4913 GO:0006814|GO:00068sodium ion transport 0.21 3 0.31612223 58 0.16749935
8499 GO:0015081|GO:00228sodium ion transmembr   0.21 3 0.31612223 58 0.16749935

18086 GO:0035725 sodium ion transmembr  0.21 3 0.31612223 58 0.16749935
29800 GO:0071436 sodium ion export 0.21 3 0.31612223 58 0.16749935

4954 GO:0006869 lipid transport 0.21 8 0.8429926 208 0.6006873
8085 GO:0010876 lipid localization 0.21 8 0.8429926 208 0.6006873
4246 GO:0006006 glucose metabolic proce 0.22 4 0.4214963 87 0.25124902
4481 GO:0006284 base-excision repair 0.22 2 0.21074815 32 0.09241343

21041 GO:0045431 flavonol synthase activit 0.22 2 0.21074815 32 0.09241343
25836 GO:0051552 flavone metabolic proce 0.22 2 0.21074815 32 0.09241343
25837 GO:0051553 flavone biosynthetic pro 0.22 2 0.21074815 32 0.09241343
25838 GO:0051554 flavonol metabolic proce 0.22 2 0.21074815 32 0.09241343
25839 GO:0051555 flavonol biosynthetic pro 0.22 2 0.21074815 32 0.09241343

2831 GO:0004022 alcohol dehydrogenase  0.22 3 0.31612223 59 0.17038727
4322 GO:0006084 acetyl-CoA metabolic pr 0.22 1 0.105374075 9 0.025991278
4332 GO:0006099 tricarboxylic acid cycle 0.22 1 0.105374075 9 0.025991278
6429 GO:0009060 aerobic respiration 0.22 1 0.105374075 9 0.025991278
6476 GO:0009109 coenzyme catabolic pro 0.22 1 0.105374075 9 0.025991278
6670 GO:0009317 acetyl-CoA carboxylase 0.22 1 0.105374075 9 0.025991278
7225 GO:0009978 allene oxide synthase a 0.22 1 0.105374075 9 0.025991278

19254 GO:0042937 tripeptide transporter ac 0.22 1 0.105374075 9 0.025991278
19342 GO:0043027 caspase inhibitor activity 0.22 1 0.105374075 9 0.025991278
19343 GO:0043028 caspase regulator activ 0.22 1 0.105374075 9 0.025991278
19458 GO:0043154|GO:00017negative regulation of c  0.22 1 0.105374075 9 0.025991278
19579 GO:0043281|GO:00430regulation of caspase a 0.22 1 0.105374075 9 0.025991278
21885 GO:0046356 acetyl-CoA catabolic pro 0.22 1 0.105374075 9 0.025991278
25484 GO:0051187 cofactor catabolic proce 0.22 1 0.105374075 9 0.025991278

2837 GO:0004028 3-chloroallyl aldehyde d  0.22 1 0.105374075 9 0.025991278
24966 GO:0050660 flavin adenine dinucleot  0.22 5 0.52687037 118 0.34077454

5840 GO:0008324 cation transmembrane t  0.23 18 1.8967334 538 1.5537009
9719 GO:0016638 oxidoreductase activity,       0.23 4 0.4214963 89 0.25702485
3723 GO:0005215|GO:00054transporter activity 0.23 56 5.9009485 1844 5.325324

22376 GO:0046873 metal ion transmembran   0.23 8 0.8429926 213 0.6151269
3749 GO:0005249 voltage-gated potassium  0.24 2 0.21074815 34 0.09818927
5827 GO:0008308|GO:00228voltage-gated anion cha  0.24 2 0.21074815 34 0.09818927

20321 GO:0044070 regulation of anion trans 0.24 2 0.21074815 34 0.09818927
9294 GO:0016052|GO:00060carbohydrate catabolic 0.24 4 0.4214963 91 0.2628007
3040 GO:0004356 glutamate-ammonia liga  0.24 1 0.105374075 10 0.0288792
3203 GO:0004557 alpha-galactosidase act 0.24 1 0.105374075 10 0.0288792
3264 GO:0004629|GO:00422phospholipase C activity 0.24 1 0.105374075 10 0.0288792
3842 GO:0005432 calcium:sodium antiport  0.24 1 0.105374075 10 0.0288792
5678 GO:0008113|GO:00337peptide-methionine-(S)-   0.24 1 0.105374075 10 0.0288792
9424 GO:0016211 ammonia ligase activity 0.24 1 0.105374075 10 0.0288792
9741 GO:0016668|GO:00166oxidoreductase activity,            0.24 1 0.105374075 10 0.0288792
9826 GO:0016775 phosphotransferase act     0.24 1 0.105374075 10 0.0288792
9912 GO:0016880 acid-ammonia (or amide   0.24 1 0.105374075 10 0.0288792

11205 GO:0019202 amino acid kinase activ 0.24 1 0.105374075 10 0.0288792
12918 GO:0030374 ligand-dependent nucle     0.24 1 0.105374075 10 0.0288792
31707 GO:0090116 C-5 methylation of cytos 0.24 1 0.105374075 10 0.0288792

983 GO:0001664 G-protein-coupled recep  0.24 1 0.105374075 10 0.0288792
2736 GO:0003886|GO:00083DNA (cytosine-5-)-meth  0.24 1 0.105374075 10 0.0288792
4215 GO:0005975 carbohydrate metabolic 0.25 31 3.2665963 990 2.8590407

17016 GO:0034637 cellular carbohydrate bio  0.25 3 0.31612223 63 0.18193895
21146 GO:0045544 gibberellin 20-oxidase a 0.25 2 0.21074815 35 0.10107719
17617 GO:0035251 UDP-glucosyltransferas  0.25 8 0.8429926 218 0.62956655
26931 GO:0055085 transmembrane transpo 0.25 47 4.952582 1548 4.4705

9293 GO:0016051|GO:00060carbohydrate biosynthe  0.26 3 0.31612223 64 0.18482687
4236 GO:0005996 monosaccharide metab  0.26 5 0.52687037 125 0.36099
4232 GO:0005992 trehalose biosynthetic p 0.26 2 0.21074815 36 0.10396511
8739 GO:0015385|GO:00155sodium:hydrogen antipo  0.26 2 0.21074815 36 0.10396511
9185 GO:0015925 galactosidase activity 0.26 2 0.21074815 36 0.10396511
3380 GO:0004766 spermidine synthase ac 0.26 1 0.105374075 11 0.03176712
3416 GO:0004806 triglyceride lipase activit 0.26 1 0.105374075 11 0.03176712

11152 GO:0019139|GO:00464cytokinin dehydrogenas  0.26 1 0.105374075 11 0.03176712
13809 GO:0031386 protein tag 0.26 1 0.105374075 11 0.03176712
19256 GO:0042939 tripeptide transport 0.26 1 0.105374075 11 0.03176712

9710 GO:0016628 oxidoreductase activity,            0.26 3 0.31612223 65 0.18771479
3761 GO:0005275|GO:00052amine transmembrane t  0.26 5 0.52687037 126 0.3638779

25998 GO:0051716 cellular response to stim 0.26 35 3.6880927 1138 3.2864528
3318 GO:0004693|GO:00165cyclin-dependent protei   0.27 2 0.21074815 37 0.10685303
3758 GO:0005267 potassium channel activ 0.27 2 0.21074815 37 0.10685303

24968 GO:0050662 coenzyme binding 0.27 7 0.73761857 191 0.5515927
5791 GO:0008270 zinc ion binding 0.28 56 5.9009485 1880 5.4292893
4231 GO:0005991 trehalose metabolic pro 0.28 2 0.21074815 38 0.10974095
8501 GO:0015085 calcium ion transmembr   0.28 2 0.21074815 38 0.10974095

12538 GO:0022843 voltage-gated cation ch  0.28 2 0.21074815 38 0.10974095
6383 GO:0009008 DNA-methyltransferase 0.28 1 0.105374075 12 0.03465504
6451 GO:0009082 branched chain family a    0.28 1 0.105374075 12 0.03465504
7526 GO:0010301|GO:00337xanthoxin dehydrogena  0.28 1 0.105374075 12 0.03465504
8748 GO:0015398 high affinity secondary a     0.28 1 0.105374075 12 0.03465504
9235 GO:0015976|GO:00159carbon utilization 0.28 1 0.105374075 12 0.03465504

14848 GO:0032440 2-alkenal reductase act 0.28 1 0.105374075 12 0.03465504
16148 GO:0033764 steroid dehydrogenase             0.28 1 0.105374075 12 0.03465504



20943 GO:0045333 cellular respiration 0.28 1 0.105374075 12 0.03465504
4990 GO:0006915|GO:00086apoptosis 0.29 8 0.8429926 227 0.6555578
6796 GO:0009507 chloroplast 0.29 8 0.8429926 229 0.6613336

21710 GO:0046148 pigment biosynthetic pro 0.29 3 0.31612223 69 0.19926646
31420 GO:0080043 quercetin 3-O-glucosyltr  0.29 3 0.31612223 69 0.19926646

9422 GO:0016209 antioxidant activity 0.30 6 0.63224447 165 0.47650677
7072 GO:0009813 flavonoid biosynthetic p 0.30 2 0.21074815 40 0.1155168

11311 GO:0019318 hexose metabolic proce 0.30 4 0.4214963 101 0.2916799
6811 GO:0009523 photosystem II 0.30 1 0.105374075 13 0.037542958
8149 GO:0010941 regulation of cell death 0.30 1 0.105374075 13 0.037542958

19043 GO:0042719 mitochondrial intermem     0.30 1 0.105374075 13 0.037542958
19298 GO:0042981 regulation of apoptosis 0.30 1 0.105374075 13 0.037542958
19381 GO:0043067|GO:00430regulation of programm   0.30 1 0.105374075 13 0.037542958

5874 GO:0008374 O-acyltransferase activi 0.31 4 0.4214963 102 0.29456782
28378 GO:0070011 peptidase activity, acting    0.31 17 1.7913593 537 1.550813

4408 GO:0006200 ATP catabolic process 0.31 20 2.1074815 641 1.8511566
9918 GO:0016887|GO:00040ATPase activity 0.31 20 2.1074815 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.31 20 2.1074815 641 1.8511566
9103 GO:0015837 amine transport 0.31 5 0.52687037 135 0.38986918

12547 GO:0022857|GO:00053transmembrane transpo  0.31 44 4.6364594 1483 4.282785
9740 GO:0016667 oxidoreductase activity,       0.32 3 0.31612223 72 0.20793022

30069 GO:0071705 nitrogen compound tran 0.32 7 0.73761857 202 0.5833598
20532 GO:0044282 small molecule catabolic 0.32 26 2.739726 854 2.4662836

3753 GO:0005253 anion channel activity 0.32 2 0.21074815 42 0.121292636
6666 GO:0009312 oligosaccharide biosynt  0.32 2 0.21074815 42 0.121292636
9370 GO:0016138 glycoside biosynthetic p 0.32 2 0.21074815 42 0.121292636

13884 GO:0031461 cullin-RING ubiquitin liga  0.32 2 0.21074815 42 0.121292636
21880 GO:0046351 disaccharide biosynthet  0.32 2 0.21074815 42 0.121292636

7844 GO:0010629 negative regulation of g  0.32 1 0.105374075 14 0.040430877
9399 GO:0016174 NAD(P)H oxidase activi 0.32 1 0.105374075 14 0.040430877
9433 GO:0016229 steroid dehydrogenase 0.32 1 0.105374075 14 0.040430877
9854 GO:0016812 hydrolase activity, acting         0.32 1 0.105374075 14 0.040430877
9879 GO:0016841 ammonia-lyase activity 0.32 1 0.105374075 14 0.040430877

15178 GO:0032776 DNA methylation on cyt 0.32 1 0.105374075 14 0.040430877
21460 GO:0045892|GO:00164negative regulation of tr  0.32 1 0.105374075 14 0.040430877
21502 GO:0045934 negative regulation of n        0.32 1 0.105374075 14 0.040430877
24970 GO:0050664 oxidoreductase activity,        0.32 1 0.105374075 14 0.040430877
25469 GO:0051172 negative regulation of n    0.32 1 0.105374075 14 0.040430877
25545 GO:0051253 negative regulation of R   0.32 1 0.105374075 14 0.040430877

6899 GO:0009628 response to abiotic stim 0.32 6 0.63224447 170 0.49094638
18786 GO:0042440 pigment metabolic proc 0.32 3 0.31612223 73 0.21081814

5756 GO:0008219 cell death 0.33 8 0.8429926 239 0.69021285
8209 GO:0012501|GO:00162programmed cell death 0.33 8 0.8429926 239 0.69021285
9462 GO:0016265 death 0.33 8 0.8429926 239 0.69021285
8675 GO:0015293 symporter activity 0.34 6 0.63224447 173 0.49961013

25095 GO:0050790 regulation of catalytic ac 0.34 15 1.5806112 480 1.3862015
4914 GO:0006816 calcium ion transport 0.34 2 0.21074815 44 0.12706847
7071 GO:0009812 flavonoid metabolic proc 0.34 2 0.21074815 44 0.12706847

28952 GO:0070588 calcium ion transmembr  0.34 2 0.21074815 44 0.12706847
7520 GO:0010294 abscisic acid glucosyltra  0.34 1 0.105374075 15 0.043318797
9340 GO:0016108 tetraterpenoid metabolic 0.34 1 0.105374075 15 0.043318797
9341 GO:0016109 tetraterpenoid biosynthe  0.34 1 0.105374075 15 0.043318797
9348 GO:0016116 carotenoid metabolic pr 0.34 1 0.105374075 15 0.043318797
9349 GO:0016117 carotenoid biosynthetic 0.34 1 0.105374075 15 0.043318797

10079 GO:0017134 fibroblast growth factor 0.34 1 0.105374075 15 0.043318797
16081 GO:0033692 cellular polysaccharide  0.34 1 0.105374075 15 0.043318797

8676 GO:0015294 solute:cation symporter 0.34 5 0.52687037 141 0.4071967
5663 GO:0008094|GO:00040DNA-dependent ATPas  0.35 3 0.31612223 76 0.2194819

28366 GO:0065009 regulation of molecular 0.35 15 1.5806112 484 1.3977532
8666 GO:0015276 ligand-gated ion channe  0.35 2 0.21074815 45 0.1299564

12530 GO:0022834 ligand-gated channel ac 0.35 2 0.21074815 45 0.1299564
4304 GO:0006066 alcohol metabolic proce 0.36 5 0.52687037 143 0.41297254
9795 GO:0016740 transferase activity 0.36 107 11.275026 3764 10.870131
5995 GO:0008524 glucose 6-phosphate:ph   0.36 1 0.105374075 16 0.046206716
7142 GO:0009890 negative regulation of b  0.36 1 0.105374075 16 0.046206716
7774 GO:0010558 negative regulation of m   0.36 1 0.105374075 16 0.046206716
7820 GO:0010605 negative regulation of m   0.36 1 0.105374075 16 0.046206716
8694 GO:0015315 organophosphate:inorg    0.36 1 0.105374075 16 0.046206716
9189 GO:0015929 hexosaminidase activity 0.36 1 0.105374075 16 0.046206716
9390 GO:0016161 beta-amylase activity 0.36 1 0.105374075 16 0.046206716
9727 GO:0016647 oxidoreductase activity,          0.36 1 0.105374075 16 0.046206716
9878 GO:0016840 carbon-nitrogen lyase a 0.36 1 0.105374075 16 0.046206716

13757 GO:0031327 negative regulation of c   0.36 1 0.105374075 16 0.046206716
18757 GO:0042409 caffeoyl-CoA O-methyltr  0.36 1 0.105374075 16 0.046206716
22110 GO:0046592 polyamine oxidase activ 0.36 1 0.105374075 16 0.046206716
22412 GO:0046910 pectinesterase inhibitor 0.36 1 0.105374075 16 0.046206716
32214 GO:2000113 negative regulation of c    0.36 1 0.105374075 16 0.046206716

206 GO:0000271 polysaccharide biosynth  0.36 1 0.105374075 16 0.046206716
219 GO:0000287 magnesium ion binding 0.36 1 0.105374075 16 0.046206716

8943 GO:0015672 monovalent inorganic ca  0.36 12 1.2644889 383 1.1060733
9909 GO:0016877 ligase activity, forming c  0.36 3 0.31612223 78 0.22525774
6425 GO:0009056 catabolic process 0.36 31 3.2665963 1051 3.0352037
6824 GO:0009536 plastid 0.37 8 0.8429926 247 0.7133162

20512 GO:0044262|GO:00060cellular carbohydrate m  0.37 8 0.8429926 248 0.7162041
4044 GO:0005758|GO:00319mitochondrial intermem  0.38 1 0.105374075 17 0.049094636
9923 GO:0016892 endoribonuclease activi   0.38 1 0.105374075 17 0.049094636
9925 GO:0016894 endonuclease activity, a          0.38 1 0.105374075 17 0.049094636

14383 GO:0031970 organelle envelope lum 0.38 1 0.105374075 17 0.049094636
16281 GO:0033897 ribonuclease T2 activity 0.38 1 0.105374075 17 0.049094636
20619 GO:0044425 membrane part 0.38 44 4.6364594 1523 4.398302
22478 GO:0046982 protein heterodimerizati  0.38 4 0.4214963 114 0.32922286

5763 GO:0008233 peptidase activity 0.38 17 1.7913593 565 1.6316746
3756 GO:0005261|GO:00152cation channel activity 0.39 2 0.21074815 49 0.14150807
3844 GO:0005451 monovalent cation:hydr   0.39 2 0.21074815 49 0.14150807
9725 GO:0016645 oxidoreductase activity,       0.39 2 0.21074815 49 0.14150807

31421 GO:0080044 quercetin 7-O-glucosyltr  0.39 2 0.21074815 49 0.14150807
3832 GO:0005388 calcium-transporting AT  0.39 1 0.105374075 18 0.051982556
4134 GO:0005874 microtubule 0.39 1 0.105374075 18 0.051982556
6416 GO:0009044 xylan 1,4-beta-xylosidas  0.39 1 0.105374075 18 0.051982556

12887 GO:0030332 cyclin binding 0.39 1 0.105374075 18 0.051982556
9818 GO:0016765|GO:00167transferase activity, tran        0.40 6 0.63224447 185 0.53426516
4912 GO:0006813|GO:00154potassium ion transport 0.41 3 0.31612223 84 0.24258527

30168 GO:0071804 cellular potassium ion tr 0.41 3 0.31612223 84 0.24258527



30169 GO:0071805 potassium ion transmem  0.41 3 0.31612223 84 0.24258527
8584 GO:0015171|GO:00153amino acid transmembr   0.41 4 0.4214963 118 0.34077454
2521 GO:0003333 amino acid transmembr  0.41 4 0.4214963 118 0.34077454
7173 GO:0009922 fatty acid elongase activ 0.41 2 0.21074815 51 0.14728391
9733 GO:0016655 oxidoreductase activity,           0.41 2 0.21074815 51 0.14728391
9975 GO:0016998 cell wall macromolecule  0.41 2 0.21074815 51 0.14728391
9809 GO:0016755 transferase activity, tran   0.41 1 0.105374075 19 0.054870475
9891 GO:0016855 racemase and epimeras        0.41 1 0.105374075 19 0.054870475
2895 GO:0004089 carbonate dehydratase 0.41 1 0.105374075 19 0.054870475
5097 GO:0007049 cell cycle 0.42 2 0.21074815 52 0.15017183
6965 GO:0009699 phenylpropanoid biosyn  0.42 2 0.21074815 52 0.15017183

20287 GO:0044036 cell wall macromolecule  0.42 2 0.21074815 52 0.15017183
3124 GO:0004462 lactoylglutathione lyase 0.43 1 0.105374075 20 0.0577584
3747 GO:0005247 voltage-gated chloride c  0.43 1 0.105374075 20 0.0577584
3754 GO:0005254 chloride channel activity 0.43 1 0.105374075 20 0.0577584
3798 GO:0005337 nucleoside transmembr   0.43 1 0.105374075 20 0.0577584
5991 GO:0008519 ammonium transmembr   0.43 1 0.105374075 20 0.0577584
8726 GO:0015368 calcium:cation antiporte  0.43 1 0.105374075 20 0.0577584
8965 GO:0015696 ammonium transport 0.43 1 0.105374075 20 0.0577584
9122 GO:0015858 nucleoside transport 0.43 1 0.105374075 20 0.0577584
9799 GO:0016744|GO:00167transferase activity, tran     0.43 1 0.105374075 20 0.0577584

30844 GO:0072488 ammonium transmembr  0.43 1 0.105374075 20 0.0577584
2675 GO:0003825 alpha,alpha-trehalose-p    0.43 1 0.105374075 20 0.0577584

12532 GO:0022836 gated channel activity 0.43 4 0.4214963 122 0.3523262
119 GO:0000151 ubiquitin ligase complex 0.43 3 0.31612223 88 0.25413695

4951 GO:0006865|GO:00068amino acid transport 0.44 4 0.4214963 123 0.35521415
2897 GO:0004091|GO:00043carboxylesterase activit 0.44 6 0.63224447 194 0.5602564
3129 GO:0004467 long-chain fatty acid-Co   0.44 1 0.105374075 21 0.060646318
3474 GO:0004869|GO:00048cysteine-type endopept   0.44 1 0.105374075 21 0.060646318
9902 GO:0016868|GO:00167intramolecular transfera   0.44 1 0.105374075 21 0.060646318

12999 GO:0030506 ankyrin binding 0.44 1 0.105374075 21 0.060646318
23518 GO:0048040 UDP-glucuronate decar  0.44 1 0.105374075 21 0.060646318

716 GO:0001071 nucleic acid binding tran   0.45 40 4.214963 1417 4.0921826
2643 GO:0003700|GO:00001sequence-specific DNA    0.45 40 4.214963 1417 4.0921826
9533 GO:0016405 CoA-ligase activity 0.45 2 0.21074815 55 0.15883559
4224 GO:0005984 disaccharide metabolic 0.46 2 0.21074815 56 0.16172351
9369 GO:0016137 glycoside metabolic pro 0.46 2 0.21074815 56 0.16172351

10032 GO:0017075 syntaxin-1 binding 0.46 1 0.105374075 22 0.06353424
12660 GO:0030077 plasma membrane light  0.46 1 0.105374075 22 0.06353424
13038 GO:0030551 cyclic nucleotide binding 0.46 1 0.105374075 22 0.06353424
19040 GO:0042716 plasma membrane-deriv  0.46 1 0.105374075 22 0.06353424
19325 GO:0043008 ATP-dependent protein 0.46 1 0.105374075 22 0.06353424
24858 GO:0050551 myrcene synthase activ 0.46 1 0.105374075 22 0.06353424

4405 GO:0006195 purine nucleotide catab  0.46 22 2.3182297 773 2.232362
6508 GO:0009143 nucleoside triphosphate  0.46 22 2.3182297 773 2.232362
6509 GO:0009144 purine nucleoside tripho   0.46 22 2.3182297 773 2.232362
6511 GO:0009146 purine nucleoside tripho   0.46 22 2.3182297 773 2.232362
6519 GO:0009154 purine ribonucleotide ca  0.46 22 2.3182297 773 2.232362
6530 GO:0009166 nucleotide catabolic pro 0.46 22 2.3182297 773 2.232362
6567 GO:0009203 ribonucleoside triphosp   0.46 22 2.3182297 773 2.232362
6569 GO:0009205 purine ribonucleoside tr   0.46 22 2.3182297 773 2.232362
6571 GO:0009207 purine ribonucleoside tr   0.46 22 2.3182297 773 2.232362
6624 GO:0009261 ribonucleotide catabolic 0.46 22 2.3182297 773 2.232362

17034 GO:0034655 nucleobase, nucleoside       0.46 22 2.3182297 773 2.232362
17035 GO:0034656 nucleobase, nucleoside    0.46 22 2.3182297 773 2.232362
22209 GO:0046700 heterocycle catabolic pr 0.46 22 2.3182297 773 2.232362
30879 GO:0072523 purine-containing comp   0.46 22 2.3182297 773 2.232362

