
Table S7. Differentially regulated genes (up and down regulated) in the control compared with THyPRP silenced plants in FAZ at 20 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_3 20h_11_AZ 20h

Control – New Yorker 254331010027_1_4 20h_12_AZ 20h

TAPG + TPRP 254331010036_1_3 20h_47_AZ 20h

TAPG + TPRP 254331010036_1_4 20h_48_AZ 20h

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

Sample Up Down 

Flagging Criteria: 20h_TPRP_ AZ vs. 20h_Control_AZ_Sense 1663 1160
Compromised: If the gProcessedSignal value is less than the background intensity 20h_TPRP_ AZ vs. 20h_Control_AZ_Antisense 1029 807
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. 

Control 

Set6

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

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

Set 6
Treated



ProbeNamOrientatio Fold 20h Flag 20h Fold 20h Flag 20h Geomean Fold 20h Flag 20h Fold 20h Flag 20h 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 Des TAIR ChrogProcess gProcess gProcess gProcess gProcess gProcessedSignal 20h 48 AZ
A 96 P00 Sense 0.305 Detected -0.305 Detected 0.000 1.159 Detected 1.751 Detected 1.455 0.076 A 96 P00 Ls NM 0012 Solanum       CGCGTGGAGTGAAAACCCTAAATAACCAGATTTTCTAATGAAGTTGTAGTAGTAGAAATT 33.5284 26.1563 53.0063 38.8545 74.4734 94.2477
A 96 P01 Sense -0.615 Detected 0.615 Detected 0.000 1.856 Detected 2.337 Detected 2.097 0.087 A 96 P01 AW94475 AW94475 EST33680                 ATCGAGTTCGTCTTTTTGTTAACATTTTGGGTGATGTTGTACAAATTCCCAGAGTGACTT 583.877 1630.91 1875.08 618.03 3979.07 4663.16
A 96 P01 Sense -0.262 Detected 0.262 Detected 0.000 1.181 Detected 1.499 Detected 1.340 0.049 A 96 P01 BI933034 BI933034 EST55292                  CGAGACTTATGCCTTTGGCTTTAGCAAAGTAAACAACCATCTTGATGCATAGTTAATTAT 847.895 1451.07 2813.03 1139.95 2832.5 2964.92
A 96 P01 Sense -0.487 Detected 0.487 Detected 0.000 2.952 Detected 1.262 Detected 2.107 0.163 A 96 P01 LOC5438 NM 0012 Solanum      AATAATGATAGAGTAAGGAGGATGTCAATTCATGATCCCACACCCACCTACTGTAGGTAG 77.8097 181.972 297.864 238.629 1037.05 269.908
A 96 P01 Sense 0.249 Comprom -0.249 Comprom 0.000 3.566 Detected 3.208 Detected 3.387 0.008 A 96 P01 cevi19 NM 0012 Solanum       GAGATTATGGTGTGTTAAATAAAGTGTTCCACAATGTTACGGATACACATGTTTTGCATC 9.10174 7.67665 100.436 42.6946 111.52 73.024
A 96 P04 Sense 0.205 Detected -0.205 Detected 0.000 1.372 Detected 0.843 Detected 1.108 0.080 A 96 P04 BI925751 BI925751 EST54564                CCCGTATACATTATCGGGCGACGATATACACTTGTTTTTAAAAAATGATACAGGGTATAA 278.702 249.802 626.253 584.776 769.352 447.631
A 96 P05 Sense 0.053 Detected -0.053 Detected 0.000 2.165 Detected 1.518 Detected 1.841 0.030 A 96 P05 BM53511 BM53511 EST58813              CAAAGCTTACTCATGAAGCTGCAACTAACTTGGTCCTGTCGAAATCTTTTGTTTCAAAGA 2385.64 2637.09 7236.5 8177.48 12671.2 6791.29
A 96 P05 Sense 0.549 Detected -0.549 Detected 0.000 1.830 Detected 1.577 Detected 1.704 0.094 A 96 P05 AI483528 AI483528 EST24937            TATATTTGTTCGTAGTTTACTAGCTAGTCTGAGTCGTATAGGGTCCTAAAGGGAGAAATA 2148.08 1194.1 4600.82 3141.76 6415.69 4518.2
A 96 P05 Sense -0.284 Detected 0.284 Detected 0.000 1.608 Detected 1.338 Detected 1.473 0.043 A 96 P05 FS203485 FS203485 FS203485              AATCCTATTTCCGCAATCTCCGCTCGCGGAAATAACTAATTTCGGTATTATTATTATTTG 417.316 736.77 994.655 1055.14 1904.49 1325.58
A 96 P07 Sense 0.214 Detected -0.214 Detected 0.000 1.236 Detected 1.679 Detected 1.457 0.042 A 96 P07 DB702002DB702002DB702002              GGAGCGCTTTATCTCTAATGCACCTACTCGATGTAAATTTGTGAATCTTAATAGTAAGTG 245.797 217.452 223.614 378.567 613.336 699.715
A 96 P07 Sense 0.365 Detected -0.365 Detected 0.000 1.707 Detected 1.778 Detected 1.742 0.042 A 96 P07 P69B NM 0012 Solanum      GCCTAGTCAAAAATTGGCTATATAAGTGCATTAAGTACTCGGACATTTGAAAATGCTGTT 486.301 348.956 1057.14 1411.27 1514.59 1335.99
A 96 P07 Sense -0.903 Detected 0.903 Detected 0.000 1.011 Detected 1.422 Detected 1.217 0.319 A 96 P07 LOC5440 NM 0012 Solanum        CTTTGTCCATTTTGCCGTGGTGATGGCTTCTGTGCAAAAGTGGGTGTAATTAATCAAGAT 4180.2 17394.4 14493.2 5672.07 19364.1 21611.5
A 96 P07 Sense -0.606 Detected 0.606 Detected 0.000 4.154 Detected 1.461 Detected 2.807 0.198 A 96 P07 ADH2 NM 0012 Solanum      GCTTAGATGTTGTGCTTTGCCATATCTCTTTCGATTCTTGTAAAAAATGCAAATTCTCTC 62.4152 172.107 249.151 232.143 2078.85 269.714
A 96 P07 Sense 0.403 Detected -0.403 Detected 0.000 1.406 Detected 1.444 Detected 1.425 0.072 A 96 P07 TA36339 TA36339 Unknown CATGCTGTGCCTCTGGTTGTAACTGATAATATTATTAAGACTGATGTTGGAATTTGTGGT 17092.9 11646.6 24902.9 22790.1 42105.4 36306.6
A 96 P08 Sense -0.057 Detected 0.057 Detected 0.000 1.080 Detected 1.838 Detected 1.459 0.063 A 96 P08 LOC7783 AK320794 Solanum        TATGTTTAGCATTCGGCGGTGTAGCCAATGTTGATAAAGGACAAGCTGTGAAGGATGCTG 55.2333 71.1616 183.734 124.91 149.252 211.968
A 96 P08 Sense -0.010 Detected 0.010 Detected 0.000 1.098 Detected 1.008 Detected 1.053 0.002 A 96 P08 P69B NM 0012 Solanum      TGATACACCATTCGAGGACTATGTACCTTATTTATGTGGTTTGAAGTACACAGATCAACA 232.561 280.658 442.953 405.768 616.223 485.922
A 96 P08 Sense 0.437 Detected -0.437 Detected 0.000 1.288 Detected 1.361 Detected 1.324 0.094 A 96 P08 TA36340 TA36340 Rep: Histo              AAATAAGCAAAGCAGGGGAAGTTATAGCTGAATGCGGAGAAGGTTGCATTTGCTTTGTGG 11935.7 7749.87 14702 12342.8 26454.6 23350.6
A 96 P08 Sense 0.176 Detected -0.176 Detected 0.000 1.162 Detected 1.554 Detected 1.358 0.036 A 96 P08 TA36375 TA36375 Unknown GCTCTGGACAGAGAGCTTCATTAAGATTAAAACTACTACAACGACATAAATTGGACTTAA 26.8401 25.0308 46.94 36.9084 65.313 71.9757
A 96 P08 Sense -0.180 Detected 0.180 Detected 0.000 2.960 Detected 0.858 Detected 1.909 0.215 A 96 P08 ADH2 NM 0012 Solanum      ATTGATGCTATGATTTCAGCATTTGAATGTGTCCATGATGGCTGGGGAGTGGCGGTTCTT 47.8442 73.1453 66.3424 64.5009 518.366 101.364
A 96 P08 Sense -0.727 Detected 0.727 Detected 0.000 4.100 Detected 1.368 Detected 2.734 0.219 A 96 P08 ADH2 NM 0012 Solanum      CCTCGTTCGGATATTCCTTGTGTTGTTGAGAAATACATGAACAAAGAACTTGAATTGGAG 22.5845 73.6796 80.6687 85.9382 788.248 99.5566
A 96 P08 Sense -0.688 Detected 0.688 Detected 0.000 4.236 Detected 1.569 Detected 2.903 0.193 A 96 P08 ADH2 NM 0012 Solanum      GGTTGAGTTGTAACATTCCATCCATGTCTCTTCTTTTGTCTTTTGCTTAGATGTTGTGCT 74.7922 231.061 305.541 305.985 2791.39 368.672
A 96 P09 Sense -0.048 Detected 0.048 Detected 0.000 1.725 Detected 1.109 Detected 1.417 0.045 A 96 P09 AK327187 AK327187 Solanum        CCGAGTCGGATCCTTATTTTGCAATAATGAAATTGTGTACTACATCAAAGATATCCAAGA 908.235 1155.26 2252.56 1956.49 3813.82 2089.52
A 96 P09 Sense 0.220 Detected -0.220 Detected 0.000 2.134 Detected 1.197 Detected 1.665 0.084 A 96 P09 TA37793 TA37793 Unknown CAACTGTTTTCACTAGGACTGCTTCTATAGCTTCATTTGGTGCTTATGTTACCTATATTG 426.048 374.099 1086.96 1331.57 1973.51 865.453
A 96 P10 Sense 0.012 Detected -0.012 Detected 0.000 2.073 Detected 1.262 Detected 1.668 0.054 A 96 P10 TA44511 TA44511 Rep: Wou           TAGGACAAAGATTGTACTAGTTGAAGGGCATGCCATTTTAAAGATAAGCATGTATCTGTA 476.246 557.365 1217.34 945.376 2441.62 1168.52
A 96 P11 Sense 0.234 Detected -0.234 Detected 0.000 1.731 Detected 1.675 Detected 1.703 0.019 A 96 P11 AK329079 AK329079 Solanum        ATCCCTCTTCATAATCATCCTGGCATGACTGAGTTCTGCAAGCTTCTAGCAAGAACCATG 1129.66 972.803 2607.68 2013.76 3921.28 3165.51
A 96 P12 Sense -0.246 Detected 0.246 Detected 0.000 1.728 Detected 1.880 Detected 1.804 0.020 A 96 P12 AK328712 AK328712 Solanum        GAGTAGCCTTACAGGAGGTCAAGAAGTTAGAAAAAATTGCAGGGTTGTAAACTAATTAAT 374.974 628.195 816.49 1590.4 1811.08 1689.6
A 96 P12 Sense -0.273 Comprom 0.273 Detected 0.000 1.297 Detected 1.366 Detected 1.332 0.040 A 96 P12 TA56053 TA56053 Rep: Myb            AGGCAGACTATGTTAGACATGATGTGTTAATTGGAAGCCACATATTTTGTATCATCTGTT 6.5205 11.3352 14.3482 20.3423 23.8012 20.9536
A 96 P12 Sense -0.314 Detected 0.314 Detected 0.000 1.165 Detected 0.929 Detected 1.047 0.089 A 96 P12 NP000066 NP000066 GB CTGTTTCTCACCTAATGGCGTACTTGCTGTAAAATTTCATGTTGAAAGATGTAATAGTAG 224.578 413.439 417.03 486.957 769.603 548.44
A 96 P12 Sense -0.110 Detected 0.110 Detected 0.000 2.276 Detected 1.785 Detected 2.030 0.017 A 96 P12 NP000615 NP000615 GB ATTGGCATATCCATAATATATATCTTGATCTCGACTGGAAATCTAAGATGGCTTGCAAGA 25.1189 34.8091 211.315 114.536 161.302 96.3326
A 96 P12 Sense -0.488 Comprom 0.488 Detected 0.000 3.568 Detected 0.855 Detected 2.211 0.265 A 96 P12 NP928782 NP928782 GB ATGGAGGACTAAACTTACTGTCCTAGAAAAGGAGCTTCTAGCTAGTCGCTTTTGTTTGAG 5.9473 13.9226 15.6104 14.2471 121.556 15.5579
A 96 P12 Sense -0.615 Comprom 0.615 Detected 0.000 1.186 Detected 1.999 Detected 1.592 0.163 A 96 P12 NP928749 NP928749 GB CTCACGAGTCTGCTCGGATAATATACATGAGGACATGATTGACTGTAGTATTAACAAGAA 4.80896 13.4247 13.2062 10.0608 20.5944 30.3575
A 96 P13 Sense 0.391 Detected -0.391 Detected 0.000 1.351 Detected 1.661 Detected 1.506 0.070 A 96 P13 AI487256 AI487256 Unknown CTTAGCAATGTGTTAAACACATTAAAGTCTTCAACTTTCATGGCCGCTATGACTTTAGAT 1522.34 1053.81 1857.72 1209.43 3638.68 3787.38
A 96 P14 Sense -0.667 Detected 0.667 Detected 0.000 4.247 Detected 1.708 Detected 2.978 0.174 A 96 P14 ADH2 NM 0012 Solanum      ATCACCATGGCGGACTAAACTTTTTGTCCTAGAAAAGGAGCTTCTACTGTTTGAGAAATA 41.6581 125.066 158.573 148.425 1544.01 223.009
A 96 P15 Sense -1.029 Comprom 1.029 Detected 0.000 3.543 Detected 1.466 Detected 2.505 0.229 A 96 P15 AW22169 AW22169 Unknown ATCAAGTGTGAATGTTGCTAAACCAACAAAAGGCTCAAGTGTGGCTATATTTGGACTAAG 4.16508 20.638 27.3477 24.5928 121.776 24.2127
A 96 P15 Sense 0.153 Detected -0.153 Detected 0.000 2.135 Detected 1.311 Detected 1.723 0.059 A 96 P15 TA37792 TA37792 Rep: Chro              CGATACATTGGACAAGTCCTCAGACACACTGTATGAAAAGTCACTTGAAAGAGAAGCTGA 348.904 336.052 943.967 1160.31 1694.22 803.293
A 96 P15 Sense -0.076 Detected 0.076 Detected 0.000 1.495 Detected 1.458 Detected 1.477 0.003 A 96 P15 AK320973 AK320973 Solanum        CTGAAGTACTTACATTGATAGGGCTGTTGGATTTCTTCTACGCAGAGAGCACATCAGGCA 80.2699 106.23 178.757 154.493 293.221 239.885
A 96 P16 Sense 0.823 Detected -0.823 Comprom 0.000 2.506 Detected 1.858 Detected 2.182 0.132 A 96 P16 AW65032 AW65032 Unknown ATGTTGGATCCGACTTCTAATTCAAGAGTCACTACTTCAAAGATCATCGATTCTTCATGG 20.7926 7.90631 36.2204 25.3613 82.0715 43.9608
A 96 P17 Sense 0.656 Detected -0.656 Detected 0.000 1.907 Detected 0.801 Detected 1.354 0.255 A 96 P17 BE354679 BE354679 Rep: Chro              GTCACCGAGCCTCACACTGCTGTGATTCATCCATTTGCTGAGATTGTAACATACTATACG 83.8657 40.2377 125.953 141.406 245.432 95.7206
A 96 P18 Sense 0.305 Detected -0.305 Detected 0.000 1.411 Detected 1.311 Detected 1.361 0.048 A 96 P18 BG133640BG133640Unknown TAGGGATAGATGAGCATCGTCGATCATCAGATCTGTGCGGACTTAATAGATTCGTGGTGA 28.46 22.1849 45.7423 38.483 75.2948 58.9505
A 96 P19 Sense 0.155 Detected -0.155 Detected 0.000 1.408 Detected 1.199 Detected 1.304 0.020 A 96 P19 BG13408 BG13408 Unknown GCTAATAGCCCAAGTAAGGGAGATCATGATGATGCAAGTTGTCCAGGATTTCTCACATTT 240.549 230.878 237.118 347.396 704.682 511.689
A 96 P19 Sense 0.022 Detected -0.022 Detected 0.000 1.299 Detected 1.178 Detected 1.238 0.003 A 96 P19 BG735008BG735008Unknown ATAACTCATAAGGAGGTGCATCAGAAGCCAAATTAGCTACCACGTGCGATGATGGCAACT 719.11 830.816 1222.16 1194.68 2142.42 1653.65
A 96 P19 Sense 0.053 Detected -0.053 Detected 0.000 1.480 Detected 1.426 Detected 1.453 0.002 A 96 P19 BI203257 BI203257 Unknown AGGCAATTTCATACACCACATGGGGTGCATGTTAGAACTCAAATTGATCACTTGTAAATT 218.627 241.818 395.353 238.451 722.376 584.264
A 96 P19 Sense -0.038 Detected 0.038 Detected 0.000 1.662 Detected 2.221 Detected 1.942 0.020 A 96 P19 BI205961 BI205961 Rep: Chro              TGCCTTCTGTTATTGTGCTCATCCAGTTTTCCCAACCTTATATACTTCCATGATAAATCC 171.79 215.581 242.627 215.071 686.254 848.214
A 96 P19 Sense 0.290 Detected -0.290 Detected 0.000 1.265 Detected 1.886 Detected 1.576 0.066 A 96 P19 BI422397 BI422397 Unknown GTGCTCCTGAAAGGAATATTTCGGACGAAGCCCCATTCAAATTCACACCCACTACACTAT 486.798 387.855 805.149 881.678 1176.46 1518.56
A 96 P21 Sense 0.424 Comprom -0.424 Comprom 0.000 1.364 Detected 2.604 Detected 1.984 0.118 A 96 P21 TA36591 TA36591 Unknown GCGGTTAATCATCGTGAGATTTTCGATCAACGAAAGAAGAGAATTTAGTGAAGGAACTGT 4.09974 2.70985 3.89366 7.34468 9.6661 19.1607
A 96 P22 Sense 0.353 Detected -0.353 Detected 0.000 1.178 Detected 1.069 Detected 1.123 0.088 A 96 P22 CD002301CD002301Unknown CTGTTAAGGGCAGTAATGTTGCAAATAACACCCATGTCTTGGTACTCGTTCCACGAGTAC 209.988 153.216 290.567 299.524 457.113 355.74
A 96 P23 Sense 0.174 Comprom -0.174 Comprom 0.000 3.082 Detected 1.336 Detected 2.209 0.131 A 96 P23 cevi19 NM 0012 Solanum       GTTGGTCTTATCCTCCACTCAGCTCTTCTAACGCCATACTTTGCATGGAAACATAGTCAT 9.00501 8.42156 85.1928 34.1704 83.092 20.7856
A 96 P24 Sense -0.322 Detected 0.322 Detected 0.000 1.156 Detected 1.303 Detected 1.230 0.065 A 96 P24 TA37203 TA37203 Unknown TTTGTGGCAGAGTTTTTCTGGTTGTTAACTTTAAACGCATTGTTCGAGTTACTCCCTCTA 25497.7 47436.4 65009.8 43140 87327.2 81154.7
A 96 P25 Sense -0.072 Detected 0.072 Detected 0.000 1.338 Detected 1.721 Detected 1.530 0.017 A 96 P25 TC232099 TC232099 Rep: 13 k         GTCCTCATCTCTTTGCAGATCTGAGCCTCTAAATTGTTATCAACAACATTTGAATCTCTT 403.7 531.007 858.556 727.317 1318.23 1443.57
A 96 P25 Sense -0.515 Detected 0.515 Detected 0.000 3.745 Detected 0.985 Detected 2.365 0.250 A 96 P25 ADH2 NM 0012 Solanum      GAACTTTTTGAATGAACGGACTCTCAAAGGAACCTTCTTTGGAAACTACAAACCTCGTTC 23.3683 56.8047 58.8065 50.934 550.311 68.1789
A 96 P26 Sense -1.026 Detected 1.026 Detected 0.000 1.016 Detected 1.491 Detected 1.253 0.356 A 96 P26 LOC5440 NM 0012 Solanum        GAAAGCCGGTAATTTAAATGCATACTATAGGGCGATGTTGTTGGAGACCGGAGGAAGCAT 933.116 4609.35 3420.11 1390.8 4724.54 5511.09
GT Sense Sense -0.632 Detected 0.632 Detected 0.000 1.443 Detected 1.638 Detected 1.541 0.138 GT Sens AF011556 AF011556 HB-13 TTCAAGGTACTTAAGGATCTTTATGGAGAAAAATATTAATAAAGACATGTCCTTTTTTCC 47.3716 135.431 115.666 229.533 245.297 235.753
GT Sense Sense -0.369 Comprom 0.369 Comprom 0.000 1.200 Detected 1.558 Detected 1.379 0.078 GT Sens AT2G059 AT2G059 Subtilase  AGTGTTCTTGTGTGGTTTGGTTTGAGTCATTGAGTGO:0004252|GO:0009505|GO:0006508|GO:0005618|GO:0043086|GO:0042802 5.02247 9.97915 9.75059 19.2078 18.3277 19.7031
GT Sense Sense -0.393 Comprom 0.393 Comprom 0.000 1.458 Detected 2.722 Detected 2.090 0.107 GT Sens AT2G367 AT2G367 UDP-gluc   AACTGGTCGTTCAAGTACTAAAAGCCGGTGTAAGTGO:0016758|GO:0016757|GO:0008152|GO:0008194|GO:0005575 2.41885 4.96452 3.36817 2.70337 10.7213 21.6176
GT Sense Sense 0.124 Comprom -0.124 Comprom 0.000 1.446 Detected 1.755 Detected 1.600 0.015 GT Sens AT4G009 AT4G009 Ca2+-tran  TTTCAGGGAATGGTTTGTGGTTATTCTTGTTTCCT GO:00053 calcium-transporting ATPase activity|calcium ion transport|integral to membrane|membrane 8.44366 8.4682 17.9573 9.11975 25.9568 26.9809
GT Sense Sense 0.633 Detected -0.633 Detected 0.000 1.926 Detected 1.731 Detected 1.829 0.104 GT Sens AT4G274 AT4G274 NAC dom   TTCTTAACGGGAACTTTGATTGGGCTAGCTTGGCAGO:00037 sequence-specific DNA binding transcription factor activity|sequence-specific DNA binding transcriptio              23.0545 11.4144 15.7452 10.6119 69.4488 50.9264
GT Sense Sense -0.026 Comprom 0.026 Comprom 0.000 1.811 Detected 2.836 Detected 2.323 0.045 GT Sens AT5G143 AT5G143 30S ribos   GGGGACAGAGAACCAAGAACAACTGCAGGACTCT GO:0003735|GO:0003723|GO:0015935|GO:0009941|GO:0003676|GO:0006412|GO:0009507 2.43689 3.00627 2.60239 2.34067 10.6976 18.2675
GT Sense Sense 0.357 Detected -0.357 Detected 0.000 0.974 Detected 1.517 Detected 1.246 0.109 GT Sens AY534757 AY534757 Protein p  AACTAGTACTTGCTTTTGTCGATGGTTTGGTTGGTCGTGTTACTGTATAAACGTTTTAAA 30607.1 22210.3 48546.9 44089.2 57702.8 70541.2
GT Sense Sense 0.435 Detected -0.435 Detected 0.000 1.741 Detected 1.750 Detected 1.745 0.057 GT Sens AY559315 AY559315 Lycopers          AGTATTTGATGAATATGCACCTGACTATAAACTAAGTCTGAGGTGAATTAGGATTATAAT 158.17 103.037 589.746 411.41 480.56 405.952
GT Sense Sense 1.100 Detected -1.100 Detected 0.000 1.637 Detected 2.195 Detected 1.916 0.233 GT Sens contig100 contig100 DUF599 fa                 TCTACTT contig100 Solyc02g Solyc02g DUF599 family protein (AHRD V               contig100 Solyc02g DUF599 family prote                 SL2.40ch AT5G11010.3  pre-mRN     chr5:348  169.808 43.9926 176.147 137.417 302.833 374.22
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 1.173 Detected 0.830 Detected 1.002 0.087 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  16.6899 28.7352 53.8756 64.51 55.6321 36.8086
GT Sense Sense -0.592 Comprom 0.592 Comprom 0.000 2.977 Detected 1.889 Detected 2.433 0.094 GT Sens contig100 contig100 Transcrip               TCAAATC contig100 Solyc02g Solyc02g Transcrip               GO:00056 GO:00056 contig100 Solyc02g Transcrip                GO:00056 SL2.40ch AT4G369 SPT  SPT (SPA        chr4:174  2.63264 7.12279 22.4678 14.0367 38.4009 15.1636
GT Sense Sense 0.819 Detected -0.819 Detected 0.000 1.491 Detected 1.403 Detected 1.447 0.220 GT Sens contig100 contig100 Zinc-finge                GAGCCATcontig100 Solyc07g Solyc07g Zinc-finge                GO:00056 GO:00056 contig100 Solyc07g Zinc-finge                 GO:00056 SL2.40ch AT1G807 ZFP1, ATZ   ZFP1 (ZIN              chr1:303  238.409 91.191 166.583 177.092 466.869 368.737
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 1.227 Detected 1.209 Detected 1.218 0.015 GT Sens contig101 contig101 Arabidop                        CTTGAAAcontig101 Solyc07g Solyc07g Arabidop                        GO:00055 GO:00055  contig101 Solyc07g Arabidop                         GO:00055 SL2.40ch AT4G04630.1  unknown   chr4:233  493.482 476.774 1822.73 777.872 1278.85 1060.2
GT Sense Sense 0.451 Comprom -0.451 Comprom 0.000 1.072 Detected 2.047 Detected 1.560 0.144 GT Sens contig102 contig102 Flowering        ATTCAAGcontig102 Solyc01g Solyc01g Flowering promoting factor-lik       contig102 Solyc01g Flowering promotin        SL2.40ch AT5G248 FPF1  FPF1 (FL      chr5:854  7.39289 4.70811 10.4556 8.03901 13.9685 23.0599
GT Sense Sense 0.691 Detected -0.691 Comprom 0.000 5.037 Detected 2.153 Detected 3.595 0.154 GT Sens contig102 contig102 Unknown   GATTTAAcontig102 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig102 Solyc08g Unknown Protein (A  SL2.40ch AT4G253 SHB1  SHB1 (SH      chr4:129  16.6585 7.6061 126.226 24.7899 416.39 47.3433
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 1.360 Detected 1.708 Detected 1.534 0.025 GT Sens contig103 contig103 Ethylene-                    AATCGGTcontig103 Solyc03g Solyc03g Ethylene-                    GO:00063 GO:00063     contig103 Solyc03g Ethylene-                     GO:00036 SL2.40ch AT3G60490.1  AP2 dom       chr3:223  360.169 545.436 831.703 1007.93 1281.55 1368.97
GT Sense Sense -1.051 Comprom 1.051 Detected 0.000 4.033 Detected 3.036 Detected 3.534 0.093 GT Sens contig103 contig103 Unknown   TATTAAT contig103 Solyc04g Solyc04g Unknown Protein (AHRD V1);O contig103 Solyc04g025920.2.1 AT3G560 ATCSLA1    ATCSLA1         chr3:207  2.47741 12.6619 17.2653 40.6649 103.251 43.428
GT Sense Sense 0.115 Comprom -0.115 Comprom 0.000 1.132 Detected 2.564 Detected 1.848 0.126 GT Sens contig104 contig104 Ulp1 prote                    CGACAACcontig104 Solyc04g Solyc04g Ulp1 prote                    GO:00065 GO:00065 contig104 Solyc06g050970.1.1 AT1G04300.3  FUNCTIO                                                                               chr1:114  4.15789 4.22189 5.82282 4.71714 10.3409 23.421
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 1.367 Detected 1.525 Detected 1.446 0.021 GT Sens contig104 contig104 Unknown   GAGAAGGcontig104 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig104 Solyc05g Unknown Protein (A  SL2.40ch AT5G13940.1  aminope   chr5:449  21.995 34.4105 42.1982 41.0034 79.9096 74.883
GT Sense Sense -0.292 Comprom 0.292 Comprom 0.000 1.929 Detected 3.230 Detected 2.579 0.069 GT Sens contig104 contig104 Unknown   ATCTTAA contig104 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig104 Solyc08g Unknown Protein (A  SL2.40ch AT1G033 ATRRP4  ATRRP4            chr1:824  2.39927 4.28174 3.92253 6.07493 13.7463 28.4281
GT Sense Sense 0.080 Comprom -0.080 Comprom 0.000 1.527 Detected 2.562 Detected 2.045 0.060 GT Sens contig105 contig105 Xylanase              TGCATCAcontig105 Solyc01g Solyc01g Xylanase              GO:00065 GO:00065 contig105 Solyc01g Xylanase               GO:00065 SL2.40ch AT4G10500.1  oxidored       chr4:649  3.49636 3.7244 15.5557 14.0875 11.7136 20.1543
GT Sense Sense 0.922 Detected -0.922 Detected 0.000 0.877 Detected 1.483 Detected 1.180 0.348 GT Sens contig105 contig105 Calcium b               CAAAGAT contig105 Solyc01g Solyc01g Calcium b               GO:00055 GO:00055   contig105 Solyc01g Calcium b                GO:00055 SL2.40ch AT1G23935.1  FUNCTIO                                                                 chr1:846  18326.5 6077.14 14292.7 12893.1 21840.3 27891.8
GT Sense Sense 0.163 Comprom -0.163 Comprom 0.000 4.128 Detected 2.860 Detected 3.494 0.033 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  2.44005 2.3186 2.08553 2.12761 46.8581 16.323
GT Sense Sense -0.293 Comprom 0.293 Comprom 0.000 0.854 Detected 3.211 Detected 2.032 0.236 GT Sens contig106 contig106 Os07g010       ATAAGGAcontig106 Solyc12g Solyc12g Os07g0102900 protein (Fragm     contig106 Solyc07g Receptor                  GO:00064 SL2.40ch AT5G353 MBD02, M   MBD02 (M           chr5:135  4.87508 8.71745 4.56136 5.82055 13.2695 57.0736
GT Sense Sense 1.298 Detected -1.298 Detected 0.000 0.891 Detected 1.666 Detected 1.279 0.445 GT Sens contig106 contig106 Beta-gluc               GTAAGGTcontig106 Solyc07g Solyc07g Beta-gluc               GO:00059 GO:00059      contig106 Solyc07g Beta-gluc                GO:00171 SL2.40ch AT5G545 BGLU41  BGLU41             chr5:221  19629.1 3866.34 12729.9 13679.7 18204.4 26145.1
GT Sense Sense 0.082 Comprom -0.082 Comprom 0.000 2.826 Detected 3.016 Detected 2.921 0.002 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  2.82047 2.99509 6.01517 6.777 23.2166 22.2301
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 2.356 Detected 1.612 Detected 1.984 0.036 GT Sens contig107 contig107 CER1 (AH             CTTAATGcontig107 Solyc01g Solyc01g CER1 (AH             GO:00057 GO:00057    contig107 Solyc01g CER1 (AH              GO:00099 SL2.40ch AT1G022 CER1  CER1 (EC      chr1:418  1718.55 1783.42 5171.56 5792.02 10094.8 5060.59