5715 GO:0008171 O-methyltransferase ac 0.47 2 0.21074815 57 0.16461143
9910 GO:0016878 acid-thiol ligase activity 0.47 2 0.21074815 57 0.16461143

20520 GO:0044270 cellular nitrogen compo   0.47 22 2.3182297 777 2.2439137
4918 GO:0006821 chloride transport 0.47 1 0.105374075 23 0.06642216

22753 GO:0047262|GO:00503polygalacturonate 4-alp  0.47 1 0.105374075 23 0.06642216
2633 GO:0003684 damaged DNA binding 0.47 1 0.105374075 23 0.06642216
6665 GO:0009311 oligosaccharide metabo  0.47 2 0.21074815 58 0.16749935
9801 GO:0016747 transferase activity, tran       0.48 13 1.369863 456 1.3168914

30066 GO:0071702 organic substance trans 0.48 15 1.5806112 529 1.5277096
9900 GO:0016866 intramolecular transfera  0.48 2 0.21074815 59 0.17038727

18981 GO:0042651 thylakoid membrane 0.48 2 0.21074815 59 0.17038727
11712 GO:0019748 secondary metabolic pr 0.48 3 0.31612223 95 0.27435237
18633 GO:0042277 peptide binding 0.48 3 0.31612223 95 0.27435237

4311 GO:0006073 cellular glucan metaboli  0.49 1 0.105374075 24 0.06931008
7144 GO:0009892 negative regulation of m  0.49 1 0.105374075 24 0.06931008

13754 GO:0031324 negative regulation of c   0.49 1 0.105374075 24 0.06931008
20293 GO:0044042 glucan metabolic proces 0.49 1 0.105374075 24 0.06931008
20498 GO:0044248 cellular catabolic proces 0.49 25 2.634352 894 2.5818002

3304 GO:0004672|GO:00502protein kinase activity 0.49 37 3.898841 1333 3.8495972
2980 GO:0004185 serine-type carboxypep  0.49 2 0.21074815 60 0.17327519
6964 GO:0009698 phenylpropanoid metab  0.49 2 0.21074815 60 0.17327519

28375 GO:0070008 serine-type exopeptidas  0.49 2 0.21074815 60 0.17327519
9800 GO:0016746 transferase activity, tran   0.50 14 1.4752371 498 1.438184
6563 GO:0009199 ribonucleoside triphosp   0.50 22 2.3182297 790 2.2814567
9482 GO:0016291|GO:00087acyl-CoA thioesterase a 0.50 1 0.105374075 25 0.072197996

31493 GO:0080118 brassinosteroid sulfotra  0.50 1 0.105374075 25 0.072197996
6515 GO:0009150 purine ribonucleotide m  0.50 22 2.3182297 791 2.2843447
5712 GO:0008168|GO:00044methyltransferase activi 0.50 7 0.73761857 244 0.7046524
8681 GO:0015299 solute:hydrogen antipor  0.51 3 0.31612223 98 0.28301615

25379 GO:0051082 unfolded protein binding 0.51 3 0.31612223 98 0.28301615
2978 GO:0004180 carboxypeptidase activi 0.51 2 0.21074815 62 0.17905103
3801 GO:0005342 organic acid transmemb   0.51 4 0.4214963 136 0.3927571

22444 GO:0046943 carboxylic acid transme   0.51 4 0.4214963 136 0.3927571
6506 GO:0009141 nucleoside triphosphate  0.51 22 2.3182297 796 2.2987843
3210 GO:0004565 beta-galactosidase activ 0.51 1 0.105374075 26 0.075085916
3415 GO:0004805 trehalose-phosphatase 0.51 1 0.105374075 26 0.075085916
4030 GO:0005741 mitochondrial outer mem 0.51 1 0.105374075 26 0.075085916
8516 GO:0015101 organic cation transmem   0.51 1 0.105374075 26 0.075085916
8964 GO:0015695 organic cation transport 0.51 1 0.105374075 26 0.075085916
9421 GO:0016208 AMP binding 0.51 1 0.105374075 26 0.075085916
9884 GO:0016847|GO:003411-aminocyclopropane-1   0.51 1 0.105374075 26 0.075085916

10911 GO:0018871 1-aminocyclopropane-1   0.51 1 0.105374075 26 0.075085916
17147 GO:0034768 (E)-beta-ocimene synth  0.51 1 0.105374075 26 0.075085916
18579 GO:0042218 1-aminocyclopropane-1   0.51 1 0.105374075 26 0.075085916
30689 GO:0072330 monocarboxylic acid bio  0.51 1 0.105374075 26 0.075085916
14667 GO:0032259 methylation 0.52 8 0.8429926 285 0.8230572



22416 GO:0046915 transition metal ion tran   0.53 2 0.21074815 64 0.18482687
25820 GO:0051536 iron-sulfur cluster bindin 0.53 2 0.21074815 64 0.18482687
25824 GO:0051540 metal cluster binding 0.53 2 0.21074815 64 0.18482687

9346 GO:0016114 terpenoid biosynthetic p 0.53 1 0.105374075 27 0.077973835
9389 GO:0016160 amylase activity 0.53 1 0.105374075 27 0.077973835
4849 GO:0006730|GO:00197one-carbon metabolic p 0.53 9 0.9483667 325 0.93857396

10058 GO:0017111 nucleoside-triphosphata  0.53 24 2.5289779 878 2.5355935
25314 GO:0051015 actin filament binding 0.54 2 0.21074815 65 0.18771479

3724 GO:0005216 ion channel activity 0.54 4 0.4214963 140 0.40430877
9579 GO:0016462 pyrophosphatase activit 0.54 26 2.739726 954 2.7550755
3284 GO:0004650 polygalacturonase activ 0.54 1 0.105374075 28 0.080861755
3812 GO:0005355|GO:00155glucose transmembrane  0.54 1 0.105374075 28 0.080861755
6079 GO:0008654 phospholipid biosynthet  0.54 1 0.105374075 28 0.080861755
9027 GO:0015758 glucose transport 0.54 1 0.105374075 28 0.080861755
9238 GO:0015980 energy derivation by ox    0.54 1 0.105374075 28 0.080861755

23911 GO:0048519|GO:00431negative regulation of b  0.54 1 0.105374075 28 0.080861755
23915 GO:0048523|GO:00512negative regulation of c  0.54 1 0.105374075 28 0.080861755

139 GO:0000175 3'-5'-exoribonuclease ac 0.54 1 0.105374075 28 0.080861755
23515 GO:0048037 cofactor binding 0.54 9 0.9483667 327 0.94434977

3180 GO:0004521 endoribonuclease activi 0.54 2 0.21074815 66 0.1906027
9890 GO:0016854 racemase and epimeras  0.54 2 0.21074815 66 0.1906027
9859 GO:0016818 hydrolase activity, acting      0.54 26 2.739726 956 2.7608514
4373 GO:0006163 purine nucleotide metab  0.55 22 2.3182297 810 2.339215
4916 GO:0006818 hydrogen transport 0.55 8 0.8429926 292 0.84327257
9246 GO:0015992 proton transport 0.55 8 0.8429926 292 0.84327257
6166 GO:0008757 S-adenosylmethionine-d   0.55 5 0.52687037 180 0.5198256
9858 GO:0016817 hydrolase activity, acting   0.55 26 2.739726 959 2.769515
2668 GO:0003779 actin binding 0.55 3 0.31612223 105 0.3032316
6622 GO:0009259|GO:00091ribonucleotide metabolic 0.55 22 2.3182297 812 2.344991
4755 GO:0006629 lipid metabolic process 0.55 16 1.6859852 590 1.7038727
4841 GO:0006721 terpenoid metabolic pro 0.55 1 0.105374075 29 0.083749674

11834 GO:0019905 syntaxin binding 0.55 1 0.105374075 29 0.083749674
3195 GO:0004540 ribonuclease activity 0.56 3 0.31612223 106 0.3061195
2999 GO:0004312 fatty acid synthase activ 0.56 2 0.21074815 68 0.19637854

32 GO:0000041 transition metal ion tran 0.56 2 0.21074815 68 0.19637854
12572 GO:0022890|GO:00150inorganic cation transm   0.56 9 0.9483667 332 0.9587894

3009 GO:0004322 ferroxidase activity 0.57 1 0.105374075 30 0.086637594
3310 GO:0004679 AMP-activated protein k  0.57 1 0.105374075 30 0.086637594
3886 GO:0005527 macrolide binding 0.57 1 0.105374075 30 0.086637594
3887 GO:0005528 FK506 binding 0.57 1 0.105374075 30 0.086637594
4498 GO:0006305 DNA alkylation 0.57 1 0.105374075 30 0.086637594
4499 GO:0006306 DNA methylation 0.57 1 0.105374075 30 0.086637594
6216 GO:0008810 cellulase activity 0.57 1 0.105374075 30 0.086637594
9785 GO:0016724 oxidoreductase activity,      0.57 1 0.105374075 30 0.086637594

12533 GO:0022838 substrate-specific chann  0.57 6 0.63224447 221 0.63823026
3620 GO:0005057 receptor signaling prote  0.57 2 0.21074815 69 0.19926646

11522 GO:0019538|GO:00064protein metabolic proce 0.57 112 11.801897 4134 11.938661
3873 GO:0005507 copper ion binding 0.57 4 0.4214963 146 0.42163628
9486 GO:0016298 lipase activity 0.57 5 0.52687037 185 0.53426516
9191 GO:0015931 nucleobase, nucleoside      0.58 2 0.21074815 70 0.20215438
9192 GO:0015932 nucleobase, nucleoside        0.58 2 0.21074815 70 0.20215438
9796 GO:0016741 transferase activity, tran   0.58 7 0.73761857 261 0.7537471

19590 GO:0043295 glutathione binding 0.58 1 0.105374075 31 0.08952551
20514 GO:0044264 cellular polysaccharide  0.58 1 0.105374075 31 0.08952551

4478 GO:0006281 DNA repair 0.59 4 0.4214963 149 0.43030006
5037 GO:0006974|GO:00349response to DNA dama  0.59 4 0.4214963 149 0.43030006

30877 GO:0072521 purine-containing comp   0.59 22 2.3182297 827 2.3883097
8660 GO:0015267|GO:00152channel activity 0.59 6 0.63224447 226 0.6526699

12515 GO:0022803 passive transmembrane  0.59 6 0.63224447 226 0.6526699
3190 GO:0004532 exoribonuclease activity 0.59 1 0.105374075 32 0.09241343
3717 GO:0005199 structural constituent of  0.59 1 0.105374075 32 0.09241343
4614 GO:0006470 protein dephosphorylati 0.59 1 0.105374075 32 0.09241343
6942 GO:0009674 potassium:sodium symp  0.59 1 0.105374075 32 0.09241343
9537 GO:0016409 palmitoyltransferase act 0.59 1 0.105374075 32 0.09241343
9927 GO:0016896 exoribonuclease activity   0.59 1 0.105374075 32 0.09241343

12522 GO:0022820 potassium ion symporte  0.59 1 0.105374075 32 0.09241343
12833 GO:0030275 LRR domain binding 0.59 1 0.105374075 32 0.09241343
14381 GO:0031968 organelle outer membra 0.59 1 0.105374075 32 0.09241343

4459 GO:0006259|GO:00551DNA metabolic process 0.60 13 1.369863 493 1.4237444
4526 GO:0006351|GO:00063transcription, DNA-depe 0.60 42 4.425711 1575 4.548474

15176 GO:0032774 RNA biosynthetic proce 0.60 42 4.425711 1575 4.548474
4493 GO:0006298|GO:00063mismatch repair 0.60 1 0.105374075 33 0.09530135
2632 GO:0003682 chromatin binding 0.60 1 0.105374075 33 0.09530135
3955 GO:0005634 nucleus 0.61 38 4.004215 1433 4.138389
4497 GO:0006304 DNA modification 0.61 1 0.105374075 34 0.09818927
5270 GO:0007264 small GTPase mediated  0.61 1 0.105374075 34 0.09818927
5700 GO:0008144 drug binding 0.61 1 0.105374075 34 0.09818927
6004 GO:0008536 Ran GTPase binding 0.61 1 0.105374075 34 0.09818927
6072 GO:0008645 hexose transport 0.61 1 0.105374075 34 0.09818927
8562 GO:0015149 hexose transmembrane  0.61 1 0.105374075 34 0.09818927

17794 GO:0035428 hexose transmembrane 0.61 1 0.105374075 34 0.09818927
18382 GO:0040029 regulation of gene expre  0.61 1 0.105374075 34 0.09818927

6424 GO:0009055|GO:00090electron carrier activity 0.61 4 0.4214963 154 0.44473964
2674 GO:0003824 catalytic activity 0.61 291 30.663857 10750 31.045137
9488 GO:0016301 kinase activity 0.62 46 4.8472075 1740 5.0249805
4538 GO:0006364|GO:00063rRNA processing 0.62 1 0.105374075 35 0.10107719
9310 GO:0016072 rRNA metabolic process 0.62 1 0.105374075 35 0.10107719
9480 GO:0016289 CoA hydrolase activity 0.62 1 0.105374075 35 0.10107719
9922 GO:0016891 endoribonuclease activi   0.62 1 0.105374075 35 0.10107719
9114 GO:0015849 organic acid transport 0.62 4 0.4214963 156 0.45051548

22443 GO:0046942 carboxylic acid transpor 0.62 4 0.4214963 156 0.45051548
5604 GO:0008017 microtubule binding 0.63 2 0.21074815 77 0.22236982
3877 GO:0005516 calmodulin binding 0.63 6 0.63224447 236 0.6815491
3888 GO:0005529 sugar binding 0.63 4 0.4214963 158 0.45629135
3804 GO:0005345 purine base transmemb   0.63 1 0.105374075 36 0.10396511
4949 GO:0006863|GO:00158purine base transport 0.63 1 0.105374075 36 0.10396511
5902 GO:0008408 3'-5' exonuclease activit 0.63 1 0.105374075 36 0.10396511

11314 GO:0019321 pentose metabolic proc 0.63 1 0.105374075 36 0.10396511
20649 GO:0044455 mitochondrial membran  0.63 1 0.105374075 36 0.10396511
30865 GO:0072509 divalent inorganic cation   0.63 2 0.21074815 78 0.22525774

5705 GO:0008152 metabolic process 0.64 473 49.841938 17432 50.34222
19831 GO:0043565 sequence-specific DNA 0.64 4 0.4214963 159 0.45917925

8934 GO:0015662 ATPase activity, couple        0.64 1 0.105374075 37 0.10685303



3874 GO:0005509 calcium ion binding 0.65 7 0.73761857 279 0.8057296
9875 GO:0016836 hydro-lyase activity 0.65 2 0.21074815 80 0.2310336
9637 GO:0016538|GO:00037cyclin-dependent protei    0.65 1 0.105374075 38 0.10974095

117 GO:0000149 SNARE binding 0.65 1 0.105374075 38 0.10974095
3827 GO:0005372 water transmembrane tr  0.65 2 0.21074815 81 0.23392151
4927 GO:0006833 water transport 0.65 2 0.21074815 81 0.23392151
8652 GO:0015250 water channel activity 0.65 2 0.21074815 81 0.23392151

18429 GO:0042044 fluid transport 0.65 2 0.21074815 81 0.23392151
3260 GO:0004620 phospholipase activity 0.66 3 0.31612223 123 0.35521415

29202 GO:0070838 divalent metal ion transp 0.66 2 0.21074815 82 0.23680943
19473 GO:0043170|GO:00432macromolecule metabo  0.66 175 18.440464 6553 18.92454
20488 GO:0044238 primary metabolic proce 0.66 246 25.922024 9167 26.47356

4476 GO:0006278 RNA-dependent DNA re 0.67 4 0.4214963 166 0.4793947
5891 GO:0008395|GO:00083steroid hydroxylase acti 0.67 1 0.105374075 40 0.1155168
8613 GO:0015205|GO:00153nucleobase transmemb   0.67 1 0.105374075 40 0.1155168
9116 GO:0015851 nucleobase transport 0.67 1 0.105374075 40 0.1155168
9843 GO:0016796 exonuclease activity, ac          0.67 1 0.105374075 40 0.1155168

11804 GO:0019867 outer membrane 0.67 1 0.105374075 40 0.1155168
4643 GO:0006511 ubiquitin-dependent pro   0.67 2 0.21074815 84 0.24258527

11864 GO:0019941 modification-dependent   0.67 2 0.21074815 84 0.24258527
19898 GO:0043632 modification-dependent   0.67 2 0.21074815 84 0.24258527
20507 GO:0044257 cellular protein catabolic 0.67 2 0.21074815 84 0.24258527
25887 GO:0051603 proteolysis involved in c    0.67 2 0.21074815 84 0.24258527
30867 GO:0072511 divalent inorganic cation 0.67 2 0.21074815 84 0.24258527
26932 GO:0055086 nucleobase, nucleoside    0.68 24 2.5289779 944 2.7261963
20627 GO:0044433 cytoplasmic vesicle part 0.68 1 0.105374075 41 0.118404716

5661 GO:0008092 cytoskeletal protein bind 0.68 6 0.63224447 249 0.719092
5768 GO:0008238 exopeptidase activity 0.69 2 0.21074815 86 0.24836111

12734 GO:0030163 protein catabolic proces 0.69 2 0.21074815 86 0.24836111
20515 GO:0044265|GO:00349cellular macromolecule  0.69 2 0.21074815 86 0.24836111
12805 GO:0030246 carbohydrate binding 0.69 6 0.63224447 251 0.7248679

3718 GO:0005200 structural constituent of 0.69 1 0.105374075 42 0.121292636
5033 GO:0006970 response to osmotic str 0.69 1 0.105374075 42 0.121292636

12659 GO:0030076 light-harvesting complex 0.69 1 0.105374075 42 0.121292636
18956 GO:0042626 ATPase activity, couple      0.69 5 0.52687037 211 0.6093511

4867 GO:0006753 nucleoside phosphate m  0.69 23 2.4236038 914 2.6395588
6484 GO:0009117 nucleotide metabolic pro 0.69 23 2.4236038 914 2.6395588
9861 GO:0016820 hydrolase activity, acting        0.69 5 0.52687037 212 0.612239
3156 GO:0004497 monooxygenase activity 0.70 4 0.4214963 172 0.49672222
5694 GO:0008137 NADH dehydrogenase  0.70 1 0.105374075 43 0.124180555
8589 GO:0015179 L-amino acid transmem   0.70 1 0.105374075 43 0.124180555
9076 GO:0015807 L-amino acid transport 0.70 1 0.105374075 43 0.124180555

13833 GO:0031410 cytoplasmic vesicle 0.70 1 0.105374075 43 0.124180555
14393 GO:0031982 vesicle 0.70 1 0.105374075 43 0.124180555
20624 GO:0044430 cytoskeletal part 0.70 2 0.21074815 88 0.25413695

8495 GO:0015077 monovalent inorganic ca    0.70 5 0.52687037 214 0.6180149
4605 GO:0006457|GO:00070protein folding 0.70 4 0.4214963 173 0.49961013

15949 GO:0033554 cellular response to stre 0.70 4 0.4214963 173 0.49961013
9824 GO:0016773 phosphotransferase act     0.70 38 4.004215 1493 4.311664
2982 GO:0004197 cysteine-type endopept  0.71 2 0.21074815 90 0.2599128

18953 GO:0042623 ATPase activity, couple 0.71 13 1.369863 537 1.550813
8787 GO:0015450 P-P-bond-hydrolysis-dri     0.71 1 0.105374075 45 0.1299564
9924 GO:0016893 endonuclease activity, a          0.71 1 0.105374075 45 0.1299564

11780 GO:0019829 cation-transporting ATP  0.71 1 0.105374075 45 0.1299564
24456 GO:0050136 NADH dehydrogenase  0.71 1 0.105374075 45 0.1299564
26845 GO:0052689 carboxylic ester hydrola  0.72 13 1.369863 538 1.5537009

3242 GO:0004601|GO:00166peroxidase activity 0.72 3 0.31612223 135 0.38986918
9754 GO:0016684 oxidoreductase activity,     0.72 3 0.31612223 135 0.38986918
8749 GO:0015399 primary active transmem   0.72 6 0.63224447 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-dri    0.72 6 0.63224447 260 0.75085914
4558 GO:0006396|GO:00063RNA processing 0.72 5 0.52687037 219 0.63245445

12498 GO:0022613 ribonucleoprotein comp  0.72 1 0.105374075 46 0.13284431
18614 GO:0042254|GO:00070ribosome biogenesis 0.72 1 0.105374075 46 0.13284431
31895 GO:0090304 nucleic acid metabolic p 0.72 60 6.322445 2340 6.7577324

5714 GO:0008170 N-methyltransferase act 0.73 1 0.105374075 47 0.13573223
8497 GO:0015079|GO:00228potassium ion transmem   0.73 1 0.105374075 47 0.13573223
9308 GO:0016070 RNA metabolic process 0.73 47 4.952582 1855 5.3570914
9823 GO:0016772 transferase activity, tran   0.73 49 5.1633296 1932 5.579461

14591 GO:0032183 SUMO binding 0.74 1 0.105374075 48 0.13862015
4460 GO:0006260|GO:00551DNA replication 0.74 5 0.52687037 224 0.64689404
6483 GO:0009116 nucleoside metabolic pr 0.74 1 0.105374075 49 0.14150807
6750 GO:0009415 response to water 0.74 1 0.105374075 49 0.14150807
8909 GO:0015630 microtubule cytoskeleto 0.74 1 0.105374075 49 0.14150807

11784 GO:0019838 growth factor binding 0.74 1 0.105374075 49 0.14150807
3185 GO:0004527|GO:00088exonuclease activity 0.75 1 0.105374075 50 0.14439599
4216 GO:0005976 polysaccharide metabo  0.75 1 0.105374075 50 0.14439599
9993 GO:0017016 Ras GTPase binding 0.75 1 0.105374075 50 0.14439599

29674 GO:0071310 cellular response to org  0.75 1 0.105374075 50 0.14439599
30886 GO:0072530 purine-containing comp   0.75 1 0.105374075 50 0.14439599

3293 GO:0004659 prenyltransferase activit 0.76 1 0.105374075 51 0.14728391
8908 GO:0015629 actin cytoskeleton 0.76 1 0.105374075 51 0.14728391

30207 GO:0071843 cellular component biog    0.76 1 0.105374075 51 0.14728391
2628 GO:0003677 DNA binding 0.76 30 3.1612225 1224 3.534814

15436 GO:0033036 macromolecule localiza 0.76 9 0.9483667 397 1.1465042
4915 GO:0006817 phosphate transport 0.76 1 0.105374075 52 0.15017183
8528 GO:0015114 phosphate transmembr   0.76 1 0.105374075 52 0.15017183

17801 GO:0035435 phosphate transmembr  0.76 1 0.105374075 52 0.15017183
2809 GO:0003993 acid phosphatase activi 0.76 1 0.105374075 52 0.15017183
2778 GO:0003954 NADH dehydrogenase 0.77 1 0.105374075 53 0.15305975

19758 GO:0043492 ATPase activity, couple     0.77 5 0.52687037 235 0.67866117
17918 GO:0035556|GO:00072intracellular signal trans 0.78 1 0.105374075 54 0.15594767
29251 GO:0070887 cellular response to che  0.78 1 0.105374075 54 0.15594767
11828 GO:0019899 enzyme binding 0.78 5 0.52687037 237 0.684437

4029 GO:0005740 mitochondrial envelope 0.79 3 0.31612223 151 0.4360759
13697 GO:0031267 small GTPase binding 0.79 1 0.105374075 56 0.16172351

6426 GO:0009057|GO:00432macromolecule catabol  0.79 2 0.21074815 106 0.3061195
7557 GO:0010333 terpene synthase activit 0.80 1 0.105374075 57 0.16461143
8910 GO:0015631 tubulin binding 0.80 2 0.21074815 107 0.30900744
4357 GO:0006139|GO:00551nucleobase, nucleoside       0.80 83 8.746049 3285 9.486816
3323 GO:0004702 receptor signaling prote    0.80 1 0.105374075 58 0.16749935
5819 GO:0008299|GO:00092isoprenoid biosynthetic 0.80 1 0.105374075 58 0.16749935
8558 GO:0015145 monosaccharide transm   0.80 1 0.105374075 58 0.16749935
9018 GO:0015749 monosaccharide transp 0.80 1 0.105374075 58 0.16749935



11820 GO:0019887 protein kinase regulator 0.80 1 0.105374075 58 0.16749935
3946 GO:0005623 cell 0.80 215 22.655426 8227 23.758917

20657 GO:0044464 cell part 0.80 215 22.655426 8227 23.758917
5909 GO:0008415 acyltransferase activity 0.80 7 0.73761857 330 0.95301354

11833 GO:0019904 protein domain specific 0.80 2 0.21074815 109 0.31478328
30700 GO:0072341 modified amino acid bin 0.81 1 0.105374075 59 0.17038727

4840 GO:0006720|GO:00160isoprenoid metabolic pr 0.81 1 0.105374075 60 0.17327519
5652 GO:0008081|GO:00044phosphoric diester hydr  0.81 1 0.105374075 60 0.17327519

14811 GO:0032403 protein complex binding 0.81 1 0.105374075 60 0.17327519
25319 GO:0051020 GTPase binding 0.81 1 0.105374075 60 0.17327519
29918 GO:0071554 cell wall organization or 0.82 2 0.21074815 112 0.32344702

4768 GO:0006644 phospholipid metabolic 0.82 1 0.105374075 61 0.1761631
2818 GO:0004003 ATP-dependent DNA he  0.82 1 0.105374075 61 0.1761631
8496 GO:0015078 hydrogen ion transmem   0.82 3 0.31612223 160 0.4620672
6018 GO:0008559|GO:00052xenobiotic-transporting  0.82 1 0.105374075 62 0.17905103

11210 GO:0019207 kinase regulator activity 0.82 1 0.105374075 62 0.17905103
19225 GO:0042908 xenobiotic transport 0.82 1 0.105374075 62 0.17905103
19227 GO:0042910 xenobiotic transporter a 0.82 1 0.105374075 62 0.17905103
14379 GO:0031966 mitochondrial membran 0.82 2 0.21074815 114 0.32922286

3103 GO:0004437 inositol or phosphatidyli   0.83 1 0.105374075 64 0.18482687
20623 GO:0044429 mitochondrial part 0.83 3 0.31612223 165 0.47650677

9838 GO:0016790 thiolester hydrolase acti 0.84 1 0.105374075 65 0.18771479
11616 GO:0019637 organophosphate meta  0.84 1 0.105374075 65 0.18771479
19526 GO:0043227 membrane-bounded org 0.84 52 5.479452 2142 6.185924
19530 GO:0043231 intracellular membrane-  0.84 52 5.479452 2142 6.185924
25416 GO:0051119 sugar transmembrane t  0.84 2 0.21074815 118 0.34077454

5809 GO:0008289 lipid binding 0.84 5 0.52687037 258 0.74508333
2629 GO:0003678|GO:00036DNA helicase activity 0.84 1 0.105374075 67 0.19349062

17024 GO:0034645|GO:00349cellular macromolecule  0.85 48 5.0579557 1999 5.7729516
18955 GO:0042625 ATPase activity, couple      0.85 1 0.105374075 68 0.19637854

6884 GO:0009607 response to biotic stimu 0.85 2 0.21074815 122 0.3523262
6428 GO:0009059|GO:00432macromolecule biosynth  0.85 48 5.0579557 2003 5.7845035
5726 GO:0008187 poly-pyrimidine tract bin 0.86 1 0.105374075 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.86 1 0.105374075 70 0.20215438
5838 GO:0008320 protein transmembrane  0.86 1 0.105374075 70 0.20215438
9853 GO:0016811 hydrolase activity, acting         0.86 1 0.105374075 70 0.20215438

12568 GO:0022884 macromolecule transme   0.86 1 0.105374075 70 0.20215438
23522 GO:0048046 apoplast 0.86 1 0.105374075 70 0.20215438

2649 GO:0003713 transcription coactivator 0.86 1 0.105374075 70 0.20215438
4067 GO:0005783 endoplasmic reticulum 0.86 3 0.31612223 174 0.50249803
3200 GO:0004553|GO:00168hydrolase activity, hydro   0.86 6 0.63224447 312 0.90103096
7691 GO:0010467 gene expression 0.86 47 4.952582 1974 5.7007537
9845 GO:0016798 hydrolase activity, acting   0.86 8 0.8429926 401 1.1580559
9771 GO:0016709 oxidoreductase activity,                        0.86 1 0.105374075 71 0.2050423
9869 GO:0016829 lyase activity 0.86 10 1.0537407 488 1.4093049
4121 GO:0005856 cytoskeleton 0.86 2 0.21074815 126 0.3638779

20531 GO:0044281 small molecule metabol  0.87 42 4.425711 1788 5.1636004
3311 GO:0004683|GO:00046calmodulin-dependent p   0.87 1 0.105374075 74 0.21370606
4394 GO:0006184 GTP catabolic process 0.88 2 0.21074815 132 0.3812054

21605 GO:0046039 GTP metabolic process 0.88 2 0.21074815 132 0.3812054
2758 GO:0003924 GTPase activity 0.88 2 0.21074815 132 0.3812054
6529 GO:0009165 nucleotide biosynthetic 0.88 1 0.105374075 77 0.22236982
9877 GO:0016838 carbon-oxygen lyase ac    0.88 1 0.105374075 77 0.22236982
9852 GO:0016810 hydrolase activity, acting      0.89 2 0.21074815 134 0.38698125
5196 GO:0007166 cell surface receptor link   0.89 1 0.105374075 78 0.22525774
3903 GO:0005575|GO:00083cellular_component 0.89 218 22.971548 8515 24.590637

22007 GO:0046483 heterocycle metabolic p 0.89 24 2.5289779 1094 3.1593843
9682 GO:0016597 amino acid binding 0.89 1 0.105374075 80 0.2310336

19479 GO:0043176 amine binding 0.89 1 0.105374075 80 0.2310336
15189 GO:0032787 monocarboxylic acid me  0.89 1 0.105374075 81 0.23392151
18674 GO:0042325 regulation of phosphory 0.89 1 0.105374075 81 0.23392151

4942 GO:0006855 drug transmembrane tra 0.90 2 0.21074815 139 0.40142086
8642 GO:0015238|GO:00152drug transmembrane tra  0.90 2 0.21074815 139 0.40142086
9154 GO:0015893 drug transport 0.90 2 0.21074815 139 0.40142086

18832 GO:0042493|GO:00170response to drug 0.90 2 0.21074815 139 0.40142086
2658 GO:0003729 mRNA binding 0.90 1 0.105374075 82 0.23680943
3895 GO:0005543 phospholipid binding 0.90 2 0.21074815 140 0.40430877
6046 GO:0008610 lipid biosynthetic proces 0.90 2 0.21074815 141 0.4071967

22479 GO:0046983 protein dimerization act 0.90 10 1.0537407 517 1.4930545
8557 GO:0015144 carbohydrate transmem   0.91 2 0.21074815 143 0.41297254

16602 GO:0034219 carbohydrate transmem  0.91 2 0.21074815 143 0.41297254
11222 GO:0019220 regulation of phosphate  0.91 1 0.105374075 85 0.24547319
25471 GO:0051174 regulation of phosphoru   0.91 1 0.105374075 85 0.24547319

4032 GO:0005743 mitochondrial inner mem 0.91 1 0.105374075 88 0.25413695
6071 GO:0008643|GO:00068carbohydrate transport 0.91 2 0.21074815 147 0.42452422

14380 GO:0031967 organelle envelope 0.92 3 0.31612223 201 0.5804719
9874 GO:0016835 carbon-oxygen lyase ac 0.92 3 0.31612223 202 0.5833598

11426 GO:0019438 aromatic compound bio  0.92 2 0.21074815 149 0.43030006
14590 GO:0032182 small conjugating protei  0.92 1 0.105374075 90 0.2599128

3644 GO:0005102 receptor binding 0.92 1 0.105374075 91 0.2628007
14387 GO:0031975 envelope 0.92 3 0.31612223 205 0.59202355
16785 GO:0034404 nucleobase, nucleoside    0.92 1 0.105374075 92 0.26568863
17033 GO:0034654 nucleobase, nucleoside       0.92 1 0.105374075 92 0.26568863
20336 GO:0044085 cellular component biog 0.92 1 0.105374075 93 0.26857653

3808 GO:0005351|GO:00054sugar:hydrogen sympor  0.93 1 0.105374075 94 0.27146447
3835 GO:0005402 cation:sugar symporter 0.93 1 0.105374075 94 0.27146447

11803 GO:0019866 organelle inner membra 0.93 1 0.105374075 94 0.27146447
3178 GO:0004519 endonuclease activity 0.93 6 0.63224447 356 1.0280994
4906 GO:0006807 nitrogen compound met  0.93 89 9.378293 3725 10.757502
4612 GO:0006468 protein phosphorylation 0.93 50 5.268704 2205 6.367863

19126 GO:0042803 protein homodimerizatio  0.93 4 0.4214963 265 0.7652988
8677 GO:0015295 solute:hydrogen sympo  0.93 1 0.105374075 98 0.28301615

13829 GO:0031406 carboxylic acid binding 0.93 1 0.105374075 98 0.28301615
16851 GO:0034470 ncRNA processing 0.94 1 0.105374075 99 0.28590405
17039 GO:0034660 ncRNA metabolic proce 0.94 1 0.105374075 99 0.28590405
13041 GO:0030554 adenyl nucleotide bindin 0.94 10 1.0537407 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide bi 0.94 10 1.0537407 550 1.5883559

9870 GO:0016830 carbon-carbon lyase ac 0.94 2 0.21074815 161 0.4649551
7271 GO:0010033 response to organic sub 0.94 1 0.105374075 100 0.28879198

16430 GO:0034046 poly(G) RNA binding 0.94 1 0.105374075 100 0.28879198
17020 GO:0034641 cellular nitrogen compo   0.94 87 9.167544 3678 10.621769

5764 GO:0008234|GO:00042cysteine-type peptidase 0.94 2 0.21074815 163 0.47073093
4028 GO:0005739 mitochondrion 0.94 3 0.31612223 219 0.63245445



19125 GO:0042802 identical protein binding 0.95 13 1.369863 697 2.01288
4649 GO:0006520|GO:00065cellular amino acid meta  0.95 4 0.4214963 277 0.7999538
9494 GO:0016311 dephosphorylation 0.95 7 0.73761857 425 1.227366
6077 GO:0008652 cellular amino acid bios  0.95 2 0.21074815 169 0.48805845
3177 GO:0004518 nuclease activity 0.95 7 0.73761857 427 1.2331418
3884 GO:0005524 ATP binding 0.95 9 0.9483667 524 1.51327
9839 GO:0016791|GO:00163phosphatase activity 0.95 6 0.63224447 383 1.1060733

13531 GO:0031072 heat shock protein bind 0.95 3 0.31612223 230 0.6642216
9493 GO:0016310 phosphorylation 0.96 56 5.9009485 2504 7.2313514

29081 GO:0070717 poly-purine tract binding 0.96 1 0.105374075 112 0.32344702
4850 GO:0006732|GO:00067coenzyme metabolic pro 0.96 1 0.105374075 113 0.32633495

19686 GO:0043414 macromolecule methyla 0.96 1 0.105374075 113 0.32633495
3904 GO:0005576 extracellular region 0.96 2 0.21074815 178 0.5140497

13082 GO:0030599 pectinesterase activity 0.96 2 0.21074815 178 0.5140497
9837 GO:0016788 hydrolase activity, acting   0.96 32 3.3719704 1534 4.430069
6020 GO:0008565|GO:00154protein transporter activ 0.96 1 0.105374075 115 0.3321108
9871 GO:0016831 carboxy-lyase activity 0.96 1 0.105374075 115 0.3321108
6663 GO:0009309 amine biosynthetic proc 0.96 2 0.21074815 181 0.5227135

18912 GO:0042578 phosphoric ester hydrol  0.96 7 0.73761857 444 1.2822365
20505 GO:0044255 cellular lipid metabolic p 0.96 2 0.21074815 184 0.53137726

4844 GO:0006725 cellular aromatic compo   0.96 2 0.21074815 185 0.53426516
3885 GO:0005525 GTP binding 0.97 3 0.31612223 245 0.70754033

11032 GO:0019001 guanyl nucleotide bindin 0.97 3 0.31612223 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide bi 0.97 3 0.31612223 245 0.70754033

2657 GO:0003727|GO:00037single-stranded RNA bi 0.97 2 0.21074815 188 0.54292893
20356 GO:0044106 cellular amine metabolic 0.97 4 0.4214963 303 0.8750397

9889 GO:0016853 isomerase activity 0.97 4 0.4214963 306 0.8837035
12741 GO:0030170 pyridoxal phosphate bin 0.97 1 0.105374075 126 0.3638779
28643 GO:0070279 vitamin B6 binding 0.97 1 0.105374075 126 0.3638779

634 GO:0000988 protein binding transcrip   0.97 1 0.105374075 126 0.3638779
635 GO:0000989 transcription factor bind    0.97 1 0.105374075 126 0.3638779

2648 GO:0003712 transcription cofactor ac 0.97 1 0.105374075 126 0.3638779
6662 GO:0009308 amine metabolic proces 0.97 4 0.4214963 314 0.9068068

19533 GO:0043234 protein complex 0.97 15 1.5806112 848 2.448956
20499 GO:0044249 cellular biosynthetic pro 0.98 57 6.0063224 2635 7.6096687

9836 GO:0016787 hydrolase activity 0.98 84 8.851422 3723 10.751725
3449 GO:0004842|GO:00048ubiquitin-protein ligase a 0.98 4 0.4214963 326 0.94146186

18582 GO:0042221 response to chemical st 0.98 4 0.4214963 328 0.94723773
9295 GO:0016053 organic acid biosyntheti  0.98 2 0.21074815 211 0.6093511

21922 GO:0046394 carboxylic acid biosynth  0.98 2 0.21074815 211 0.6093511
9654 GO:0016567 protein ubiquitination 0.98 4 0.4214963 332 0.9587894

14854 GO:0032446 protein modification by s   0.98 4 0.4214963 332 0.9587894
29011 GO:0070647 protein modification by s     0.98 4 0.4214963 332 0.9587894

3716 GO:0005198 structural molecule activ 0.98 5 0.52687037 393 1.1349525
11747 GO:0019787|GO:00086small conjugating protei   0.98 4 0.4214963 339 0.9790048

4897 GO:0006793 phosphorus metabolic p 0.98 63 6.638567 2925 8.4471655
4900 GO:0006796 phosphate metabolic pr 0.98 63 6.638567 2925 8.4471655
5019 GO:0006952|GO:00022defense response 0.98 2 0.21074815 221 0.63823026

14959 GO:0032553 ribonucleotide binding 0.99 13 1.369863 795 2.2958963
14961 GO:0032555 purine ribonucleotide bi 0.99 13 1.369863 795 2.2958963
10033 GO:0017076 purine nucleotide bindin 0.99 13 1.369863 797 2.3016722
13547 GO:0031090 organelle membrane 0.99 2 0.21074815 224 0.64689404
14386 GO:0031974 membrane-enclosed lum 0.99 1 0.105374075 154 0.44473964

4609 GO:0006464 protein modification pro 0.99 59 6.2170706 2781 8.031305
6427 GO:0009058 biosynthetic process 0.99 59 6.2170706 2796 8.074624

18000 GO:0035639 purine ribonucleoside tr  0.99 12 1.2644889 769 2.2208104
25483 GO:0051186 cofactor metabolic proc 0.99 1 0.105374075 164 0.47361887

4320 GO:0006082 organic acid metabolic p 0.99 4 0.4214963 369 1.0656425
11716 GO:0019752 carboxylic acid metabol  0.99 4 0.4214963 369 1.0656425
19707 GO:0043436 oxoacid metabolic proce 0.99 4 0.4214963 369 1.0656425

2660 GO:0003735|GO:00037structural constituent of 0.99 2 0.21074815 246 0.7104283
131 GO:0000166 nucleotide binding 0.99 21 2.2128556 1213 3.5030468

18541 GO:0042180 cellular ketone metaboli  0.99 4 0.4214963 375 1.0829699
11787 GO:0019842 vitamin binding 0.99 1 0.105374075 177 0.5111618

9906 GO:0016874 ligase activity 0.99 8 0.8429926 597 1.7240882
19684 GO:0043412 macromolecule modifica 0.99 60 6.322445 2900 8.374968
20510 GO:0044260|GO:00349cellular macromolecule  0.99 126 13.277134 5577 16.105928

5610 GO:0008026 ATP-dependent helicas  0.99 1 0.105374075 183 0.52848935
28401 GO:0070035 purine NTP-dependent  0.99 1 0.105374075 183 0.52848935

8466 GO:0015031|GO:00158protein transport 0.99 1 0.105374075 185 0.53426516
20820 GO:0045184 establishment of protein 0.99 1 0.105374075 185 0.53426516

9913 GO:0016881 acid-amino acid ligase a 0.99 4 0.4214963 391 1.1291766
3068 GO:0004386 helicase activity 0.99 1 0.105374075 189 0.54581684
5669 GO:0008104 protein localization 0.99 1 0.105374075 189 0.54581684
9911 GO:0016879 ligase activity, forming c  1.00 5 0.52687037 456 1.3168914
3340 GO:0004721 phosphoprotein phosph  1.00 1 0.105374075 199 0.57469606

20533 GO:0044283 small molecule biosynth  1.00 3 0.31612223 347 1.0021082
2626 GO:0003674|GO:00055molecular_function 1.00 630 66.385666 24394 70.447914

30204 GO:0071840 cellular component orga   1.00 3 0.31612223 362 1.045427
19525 GO:0043226 organelle 1.00 60 6.322445 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 60 6.322445 3013 8.701303
20517 GO:0044267 cellular protein metabol  1.00 65 6.849315 3225 9.313541
20521 GO:0044271 cellular nitrogen compo   1.00 3 0.31612223 367 1.0598665

7229 GO:0009987|GO:00081cellular process 1.00 250 26.34352 10601 30.614838
20487 GO:0044237 cellular metabolic proce 1.00 185 19.494204 8185 23.637625
30205 GO:0071841 cellular component orga      1.00 1 0.105374075 285 0.8230572
20618 GO:0044424 intracellular part 1.00 75 7.9030557 3853 11.127155

3876 GO:0005515|GO:00453protein binding 1.00 147 15.489989 6933 20.021948
20640 GO:0044446 intracellular organelle pa 1.00 6 0.63224447 710 2.0504231
20616 GO:0044422 organelle part 1.00 6 0.63224447 712 2.0561988

3945 GO:0005622 intracellular 1.00 92 9.694415 4751 13.720507
2627 GO:0003676 nucleic acid binding 1.00 39 4.109589 2453 7.0840673
4109 GO:0005840|GO:00332ribosome 1.00 5 0.52687037 682 1.9695613

20638 GO:0044444 cytoplasmic part 1.00 21 2.2128556 1644 4.7477403
13018 GO:0030529 ribonucleoprotein comp 1.00 5 0.52687037 741 2.1399486
15392 GO:0032991 macromolecular comple 1.00 20 2.1074815 1616 4.666878
19527 GO:0043228 non-membrane-bounde  1.00 7 0.73761857 923 2.66555
19531 GO:0043232 intracellular non-membr  1.00 7 0.73761857 923 2.66555

4027 GO:0005737 cytoplasm 1.00 25 2.634352 2001 5.7787275
3863 GO:0005488 binding 1.00 308 32.455215 13903 40.15075
2653 GO:0003723 RNA binding 1.00 3 0.31612223 797 2.3016722



GO ID GO ACCESSION GO Term p-value Count in Selection% Count in Selection Count in Total % Count in Total
5704 GO:0008150|GO:000biological_process 0.00 922 71.806854 22215 64.155136
2674 GO:0003824 catalytic activity 0.00 474 36.91589 10750 31.045137
4612 GO:0006468 protein phosphorylati 0.00 123 9.579439 2205 6.367863
9493 GO:0016310 phosphorylation 0.00 136 10.5919 2504 7.2313514
4897 GO:0006793 phosphorus metaboli  0.00 154 11.99377 2925 8.4471655
4900 GO:0006796 phosphate metabolic 0.00 154 11.99377 2925 8.4471655
9795 GO:0016740 transferase activity 0.00 189 14.719626 3764 10.870131
5705 GO:0008152 metabolic process 0.00 721 56.15265 17432 50.34222
9488 GO:0016301 kinase activity 0.00 99 7.7102804 1740 5.0249805
9824 GO:0016773 phosphotransferase a     0.00 86 6.697819 1493 4.311664
3304 GO:0004672|GO:005protein kinase activity 0.00 78 6.074766 1333 3.8495972
4215 GO:0005975 carbohydrate metabo  0.00 61 4.7507787 990 2.8590407
3874 GO:0005509 calcium ion binding 0.00 24 1.8691589 279 0.8057296
3306 GO:0004674|GO:000protein serine/threon   0.00 63 4.906542 1062 3.0669708
3490 GO:0004888|GO:000transmembrane rece  0.00 39 3.037383 571 1.6490022
9823 GO:0016772 transferase activity, t   0.00 102 7.9439254 1932 5.579461

24968 GO:0050662 coenzyme binding 0.00 18 1.4018692 191 0.5515927
3904 GO:0005576 extracellular region 0.00 17 1.3239875 178 0.5140497
3476 GO:0004872|GO:001receptor activity 0.00 43 3.3489096 672 1.9406822

24966 GO:0050660 flavin adenine dinucle  0.00 13 1.0124611 118 0.34077454
9845 GO:0016798 hydrolase activity, ac    0.00 29 2.258567 401 1.1580559
9486 GO:0016298 lipase activity 0.00 17 1.3239875 185 0.53426516

11202 GO:0019199 transmembrane rece    0.00 34 2.647975 504 1.4555116
4609 GO:0006464 protein modification p 0.00 135 10.514019 2781 8.031305
9813 GO:0016759 cellulose synthase ac 0.00 8 0.62305295 57 0.16461143
3167 GO:0004508 steroid 17-alpha-mon  0.00 2 0.15576324 2 0.00577584
9847 GO:0016801 hydrolase activity, ac    0.00 4 0.31152648 14 0.040430877

25098 GO:0050794|GO:005regulation of cellular 0.00 182 14.174455 3987 11.514136
3475 GO:0004871|GO:000signal transducer act 0.00 46 3.5825546 787 2.2727928

27063 GO:0060089 molecular transducer 0.00 46 3.5825546 787 2.2727928
3260 GO:0004620 phospholipase activit 0.00 12 0.93457943 123 0.35521415
5981 GO:0008509 anion transmembran   0.00 19 1.4797508 245 0.70754033
8980 GO:0015711 organic anion transpo 0.00 6 0.46728972 37 0.10685303
4917 GO:0006820|GO:000anion transport 0.00 19 1.4797508 247 0.7133162

25094 GO:0050789|GO:005regulation of biologic  0.00 194 15.109035 4315 12.461374
8159 GO:0010951 negative regulation o   0.00 10 0.7788162 95 0.27435237
3472 GO:0004866 endopeptidase inhibi  0.00 10 0.7788162 95 0.27435237

26712 GO:0052548 regulation of endope  0.00 10 0.7788162 95 0.27435237
28101 GO:0061135 endopeptidase regula  0.00 10 0.7788162 95 0.27435237
9816 GO:0016762 xyloglucan:xylogluco   0.00 5 0.3894081 27 0.077973835
3473 GO:0004867 serine-type endopept   0.00 8 0.62305295 66 0.1906027
5891 GO:0008395|GO:000steroid hydroxylase a 0.00 6 0.46728972 40 0.1155168
3723 GO:0005215|GO:000transporter activity 0.00 91 7.0872273 1844 5.325324