GT Sense Sense 0.229 Comprom -0.229 Comprom 0.000 0.973 Detected 1.743 Detected 1.358 0.094 GT Sens contig107 contig107 Unknown   GAATATAcontig107 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig107 Solyc06g071710.1.1 AT5G12090.1 6.63669 5.75041 11.5239 13.8476 13.6618 19.5538
GT Sense Sense 1.244 Detected -1.244 Comprom 0.000 0.829 Detected 1.829 Detected 1.329 0.426 GT Sens contig108 contig108 S-locus re                TGGGCA contig108 Solyc07g Solyc07g S-locus re                GO:00191 GO:00191        contig108 Solyc07g S-locus re                 GO:00191 SL2.40ch AT5G39370.1 20.5131 4.35584 14.0952 15.5041 18.9164 31.752
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 1.220 Detected 0.951 Detected 1.086 0.038 GT Sens contig109 contig109 Unknown   AGTCTTT contig109 Solyc08g Solyc08g Unknown Protein (AHRD V1);O contig109 Solyc08g Unknown   GO:00055 SL2.40ch AT3G14330.1  pentatric      chr3:477  55.1597 51.8687 135.426 135.889 140.395 97.7538
GT Sense Sense -0.952 Comprom 0.952 Detected 0.000 1.860 Detected 2.434 Detected 2.147 0.163 GT Sens contig110 contig110 Late emb                  CAAAAAGcontig110 Solyc09g Solyc09g Late embryogenesis abundant                 contig110 Solyc09g Late embryogenesis                  SL2.40ch AT2G401 ATEM6, G   GEA6 (LA      chr2:167  3.06567 13.655 15.8682 16.4732 26.4538 33.0489
GT Sense Sense 0.509 Detected -0.509 Detected 0.000 1.035 Detected 1.012 Detected 1.023 0.182 GT Sens contig111 contig111 ADP ATP               AAGATGAcontig111 Solyc03g Solyc03g ADP ATP               GO:00055 GO:00055    contig111 Solyc03g ADP ATP                GO:00055 SL2.40ch AT1G155 ATNTT2  ATNTT2;    chr1:532  10131.3 5952.21 14377.5 10772.4 17921.4 14808.9
GT Sense Sense -0.449 Comprom 0.449 Comprom 0.000 2.539 Detected 2.645 Detected 2.592 0.029 GT Sens contig112 contig112 Genomic                      CAACAAAcontig112 Solyc07g Solyc07g Genomic DNA chromosome 5                    contig112 Solyc07g Genomic DNA chrom                      SL2.40ch AT5G57770.1  FUNCTIO                                                                 chr5:234  2.45712 5.45292 5.76874 7.9361 23.9723 21.6439
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 1.458 Detected 1.723 Detected 1.591 0.034 GT Sens contig112 contig112 EPF-type                  TCCACGAcontig112 Solyc09g Solyc09g EPF-type                  GO:00037 GO:00037      contig112 Solyc08g UDP-gluc               GO:00039 SL2.40ch AT5G186 CHR17  CHR17 (C                             chr5:619  233.813 190.898 361.899 266.247 653.853 659.523
GT Sense Sense 0.807 Comprom -0.807 Comprom 0.000 0.807 Detected 1.405 Detected 1.106 0.328 GT Sens contig112 contig112 Unknown   AGAAAAGcontig112 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig112 Solyc11g Unknown Protein (A  SL2.40ch AT5G333 CUE1, PP    CUE1 (CA         chr5:125  9.37607 3.64507 12.6161 14.5213 11.5209 14.6418
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 0.912 Detected 1.664 Detected 1.288 0.099 GT Sens contig112 contig112 Beta-1 3-g               GATGCCCcontig112 Solyc01g Solyc01g Beta-1 3-g               GO:00059 GO:00059     contig112 Solyc01g Beta-1 3-g                GO:00055 SL2.40ch AT5G18220.1  glycosyl      chr5:601  200.285 173.917 329.848 395.647 395.594 559.042
GT Sense Sense 0.325 Comprom -0.325 Comprom 0.000 3.426 Detected 1.870 Detected 2.648 0.088 GT Sens contig112 contig112 ATP-bind                GAATGGAcontig112 Solyc05g Solyc05g ATP-bind                GO:00171 GO:00171         contig112 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT1G155 PDR12, A   PDR12 (P             chr1:533  7.02178 5.33076 52.2671 21.7849 74.0551 21.1391
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 1.151 Detected 1.134 Detected 1.142 0.017 GT Sens contig113 contig113 LRR rece                  CATGCTAcontig113 Solyc05g Solyc05g LRR rece                  GO:00055 GO:00055       contig113 Solyc05g Receptor   GO:00046 SL2.40ch AT1G67510.1  leucine-r      chr1:252  198.315 291.637 371.825 346.345 601.496 499.073
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 2.260 Detected 2.334 Detected 2.297 0.009 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  40.7445 36.1837 92.6706 92.8903 207.181 183.091
GT Sense Sense -0.132 Comprom 0.132 Comprom 0.000 0.990 Detected 2.885 Detected 1.938 0.180 GT Sens contig113 contig113 Unknown   AGTTGGAcontig113 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig113 Solyc05g Unknown Protein (A  SL2.40ch AT5G61740.1 3.67913 5.2583 2.34557 2.62661 9.83923 30.7281
GT Sense Sense -0.258 Detected 0.258 Detected 0.000 1.361 Detected 1.180 Detected 1.270 0.043 GT Sens contig114 contig114 Nucleosid                 CATTGGCcontig114 Solyc09g Solyc09g Nucleosid                 GO:00062 GO:00062      contig114 Solyc01g Nucleosid                  GO:00062 SL2.40ch AT4G093 NDPK1  NDPK1; A        chr4:592  187.783 319.63 378.509 455.051 708.771 524.72
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 2.538 Detected 2.802 Detected 2.670 0.004 GT Sens contig114 contig114 Self-incom                TATATTT contig114 Solyc11g Solyc11g Self-incompatibility protein (Fr               contig114 Solyc11g RNA ligase isoform 2     SL2.40ch AT3G14700.1  FUNCTIO                                                                                             chr3:494  44.453 44.9802 131.603 142.36 292.448 294.824
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 1.818 Detected 1.672 Detected 1.745 0.010 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 96.6025 92.6287 206.075 185.088 375.724 285.021
GT Sense Sense 0.002 Comprom -0.002 Comprom 0.000 1.890 Detected 2.547 Detected 2.219 0.021 GT Sens contig115 contig115 F-box fam              TTGTGTGcontig115 Solyc07g Solyc07g F-box family protein (AHRD V1           contig115 Solyc08g F-box family protein             SL2.40ch AT5G37470.1  unknown   chr5:148  2.4682 2.92916 5.87798 4.34978 11.2286 14.8603
GT Sense Sense -0.441 Detected 0.441 Detected 0.000 2.036 Detected 1.319 Detected 1.678 0.098 GT Sens contig117 contig117 Unknown   AACCTTT contig117 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig117 Solyc03g Unknown Protein (A  SL2.40ch AT1G064 ATGSL07     ATGSL07           chr1:197  72.1477 158.301 182.077 137.082 493.787 252.133
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.078 Detected 0.949 Detected 1.013 0.013 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  240.744 250.305 640.615 393.813 583.618 448.038
GT Sense Sense 0.237 Comprom -0.237 Comprom 0.000 1.570 Detected 3.051 Detected 2.311 0.097 GT Sens contig118 contig118 Unknown   ACTTATGcontig118 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig118 Solyc07g Unknown Protein (A  SL2.40ch AT3G500 VFB2  VFB2 (VI        chr3:185  3.87472 3.32091 11.4629 16.71 12.0011 28.1046
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 1.182 Detected 1.845 Detected 1.514 0.057 GT Sens contig118 contig118 Unknown   AGAAGACcontig118 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig118 Solyc08g Unknown Protein (A  SL2.40ch AT5G26848.1  unknown   chr5:944  13.7904 12.8218 19.7985 21.3108 33.9969 45.1708
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.807 Detected 1.521 Detected 1.664 0.019 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  128.324 118.107 200.804 172.554 485.116 334.034
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 0.989 Detected 1.130 Detected 1.060 0.004 GT Sens contig118 contig118 Unknown   TATTATG contig118 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig118 Solyc01g Unknown Protein (A  SL2.40ch AT2G26000.2  zinc finge        chr2:110  847.137 1002.74 1783.82 2139.24 2061.24 1906.96
GT Sense Sense 0.777 Comprom -0.777 Comprom 0.000 1.345 Detected 2.562 Detected 1.953 0.186 GT Sens contig119 contig119 Unknown           GCACCAGcontig119 Solyc10g Solyc10g Unknown           GO:00160 GO:00160 contig119 Solyc10g Unknown            GO:00160 SL2.40ch AT3G159 SULTR3;4  SULTR3;         chr3:542  9.78994 3.96766 6.52539 6.94221 17.8286 34.8081
GT Sense Sense -0.785 Comprom 0.785 Detected 0.000 1.610 Detected 1.430 Detected 1.520 0.194 GT Sens contig119 contig119 Pectinest             GTTGTGTcontig119 Solyc01g Solyc01g Pectinest             GO:00469 GO:00469    contig119 Solyc01g Pectinest              GO:00469 SL2.40ch AT4G31910.1 3.19848 11.308 11.8188 20.556 20.6805 15.322
GT Sense Sense -0.231 Comprom 0.231 Comprom 0.000 2.235 Detected 1.791 Detected 2.013 0.024 GT Sens contig119 contig119 Unknown   TCTGAACcontig119 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig119 Solyc03g Unknown Protein (A  SL2.40ch AT3G57950.1  unknown   chr3:214  5.08074 8.33385 16.2236 11.3744 34.4977 21.2933
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 0.956 Detected 1.199 Detected 1.077 0.027 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  22.6772 32.506 50.2842 44.5434 59.3264 58.9313
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 0.977 Detected 1.060 Detected 1.019 0.033 GT Sens contig119 contig119 Tubulin a              CACAGAGcontig119 Solyc06g Solyc06g Tubulin a              GO:00432 GO:00432  contig119 Solyc02g Tubulin a               GO:00469 SL2.40ch AT5G45520.1  unknown   chr5:184  800.842 1231.45 1460.76 1962.32 2202.72 1957.92
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 2.822 Detected 1.647 Detected 2.235 0.098 GT Sens contig119 contig119 Solute ca                     AGTTGGTcontig119 Solyc10g Solyc10g Solute ca                     GO:00160 GO:00160 contig119 Solyc10g Solute ca                      GO:00160 SL2.40ch AT2G37900.1  proton-d        chr2:158  32.7428 75.3425 85.7575 176.41 395.708 147.089
GT Sense Sense -0.309 Comprom 0.309 Comprom 0.000 2.109 Detected 1.670 Detected 1.889 0.038 GT Sens contig119 contig119 HORMA d                TATTCCT contig119 Solyc04g Solyc04g HORMA d                GO:00070 GO:00070  contig119 Solyc04g HORMA d                 GO:00036 SL2.40ch AT1G673 ASY1, AT   ASY1 (AS      chr1:252  4.59398 8.39117 6.32933 3.52253 30.1702 18.6755
GT Sense Sense -0.583 Comprom 0.583 Detected 0.000 1.295 Detected 1.595 Detected 1.445 0.138 GT Sens contig119 contig119 Aspartic p               TACTGCTcontig119 Solyc06g Solyc06g Aspartic p               GO:00065 GO:00065 contig119 Solyc06g Aspartic p                GO:00065 SL2.40ch AT5G52510.1  scarecro       chr5:213  8.18936 21.8768 15.4255 22.8007 37.0059 38.2351
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 2.345 Detected 0.996 Detected 1.671 0.139 GT Sens contig120 contig120 Unknown   TGGAGG contig120 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig120 Solyc11g Unknown Protein (A  SL2.40ch AT4G01670.1 677.936 630.872 3060.9 5321.82 3742.14 1233.67
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 1.961 Detected 1.393 Detected 1.677 0.028 GT Sens contig120 contig120 Purple ac                ACATGGCcontig120 Solyc09g Solyc09g Purple ac                GO:00468 GO:00468        contig120 Solyc09g Purple ac                 GO:00047 SL2.40ch AT3G071 ATPAP15    PAP15 (P           chr3:225  18.8068 20.7608 78.3028 45.0881 86.6354 49.0831
GT Sense Sense -0.570 Comprom 0.570 Comprom 0.000 2.039 Detected 2.269 Detected 2.154 0.066 GT Sens contig120 contig120 Os07g050                TTTCCGAcontig120 Solyc10g Solyc10g Os07g050                GO:00080 GO:00080  contig120 Solyc10g Os07g050                 GO:00080 SL2.40ch AT1G037 TPX2  targeting   chr1:947  2.38179 6.25319 2.04655 2.07271 17.8611 17.5821
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 1.533 Detected 1.590 Detected 1.562 0.004 GT Sens contig121 contig121 WRKY tra               TGTGGAGcontig121 Solyc03g Solyc03g WRKY tra               GO:0045449 contig121 Solyc03g WRKY tra                GO:00454 SL2.40ch AT4G309 WRKY32,   WRKY32     chr4:150  61.4672 64.1715 138.012 95.752 204.781 178.752
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 1.268 Detected 0.849 Detected 1.058 0.037 GT Sens contig121 contig121 Calmodul               GGAGATGcontig121 Solyc04g Solyc04g Calmodul               GO:00055 GO:00055   contig121 Solyc04g Calmodul                GO:00055 SL2.40ch AT3G10190.1  calmodu    chr3:315  2653.93 3249.76 5512.16 5462.36 7964.8 5002.8
GT Sense Sense 0.100 Comprom -0.100 Comprom 0.000 2.265 Detected 2.357 Detected 2.311 0.002 GT Sens contig121 contig121 Unknown   GTTGTGAcontig121 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig121 Solyc02g Genomic                    GO:00058 SL2.40ch AT2G30280.1  unknown   chr2:129  3.17511 3.2927 26.67 17.5012 17.5036 15.6574
GT Sense Sense 1.104 Comprom -1.104 Comprom 0.000 2.686 Detected 3.666 Detected 3.176 0.119 GT Sens contig121 contig121 Integral m       ATTATAC contig121 Solyc03g Solyc03g Integral membrane protein Tm     contig121 Solyc03g Integral membrane p      SL2.40ch AT4G18540.1  unknown   chr4:102  8.93163 2.30249 31.3428 11.7875 32.8816 54.428
GT Sense Sense -0.008 Comprom 0.008 Detected 0.000 2.765 Detected 2.686 Detected 2.725 0.000 GT Sens contig121 contig121 Unknown   ATTGAAGcontig121 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig121 Solyc12g Unknown Protein (A  SL2.40ch AT4G196 CYCT1;4  CYCT1;4      chr4:106  10.0629 12.1115 86.7117 67.6743 84.5425 67.1532
GT Sense Sense -0.073 Comprom 0.073 Comprom 0.000 0.841 Detected 1.811 Detected 1.326 0.114 GT Sens contig122 contig122 Unknown            AGCATTT contig122 Solyc04g Solyc04g Unknown            GO:00082 GO:00082   contig122 Solyc04g Unknown             GO:00082 SL2.40ch AT2G38690.1 5.10098 6.71702 10.7632 14.0439 11.8136 19.425
GT Sense Sense 0.774 Detected -0.774 Comprom 0.000 1.286 Detected 1.053 Detected 1.169 0.274 GT Sens contig122 contig122 Unknown   GTACTTAcontig122 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig122 Solyc03g Unknown Protein (A  SL2.40ch AT4G36180.1  leucine-r      chr4:171  17.6987 7.20311 30.3436 19.5927 31.01 22.1461
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 2.092 Detected 2.180 Detected 2.136 0.002 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  41.3624 54.2979 72.4342 67.0047 227.6 203.06
GT Sense Sense -0.468 Detected 0.468 Detected 0.000 0.900 Detected 1.105 Detected 1.002 0.172 GT Sens contig123 contig123 Pentatrico               GTGAGG contig123 Solyc11g Solyc11g Pentatrico               GO:00050 GO:00050     contig123 Solyc11g Pentatrico                GO:00050 SL2.40ch AT3G22690.1  pentatric      chr3:802  15.3482 34.9588 33.1335 45.5994 48.6787 47.1037
GT Sense Sense 0.473 Detected -0.473 Detected 0.000 1.194 Detected 1.189 Detected 1.192 0.128 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  444.859 274.835 540.67 385.629 901.423 753.743
GT Sense Sense 0.286 Detected -0.286 Detected 0.000 1.053 Detected 1.138 Detected 1.095 0.063 GT Sens contig123 contig123 Serine/thr                ACCCCAAcontig123 Solyc02g Solyc02g Serine/thr                GO:00191 GO:00191        contig123 Solyc02g Serine/thr                 GO:00191 SL2.40ch AT4G03230.1  ATP bind               chr4:141  43.4021 34.7654 90.988 71.7676 90.7837 80.8148
GT Sense Sense -0.938 Comprom 0.938 Detected 0.000 1.898 Detected 1.092 Detected 1.495 0.281 GT Sens contig123 contig123 Transcrip              AATTGTT contig123 Solyc03g Solyc03g Transcrip              GO:00056 GO:00056 contig123 Solyc03g Transcrip               GO:00056 SL2.40ch AT4G365 BEE2  BEE2 (BR          chr4:172  6.10808 26.6759 23.8402 21.3117 53.5741 25.7221
GT Sense Sense -0.169 Comprom 0.169 Comprom 0.000 4.488 Detected 3.701 Detected 4.094 0.011 GT Sens contig123 contig123 ABC trans                  CTGGTTGcontig123 Solyc12g Solyc12g ABC trans                  GO:00171 GO:00171    contig123 Solyc12g ABC trans                   GO:00085 SL2.40ch AT3G25620.1  ABC tran     chr3:931  5.44552 8.19219 175.675 31.4814 168.791 82.1169
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 1.677 Detected 1.312 Detected 1.494 0.067 GT Sens contig123 contig123 Pectinace             GGTTGG contig123 Solyc08g Solyc08g Pectinace             GO:00040 GO:00040  contig123 Solyc08g Pectinace              GO:00040 SL2.40ch AT4G19420.1  pectinace     chr4:105  902.746 1781.83 3122.03 3626.59 4569.35 2976.72
GT Sense Sense 0.838 Detected -0.838 Detected 0.000 2.466 Detected 1.182 Detected 1.824 0.226 GT Sens contig123 contig123 MADS bo                TCTTCAAcontig123 Solyc01g Solyc01g MADS bo                GO:00056 GO:00056  contig123 Solyc01g MADS bo                 GO:00055 SL2.40ch AT5G158 SEP1, AG   SEP1 (SE        chr5:515  2660.52 991.144 3951.04 1749.52 10106.9 3482.96
GT Sense Sense -0.090 Comprom 0.090 Comprom 0.000 1.360 Detected 2.280 Detected 1.820 0.060 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 fa     chr2:184  3.35786 4.52662 14.2337 10.8361 11.2743 17.9008
GT Sense Sense 0.893 Detected -0.893 Detected 0.000 1.775 Detected 1.791 Detected 1.783 0.184 GT Sens contig124 contig124 UDP-gluc            GTGAAGAcontig124 Solyc02g Solyc02g UDP-gluc            GO:00472 GO:00472      contig124 Solyc02g UDP-gluc             GO:00472 SL2.40ch AT1G782 AtUGT85A   AtUGT85            chr1:294  55.3245 19.1027 90.6639 40.5807 125.308 106.369
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 4.452 Detected 1.829 Detected 3.140 0.139 GT Sens contig124 contig124 ARGOS (A    TTTAGCT contig124 Solyc12g Solyc12g ARGOS (AHRD V1 ***- C7SFP7 contig124 Solyc12g ARGOS (AHRD V1 **  SL2.40ch AT3G48070.2  protein b       chr3:177  266.304 347.679 1848.58 1167.71 7502.04 1022.06
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 2.045 Detected 1.872 Detected 1.959 0.004 GT Sens contig125 contig125 Cytochro                 GAACGG contig125 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig125 Solyc09g Cytochro  GO:00198 SL2.40ch AT2G276 CYP94C1  CYP94C1        chr2:118  21.4798 28.9496 111.264 94.5252 115.92 86.3324
GT Sense Sense 0.281 Detected -0.281 Detected 0.000 1.128 Detected 1.336 Detected 1.232 0.054 GT Sens contig125 contig125 Ubiquitin-              TAAAGAAcontig125 Solyc01g Solyc01g Ubiquitin-              GO:00436 GO:00436     contig125 Solyc01g Ubiquitin-               GO:00048 SL2.40ch AT1G638 UBC5  UBC5 (ub       chr1:236  5045.14 4067.12 9142.09 7528.1 11151.4 10814.4
GT Sense Sense -0.003 Comprom 0.003 Comprom 0.000 1.011 Detected 1.392 Detected 1.201 0.024 GT Sens contig125 contig125 Genomic          GGAAGG contig125 Solyc06g Solyc06g Genomic DNA chromosome 3       contig125 Solyc06g Genomic DNA chrom         SL2.40ch AT3G12590.1  unknown   chr3:399  6.88132 8.22483 8.28949 13.8313 17.0837 18.6625
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 1.346 Detected 1.650 Detected 1.498 0.023 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  876.012 817.051 1614.26 1641.25 2422.12 2510.89
GT Sense Sense 0.640 Detected -0.640 Detected 0.000 1.109 Detected 1.531 Detected 1.320 0.189 GT Sens contig126 contig126 Genomic                     CATGAAAcontig126 Solyc01g Solyc01g Genomic DNA chromosome 5                   contig126 Solyc01g Genomic DNA chrom                     SL2.40ch AT1G09157.1  unknown   chr1:295  7341.74 3597.49 10796.2 8981.31 12491.5 14042.9
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 2.210 Detected 2.176 Detected 2.193 0.003 GT Sens contig127 contig127 Cupin Rm                TTTATCC contig127 Solyc03g Solyc03g Cupin Rm                GO:00551 GO:00551  contig127 Solyc03g Cupin Rm                 GO:00551 SL2.40ch AT5G15120.1  unknown   chr5:489  390.837 391.123 1130.66 887.403 2037.85 1670.13
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 2.153 Detected 0.946 Detected 1.550 0.156 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  22.0369 16.1998 85.1088 35.9687 94.6741 34.4237
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 3.432 Detected 2.657 Detected 3.045 0.026 GT Sens contig128 contig128 Strictosid               AATTTGGcontig128 Solyc07g Solyc07g Strictosid               GO:00040 GO:00040   contig128 Solyc07g Strictosid                GO:00040 SL2.40ch AT3G57030.1  strictosid      chr3:211  25.6271 47.7016 121.786 192.991 425.061 208.567
GT Sense Sense 0.374 Comprom -0.374 Comprom 0.000 1.399 Detected 1.406 Detected 1.403 0.064 GT Sens contig128 contig128 Unknown   TCGTACAcontig128 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig128 Solyc09g Mg2+-dep                                      GO:00081 SL2.40ch AT4G22990.1  SPX (SYG     chr4:120  7.50426 5.31658 10.7739 11.6379 18.7709 15.8291
GT Sense Sense 0.027 Comprom -0.027 Comprom 0.000 1.529 Detected 1.443 Detected 1.486 0.001 GT Sens contig128 contig128 Heat stres                   AGAGGAAcontig128 Solyc08g Solyc08g Heat stres                   GO:00056 GO:00056       contig128 Solyc08g Heat stres                    GO:00055 SL2.40ch AT2G261 ATHSFA2    ATHSFA2        chr2:111  7.63896 8.76046 12.0187 12.2955 26.5938 21.0346
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 1.411 Detected 1.621 Detected 1.516 0.005 GT Sens contig129 contig129 Ulp1 prote                    TAAAAAA contig129 Solyc10g Solyc10g Ulp1 prote                    GO:00065 GO:00065 contig129 Solyc03g Sentrin-s                 GO:00065 SL2.40ch AT5G042 ELF6  ELF6 (EA       chr5:116  25.2948 30.0695 32.193 37.0505 82.6233 80.2091
GT Sense Sense -0.015 Comprom 0.015 Comprom 0.000 2.092 Detected 2.785 Detected 2.439 0.020 GT Sens contig129 contig129 Unknown   GCAGAAGcontig129 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig129 Solyc01g Unknown Protein (A  SL2.40ch ATCG007 RPOA  RNA poly     chrC:779  2.51179 3.0513 3.0142 4.13905 13.2994 18.0444
GT Sense Sense -0.448 Comprom 0.448 Comprom 0.000 1.155 Detected 1.847 Detected 1.501 0.118 GT Sens contig129 contig129 Unknown               ATGCAAT contig129 Solyc09g Solyc09g Unknown               GO:00056 GO:00056 contig129 Solyc09g Unknown                GO:00056 SL2.40ch AT2G382 FAC1, AT   FAC1 (EM      chr2:160  3.74498 8.30149 8.86967 5.56997 13.9846 18.9675
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 2.056 Detected 2.451 Detected 2.254 0.009 GT Sens contig130 contig130 Myb-relat                GGAGGG contig130 Solyc07g Solyc07g Myb-relat                GO:0045449 contig130 Solyc09g BHLH tran                  GO:00037 SL2.40ch AT3G09030.1 16.1241 21.9323 36.7991 34.9063 88.1167 97.2053