19684 GO:0043412 macromolecule modi 0.00 135 10.514019 2900 8.374968
5986 GO:0008514 organic anion transm   0.00 5 0.3894081 29 0.083749674
9848 GO:0016802 trialkylsulfonium hydr  0.00 2 0.15576324 3 0.00866376
2822 GO:0004013 adenosylhomocystein  0.00 2 0.15576324 3 0.00866376

28364 GO:0065007 biological regulation 0.00 194 15.109035 4376 12.637537
3242 GO:0004601|GO:001peroxidase activity 0.00 12 0.93457943 135 0.38986918
9754 GO:0016684 oxidoreductase activ      0.00 12 0.93457943 135 0.38986918

12602 GO:0023052|GO:002signaling 0.00 52 4.0498443 961 2.775291
5195 GO:0007165|GO:002signal transduction 0.00 52 4.0498443 961 2.775291

23116 GO:0047631 ADP-ribose diphosph  0.01 3 0.23364486 10 0.0288792
2797 GO:0003979 UDP-glucose 6-dehy  0.01 3 0.23364486 10 0.0288792
3307 GO:0004675 transmembrane rece     0.01 24 1.8691589 367 1.0598665

23515 GO:0048037 cofactor binding 0.01 22 1.7133956 327 0.94434977
26931 GO:0055085 transmembrane trans 0.01 77 5.996885 1548 4.4705
21331 GO:0045735 nutrient reservoir act 0.01 9 0.7009346 89 0.25702485

3464 GO:0004857 enzyme inhibitor activ 0.01 13 1.0124611 157 0.4534034
13082 GO:0030599 pectinesterase activit 0.01 14 1.0903426 178 0.5140497
3877 GO:0005516 calmodulin binding 0.01 17 1.3239875 236 0.6815491
7690 GO:0010466 negative regulation o   0.01 10 0.7788162 110 0.31767118

12946 GO:0030414 peptidase inhibitor ac 0.01 10 0.7788162 110 0.31767118
25636 GO:0051346 negative regulation o   0.01 10 0.7788162 110 0.31767118
6293 GO:0008898 homocysteine S-met  0.01 2 0.15576324 4 0.011551679

16227 GO:0033843 xyloglucan 6-xylosylt  0.01 2 0.15576324 4 0.011551679
6018 GO:0008559|GO:000xenobiotic-transportin   0.01 7 0.5451713 62 0.17905103

19225 GO:0042908 xenobiotic transport 0.01 7 0.5451713 62 0.17905103
19227 GO:0042910 xenobiotic transporte  0.01 7 0.5451713 62 0.17905103
12547 GO:0022857|GO:000transmembrane trans  0.01 73 5.685358 1483 4.282785
26711 GO:0052547 regulation of peptidas  0.01 10 0.7788162 112 0.32344702
28100 GO:0061134 peptidase regulator a 0.01 10 0.7788162 112 0.32344702
12806 GO:0030247 polysaccharide bindi 0.01 5 0.3894081 35 0.10107719

1169 GO:0001871 pattern binding 0.01 5 0.3894081 35 0.10107719
5636 GO:0008061 chitin binding 0.01 4 0.31152648 23 0.06642216

26845 GO:0052689 carboxylic ester hydr  0.01 31 2.4143302 538 1.5537009
9814 GO:0016760 cellulose synthase (U  0.01 3 0.23364486 13 0.037542958
3213 GO:0004568 chitinase activity 0.01 4 0.31152648 24 0.06931008
6248 GO:0008843 endochitinase activity 0.01 4 0.31152648 24 0.06931008

25578 GO:0051287|GO:005NAD binding 0.01 4 0.31152648 24 0.06931008
3229 GO:0004586 ornithine decarboxyla  0.01 2 0.15576324 5 0.0144396
9812 GO:0016758 transferase activity, t   0.01 29 2.258567 501 1.4468478
2999 GO:0004312 fatty acid synthase a 0.01 7 0.5451713 68 0.19637854

11157 GO:0019144 ADP-sugar diphosph  0.01 3 0.23364486 14 0.040430877



4909 GO:0006810|GO:001transport 0.01 106 8.255452 2315 6.6855345
25529 GO:0051234 establishment of loca 0.01 106 8.255452 2315 6.6855345
4942 GO:0006855 drug transmembrane 0.01 11 0.8566978 139 0.40142086
8642 GO:0015238|GO:001drug transmembrane  0.01 11 0.8566978 139 0.40142086
9154 GO:0015893 drug transport 0.01 11 0.8566978 139 0.40142086

18832 GO:0042493|GO:001response to drug 0.01 11 0.8566978 139 0.40142086
25626 GO:0051336 regulation of hydrolas  0.01 14 1.0903426 196 0.5660323

9811 GO:0016757|GO:001transferase activity, t   0.01 39 3.037383 729 2.1052935
25476 GO:0051179 localization 0.02 106 8.255452 2319 6.697086

119 GO:0000151 ubiquitin ligase comp 0.02 8 0.62305295 88 0.25413695
3209 GO:0004564 beta-fructofuranosida  0.02 3 0.23364486 15 0.043318797
3305 GO:0004673|GO:000protein histidine kina  0.02 2 0.15576324 6 0.01732752
4118 GO:0005852 eukaryotic translation    0.02 2 0.15576324 6 0.01732752

11899 GO:0019992 diacylglycerol binding 0.02 2 0.15576324 6 0.01732752
18640 GO:0042285 xylosyltransferase ac 0.02 2 0.15576324 6 0.01732752
3382 GO:0004768|GO:001stearoyl-CoA 9-desa  0.02 3 0.23364486 16 0.046206716
9427 GO:0016215 CoA desaturase activ 0.02 3 0.23364486 16 0.046206716
9422 GO:0016209 antioxidant activity 0.02 12 0.93457943 165 0.47650677

18738 GO:0042389 omega-3 fatty acid de  0.02 3 0.23364486 17 0.049094636
19393 GO:0043086 negative regulation o   0.02 13 1.0124611 188 0.54292893
20342 GO:0044092 negative regulation o   0.02 13 1.0124611 188 0.54292893
6216 GO:0008810 cellulase activity 0.02 4 0.31152648 30 0.086637594
3200 GO:0004553|GO:001hydrolase activity, hy   0.02 19 1.4797508 312 0.90103096

12805 GO:0030246 carbohydrate binding 0.03 16 1.2461059 251 0.7248679
6416 GO:0009044 xylan 1,4-beta-xylosi  0.03 3 0.23364486 18 0.051982556
9871 GO:0016831 carboxy-lyase activity 0.03 9 0.7009346 115 0.3321108

25998 GO:0051716 cellular response to s 0.03 55 4.283489 1138 3.2864528
6424 GO:0009055|GO:000electron carrier activi 0.03 11 0.8566978 154 0.44473964
3265 GO:0004630 phospholipase D acti 0.03 4 0.31152648 32 0.09241343
3785 GO:0005315|GO:000inorganic phosphate   0.03 4 0.31152648 32 0.09241343

19758 GO:0043492 ATPase activity, cou     0.03 15 1.1682243 235 0.67866117
3827 GO:0005372 water transmembran   0.03 7 0.5451713 81 0.23392151
4927 GO:0006833 water transport 0.03 7 0.5451713 81 0.23392151
8652 GO:0015250 water channel activity 0.03 7 0.5451713 81 0.23392151

18429 GO:0042044 fluid transport 0.03 7 0.5451713 81 0.23392151
9800 GO:0016746 transferase activity, t   0.03 27 2.1028037 498 1.438184
3051 GO:0004367 glycerol-3-phosphate   0.03 2 0.15576324 8 0.023103358
5698 GO:0008142 oxysterol binding 0.03 2 0.15576324 8 0.023103358
6684 GO:0009331 glycerol-3-phosphate  0.03 2 0.15576324 8 0.023103358

15335 GO:0032934|GO:000sterol binding 0.03 2 0.15576324 8 0.023103358
18639 GO:0042284 sphingolipid delta-4 d  0.03 2 0.15576324 8 0.023103358
4755 GO:0006629 lipid metabolic proce 0.03 31 2.4143302 590 1.7038727
6750 GO:0009415 response to water 0.03 5 0.3894081 49 0.14150807

11221 GO:0019219 regulation of nucleob        0.03 117 9.112149 2675 7.7251854
25468 GO:0051171 regulation of nitrogen   0.03 117 9.112149 2675 7.7251854
12533 GO:0022838 substrate-specific ch  0.04 14 1.0903426 221 0.63823026
21046 GO:0045437 uridine nucleosidase 0.04 1 0.07788162 1 0.00288792
24582 GO:0050263 ribosylpyrimidine nuc  0.04 1 0.07788162 1 0.00288792
31465 GO:0080090 regulation of primary  0.04 118 9.190031 2710 7.826263
9836 GO:0016787 hydrolase activity 0.04 158 12.305296 3723 10.751725

23199 GO:0047714 galactolipase activity 0.04 4 0.31152648 35 0.10107719
7213 GO:0009966|GO:003regulation of signal tr 0.04 5 0.3894081 51 0.14728391

12601 GO:0023051 regulation of signalin 0.04 5 0.3894081 51 0.14728391
4530 GO:0006355|GO:003regulation of transcrip  0.04 113 8.800623 2591 7.4826

25544 GO:0051252 regulation of RNA me  0.04 113 8.800623 2593 7.488376
23518 GO:0048040 UDP-glucuronate dec  0.04 3 0.23364486 21 0.060646318
13753 GO:0031323 regulation of cellular  0.04 120 9.345795 2770 7.999538
3734 GO:0005227 calcium activated cat   0.04 2 0.15576324 9 0.025991278
8661 GO:0015269 calcium-activated po   0.04 2 0.15576324 9 0.025991278

12534 GO:0022839 ion gated channel ac 0.04 2 0.15576324 9 0.025991278
19254 GO:0042937 tripeptide transporter 0.04 2 0.15576324 9 0.025991278
20517 GO:0044267 cellular protein metab  0.04 138 10.7476635 3225 9.313541
4915 GO:0006817 phosphate transport 0.04 5 0.3894081 52 0.15017183
8528 GO:0015114 phosphate transmem   0.04 5 0.3894081 52 0.15017183

17801 GO:0035435 phosphate transmem  0.04 5 0.3894081 52 0.15017183
8660 GO:0015267|GO:001channel activity 0.04 14 1.0903426 226 0.6526699

12515 GO:0022803 passive transmembra   0.04 14 1.0903426 226 0.6526699
23522 GO:0048046 apoplast 0.05 6 0.46728972 70 0.20215438
7141 GO:0009889 regulation of biosynth  0.05 113 8.800623 2605 7.523031
7772 GO:0010556 regulation of macrom   0.05 113 8.800623 2605 7.523031

13756 GO:0031326 regulation of cellular  0.05 113 8.800623 2605 7.523031
32213 GO:2000112 regulation of cellular   0.05 113 8.800623 2605 7.523031
2626 GO:0003674|GO:000molecular_function 0.05 932 72.58567 24394 70.447914
8489 GO:0015066 alpha-amylase inhibi  0.05 3 0.23364486 22 0.06353424

11224 GO:0019222 regulation of metabo  0.05 133 10.358255 3115 8.995871
5716 GO:0008172 S-methyltransferase 0.05 2 0.15576324 10 0.0288792
6632 GO:0009269 response to desiccat 0.05 2 0.15576324 10 0.0288792
9826 GO:0016775 phosphotransferase a     0.05 2 0.15576324 10 0.0288792

18956 GO:0042626 ATPase activity, cou      0.05 13 1.0124611 211 0.6093511
12644 GO:0030054 cell junction 0.05 3 0.23364486 23 0.06642216
22414 GO:0046912 transferase activity, t          0.05 3 0.23364486 23 0.06642216

9861 GO:0016820 hydrolase activity, ac         0.05 13 1.0124611 212 0.612239
8494 GO:0015075 ion transmembrane t  0.05 40 3.115265 827 2.3883097
9801 GO:0016747 transferase activity, t       0.06 24 1.8691589 456 1.3168914
9779 GO:0016717 oxidoreductase activ                        0.06 3 0.23364486 24 0.06931008

27228 GO:0060255 regulation of macrom   0.06 114 8.878505 2660 7.6818666



2897 GO:0004091|GO:000carboxylesterase act 0.06 12 0.93457943 194 0.5602564
7692 GO:0010468 regulation of gene ex 0.06 113 8.800623 2635 7.6096687

12574 GO:0022892 substrate-specific tra  0.06 66 5.140187 1463 4.2250266
16603 GO:0034220 ion transmembrane t 0.06 40 3.115265 833 2.4056373
23973 GO:0048583 regulation of respons   0.06 5 0.3894081 57 0.16461143

2989 GO:0004301 epoxide hydrolase ac 0.06 2 0.15576324 11 0.03176712
4250 GO:0006012 galactose metabolic 0.06 2 0.15576324 11 0.03176712
9849 GO:0016803 ether hydrolase activ 0.06 2 0.15576324 11 0.03176712

19256 GO:0042939 tripeptide transport 0.06 2 0.15576324 11 0.03176712
8517 GO:0015103 inorganic anion trans   0.06 10 0.7788162 154 0.44473964
8749 GO:0015399 primary active transm   0.06 15 1.1682243 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-    0.06 15 1.1682243 260 0.75085914

22478 GO:0046982 protein heterodimeriz  0.06 8 0.62305295 114 0.32922286
8558 GO:0015145 monosaccharide tran   0.06 5 0.3894081 58 0.16749935
9018 GO:0015749 monosaccharide tran 0.06 5 0.3894081 58 0.16749935
8967 GO:0015698 inorganic anion trans 0.06 11 0.8566978 176 0.5082739
2831 GO:0004022 alcohol dehydrogena   0.07 5 0.3894081 59 0.17038727
9909 GO:0016877 ligase activity, formin   0.07 6 0.46728972 78 0.22525774
7000 GO:0009734 auxin mediated signa  0.07 3 0.23364486 26 0.075085916
7540 GO:0010315 auxin efflux 0.07 3 0.23364486 26 0.075085916
7553 GO:0010329 auxin efflux transmem   0.07 3 0.23364486 26 0.075085916

29729 GO:0071365 cellular response to a  0.07 3 0.23364486 26 0.075085916
3864 GO:0005496 steroid binding 0.07 2 0.15576324 12 0.03465504
6946 GO:0009678 hydrogen-translocatin   0.07 2 0.15576324 12 0.03465504
7526 GO:0010301|GO:003xanthoxin dehydroge  0.07 2 0.15576324 12 0.03465504
9699 GO:0016616 oxidoreductase activ             0.07 15 1.1682243 266 0.7681867
2804 GO:0003988 acetyl-CoA C-acyltra  0.07 1 0.07788162 2 0.00577584
2951 GO:0004149 dihydrolipoyllysine-re   0.07 1 0.07788162 2 0.00577584
2990 GO:0004303 estradiol 17-beta-deh  0.07 1 0.07788162 2 0.00577584
3148 GO:0004489|GO:000methylenetetrahydrof    0.07 1 0.07788162 2 0.00577584
4699 GO:0006570 tyrosine metabolic pr 0.07 1 0.07788162 2 0.00577584
4700 GO:0006571 tyrosine biosynthetic 0.07 1 0.07788162 2 0.00577584
5941 GO:0008455 alpha-1,6-mannosylg   0.07 1 0.07788162 2 0.00577584
6593 GO:0009229 thiamine diphosphate  0.07 1 0.07788162 2 0.00577584
9190 GO:0015930 glutamate synthase a 0.07 1 0.07788162 2 0.00577584
9282 GO:0016040 glutamate synthase (  0.07 1 0.07788162 2 0.00577584
9419 GO:0016206 catechol O-methyltra  0.07 1 0.07788162 2 0.00577584
9686 GO:0016602 CCAAT-binding facto  0.07 1 0.07788162 2 0.00577584
9802 GO:0016748 succinyltransferase a 0.07 1 0.07788162 2 0.00577584
9805 GO:0016751 S-succinyltransferase 0.07 1 0.07788162 2 0.00577584

15586 GO:0033187 inositol hexakisphosp     0.07 1 0.07788162 2 0.00577584
18706 GO:0042357 thiamine diphosphate  0.07 1 0.07788162 2 0.00577584
20817 GO:0045181 glutamate synthase a      0.07 1 0.07788162 2 0.00577584
22759 GO:0047268 galactinol-raffinose g  0.07 1 0.07788162 2 0.00577584

168 GO:0000221 vacuolar proton-trans     0.07 1 0.07788162 2 0.00577584
535 GO:0000826 inositol pyrophospha   0.07 1 0.07788162 2 0.00577584
537 GO:0000828 inositol hexakisphosp   0.07 1 0.07788162 2 0.00577584

2699 GO:0003849 3-deoxy-7-phosphohe   0.07 1 0.07788162 2 0.00577584
9837 GO:0016788 hydrolase activity, ac    0.07 68 5.29595 1534 4.430069
8526 GO:0015112 nitrate transmembran   0.08 5 0.3894081 61 0.1761631
8975 GO:0015706|GO:000nitrate transport 0.08 5 0.3894081 61 0.1761631

12573 GO:0022891 substrate-specific tra   0.08 56 4.3613706 1241 3.5839086
8919 GO:0015645 fatty acid ligase activ 0.08 3 0.23364486 27 0.077973835
9541 GO:0016413 O-acetyltransferase a 0.08 3 0.23364486 27 0.077973835

22049 GO:0046527 glucosyltransferase a 0.08 15 1.1682243 270 0.77973837
3002 GO:0004315 3-oxoacyl-[acyl-carrie   0.08 2 0.15576324 13 0.037542958
7551 GO:0010327 acetyl CoA:(Z)-3-hex   0.08 2 0.15576324 13 0.037542958
8863 GO:0015562 efflux transmembrane  0.08 3 0.23364486 28 0.080861755

14726 GO:0032318 regulation of Ras GT  0.08 4 0.31152648 45 0.1299564
22096 GO:0046578 regulation of Ras pro   0.08 4 0.31152648 45 0.1299564
25355 GO:0051056 regulation of small G    0.08 4 0.31152648 45 0.1299564
11931 GO:0020037 heme binding 0.09 27 2.1028037 550 1.5883559
12692 GO:0030117 membrane coat 0.09 6 0.46728972 84 0.24258527
23870 GO:0048475 coated membrane 0.09 6 0.46728972 84 0.24258527
3641 GO:0005099 Ras GTPase activato  0.09 2 0.15576324 14 0.040430877
9720 GO:0016639 oxidoreductase activ             0.09 2 0.15576324 14 0.040430877

14728 GO:0032320 positive regulation of   0.09 2 0.15576324 14 0.040430877
19253 GO:0042936 dipeptide transporter 0.10 7 0.5451713 105 0.3032316
19255 GO:0042938 dipeptide transport 0.10 7 0.5451713 105 0.3032316
3009 GO:0004322 ferroxidase activity 0.10 3 0.23364486 30 0.086637594
8683 GO:0015301|GO:001anion:anion antiporte  0.10 3 0.23364486 30 0.086637594
9785 GO:0016724 oxidoreductase activ       0.10 3 0.23364486 30 0.086637594
5809 GO:0008289 lipid binding 0.10 14 1.0903426 258 0.74508333
3341 GO:0004722|GO:000protein serine/threon   0.10 10 0.7788162 171 0.4938343

18912 GO:0042578 phosphoric ester hyd  0.10 22 1.7133956 444 1.2822365
25516 GO:0051219 phosphoprotein bindi 0.10 2 0.15576324 15 0.043318797
18582 GO:0042221 response to chemica  0.11 17 1.3239875 328 0.94723773
3872 GO:0005506 iron ion binding 0.11 27 2.1028037 563 1.6258988

19590 GO:0043295 glutathione binding 0.11 3 0.23364486 31 0.08952551
9600 GO:0016491 oxidoreductase activ 0.11 74 5.76324 1724 4.9787736
3134 GO:0004474 malate synthase activ 0.11 1 0.07788162 3 0.00866376
3252 GO:0004612 phosphoenolpyruvate   0.11 1 0.07788162 3 0.00866376
4319 GO:0006081 cellular aldehyde me  0.11 1 0.07788162 3 0.00866376
4330 GO:0006097 glyoxylate cycle 0.11 1 0.07788162 3 0.00866376
4376 GO:0006166 purine ribonucleoside 0.11 1 0.07788162 3 0.00866376
9478 GO:0016286 small conductance ca    0.11 1 0.07788162 3 0.00866376

13651 GO:0031219 levanase activity 0.11 1 0.07788162 3 0.00866376
19408 GO:0043101 purine-containing com  0.11 1 0.07788162 3 0.00866376
19477 GO:0043174 nucleoside salvage 0.11 1 0.07788162 3 0.00866376
21936 GO:0046409 p-coumarate 3-hydro  0.11 1 0.07788162 3 0.00866376
22011 GO:0046487 glyoxylate metabolic 0.11 1 0.07788162 3 0.00866376



11522 GO:0019538|GO:000protein metabolic pro 0.11 168 13.084112 4134 11.938661
9267 GO:0016021 integral to membrane 0.11 49 3.8161993 1103 3.1853757
5096 GO:0007047 cellular cell wall orga 0.11 4 0.31152648 50 0.14439599
6932 GO:0009664 plant-type cell wall o 0.11 4 0.31152648 50 0.14439599

20857 GO:0045229 external encapsulatin   0.11 4 0.31152648 50 0.14439599
30033 GO:0071669 plant-type cell wall o   0.11 4 0.31152648 50 0.14439599
20488 GO:0044238 primary metabolic pr 0.12 359 27.959501 9167 26.47356
12516 GO:0022804 active transmembran   0.12 36 2.8037384 787 2.2727928
4910 GO:0006811 ion transport 0.12 43 3.3489096 959 2.769515
3072 GO:0004396 hexokinase activity 0.12 2 0.15576324 16 0.046206716
3334 GO:0004713|GO:000protein tyrosine kinas  0.12 2 0.15576324 16 0.046206716

15688 GO:0033293 monocarboxylic acid 0.12 2 0.15576324 16 0.046206716
22412 GO:0046910 pectinesterase inhibi  0.12 2 0.15576324 16 0.046206716
2982 GO:0004197 cysteine-type endope  0.12 6 0.46728972 90 0.2599128
7173 GO:0009922 fatty acid elongase a 0.12 4 0.31152648 51 0.14728391
3340 GO:0004721 phosphoprotein phos  0.12 11 0.8566978 199 0.57469606
2809 GO:0003993 acid phosphatase ac 0.13 4 0.31152648 52 0.15017183
9923 GO:0016892 endoribonuclease ac   0.13 2 0.15576324 17 0.049094636
9925 GO:0016894 endonuclease activity           0.13 2 0.15576324 17 0.049094636

16281 GO:0033897 ribonuclease T2 activ 0.13 2 0.15576324 17 0.049094636
6072 GO:0008645 hexose transport 0.13 3 0.23364486 34 0.09818927
8562 GO:0015149 hexose transmembra   0.13 3 0.23364486 34 0.09818927

17794 GO:0035428 hexose transmembra  0.13 3 0.23364486 34 0.09818927
9697 GO:0016614 oxidoreductase activ       0.13 15 1.1682243 293 0.84616053

29246 GO:0070882 cellular cell wall orga   0.13 4 0.31152648 53 0.15305975
6355 GO:0008970 phospholipase A1 ac 0.14 3 0.23364486 35 0.10107719
5702 GO:0008146 sulfotransferase activ 0.14 4 0.31152648 54 0.15594767
2872 GO:0004066 asparagine synthase  0.14 1 0.07788162 4 0.011551679
2900 GO:0004096|GO:001catalase activity 0.14 1 0.07788162 4 0.011551679
2967 GO:0004165|GO:000dodecenoyl-CoA delt  0.14 1 0.07788162 4 0.011551679
3093 GO:0004421 hydroxymethylglutary   0.14 1 0.07788162 4 0.011551679
3119 GO:0004457 lactate dehydrogenas  0.14 1 0.07788162 4 0.011551679
3121 GO:0004459 L-lactate dehydrogen  0.14 1 0.07788162 4 0.011551679
3291 GO:0004657 proline dehydrogenas  0.14 1 0.07788162 4 0.011551679
3399 GO:0004788 thiamine diphosphok  0.14 1 0.07788162 4 0.011551679
3406 GO:0004795 threonine synthase a 0.14 1 0.07788162 4 0.011551679
3456 GO:0004849 uridine kinase activity 0.14 1 0.07788162 4 0.011551679
3639 GO:0005097 Rab GTPase activato  0.14 1 0.07788162 4 0.011551679
3661 GO:0005125 cytokine activity 0.14 1 0.07788162 4 0.011551679
3674 GO:0005138 interleukin-6 receptor 0.14 1 0.07788162 4 0.011551679
4328 GO:0006094 gluconeogenesis 0.14 1 0.07788162 4 0.011551679
4428 GO:0006222 UMP biosynthetic pro 0.14 1 0.07788162 4 0.011551679
5934 GO:0008446 GDP-mannose 4,6-d  0.14 1 0.07788162 4 0.011551679
6199 GO:0008792 arginine decarboxyla  0.14 1 0.07788162 4 0.011551679
6494 GO:0009129 pyrimidine nucleoside   0.14 1 0.07788162 4 0.011551679
6495 GO:0009130 pyrimidine nucleoside   0.14 1 0.07788162 4 0.011551679
6537 GO:0009173 pyrimidine ribonucleo    0.14 1 0.07788162 4 0.011551679
6538 GO:0009174 pyrimidine ribonucleo    0.14 1 0.07788162 4 0.011551679
7083 GO:0009824 AMP dimethylallyltra  0.14 1 0.07788162 4 0.011551679
7511 GO:0010285|GO:004L,L-diaminopimelate  0.14 1 0.07788162 4 0.011551679
8637 GO:0015231 5-formyltetrahydrofol   0.14 1 0.07788162 4 0.011551679
8877 GO:0015578|GO:001mannose transmemb   0.14 1 0.07788162 4 0.011551679
9030 GO:0015761 mannose transport 0.14 1 0.07788162 4 0.011551679
9147 GO:0015885 5-formyltetrahydrofol  0.14 1 0.07788162 4 0.011551679
9485 GO:0016297|GO:001acyl-[acyl-carrier-pro   0.14 1 0.07788162 4 0.011551679

11312 GO:0019319 hexose biosynthetic p 0.14 1 0.07788162 4 0.011551679
14721 GO:0032313 regulation of Rab GT  0.14 1 0.07788162 4 0.011551679
14891 GO:0032483 regulation of Rab pro   0.14 1 0.07788162 4 0.011551679
15252 GO:0032851 positive regulation of   0.14 1 0.07788162 4 0.011551679
21615 GO:0046049 UMP metabolic proce 0.14 1 0.07788162 4 0.011551679
22893 GO:0047405 pyrimidine-5'-nucleot   0.14 1 0.07788162 4 0.011551679
24433 GO:0050113 inositol oxygenase ac 0.14 1 0.07788162 4 0.011551679
24692 GO:0050373 UDP-arabinose 4-ep  0.14 1 0.07788162 4 0.011551679
2753 GO:0003919 FMN adenylyltransfe  0.14 1 0.07788162 4 0.011551679
2799 GO:0003983 UTP:glucose-1-phos   0.14 1 0.07788162 4 0.011551679
5776 GO:0008252 nucleotidase activity 0.14 2 0.15576324 18 0.051982556
8213 GO:0012507|GO:003ER to Golgi transport  0.14 2 0.15576324 18 0.051982556

10899 GO:0018858 benzoate-CoA ligase 0.14 2 0.15576324 18 0.051982556
12702 GO:0030127 COPII vesicle coat 0.14 2 0.15576324 18 0.051982556
12708 GO:0030133 transport vesicle 0.14 2 0.15576324 18 0.051982556
12709 GO:0030134|GO:003ER to Golgi transport 0.14 2 0.15576324 18 0.051982556
13129 GO:0030658 transport vesicle mem 0.14 2 0.15576324 18 0.051982556
9869 GO:0016829 lyase activity 0.14 23 1.7912773 488 1.4093049
9870 GO:0016830 carbon-carbon lyase 0.15 9 0.7009346 161 0.4649551
8607 GO:0015197|GO:001peptide transporter a 0.15 8 0.62305295 139 0.40142086
8608 GO:0015198 oligopeptide transpor  0.15 8 0.62305295 139 0.40142086
4232 GO:0005992 trehalose biosyntheti  0.15 3 0.23364486 36 0.10396511

25416 GO:0051119 sugar transmembran   0.15 7 0.5451713 118 0.34077454
4944 GO:0006857 oligopeptide transpor 0.15 8 0.62305295 141 0.4071967
9099 GO:0015833 peptide transport 0.15 8 0.62305295 141 0.4071967
3290 GO:0004656 procollagen-proline 4  0.16 2 0.15576324 19 0.054870475
8212 GO:0012506 vesicle membrane 0.16 2 0.15576324 19 0.054870475

11752 GO:0019798 procollagen-proline d  0.16 2 0.15576324 19 0.054870475
12695 GO:0030120 vesicle coat 0.16 2 0.15576324 19 0.054870475
12710 GO:0030135|GO:000coated vesicle 0.16 2 0.15576324 19 0.054870475
13130 GO:0030659 cytoplasmic vesicle m 0.16 2 0.15576324 19 0.054870475
13133 GO:0030662 coated vesicle memb 0.16 2 0.15576324 19 0.054870475
13966 GO:0031543 peptidyl-proline dioxy  0.16 2 0.15576324 19 0.054870475
13968 GO:0031545 peptidyl-proline 4-dio  0.16 2 0.15576324 19 0.054870475
13829 GO:0031406 carboxylic acid bindin 0.16 6 0.46728972 98 0.28301615
3758 GO:0005267 potassium channel a 0.16 3 0.23364486 37 0.10685303



8557 GO:0015144 carbohydrate transm   0.16 8 0.62305295 143 0.41297254
16602 GO:0034219 carbohydrate transm  0.16 8 0.62305295 143 0.41297254

9767 GO:0016705 oxidoreductase activ            0.17 16 1.2461059 329 0.95012563
4231 GO:0005991 trehalose metabolic p 0.17 3 0.23364486 38 0.10974095
8501 GO:0015085 calcium ion transmem   0.17 3 0.23364486 38 0.10974095

22409 GO:0046906 tetrapyrrole binding 0.17 27 2.1028037 596 1.7212002
29919 GO:0071555 cell wall organization 0.17 4 0.31152648 58 0.16749935
12532 GO:0022836 gated channel activity 0.17 7 0.5451713 122 0.3523262
3328 GO:0004707|GO:000MAP kinase activity 0.17 2 0.15576324 20 0.0577584
3798 GO:0005337 nucleoside transmem   0.17 2 0.15576324 20 0.0577584
8726 GO:0015368 calcium:cation antipo  0.17 2 0.15576324 20 0.0577584
9122 GO:0015858 nucleoside transport 0.17 2 0.15576324 20 0.0577584

25477 GO:0051180 vitamin transport 0.17 2 0.15576324 20 0.0577584
25480 GO:0051183 vitamin transporter a 0.17 2 0.15576324 20 0.0577584

3035 GO:0004351 glutamate decarboxy  0.17 1 0.07788162 5 0.0144396
3314 GO:0004689|GO:000phosphorylase kinase 0.17 1 0.07788162 5 0.0144396
5989 GO:0008517 folic acid transporter 0.17 1 0.07788162 5 0.0144396
9146 GO:0015884 folic acid transport 0.17 1 0.07788162 5 0.0144396

22765 GO:0047274 galactinol-sucrose ga  0.17 1 0.07788162 5 0.0144396
31506 GO:0080131 hydroxyjasmonate su  0.17 1 0.07788162 5 0.0144396
6071 GO:0008643|GO:000carbohydrate transpo 0.18 8 0.62305295 147 0.42452422
8673 GO:0015291|GO:001secondary active tran   0.18 19 1.4797508 407 1.1753833
3129 GO:0004467 long-chain fatty acid-   0.18 2 0.15576324 21 0.060646318
9268 GO:0016023 cytoplasmic membra  0.18 2 0.15576324 21 0.060646318

14399 GO:0031988 membrane-bounded 0.18 2 0.15576324 21 0.060646318
9839 GO:0016791|GO:001phosphatase activity 0.18 18 1.4018692 383 1.1060733
5652 GO:0008081|GO:000phosphoric diester hy  0.18 4 0.31152648 60 0.17327519
7021 GO:0009755 hormone-mediated s  0.18 3 0.23364486 40 0.1155168

15271 GO:0032870 cellular response to h  0.18 3 0.23364486 40 0.1155168
3156 GO:0004497 monooxygenase acti 0.19 9 0.7009346 172 0.49672222

24858 GO:0050551 myrcene synthase ac 0.20 2 0.15576324 22 0.06353424
25195 GO:0050896|GO:005response to stimulus 0.20 77 5.996885 1881 5.432177
17457 GO:0035091 phosphatidylinositol b 0.20 4 0.31152648 62 0.17905103
20619 GO:0044425 membrane part 0.20 63 4.906542 1523 4.398302
4912 GO:0006813|GO:001potassium ion transp 0.20 5 0.3894081 84 0.24258527

30168 GO:0071804 cellular potassium io  0.20 5 0.3894081 84 0.24258527
30169 GO:0071805 potassium ion transm  0.20 5 0.3894081 84 0.24258527
2906 GO:0004103 choline kinase activit 0.20 1 0.07788162 6 0.01732752
3131 GO:0004470 malic enzyme activity 0.20 1 0.07788162 6 0.01732752
3133 GO:0004473 malate dehydrogenas    0.20 1 0.07788162 6 0.01732752
3208 GO:0004563 beta-N-acetylhexosa  0.20 1 0.07788162 6 0.01732752
3269 GO:0004634 phosphopyruvate hyd  0.20 1 0.07788162 6 0.01732752
3342 GO:0004723|GO:000calcium-dependent p    0.20 1 0.07788162 6 0.01732752
3413 GO:0004802 transketolase activity 0.20 1 0.07788162 6 0.01732752
3467 GO:0004860 protein kinase inhibit  0.20 1 0.07788162 6 0.01732752
3642 GO:0005100 Rho GTPase activato  0.20 1 0.07788162 6 0.01732752
3845 GO:0005452 inorganic anion exch  0.20 1 0.07788162 6 0.01732752
4059 GO:0005774 vacuolar membrane 0.20 1 0.07788162 6 0.01732752
4264 GO:0006026 aminoglycan catabol  0.20 1 0.07788162 6 0.01732752
4268 GO:0006030 chitin metabolic proc 0.20 1 0.07788162 6 0.01732752
4270 GO:0006032 chitin catabolic proce 0.20 1 0.07788162 6 0.01732752
4657 GO:0006528 asparagine metabolic 0.20 1 0.07788162 6 0.01732752
4658 GO:0006529 asparagine biosynthe  0.20 1 0.07788162 6 0.01732752
4953 GO:0006868|GO:001glutamine transport 0.20 1 0.07788162 6 0.01732752
5713 GO:0008169 C-methyltransferase 0.20 1 0.07788162 6 0.01732752
6000 GO:0008531 riboflavin kinase activ 0.20 1 0.07788162 6 0.01732752
6344 GO:0008959 phosphate acetyltran  0.20 1 0.07788162 6 0.01732752
7651 GO:0010427 abscisic acid binding 0.20 1 0.07788162 6 0.01732752
8505 GO:0015089 high affinity copper io    0.20 1 0.07788162 6 0.01732752
8596 GO:0015186 L-glutamine transme   0.20 1 0.07788162 6 0.01732752
9435 GO:0016231 beta-N-acetylglucosa  0.20 1 0.07788162 6 0.01732752
9584 GO:0016471 vacuolar proton-trans    0.20 1 0.07788162 6 0.01732752

14727 GO:0032319 regulation of Rho GT  0.20 1 0.07788162 6 0.01732752
14729 GO:0032321 positive regulation of   0.20 1 0.07788162 6 0.01732752
17394 GO:0035023 regulation of Rho pro   0.20 1 0.07788162 6 0.01732752
19761 GO:0043495 protein anchor 0.20 1 0.07788162 6 0.01732752
20631 GO:0044437 vacuolar part 0.20 1 0.07788162 6 0.01732752
21727 GO:0046165 alcohol biosynthetic p 0.20 1 0.07788162 6 0.01732752
21893 GO:0046364 monosaccharide bios  0.20 1 0.07788162 6 0.01732752
26030 GO:0051748 UTP-monosaccharide   0.20 1 0.07788162 6 0.01732752

5 GO:0000007 low-affinity zinc ion tr   0.20 1 0.07788162 6 0.01732752
135 GO:0000170 sphingosine hydroxyl  0.20 1 0.07788162 6 0.01732752

2688 GO:0003838 sterol 24-C-methyltra  0.20 1 0.07788162 6 0.01732752
2713 GO:0003863 3-methyl-2-oxobutan    0.20 1 0.07788162 6 0.01732752
3718 GO:0005200 structural constituent  0.20 3 0.23364486 42 0.121292636
6666 GO:0009312 oligosaccharide biosy  0.20 3 0.23364486 42 0.121292636
8461 GO:0015020|GO:000glucuronosyltransfera  0.20 3 0.23364486 42 0.121292636
9370 GO:0016138 glycoside biosyntheti  0.20 3 0.23364486 42 0.121292636

21880 GO:0046351 disaccharide biosynt  0.20 3 0.23364486 42 0.121292636
13656 GO:0031224 intrinsic to membrane 0.20 50 3.894081 1193 3.4452884
8679 GO:0015297 antiporter activity 0.20 8 0.62305295 152 0.4389638
8682 GO:0015300 solute:solute antiport  0.20 8 0.62305295 152 0.4389638

17016 GO:0034637 cellular carbohydrate  0.21 4 0.31152648 63 0.18193895
3662 GO:0005126 cytokine receptor bin 0.21 2 0.15576324 23 0.06642216

22753 GO:0047262|GO:005polygalacturonate 4-a  0.21 2 0.15576324 23 0.06642216
9293 GO:0016051|GO:000carbohydrate biosynt  0.21 4 0.31152648 64 0.18482687
4914 GO:0006816 calcium ion transport 0.22 3 0.23364486 44 0.12706847

28952 GO:0070588 calcium ion transmem  0.22 3 0.23364486 44 0.12706847
29859 GO:0071495 cellular response to e  0.22 3 0.23364486 44 0.12706847
2821 GO:0004012|GO:000phospholipid-transloc   0.22 2 0.15576324 24 0.06931008
8559 GO:0015146 pentose transmembr   0.22 2 0.15576324 24 0.06931008



8561 GO:0015148 D-xylose transmemb   0.22 2 0.15576324 24 0.06931008
8829 GO:0015519 D-xylose:hydrogen sy  0.22 2 0.15576324 24 0.06931008
9019 GO:0015750 pentose transport 0.22 2 0.15576324 24 0.06931008
9022 GO:0015753 D-xylose transport 0.22 2 0.15576324 24 0.06931008
2945 GO:0004143 diacylglycerol kinase 0.23 1 0.07788162 7 0.020215439
4260 GO:0006022 aminoglycan metabo  0.23 1 0.07788162 7 0.020215439
6527 GO:0009163 nucleoside biosynthe  0.23 1 0.07788162 7 0.020215439

18796 GO:0042451 purine nucleoside bio  0.23 1 0.07788162 7 0.020215439
18800 GO:0042455 ribonucleoside biosy  0.23 1 0.07788162 7 0.020215439
19401 GO:0043094 cellular metabolic co  0.23 1 0.07788162 7 0.020215439
21695 GO:0046129 purine ribonucleoside  0.23 1 0.07788162 7 0.020215439
8666 GO:0015276 ligand-gated ion chan  0.23 3 0.23364486 45 0.1299564

12530 GO:0022834 ligand-gated channel 0.23 3 0.23364486 45 0.1299564
31431 GO:0080054 low affinity nitrate tra   0.23 3 0.23364486 45 0.1299564
3888 GO:0005529 sugar binding 0.23 8 0.62305295 158 0.45629135
5070 GO:0007017 microtubule-based pr 0.24 6 0.46728972 112 0.32344702
5071 GO:0007018 microtubule-based m 0.24 6 0.46728972 112 0.32344702
9846 GO:0016799 hydrolase activity, hy   0.24 2 0.15576324 25 0.072197996

31493 GO:0080118 brassinosteroid sulfo  0.24 2 0.15576324 25 0.072197996
973 GO:0001653 peptide receptor activ 0.24 2 0.15576324 25 0.072197996

6999 GO:0009733 response to auxin sti 0.24 3 0.23364486 46 0.13284431
20652 GO:0044459 plasma membrane p 0.24 3 0.23364486 46 0.13284431
5909 GO:0008415 acyltransferase activ 0.25 15 1.1682243 330 0.95301354
3415 GO:0004805 trehalose-phosphatas  0.25 2 0.15576324 26 0.075085916

17147 GO:0034768 (E)-beta-ocimene syn  0.25 2 0.15576324 26 0.075085916
4773 GO:0006650|GO:000glycerophospholipid  0.25 3 0.23364486 47 0.13573223

22010 GO:0046486 glycerolipid metaboli  0.25 3 0.23364486 47 0.13573223
31420 GO:0080043 quercetin 3-O-glucos  0.25 4 0.31152648 69 0.19926646
3098 GO:0004427 inorganic diphosphat  0.26 1 0.07788162 8 0.023103358
4778 GO:0006656 phosphatidylcholine b  0.26 1 0.07788162 8 0.023103358
4779 GO:0006657 CDP-choline pathway 0.26 1 0.07788162 8 0.023103358
5753 GO:0008216 spermidine metabolic 0.26 1 0.07788162 8 0.023103358
5815 GO:0008295 spermidine biosynthe  0.26 1 0.07788162 8 0.023103358
6262 GO:0008865 fructokinase activity 0.26 1 0.07788162 8 0.023103358
7779 GO:0010563 negative regulation o    0.26 1 0.07788162 8 0.023103358
8725 GO:0015367 oxoglutarate:malate a  0.26 1 0.07788162 8 0.023103358
9011 GO:0015742 alpha-ketoglutarate t 0.26 1 0.07788162 8 0.023103358

11209 GO:0019206 nucleoside kinase ac 0.26 1 0.07788162 8 0.023103358
11213 GO:0019210 kinase inhibitor activi 0.26 1 0.07788162 8 0.023103358
12736 GO:0030165 PDZ domain binding 0.26 1 0.07788162 8 0.023103358
13262 GO:0030795|GO:004jasmonate O-methylt  0.26 1 0.07788162 8 0.023103358
18675 GO:0042326 negative regulation o  0.26 1 0.07788162 8 0.023103358
18785 GO:0042439 ethanolamine-contain    0.26 1 0.07788162 8 0.023103358
21504 GO:0045936 negative regulation o    0.26 1 0.07788162 8 0.023103358
21995 GO:0046470 phosphatidylcholine m  0.26 1 0.07788162 8 0.023103358
22076 GO:0046556 alpha-N-arabinofuran  0.26 1 0.07788162 8 0.023103358
22702 GO:0047209 coniferyl-alcohol gluc  0.26 1 0.07788162 8 0.023103358
23264 GO:0047782 coniferin beta-glucos  0.26 1 0.07788162 8 0.023103358
28933 GO:0070569 uridylyltransferase ac 0.26 1 0.07788162 8 0.023103358

4 GO:0000006 high affinity zinc upta    0.26 1 0.07788162 8 0.023103358
11 GO:0000015 phosphopyruvate hyd  0.26 1 0.07788162 8 0.023103358
47 GO:0000062 fatty-acyl-CoA bindin 0.26 1 0.07788162 8 0.023103358

2728 GO:0003878|GO:004ATP citrate synthase 0.26 1 0.07788162 8 0.023103358
15524 GO:0033124 regulation of GTP ca  0.26 4 0.31152648 70 0.20215438
19394 GO:0043087 regulation of GTPase 0.26 4 0.31152648 70 0.20215438
4188 GO:0005938 cell cortex 0.26 3 0.23364486 48 0.13862015

20642 GO:0044448 cell cortex part 0.26 3 0.23364486 48 0.13862015
113 GO:0000145 exocyst 0.26 3 0.23364486 48 0.13862015

3724 GO:0005216 ion channel activity 0.26 7 0.5451713 140 0.40430877
3895 GO:0005543 phospholipid binding 0.26 7 0.5451713 140 0.40430877
3725 GO:0005217 intracellular ligand-ga    0.26 2 0.15576324 27 0.077973835
3808 GO:0005351|GO:000sugar:hydrogen symp  0.27 5 0.3894081 94 0.27146447
3835 GO:0005402 cation:sugar symport  0.27 5 0.3894081 94 0.27146447
3756 GO:0005261|GO:001cation channel activit 0.27 3 0.23364486 49 0.14150807
9725 GO:0016645 oxidoreductase activ        0.27 3 0.23364486 49 0.14150807

18633 GO:0042277 peptide binding 0.28 5 0.3894081 95 0.27435237
3744 GO:0005244 voltage-gated ion cha  0.28 4 0.31152648 72 0.20793022

12528 GO:0022832 voltage-gated channe  0.28 4 0.31152648 72 0.20793022
15280 GO:0032879 regulation of localiza 0.28 4 0.31152648 72 0.20793022
17141 GO:0034762 regulation of transme  0.28 4 0.31152648 72 0.20793022
17144 GO:0034765 regulation of ion trans  0.28 4 0.31152648 72 0.20793022
19568 GO:0043269 regulation of ion trans 0.28 4 0.31152648 72 0.20793022
25348 GO:0051049 regulation of transpo 0.28 4 0.31152648 72 0.20793022
3332 GO:0004711 ribosomal protein S6  0.28 2 0.15576324 28 0.080861755
3812 GO:0005355|GO:001glucose transmembra   0.28 2 0.15576324 28 0.080861755
9027 GO:0015758 glucose transport 0.28 2 0.15576324 28 0.080861755
716 GO:0001071 nucleic acid binding t   0.28 57 4.4392524 1417 4.0921826

2643 GO:0003700|GO:000sequence-specific DN     0.28 57 4.4392524 1417 4.0921826
4304 GO:0006066 alcohol metabolic pro 0.28 7 0.5451713 143 0.41297254
7166 GO:0009914 hormone transport 0.28 3 0.23364486 50 0.14439599
9783 GO:0016722 oxidoreductase activ    0.28 3 0.23364486 50 0.14439599

27891 GO:0060918 auxin transport 0.28 3 0.23364486 50 0.14439599
29674 GO:0071310 cellular response to o  0.28 3 0.23364486 50 0.14439599
31536 GO:0080161 auxin transmembrane  0.28 3 0.23364486 50 0.14439599
2801 GO:0003985 acetyl-CoA C-acetylt  0.29 1 0.07788162 9 0.025991278
3251 GO:0004611 phosphoenolpyruvate  0.29 1 0.07788162 9 0.025991278
3625 GO:0005080 protein kinase C bind 0.29 1 0.07788162 9 0.025991278
3694 GO:0005160 transforming growth f    0.29 1 0.07788162 9 0.025991278
4322 GO:0006084 acetyl-CoA metabolic 0.29 1 0.07788162 9 0.025991278
4332 GO:0006099 tricarboxylic acid cyc 0.29 1 0.07788162 9 0.025991278
6429 GO:0009060 aerobic respiration 0.29 1 0.07788162 9 0.025991278