GT Sense Sense -0.457 Detected 0.457 Detected 0.000 2.446 Detected 1.562 Detected 2.004 0.088 GT Sens contig130 contig130 Pyruvate              ATAGCAAcontig130 Solyc02g Solyc02g Pyruvate              GO:00055 GO:00055      contig130 Solyc02g Pyruvate               GO:00055 SL2.40ch AT5G013 PDC3  PDC3 (py                 chr5:132  106.782 239.382 328.351 314.257 981.43 446.35
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 2.258 Detected 1.702 Detected 1.980 0.043 GT Sens contig131 contig131 Ethylene-                    AGTAACGcontig131 Solyc03g Solyc03g Ethylene-                    GO:00037 GO:00037         contig131 Solyc03g Ethylene-                     GO:00037 SL2.40ch AT3G23230.1  ethylene     chr3:828  50.6622 38.5007 285.212 40.6475 237.919 135.851
GT Sense Sense -0.753 Comprom 0.753 Detected 0.000 1.242 Detected 1.264 Detected 1.253 0.238 GT Sens contig132 contig132 Serine/thr                GACAGG contig132 Solyc07g Solyc07g Serine/thr                GO:00046 GO:00046     contig132 Solyc07g Serine/thr                 GO:00046 SL2.40ch AT4G04540.1  protein k     chr4:225  5.72615 19.3572 18.8058 34.5054 28.0457 23.8989
GT Sense Sense -0.137 Comprom 0.137 Detected 0.000 1.061 Detected 1.089 Detected 1.075 0.016 GT Sens contig132 contig132 MtN19-lik                ATTCCAAcontig132 Solyc06g Solyc06g MtN19-like protein (AHRD V1 **             contig132 Solyc12g MtN19-like protein (A               SL2.40ch AT5G35200.1  epsin N-t       chr5:134  9.97316 14.3637 11.82 20.4366 28.1391 24.0755
GT Sense Sense 0.670 Comprom -0.670 Comprom 0.000 1.505 Detected 2.157 Detected 1.831 0.133 GT Sens contig132 contig132 Os03g016                   ATGTTGTcontig132 Solyc10g Solyc10g Os03g0169000 protein (Fragm                  contig132 Solyc10g Os03g0169000 prote                   SL2.40ch AT3G54100.1  unknown   chr3:200  5.58043 2.62602 13.5998 11.5858 12.2414 16.144
GT Sense Sense -0.497 Comprom 0.497 Detected 0.000 1.403 Detected 1.547 Detected 1.475 0.099 GT Sens contig132 contig132 Pentatrico               TGGGAG contig132 Solyc04g Solyc04g Pentatrico               GO:00045 GO:00045    contig132 Solyc04g Pentatrico                GO:00045 SL2.40ch AT2G41080.1  pentatric      chr2:171  6.47579 15.3653 11.1967 13.7119 29.7137 27.5584
GT Sense Sense -0.260 Comprom 0.260 Detected 0.000 1.893 Detected 2.077 Detected 1.985 0.019 GT Sens contig133 contig133 Mutator-li                AATATCC contig133 Solyc08g Solyc08g Mutator-like transposase (AHR               contig133 Solyc01g Mutator-like transpo               SL2.40ch AT2G26210.1 7.42353 12.6738 23.8673 19.298 40.5774 38.7057
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 1.287 Detected 1.150 Detected 1.219 0.069 GT Sens contig133 contig133 Vacuolar                   TGGTAACcontig133 Solyc04g Solyc04g Vacuolar                   GO:00150 GO:00150     contig133 Solyc04g Vacuolar                    GO:00150 SL2.40ch AT2G017 VIT1  VIT1 (vac          chr2:334  208.09 156.761 239.748 216.889 496.41 379.036
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 1.489 Detected 0.909 Detected 1.199 0.070 GT Sens contig133 contig133 Heavy me                   AATCAAGcontig133 Solyc10g Solyc10g Heavy me                   GO:00300 GO:00300   contig133 Solyc10g Heavy me                    GO:00300 SL2.40ch AT4G133 MEE56  MEE56 (m          chr4:778  855.551 805.177 2829.79 1660.11 2625.24 1473.38
GT Sense Sense 0.160 Comprom -0.160 Comprom 0.000 2.284 Detected 2.660 Detected 2.472 0.010 GT Sens contig134 contig134 Unknown   TTTCGAAcontig134 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig134 Solyc02g Unknown Protein (A  SL2.40ch AT5G59980.2  RNase P      chr5:241  2.43192 2.31974 2.07975 2.10681 13.0307 14.1947
GT Sense Sense -0.652 Detected 0.652 Detected 0.000 2.806 Detected 1.290 Detected 2.048 0.177 GT Sens contig134 contig134 BEL1-like              CCAAAAGcontig134 Solyc08g Solyc08g BEL1-like              GO:00063 GO:00063    contig134 Solyc08g BEL1-like               GO:00056 SL2.40ch AT4G329 ATH1  ATH1 (AR                chr4:159  18.3235 53.8818 99.0749 106.3 247.619 72.6713
GT Sense Sense 0.905 Detected -0.905 Detected 0.000 1.171 Detected 1.572 Detected 1.371 0.277 GT Sens contig134 contig134 Unknown   GGTTGC contig134 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig134 Solyc01g Unknown Protein (A  SL2.40ch AT5G63490.1  CBS dom         chr5:254  6638.06 2254.27 8030.02 6532.39 9809.75 10874.6
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 0.849 Detected 1.180 Detected 1.014 0.026 GT Sens contig135 contig135 Importin b             TAGAGGGcontig135 Solyc11g Solyc11g Importin b             GO:00054 GO:00054 contig135 Solyc11g Importin b              GO:00054 SL2.40ch AT5G49400.1  zinc knuc      chr5:200  29.2805 33.4092 70.8957 55.4246 63.4579 67.0078
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 1.189 Detected 1.452 Detected 1.321 0.019 GT Sens contig136 contig136 Unknown   AAGAAACcontig136 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig136 Solyc06g Unknown Protein (A  SL2.40ch AT5G158 COL1, AT   COL1 (co         chr5:517  42.8739 42.5154 59.8277 105.346 109.638 110.48
GT Sense Sense 0.427 Detected -0.427 Detected 0.000 1.257 Detected 1.746 Detected 1.502 0.093 GT Sens contig137 contig137 Endo-1 4-                AGCTTCTcontig137 Solyc11g Solyc11g Endo-1 4-                GO:00059 GO:00059   contig137 Solyc11g Endo-1 4-                 GO:00059 SL2.40ch AT3G176 ATCNGC1    ATCNGC            chr3:604  926.65 610.654 1144.13 1034.22 2025.79 2385.24
GT Sense Sense 0.687 Detected -0.687 Detected 0.000 1.295 Detected 1.220 Detected 1.257 0.209 GT Sens contig137 contig137 NHL1 (Fra             GAGTTAGcontig137 Solyc06g Solyc06g NHL1 (Fragment) (AHRD V1 **--          contig137 Solyc06g NHL1 (Fragment) (AH             SL2.40ch AT3G116 NHL1  NHL1  chr3:367  463.469 212.889 843.785 621.335 868.205 691.807
GT Sense Sense 0.223 Comprom -0.223 Comprom 0.000 1.333 Detected 1.087 Detected 1.210 0.042 GT Sens contig137 contig137 Cyclin-de                TTGGAGGcontig137 Solyc01g Solyc01g Cyclin-de                GO:00055 GO:00055     contig137 Solyc01g Cyclin-de                 GO:00055 SL2.40ch AT3G605 CYCP3;2  CYCP3;2       chr3:223  7.38148 6.44675 5.56312 8.50843 19.5811 13.857
GT Sense Sense -0.997 Comprom 0.997 Detected 0.000 2.636 Detected 1.555 Detected 2.096 0.206 GT Sens contig138 contig138 Pentatrico               GCAACAGcontig138 Solyc09g Solyc09g Pentatrico               GO:00340 GO:00340   contig138 Solyc09g Pentatrico                GO:00340 SL2.40ch AT5G48910.1  pentatric      chr5:198  3.80219 18.0368 7.06195 10.9173 58.0038 23.0118
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 2.470 Detected 2.342 Detected 2.406 0.005 GT Sens contig138 contig138 Unknown   TGCAAGCcontig138 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig138 Solyc10g Unknown Protein (A  SL2.40ch AT5G485 ROF2, AT   peptidyl-          chr5:196  48.706 46.9568 118.871 100.191 298.481 229.181
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 1.810 Detected 2.248 Detected 2.029 0.013 GT Sens contig138 contig138 cDNA clo         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  22.6236 23.6819 39.8988 37.3274 91.4419 103.992
GT Sense Sense 0.149 Comprom -0.149 Comprom 0.000 1.689 Detected 2.058 Detected 1.874 0.016 GT Sens contig138 contig138 7S vicilin               CATATAA contig138 Solyc09g Solyc09g 7S vicilin               GO:00457 GO:00457   contig138 Solyc11g COP9 signalosome                 SL2.40ch AT2G011 BAT1  BAT1 (BI           chr2:102  3.7065 3.58956 2.13337 2.68979 13.245 14.3662
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 1.055 Detected 1.249 Detected 1.152 0.009 GT Sens contig138 contig138 Receptor               CAACACGcontig138 Solyc02g Solyc02g Receptor               GO:00064 GO:00064  contig138 Solyc02g Receptor                GO:00064 SL2.40ch AT2G41910.1  protein k     chr2:174  32.4551 35.7177 66.4787 89.3404 79.665 76.5398
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 1.045 Detected 1.660 Detected 1.352 0.049 GT Sens contig138 contig138 Peroxidas               TTTTTTA contig138 Solyc11g Solyc11g Peroxidas               GO:00551 GO:00551  contig138 Solyc11g Peroxidas                GO:00551 SL2.40ch AT2G22420.1  peroxida      chr2:951  24.6911 27.4605 37.93 29.3754 60.5117 77.8083
GT Sense Sense -1.525 Comprom 1.525 Detected 0.000 2.836 Detected 1.637 Detected 2.237 0.306 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  2.68582 26.4891 31.0654 12.2288 67.8548 24.8054
GT Sense Sense 0.280 Comprom -0.280 Comprom 0.000 1.854 Detected 2.873 Detected 2.364 0.056 GT Sens contig138 contig138 Ripening-               TATATCA contig138 Solyc01g Solyc01g Ripening-related protein 3 (AH             contig138 Solyc01g Ripening-related pro               SL2.40ch AT3G21790.1 2.83584 2.29072 25.5487 26.149 10.3779 17.659
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 1.576 Detected 1.465 Detected 1.521 0.009 GT Sens contig139 contig139 Peptide tr                 TGTAATAcontig139 Solyc04g Solyc04g Peptide tr                 GO:00800 GO:00800        contig139 Solyc04g Peptide tr                  GO:00800 SL2.40ch AT5G405 PBB2  PBB2; en      chr5:162  52.8617 75.6626 126.997 97.97 212.462 165.107
GT Sense Sense -0.538 Comprom 0.538 Comprom 0.000 2.637 Detected 2.139 Detected 2.388 0.056 GT Sens contig139 contig139 Mutator-li                GTTATGCcontig139 Solyc12g Solyc12g Mutator-like transposase (AHR               contig139 Solyc09g Unknown Protein (A           SL2.40ch AT3G63070.1  PWWP do    chr3:233  2.39433 6.00831 3.87378 3.48409 26.5787 15.7989
GT Sense Sense -0.317 Comprom 0.317 Comprom 0.000 1.085 Detected 1.728 Detected 1.406 0.089 GT Sens contig141 contig141 Unknown   GGCAAG contig141 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig141 Solyc09g Unknown Protein (A  SL2.40ch AT3G19970.1  unknown   chr3:695  3.27019 6.03809 2.17788 11.7629 10.6195 13.9162
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 1.086 Detected 1.942 Detected 1.514 0.081 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  1194.62 1788.01 2200.19 3598.55 3494.03 5308.13
GT Sense Sense 0.307 Detected -0.307 Comprom 0.000 3.955 Detected 4.757 Detected 4.356 0.013 GT Sens contig142 contig142 BZIP tran                ATTTGAGcontig142 Solyc10g Solyc10g BZIP tran                GO:00037 GO:00037         contig142 Solyc10g BZIP tran                 GO:00037 SL2.40ch AT4G12050.1  DNA-bind    chr4:722  12.6916 9.86727 24.4353 6.70613 195.467 286.111
GT Sense Sense 0.408 Comprom -0.408 Comprom 0.000 0.970 Detected 1.133 Detected 1.052 0.127 GT Sens contig143 contig143 Kinase fa      AACAATA contig143 Solyc11g Solyc11g Kinase family protein (AHRD V   contig143 Solyc11g Kinase family protei     SL2.40ch AT3G59410.1  protein k     chr3:219  8.56696 5.78932 9.71692 12.1707 15.5449 14.6089
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 1.336 Detected 1.190 Detected 1.263 0.009 GT Sens contig143 contig143 BHLH tran              TGAGGATcontig143 Solyc10g Solyc10g BHLH tran              GO:00037 GO:00037      contig143 Solyc10g BHLH tran               GO:00037 SL2.40ch AT4G000 UNE10  UNE10 (u           chr4:178  205.151 280.511 424.54 496.683 682.256 517.388
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 0.801 Detected 1.412 Detected 1.107 0.076 GT Sens contig143 contig143 Unknown   ATGATAGcontig143 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig143 Solyc07g026660.2.1 AT5G61110.1 15716.5 16058.4 25386.7 21650.9 31190.4 39970.4
GT Sense Sense 0.266 Comprom -0.266 Comprom 0.000 1.125 Detected 1.952 Detected 1.539 0.089 GT Sens contig143 contig143 Ulp1 prote                    GTGAAGAcontig143 Solyc08g Solyc08g Ulp1 prote                    GO:00065 GO:00065 contig143 Solyc07g Histone-ly              GO:00056 SL2.40ch AT2G282 SYD, CHR   SYD (SPL      chr2:120  5.65559 4.65398 6.74678 17.6278 12.6077 18.7696
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 2.603 Detected 3.207 Detected 2.905 0.012 GT Sens contig144 contig144 Ulp1 prote           AGTATTT contig144 Solyc08g Solyc08g Ulp1 protease family C-termina         contig144 Solyc08g Ulp1 protease family         SL2.40ch AT1G24250.1 17.5807 17.9226 36.4124 72.9911 121.516 155.007
GT Sense Sense 0.472 Detected -0.472 Detected 0.000 3.338 Detected 2.997 Detected 3.167 0.024 GT Sens contig144 contig144 Cytochro                   CTAGTGTcontig144 Solyc05g Solyc05g Cytochro                   GO:00200 GO:00200    contig144 Solyc05g Cytochro  GO:00167 SL2.40ch AT2G304 ATC4H, C    C4H (CIN     chr2:129  50.7108 31.3868 289.712 145.557 454.456 301.059
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 1.409 Detected 0.931 Detected 1.170 0.075 GT Sens contig145 contig145 Serine/thr                CTCCACCcontig145 Solyc03g Solyc03g Serine/thr                GO:00428 GO:00428    contig145 Solyc03g Serine/thr                 GO:00428 SL2.40ch AT3G46160.1  protein k   chr3:169  213.888 181.994 484.316 379.058 590.294 355.664
GT Sense Sense 0.392 Comprom -0.392 Comprom 0.000 1.422 Detected 1.476 Detected 1.449 0.066 GT Sens contig145 contig145 Acyltrans             GGAGAC contig145 Solyc11g Solyc11g Acyltrans             GO:00167 GO:00167         contig145 Solyc11g Acyltrans              GO:00167 SL2.40ch AT4G025 LD  LD (lumin     chr4:112  7.684 5.31097 30.624 4.84704 19.2873 16.8065
GT Sense Sense -0.058 Comprom 0.058 Comprom 0.000 2.105 Detected 1.671 Detected 1.888 0.014 GT Sens contig145 contig145 DNA poly                TCATGGAcontig145 Solyc11g Solyc11g DNA poly                GO:00036 GO:00036   contig145 Solyc11g DNA poly                 GO:00036 SL2.40ch AT2G271 POL2B, T   TIL2 (TIL                    chr2:115  4.50773 5.81828 2.17572 4.0622 24.8266 15.4226
GT Sense Sense 0.588 Detected -0.588 Comprom 0.000 2.246 Detected 1.035 Detected 1.640 0.191 GT Sens contig145 contig145 Zinc finge                    AGGATACcontig145 Solyc04g Solyc04g Zinc finge                    GO:00037 GO:00037      contig145 Solyc04g Zinc finge                     GO:00037 SL2.40ch AT1G752 AtHB33  AtHB33 (A            chr1:282  14.4393 7.60803 8.25355 11.5221 55.9997 20.3097
GT Sense Sense 2.212 Detected -2.212 Detected 0.000 1.586 Detected 1.492 Detected 1.539 0.559 GT Sens contig145 contig145 Polygalac                        GAGGAAAcontig145 Solyc04g Solyc04g Polygalac                        GO:00059 GO:00059    contig145 Solyc04g Polygalac                         GO:00046 SL2.40ch AT3G079 QRT2  QRT2 (QU     chr3:254  5940.92 329.357 3946.72 1655.52 4732.17 3720.13
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 1.074 Detected 1.231 Detected 1.152 0.011 GT Sens contig145 contig145 Unknown   GATGAGTcontig145 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig145 Solyc12g Unknown Protein (A  SL2.40ch AT2G30630.1  unknown   chr2:130  51.3111 69.5454 64.1626 65.3681 141.637 132.569
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 2.140 Detected 1.819 Detected 1.980 0.013 GT Sens contig146 contig146 Respirato                   CGGTGG contig146 Solyc05g Solyc05g Respirato                   GO:00055 GO:00055   contig146 Solyc05g Respirato                    GO:00551 SL2.40ch AT1G19230.1  respirato           chr1:664  15.6817 14.8592 40.132 33.5416 75.7772 50.9389
GT Sense Sense 0.494 Comprom -0.494 Comprom 0.000 1.588 Detected 2.147 Detected 1.867 0.081 GT Sens contig146 contig146 Unknown   TTACTAGcontig146 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig146 Solyc08g Unknown Protein (A  SL2.40ch AT5G41680.2 6.39485 3.83663 16.0592 15.6354 16.7701 20.7413
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 3.456 Detected 1.102 Detected 2.279 0.196 GT Sens contig146 contig146 RING fing                GATACAGcontig146 Solyc02g Solyc02g RING fing                GO:00082 GO:00082   contig146 Solyc02g RING fing                 GO:00082 SL2.40ch AT5G205 ROC1, RB     RBX1 (RI      chr5:695  20.1423 31.356 121.162 99.5285 310.777 51.0046
GT Sense Sense -0.701 Detected 0.701 Detected 0.000 3.494 Detected 4.385 Detected 3.939 0.042 GT Sens contig147 contig147 Lipoxyge            GAGCTG contig147 Solyc01g Solyc01g Lipoxyge            GO:00551 GO:00551  contig147 Solyc01g Lipoxyge              GO:00161 SL2.40ch AT1G550 LOX1  LOX1; lip   chr1:205  20.5109 64.5218 341.843 276.862 461.657 718.73
GT Sense Sense 0.251 Detected -0.251 Detected 0.000 1.989 Detected 2.810 Detected 2.400 0.038 GT Sens contig148 contig148 Chaperon                 ATTGTGAcontig148 Solyc02g Solyc02g Chaperon                 GO:00310 GO:00310    contig148 Solyc02g Chaperon                  GO:00064 SL2.40ch AT5G23240.1  DNAJ hea       chr5:782  549.771 462.243 1320.01 1252.13 2254.92 3343.37
GT Sense Sense 0.543 Detected -0.543 Detected 0.000 1.131 Detected 1.483 Detected 1.307 0.149 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  811.162 455.075 979.563 815.91 1499.42 1605.89
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 1.583 Detected 1.649 Detected 1.616 0.007 GT Sens contig148 contig148 1-aminoc                CAGTGG contig148 Solyc09g Solyc09g 1-aminoc                GO:00166 GO:00166                              contig148 Solyc09g 1-aminoc                 GO:00167 SL2.40ch AT2G36690.1  oxidored       chr2:153  551.578 782.873 1855.92 1649.76 2217.58 1948.99
GT Sense Sense 0.673 Comprom -0.673 Comprom 0.000 3.493 Detected 2.742 Detected 3.118 0.056 GT Sens contig148 contig148 Glutaredo              GAGTTTCcontig148 Solyc10g Solyc10g Glutaredo              GO:00454 GO:00454    contig148 Solyc10g Glutaredo               GO:00055 SL2.40ch AT1G194 KCS4  KCS4 (3-               chr1:672  10.0193 4.69009 86.1684 21.5661 86.9563 43.3654
GT Sense Sense 0.082 Comprom -0.082 Comprom 0.000 1.133 Detected 2.915 Detected 2.024 0.152 GT Sens contig148 contig148 Unknown   AGAACGAcontig148 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig148 Solyc07g Unknown Protein (A  SL2.40ch AT3G159 NAI2  NAI2  chr3:539  6.10241 6.48464 4.22035 3.12958 15.5373 44.8468
GT Sense Sense -0.229 Comprom 0.229 Comprom 0.000 4.264 Detected 2.240 Detected 3.252 0.088 GT Sens contig148 contig148 Chaperon                     TATGTCCcontig148 Solyc06g Solyc06g Chaperon                     GO:00064 GO:00064  contig148 Solyc06g Chaperon                      GO:00064 SL2.40ch AT3G137 CYP90D1  CYP90D1                               chr3:449  2.87322 4.70024 2.09348 2.80668 79.5204 16.4143
GT Sense Sense 0.414 Comprom -0.414 Comprom 0.000 1.609 Detected 2.446 Detected 2.028 0.075 GT Sens contig149 contig149 3-deoxy-m      AAAGTGGcontig149 Solyc04g Solyc04g 3-deoxy-manno-octulosonate c     contig149 Solyc04g 3-deoxy-manno-octu      SL2.40ch AT1G53000.1  cytidylylt    chr1:197  3.44938 2.31166 2.07615 3.99918 9.70583 14.5511
GT Sense Sense -0.410 Detected 0.410 Detected 0.000 1.331 Detected 0.976 Detected 1.153 0.123 GT Sens contig149 contig149 Class III h              TGTAGCTcontig149 Solyc12g Solyc12g Class III homeodomain-leucine              contig149 Solyc12g Class III homeodom               SL2.40ch AT3G553 PGP20  PGP20 (P           chr3:205  21.9667 46.1405 48.0742 68.0128 90.2163 59.1999
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 2.024 Detected 2.120 Detected 2.072 0.001 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  17.7883 21.5498 23.3336 27.8894 89.6898 80.4961
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 1.255 Detected 1.772 Detected 1.514 0.043 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  17.7118 15.9997 30.1888 29.4681 45.27 54.3693
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 1.860 Detected 2.289 Detected 2.074 0.011 GT Sens contig150 contig150 Receptor                TTTGTGTcontig150 Solyc10g Solyc10g Receptor                GO:00064 GO:00064  contig150 Solyc02g ATP-depe                    GO:00080 SL2.40ch AT4G13940.3 83.7619 101.696 219.143 170.338 377.462 426.411
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 1.853 Detected 1.986 Detected 1.920 0.026 GT Sens contig151 contig151 Dehydrog                 AGGGTC contig151 Solyc09g Solyc09g Dehydrog                 GO:00551 GO:00551    contig151 Solyc10g Tropinon                GO:00081 SL2.40ch AT2G29340.3 274.968 214.14 616.709 613.301 987.677 908.97
GT Sense Sense 0.481 Detected -0.481 Detected 0.000 1.890 Detected 1.722 Detected 1.806 0.066 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  687.953 420.436 1303.47 896.806 2244.89 1677.62
GT Sense Sense 1.074 Detected -1.074 Detected 0.000 1.111 Detected 1.312 Detected 1.211 0.378 GT Sens contig151 contig151 Phospho               GATGGACcontig151 Solyc02g Solyc02g Phospho               GO:00055 GO:00055    contig151 Solyc02g Phospho                GO:00055 SL2.40ch AT1G132 ACA.l  ACA.l (au                 chr1:450  155.021 41.6383 245.123 138.158 195.516 188.553
GT Sense Sense 0.286 Comprom -0.286 Comprom 0.000 3.244 Detected 4.346 Detected 3.795 0.026 GT Sens contig151 contig151 Extensin-       CCCGGA contig151 Solyc03g Solyc03g Extensin-like protein Dif54 (AH    contig151 Solyc03g Extensin-like protein     SL2.40ch AT5G35190.1 2.97396 2.3806 3.31336 6.99036 28.4004 51.1752
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 2.274 Detected 2.000 Detected 2.137 0.045 GT Sens contig151 contig151 BZIP tran      TGTGTTAcontig151 Solyc02g Solyc02g BZIP transcription factor (AHR    contig151 Solyc02g BZIP tran      GO:00055 SL2.40ch AT5G552 FTSZ1-1,    FTSZ1-1;       chr5:224  47.9358 106.03 462.148 517.777 388.433 269.693
GT Sense Sense 1.026 Detected -1.026 Comprom 0.000 1.076 Detected 1.906 Detected 1.491 0.310 GT Sens contig152 contig152 Genomic          AGGAAATcontig152 Solyc03g Solyc03g Genomic DNA chromosome 5       contig152 Solyc03g Genomic DNA chrom         SL2.40ch AT3G52700.1  unknown   chr3:195  13.9429 4.00498 12.8985 4.97166 17.7479 26.4759