6476 GO:0009109 coenzyme catabolic p 0.29 1 0.07788162 9 0.025991278
7506 GO:0010279 indole-3-acetic acid a   0.29 1 0.07788162 9 0.025991278
9571 GO:0016453 C-acetyltransferase a 0.29 1 0.07788162 9 0.025991278

11785 GO:0019840 isoprenoid binding 0.29 1 0.07788162 9 0.025991278
13224 GO:0030755 quercetin 3-O-methy  0.29 1 0.07788162 9 0.025991278
15579 GO:0033180 proton-transporting V    0.29 1 0.07788162 9 0.025991278
19342 GO:0043027 caspase inhibitor act 0.29 1 0.07788162 9 0.025991278
19343 GO:0043028 caspase regulator ac 0.29 1 0.07788162 9 0.025991278
19458 GO:0043154|GO:000negative regulation o   0.29 1 0.07788162 9 0.025991278
19579 GO:0043281|GO:004regulation of caspase 0.29 1 0.07788162 9 0.025991278
21885 GO:0046356 acetyl-CoA catabolic 0.29 1 0.07788162 9 0.025991278
25484 GO:0051187 cofactor catabolic pro 0.29 1 0.07788162 9 0.025991278
17617 GO:0035251 UDP-glucosyltransfe  0.29 10 0.7788162 218 0.62956655
4427 GO:0006221 pyrimidine nucleotide  0.29 2 0.15576324 29 0.083749674
3311 GO:0004683|GO:000calmodulin-dependen    0.29 4 0.31152648 74 0.21370606
9832 GO:0016782 transferase activity, t   0.29 4 0.31152648 74 0.21370606
8677 GO:0015295 solute:hydrogen sym  0.30 5 0.3894081 98 0.28301615
8810 GO:0015491 cation:cation antiport  0.30 4 0.31152648 75 0.21659398
2666 GO:0003774 motor activity 0.31 2 0.15576324 30 0.086637594
5732 GO:0008194 UDP-glycosyltransfe  0.31 14 1.0903426 322 0.9299102
3024 GO:0004340 glucokinase activity 0.31 1 0.07788162 10 0.0288792
3056 GO:0004372 glycine hydroxymethy  0.31 1 0.07788162 10 0.0288792
3813 GO:0005356|GO:000hydrogen:glucose sy  0.31 1 0.07788162 10 0.0288792
3815 GO:0005358 high-affinity hydrogen   0.31 1 0.07788162 10 0.0288792
3842 GO:0005432 calcium:sodium antip  0.31 1 0.07788162 10 0.0288792
3849 GO:0005459 UDP-galactose trans   0.31 1 0.07788162 10 0.0288792
3871 GO:0005504 fatty acid binding 0.31 1 0.07788162 10 0.0288792
4309 GO:0006071 glycerol metabolic pr 0.31 1 0.07788162 10 0.0288792
4724 GO:0006596 polyamine biosynthet  0.31 1 0.07788162 10 0.0288792
5678 GO:0008113|GO:003peptide-methionine-(   0.31 1 0.07788162 10 0.0288792
6464 GO:0009095 aromatic amino acid     0.31 1 0.07788162 10 0.0288792
6947 GO:0009679 hexose:hydrogen sym  0.31 1 0.07788162 10 0.0288792
8727 GO:0015369 calcium:hydrogen an  0.31 1 0.07788162 10 0.0288792
9054 GO:0015785 UDP-galactose trans 0.31 1 0.07788162 10 0.0288792
9828 GO:0016778 diphosphotransferase 0.31 1 0.07788162 10 0.0288792

11391 GO:0019400 alditol metabolic proc 0.31 1 0.07788162 10 0.0288792
11715 GO:0019751 polyol metabolic proc 0.31 1 0.07788162 10 0.0288792
13472 GO:0031013 troponin I binding 0.31 1 0.07788162 10 0.0288792
17563 GO:0035197 siRNA binding 0.31 1 0.07788162 10 0.0288792
25453 GO:0051156|GO:000glucose 6-phosphate  0.31 1 0.07788162 10 0.0288792
26069 GO:0051787 misfolded protein bin 0.31 1 0.07788162 10 0.0288792
26975 GO:0060001 minus-end directed m   0.31 1 0.07788162 10 0.0288792
29215 GO:0070851 growth factor recepto  0.31 1 0.07788162 10 0.0288792
30693 GO:0072334 UDP-galactose trans  0.31 1 0.07788162 10 0.0288792
31441 GO:0080065 4-alpha-methyl-delta   0.31 1 0.07788162 10 0.0288792

114 GO:0000146 microfilament motor a 0.31 1 0.07788162 10 0.0288792
196 GO:0000254 C-4 methylsterol oxid  0.31 1 0.07788162 10 0.0288792

9494 GO:0016311 dephosphorylation 0.32 18 1.4018692 425 1.227366
26959 GO:0055114 oxidation-reduction p 0.32 97 7.5545173 2490 7.1909204
9877 GO:0016838 carbon-oxygen lyase    0.32 4 0.31152648 77 0.22236982

14422 GO:0032012 regulation of ARF pro   0.32 2 0.15576324 31 0.08952551
14720 GO:0032312 regulation of ARF GT  0.32 2 0.15576324 31 0.08952551
30884 GO:0072528 pyrimidine-containing   0.32 2 0.15576324 31 0.08952551
30066 GO:0071702 organic substance tra 0.32 22 1.7133956 529 1.5277096
29251 GO:0070887 cellular response to c  0.32 3 0.23364486 54 0.15594767
5874 GO:0008374 O-acyltransferase ac 0.33 5 0.3894081 102 0.29456782

12794 GO:0030234 enzyme regulator act 0.33 17 1.3239875 403 1.1638317
30865 GO:0072509 divalent inorganic ca    0.33 4 0.31152648 78 0.22525774
25095 GO:0050790 regulation of catalytic 0.33 20 1.5576324 480 1.3862015
3717 GO:0005199 structural constituent   0.33 2 0.15576324 32 0.09241343
9533 GO:0016405 CoA-ligase activity 0.33 3 0.23364486 55 0.15883559
5733 GO:0008195|GO:000phosphatidate phosp  0.34 1 0.07788162 11 0.03176712

11152 GO:0019139|GO:004cytokinin dehydrogen  0.34 1 0.07788162 11 0.03176712
16183 GO:0033799 myricetin 3'-O-methy  0.34 1 0.07788162 11 0.03176712
24696 GO:0050378 UDP-glucuronate 4-e  0.34 1 0.07788162 11 0.03176712
2669 GO:0003785 actin monomer bindin 0.34 1 0.07788162 11 0.03176712

28366 GO:0065009 regulation of molecul  0.34 20 1.5576324 484 1.3977532
4224 GO:0005984 disaccharide metabo  0.34 3 0.23364486 56 0.16172351
9369 GO:0016137 glycoside metabolic 0.34 3 0.23364486 56 0.16172351
4358 GO:0006140 regulation of nucleoti   0.35 4 0.31152648 80 0.2310336
7146 GO:0009894 regulation of cataboli  0.35 4 0.31152648 80 0.2310336
9682 GO:0016597 amino acid binding 0.35 4 0.31152648 80 0.2310336

13278 GO:0030811 regulation of nucleoti   0.35 4 0.31152648 80 0.2310336
13759 GO:0031329 regulation of cellular  0.35 4 0.31152648 80 0.2310336
15521 GO:0033121 regulation of purine n   0.35 4 0.31152648 80 0.2310336
19479 GO:0043176 amine binding 0.35 4 0.31152648 80 0.2310336
4705 GO:0006576 cellular biogenic ami   0.35 2 0.15576324 33 0.09530135
9576 GO:0016459 myosin complex 0.35 2 0.15576324 33 0.09530135
8943 GO:0015672 monovalent inorganic  0.35 16 1.2461059 383 1.1060733
6166 GO:0008757 S-adenosylmethionin   0.35 8 0.62305295 180 0.5198256
7557 GO:0010333 terpene synthase act 0.35 3 0.23364486 57 0.16461143
9910 GO:0016878 acid-thiol ligase activ 0.35 3 0.23364486 57 0.16461143
9266 GO:0016020 membrane 0.36 143 11.137072 3741 10.803708
3749 GO:0005249 voltage-gated potass   0.36 2 0.15576324 34 0.09818927
5827 GO:0008308|GO:002voltage-gated anion c  0.36 2 0.15576324 34 0.09818927
6486 GO:0009119 ribonucleoside metab  0.36 2 0.15576324 34 0.09818927

11203 GO:0019200 carbohydrate kinase 0.36 2 0.15576324 34 0.09818927
20321 GO:0044070 regulation of anion tra 0.36 2 0.15576324 34 0.09818927
22341 GO:0046835 carbohydrate phosph 0.36 2 0.15576324 34 0.09818927
29202 GO:0070838 divalent metal ion tra 0.36 4 0.31152648 82 0.23680943
3037 GO:0004353 glutamate dehydroge   0.36 1 0.07788162 12 0.03465504



3386 GO:0004773 steryl-sulfatase activ 0.36 1 0.07788162 12 0.03465504
4506 GO:0006313|GO:000transposition, DNA-m 0.36 1 0.07788162 12 0.03465504
4786 GO:0006664 glycolipid metabolic p 0.36 1 0.07788162 12 0.03465504
5965 GO:0008484 sulfuric ester hydrola  0.36 1 0.07788162 12 0.03465504
6024 GO:0008574 plus-end-directed mic   0.36 1 0.07788162 12 0.03465504
6610 GO:0009247 glycolipid biosyntheti  0.36 1 0.07788162 12 0.03465504

14604 GO:0032196 transposition 0.36 1 0.07788162 12 0.03465504
14674 GO:0032266 phosphatidylinositol-  0.36 1 0.07788162 12 0.03465504
16148 GO:0033764 steroid dehydrogenas              0.36 1 0.07788162 12 0.03465504
19047 GO:0042723 thiamine-containing c   0.36 1 0.07788162 12 0.03465504
19048 GO:0042724 thiamine-containing c   0.36 1 0.07788162 12 0.03465504
20943 GO:0045333 cellular respiration 0.36 1 0.07788162 12 0.03465504
21992 GO:0046467 membrane lipid biosy  0.36 1 0.07788162 12 0.03465504
25436 GO:0051139 metal ion:hydrogen a  0.36 1 0.07788162 12 0.03465504
31380 GO:0080002 UDP-glucose:4-amin   0.36 1 0.07788162 12 0.03465504

29 GO:0000036 acyl carrier activity 0.36 1 0.07788162 12 0.03465504
3323 GO:0004702 receptor signaling pro    0.36 3 0.23364486 58 0.16749935
6665 GO:0009311 oligosaccharide meta  0.36 3 0.23364486 58 0.16749935
8028 GO:0010817 regulation of hormon  0.36 3 0.23364486 58 0.16749935
4954 GO:0006869 lipid transport 0.37 9 0.7009346 208 0.6006873
8085 GO:0010876 lipid localization 0.37 9 0.7009346 208 0.6006873
4426 GO:0006220 pyrimidine nucleotide  0.37 2 0.15576324 35 0.10107719

11206 GO:0019203 carbohydrate phosph  0.37 2 0.15576324 35 0.10107719
22012 GO:0046488|GO:003phosphatidylinositol m  0.37 2 0.15576324 35 0.10107719
30700 GO:0072341 modified amino acid 0.37 3 0.23364486 59 0.17038727
3048 GO:0004364 glutathione transferas  0.38 4 0.31152648 84 0.24258527

30867 GO:0072511 divalent inorganic ca  0.38 4 0.31152648 84 0.24258527
9393 GO:0016165 lipoxygenase activity 0.39 2 0.15576324 36 0.10396511

12626 GO:0030029 actin filament-based 0.39 2 0.15576324 36 0.10396511
12633 GO:0030036 actin cytoskeleton or 0.39 2 0.15576324 36 0.10396511
6436 GO:0009067 aspartate family amin    0.39 1 0.07788162 13 0.037542958
8149 GO:0010941 regulation of cell dea 0.39 1 0.07788162 13 0.037542958
8578 GO:0015165 pyrimidine nucleotide    0.39 1 0.07788162 13 0.037542958
9050 GO:0015781 pyrimidine nucleotide  0.39 1 0.07788162 13 0.037542958

18634 GO:0042278 purine nucleoside me  0.39 1 0.07788162 13 0.037542958
19298 GO:0042981 regulation of apoptos 0.39 1 0.07788162 13 0.037542958
19381 GO:0043067|GO:004regulation of program   0.39 1 0.07788162 13 0.037542958
20923 GO:0045309 protein phosphorylate    0.39 1 0.07788162 13 0.037542958
21694 GO:0046128 purine ribonucleoside  0.39 1 0.07788162 13 0.037542958
25118 GO:0050815 phosphoserine bindin 0.39 1 0.07788162 13 0.037542958
4768 GO:0006644 phospholipid metabo  0.40 3 0.23364486 61 0.1761631
8680 GO:0015298 solute:cation antiport  0.40 5 0.3894081 112 0.32344702

29918 GO:0071554 cell wall organization  0.40 5 0.3894081 112 0.32344702
4670 GO:0006541 glutamine metabolic 0.41 1 0.07788162 14 0.040430877
4723 GO:0006595 polyamine metabolic 0.41 1 0.07788162 14 0.040430877
5875 GO:0008375 acetylglucosaminyltra  0.41 1 0.07788162 14 0.040430877
8553 GO:0015140 malate transmembra   0.41 1 0.07788162 14 0.040430877
8859 GO:0015556 C4-dicarboxylate tran   0.41 1 0.07788162 14 0.040430877
9009 GO:0015740 C4-dicarboxylate tran 0.41 1 0.07788162 14 0.040430877
9012 GO:0015743 malate transport 0.41 1 0.07788162 14 0.040430877
9399 GO:0016174 NAD(P)H oxidase ac 0.41 1 0.07788162 14 0.040430877
9433 GO:0016229 steroid dehydrogenas  0.41 1 0.07788162 14 0.040430877
9711 GO:0016629 12-oxophytodienoate  0.41 1 0.07788162 14 0.040430877

20671 GO:0045017 glycerolipid biosynthe  0.41 1 0.07788162 14 0.040430877
20791 GO:0045153 electron transporter,        0.41 1 0.07788162 14 0.040430877
21998 GO:0046474 glycerophospholipid  0.41 1 0.07788162 14 0.040430877
24970 GO:0050664 oxidoreductase activ         0.41 1 0.07788162 14 0.040430877
25040 GO:0050734 hydroxycinnamoyltra  0.41 1 0.07788162 14 0.040430877
29787 GO:0071423 malate transmembra  0.41 1 0.07788162 14 0.040430877

270 GO:0000339 RNA cap binding 0.41 1 0.07788162 14 0.040430877
20624 GO:0044430 cytoskeletal part 0.41 4 0.31152648 88 0.25413695
19533 GO:0043234 protein complex 0.41 33 2.5700934 848 2.448956
5066 GO:0007010 cytoskeleton organiza 0.41 2 0.15576324 38 0.10974095
6749 GO:0009414 response to water de 0.41 2 0.15576324 38 0.10974095
8588 GO:0015175 neutral amino acid tra   0.41 2 0.15576324 38 0.10974095
9073 GO:0015804 neutral amino acid tra 0.41 2 0.15576324 38 0.10974095

12538 GO:0022843 voltage-gated cation  0.41 2 0.15576324 38 0.10974095
9535 GO:0016407 acetyltransferase act 0.42 5 0.3894081 115 0.3321108
8676 GO:0015294 solute:cation sympor  0.42 6 0.46728972 141 0.4071967

30883 GO:0072527 pyrimidine-containing   0.43 2 0.15576324 39 0.11262887
2868 GO:0004062 aryl sulfotransferase 0.43 1 0.07788162 15 0.043318797
7520 GO:0010294 abscisic acid glucosy  0.43 1 0.07788162 15 0.043318797
8635 GO:0015229 L-ascorbic acid trans  0.43 1 0.07788162 15 0.043318797
8740 GO:0015386 potassium:hydrogen  0.43 1 0.07788162 15 0.043318797
9144 GO:0015882 L-ascorbic acid trans 0.43 1 0.07788162 15 0.043318797
9536 GO:0016408 C-acyltransferase ac 0.43 1 0.07788162 15 0.043318797

12523 GO:0022821 potassium ion antipo  0.43 1 0.07788162 15 0.043318797
11616 GO:0019637 organophosphate me  0.44 3 0.23364486 65 0.18771479
20512 GO:0044262|GO:000cellular carbohydrate  0.44 10 0.7788162 248 0.7162041
11829 GO:0019900 kinase binding 0.44 3 0.23364486 66 0.1906027
3638 GO:0005096 GTPase activator act 0.45 2 0.15576324 41 0.118404716

19813 GO:0043547 positive regulation of  0.45 2 0.15576324 41 0.118404716
20627 GO:0044433 cytoplasmic vesicle p 0.45 2 0.15576324 41 0.118404716
3742 GO:0005242 inward rectifier potas   0.45 1 0.07788162 16 0.046206716
3782 GO:0005310|GO:000dicarboxylic acid tran   0.45 1 0.07788162 16 0.046206716
4767 GO:0006643 membrane lipid meta  0.45 1 0.07788162 16 0.046206716
4928 GO:0006835|GO:000dicarboxylic acid tran 0.45 1 0.07788162 16 0.046206716
5691 GO:0008131|GO:000primary amine oxidas  0.45 1 0.07788162 16 0.046206716
5995 GO:0008524 glucose 6-phosphate   0.45 1 0.07788162 16 0.046206716
7521 GO:0010295 (+)-abscisic acid 8'-h  0.45 1 0.07788162 16 0.046206716
8694 GO:0015315 organophosphate:ino    0.45 1 0.07788162 16 0.046206716



9189 GO:0015929 hexosaminidase activ 0.45 1 0.07788162 16 0.046206716
9797 GO:0016742 hydroxymethyl-, form     0.45 1 0.07788162 16 0.046206716
9898 GO:0016863 intramolecular oxidor     0.45 1 0.07788162 16 0.046206716

18757 GO:0042409 caffeoyl-CoA O-meth  0.45 1 0.07788162 16 0.046206716
18899 GO:0042562 hormone binding 0.45 1 0.07788162 16 0.046206716
31396 GO:0080019 fatty-acyl-CoA reduct   0.45 1 0.07788162 16 0.046206716
2667 GO:0003777 microtubule motor ac 0.45 1 0.07788162 16 0.046206716

22479 GO:0046983 protein dimerization a 0.46 20 1.5576324 517 1.4930545
3873 GO:0005507 copper ion binding 0.46 6 0.46728972 146 0.42163628
8675 GO:0015293 symporter activity 0.46 7 0.5451713 173 0.49961013
7229 GO:0009987|GO:000cellular process 0.46 395 30.76324 10601 30.614838
3753 GO:0005253 anion channel activity 0.46 2 0.15576324 42 0.121292636
5607 GO:0008022 protein C-terminus bi 0.46 2 0.15576324 42 0.121292636
3620 GO:0005057 receptor signaling pro  0.47 3 0.23364486 69 0.19926646
4135 GO:0005875 microtubule associat  0.47 1 0.07788162 17 0.049094636
8585 GO:0015172 acidic amino acid tra   0.47 1 0.07788162 17 0.049094636
9069 GO:0015800 acidic amino acid tra 0.47 1 0.07788162 17 0.049094636

30887 GO:0072531 pyrimidine-containing   0.47 1 0.07788162 17 0.049094636
3900 GO:0005548|GO:000phospholipid transpo  0.48 2 0.15576324 43 0.124180555
9174 GO:0015914 phospholipid transpo 0.48 2 0.15576324 43 0.124180555

13833 GO:0031410 cytoplasmic vesicle 0.48 2 0.15576324 43 0.124180555
14393 GO:0031982 vesicle 0.48 2 0.15576324 43 0.124180555
9579 GO:0016462 pyrophosphatase act 0.48 36 2.8037384 954 2.7550755
9191 GO:0015931 nucleobase, nucleos      0.48 3 0.23364486 70 0.20215438
9192 GO:0015932 nucleobase, nucleos        0.48 3 0.23364486 70 0.20215438
9859 GO:0016818 hydrolase activity, ac       0.49 36 2.8037384 956 2.7608514
9753 GO:0016682 oxidoreductase activ            0.49 2 0.15576324 44 0.12706847
2642 GO:0003697|GO:000single-stranded DNA 0.49 2 0.15576324 44 0.12706847
3832 GO:0005388 calcium-transporting  0.49 1 0.07788162 18 0.051982556
4134 GO:0005874 microtubule 0.49 1 0.07788162 18 0.051982556
4252 GO:0006014 D-ribose metabolic p 0.49 1 0.07788162 18 0.051982556
8662 GO:0015271 outward rectifier pota   0.49 1 0.07788162 18 0.051982556
9726 GO:0016646 oxidoreductase activ             0.49 1 0.07788162 18 0.051982556

12887 GO:0030332 cyclin binding 0.49 1 0.07788162 18 0.051982556
207 GO:0000272 polysaccharide catab  0.49 1 0.07788162 18 0.051982556

2737 GO:0003887|GO:000DNA-directed DNA p  0.49 1 0.07788162 18 0.051982556
9858 GO:0016817 hydrolase activity, ac    0.49 36 2.8037384 959 2.769515
8681 GO:0015299 solute:hydrogen antip  0.49 4 0.31152648 98 0.28301615
4236 GO:0005996 monosaccharide met  0.50 5 0.3894081 125 0.36099
9893 GO:0016857 racemase and epime       0.50 2 0.15576324 45 0.1299564

11780 GO:0019829 cation-transporting A  0.50 2 0.15576324 45 0.1299564
9764 GO:0016701 oxidoreductase activ          0.50 3 0.23364486 72 0.20793022
3799 GO:0005338|GO:000nucleotide-sugar tran   0.51 1 0.07788162 19 0.054870475
5230 GO:0007205 activation of protein k          0.51 1 0.07788162 19 0.054870475
6435 GO:0009066 aspartate family amin    0.51 1 0.07788162 19 0.054870475
9049 GO:0015780 nucleotide-sugar tran 0.51 1 0.07788162 19 0.054870475
9490 GO:0016307 phosphatidylinositol p   0.51 1 0.07788162 19 0.054870475
9491 GO:0016308|GO:0001-phosphatidylinosito   0.51 1 0.07788162 19 0.054870475

14556 GO:0032147 activation of protein k  0.51 1 0.07788162 19 0.054870475
18750 GO:0042401 cellular biogenic ami   0.51 1 0.07788162 19 0.054870475
2636 GO:0003690 double-stranded DNA 0.51 2 0.15576324 46 0.13284431

11311 GO:0019318 hexose metabolic pro 0.52 4 0.31152648 101 0.2916799
9817 GO:0016763 transferase activity, t   0.52 3 0.23364486 74 0.21370606
4916 GO:0006818 hydrogen transport 0.52 11 0.8566978 292 0.84327257
9246 GO:0015992 proton transport 0.52 11 0.8566978 292 0.84327257

12608 GO:0030001 metal ion transport 0.52 14 1.0903426 374 1.080082
6442 GO:0009073|GO:001aromatic amino acid   0.52 2 0.15576324 47 0.13573223
8497 GO:0015079|GO:002potassium ion transm   0.52 2 0.15576324 47 0.13573223

21943 GO:0046417 chorismate metabolic 0.52 2 0.15576324 47 0.13573223
25510 GO:0051213 dioxygenase activity 0.53 3 0.23364486 75 0.21659398
3747 GO:0005247 voltage-gated chlorid   0.53 1 0.07788162 20 0.0577584
3754 GO:0005254 chloride channel activ 0.53 1 0.07788162 20 0.0577584
6201 GO:0008794 arsenate reductase (  0.53 1 0.07788162 20 0.0577584
9707 GO:0016624 oxidoreductase activ             0.53 1 0.07788162 20 0.0577584
9799 GO:0016744|GO:001transferase activity, t     0.53 1 0.07788162 20 0.0577584

13086 GO:0030611 arsenate reductase a 0.53 1 0.07788162 20 0.0577584
13088 GO:0030613 oxidoreductase activ        0.53 1 0.07788162 20 0.0577584
13089 GO:0030614 oxidoreductase activ           0.53 1 0.07788162 20 0.0577584
15575 GO:0033176 proton-transporting V   0.53 1 0.07788162 20 0.0577584
16445 GO:0034061 DNA polymerase act 0.53 1 0.07788162 20 0.0577584
22376 GO:0046873 metal ion transmemb   0.54 8 0.62305295 213 0.6151269
3844 GO:0005451 monovalent cation:hy   0.55 2 0.15576324 49 0.14150807
6483 GO:0009116 nucleoside metabolic 0.55 2 0.15576324 49 0.14150807
8909 GO:0015630 microtubule cytoskele 0.55 2 0.15576324 49 0.14150807

31421 GO:0080044 quercetin 7-O-glucos  0.55 2 0.15576324 49 0.14150807
3364 GO:0004745 retinol dehydrogenas  0.55 1 0.07788162 21 0.060646318
3474 GO:0004869|GO:000cysteine-type endope   0.55 1 0.07788162 21 0.060646318
4420 GO:0006213 pyrimidine nucleoside  0.55 1 0.07788162 21 0.060646318
5878 GO:0008378 galactosyltransferase 0.55 1 0.07788162 21 0.060646318
6582 GO:0009218 pyrimidine ribonucleo   0.55 1 0.07788162 21 0.060646318
6584 GO:0009220 pyrimidine ribonucleo   0.55 1 0.07788162 21 0.060646318
9698 GO:0016615 malate dehydrogenas  0.55 1 0.07788162 21 0.060646318

21697 GO:0046131 pyrimidine ribonucleo   0.55 1 0.07788162 21 0.060646318
2668 GO:0003779 actin binding 0.55 4 0.31152648 105 0.3032316
3449 GO:0004842|GO:000ubiquitin-protein ligas  0.55 12 0.93457943 326 0.94146186

19914 GO:0043648 dicarboxylic acid met  0.56 2 0.15576324 50 0.14439599
3828 GO:0005375|GO:000copper ion transmem   0.56 1 0.07788162 22 0.06353424
3831 GO:0005385 zinc ion transmembra   0.56 1 0.07788162 22 0.06353424
4920 GO:0006825 copper ion transport 0.56 1 0.07788162 22 0.06353424
4924 GO:0006829 zinc ion transport 0.56 1 0.07788162 22 0.06353424
6521 GO:0009156 ribonucleoside mono   0.56 1 0.07788162 22 0.06353424



6525 GO:0009161 ribonucleoside mono   0.56 1 0.07788162 22 0.06353424
9545 GO:0016417 S-acyltransferase act 0.56 1 0.07788162 22 0.06353424

17800 GO:0035434 copper ion transmem  0.56 1 0.07788162 22 0.06353424
21152 GO:0045551 cinnamyl-alcohol deh  0.56 1 0.07788162 22 0.06353424
29941 GO:0071577 zinc ion transmembra  0.56 1 0.07788162 22 0.06353424
2691 GO:0003841|GO:0001-acylglycerol-3-phos   0.56 1 0.07788162 22 0.06353424
5764 GO:0008234|GO:000cysteine-type peptida  0.56 6 0.46728972 163 0.47073093
3099 GO:0004428 inositol or phosphatid   0.57 2 0.15576324 51 0.14728391
8908 GO:0015629 actin cytoskeleton 0.57 2 0.15576324 51 0.14728391
9654 GO:0016567 protein ubiquitination 0.58 12 0.93457943 332 0.9587894

14854 GO:0032446 protein modification b    0.58 12 0.93457943 332 0.9587894
29011 GO:0070647 protein modification b      0.58 12 0.93457943 332 0.9587894
11833 GO:0019904 protein domain speci  0.58 4 0.31152648 109 0.31478328
4918 GO:0006821 chloride transport 0.58 1 0.07788162 23 0.06642216
9420 GO:0016207 4-coumarate-CoA lig  0.58 1 0.07788162 23 0.06642216
9806 GO:0016752 sinapoyltransferase a 0.58 1 0.07788162 23 0.06642216
9807 GO:0016753 O-sinapoyltransferas  0.58 1 0.07788162 23 0.06642216
9808 GO:0016754 sinapoylglucose-mala   0.58 1 0.07788162 23 0.06642216

16063 GO:0033674 positive regulation of  0.58 1 0.07788162 23 0.06642216
19815 GO:0043549 regulation of kinase a 0.58 1 0.07788162 23 0.06642216
21437 GO:0045859 regulation of protein  0.58 1 0.07788162 23 0.06642216
21438 GO:0045860 positive regulation of   0.58 1 0.07788162 23 0.06642216
25628 GO:0051338 regulation of transfer  0.58 1 0.07788162 23 0.06642216
25637 GO:0051347 positive regulation of  0.58 1 0.07788162 23 0.06642216
2633 GO:0003684 damaged DNA bindin 0.58 1 0.07788162 23 0.06642216

15189 GO:0032787 monocarboxylic acid  0.58 3 0.23364486 81 0.23392151
18674 GO:0042325 regulation of phospho 0.58 3 0.23364486 81 0.23392151
11776 GO:0019825 oxygen binding 0.58 14 1.0903426 389 1.1234008
9750 GO:0016679 oxidoreductase activ         0.59 2 0.15576324 53 0.15305975

25635 GO:0051345 positive regulation of  0.59 2 0.15576324 53 0.15305975
2661 GO:0003743|GO:000translation initiation f  0.59 2 0.15576324 53 0.15305975
6991 GO:0009725 response to hormone 0.59 3 0.23364486 82 0.23680943
4526 GO:0006351|GO:000transcription, DNA-de 0.60 57 4.4392524 1575 4.548474

15176 GO:0032774 RNA biosynthetic pro 0.60 57 4.4392524 1575 4.548474
3262 GO:0004622|GO:004lysophospholipase ac 0.60 1 0.07788162 24 0.06931008
4692 GO:0006563 L-serine metabolic pr 0.60 1 0.07788162 24 0.06931008
7144 GO:0009892 negative regulation o   0.60 1 0.07788162 24 0.06931008

12694 GO:0030119 AP-type membrane c   0.60 1 0.07788162 24 0.06931008
12706 GO:0030131 clathrin adaptor comp 0.60 1 0.07788162 24 0.06931008
13754 GO:0031324 negative regulation o    0.60 1 0.07788162 24 0.06931008
15390 GO:0032989 cellular component m 0.60 1 0.07788162 24 0.06931008

551 GO:0000902|GO:000cell morphogenesis 0.60 1 0.07788162 24 0.06931008
11747 GO:0019787|GO:000small conjugating pro   0.61 12 0.93457943 339 0.9790048

4503 GO:0006310 DNA recombination 0.61 1 0.07788162 25 0.072197996
9482 GO:0016291|GO:000acyl-CoA thioesteras  0.61 1 0.07788162 25 0.072197996

13822 GO:0031399 regulation of protein  0.61 1 0.07788162 25 0.072197996
21145 GO:0045543 gibberellin 2-beta-dio  0.61 1 0.07788162 25 0.072197996
22357 GO:0046854|GO:004phosphatidylinositol p 0.61 1 0.07788162 25 0.072197996
22459 GO:0046961 proton-transporting A    0.61 1 0.07788162 25 0.072197996
31393 GO:0080016 (-)-E-beta-caryophyll   0.61 1 0.07788162 25 0.072197996
31394 GO:0080017 alpha-humulene synt  0.61 1 0.07788162 25 0.072197996

125 GO:0000159 protein phosphatase   0.61 1 0.07788162 25 0.072197996
1225 GO:0001932 regulation of protein 0.61 1 0.07788162 25 0.072197996

11222 GO:0019220 regulation of phospha   0.61 3 0.23364486 85 0.24547319
25471 GO:0051174 regulation of phospho   0.61 3 0.23364486 85 0.24547319
5840 GO:0008324 cation transmembran   0.62 19 1.4797508 538 1.5537009
6985 GO:0009719 response to endogen  0.62 3 0.23364486 86 0.24836111
3896 GO:0005544 calcium-dependent p  0.63 1 0.07788162 26 0.075085916
4030 GO:0005741 mitochondrial outer m 0.63 1 0.07788162 26 0.075085916
5978 GO:0008506 sucrose:hydrogen sy  0.63 1 0.07788162 26 0.075085916
5987 GO:0008515|GO:001sucrose transmembra   0.63 1 0.07788162 26 0.075085916
8567 GO:0015154 disaccharide transme   0.63 1 0.07788162 26 0.075085916
9035 GO:0015766 disaccharide transpo 0.63 1 0.07788162 26 0.075085916
9039 GO:0015770 sucrose transport 0.63 1 0.07788162 26 0.075085916
9421 GO:0016208 AMP binding 0.63 1 0.07788162 26 0.075085916
9539 GO:0016411 acylglycerol O-acyltra  0.63 1 0.07788162 26 0.075085916
9744 GO:0016671 oxidoreductase activ           0.63 1 0.07788162 26 0.075085916
9884 GO:0016847|GO:0031-aminocyclopropane   0.63 1 0.07788162 26 0.075085916
9897 GO:0016862 intramolecular oxidor      0.63 1 0.07788162 26 0.075085916
9899 GO:0016864 intramolecular oxidor     0.63 1 0.07788162 26 0.075085916

10911 GO:0018871 1-aminocyclopropane   0.63 1 0.07788162 26 0.075085916
18579 GO:0042218 1-aminocyclopropane   0.63 1 0.07788162 26 0.075085916
30689 GO:0072330 monocarboxylic acid  0.63 1 0.07788162 26 0.075085916
2665 GO:0003756 protein disulfide isom  0.63 1 0.07788162 26 0.075085916
5715 GO:0008171 O-methyltransferase 0.63 2 0.15576324 57 0.16461143
6441 GO:0009072 aromatic amino acid   0.63 2 0.15576324 57 0.16461143
9768 GO:0016706 oxidoreductase activ                           0.63 6 0.46728972 175 0.505386
9796 GO:0016741 transferase activity, t   0.63 9 0.7009346 261 0.7537471
4913 GO:0006814|GO:000sodium ion transport 0.64 2 0.15576324 58 0.16749935
8499 GO:0015081|GO:002sodium ion transmem   0.64 2 0.15576324 58 0.16749935

11820 GO:0019887 protein kinase regula  0.64 2 0.15576324 58 0.16749935
18086 GO:0035725 sodium ion transmem  0.64 2 0.15576324 58 0.16749935
29800 GO:0071436 sodium ion export 0.64 2 0.15576324 58 0.16749935
3329 GO:0004708 MAP kinase kinase a 0.64 1 0.07788162 27 0.077973835
3631 GO:0005089 Rho guanyl-nucleotid    0.64 1 0.07788162 27 0.077973835
6433 GO:0009064 glutamine family ami    0.64 1 0.07788162 27 0.077973835

22340 GO:0046834 lipid phosphorylation 0.64 1 0.07788162 27 0.077973835
25481 GO:0051184 cofactor transporter a 0.64 1 0.07788162 27 0.077973835
1029 GO:0001727 lipid kinase activity 0.64 1 0.07788162 27 0.077973835
9719 GO:0016638 oxidoreductase activ        0.65 3 0.23364486 89 0.25702485

19126 GO:0042803 protein homodimeriza  0.65 9 0.7009346 265 0.7652988



2833 GO:0004024 alcohol dehydrogena   0.65 1 0.07788162 28 0.080861755
3284 GO:0004650 polygalacturonase ac 0.65 1 0.07788162 28 0.080861755
6079 GO:0008654 phospholipid biosynt  0.65 1 0.07788162 28 0.080861755
6438 GO:0009069 serine family amino a   0.65 1 0.07788162 28 0.080861755
6940 GO:0009672 auxin:hydrogen symp  0.65 1 0.07788162 28 0.080861755
9238 GO:0015980 energy derivation by    0.65 1 0.07788162 28 0.080861755
9827 GO:0016776 phosphotransferase a     0.65 1 0.07788162 28 0.080861755

13144 GO:0030674 protein binding, bridg 0.65 1 0.07788162 28 0.080861755
23911 GO:0048519|GO:004negative regulation o   0.65 1 0.07788162 28 0.080861755
23915 GO:0048523|GO:005negative regulation o   0.65 1 0.07788162 28 0.080861755
27064 GO:0060090 binding, bridging 0.65 1 0.07788162 28 0.080861755
20487 GO:0044237 cellular metabolic pro 0.65 298 23.208723 8185 23.637625
20510 GO:0044260|GO:003cellular macromolecu   0.66 202 15.732087 5577 16.105928
2980 GO:0004185 serine-type carboxyp  0.66 2 0.15576324 60 0.17327519

28375 GO:0070008 serine-type exopeptid  0.66 2 0.15576324 60 0.17327519
3644 GO:0005102 receptor binding 0.66 3 0.23364486 91 0.2628007
4849 GO:0006730|GO:001one-carbon metaboli  0.66 11 0.8566978 325 0.93857396
7558 GO:0010334 sesquiterpene syntha  0.67 1 0.07788162 29 0.083749674
9409 GO:0016192|GO:000vesicle-mediated tran 0.67 1 0.07788162 29 0.083749674

16785 GO:0034404 nucleobase, nucleos     0.67 3 0.23364486 92 0.26568863
17033 GO:0034654 nucleobase, nucleos       0.67 3 0.23364486 92 0.26568863
2978 GO:0004180 carboxypeptidase ac 0.67 2 0.15576324 62 0.17905103
5213 GO:0007186 G-protein coupled re    0.67 2 0.15576324 62 0.17905103

11210 GO:0019207 kinase regulator activ 0.67 2 0.15576324 62 0.17905103
3310 GO:0004679 AMP-activated prote   0.68 1 0.07788162 30 0.086637594
3518 GO:0004930|GO:000G-protein coupled re  0.68 1 0.07788162 30 0.086637594
3975 GO:0005667 transcription factor co 0.68 1 0.07788162 30 0.086637594
5916 GO:0008422|GO:001beta-glucosidase act 0.68 1 0.07788162 30 0.086637594
6488 GO:0009123 nucleoside monopho   0.68 1 0.07788162 30 0.086637594
6489 GO:0009124 nucleoside monopho   0.68 1 0.07788162 30 0.086637594

24247 GO:0048869 cellular development  0.68 1 0.07788162 30 0.086637594
2774 GO:0003950 NAD+ ADP-ribosyltra  0.68 1 0.07788162 30 0.086637594
8495 GO:0015077 monovalent inorganic    0.68 7 0.5451713 214 0.6180149
9818 GO:0016765|GO:001transferase activity, t        0.69 6 0.46728972 185 0.53426516
5712 GO:0008168|GO:000methyltransferase ac 0.69 8 0.62305295 244 0.7046524
7222 GO:0009975 cyclase activity 0.69 1 0.07788162 31 0.08952551

25478 GO:0051181 cofactor transport 0.69 1 0.07788162 31 0.08952551
9114 GO:0015849 organic acid transpor 0.69 5 0.3894081 156 0.45051548

22443 GO:0046942 carboxylic acid trans 0.69 5 0.3894081 156 0.45051548
4121 GO:0005856 cytoskeleton 0.69 4 0.31152648 126 0.3638779

12741 GO:0030170 pyridoxal phosphate 0.69 4 0.31152648 126 0.3638779
28643 GO:0070279 vitamin B6 binding 0.69 4 0.31152648 126 0.3638779
22416 GO:0046915 transition metal ion tr   0.69 2 0.15576324 64 0.18482687
9913 GO:0016881 acid-amino acid ligas  0.69 13 1.0124611 391 1.1291766
9583 GO:0016469 proton-transporting tw   0.70 4 0.31152648 127 0.36676583
3861 GO:0005484|GO:000SNAP receptor activi 0.70 2 0.15576324 65 0.18771479
9838 GO:0016790 thiolester hydrolase a 0.70 2 0.15576324 65 0.18771479

25314 GO:0051015 actin filament binding 0.70 2 0.15576324 65 0.18771479
4757 GO:0006633|GO:000fatty acid biosynthetic 0.70 1 0.07788162 32 0.09241343
6942 GO:0009674 potassium:sodium sy  0.70 1 0.07788162 32 0.09241343
9041 GO:0015772 oligosaccharide trans 0.70 1 0.07788162 32 0.09241343

12522 GO:0022820 potassium ion sympo  0.70 1 0.07788162 32 0.09241343
12833 GO:0030275 LRR domain binding 0.70 1 0.07788162 32 0.09241343
14381 GO:0031968 organelle outer mem 0.70 1 0.07788162 32 0.09241343
21041 GO:0045431 flavonol synthase act 0.70 1 0.07788162 32 0.09241343
25836 GO:0051552 flavone metabolic pro 0.70 1 0.07788162 32 0.09241343
25837 GO:0051553 flavone biosynthetic p 0.70 1 0.07788162 32 0.09241343
25838 GO:0051554 flavonol metabolic pr 0.70 1 0.07788162 32 0.09241343
25839 GO:0051555 flavonol biosynthetic 0.70 1 0.07788162 32 0.09241343
10058 GO:0017111 nucleoside-triphosph  0.70 30 2.3364487 878 2.5355935
3180 GO:0004521 endoribonuclease ac 0.71 2 0.15576324 66 0.1906027
9765 GO:0016702 oxidoreductase activ                0.71 2 0.15576324 66 0.1906027
9890 GO:0016854 racemase and epime  0.71 2 0.15576324 66 0.1906027
9906 GO:0016874 ligase activity 0.71 20 1.5576324 597 1.7240882

10103 GO:0017171 serine hydrolase acti 0.71 7 0.5451713 220 0.63534236
8496 GO:0015078 hydrogen ion transme   0.71 5 0.3894081 160 0.4620672
4493 GO:0006298|GO:000mismatch repair 0.71 1 0.07788162 33 0.09530135

30878 GO:0072522 purine-containing com   0.71 1 0.07788162 33 0.09530135
2632 GO:0003682 chromatin binding 0.71 1 0.07788162 33 0.09530135
4320 GO:0006082 organic acid metabol  0.72 12 0.93457943 369 1.0656425

11716 GO:0019752 carboxylic acid meta  0.72 12 0.93457943 369 1.0656425
19707 GO:0043436 oxoacid metabolic pr 0.72 12 0.93457943 369 1.0656425
7271 GO:0010033 response to organic s 0.72 3 0.23364486 100 0.28879198

18955 GO:0042625 ATPase activity, cou      0.72 2 0.15576324 68 0.19637854
32 GO:0000041 transition metal ion tr 0.72 2 0.15576324 68 0.19637854

6004 GO:0008536 Ran GTPase binding 0.72 1 0.07788162 34 0.09818927
11208 GO:0019205 nucleobase, nucleos    0.72 1 0.07788162 34 0.09818927
11831 GO:0019902 phosphatase binding 0.72 1 0.07788162 34 0.09818927
11832 GO:0019903 protein phosphatase 0.72 1 0.07788162 34 0.09818927
4394 GO:0006184 GTP catabolic proces 0.73 4 0.31152648 132 0.3812054

21605 GO:0046039 GTP metabolic proce 0.73 4 0.31152648 132 0.3812054
2758 GO:0003924 GTPase activity 0.73 4 0.31152648 132 0.3812054

19473 GO:0043170|GO:004macromolecule meta  0.73 235 18.302181 6553 18.92454
4911 GO:0006812|GO:000cation transport 0.73 22 1.7133956 662 1.9118029
9480 GO:0016289 CoA hydrolase activi 0.73 1 0.07788162 35 0.10107719

12817 GO:0030258 lipid modification 0.73 1 0.07788162 35 0.10107719
18541 GO:0042180 cellular ketone metab  0.74 12 0.93457943 375 1.0829699

3804 GO:0005345 purine base transme   0.74 1 0.07788162 36 0.10396511
4949 GO:0006863|GO:001purine base transpor 0.74 1 0.07788162 36 0.10396511
8739 GO:0015385|GO:001sodium:hydrogen ant  0.74 1 0.07788162 36 0.10396511

11314 GO:0019321 pentose metabolic pr 0.74 1 0.07788162 36 0.10396511



9771 GO:0016709 oxidoreductase activ                         0.75 2 0.15576324 71 0.2050423
19392 GO:0043085 positive regulation of  0.75 3 0.23364486 104 0.30034366
20343 GO:0044093 positive regulation of  0.75 3 0.23364486 104 0.30034366
4408 GO:0006200 ATP catabolic proces 0.75 21 1.635514 641 1.8511566
9918 GO:0016887|GO:000ATPase activity 0.75 21 1.635514 641 1.8511566

21600 GO:0046034 ATP metabolic proce 0.75 21 1.635514 641 1.8511566
2975 GO:0004175|GO:001endopeptidase activi 0.75 10 0.7788162 320 0.9241344
8934 GO:0015662 ATPase activity, cou        0.75 1 0.07788162 37 0.10685303
9915 GO:0016884|GO:001carbon-nitrogen ligas      0.75 1 0.07788162 37 0.10685303
6899 GO:0009628 response to abiotic s 0.76 5 0.3894081 170 0.49094638
9637 GO:0016538|GO:000cyclin-dependent pro    0.76 1 0.07788162 38 0.10974095

12834 GO:0030276 clathrin binding 0.76 1 0.07788162 38 0.10974095
9874 GO:0016835 carbon-oxygen lyase 0.76 6 0.46728972 202 0.5833598

22375 GO:0046872 metal ion binding 0.76 104 8.099689 2985 8.6204405
6623 GO:0009260 ribonucleotide biosyn  0.77 1 0.07788162 39 0.11262887
6046 GO:0008610 lipid biosynthetic pro 0.77 4 0.31152648 141 0.4071967
4573 GO:0006413|GO:000translational initiation 0.78 2 0.15576324 76 0.2194819

19470 GO:0043167 ion binding 0.78 104 8.099689 2997 8.655096
19472 GO:0043169 cation binding 0.78 104 8.099689 2997 8.655096
11828 GO:0019899 enzyme binding 0.78 7 0.5451713 237 0.684437
4058 GO:0005773 vacuole 0.78 1 0.07788162 40 0.1155168
7072 GO:0009813 flavonoid biosynthetic 0.78 1 0.07788162 40 0.1155168
8613 GO:0015205|GO:001nucleobase transmem   0.78 1 0.07788162 40 0.1155168
9116 GO:0015851 nucleobase transport 0.78 1 0.07788162 40 0.1155168

11804 GO:0019867 outer membrane 0.78 1 0.07788162 40 0.1155168
18953 GO:0042623 ATPase activity, cou 0.78 17 1.3239875 537 1.550813
5604 GO:0008017 microtubule binding 0.78 2 0.15576324 77 0.22236982
6529 GO:0009165 nucleotide biosynthet  0.78 2 0.15576324 77 0.22236982
3626 GO:0005083 small GTPase regula  0.78 3 0.23364486 111 0.3205591
2986 GO:0004252 serine-type endopept  0.79 4 0.31152648 144 0.41586044
4405 GO:0006195 purine nucleotide cat  0.79 25 1.9470406 773 2.232362
6508 GO:0009143 nucleoside triphosph   0.79 25 1.9470406 773 2.232362
6509 GO:0009144 purine nucleoside trip   0.79 25 1.9470406 773 2.232362
6511 GO:0009146 purine nucleoside trip   0.79 25 1.9470406 773 2.232362
6519 GO:0009154 purine ribonucleotide  0.79 25 1.9470406 773 2.232362
6530 GO:0009166 nucleotide catabolic 0.79 25 1.9470406 773 2.232362
6567 GO:0009203 ribonucleoside tripho   0.79 25 1.9470406 773 2.232362
6569 GO:0009205 purine ribonucleoside   0.79 25 1.9470406 773 2.232362
6571 GO:0009207 purine ribonucleoside   0.79 25 1.9470406 773 2.232362
6624 GO:0009261 ribonucleotide catabo  0.79 25 1.9470406 773 2.232362