GT Sense Sense -0.198 Comprom 0.198 Comprom 0.000 1.175 Detected 1.482 Detected 1.329 0.034 GT Sens contig153 contig153 Cation/H(+               ACATTCAcontig153 Solyc03g Solyc03g Cation/H(+               GO:00153 GO:00153     contig153 Solyc03g Cation/H(+                GO:00153 SL2.40ch AT1G794 ATCHX2,   ATCHX2          chr1:298  4.92885 7.72549 4.00858 13.867 15.6968 16.302
GT Sense Sense 0.973 Comprom -0.973 Comprom 0.000 1.098 Detected 2.158 Detected 1.628 0.279 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  9.94233 3.07298 25.1426 36.9949 13.3327 23.3288
GT Sense Sense -0.522 Comprom 0.522 Comprom 0.000 1.335 Detected 1.955 Detected 1.645 0.114 GT Sens contig154 contig154 cDNA clo                    AGAAGAGcontig154 Solyc02g Solyc02g cDNA clone J023065D24 full in                  contig154 Solyc02g cDNA clone J023065                    SL2.40ch AT3G11560.4  LOCATE                                                                chr3:363  2.75414 6.76115 16.8629 14.3758 12.2626 15.8233
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 1.454 Detected 0.929 Detected 1.191 0.047 GT Sens contig155 contig155 Unknown   ATACCTGcontig155 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig155 Solyc05g Unknown Protein (A  SL2.40ch AT1G680 ATTPS6,   ATTPS6;           chr1:254  698.014 777.736 2657.5 2134.3 2273.59 1326.27
GT Sense Sense -0.267 Comprom 0.267 Detected 0.000 1.014 Detected 1.334 Detected 1.174 0.064 GT Sens contig156 contig156 Lysine/his                TAGCTAGcontig156 Solyc10g Solyc10g Lysine/his                GO:00151 GO:00151     contig156 Solyc02g Gibberell                  GO:00455 SL2.40ch AT2G15370.1 11.8644 20.4637 18.4785 8.02759 35.4379 37.1294
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.241 Detected 0.945 Detected 1.093 0.026 GT Sens contig156 contig156 Nitrite red                 CATTTAGcontig156 Solyc10g Solyc10g Nitrite red                 GO:00055 GO:00055   contig156 Solyc10g Nitrite red                  GO:00055 SL2.40ch AT2G156 NIR1, NIR,   NIR1 (NIT          chr2:681  1291.41 1334.48 2033.79 1742.03 3495.72 2388.96
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 1.766 Detected 3.074 Detected 2.420 0.066 GT Sens contig156 contig156 Metal ion                AACAATA contig156 Solyc04g Solyc04g Metal ion                GO:00300 GO:00300      contig156 Solyc04g Metal ion                 GO:00469 SL2.40ch AT2G12875.1  unknown   chr2:528  30.0174 37.5095 69.8587 80.4836 128.582 267.086
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 2.383 Detected 0.830 Detected 1.607 0.204 GT Sens contig156 contig156 MtN3-like               GGAGTTAcontig156 Solyc03g Solyc03g MtN3-like               GO:00160 GO:00160   contig156 Solyc03g MtN3-like                GO:00160 SL2.40ch AT5G236 MTN3  MTN3 (Ar        chr5:797  111.661 78.9286 488.401 242.808 551.591 157.831
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 1.110 Detected 1.305 Detected 1.207 0.036 GT Sens contig157 contig157 Auxin res                 GGGACA contig157 Solyc10g Solyc10g Auxin responsive SAUR protei                contig157 Solyc10g Auxin responsive SA                 SL2.40ch AT5G62750.1  unknown   chr5:252  112.076 179.906 172.962 270.986 345.247 331.712
GT Sense Sense 0.191 Comprom -0.191 Comprom 0.000 2.014 Detected 2.558 Detected 2.286 0.021 GT Sens contig157 contig157 Unknown   TGATGAGcontig157 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig157 Solyc02g085980.1.1 AT5G37860.1  copper-b     chr5:150  2.52651 2.30829 2.16284 2.16436 10.9858 13.4476
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 2.218 Detected 2.521 Detected 2.370 0.006 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  272.315 284.495 1547.62 1982.44 1458.92 1510.58
GT Sense Sense -0.146 Comprom 0.146 Comprom 0.000 1.856 Detected 3.534 Detected 2.695 0.087 GT Sens contig158 contig158 BHLH tran              TCCCTCTcontig158 Solyc01g Solyc01g BHLH tran              GO:00056 GO:00056 contig158 Solyc01g BHLH tran               GO:00056 SL2.40ch AT1G49830.1  ethylene     chr1:184  2.47007 3.59796 4.23998 6.838 12.1557 32.647
GT Sense Sense -1.224 Comprom 1.224 Detected 0.000 1.372 Detected 2.406 Detected 1.889 0.291 GT Sens contig158 contig158 Unknown   TGGAGG contig158 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig158 Solyc02g Unknown Protein (A  SL2.40ch AT2G10440.1  unknown   chr2:401  2.41143 15.6741 21.7511 15.0851 17.923 30.8027
GT Sense Sense -0.964 Comprom 0.964 Detected 0.000 0.895 Detected 2.254 Detected 1.574 0.314 GT Sens contig159 contig159 Dihydrofl     CGGATTTcontig159 Solyc01g Solyc01g Dihydroflavonol-4-reductase (A    contig159 Solyc01g Dihydroflavonol-4-re     SL2.40ch AT1G09480.1  cinnamy        chr1:305  3.15767 14.3113 6.36199 5.89645 14.0825 30.3166
GT Sense Sense 0.437 Detected -0.437 Detected 0.000 1.756 Detected 2.059 Detected 1.907 0.054 GT Sens contig159 contig159 1-aminoc                 CTCCAAAcontig159 Solyc11g Solyc11g 1-aminoc                 GO:00164 GO:00164  contig159 Solyc11g 1-aminoc                  GO:00164 SL2.40ch AT2G36690.1  oxidored       chr2:153  159.11 103.378 275.41 240.363 487.81 505.232
GT Sense Sense 0.083 Comprom -0.083 Comprom 0.000 2.605 Detected 2.704 Detected 2.655 0.001 GT Sens contig159 contig159 WRKY tra              GTAGTGAcontig159 Solyc02g Solyc02g WRKY tra              GO:0045449 contig159 Solyc02g WRKY tra               GO:00454 SL2.40ch AT5G130 WRKY75,   WRKY75     chr5:414  4.38566 4.65603 30.136 20.5226 30.9715 27.8473
GT Sense Sense -0.148 Comprom 0.148 Comprom 0.000 2.157 Detected 2.619 Detected 2.388 0.013 GT Sens contig159 contig159 9-cis-epo               TTATTTC contig159 Solyc05g Solyc05g 9-cis-epo               GO:00455 GO:00455   contig159 Solyc05g 9-cis-epo   GO:00455 SL2.40ch AT5G374 AGL105  AGL105;    chr5:148  2.78402 4.07028 3.33836 3.12423 16.9177 19.5564
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 1.121 Detected 1.054 Detected 1.087 0.010 GT Sens contig160 contig160 UDP-gluc            TTTCACAcontig160 Solyc06g Solyc06g UDP-gluc            GO:00800 GO:00800      contig160 Solyc06g UDP-gluc             GO:00800 SL2.40ch AT4G36770.1  UDP-glyc       chr4:173  73.2173 101.064 163.212 190.837 210.715 168.895
GT Sense Sense -0.367 Comprom 0.367 Comprom 0.000 0.917 Detected 2.341 Detected 1.629 0.179 GT Sens contig161 contig161 Vacuolar               TAATGCT contig161 Solyc08g Solyc08g Vacuolar               GO:00041 GO:00041   contig161 Solyc08g Vacuolar                GO:00041 SL2.40ch AT3G529 AtGRF4  AtGRF4 (       chr3:196  3.23219 6.39842 9.01553 2.988 9.67102 21.7922
GT Sense Sense 0.446 Detected -0.446 Detected 0.000 1.549 Detected 0.893 Detected 1.221 0.158 GT Sens contig161 contig161 Unknown   TTTTGCAcontig161 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig161 Solyc01g Unknown Protein (A  SL2.40ch AT5G151 ATHB-3, H    ATHB-3 (               chr5:491  25.843 16.5802 35.9647 23.8371 68.2319 36.3444
GT Sense Sense 0.576 Comprom -0.576 Comprom 0.000 0.949 Detected 1.459 Detected 1.204 0.196 GT Sens contig161 contig161 Small ubi               ATGGCATcontig161 Solyc09g Solyc09g Small ubi               GO:00081 GO:00081    contig161 Solyc02g Nbs-lrr, re  GO:00055 SL2.40ch AT1G76780.1  FUNCTIO                                                                                 chr1:288  9.62707 5.15606 14.9449 14.9108 15.3227 18.3131
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 1.693 Detected 1.358 Detected 1.525 0.012 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  598.674 687.749 1556.94 1334.37 2336.54 1555.31
GT Sense Sense -0.766 Comprom 0.766 Detected 0.000 1.815 Detected 1.206 Detected 1.511 0.208 GT Sens contig162 contig162 Zinc finge               TTCATCAcontig162 Solyc08g Solyc08g Zinc finge               GO:00056 GO:00056 contig162 Solyc08g Zinc finge                GO:00056 SL2.40ch AT3G60580.1  zinc finge       chr3:223  5.2498 18.0783 18.1158 17.2629 38.6224 21.2554
GT Sense Sense 0.478 Detected -0.478 Detected 0.000 1.339 Detected 1.028 Detected 1.184 0.143 GT Sens contig162 contig162 Avr9/Cf-9        ACTATTGcontig162 Solyc03g Solyc03g Avr9/Cf-9 rapidly elicited prote      contig162 Solyc03g Avr9/Cf-9 rapidly elic       SL2.40ch AT5G05230.1  ubiquitin    chr5:155  4378.87 2688.91 6265.09 4700.4 9780.05 6615.4
GT Sense Sense 0.557 Comprom -0.557 Comprom 0.000 2.328 Detected 2.371 Detected 2.350 0.052 GT Sens contig162 contig162 LINE-type              TTAAAGT contig162 Solyc06g Solyc06g LINE-type retrotransposon LIb            contig162 Solyc00g095460.1.1 AT5G519 CBF4, DR   CBF4 (C-            chr5:211  4.02801 2.21468 6.0719 3.12175 16.8903 14.6137
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 4.646 Detected 2.761 Detected 3.704 0.065 GT Sens contig163 contig163 LOB dom                 ACTTTAGcontig163 Solyc02g Solyc02g LOB domain protein 42 (AHRD              contig163 Solyc02g LOB domain protein                SL2.40ch AT1G671 LBD40  LBD40 (L      chr1:250  86.2462 159.096 651.86 565.816 3304.53 750.85
GT Sense Sense 0.116 Comprom -0.116 Comprom 0.000 7.145 Detected 2.605 Detected 4.875 0.165 GT Sens contig164 contig164 Cytochro                 CAGGCC contig164 Solyc10g Solyc10g Cytochro                 GO:00198 GO:00198   contig164 Solyc10g Cytochro  GO:00198 SL2.40ch AT3G61070.2 2.75659 2.79368 3.13934 3.47894 442.569 15.9651
GT Sense Sense -0.556 Detected 0.556 Detected 0.000 2.714 Detected 2.812 Detected 2.763 0.038 GT Sens contig165 contig165 BURP dom             CGTATAT contig165 Solyc02g Solyc02g BURP dom             GO:00457 GO:00457   contig165 Solyc02g BURP dom              GO:00457 SL2.40ch AT5G667 DDM1, CH        CHR1 (CH       chr5:266  78.2016 201.274 1279.84 304.293 927.476 832.851
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 1.658 Detected 1.280 Detected 1.469 0.052 GT Sens contig165 contig165 Unknown   ACTGGAAcontig165 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig165 Solyc12g Aldehyde              GO:00055 SL2.40ch AT1G29830.3  unknown   chr1:104  25.927 20.6124 29.2458 31.9291 82.154 53.0947
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 1.568 Detected 1.375 Detected 1.472 0.018 GT Sens contig166 contig166 Mitochon                        ATTTGTT contig166 Solyc10g Solyc10g Mitochon                        GO:00154 GO:00154       contig166 Solyc03g Mitochon                         GO:00154 SL2.40ch AT3G63110.1 135.539 126.797 238.906 228.098 437.964 321.498
GT Sense Sense 0.161 Comprom -0.161 Comprom 0.000 2.055 Detected 2.668 Detected 2.361 0.021 GT Sens contig166 contig166 Unknown   AAGAAAAcontig166 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig166 Solyc10g Unknown Protein (A  SL2.40ch AT5G13940.1  aminope   chr5:449  2.47898 2.36047 14.3901 12.2197 11.3244 14.5321
GT Sense Sense 0.619 Detected -0.619 Detected 0.000 1.244 Detected 1.079 Detected 1.162 0.204 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  34.1896 17.2541 118.504 71.7524 64.8176 48.5062
GT Sense Sense 0.472 Detected -0.472 Detected 0.000 1.269 Detected 1.163 Detected 1.216 0.124 GT Sens contig166 contig166 DENN dom               CGGGTT contig166 Solyc06g Solyc06g DENN domain containing prote              contig166 Solyc06g DENN domain conta               SL2.40ch AT2G20320.1  FUNCTIO                                                                               chr2:876  52.0186 32.2034 66.2651 50.3071 111.149 86.6704
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 0.899 Detected 1.273 Detected 1.086 0.047 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  40.7436 38.8949 70.8559 77.4768 83.6511 90.9478
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.826 Detected 1.711 Detected 1.769 0.001 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  126.852 150.182 270.563 328.306 551.377 427.315
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GT Sense Sense -0.172 Comprom 0.172 Comprom 0.000 0.838 Detected 1.841 Detected 1.340 0.127 GT Sens contig168 contig168 Cytokinin                  CCCAGCCcontig168 Solyc11g Solyc11g Cytokinin riboside 5%26apos%                  contig168 Solyc11g Cytokinin riboside 5                  SL2.40ch AT2G28305.1  unknown   chr2:120  6.07042 9.16733 10.4773 12.0576 15.0239 25.2698
GT Sense Sense 0.031 Comprom -0.031 Comprom 0.000 1.401 Detected 1.605 Detected 1.503 0.005 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  4.7419 5.41019 11.4076 5.6772 15.0666 14.573
GT Sense Sense -0.467 Comprom 0.467 Comprom 0.000 1.926 Detected 2.635 Detected 2.281 0.060 GT Sens contig168 contig168 Multidrug                  GAACACCcontig168 Solyc06g Solyc06g Multidrug                  GO:00152 GO:00152      contig168 Solyc06g Multidrug                   GO:00152 SL2.40ch AT1G23710.1  unknown   chr1:838  2.51208 5.7138 3.4656 2.14405 16.2134 22.2589
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 3.031 Detected 2.637 Detected 2.834 0.014 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  43.6674 76.0073 154.082 243.112 530.555 338.81
GT Sense Sense -0.254 Detected 0.254 Detected 0.000 1.297 Detected 1.878 Detected 1.588 0.054 GT Sens contig169 contig169 Unknown   TCTTTTGcontig169 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig169 Solyc03g Unknown Protein (A  SL2.40ch AT2G35155.1  catalytic  chr2:148  15.5586 26.3377 62.0396 60.4507 56.0343 70.358
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 1.129 Detected 1.049 Detected 1.089 0.025 GT Sens contig170 contig170 Prolyl 4-h                 CAGCAGAcontig170 Solyc02g Solyc02g Prolyl 4-h                 GO:00164 GO:00164    contig170 Solyc02g Prolyl 4-h                  GO:00046 SL2.40ch AT4G33910.1  oxidored       chr4:162  1556.06 1463.91 2419.94 2160.22 3717.49 2952.24
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 1.084 Detected 1.479 Detected 1.282 0.042 GT Sens contig171 contig171 Protein LS                  GAGCATGcontig171 Solyc03g Solyc03g Protein LSM14 homolog A-B (A                contig171 Solyc03g Protein LSM14 hom                  SL2.40ch AT5G238 EMB1265      CPSF100             chr5:805  17.3973 15.9744 18.7426 17.0487 39.8123 43.9436
GT Sense Sense 0.731 Comprom -0.731 Comprom 0.000 0.878 Detected 1.710 Detected 1.294 0.264 GT Sens contig171 contig171 Heavy me                   ATTTGTT contig171 Solyc07g Solyc07g Heavy me                   GO:00300 GO:00300   contig171 Solyc07g Heavy me                    GO:00300 SL2.40ch AT5G08415.1  lipoic aci      chr5:271  8.23315 3.55949 7.94752 7.07406 11.2084 16.7469
GT Sense Sense 0.434 Detected -0.434 Detected 0.000 1.372 Detected 1.877 Detected 1.624 0.084 GT Sens contig171 contig171 Myb-relat                TTGGACAcontig171 Solyc12g Solyc12g Myb-relat                GO:0045449 contig171 Solyc12g Myb-relat                 GO:00036 SL2.40ch AT5G542 MYB49, A   MYB49 (m        chr5:220  66.7738 43.5738 124.509 73.1359 157.308 187.272
GT Sense Sense -0.730 Detected 0.730 Detected 0.000 1.282 Detected 0.921 Detected 1.101 0.280 GT Sens contig172 contig172 Transmem                    AGTAAGTcontig172 Solyc07g Solyc07g Transmem                    GO:00165 GO:00165   contig172 Solyc07g Transmem                     GO:00165 SL2.40ch AT5G569 emb1789  emb1789            chr5:230  290.883 952.034 2081.87 1766.6 1441.41 941.841
GT Sense Sense 0.336 Comprom -0.336 Comprom 0.000 2.328 Detected 2.452 Detected 2.390 0.020 GT Sens contig172 contig172 GTP bind                 AATTTTG contig172 Solyc08g Solyc08g GTP binding protein (AHRD V1              contig172 Solyc08g GTP binding protein                SL2.40ch AT4G01895.1  systemic        chr4:819  7.45906 5.57718 37.8021 26.3949 36.4938 33.3658
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 1.260 Detected 1.415 Detected 1.337 0.054 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  2888.19 2222.59 6688.32 5892.6 6836.04 6387.22
GT Sense Sense 0.287 Comprom -0.287 Comprom 0.000 1.695 Detected 1.491 Detected 1.593 0.035 GT Sens contig173 contig173 Transpos      GTCAGAAcontig173 Solyc02g Solyc02g Transposase (Fragment) (AHR    contig173 Solyc02g Transposase (Fragm     SL2.40ch AT4G055 ATEHD2  ATEHD2             chr4:280  7.75716 6.20136 21.8189 31.5294 25.2971 18.433
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.586 Detected 1.462 Detected 1.524 0.007 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  1543.55 2159.53 2983.02 2909.58 6176.04 4755.16
GT Sense Sense 0.197 Detected -0.197 Detected 0.000 0.998 Detected 1.173 Detected 1.085 0.037 GT Sens contig174 contig174 LINE-type              TTGTTTT contig174 Solyc04g Solyc04g LINE-type retrotransposon LIb            contig174 Solyc10g Linalool s                GO:00340 SL2.40ch AT1G181 ATMPK8  ATMPK8     chr1:624  372.173 336.994 574.308 605.087 796.583 755.205
GT Sense Sense -0.388 Detected 0.388 Detected 0.000 4.327 Detected 2.158 Detected 3.242 0.106 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  22.7332 46.3307 157.829 84.1344 733.758 136.915
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 1.006 Detected 1.226 Detected 1.116 0.013 GT Sens contig174 contig174 Unknown   TTTAATC contig174 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig174 Solyc02g Unknown Protein (A  SL2.40ch AT1G692 RPK1  RPK1 (RE               chr1:260  15.1433 19.6987 50.3928 63.5641 39.0687 38.2094
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 2.334 Detected 1.945 Detected 2.140 0.019 GT Sens contig175 contig175 ATP-bind                GTGATTAcontig175 Solyc11g Solyc11g ATP-bind                GO:00168 GO:00168  contig175 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT2G363 PDR6, AT   PDR6; AT         chr2:152  311.217 507.613 833.319 1294.45 2258.2 1446.84
GT Sense Sense 0.799 Detected -0.799 Detected 0.000 1.425 Detected 1.240 Detected 1.332 0.239 GT Sens contig175 contig175 Pollen alle     GGCAGA contig175 Solyc06g Solyc06g Pollen allergen (AHRD V1 *-*- Q contig175 Solyc06g Pollen allergen (AHR    SL2.40ch AT2G30370.1  allergen-   chr2:129  556.153 218.709 777.379 456.163 1055 778.772
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 0.993 Detected 1.380 Detected 1.187 0.073 GT Sens contig175 contig175 Unknown   TCTGGTGcontig175 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig175 Solyc04g Unknown Protein (A  SL2.40ch AT2G30730.1  serine/th      chr2:130  25.7977 20.8751 93.985 59.4032 52.0381 57.1053
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 1.464 Detected 1.380 Detected 1.422 0.004 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 103.84 110.453 252.107 228.04 332.742 263.494
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 1.169 Detected 1.791 Detected 1.480 0.048 GT Sens contig176 contig176 Genomic                   TGAACACcontig176 Solyc10g Solyc10g Genomic DNA chromosome 5                 contig176 Solyc03g Jp18 (AHRD V1 ***- Q            SL2.40ch AT1G283 AtRLP4  AtRLP4 (        chr1:994  20.8235 20.7519 32.3836 32.2881 52.6576 68.0349
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 1.241 Detected 1.003 Detected 1.122 0.050 GT Sens contig177 contig177 Abscisic a               AATTACA contig177 Solyc03g Solyc03g Abscisic a               GO:00048 GO:00048    contig177 Solyc03g Abscisic a                GO:00048 SL2.40ch AT2G38310.1  unknown   chr2:160  292.679 252.697 581.471 514.301 724.157 515.204
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.601 Detected 1.090 Detected 1.345 0.040 GT Sens contig177 contig177 L-tyrosine     GGTATTTcontig177 Solyc12g Solyc12g L-tyrosine transporter (AHRD V   contig177 Solyc10g Unknown Protein (A  SL2.40ch AT5G51160.1 3589.93 3698.03 8874.41 7825.57 12447.1 7332
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 1.093 Detected 0.941 Detected 1.017 0.039 GT Sens contig178 contig178 Unknown   CAATTGCcontig178 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig178 Solyc01g Unknown Protein (A  SL2.40ch AT4G33820.1  glycosyl      chr4:162  3831.45 5951.9 13117.5 7042.74 11474.3 8666.04
GT Sense Sense 0.527 Detected -0.527 Detected 0.000 1.273 Detected 1.884 Detected 1.579 0.122 GT Sens contig178 contig178 Glutathio                ATACATA contig178 Solyc10g Solyc10g Glutathio                GO:00043 GO:00043    contig178 Solyc10g Glutathio                 GO:00043 SL2.40ch AT3G43800.1 48.4684 27.7809 71.6975 58.7188 99.8799 128.088
GT Sense Sense -0.581 Detected 0.581 Detected 0.000 4.337 Detected 1.005 Detected 2.671 0.269 GT Sens contig179 contig179 Cytochro                 TTCGACTcontig179 Solyc06g Solyc06g Cytochro                 GO:00198 GO:00198   contig179 Solyc06g Cytochro  GO:00198 SL2.40ch AT3G566 CYP94D2  CYP94D2               chr3:209  19.0742 50.8229 102.154 82.128 709.038 59.0934
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 2.009 Detected 1.131 Detected 1.570 0.073 GT Sens contig179 contig179 Cc-nbs-lr              GGTCCC contig179 Solyc10g Solyc10g Cc-nbs-lr              GO:00069 GO:00069  contig179 Solyc10g Cc-nbs-lr   GO:00055 SL2.40ch AT2G46780.1 88.1323 92.0511 234.969 199.303 408.275 186.578
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 1.497 Detected 1.792 Detected 1.644 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 AT3G458 RUS1  RUS1 (RO      chr3:168  99.352 97.8215 105.358 171.663 313.405 322.697
GT Sense Sense -0.030 Comprom 0.030 Comprom 0.000 1.301 Detected 2.177 Detected 1.739 0.058 GT Sens contig179 contig179 Cytochro                 CGGTTCTcontig179 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig179 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G130 CYP71B2  CYP71B2                 chr1:445  3.48301 4.32432 11.7585 12.6171 10.771 16.5963
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 1.994 Detected 1.793 Detected 1.894 0.020 GT Sens contig179 contig179 Serine ca                CAACTAAcontig179 Solyc02g Solyc02g Serine ca                GO:00041 GO:00041     contig179 Solyc02g Serine ca                 GO:00428 SL2.40ch AT1G110 scpl31  scpl31 (s       chr1:369  15.7623 26.4891 62.5173 47.7846 91.7198 66.9372
GT Sense Sense -0.811 Comprom 0.811 Detected 0.000 1.905 Detected 1.681 Detected 1.793 0.160 GT Sens contig179 contig179 LRR rece                AGTATCGcontig179 Solyc07g Solyc07g LRR rece                GO:00055 GO:00055       contig179 Solyc07g LRR rece    GO:00046 SL2.40ch #N/A #N/A #N/A #N/A 3.33817 12.2334 5.17295 8.26336 26.9664 19.3691
GT Sense Sense -0.540 Detected 0.540 Detected 0.000 3.075 Detected 0.973 Detected 2.024 0.229 GT Sens contig179 contig179 Metal ion                ACTACTAcontig179 Solyc06g Solyc06g Metal ion                GO:00300 GO:00300      contig179 Solyc06g Metal ion                 GO:00469 SL2.40ch AT5G50740.3  metal ion   chr5:206  52.7922 132.886 145.89 223.278 795.159 155.48
GT Sense Sense -1.927 Comprom 1.927 Detected 0.000 1.740 Detected 1.601 Detected 1.670 0.478 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  2.78544 47.964 28.3455 20.7292 43.4829 33.1524
GT Sense Sense 0.260 Comprom -0.260 Comprom 0.000 1.895 Detected 1.815 Detected 1.855 0.020 GT Sens contig180 contig180 Uncharac        TCTAATGcontig180 Solyc06g Solyc06g Uncharacterized GPI-anchored      contig180 Solyc06g Uncharacterized GP       SL2.40ch AT3G27810.1 4.90636 4.07107 3.00978 4.52535 18.7192 14.8682
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 3.400 Detected 0.928 Detected 2.164 0.224 GT Sens contig180 contig180 Histidine                 CCAAGAAcontig180 Solyc05g Solyc05g Histidine                 GO:00151 GO:00151     contig180 Solyc05g Histidine                  GO:00151 SL2.40ch AT1G25530.1  lysine an       chr1:896  67.3934 96.4958 190.858 212.137 958.743 145.066
GT Sense Sense 0.194 Comprom -0.194 Comprom 0.000 5.503 Detected 2.529 Detected 4.016 0.116 GT Sens contig181 contig181 Unknown   GTTGATAcontig181 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig181 Solyc04g Unknown Protein (A  SL2.40ch AT4G141 MET2, DM     DMT2 (D            chr4:814  2.58609 2.35206 2.61962 2.08223 125.974 13.4581
GT Sense Sense 0.095 Comprom -0.095 Comprom 0.000 0.948 Detected 2.956 Detected 1.952 0.193 GT Sens contig181 contig181 Ethylene                    GGACAAAcontig181 Solyc12g Solyc12g Ethylene                    GO:00063 GO:00063    contig181 Solyc04g Ethylene-                     GO:00036 SL2.40ch AT4G28140.1  AP2 dom      chr4:139  5.72143 5.97141 3.97335 6.25482 12.7003 42.899
GT Sense Sense 0.304 Detected -0.304 Detected 0.000 1.169 Detected 2.441 Detected 1.805 0.125 GT Sens contig181 contig181 Myb fami                CTAACGGcontig181 Solyc01g Solyc01g Myb fami                GO:00037 GO:00037       contig181 Solyc09g Cytochro                  GO:00055 SL2.40ch AT5G016 BRCA2B,    BRCA2B          chr5:235  100.068 78.1621 164.967 159.554 224.058 454.031
GT Sense Sense -0.237 Detected 0.237 Detected 0.000 0.964 Detected 1.207 Detected 1.085 0.055 GT Sens contig182 contig182 EPF-type                  AATTATC contig182 Solyc03g Solyc03g EPF-type                  GO:00037 GO:00037      contig182 Solyc03g EPF-type                   GO:00037 SL2.40ch AT3G580 GIS  GIS (GLA              chr3:215  45.8906 75.8485 87.1983 98.4609 129.638 128.763
GT Sense Sense -0.422 Comprom 0.422 Comprom 0.000 3.471 Detected 3.414 Detected 3.442 0.015 GT Sens contig182 contig182 Unknown   GTGTATCcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  3.43595 7.34253 19.6555 29.7923 62.7279 50.6212
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 0.924 Detected 1.436 Detected 1.180 0.044 GT Sens contig182 contig182 Unknown   ACTGGTGcontig182 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig182 Solyc04g Unknown Protein (A  SL2.40ch AT4G34360.1  protease   chr4:164  397.278 463.466 676.704 741.876 917.116 1097.81
GT Sense Sense -0.292 Comprom 0.292 Comprom 0.000 1.249 Detected 2.832 Detected 2.041 0.137 GT Sens contig182 contig182 LEA-like p               TTACAAC contig182 Solyc02g Solyc02g LEA-like protein (AHRD V1 *-*- Q            contig182 Solyc02g LEA-like protein (AH               SL2.40ch AT1G072 UGT71C4  UGT71C4             chr1:222  4.12086 7.35311 10.3071 6.27124 14.7347 37.0708
GT Sense Sense -0.805 Comprom 0.805 Detected 0.000 1.861 Detected 1.580 Detected 1.721 0.170 GT Sens contig183 contig183 Unknown   GCTCTACcontig183 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig183 Solyc01g Unknown Protein (A  SL2.40ch AT2G454 ZPR1  ZPR1 (LIT       chr2:187  7.70076 27.9673 34.9315 21.3305 60.0602 41.4822
GT Sense Sense -0.258 Comprom 0.258 Comprom 0.000 1.538 Detected 1.815 Detected 1.677 0.029 GT Sens contig183 contig183 Swap (Su                   ATCTTCCcontig183 Solyc10g Solyc10g Swap (Suppressor-of-White-AP                    contig183 Solyc10g Swap (Suppressor-o                    SL2.40ch AT5G41550.1  disease r       chr5:166  5.19755 8.84975 6.83413 7.26997 22.1891 22.5659
GT Sense Sense 0.164 Comprom -0.164 Comprom 0.000 1.056 Detected 2.222 Detected 1.639 0.114 GT Sens contig184 contig184 Ethylene-                    TCACCAGcontig184 Solyc05g Solyc05g Ethylene-                    GO:00063 GO:00063    contig184 Solyc05g Ethylene-                     GO:00036 SL2.40ch AT2G312 ATERF15  ATERF15              chr2:133  4.51774 4.28335 2.62222 3.80402 10.3009 19.4101
GT Sense Sense 0.685 Comprom -0.685 Comprom 0.000 2.699 Detected 2.589 Detected 2.644 0.061 GT Sens contig184 contig184 Sucrose s                     GTGCTCAcontig184 Solyc12g Solyc12g Sucrose s                     GO:00161 GO:00161     contig184 Solyc12g Sucrose s                      GO:00161 SL2.40ch AT3G431 SUS4, AT   SUS4; UD         chr3:151  9.46581 4.35964 13.2109 13.5488 46.9954 36.5383
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.683 Detected 1.648 Detected 1.666 0.005 GT Sens contig184 contig184 Heat shoc               AAGGAGAcontig184 Solyc07g Solyc07g Heat shock protein Hsp20 (AHR             contig184 Solyc07g Heat shock protein H              SL2.40ch AT5G64690.1  neurofila      chr5:258  44.9398 62.8668 76.1302 90.4241 192.288 157.513
GT Sense Sense 0.171 Comprom -0.171 Comprom 0.000 2.854 Detected 2.653 Detected 2.754 0.005 GT Sens contig184 contig184 Glycogen                GATGAAAcontig184 Solyc01g Solyc01g Glycogen                GO:00167 GO:00167     contig184 Solyc01g Glycogen                 GO:00167 SL2.40ch AT3G186 PGSIP1  PGSIP1 (            chr3:641  2.40471 2.25822 11.0968 13.6569 18.9831 13.8569
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 1.897 Detected 0.863 Detected 1.380 0.131 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  41.5352 37.3147 68.5043 50.9896 165.13 67.6823
GT Sense Sense 0.375 Detected -0.375 Detected 0.000 1.540 Detected 1.839 Detected 1.689 0.053 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  92.0275 65.1351 149.338 150.409 253.61 261.856
GT Sense Sense -0.666 Comprom 0.666 Comprom 0.000 6.452 Detected 4.350 Detected 5.401 0.049 GT Sens contig185 contig185 Non-symb              CTTTGAGcontig185 Solyc07g Solyc07g Non-symb              GO:00198 GO:00198     contig185 Solyc07g Non-symb               GO:00053 SL2.40ch AT2G160 GLB1, AH       AHB1 (AR          chr2:698  2.40583 7.20743 19.6508 36.1206 410.64 80.2898
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 1.634 Detected 1.088 Detected 1.361 0.039 GT Sens contig186 contig186 Gibberell                 GTTTTGAcontig186 Solyc02g Solyc02g Gibberell                 GO:00455 GO:00455    contig186 Solyc02g Gibberell                  GO:00455 SL2.40ch AT4G212 ATGA2OX    GA2OX8       chr4:113  35.3942 39.1572 55.777 38.8574 130.163 74.8154
GT Sense Sense 0.342 Detected -0.342 Detected 0.000 0.905 Detected 2.031 Detected 1.468 0.156 GT Sens contig186 contig186 1-aminoc                 GTCCTGCcontig186 Solyc09g Solyc09g 1-aminoc                 GO:00103 |GO:0016    contig186 Solyc09g 1-aminoc                  GO:00103 SL2.40ch AT2G30840.1  2-oxoglu     chr2:131  112.053 83.0838 355.768 604.485 203.574 372.959
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 0.877 Detected 1.292 Detected 1.085 0.040 GT Sens contig187 contig187 Protein p              GAAAAGCcontig187 Solyc01g Solyc01g Protein phosphatase-2C (AHRD             contig187 Solyc01g067980.1.1 AT1G32670.1  unknown   chr1:118  55.0204 58.1159 153.841 141.571 117.022 130.952
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.831 Detected 2.525 Detected 2.178 0.027 GT Sens contig187 contig187 Unknown          GGCGCG contig187 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3         contig187 Solyc09g Unknown Protein (A          SL2.40ch AT4G390 AtGH9B18  AtGH9B1             chr4:181  65.1075 89.6999 503.389 198.956 306.214 415.883
GT Sense Sense -0.046 Comprom 0.046 Comprom 0.000 2.952 Detected 1.179 Detected 2.065 0.146 GT Sens contig188 contig188 Glutathio                AAATTTG contig188 Solyc09g Solyc09g Glutathio                GO:00043 GO:00043    contig188 Solyc09g Glutathio                 GO:00043 SL2.40ch AT1G55080.1  unknown   chr1:205  5.94825 7.55163 15.8551 17.8004 58.4143 14.3437
GT Sense Sense -0.552 Comprom 0.552 Detected 0.000 1.291 Detected 1.525 Detected 1.408 0.130 GT Sens contig188 contig188 Unknown   AGAGAAGcontig188 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig188 Solyc08g Unknown Protein (A  SL2.40ch AT3G05470.1  formin ho          chr3:157  6.10909 15.6366 20.2955 23.7958 26.9333 26.5918
GT Sense Sense -0.089 Comprom 0.089 Comprom 0.000 1.031 Detected 1.092 Detected 1.061 0.008 GT Sens contig188 contig188 cDNA clo                    TGAGTTAcontig188 Solyc06g Solyc06g cDNA clone J023134O11 full in                  contig188 Solyc10g 40S ribos                 GO:00037 SL2.40ch AT5G651 ACX2, AT   ACX2 (AC       chr5:260  6.23947 8.40748 18.4589 11.9063 16.6701 14.5978
GT Sense Sense 0.269 Detected -0.269 Detected 0.000 1.424 Detected 1.460 Detected 1.442 0.033 GT Sens contig189 contig189 Ethylene-                    TCAAGAAcontig189 Solyc03g Solyc03g Ethylene-                    GO:00055 GO:00055   contig189 Solyc03g Ethylene-                     GO:00055 SL2.40ch AT5G472 ERF5, AT    ERF5 (ET               chr5:191  266.2 218.227 792.777 596.365 728.579 626.769
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 1.117 Detected 1.784 Detected 1.451 0.070 GT Sens contig190 contig190 Aspartic p               TCGGAG contig190 Solyc08g Solyc08g Aspartic p               GO:00065 GO:00065 contig190 Solyc01g ORF91 (AHRD V1 *--- SL2.40ch AT1G663 ATMYB90     MYB90 (M           chr1:247  97.8227 84.7672 207.966 166.082 222.435 296.589
GT Sense Sense 0.731 Comprom -0.731 Comprom 0.000 1.255 Detected 1.152 Detected 1.203 0.242 GT Sens contig190 contig190 F-box fam             ACTGCAGcontig190 Solyc08g Solyc08g F-box fam             GO:00048 GO:00048   contig190 Solyc08g F-box fam              GO:00048 SL2.40ch AT5G53670.1  unknown   chr5:217  11.2363 4.855 20.9497 13.1764 19.8597 15.5158
GT Sense Sense -0.361 Detected 0.361 Detected 0.000 0.882 Detected 1.273 Detected 1.078 0.119 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  912.2 1790.58 2648.87 1094.35 2654.11 2920.96
GT Sense Sense 0.609 Detected -0.609 Detected 0.000 1.196 Detected 1.333 Detected 1.265 0.175 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  774.854 396.363 2618.78 1532.54 1430.14 1320.52
GT Sense Sense 0.621 Comprom -0.621 Comprom 0.000 1.567 Detected 2.259 Detected 1.913 0.115 GT Sens contig192 contig192 2-oxoglut                ACTACACcontig192 Solyc06g Solyc06g 2-oxoglut                GO:00164 GO:00164  contig192 Solyc06g 2-oxoglut                 GO:00164 SL2.40ch AT1G52820.1  2-oxoglu     chr1:196  4.57523 2.30232 6.91961 14.2204 10.8344 14.6843
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 1.022 Detected 1.350 Detected 1.186 0.040 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  117.839 109.388 170.1 161.36 259.711 273.712
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 0.808 Detected 1.773 Detected 1.291 0.120 GT Sens contig192 contig192 Endochiti                 AAGCAACcontig192 Solyc10g Solyc10g Endochiti                 GO:00080 GO:00080   contig192 Solyc10g Endochiti                  GO:00088 SL2.40ch AT3G125 ATHCHIB       ATHCHIB       chr3:396  133.439 138.715 198.216 216.5 268.384 439.652
GT Sense Sense -0.514 Comprom 0.514 Comprom 0.000 4.631 Detected 3.441 Detected 4.036 0.036 GT Sens contig192 contig192 Homeobo               CATGTTGcontig192 Solyc07g Solyc07g Homeobo               GO:00063 GO:00063    contig192 Solyc07g Homeobo                GO:00056 SL2.40ch AT5G63640.1  VHS dom        chr5:254  2.29465 5.57375 32.9004 50.4363 99.7955 36.7185
GT Sense Sense 0.708 Detected -0.708 Detected 0.000 1.062 Detected 1.247 Detected 1.155 0.247 GT Sens contig193 contig193 Pectinest             AATTGCT contig193 Solyc07g Solyc07g Pectinest             GO:00305 GO:00305   contig193 Solyc07g Pectinest              GO:00305 SL2.40ch AT1G05310.1  pectinest     chr1:155  12421.5 5542.09 14777.9 12078.5 19518.5 18626.2
GT Sense Sense -0.957 Comprom 0.957 Detected 0.000 1.044 Detected 1.877 Detected 1.461 0.297 GT Sens contig193 contig193 Unknown   TCCCAACcontig193 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig193 Solyc04g Unknown Protein (A  SL2.40ch AT5G61470.1  zinc finge       chr5:247  2.67737 12.0118 4.51584 8.31315 13.1761 19.6948
GT Sense Sense 0.722 Detected -0.722 Detected 0.000 1.358 Detected 1.490 Detected 1.424 0.188 GT Sens contig193 contig193 Flotillin do               CTTCTAT contig193 Solyc01g Solyc01g Flotillin domain protein (AHRD             contig193 Solyc01g Flotillin domain prot               SL2.40ch AT5G25250.1  FUNCTIO                                                                      chr5:874  289.343 126.579 398.708 293.88 552.735 508.43
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 2.033 Detected 1.547 Detected 1.790 0.019 GT Sens contig193 contig193 Unknown   GCTACAGcontig193 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig193 Solyc09g Unknown Protein (A  SL2.40ch AT2G23142.1  FUNCTIO                                                                 chr2:985  163.458 207.221 351.48 800.271 848.566 508.453
GT Sense Sense 0.397 Detected -0.397 Detected 0.000 1.353 Detected 1.660 Detected 1.506 0.071 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  35.9056 24.6478 66.3325 59.6528 85.5904 88.8769
GT Sense Sense 0.074 Comprom -0.074 Comprom 0.000 1.275 Detected 1.397 Detected 1.336 0.005 GT Sens contig194 contig194 Movemen               CCATCAT contig194 Solyc08g Solyc08g Movemen               GO:00068 GO:00068 contig194 Solyc08g Movemen                GO:00068 SL2.40ch AT3G44440.1 9.55692 10.2668 26.9016 19.2583 26.9952 24.6622
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 1.263 Detected 0.888 Detected 1.076 0.114 GT Sens contig194 contig194 AAA-ATPa              CGAGGG contig194 Solyc10g Solyc10g AAA-ATPa              GO:00171 GO:00171   contig194 Solyc10g AAA-ATPa               GO:00168 SL2.40ch AT2G18190.1  AAA-type     chr2:791  233.82 452.815 752.695 688.01 879.821 569.297
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 1.215 Detected 0.928 Detected 1.072 0.025 GT Sens contig194 contig194 Mitochon                 AGGTGG contig194 Solyc05g Solyc05g Mitochon                 GO:00153 GO:00153   contig194 Solyc05g Mitochon                  GO:00153 SL2.40ch AT2G225 UCP5, AT    UCP5 (UN      chr2:956  121.191 164.504 392.445 270.563 369.206 254.058
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 1.248 Detected 1.046 Detected 1.147 0.056 GT Sens contig194 contig194 BHLH tran              GCAAATGcontig194 Solyc08g Solyc08g BHLH tran              GO:00037 GO:00037      contig194 Solyc08g BHLH tran               GO:00037 SL2.40ch AT1G128 SCRM2, IC   SCRM2 (S         chr1:438  20.3094 16.7408 30.7365 21.9301 49.3425 36.0002
GT Sense Sense 0.363 Detected -0.363 Detected 0.000 1.116 Detected 0.970 Detected 1.043 0.106 GT Sens contig194 contig194 Glycopro                  TTTCTGGcontig194 Solyc01g Solyc01g Glycopro                  GO:00167 GO:00167     contig194 Solyc12g Unknown              GO:00160 SL2.40ch AT3G24580.1 594.347 427.852 1385.3 1100.29 1231.53 934.241
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 1.454 Detected 0.822 Detected 1.138 0.121 GT Sens contig194 contig194 B12D-like            TGCAGCCcontig194 Solyc02g Solyc02g B12D-like protein (AHRD V1 ***          contig194 Solyc02g B12D-like protein (A            SL2.40ch AT5G181 ATAPRL7  ATAPRL7    chr5:599  923.276 1668.98 2063.15 1898.57 3830.59 2075.61
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 3.574 Detected 1.882 Detected 2.728 0.091 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  54.1541 45.1118 213.268 124.778 663.297 172.227
GT Sense Sense -0.236 Comprom 0.236 Comprom 0.000 2.818 Detected 2.309 Detected 2.564 0.018 GT Sens contig196 contig196 Unknown   TATGTGCcontig196 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig196 Solyc10g Unknown Protein (A  SL2.40ch AT3G27770.2  unknown   chr3:102  2.42481 4.00428 2.45678 2.09707 24.7592 14.6019
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 1.002 Detected 1.002 Detected 1.002 0.021 GT Sens contig197 contig197 Unknown   TGAGAAAcontig197 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig197 Solyc01g Unknown Protein (A  SL2.40ch AT5G14440.2  FUNCTIO                                                                                   chr5:465  57.7402 84.3078 115.744 136.795 157.376 132.15
GT Sense Sense 0.502 Comprom -0.502 Comprom 0.000 1.754 Detected 3.300 Detected 2.527 0.111 GT Sens contig197 contig197 Heat stres                   ATGGTAGcontig197 Solyc09g Solyc09g Heat stres                   GO:00056 GO:00056  contig197 Solyc09g Heat stres                    GO:00036 SL2.40ch AT5G457 AT-HSFA4     RHA1 (RO          chr5:185  3.89261 2.31086 2.29621 2.33715 11.396 27.9247
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 2.061 Detected 1.657 Detected 1.859 0.050 GT Sens contig197 contig197 Sister chr                   ACTGCAGcontig197 Solyc01g Solyc01g Sister chr                   GO:00055 GO:00055  contig197 Solyc01g Sister chr                    GO:00055 SL2.40ch AT3G19630.1  radical S     chr3:681  1738.78 1222 2693.46 2529.51 6851.48 4345.25
GT Sense Sense -0.556 Comprom 0.556 Detected 0.000 4.456 Detected 0.924 Detected 2.690 0.283 GT Sens contig197 contig197 Unknown   CTTGTAGcontig197 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig197 Solyc05g Vernalization insens                 SL2.40ch AT5G57380.1 6.55203 16.8626 12.7827 8.10519 259.96 18.8605
GT Sense Sense -0.116 Comprom 0.116 Comprom 0.000 1.255 Detected 1.556 Detected 1.405 0.018 GT Sens contig197 contig197 NAC dom                  TAAAAAA contig197 Solyc07g Solyc07g NAC dom                  GO:0045449 contig197 Solyc07g 60S acidic                 GO:00058 SL2.40ch AT5G615 ATATG3,   ATG3  chr5:247  4.52972 6.33153 9.89154 19.5542 14.3947 14.8869
GT Sense Sense -0.464 Detected 0.464 Detected 0.000 1.326 Detected 1.320 Detected 1.323 0.104 GT Sens contig198 contig198 TMV resp      GATATGTcontig198 Solyc01g Solyc01g TMV response-related protein    contig198 Solyc01g TMV resp      GO:00055 SL2.40ch AT1G54575.1  unknown   chr1:203  196.919 445.987 317.53 417.188 836.69 699.623
GT Sense Sense -0.097 Comprom 0.097 Comprom 0.000 2.190 Detected 1.905 Detected 2.047 0.007 GT Sens contig198 contig198 Cyclin B (            AAACACT contig198 Solyc12g Solyc12g Cyclin B (            GO:00056 GO:00056       contig198 Solyc12g Cyclin B (             GO:00047 SL2.40ch AT1G763 CYCB2;4  CYCB2;4        chr1:286  5.1194 6.97549 14.0576 12.716 30.7095 21.1541
GT Sense Sense 0.122 Comprom -0.122 Comprom 0.000 1.466 Detected 2.821 Detected 2.143 0.090 GT Sens contig198 contig198 Non-LTR                    CAAAGGAcontig198 Solyc11g Solyc11g Non-LTR retroelement reverse                   contig198 Solyc06g Protein-O-fucosyltra                SL2.40ch AT5G10740.1  protein p      chr5:339  3.62567 3.64566 11.5944 5.49049 11.3114 24.2894
GT Sense Sense -0.042 Comprom 0.042 Detected 0.000 2.361 Detected 2.398 Detected 2.379 0.000 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  11.3695 14.3377 37.7695 34.2005 73.8735 63.6134
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 1.045 Detected 1.184 Detected 1.114 0.007 GT Sens contig199 contig199 Receptor                CTAAACGcontig199 Solyc10g Solyc10g Receptor                GO:00064 GO:00064  contig199 Solyc10g Receptor                 GO:00064 SL2.40ch AT3G09010.1  protein k     chr3:275  75.9256 98.5391 126.429 113.729 200.998 185.778
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 2.771 Detected 2.101 Detected 2.436 0.019 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  24.567 27.7951 90.3657 52.3657 200.909 106.027
GT Sense Sense -0.316 Comprom 0.316 Comprom 0.000 0.897 Detected 1.530 Detected 1.214 0.113 GT Sens contig199 contig199 Hydroxyc                GCAAATCcontig199 Solyc12g Solyc12g Hydroxyc                GO:00167 GO:00167         contig199 Solyc12g Hydroxyc                 GO:00167 SL2.40ch AT2G025 ATHB21,   ATHB21              chr2:684  4.99376 9.20732 15.4978 14.3128 14.2257 18.5138
GT Sense Sense 0.366 Comprom -0.366 Comprom 0.000 1.312 Detected 1.902 Detected 1.607 0.076 GT Sens contig199 contig199 Pentatrico               AAATTTG contig199 Solyc02g Solyc02g Pentatrico               GO:00037 GO:00037    contig199 Solyc02g Pentatrico                GO:00082 SL2.40ch AT4G27890.1  nuclear m     chr4:138  4.93377 3.538 5.12169 3.13264 11.6834 14.7682
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 1.078 Detected 1.202 Detected 1.140 0.019 GT Sens contig200 contig200 DUF89 fam                  TTTTTTT contig200 Solyc01g Solyc01g DUF89 family protein (Fragmen                 contig200 Solyc01g DUF89 family protei                  SL2.40ch AT2G17320.1  pantothe    chr2:753  111.467 108.397 192.766 206.792 261.432 239.089
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 0.845 Detected 1.177 Detected 1.011 0.027 GT Sens contig200 contig200 Cellulose             ATGAAGAcontig200 Solyc09g Solyc09g Cellulose             GO:00160 GO:00160 contig200 Solyc08g Late-emb                    GO:00092 SL2.40ch AT3G561 EIF3C, AT      EIF3C (E          chr3:208  911.357 1127.72 1559.32 1857.3 2050.93 2168.05
GT Sense Sense 0.447 Detected -0.447 Detected 0.000 1.832 Detected 1.902 Detected 1.867 0.053 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  19.9372 12.7779 57.2092 23.2144 64.0325 56.4146