17034 GO:0034655 nucleobase, nucleos       0.79 25 1.9470406 773 2.232362
17035 GO:0034656 nucleobase, nucleos     0.79 25 1.9470406 773 2.232362
22209 GO:0046700 heterocycle catabolic 0.79 25 1.9470406 773 2.232362
30879 GO:0072523 purine-containing com   0.79 25 1.9470406 773 2.232362
12572 GO:0022890|GO:001inorganic cation trans   0.79 10 0.7788162 332 0.9587894
5196 GO:0007166 cell surface receptor   0.79 2 0.15576324 78 0.22525774

19832 GO:0043566 structure-specific DN  0.79 2 0.15576324 78 0.22525774
20520 GO:0044270 cellular nitrogen com   0.79 25 1.9470406 777 2.2439137
4756 GO:0006631 fatty acid metabolic p 0.80 1 0.07788162 42 0.121292636
4874 GO:0006767 water-soluble vitamin  0.80 1 0.07788162 42 0.121292636

13884 GO:0031461 cullin-RING ubiquitin  0.80 1 0.07788162 42 0.121292636
18713 GO:0042364 water-soluble vitamin  0.80 1 0.07788162 42 0.121292636
9911 GO:0016879 ligase activity, formin   0.80 14 1.0903426 456 1.3168914
9875 GO:0016836 hydro-lyase activity 0.80 2 0.15576324 80 0.2310336
5694 GO:0008137 NADH dehydrogenas   0.80 1 0.07788162 43 0.124180555
8589 GO:0015179 L-amino acid transme   0.80 1 0.07788162 43 0.124180555
9076 GO:0015807 L-amino acid transpo 0.80 1 0.07788162 43 0.124180555

14676 GO:0032268 regulation of cellular   0.80 1 0.07788162 43 0.124180555
25538 GO:0051246 regulation of protein  0.80 1 0.07788162 43 0.124180555
6663 GO:0009309 amine biosynthetic p 0.81 5 0.3894081 181 0.5227135
6622 GO:0009259|GO:000ribonucleotide metab  0.81 26 2.0249221 812 2.344991

11426 GO:0019438 aromatic compound b  0.81 4 0.31152648 149 0.43030006
5766 GO:0008236 serine-type peptidase 0.81 6 0.46728972 214 0.6180149
4873 GO:0006766 vitamin metabolic pro 0.81 1 0.07788162 44 0.12706847
6477 GO:0009110 vitamin biosynthetic p 0.81 1 0.07788162 44 0.12706847
7071 GO:0009812 flavonoid metabolic p 0.81 1 0.07788162 44 0.12706847
9186 GO:0015926 glucosidase activity 0.81 1 0.07788162 44 0.12706847

20522 GO:0044272 sulfur compound bios  0.81 1 0.07788162 44 0.12706847
20505 GO:0044255 cellular lipid metabol  0.82 5 0.3894081 184 0.53137726
2628 GO:0003677 DNA binding 0.82 40 3.115265 1224 3.534814
3630 GO:0005088 Ras guanyl-nucleotid    0.82 1 0.07788162 45 0.1299564

12693 GO:0030118|GO:001clathrin coat 0.82 1 0.07788162 45 0.1299564
24456 GO:0050136 NADH dehydrogenas   0.82 1 0.07788162 45 0.1299564
3787 GO:0005319 lipid transporter activ 0.82 2 0.15576324 83 0.23969735
6563 GO:0009199 ribonucleoside tripho   0.82 25 1.9470406 790 2.2814567
5661 GO:0008092 cytoskeletal protein b 0.82 7 0.5451713 249 0.719092
6515 GO:0009150 purine ribonucleotide  0.82 25 1.9470406 791 2.2843447
6662 GO:0009308 amine metabolic proc 0.83 9 0.7009346 314 0.9068068
4144 GO:0005886|GO:000plasma membrane 0.83 3 0.23364486 120 0.34655038
5624 GO:0008047 enzyme activator act 0.83 2 0.15576324 85 0.24547319
6506 GO:0009141 nucleoside triphosph   0.83 25 1.9470406 796 2.2987843
5807 GO:0008287 protein serine/threon   0.83 1 0.07788162 47 0.13573223

20533 GO:0044283 small molecule biosy  0.83 10 0.7788162 347 1.0021082
30877 GO:0072521 purine-containing com   0.83 26 2.0249221 827 2.3883097
14667 GO:0032259 methylation 0.83 8 0.62305295 285 0.8230572
5768 GO:0008238 exopeptidase activity 0.83 2 0.15576324 86 0.24836111

28930 GO:0070566 adenylyltransferase a 0.84 1 0.07788162 48 0.13862015
4246 GO:0006006 glucose metabolic pr 0.84 2 0.15576324 87 0.25124902
4951 GO:0006865|GO:000amino acid transport 0.84 3 0.23364486 123 0.35521415

20531 GO:0044281 small molecule meta  0.84 59 4.5950155 1788 5.1636004
11830 GO:0019901 protein kinase bindin 0.84 1 0.07788162 49 0.14150807



19831 GO:0043565 sequence-specific DN  0.84 4 0.31152648 159 0.45917925
30306 GO:0071944 cell periphery 0.85 7 0.5451713 259 0.74797124
4216 GO:0005976 polysaccharide meta  0.85 1 0.07788162 50 0.14439599
6921 GO:0009653 anatomical structure 0.85 1 0.07788162 50 0.14439599
9993 GO:0017016 Ras GTPase binding 0.85 1 0.07788162 50 0.14439599

30886 GO:0072530 purine-containing com   0.85 1 0.07788162 50 0.14439599
3876 GO:0005515|GO:004protein binding 0.85 243 18.925234 6933 20.021948
4373 GO:0006163 purine nucleotide me  0.85 25 1.9470406 810 2.339215
9285 GO:0016043 cellular component o 0.85 7 0.5451713 261 0.7537471
9733 GO:0016655 oxidoreductase activ            0.85 1 0.07788162 51 0.14728391
9975 GO:0016998 cell wall macromolec   0.85 1 0.07788162 51 0.14728391

22410 GO:0046907 intracellular transport 0.85 1 0.07788162 51 0.14728391
25925 GO:0051641 cellular localization 0.85 1 0.07788162 51 0.14728391
25933 GO:0051649 establishment of loca   0.85 1 0.07788162 51 0.14728391
13531 GO:0031072 heat shock protein bi 0.86 6 0.46728972 230 0.6642216
5693 GO:0008135 translation factor acti    0.86 2 0.15576324 92 0.26568863
5097 GO:0007049 cell cycle 0.86 1 0.07788162 52 0.15017183
6965 GO:0009699 phenylpropanoid bios  0.86 1 0.07788162 52 0.15017183

20287 GO:0044036 cell wall macromolec   0.86 1 0.07788162 52 0.15017183
2778 GO:0003954 NADH dehydrogenas  0.87 1 0.07788162 53 0.15305975

17918 GO:0035556|GO:000intracellular signal tra 0.87 1 0.07788162 54 0.15594767
30069 GO:0071705 nitrogen compound tr 0.87 5 0.3894081 202 0.5833598
15436 GO:0033036 macromolecule local 0.87 11 0.8566978 397 1.1465042
4894 GO:0006790 sulfur compound met  0.88 1 0.07788162 55 0.15883559
6077 GO:0008652 cellular amino acid b  0.88 4 0.31152648 169 0.48805845

20356 GO:0044106 cellular amine metab  0.88 8 0.62305295 303 0.8750397
9883 GO:0016846 carbon-sulfur lyase a 0.88 1 0.07788162 56 0.16172351

13697 GO:0031267 small GTPase bindin 0.88 1 0.07788162 56 0.16172351
15576 GO:0033177 proton-transporting tw     0.88 1 0.07788162 56 0.16172351
15577 GO:0033178 proton-transporting tw     0.88 1 0.07788162 56 0.16172351
9308 GO:0016070 RNA metabolic proce 0.88 60 4.6728973 1855 5.3570914
9103 GO:0015837 amine transport 0.88 3 0.23364486 135 0.38986918

25379 GO:0051082 unfolded protein bind 0.88 2 0.15576324 98 0.28301615
3801 GO:0005342 organic acid transme   0.88 3 0.23364486 136 0.3927571

22444 GO:0046943 carboxylic acid trans   0.88 3 0.23364486 136 0.3927571
5964 GO:0008483 transaminase activity 0.88 1 0.07788162 57 0.16461143
9821 GO:0016769 transferase activity, t   0.88 1 0.07788162 57 0.16461143
3333 GO:0004712 protein serine/threon   0.89 1 0.07788162 59 0.17038727
9900 GO:0016866 intramolecular transfe  0.89 1 0.07788162 59 0.17038727
9295 GO:0016053 organic acid biosynth  0.90 5 0.3894081 211 0.6093511

21058 GO:0045454|GO:003cell redox homeostas 0.90 5 0.3894081 211 0.6093511
21922 GO:0046394 carboxylic acid biosy  0.90 5 0.3894081 211 0.6093511
6964 GO:0009698 phenylpropanoid met  0.90 1 0.07788162 60 0.17327519

25319 GO:0051020 GTPase binding 0.90 1 0.07788162 60 0.17327519
11787 GO:0019842 vitamin binding 0.90 4 0.31152648 177 0.5111618
4641 GO:0006508 proteolysis 0.90 29 2.258567 965 2.7868426

13164 GO:0030695 GTPase regulator ac 0.90 3 0.23364486 142 0.4100846
28365 GO:0065008 regulation of biologic  0.90 8 0.62305295 316 0.9125827
20639 GO:0044445 cytosolic part 0.90 1 0.07788162 62 0.17905103
3195 GO:0004540 ribonuclease activity 0.91 2 0.15576324 106 0.3061195

26932 GO:0055086 nucleobase, nucleos     0.91 28 2.1806853 944 2.7261963
4867 GO:0006753 nucleoside phosphat   0.91 27 2.1028037 914 2.6395588
6484 GO:0009117 nucleotide metabolic 0.91 27 2.1028037 914 2.6395588

20532 GO:0044282 small molecule catab  0.91 25 1.9470406 854 2.4662836
8910 GO:0015631 tubulin binding 0.91 2 0.15576324 107 0.30900744
9710 GO:0016628 oxidoreductase activ             0.91 1 0.07788162 65 0.18771479
4844 GO:0006725 cellular aromatic com   0.92 4 0.31152648 185 0.53426516
9829 GO:0016779 nucleotidyltransferas  0.92 3 0.23364486 148 0.42741212
4478 GO:0006281 DNA repair 0.92 3 0.23364486 149 0.43030006
5037 GO:0006974|GO:003response to DNA dam  0.92 3 0.23364486 149 0.43030006
4561 GO:0006399 tRNA metabolic proc 0.92 1 0.07788162 66 0.1906027
5615 GO:0008033 tRNA processing 0.92 1 0.07788162 66 0.1906027

20498 GO:0044248 cellular catabolic pro 0.92 26 2.0249221 894 2.5818002
9730 GO:0016651 oxidoreductase activ      0.92 2 0.15576324 112 0.32344702

27562 GO:0060589 nucleoside-triphosph   0.92 3 0.23364486 152 0.4389638
4850 GO:0006732|GO:000coenzyme metabolic 0.93 2 0.15576324 113 0.32633495
9933 GO:0016903 oxidoreductase activ          0.93 2 0.15576324 113 0.32633495
9722 GO:0016641 oxidoreductase activ           0.93 1 0.07788162 69 0.19926646

21710 GO:0046148 pigment biosynthetic 0.93 1 0.07788162 69 0.19926646
5726 GO:0008187 poly-pyrimidine tract 0.93 1 0.07788162 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.93 1 0.07788162 70 0.20215438
2649 GO:0003713 transcription coactiva  0.93 1 0.07788162 70 0.20215438

20521 GO:0044271 cellular nitrogen com   0.93 9 0.7009346 367 1.0598665
6020 GO:0008565|GO:001protein transporter ac 0.93 2 0.15576324 115 0.3321108
6475 GO:0009108 coenzyme biosynthet  0.93 1 0.07788162 72 0.20793022
9740 GO:0016667 oxidoreductase activ        0.93 1 0.07788162 72 0.20793022
8584 GO:0015171|GO:001amino acid transmem   0.94 2 0.15576324 118 0.34077454
2521 GO:0003333 amino acid transmem  0.94 2 0.15576324 118 0.34077454
9703 GO:0016620 oxidoreductase activ               0.94 1 0.07788162 73 0.21081814

18786 GO:0042440 pigment metabolic pr 0.94 1 0.07788162 73 0.21081814
19125 GO:0042802 identical protein bind 0.94 19 1.4797508 697 2.01288
11695 GO:0019725 cellular homeostasis 0.94 5 0.3894081 234 0.67577326
10244 GO:0018130 heterocycle biosynthe  0.94 4 0.31152648 199 0.57469606

3627 GO:0005085|GO:000guanyl-nucleotide ex   0.94 1 0.07788162 75 0.21659398
3965 GO:0005654 nucleoplasm 0.94 1 0.07788162 75 0.21659398

20645 GO:0044451 nucleoplasm part 0.94 1 0.07788162 75 0.21659398
18925 GO:0042592 homeostatic process 0.94 5 0.3894081 238 0.68732494

7691 GO:0010467 gene expression 0.94 61 4.7507787 1974 5.7007537
4649 GO:0006520|GO:000cellular amino acid m  0.95 6 0.46728972 277 0.7999538
2819 GO:0004004 ATP-dependent RNA  0.95 1 0.07788162 78 0.22525774
4100 GO:0005829 cytosol 0.95 1 0.07788162 78 0.22525774



5725 GO:0008186|GO:000RNA-dependent ATP  0.95 1 0.07788162 78 0.22525774
3761 GO:0005275|GO:000amine transmembran   0.95 2 0.15576324 126 0.3638779

634 GO:0000988 protein binding transc   0.95 2 0.15576324 126 0.3638779
635 GO:0000989 transcription factor bi    0.95 2 0.15576324 126 0.3638779

2648 GO:0003712 transcription cofactor 0.95 2 0.15576324 126 0.3638779
2654 GO:0003724 RNA helicase activity 0.95 1 0.07788162 80 0.2310336

22007 GO:0046483 heterocycle metaboli  0.95 31 2.4143302 1094 3.1593843
2658 GO:0003729 mRNA binding 0.96 1 0.07788162 82 0.23680943

30205 GO:0071841 cellular component o      0.96 6 0.46728972 285 0.8230572
15949 GO:0033554 cellular response to s 0.96 3 0.23364486 173 0.49961013
4327 GO:0006091 generation of precurs    0.96 1 0.07788162 84 0.24258527
4067 GO:0005783 endoplasmic reticulu 0.96 3 0.23364486 174 0.50249803

30204 GO:0071840 cellular component o   0.96 8 0.62305295 362 1.045427
24235 GO:0048856 anatomical structure 0.97 1 0.07788162 90 0.2599128
6428 GO:0009059|GO:004macromolecule biosy  0.97 60 4.6728973 2003 5.7845035
9294 GO:0016052|GO:000carbohydrate catabo  0.97 1 0.07788162 91 0.2628007

13547 GO:0031090 organelle membrane 0.97 4 0.31152648 224 0.64689404
13041 GO:0030554 adenyl nucleotide bin 0.97 13 1.0124611 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide 0.97 13 1.0124611 550 1.5883559
11712 GO:0019748 secondary metabolic 0.97 1 0.07788162 95 0.27435237
9895 GO:0016860 intramolecular oxidor  0.97 2 0.15576324 146 0.42163628

17024 GO:0034645|GO:003cellular macromolecu   0.97 59 4.5950155 1999 5.7729516
3884 GO:0005524 ATP binding 0.97 12 0.93457943 524 1.51327
6425 GO:0009056 catabolic process 0.98 28 2.1806853 1051 3.0352037

16851 GO:0034470 ncRNA processing 0.98 1 0.07788162 99 0.28590405
17039 GO:0034660 ncRNA metabolic pro 0.98 1 0.07788162 99 0.28590405
16430 GO:0034046 poly(G) RNA binding 0.98 1 0.07788162 100 0.28879198
5763 GO:0008233 peptidase activity 0.98 13 1.0124611 565 1.6316746

28378 GO:0070011 peptidase activity, ac     0.98 12 0.93457943 537 1.550813
9709 GO:0016627 oxidoreductase activ        0.98 1 0.07788162 104 0.30034366
3885 GO:0005525 GTP binding 0.98 4 0.31152648 245 0.70754033

11032 GO:0019001 guanyl nucleotide bin 0.98 4 0.31152648 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide 0.98 4 0.31152648 245 0.70754033
6426 GO:0009057|GO:004macromolecule catab  0.98 1 0.07788162 106 0.3061195
3942 GO:0005618 cell wall 0.98 1 0.07788162 107 0.30900744

12868 GO:0030312 external encapsulatin  0.99 1 0.07788162 111 0.3205591
5055 GO:0006996 organelle organizatio 0.99 2 0.15576324 164 0.47361887

25483 GO:0051186 cofactor metabolic pr 0.99 2 0.15576324 164 0.47361887
29081 GO:0070717 poly-purine tract bind 0.99 1 0.07788162 112 0.32344702
14379 GO:0031966 mitochondrial membr 0.99 1 0.07788162 114 0.32922286
9889 GO:0016853 isomerase activity 0.99 5 0.3894081 306 0.8837035
5019 GO:0006952|GO:000defense response 0.99 3 0.23364486 221 0.63823026

14910 GO:0032502 developmental proce 0.99 1 0.07788162 121 0.3494383
6884 GO:0009607 response to biotic sti 0.99 1 0.07788162 122 0.3523262

14392 GO:0031981 nuclear lumen 0.99 1 0.07788162 123 0.35521415
25485 GO:0051188 cofactor biosynthetic 0.99 1 0.07788162 123 0.35521415

131 GO:0000166 nucleotide binding 0.99 31 2.4143302 1213 3.5030468
4572 GO:0006412|GO:000translation 0.99 2 0.15576324 180 0.5198256
8466 GO:0015031|GO:001protein transport 0.99 2 0.15576324 185 0.53426516

20820 GO:0045184 establishment of prot  0.99 2 0.15576324 185 0.53426516
3863 GO:0005488 binding 0.99 474 36.91589 13903 40.15075

20499 GO:0044249 cellular biosynthetic p 0.99 76 5.919003 2635 7.6096687
2657 GO:0003727|GO:000single-stranded RNA 0.99 2 0.15576324 188 0.54292893
5669 GO:0008104 protein localization 0.99 2 0.15576324 189 0.54581684

30206 GO:0071842 cellular component o    0.99 2 0.15576324 193 0.5573685
19532 GO:0043233 organelle lumen 0.99 1 0.07788162 137 0.39564502
28380 GO:0070013 intracellular organelle 0.99 1 0.07788162 137 0.39564502
22415 GO:0046914 transition metal ion b 0.99 74 5.76324 2599 7.5057034
6427 GO:0009058 biosynthetic process 1.00 80 6.23053 2796 8.074624
5018 GO:0006950 response to stress 1.00 12 0.93457943 611 1.764519

14959 GO:0032553 ribonucleotide bindin 1.00 17 1.3239875 795 2.2958963
14961 GO:0032555 purine ribonucleotide 1.00 17 1.3239875 795 2.2958963
3955 GO:0005634 nucleus 1.00 36 2.8037384 1433 4.138389

10033 GO:0017076 purine nucleotide bin 1.00 17 1.3239875 797 2.3016722
18000 GO:0035639 purine ribonucleoside  1.00 16 1.2461059 769 2.2208104
4029 GO:0005740 mitochondrial envelo 1.00 1 0.07788162 151 0.4360759
3716 GO:0005198 structural molecule a 1.00 6 0.46728972 393 1.1349525

31895 GO:0090304 nucleic acid metabol  1.00 64 4.9844236 2340 6.7577324
14386 GO:0031974 membrane-enclosed 1.00 1 0.07788162 154 0.44473964

4558 GO:0006396|GO:000RNA processing 1.00 2 0.15576324 219 0.63245445
20623 GO:0044429 mitochondrial part 1.00 1 0.07788162 165 0.47650677
4990 GO:0006915|GO:000apoptosis 1.00 2 0.15576324 227 0.6555578
4357 GO:0006139|GO:005nucleobase, nucleos       1.00 93 7.2429905 3285 9.486816
4605 GO:0006457|GO:000protein folding 1.00 1 0.07788162 173 0.49961013
5756 GO:0008219 cell death 1.00 2 0.15576324 239 0.69021285
8209 GO:0012501|GO:001programmed cell dea 1.00 2 0.15576324 239 0.69021285
9462 GO:0016265 death 1.00 2 0.15576324 239 0.69021285

20622 GO:0044428 nuclear part 1.00 1 0.07788162 178 0.5140497
8211 GO:0012505 endomembrane syste 1.00 2 0.15576324 242 0.6988766
5610 GO:0008026 ATP-dependent helic  1.00 1 0.07788162 183 0.52848935

28401 GO:0070035 purine NTP-depende   1.00 1 0.07788162 183 0.52848935
3068 GO:0004386 helicase activity 1.00 1 0.07788162 189 0.54581684
3178 GO:0004519 endonuclease activity 1.00 4 0.31152648 356 1.0280994

14380 GO:0031967 organelle envelope 1.00 1 0.07788162 201 0.5804719
14387 GO:0031975 envelope 1.00 1 0.07788162 205 0.59202355
17020 GO:0034641 cellular nitrogen com   1.00 102 7.9439254 3678 10.621769
2653 GO:0003723 RNA binding 1.00 14 1.0903426 797 2.3016722
4906 GO:0006807 nitrogen compound m  1.00 103 8.021807 3725 10.757502
2627 GO:0003676 nucleic acid binding 1.00 62 4.8286605 2453 7.0840673
4028 GO:0005739 mitochondrion 1.00 1 0.07788162 219 0.63245445
6796 GO:0009507 chloroplast 1.00 1 0.07788162 229 0.6613336



5791 GO:0008270 zinc ion binding 1.00 43 3.3489096 1880 5.4292893
6824 GO:0009536 plastid 1.00 1 0.07788162 247 0.7133162
3177 GO:0004518 nuclease activity 1.00 4 0.31152648 427 1.2331418
3903 GO:0005575|GO:000cellular_component 1.00 260 20.249222 8515 24.590637

15392 GO:0032991 macromolecular com 1.00 34 2.647975 1616 4.666878
20640 GO:0044446 intracellular organelle 1.00 9 0.7009346 710 2.0504231
20616 GO:0044422 organelle part 1.00 9 0.7009346 712 2.0561988
4459 GO:0006259|GO:005DNA metabolic proce 1.00 4 0.31152648 493 1.4237444
3946 GO:0005623 cell 1.00 242 18.847351 8227 23.758917

20657 GO:0044464 cell part 1.00 242 18.847351 8227 23.758917
19526 GO:0043227 membrane-bounded 1.00 44 3.4267912 2142 6.185924
19530 GO:0043231 intracellular membra  1.00 44 3.4267912 2142 6.185924
3945 GO:0005622 intracellular 1.00 106 8.255452 4751 13.720507
4027 GO:0005737 cytoplasm 1.00 29 2.258567 2001 5.7787275
4109 GO:0005840|GO:003ribosome 1.00 1 0.07788162 682 1.9695613

13018 GO:0030529 ribonucleoprotein com 1.00 1 0.07788162 741 2.1399486
19525 GO:0043226 organelle 1.00 49 3.8161993 3013 8.701303
19527 GO:0043228 non-membrane-boun  1.00 5 0.3894081 923 2.66555
19528 GO:0043229 intracellular organelle 1.00 49 3.8161993 3013 8.701303
19531 GO:0043232 intracellular non-mem  1.00 5 0.3894081 923 2.66555
20618 GO:0044424 intracellular part 1.00 78 6.074766 3853 11.127155
20638 GO:0044444 cytoplasmic part 1.00 21 1.635514 1644 4.7477403
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