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 1.069 Detected 1.801 Detected 1.435 0.060 GT Sens contig201 contig201 Unknown   ATGGTCAcontig201 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig201 Solyc03g Unknown Protein (A  SL2.40ch AT5G65274.1  FUNCTIO                                                                        chr5:260  15.9453 18.4663 25.6739 17.9595 40.5581 56.5543
GT Sense Sense 0.363 Detected -0.363 Detected 0.000 0.935 Detected 1.429 Detected 1.182 0.115 GT Sens contig201 contig201 Plant-spe                    ATATCCAcontig201 Solyc00g Solyc00g Plant-specific domain TIGR015                   contig201 Solyc00g Plant-specific doma                    SL2.40ch AT3G55240.1  Overexp          chr3:204  43.9688 31.644 83.2024 100.903 80.3309 94.9418
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 0.886 Detected 1.533 Detected 1.210 0.073 GT Sens contig201 contig201 Os03g081                  GAAAAGAcontig201 Solyc09g Solyc09g Os03g0816700 protein (Fragm                 contig201 Solyc09g Os03g0816700 prote                  SL2.40ch AT3G556 ATDFD  ATDFD (A         chr3:206  2078.29 2092.36 4207.89 3881.31 4341.11 5707.01
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 3.504 Detected 3.203 Detected 3.354 0.002 GT Sens contig202 contig202 Glutathio                GGAATTGcontig202 Solyc10g Solyc10g Glutathione S-transferase-like               contig202 Solyc10g Glutathione S-transf                SL2.40ch AT2G294 ATGSTU7    ATGSTU           chr2:126  48.3895 63.019 982.81 1030.49 705.977 480.933
GT Sense Sense 0.661 Detected -0.661 Detected 0.000 1.246 Detected 1.649 Detected 1.447 0.171 GT Sens contig202 contig202 Polyprote     TTGTAAAcontig202 Solyc12g Solyc12g Polyprotein (AHRD V1 *-*- Q94Hcontig202 Solyc12g Polyprotein (AHRD V   SL2.40ch AT2G32410.2 209.131 99.5661 395.633 353.402 385.472 427.913
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 1.490 Detected 0.886 Detected 1.188 0.067 GT Sens contig202 contig202 Unknown   AAAGTTCcontig202 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig202 Solyc02g Unknown Protein (A  SL2.40ch AT3G48710.1  EXPRESS                                                              chr3:180  4934.02 6887.68 14041.5 17872.9 18451.1 10189.6
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 2.016 Detected 1.061 Detected 1.539 0.098 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  1670.34 1482.58 3588.61 2153.03 7170.97 3105.16
GT Sense Sense -1.494 Comprom 1.494 Detected 0.000 0.969 Detected 1.055 Detected 1.012 0.568 GT Sens contig202 contig202 Cyclin B1            ACTTGGGcontig202 Solyc01g Solyc01g Cyclin B1            GO:00056 GO:00056     contig202 Solyc01g Cyclin B1             GO:00165 SL2.40ch AT2G267 CYCB1;4  CYCB1;4        chr2:114  4.37184 41.3062 29.9561 13.4582 29.6304 26.4082
GT Sense Sense -0.511 Comprom 0.511 Comprom 0.000 1.751 Detected 2.773 Detected 2.262 0.089 GT Sens contig202 contig202 Mutator-li                ACGGACAcontig202 Solyc01g Solyc01g Mutator-li                GO:00082 GO:00082   contig202 Solyc12g Mutator-like transpo                SL2.40ch AT3G52700.1  unknown   chr3:195  2.41857 5.84852 5.44383 4.72558 14.2625 24.3154
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.646 Detected 0.886 Detected 1.266 0.085 GT Sens contig203 contig203 1-aminoc                   CAACCCAcontig203 Solyc08g Solyc08g 1-aminoc                   GO:00301 GO:00301   contig203 Solyc08g 1-aminoc                    GO:00090 SL2.40ch AT5G283 ACS3  ACS3 (1-A                 chr5:103  20.7 21.3418 42.7806 32.3106 74.1019 36.7361
GT Sense Sense 0.268 Comprom -0.268 Comprom 0.000 0.982 Detected 2.794 Detected 1.888 0.184 GT Sens contig203 contig203 Unknown   AATACAC contig203 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig203 Solyc09g Unknown Protein (A  SL2.40ch AT1G34480.1 6.10418 5.01252 4.52629 4.15332 12.3096 36.2808
GT Sense Sense 0.455 Detected -0.455 Detected 0.000 1.906 Detected 1.440 Detected 1.673 0.082 GT Sens contig204 contig204 Membran                   TTTGGACcontig204 Solyc09g Solyc09g Membrane protein-like protein                 contig204 Solyc09g Membrane protein-l                   SL2.40ch AT2G390 PIP2E, PIP   PIP2E (P         chr2:162  4169.15 2640.41 5509.7 3284.13 14004.6 8510.69
GT Sense Sense -0.701 Comprom 0.701 Comprom 0.000 1.057 Detected 2.618 Detected 1.838 0.222 GT Sens contig204 contig204 Unknown   AGAATCAcontig204 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig204 Solyc00g055970.1.1 AT5G05290.1 2.39731 7.53852 5.0926 5.47162 9.96244 24.6797
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 1.747 Detected 1.894 Detected 1.820 0.010 GT Sens contig204 contig204 Disease r             GACCACTcontig204 Solyc04g Solyc04g Disease r             GO:00055 GO:00055   contig204 Solyc04g009120.1.1 AT5G66070.2 57.4212 53.7973 86.0324 59.3539 210.109 195.335
GT Sense Sense -0.226 Comprom 0.226 Comprom 0.000 0.998 Detected 3.085 Detected 2.042 0.196 GT Sens contig204 contig204 Transpor                  GTTTAAGcontig204 Solyc06g Solyc06g Transpor                  GO:00061 GO:00061    contig204 Solyc01g Transpor                     GO:00053 SL2.40ch AT5G137 ZIF1  ZIF1 (ZINC            chr5:443  6.19308 10.0811 5.16327 4.72477 17.7773 63.4028
GT Sense Sense -0.127 Comprom 0.127 Comprom 0.000 2.452 Detected 3.425 Detected 2.938 0.028 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  2.88312 4.09391 16.6125 5.34497 21.1715 34.8975
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 0.984 Detected 1.330 Detected 1.157 0.022 GT Sens contig204 contig204 Auxin-ind                      AGTTTGAcontig204 Solyc06g Solyc06g Auxin-ind                      GO:00052 GO:00052    contig204 Solyc09g Unknown Protein (A  SL2.40ch AT1G36580.1 7309.55 8779.83 12318.3 13141.2 17851.7 19044.8
GT Sense Sense -0.085 Comprom 0.085 Comprom 0.000 1.269 Detected 2.655 Detected 1.962 0.107 GT Sens contig206 contig206 MAP prot               GCTGCTAcontig206 Solyc06g Solyc06g MAP prot               GO:00047 GO:00047     contig206 Solyc06g MAP prot                GO:00047 SL2.40ch AT3G057 RECQI1  RECQI1 (               chr3:169  4.56622 6.11942 15.0266 12.9001 14.3529 31.4902
GT Sense Sense 0.078 Comprom -0.078 Comprom 0.000 0.832 Detected 1.226 Detected 1.029 0.040 GT Sens contig206 contig206 Unknown   AATACAC contig206 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig206 Solyc02g Unknown Protein (A  SL2.40ch AT5G15680.1  binding  chr5:510  8.25368 8.81469 11.1124 9.07678 17.1027 18.8635
GT Sense Sense -0.045 Comprom 0.045 Comprom 0.000 1.846 Detected 2.412 Detected 2.129 0.018 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-d        chr5:251  3.66043 4.64143 11.745 5.51736 16.6894 20.7418
GT Sense Sense -0.739 Detected 0.739 Detected 0.000 1.147 Detected 1.543 Detected 1.345 0.221 GT Sens contig206 contig206 Zinc finge                    TTTTGAGcontig206 Solyc02g Solyc02g Zinc finge                    GO:00037 GO:00037      contig206 Solyc02g Zinc finge                     GO:00037 SL2.40ch AT5G397 AtHB23  AtHB23 (A            chr5:159  19.8872 65.9917 29.9156 56.4295 90.4033 99.795
GT Sense Sense -0.151 Comprom 0.151 Comprom 0.000 2.490 Detected 2.865 Detected 2.677 0.008 GT Sens contig207 contig207 Os04g022       TATGCGTcontig207 Solyc12g Solyc12g Os04g0226400 protein (Fragm     contig207 Solyc12g Os04g0226400 prote      SL2.40ch AT5G13500.3  unknown   chr5:433  2.51195 3.68851 2.39162 2.97831 19.2625 20.9671
GT Sense Sense 0.214 Comprom -0.214 Comprom 0.000 1.238 Detected 2.459 Detected 1.848 0.104 GT Sens contig207 contig207 Unknown   AGACTGAcontig207 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig207 Solyc12g Unknown Protein (A  SL2.40ch AT3G133 BRL3  BRL3 (BR               chr3:434  4.04111 3.57367 9.31381 7.72789 10.0963 19.752
GT Sense Sense -0.699 Detected 0.699 Detected 0.000 1.750 Detected 1.420 Detected 1.585 0.158 GT Sens contig207 contig207 Serine/thr               GTTTTGAcontig207 Solyc06g Solyc06g Serine/thr               GO:00047 GO:00047     contig207 Solyc06g Serine/thr                GO:00047 SL2.40ch AT5G07140.1  protein k     chr5:221  34.7475 108.962 100.038 104.424 233.201 155.686
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 2.618 Detected 3.449 Detected 3.034 0.018 GT Sens contig207 contig207 Ribosoma                TGAGAAGcontig207 Solyc11g Solyc11g Ribosoma                GO:00058 GO:00058 contig207 Solyc01g Ribosoma                 GO:00037 SL2.40ch AT3G611 ARS27A  ARS27A (          chr3:226  24.5045 30.2869 34.9663 44.3593 188.403 281.387
GT Sense Sense 0.156 Comprom -0.156 Comprom 0.000 0.806 Detected 1.382 Detected 1.094 0.079 GT Sens contig208 contig208 Non-spec                     TTGTGAAcontig208 Solyc02g Solyc02g Non-spec                     GO:00068 GO:00068   contig208 Solyc02g Non-spec                      GO:00055 SL2.40ch AT2G29590.1  thioester     chr2:126  7.46864 7.16422 9.38838 5.85824 14.4047 18.0318
GT Sense Sense -0.243 Comprom 0.243 Comprom 0.000 1.455 Detected 2.350 Detected 1.903 0.065 GT Sens contig208 contig208 Dihydroo                 ACCTCCCcontig208 Solyc02g Solyc02g Dihydroo                 GO:00160 GO:00160   contig208 Solyc03g Dihydroo                    GO:00171 SL2.40ch AT3G17810.1  dihydroo           chr3:609  3.09227 5.15687 9.31148 3.85553 12.3305 19.256
GT Sense Sense 0.411 Detected -0.411 Comprom 0.000 1.546 Detected 1.338 Detected 1.442 0.077 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  13.0903 8.81496 17.4286 18.4812 35.3257 25.6722
GT Sense Sense 0.370 Detected -0.370 Detected 0.000 2.111 Detected 1.135 Detected 1.623 0.118 GT Sens contig209 contig209 UPF0497                    ATTTCAGcontig209 Solyc05g Solyc05g UPF0497 membrane protein 2                  contig209 Solyc05g UPF0497 membrane                    SL2.40ch AT2G310 ORP1A  ORP1A (O         chr2:132  961.406 685.727 3069.56 2312.25 3949.98 1686.12
GT Sense Sense 0.234 Comprom -0.234 Comprom 0.000 1.415 Detected 2.855 Detected 2.135 0.106 GT Sens contig209 contig209 Conserve                  GGGATATcontig209 Solyc01g Solyc01g Conserve                  GO:00160 GO:00160   contig209 Solyc01g Conserve                   GO:00160 SL2.40ch AT2G46890.1  oxidored          chr2:192  3.61166 3.1067 3.98899 3.63997 10.0605 22.9146
GT Sense Sense -0.489 Comprom 0.489 Detected 0.000 0.879 Detected 1.487 Detected 1.183 0.176 GT Sens contig209 contig209 Unknown              GAAGTTGcontig209 Solyc04g Solyc04g Unknown              GO:00036 GO:00036  contig209 Solyc04g Unknown               GO:00036 SL2.40ch AT2G37670.1  WD-40 re     chr2:157  5.60478 13.1506 5.88558 9.88142 17.7849 22.7528
GT Sense Sense 0.285 Detected -0.285 Detected 0.000 2.314 Detected 1.324 Detected 1.819 0.086 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,    HB25 (HO                chr5:261  107.245 85.9515 245.022 149.378 537.791 227.311
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 1.204 Detected 0.848 Detected 1.026 0.055 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  542.116 825.38 1308.57 1400.59 1736.31 1138.47
GT Sense Sense -0.055 Comprom 0.055 Comprom 0.000 1.859 Detected 1.660 Detected 1.760 0.004 GT Sens contig210 contig210 WD-40 rep                  GAAATTGcontig210 Solyc04g Solyc04g WD-40 rep                  GO:00001 GO:00001  contig210 Solyc04g WD-40 rep                   GO:00001 SL2.40ch AT1G24130.1  transduc          chr1:853  5.44895 6.9966 17.1024 5.32223 25.2398 18.4516
GT Sense Sense -0.158 Comprom 0.158 Comprom 0.000 2.401 Detected 3.155 Detected 2.778 0.021 GT Sens contig210 contig210 Phototrop               AACAGTGcontig210 Solyc06g Solyc06g Phototrop               GO:00055 GO:00055  contig210 Solyc06g Phototrop                GO:00055 SL2.40ch AT4G319 ASP5, AA    ASP5 (AS       chr4:154  3.6685 5.43301 3.17461 3.19249 26.5678 37.607
GT Sense Sense 0.459 Detected -0.459 Detected 0.000 2.237 Detected 1.199 Detected 1.718 0.131 GT Sens contig210 contig210 Unknown   CCACCATcontig210 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig210 Solyc12g Unknown Protein (A  SL2.40ch AT5G40250.1  zinc finge        chr5:160  710.463 447.649 1669.51 592.668 2995.09 1223.79
GT Sense Sense -0.737 Detected 0.737 Detected 0.000 7.256 Detected 5.327 Detected 6.292 0.035 GT Sens contig211 contig211 1-aminoc                AAAGCTCcontig211 Solyc07g Solyc07g 1-aminoc                GO:00164 GO:00164      contig211 Solyc07g 1-aminoc                 GO:00454 SL2.40ch AT2G195 ACO1  ACO1 (AC       chr2:847  56.9881 188.502 4675.73 2950.77 17852.1 3933.68
GT Sense Sense 0.677 Detected -0.677 Detected 0.000 1.025 Detected 1.145 Detected 1.085 0.251 GT Sens contig211 contig211 Phloem le     AGTATTGcontig211 Solyc00g Solyc00g Phloem lectin (AHRD V1 ***- Q8 contig211 Solyc00g Phloem le     GO:00302 SL2.40ch AT5G170 UGT78D2  UGT78D2              chr5:560  109.761 51.1191 396.89 121.782 171.728 156.595
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 2.283 Detected 1.104 Detected 1.693 0.103 GT Sens contig212 contig212 Ethylene                    AGAAAGGcontig212 Solyc03g Solyc03g Ethylene                    GO:00037 GO:00037         contig212 Solyc03g Ethylene                     GO:00165 SL2.40ch AT4G175 ATERF-1  ATERF-1               chr4:975  235.041 275.382 856.47 670.811 1394.65 517.067
GT Sense Sense 0.316 Comprom -0.316 Comprom 0.000 1.415 Detected 1.736 Detected 1.576 0.047 GT Sens contig212 contig212 Plasma m              ATGCTTCcontig212 Solyc09g Solyc09g Plasma membrane associated             contig212 Solyc09g Plasma membrane a              SL2.40ch AT1G04560.1  AWPM-19      chr1:124  6.98782 5.37046 14.6934 14.4947 18.3991 19.2991
GT Sense Sense 0.465 Detected -0.465 Detected 0.000 1.084 Detected 1.919 Detected 1.502 0.138 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  28.9725 18.0969 36.5137 33.7903 54.699 81.9016
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.526 Detected 1.706 Detected 1.616 0.020 GT Sens contig213 contig213 Unknown   TAGTTGTcontig213 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig213 Solyc00g Unknown Protein (A  SL2.40ch AT1G049 ATPDIL2-     ATPDIL2        chr1:141  151.332 134.239 356.177 335.212 462.474 439.59
GT Sense Sense 0.850 Detected -0.850 Detected 0.000 1.502 Detected 0.869 Detected 1.186 0.321 GT Sens contig213 contig213 Alcohol a            GGTTCCTcontig213 Solyc07g Solyc07g Alcohol a            GO:00103 GO:00103            contig213 Solyc07g Alcohol a             GO:00103 SL2.40ch AT3G034 CHAT  CHAT (ac        chr3:828  2994.69 1097.54 5791.41 2552.91 5785.13 3131.73
GT Sense Sense -0.011 Comprom 0.011 Comprom 0.000 5.820 Detected 2.467 Detected 4.143 0.132 GT Sens contig213 contig213 Unknown   AGATTGGcontig213 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig213 Solyc01g Unknown Protein (A  SL2.40ch AT5G428 DFR, TT3    DFR (DIH      chr5:171  2.51004 3.03479 3.51052 16.8157 175.592 14.4239
GT Sense Sense 0.494 Comprom -0.494 Comprom 0.000 2.619 Detected 2.302 Detected 2.461 0.042 GT Sens contig213 contig213 Ulp1 prote                    AGACGG contig213 Solyc08g Solyc08g Ulp1 prote                    GO:00065 GO:00065 contig213 Solyc08g Ulp1 prote                     GO:00065 SL2.40ch AT1G220 TGA3  TGA3; DN             chr1:778  5.42771 3.25735 5.92408 15.3677 29.0983 19.6087
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 1.248 Detected 1.555 Detected 1.401 0.059 GT Sens contig213 contig213 PIF-like tr     GTGTTTGcontig213 Solyc09g Solyc09g PIF-like transposase (AHRD V1  contig213 Solyc09g PIF-like transposase    SL2.40ch AT1G62450.1 80.2525 61.2687 78.2661 72.1607 187.55 194.797
GT Sense Sense 0.439 Comprom -0.439 Comprom 0.000 1.258 Detected 2.055 Detected 1.656 0.108 GT Sens contig213 contig213 Dehydrog                 AAGGTTGcontig213 Solyc12g Solyc12g Dehydrog                 GO:00081 GO:00081  contig213 Solyc12g Dehydrog                  GO:00081 SL2.40ch AT5G61830.1  short-cha       chr5:248  5.85803 3.79565 6.7263 5.68472 12.7038 18.5235
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.221 Detected 1.295 Detected 1.258 0.001 GT Sens contig214 contig214 Glutathio                GGGCTG contig214 Solyc09g Solyc09g Glutathio                GO:00043 GO:00043    contig214 Solyc09g Glutathio                 GO:00043 SL2.40ch AT3G092 ATGSTU8  ATGSTU         chr3:284  178.893 211.802 419.175 412.171 511.234 451.675
GT Sense Sense -0.460 Comprom 0.460 Comprom 0.000 1.038 Detected 2.814 Detected 1.926 0.194 GT Sens contig214 contig214 Glycosylt                     TCAACGAcontig214 Solyc06g Solyc06g Glycosyltransferase CAZy fam                    contig214 Solyc06g Glycosyltransferase                     SL2.40ch AT5G17930.1  binding /    chr5:594  3.0307 6.82265 2.0817 2.13718 10.5179 30.2288
GT Sense Sense -0.300 Detected 0.300 Detected 0.000 1.804 Detected 1.552 Detected 1.678 0.036 GT Sens contig215 contig215 CM0216.2                  AAGAATCcontig215 Solyc02g Solyc02g CM0216.240.nc protein (AHRD                contig215 Solyc02g CM0216.240.nc prot                  SL2.40ch AT2G26620.1  glycoside           chr2:113  46.555 84.0176 98.6166 140.032 246.016 173.447
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 1.152 Detected 1.016 Detected 1.084 0.018 GT Sens contig215 contig215 Cytochro                  TGCACAGcontig215 Solyc04g Solyc04g Cytochro                  GO:00102 GO:00102      contig215 Solyc04g cytochrom  GO:00102 SL2.40ch AT5G259 GA3, CYP    GA3 (GA        chr5:903  111.541 158.764 204.596 208.178 333.11 254.488
GT Sense Sense 0.489 Detected -0.489 Detected 0.000 1.006 Detected 1.792 Detected 1.399 0.155 GT Sens contig216 contig216 Subtilisin               GCAATTGcontig216 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042       contig216 Solyc08g Subtilisin                GO:00042 SL2.40ch AT3G55580.1  regulator        chr3:206  24.9687 15.099 55.0776 40.2584 43.9121 63.5835
GT Sense Sense -0.604 Detected 0.604 Detected 0.000 0.941 Detected 1.108 Detected 1.024 0.235 GT Sens contig216 contig216 Phospho                GAAAATCcontig216 Solyc06g Solyc06g Phospho                GO:00800 GO:00800       contig216 Solyc06g Phospho                 GO:00515 SL2.40ch AT2G296 THIC  THIC (Th         chr2:126  487.958 1341.32 1073.35 1369.53 1749.99 1648.39
GT Sense Sense 0.523 Detected -0.523 Detected 0.000 1.031 Detected 1.042 Detected 1.036 0.186 GT Sens contig216 contig216 Citrate tra                AAACTTGcontig216 Solyc03g Solyc03g Citrate tra                GO:00160 GO:00160   contig216 Solyc03g Citrate tra                 GO:00160 SL2.40ch AT1G02260.1  transmem     chr1:440  212.561 122.585 571.086 346.765 371.57 314.195
GT Sense Sense 0.436 Detected -0.436 Detected 0.000 1.933 Detected 1.426 Detected 1.679 0.079 GT Sens contig217 contig217 Ethylene                    TTGGAAGcontig217 Solyc08g Solyc08g Ethylene                    GO:00037 GO:00037         contig217 Solyc08g Ethylene                     GO:00037 SL2.40ch AT5G472 ATERF2,    ERF2 (ET               chr5:191  26.5622 17.2867 98.3224 51.5841 92.1601 54.4484
GT Sense Sense 0.307 Comprom -0.307 Comprom 0.000 2.470 Detected 1.025 Detected 1.747 0.156 GT Sens contig217 contig217 UDP-gluc            GTAGCTCcontig217 Solyc11g Solyc11g UDP-gluc            GO:00800 GO:00800    contig217 Solyc11g UDP-gluc             GO:00800 SL2.40ch AT1G085 SYP111, K    SYP111 (        chr1:270  9.38993 7.30211 54.2289 22.6362 51.6857 15.9301
GT Sense Sense -0.903 Detected 0.903 Detected 0.000 1.797 Detected 0.834 Detected 1.315 0.328 GT Sens contig217 contig217 Cortical c                    ATTGGTAcontig217 Solyc06g Solyc06g Cortical c                    GO:00082 GO:00082   contig217 Solyc06g Cortical c                     GO:00082 SL2.40ch AT5G46890.1  protease         chr5:190  54.2111 225.827 294.192 507.891 433.14 186.464
GT Sense Sense 0.455 Comprom -0.455 Comprom 0.000 1.088 Detected 1.592 Detected 1.340 0.124 GT Sens contig217 contig217 BURP dom              TGCATCCcontig217 Solyc08g Solyc08g BURP domain-containing prote              contig217 Solyc08g BURP domain-conta               SL2.40ch AT3G61660.1  unknown   chr3:228  8.00403 5.07013 15.1424 15.1815 15.2496 18.1536
GT Sense Sense 0.509 Detected -0.509 Detected 0.000 1.426 Detected 2.099 Detected 1.763 0.102 GT Sens contig217 contig217 Resistanc               TTTATGGcontig217 Solyc05g Solyc05g Resistanc               GO:00458 GO:00458     contig217 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT5G113 DXPS3  DXPS3 (1        chr5:363  37.4163 22.0093 92.7246 144.227 86.8741 116.256
GT Sense Sense -0.140 Detected 0.140 Detected 0.000 4.946 Detected 2.779 Detected 3.862 0.072 GT Sens contig218 contig218 N-acetyltr             CTGTTGGcontig218 Solyc00g Solyc00g N-acetyltr             GO:00081 GO:00081  contig218 Solyc00g N-acetyltr              GO:00081 SL2.40ch AT4G16563.1  aspartyl     chr4:932  15.8561 22.9345 113.18 151.267 662.319 123.729
GT Sense Sense -0.284 Detected 0.284 Detected 0.000 0.956 Detected 1.679 Detected 1.318 0.103 GT Sens contig218 contig218 Cell numb                  TTTTTAT contig218 Solyc08g Solyc08g Cell number regulator 1 (AHRD               contig218 Solyc08g013920.2.1 AT4G147 IQD19  IQD19 (IQ      chr4:847  15.7181 27.7467 38.8984 35.183 45.6246 63.2461
GT Sense Sense 0.040 Comprom -0.040 Comprom 0.000 1.660 Detected 2.059 Detected 1.859 0.012 GT Sens contig218 contig218 Unknown             CCCCCATcontig218 Solyc02g Solyc02g Unknown             GO:00062 GO:00062  contig218 Solyc02g Unknown              GO:00062 SL2.40ch AT4G355 MLH3, AT   MLH3 (M            chr4:168  4.69008 5.28031 16.9426 15.6483 17.7108 19.6068
GT Sense Sense 0.319 Comprom -0.319 Comprom 0.000 0.986 Detected 1.829 Detected 1.407 0.117 GT Sens contig219 contig219 Chromos                    ATGCCCTcontig219 Solyc09g Solyc09g Chromosome 14 open reading                 contig219 Solyc09g Chromosome 14 op                   SL2.40ch AT5G35970.1  DNA-bind     chr5:141  6.68237 5.11102 11.7102 17.075 13.0407 19.6279
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 1.872 Detected 1.904 Detected 1.888 0.000 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  53.0805 60.7908 130.37 154.155 234.29 201.053
GT Sense Sense 0.581 Comprom -0.581 Comprom 0.000 0.832 Detected 1.306 Detected 1.069 0.230 GT Sens contig220 contig220 Pentatrico               GATCTGCcontig220 Solyc11g Solyc11g Pentatricopeptide repeat-conta               contig220 Solyc11g Pentatricopeptide re               SL2.40ch AT1G74630.1  pentatric      chr1:280  7.70611 4.10084 6.47837 10.8011 11.2736 13.141
GT Sense Sense 0.157 Comprom -0.157 Comprom 0.000 1.339 Detected 2.485 Detected 1.912 0.084 GT Sens contig220 contig220 Mutator-li               GACGGG contig220 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig220 Solyc01g Mate efflu                   GO:00052 SL2.40ch AT5G662 CPK28  CPK28; A                    chr5:264  3.66411 3.50954 2.10428 4.14777 10.2208 18.9885
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 1.073 Detected 1.012 Detected 1.043 0.043 GT Sens contig220 contig220 Calmodul               AGATCCTcontig220 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055   contig220 Solyc03g Calmodul                GO:00055 SL2.40ch AT1G18210.2  calcium-b     chr1:626  16906.3 14781.5 35267.9 26020.1 37467.5 30150.8
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 1.618 Detected 1.085 Detected 1.352 0.038 GT Sens contig220 contig220 RING fing                GGGTCA contig220 Solyc10g Solyc10g RING fing                GO:00082 GO:00082   contig220 Solyc10g RING fing                 GO:00082 SL2.40ch AT3G09770.1  zinc finge        chr3:299  72.8748 82.2513 140 98.4724 267.779 155.28
GT Sense Sense 0.867 Detected -0.867 Detected 0.000 1.390 Detected 1.207 Detected 1.298 0.275 GT Sens contig220 contig220 Heat stres                  AAGGAAAcontig220 Solyc02g Solyc02g Heat stres                  GO:00056 GO:00056      contig220 Solyc02g Heat stres                   GO:00037 SL2.40ch AT5G620 AT-HSFB2    AT-HSFB        chr5:249  183.094 65.5037 268.692 202.729 323.227 239.032
GT Sense Sense 0.386 Comprom -0.386 Comprom 0.000 1.397 Detected 1.838 Detected 1.618 0.068 GT Sens contig221 contig221 Leucine-r                  ACTTATC contig221 Solyc04g Solyc04g Leucine-r                  GO:00055 GO:00055       contig221 Solyc04g LRR rece    GO:00046 SL2.40ch AT3G23360.1  protein p        chr3:835  5.79276 4.03991 10.294 14.0214 14.3551 16.3502
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 1.755 Detected 2.280 Detected 2.018 0.018 GT Sens contig221 contig221 Unknown   ATTAGAT contig221 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig221 Solyc11g Unknown            GO:00056 SL2.40ch AT4G18870.1  heat sho       chr4:103  83.747 87.9413 252.762 282.759 326.378 394.002
GT Sense Sense 0.368 Comprom -0.368 Comprom 0.000 0.848 Detected 1.197 Detected 1.023 0.129 GT Sens contig221 contig221 Cold shoc               TATTAGAcontig221 Solyc01g Solyc01g Cold shoc               GO:00055 GO:00055      contig221 Solyc01g Cold shoc                GO:00305 SL2.40ch AT5G59950.4  RNA and      chr5:241  7.98243 5.7048 10.9465 12.4812 13.6832 14.629
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 3.539 Detected 1.608 Detected 2.573 0.120 GT Sens contig222 contig222 Pectinest             TCAACTT contig222 Solyc03g Solyc03g Pectinest             GO:00305 GO:00305  contig222 Solyc03g Pectinest              GO:00305 SL2.40ch AT5G35230.1  unknown   chr5:134  51.0231 76.8882 377.531 137.572 820.197 180.467
GT Sense Sense -0.372 Comprom 0.372 Comprom 0.000 1.071 Detected 2.697 Detected 1.884 0.170 GT Sens contig222 contig222 D-isomer                   GCAGATAcontig222 Solyc03g Solyc03g D-isomer                   GO:00081 GO:00081  contig222 Solyc03g D-isomer                    GO:00081 SL2.40ch AT1G79870.1  oxidored     chr1:300  2.97458 5.93026 3.55353 6.25862 9.94251 25.7426
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 1.243 Detected 2.053 Detected 1.648 0.079 GT Sens contig222 contig222 Unknown   GGGAATGcontig222 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig222 Solyc05g Unknown Protein (A  SL2.40ch AT3G43850.1  unknown   chr3:157  18.8386 32.9569 88.0023 62.4231 66.4139 97.7711
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 2.415 Detected 0.850 Detected 1.633 0.190 GT Sens contig222 contig222 Gibberell                CTTAGGTcontig222 Solyc10g Solyc10g Gibberell                GO:00040 GO:00040   contig222 Solyc10g Gibberell                 GO:00040 SL2.40ch AT1G47480.1  hydrolas   chr1:174  82.1556 147.199 264.575 178.59 660.558 187.474
GT Sense Sense -0.388 Comprom 0.388 Comprom 0.000 2.587 Detected 2.858 Detected 2.723 0.022 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 2.55929 5.2207 24.5113 4.05578 24.7396 25.0643
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 1.348 Detected 1.410 Detected 1.379 0.015 GT Sens contig222 contig222 LRR rece                  AACGAACcontig222 Solyc11g Solyc11g LRR rece                  GO:00047 GO:00047       contig222 Solyc11g RLK, Rece          GO:00047 SL2.40ch AT5G37450.1  leucine-r        chr5:148  287.946 271.944 444.922 640.723 802.282 703.261
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 0.920 Detected 1.437 Detected 1.178 0.090 GT Sens contig222 contig222 Unknown   TCGATCAcontig222 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig222 Solyc06g Unknown Protein (A  SL2.40ch AT5G62510.1  F-box fam    chr5:250  38.7332 67.9555 107.988 91.1266 109.347 131.312
GT Sense Sense 0.387 Detected -0.387 Detected 0.000 1.873 Detected 0.924 Detected 1.398 0.150 GT Sens contig223 contig223 Unknown   TGGTTTAcontig223 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig223 Solyc07g Unknown Protein (A  SL2.40ch AT5G52550.1  unknown   chr5:213  4124.39 2870.46 9683.43 7722.43 14195.6 6171.51
GT Sense Sense 0.203 Comprom -0.203 Comprom 0.000 0.944 Detected 1.212 Detected 1.078 0.047 GT Sens contig223 contig223 Unknown   AGTTGAGcontig223 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig223 Solyc05g Unknown Protein (A  SL2.40ch AT3G05950.1  germin-li     chr3:178  6.33487 5.69368 4.8235 13.5918 13.0165 13.1532
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 1.946 Detected 0.870 Detected 1.408 0.137 GT Sens contig223 contig223 Unknown   GCAGGT contig223 Solyc12g Solyc12g Unknown Protein (AHRD V1);O contig223 Solyc06g DOMON d                 GO:00044 SL2.40ch AT3G19020.1  leucine-r          chr3:655  74.6658 65.0415 364.433 538.146 302.367 120.442
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 1.286 Detected 1.040 Detected 1.163 0.014 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  124.933 162.889 247.022 278.875 391.858 277.356
GT Sense Sense -0.149 Comprom 0.149 Comprom 0.000 1.483 Detected 2.877 Detected 2.180 0.092 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  3.70163 5.41764 15.2672 19.9395 14.1008 31.1036
GT Sense Sense -0.486 Detected 0.486 Detected 0.000 1.651 Detected 1.900 Detected 1.776 0.071 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 79.6702 186.055 243.239 148.53 430.772 429.718
GT Sense Sense -0.238 Detected 0.238 Detected 0.000 0.982 Detected 2.234 Detected 1.608 0.138 GT Sens contig224 contig224 Zinc finge       CAAGAGAcontig224 Solyc05g Solyc05g Zinc finger family protein (AHR    contig224 Solyc04g Ryanodin                GO:00082 SL2.40ch AT5G44590.1  unknown   chr5:179  17.9476 29.731 16.7821 32.5758 51.3959 102.739
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 0.805 Detected 1.259 Detected 1.032 0.100 GT Sens contig224 contig224 Zinc finge         AGAAAGTcontig224 Solyc00g Solyc00g Zinc finger CCCH domain-cont       contig224 Solyc00g Zinc finger CCCH do       SL2.40ch AT5G624 CDF1  CDF1 (CY              chr5:250  80.7026 65.9991 125.913 127.875 143.605 165.193
GT Sense Sense -0.143 Comprom 0.143 Comprom 0.000 1.739 Detected 2.351 Detected 2.045 0.026 GT Sens contig225 contig225 Cytochro                 AAGAAAGcontig225 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig225 Solyc01g Cytochro  GO:00198 SL2.40ch AT2G455 CYP704A   CYP704A               chr2:187  5.48317 7.95851 8.87524 3.5144 24.8422 31.8692
GT Sense Sense -0.258 Comprom 0.258 Comprom 0.000 1.363 Detected 2.393 Detected 1.878 0.083 GT Sens contig225 contig225 Unknown   TAAAAGCcontig225 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig225 Solyc04g Unknown Protein (A  SL2.40ch AT5G50540.1  unknown   chr5:205  2.7674 4.70871 7.2756 9.61682 10.4593 17.9231
GT Sense Sense 0.657 Detected -0.657 Detected 0.000 1.358 Detected 0.941 Detected 1.150 0.237 GT Sens contig226 contig226 Glutathio                GAATTGAcontig226 Solyc09g Solyc09g Glutathio                GO:00043 GO:00043   contig226 Solyc09g Glutathio                 GO:00043 SL2.40ch AT1G596 ATGSTU1   ATGSTU         chr1:219  128.239 61.4329 236.734 139.032 256.334 161.161
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 1.708 Detected 1.940 Detected 1.824 0.009 GT Sens contig226 contig226 Unknown   AGATTTT contig226 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig226 Solyc03g Unknown Protein (A  SL2.40ch AT4G25170.2  FUNCTIO                                     chr4:129  22.2374 31.8435 70.8521 49.8581 97.921 96.5708
GT Sense Sense 0.591 Detected -0.591 Detected 0.000 1.242 Detected 0.879 Detected 1.060 0.229 GT Sens contig226 contig226 Unknown              TTATCAGcontig226 Solyc10g Solyc10g Unknown              GO:00063 GO:00063    contig226 Solyc10g Unknown               GO:00063 SL2.40ch AT1G19490.1  bZIP tran      chr1:675  1816.09 952.413 2351.84 2024.91 3503.62 2287.28
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 1.419 Detected 2.336 Detected 1.877 0.057 GT Sens contig227 contig227 Transcrip                 AGTAGGAcontig227 Solyc00g Solyc00g Transcrip                 GO:00056 GO:00056 contig227 Solyc00g Transcrip                  GO:00056 SL2.40ch AT2G27660.1  DC1 dom    chr2:117  19.0525 26.0456 32.2807 55.4895 67.1082 106.31
GT Sense Sense 0.483 Comprom -0.483 Comprom 0.000 0.956 Detected 1.904 Detected 1.430 0.169 GT Sens contig227 contig227 Non-LTR                    CAGGAG contig227 Solyc01g Solyc01g Non-LTR retroelement reverse                   contig227 Solyc10g NADH-ubi                   GO:00160 SL2.40ch AT5G501 ATFRO8,   FRO8 (FE         chr5:204  6.85196 4.17688 11.2723 12.7827 11.6934 18.9346
GT Sense Sense -0.538 Comprom 0.538 Detected 0.000 1.324 Detected 2.206 Detected 1.765 0.127 GT Sens contig227 contig227 Unknown   GTATTTGcontig227 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig227 Solyc06g Unknown Protein (A  SL2.40ch AT5G66230.1  unknown   chr5:264  6.02135 15.1158 13.3368 13.5635 26.8978 41.6296
GT Sense Sense 0.202 Comprom -0.202 Comprom 0.000 1.854 Detected 2.246 Detected 2.050 0.018 GT Sens contig227 contig227 Unknown   GTCCAGTcontig227 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig227 Solyc03g Unknown Protein (A  SL2.40ch AT2G209 DGK5, AT   diacylgly     chr2:898  3.93919 3.54312 14.2316 15.877 15.2113 16.761
GT Sense Sense 0.877 Detected -0.877 Comprom 0.000 2.165 Detected 1.916 Detected 2.041 0.148 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  25.4971 9.00446 130.83 55.7639 76.5693 54.0714
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 1.715 Detected 0.888 Detected 1.301 0.096 GT Sens contig228 contig228 Glycine-r                   CGTCGG contig228 Solyc01g Solyc01g Glycine-r                   GO:00082 GO:00082     contig228 Solyc01g Glycine-r                    GO:00082 SL2.40ch AT2G216 ATGRP7,   CCR2 (CO                   chr2:926  499.145 494.4 1359.94 2379.73 1836.88 868.956
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 2.495 Detected 1.510 Detected 2.002 0.065 GT Sens contig228 contig228 Unknown   TCTCAAT contig228 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig228 Solyc03g Unknown Protein (A  SL2.40ch AT2G44760.1  unknown   chr2:184  100.959 88.9967 356.326 273.573 602.01 255.191
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.595 Detected 0.806 Detected 1.201 0.099 GT Sens contig228 contig228 Blight-ass                 CCGCGC contig228 Solyc08g Solyc08g Blight-associated protein P12               contig228 Solyc08g Blight-associated pr                 SL2.40ch AT1G011 GIF2  SSXT pro      chr1:725  706.614 728.111 2049.5 1414.57 2440.96 1185.77
GT Sense Sense 1.623 Detected -1.623 Comprom 0.000 1.450 Detected 2.438 Detected 1.944 0.370 GT Sens contig228 contig228 Histidine                   TCAATTC contig228 Solyc08g Solyc08g Histidine                   GO:00099 GO:00099       contig228 Solyc08g Histidine                    GO:00099 SL2.40ch AT2G269 CIPK3  CIPK3 (C            chr2:115  69.4395 8.71395 47.1232 43.965 75.7156 126.059
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 1.138 Detected 0.868 Detected 1.003 0.074 GT Sens contig229 contig229 Unknown   AAACTCCcontig229 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig229 Solyc05g Unknown Protein (A  SL2.40ch AT3G27330.1  zinc finge        chr3:101  1713.25 2906.02 3396.18 3324.53 5531.58 3849.43
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 1.892 Detected 1.185 Detected 1.538 0.063 GT Sens contig229 contig229 Myb fami                  ATGAACT contig229 Solyc06g Solyc06g Myb fami                  GO:0045449 contig229 Solyc06g Myb fami                   GO:00454 SL2.40ch AT5G45580.1  transcrip    chr5:184  98.4246 88.9211 168.62 108.816 391.004 201.061
GT Sense Sense -0.254 Detected 0.254 Detected 0.000 1.099 Detected 0.965 Detected 1.032 0.059 GT Sens contig230 contig230 Unknown   CAATAAA contig230 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig230 Solyc01g Peptidyl-p                  GO:00064 SL2.40ch AT4G348 ROC5, AT   ROC5 (RO        chr4:166  37.1893 62.9392 66.9778 69.9109 116.763 89.3258
GT Sense Sense 0.403 Detected -0.403 Detected 0.000 3.868 Detected 2.369 Detected 3.119 0.067 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  74.1791 50.5249 806.523 415.76 1006.82 299.096
GT Sense Sense -1.071 Comprom 1.071 Detected 0.000 2.468 Detected 1.620 Detected 2.044 0.218 GT Sens contig230 contig230 Os06g020                   ATCCTTCcontig230 Solyc07g Solyc07g Os06g0207500 protein (Fragm                  contig230 Solyc07g Os06g0207500 prote                   SL2.40ch AT2G30900.1  unknown   chr2:131  3.03312 15.9361 9.38823 7.64193 43.3292 20.2041
GT Sense Sense -0.207 Comprom 0.207 Comprom 0.000 1.142 Detected 3.302 Detected 2.222 0.181 GT Sens contig230 contig230 Unknown   CCTAAAAcontig230 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig230 Solyc07g Unknown Protein (A  SL2.40ch AT5G011 LAC10  LAC10 (la     chr5:723  4.10295 6.50425 2.19027 5.30031 12.8402 48.1638
GT Sense Sense 0.389 Detected -0.389 Detected 0.000 1.005 Detected 1.343 Detected 1.174 0.110 GT Sens contig230 contig230 Unknown   TAAGAAAcontig230 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig230 Solyc08g Unknown Protein (A  SL2.40ch AT5G11970.1  unknown   chr5:386  1516.96 1052.64 2482.41 2078.74 2857.69 3029.98
GT Sense Sense -0.290 Comprom 0.290 Comprom 0.000 1.309 Detected 2.012 Detected 1.660 0.068 GT Sens contig230 contig230 F-box fam              TTGTTGTcontig230 Solyc08g Solyc08g F-box family protein (AHRD V1           contig230 Solyc08g F-box family protein             SL2.40ch AT3G59300.1  unknown   chr3:219  2.95966 5.2641 4.07302 14.2161 11.0133 15.055
GT Sense Sense 0.307 Comprom -0.307 Comprom 0.000 0.916 Detected 1.748 Detected 1.332 0.123 GT Sens contig231 contig231 Unknown   GACCAGTcontig231 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig231 Solyc03g Unknown Protein (A  SL2.40ch AT3G47130.1 8.21611 6.38737 11.8185 12.9827 15.3993 23.0105
GT Sense Sense 0.373 Detected -0.373 Detected 0.000 0.867 Detected 1.322 Detected 1.094 0.129 GT Sens contig231 contig231 Outer me              CTGCTTAcontig231 Solyc12g Solyc12g Outer me              GO:00068 GO:00068 contig231 Solyc12g Outer me               GO:00054 SL2.40ch AT3G03520.1  phospho     chr3:837  1653.12 1173.48 1808.82 1201.83 2861.4 3291.92
GT Sense Sense 0.330 Comprom -0.330 Comprom 0.000 0.998 Detected 1.251 Detected 1.124 0.086 GT Sens contig231 contig231 Dof zinc f                AGAGGTAcontig231 Solyc02g Solyc02g Dof zinc f                GO:00037 GO:00037       contig231 Solyc02g Dof zinc f                 GO:00055 SL2.40ch AT5G66940.1  Dof-type      chr5:267  7.6273 5.74981 7.06046 12.4233 14.898 14.8979
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 1.696 Detected 0.898 Detected 1.297 0.148 GT Sens contig231 contig231 Receptor               AAATGGAcontig231 Solyc09g Solyc09g Receptor               GO:00055 GO:00055       contig231 Solyc09g Receptor   GO:00055 SL2.40ch AT3G23750.1  leucine-r           chr3:855  18.2 12.4661 37.9126 31.9017 54.9581 26.5391
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 1.840 Detected 1.044 Detected 1.442 0.096 GT Sens contig232 contig232 Hydroxyp      ATGCCATcontig232 Solyc03g Solyc03g Hydroxyproline-rich glycoprot     contig232 Solyc03g Hydroxyproline-rich     SL2.40ch AT5G276 ATALY1,   DNA bind      chr5:976  81.6884 141.612 139.779 184.918 433.818 209.706
GT Sense Sense 0.311 Detected -0.311 Detected 0.000 1.142 Detected 1.763 Detected 1.453 0.081 GT Sens contig232 contig232 Unknown   CCATTCAcontig232 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig232 Solyc11g Unknown Protein (A  SL2.40ch AT1G27660.1  ethylene     chr1:962  551.613 426.603 1037.54 924.375 1206.16 1556.86
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 1.077 Detected 1.392 Detected 1.234 0.075 GT Sens contig232 contig232 C2 domai                CCATTGTcontig232 Solyc02g Solyc02g C2 domain-containing protein               contig232 Solyc02g C2 domain-containin                 SL2.40ch AT3G17980.1  C2 doma    chr3:615  1427.77 1085.81 2497.45 2262.49 2958.51 3088.74
GT Sense Sense 0.230 Comprom -0.230 Comprom 0.000 2.538 Detected 2.516 Detected 2.527 0.008 GT Sens contig232 contig232 TIR-NBS d               CCCAGCGcontig232 Solyc07g Solyc07g TIR-NBS d               GO:00312 GO:00312   contig232 Solyc10g Peptidyl-p                  GO:00064 SL2.40ch AT3G59820.2  calcium-b     chr3:220  4.05784 3.51113 3.88279 2.88694 24.6969 20.4084
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 1.131 Detected 0.876 Detected 1.004 0.020 GT Sens contig232 contig232 Unknown   TCACATGcontig232 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig232 Solyc06g Unknown Protein (A  SL2.40ch AT2G40980.1  LOCATE                                                         chr2:171  13.5994 17.7348 33.2288 26.5018 38.3168 26.9494
GT Sense Sense 0.439 Comprom -0.439 Comprom 0.000 0.877 Detected 1.829 Detected 1.353 0.172 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  7.59173 4.9185 3.43674 3.40004 12.6412 20.5326
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 0.905 Detected 1.242 Detected 1.073 0.024 GT Sens contig233 contig233 1-AMINOC                 CTTTGACcontig233 Solyc11g Solyc11g 1-AMINOC                 GO:00164 GO:00164  contig233 Solyc11g 1-AMINOC                  GO:00164 SL2.40ch AT3G13610.1  oxidored       chr3:444  516.732 606.682 979.914 976.169 1180.68 1252.1
GT Sense Sense 0.289 Detected -0.289 Detected 0.000 2.035 Detected 1.392 Detected 1.713 0.058 GT Sens contig233 contig233 Ethylene                    TTCCAAT contig233 Solyc01g Solyc01g Ethylene                    GO:00037 GO:00037         contig233 Solyc01g Ethylene                     GO:00037 SL2.40ch AT3G167 RAP2.3, A    ATEBP (E                chr3:570  4972.73 3967.81 11517.7 8968.44 20504.9 11019.5
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 4.175 Detected 0.874 Detected 2.524 0.266 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  69.6197 86.595 669.154 305.498 1580.33 134.509
GT Sense Sense -0.224 Comprom 0.224 Comprom 0.000 1.771 Detected 2.318 Detected 2.045 0.029 GT Sens contig233 contig233 RRNA me              TTCTGAGcontig233 Solyc11g Solyc11g RRNA me              GO:00063 GO:00063  contig233 Solyc11g RRNA me               GO:00063 SL2.40ch AT4G38020.1  tRNA/rRN       chr4:178  3.49236 5.67493 13.5953 15.2264 17.1117 20.9951
GT Sense Sense 0.203 Comprom -0.203 Comprom 0.000 3.395 Detected 3.471 Detected 3.433 0.004 GT Sens contig234 contig234 Unknown   AATATCT contig234 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig234 Solyc01g Unknown Protein (A  SL2.40ch AT4G10930.1  unknown   chr4:670  10.381 9.33075 11.0303 12.1888 116.631 103.201
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 1.694 Detected 1.925 Detected 1.809 0.012 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  308.735 293.539 635.658 659.21 1096.9 1080.74
GT Sense Sense -0.137 Comprom 0.137 Comprom 0.000 1.205 Detected 2.048 Detected 1.627 0.067 GT Sens contig234 contig234 Unknown   TAGTTGAcontig234 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig234 Solyc02g Unknown Protein (A  SL2.40ch AT3G32040.1  geranylg             chr3:130  3.4711 4.99976 7.49388 13.3215 10.8188 16.2901
GT Sense Sense 0.200 Comprom -0.200 Comprom 0.000 1.422 Detected 2.280 Detected 1.851 0.060 GT Sens contig234 contig234 Proline-ri                 GTTTCTAcontig234 Solyc03g Solyc03g Proline-rich family protein (AH               contig234 Solyc03g Proline-rich family p                SL2.40ch AT2G158 MEE14  MEE14 (m       chr2:692  3.57346 3.22604 10.9166 7.65643 10.2521 15.5941
GT Sense Sense 0.108 Comprom -0.108 Comprom 0.000 2.026 Detected 2.766 Detected 2.396 0.025 GT Sens contig234 contig234 X1 (Fragm                ATCCATGcontig234 Solyc06g Solyc06g X1 (Fragment) (AHRD V1 ***- Q3             contig234 Solyc06g X1 (Fragment) (AHR                SL2.40ch AT2G37160.2  transduc          chr2:156  3.42936 3.51442 12.7092 6.05364 15.9322 22.3301
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.906 Detected 2.442 Detected 2.174 0.017 GT Sens contig235 contig235 Genomic          CATTGCAcontig235 Solyc04g Solyc04g Genomic DNA chromosome 5       contig235 Solyc04g Genomic DNA chrom         SL2.40ch AT5G42900.3  unknown   chr5:171  49.1898 51.148 105.994 79.486 211.689 257.79
GT Sense Sense -0.042 Comprom 0.042 Comprom 0.000 1.541 Detected 2.790 Detected 2.166 0.074 GT Sens contig235 contig235 cDNA clo                  GGGTTG contig235 Solyc07g Solyc07g cDNA clone J013074B07 full in                contig235 Solyc09g Mutator-like transpo               SL2.40ch AT3G15115.1  unknown   chr3:508  3.20401 4.04435 7.17075 19.6818 11.804 23.5405
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 0.834 Detected 1.380 Detected 1.107 0.056 GT Sens contig235 contig235 SRC2-like               AGTGTGCcontig235 Solyc01g Solyc01g SRC2-like protein (AHRD V1 ***             contig235 Solyc01g SRC2-like protein (A               SL2.40ch AT5G640 PI-4KBET    PI-4KBET         chr5:256  145.487 180.072 567.099 481.661 325.006 398.406
GT Sense Sense 0.634 Comprom -0.634 Comprom 0.000 1.589 Detected 2.414 Detected 2.002 0.118 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 5.91078 2.92321 8.86925 5.57776 14.0906 20.9463
GT Sense Sense 0.589 Detected -0.589 Detected 0.000 1.026 Detected 1.659 Detected 1.342 0.182 GT Sens contig236 contig236 Methionin               AAACCGTcontig236 Solyc00g Solyc00g Methionin               GO:00468 GO:00468   contig236 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 623.744 328.283 1873.92 1665.1 1038.07 1350.76
GT Sense Sense -0.803 Comprom 0.803 Comprom 0.000 1.070 Detected 2.660 Detected 1.865 0.241 GT Sens contig236 contig236 F-box fam              AGATTCT contig236 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig236 Solyc08g F-box fam               GO:00048 SL2.40ch AT2G40240.1  pentatric      chr2:168  2.41885 8.76687 8.89967 6.05516 10.8929 27.516
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 1.145 Detected 2.005 Detected 1.575 0.073 GT Sens contig237 contig237 GDSL est              CTAGATGcontig237 Solyc04g Solyc04g GDSL est              GO:00162 GO:00162    contig237 Solyc04g GDSL est               GO:00162 SL2.40ch AT1G539 GLIP5  GLIP5; ca    chr1:201  100.005 99.1048 209.338 205.22 248.05 377.773
GT Sense Sense -0.357 Comprom 0.357 Comprom 0.000 0.956 Detected 2.167 Detected 1.561 0.156 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 3.40792 6.65263 4.9508 5.32301 10.404 20.2207
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 1.289 Detected 1.217 Detected 1.253 0.006 GT Sens contig238 contig238 TIR-NBS-L                TGAACCAcontig238 Solyc01g Solyc01g TIR-NBS-L                GO:00312 GO:00312    contig238 Solyc01g Tir-nbs-lr   GO:00048 SL2.40ch AT2G42760.1  unknown   chr2:177  112.209 118.141 397.757 363.867 316.921 253.103
GT Sense Sense -0.391 Comprom 0.391 Comprom 0.000 1.147 Detected 2.227 Detected 1.687 0.127 GT Sens contig238 contig238 Unknown   GGGGAA contig238 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig238 Solyc02g Unknown Protein (A  SL2.40ch AT5G44230.1  pentatric      chr5:178  3.42173 7.00148 8.41907 5.32476 12.206 21.6643
GT Sense Sense 0.150 Comprom -0.150 Comprom 0.000 2.285 Detected 2.983 Detected 2.634 0.020 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  2.46517 2.38397 12.7612 10.5107 13.3105 18.1201
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 0.974 Detected 1.572 Detected 1.273 0.054 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  328.05 437.365 492.431 482.699 838.222 1064.69
GT Sense Sense 0.019 Comprom -0.019 Comprom 0.000 2.176 Detected 0.958 Detected 1.567 0.124 GT Sens contig239 contig239 Myb fami                  GGTCCTTcontig239 Solyc07g Solyc07g Myb fami                  GO:0045449 contig239 Solyc07g Myb fami                   GO:00454 SL2.40ch AT1G05360.1  unknown   chr1:156  9.65339 11.1868 17.0236 6.12471 52.8899 19.086
GT Sense Sense 0.757 Detected -0.757 Detected 0.000 2.483 Detected 1.160 Detected 1.821 0.212 GT Sens contig239 contig239 Ethylene                                TGCAATT contig239 Solyc09g Solyc09g Ethylene                                GO:00517 GO:00517   contig239 Solyc09g Ethylene                                    GO:00517 SL2.40ch AT3G045 EIN4  EIN4 (ET                chr3:123  58.3381 24.3129 94.4582 88.5649 237.153 79.557
GT Sense Sense -0.309 Comprom 0.309 Comprom 0.000 1.794 Detected 2.743 Detected 2.269 0.057 GT Sens contig239 contig239 Ethylene-                    ATGGCAAcontig239 Solyc08g Solyc08g Ethylene-                    GO:00165 GO:00165    contig239 Solyc08g Ethylene-                     GO:00165 SL2.40ch AT2G44940.1  AP2 dom       chr2:185  2.71192 4.95316 32.1567 42.3721 14.3153 23.2052
GT Sense Sense -0.664 Comprom 0.664 Detected 0.000 3.017 Detected 2.777 Detected 2.897 0.050 GT Sens contig239 contig239 Cytochro                 AATGCTCcontig239 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig239 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G229 ATCHX9,   ATCHX9;       chr5:766  7.16689 21.4226 707.61 25.1816 112.973 80.2994
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.298 Detected 0.985 Detected 1.142 0.018 GT Sens contig240 contig240 Calmodul               CCAAGCAcontig240 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055  contig240 Solyc03g Calmodul                GO:00055 SL2.40ch AT5G18520.1  LOCATE                                                                      chr5:614  325.825 379.928 898.388 749.602 974.416 658.673
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 2.056 Detected 2.750 Detected 2.403 0.041 GT Sens contig240 contig240 Mutator-li               TGTATCT contig240 Solyc04g Solyc04g Mutator-li               GO:00082 GO:00082   contig240 Solyc11g F-box family protein    SL2.40ch AT2G18938.1 82.6752 59.5585 178.917 99.1769 328.782 446.392
GT Sense Sense 0.254 Detected -0.254 Detected 0.000 2.074 Detected 1.827 Detected 1.951 0.020 GT Sens contig240 contig240 Dehydrog                 TTTGGAAcontig240 Solyc05g Solyc05g Dehydrog                 GO:00457 GO:00457   contig240 Solyc05g Dehydrog                  GO:00457 SL2.40ch AT2G46900.1  FUNCTIO                                                                  chr2:192  40.3126 33.7624 86.0339 57.0656 175.022 123.791



GT Sense Sense 0.415 Comprom -0.415 Comprom 0.000 1.869 Detected 3.376 Detected 2.622 0.093 GT Sens contig240 contig240 Collagen      CTAGTGCcontig240 Solyc07g Solyc07g Collagen alpha-1(IV) chain (AH    contig240 Solyc07g Collagen alpha-1(IV)     SL2.40ch AT3G60920.1  beige/BE     chr3:225  4.34208 2.90964 11.3361 3.4119 14.6273 34.8872
GT Sense Sense -0.316 Comprom 0.316 Comprom 0.000 2.434 Detected 2.679 Detected 2.556 0.017 GT Sens contig241 contig241 Unknown   AGCTCAAcontig241 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig241 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  2.49026 4.59137 10.31 2.11432 20.5847 20.4692
GT Sense Sense -0.078 Comprom 0.078 Comprom 0.000 5.379 Detected 2.761 Detected 4.070 0.090 GT Sens contig241 contig241 F-box fam              AATCGAAcontig241 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig241 Solyc08g F-box fam               GO:00048 SL2.40ch AT4G214 B160  B160; pro          chr4:114  2.4645 3.2692 2.13174 2.11836 133.079 18.1932
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.159 Detected 1.087 Detected 1.123 0.010 GT Sens contig241 contig241 Unknown   CAGAAAGcontig241 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig241 Solyc03g Mitochon                    GO:00154 SL2.40ch AT4G37420.1  unknown   chr4:175  549.193 756.518 1135.7 1316.07 1621.63 1294.53
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 1.289 Detected 1.857 Detected 1.573 0.034 GT Sens contig241 contig241 cDNA clo         TCTGATT contig241 Solyc10g Solyc10g cDNA clone J013057C16 full in      contig241 Solyc10g cDNA clone J013057        SL2.40ch AT3G20730.1  pentatric      chr3:724  451.186 474.643 949.272 991.127 1274.25 1584.9
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 0.855 Detected 1.409 Detected 1.132 0.085 GT Sens contig242 contig242 Sensitivit                  CCTTAAGcontig242 Solyc11g Solyc11g Sensitivity to red light reduced              contig242 Solyc11g Sensitivity to red lig                SL2.40ch AT5G542 ATM2, AT    ATM2 (AR       chr5:220  16.0857 14.1173 30.6871 27.8538 30.7116 37.8388
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.303 Detected 1.263 Detected 1.283 0.000 GT Sens contig242 contig242 YABBY-lik                  TCTACAAcontig242 Solyc06g Solyc06g YABBY-lik                  GO:00037 GO:00037      contig242 Solyc06g YABBY-lik                   GO:00037 SL2.40ch AT1G084 YAB2  YAB2 (YA     chr1:267  191.476 232.832 322.747 290.443 586.965 479.262
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 1.094 Detected 1.710 Detected 1.402 0.079 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  271.046 477.509 709.471 803.557 865.085 1112.55
GT Sense Sense -0.065 Comprom 0.065 Comprom 0.000 0.901 Detected 2.247 Detected 1.574 0.145 GT Sens contig242 contig242 Unknown   CCCGGA contig242 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig242 Solyc05g Unknown Protein (A  SL2.40ch AT3G103 SDP6  SDP6 (SU      chr3:321  4.81812 6.27353 11.1144 10.7923 11.5656 24.6699
GT Sense Sense -0.173 Comprom 0.173 Comprom 0.000 1.625 Detected 3.761 Detected 2.693 0.131 GT Sens contig242 contig242 Unknown   AGGCAATcontig242 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig242 Solyc04g Unknown Protein (A  SL2.40ch AT4G34330.1  unknown   chr4:164  4.08095 6.17215 10.6629 9.23535 17.4375 64.3273
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 1.228 Detected 1.913 Detected 1.570 0.046 GT Sens contig243 contig243 Thioredo              CCACAAAcontig243 Solyc10g Solyc10g Thioredo              GO:00454 GO:00454   contig243 Solyc10g Thioredo               GO:00454 SL2.40ch AT5G066 WCRKC1  WCRKC1     chr5:206  868.877 950.856 1838.19 1691.33 2398.06 3235.68
GT Sense Sense 0.430 Detected -0.430 Detected 0.000 1.545 Detected 1.338 Detected 1.441 0.083 GT Sens contig243 contig243 Nuclear tr                    TTGATGAcontig243 Solyc01g Solyc01g Nuclear tr                    GO:00037 GO:00037       contig243 Solyc01g Nuclear tr                     GO:00037 SL2.40ch AT1G090 NF-YB4  NF-YB4 (         chr1:290  51.6055 33.8675 121.924 74.7693 137.445 99.9036
GT Sense Sense 0.018 Comprom -0.018 Comprom 0.000 1.401 Detected 2.552 Detected 1.977 0.075 GT Sens contig243 contig243 Non-LTR                  AATCCAAcontig243 Solyc07g Solyc07g Non-LTR reverse transcriptase                 contig243 Solyc04g Receptor   GO:00055 SL2.40ch AT4G318 PGR3  PGR3 (PR      chr4:154  3.73459 4.33704 3.94465 11.8981 11.9764 22.3223
GT Sense Sense -0.238 Comprom 0.238 Comprom 0.000 1.146 Detected 1.646 Detected 1.396 0.056 GT Sens contig244 contig244 DNA repa         ATGAGGAcontig244 Solyc05g Solyc05g DNA repair and recombination      contig244 Solyc05g DNA repair and reco       SL2.40ch AT2G28120.1  nodulin f    chr2:119  5.3569 8.87326 12.1112 15.6762 17.187 20.408
GT Sense Sense 0.536 Detected -0.536 Detected 0.000 1.517 Detected 1.200 Detected 1.358 0.136 GT Sens contig245 contig245 Basic hel              TTTCTCT contig245 Solyc09g Solyc09g Basic hel              GO:00037 GO:00037      contig245 Solyc09g Basic hel               GO:00037 SL2.40ch AT5G534 GLT1  GLT1; gl     chr5:217  41.3877 23.4422 111.44 21.8645 100.4 67.6679
GT Sense Sense 0.238 Comprom -0.238 Comprom 0.000 2.197 Detected 2.878 Detected 2.538 0.026 GT Sens contig245 contig245 Unknown             AGGATTTcontig245 Solyc10g Solyc10g Unknown Protein (AHRD V1)%3            contig245 Solyc10g Unknown Protein (A             SL2.40ch AT5G129 CLE40  CLE40 (C         chr5:410  2.71578 2.32326 2.78881 3.0591 12.9776 17.4597
GT Sense Sense 0.324 Comprom -0.324 Comprom 0.000 1.859 Detected 1.528 Detected 1.694 0.043 GT Sens contig246 contig246 PVR3-like                  TATGCAAcontig246 Solyc03g Solyc03g PVR3-like                  GO:00082 GO:00082    contig246 Solyc03g PVR3-like                   GO:00082 SL2.40ch AT2G03750.1  sulfotran     chr2:114  6.55612 4.97897 17.4489 16.7767 23.3419 15.5825
GT Sense Sense 0.748 Detected -0.748 Detected 0.000 1.098 Detected 0.932 Detected 1.015 0.310 GT Sens contig246 contig246 Glutamate                   ATAACAA contig246 Solyc02g Solyc02g Glutamate                   GO:00052 GO:00052      contig246 Solyc02g Glutamate                    GO:00052 SL2.40ch AT5G39630.1  vesicle tr      chr5:158  1064.66 449.418 1468.26 1038.69 1668.28 1247.65
GT Sense Sense 0.049 Comprom -0.049 Comprom 0.000 1.245 Detected 2.143 Detected 1.694 0.064 GT Sens contig246 contig246 TNFR/CD2       GCCAAGTcontig246 Solyc04g Solyc04g TNFR/CD27/30/40/95 cysteine-      contig246 Solyc04g TNFR/CD27/30/40/95      SL2.40ch AT5G45520.1  unknown   chr5:184  3.6517 4.06293 9.23642 9.75817 10.2834 16.0848
GT Sense Sense -0.030 Comprom 0.030 Comprom 0.000 1.974 Detected 2.558 Detected 2.266 0.016 GT Sens contig247 contig247 Cytochro                 CAAGCAGcontig247 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig247 Solyc04g cytochrom  GO:00198 SL2.40ch AT4G153 CYP705A   CYP705A               chr4:876  2.64334 3.27842 63.4331 2.12697 13.0312 16.3879
GT Sense Sense 0.971 Comprom -0.971 Comprom 0.000 1.381 Detected 2.607 Detected 1.994 0.225 GT Sens contig247 contig247 F-box/LRR                ATTGTAAcontig247 Solyc04g Solyc04g F-box/LRR-repeat protein At5g               contig247 Solyc04g F-box/LRR-repeat pr                SL2.40ch AT3G542 CHR16, C      RGD3 (RO                  chr3:200  7.83602 2.4278 11.4699 13.7165 12.7924 25.1226
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 2.168 Detected 1.430 Detected 1.799 0.070 GT Sens contig247 contig247 Unknown   GAAGCTGcontig247 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig247 Solyc12g Unknown Protein (A  SL2.40ch AT3G20395.1 99.8292 73.9022 111.266 97.0384 434.687 218.849
GT Sense Sense 0.472 Detected -0.472 Detected 0.000 1.432 Detected 1.894 Detected 1.663 0.087 GT Sens contig248 contig248 Unknown   CATGGG contig248 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig248 Solyc08g Unknown Protein (A  SL2.40ch AT4G19840.1 98.5689 61.0152 173.631 140.857 235.704 272.544
GT Sense Sense -0.357 Comprom 0.357 Detected 0.000 0.869 Detected 1.470 Detected 1.169 0.129 GT Sens contig248 contig248 Mutator-li      TCGAAAAcontig248 Solyc05g Solyc05g Mutator-like transposase-like (    contig248 Solyc09g Mutator-li                GO:00082 SL2.40ch AT1G32140.1 6.50421 12.699 16.8879 22.2585 18.7016 23.798
GT Sense Sense -0.316 Comprom 0.316 Comprom 0.000 0.849 Detected 2.027 Detected 1.438 0.165 GT Sens contig248 contig248 Pentatrico               AAGACCCcontig248 Solyc03g Solyc03g Pentatrico               GO:00050 GO:00050    contig248 Solyc03g Pentatrico                GO:00045 SL2.40ch AT3G56550.1  pentatric      chr3:209  3.5907 6.62885 7.16069 12.7744 9.89611 18.805
GT Sense Sense -0.387 Comprom 0.387 Comprom 0.000 1.483 Detected 2.166 Detected 1.825 0.071 GT Sens contig248 contig248 Unknown              ATTCTTC contig248 Solyc02g Solyc02g Unknown              GO:0045449 contig248 Solyc02g Unknown               GO:00454 SL2.40ch AT4G38200.1  guanine      chr4:179  2.40173 4.88684 2.03688 3.67015 10.7885 14.5362
GT Sense Sense -0.132 Comprom 0.132 Comprom 0.000 1.579 Detected 1.599 Detected 1.589 0.007 GT Sens contig249 contig249 Lysine-sp                GGAATTCcontig249 Solyc08g Solyc08g Lysine-specific demethylase 3               contig249 Solyc08g Lysine-specific dem                SL2.40ch AT3G076 IBM1  IBM1 (inc             chr3:242  4.16534 5.958 4.85971 17.098 16.7669 14.271
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 1.463 Detected 1.401 Detected 1.432 0.007 GT Sens contig249 contig249 NPR1-like             GTGTATTcontig249 Solyc10g Solyc10g NPR1-like             GO:00055 GO:00055  contig249 Solyc10g NPR1-like              GO:00055 SL2.40ch AT2G413 BOP2  BOP2 (BL       chr2:172  1607.41 2256.8 3368.95 3378.95 5915.34 4755.27
GT Sense Sense -0.315 Detected 0.315 Detected 0.000 1.550 Detected 2.048 Detected 1.799 0.046 GT Sens contig250 contig250 Blue copp             TGAAATT contig250 Solyc10g Solyc10g Blue copp             GO:00090 GO:00090      contig250 Solyc10g Blue copp              GO:00309 SL2.40ch AT5G48620.1  disease r       chr5:197  75.7403 139.49 192.101 142.764 338.969 402.036
GT Sense Sense 0.469 Comprom -0.469 Comprom 0.000 5.263 Detected 5.369 Detected 5.316 0.008 GT Sens contig250 contig250 Unknown   GAAAAAAcontig250 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig250 Solyc12g Unknown Protein (A  SL2.40ch AT3G30320.1  unknown   chr3:119  3.67183 2.282 45.2524 45.0119 125.22 113.1
GT Sense Sense 0.104 Comprom -0.104 Comprom 0.000 6.694 Detected 2.596 Detected 4.645 0.152 GT Sens contig250 contig250 Unknown   AACAAAA contig250 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig250 Solyc02g Unknown Protein (A  SL2.40ch AT5G47690.3  binding  chr5:193  2.78711 2.8719 5.91963 2.31975 329.912 16.1739
GT Sense Sense -0.408 Detected 0.408 Detected 0.000 1.642 Detected 0.919 Detected 1.280 0.143 GT Sens contig251 contig251 Light regu                TGTCTAT contig251 Solyc09g Solyc09g Light regulated protein-like pro               contig251 Solyc09g Light regulated prot                SL2.40ch AT3G267 CCL  CCL (CC   chr3:982  384.64 805.96 2808.85 1931.69 1957.98 995.158
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 1.703 Detected 1.895 Detected 1.799 0.004 GT Sens contig251 contig251 Movemen               GGATGC contig251 Solyc09g Solyc09g Movemen               GO:00068 GO:00068 contig251 Solyc09g015550.1.1 AT5G60430.2  antiporte     chr5:243  132.788 147.828 236.843 304.355 513.766 492.68
GT Sense Sense -0.340 Comprom 0.340 Detected 0.000 0.865 Detected 2.198 Detected 1.531 0.177 GT Sens contig251 contig251 Unknown   GCTGCTGcontig251 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig251 Solyc12g Unknown Protein (A  SL2.40ch AT5G18460.1  unknown   chr5:612  11.3361 21.6236 40.6656 46.2012 32.1242 67.9215
GT Sense Sense -0.657 Comprom 0.657 Detected 0.000 1.141 Detected 1.056 Detected 1.099 0.237 GT Sens contig252 contig252 Dehydrat                    GAACAGAcontig252 Solyc06g Solyc06g Dehydration-responsive family                   contig252 Solyc06g Dehydration-respon                     SL2.40ch AT1G31850.2  dehydrat     chr1:114  9.58137 28.3756 28.5076 37.2545 40.9633 32.4165
GT Sense Sense 0.379 Comprom -0.379 Comprom 0.000 0.885 Detected 2.913 Detected 1.899 0.222 GT Sens contig252 contig252 O-methylt              ATGATGGcontig252 Solyc10g Solyc10g O-methylt              GO:00337 GO:00337       contig252 Solyc10g O-methylt               GO:00307 SL2.40ch AT1G724 EDA25  EDA25 (e       chr1:272  5.72149 4.02921 3.86069 7.97392 9.98656 34.1889
GT Sense Sense 0.715 Comprom -0.715 Comprom 0.000 1.817 Detected 1.866 Detected 1.842 0.124 GT Sens contig252 contig252 Unknown   TATATTA contig252 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig252 Solyc05g Unknown Protein (A  SL2.40ch AT2G42450.1  lipase cla      chr2:176  7.35022 3.24717 12.1398 14.6102 19.3951 16.8422
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 1.367 Detected 1.494 Detected 1.431 0.003 GT Sens contig252 contig252 Unknown   GGCAGC contig252 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig252 Solyc06g Unknown Protein (A  SL2.40ch AT2G297 UGT71C1  UGT71C1              chr2:127  20.3072 22.5015 53.9281 49.5756 62.0969 56.9485
GT Sense Sense -0.433 Detected 0.433 Detected 0.000 1.460 Detected 1.449 Detected 1.454 0.078 GT Sens contig252 contig252 Glycosylt              CAAAGGCcontig252 Solyc05g Solyc05g Glycosylt              GO:00065 GO:00065 contig252 Solyc05g Glycosylt               GO:00167 SL2.40ch AT3G57880.1  C2 doma    chr3:214  85.317 185.219 266.483 167.708 389.608 324.414
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 4.728 Detected 1.647 Detected 3.188 0.176 GT Sens contig253 contig253 Histidine                 GTTGTCTcontig253 Solyc03g Solyc03g Histidine                 GO:00151 GO:00151           contig253 Solyc03g Histidine                  GO:00151 SL2.40ch AT5G407 LHT1  LHT1; am      chr5:163  13.795 20.7479 131.253 72.7999 504.969 50.114
GT Sense Sense 0.303 Comprom -0.303 Comprom 0.000 1.047 Detected 1.876 Detected 1.462 0.104 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  4.87925 3.81875 6.47373 3.91481 10.0502 14.9806
GT Sense Sense -0.115 Comprom 0.115 Detected 0.000 1.206 Detected 1.019 Detected 1.113 0.017 GT Sens contig253 contig253 Unknown   GTAAGAGcontig253 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig253 Solyc01g Unknown Protein (A  SL2.40ch AT5G63300.2  structura      chr5:253  10.6972 14.9455 25.6348 20.7014 32.8492 24.2359
GT Sense Sense 1.873 Detected -1.873 Comprom 0.000 0.940 Detected 2.112 Detected 1.526 0.518 GT Sens contig253 contig253 Multidrug                  ATTACAA contig253 Solyc08g Solyc08g Multidrug                  GO:00160 GO:00160  contig253 Solyc08g Multidrug                   GO:00052 SL2.40ch AT1G33080.2  MATE eff     chr1:119  34.2145 3.03445 49.4729 36.3023 22.0157 41.64
GT Sense Sense -1.350 Comprom 1.350 Detected 0.000 1.971 Detected 2.001 Detected 1.986 0.279 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  2.50011 19.346 12.505 9.82318 30.7216 26.3135
GT Sense Sense -0.169 Comprom 0.169 Detected 0.000 0.949 Detected 1.118 Detected 1.033 0.032 GT Sens contig254 contig254 Diacylgly                 ATTGTTCcontig254 Solyc01g Solyc01g Diacylglycerol O-acyltransfera                 contig254 Solyc01g Diacylglycerol O-acy                 SL2.40ch AT5G12420.1  unknown   chr5:402  11.0744 16.6694 38.3609 34.147 29.5448 27.8826
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 1.059 Detected 1.331 Detected 1.195 0.098 GT Sens contig254 contig254 F-box pro              TTGTCGCcontig254 Solyc07g Solyc07g F-box protein GID2 (AHRD V1 *           contig254 Solyc07g F-box protein GID2 (             SL2.40ch AT5G43410.1  ethylene     chr5:174  99.1333 69.6553 332.624 315.268 195.007 197.615
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 1.031 Detected 1.699 Detected 1.365 0.067 GT Sens contig254 contig254 Ulp1 prote                    GTTCATGcontig254 Solyc02g Solyc02g Ulp1 prote                    GO:00065 GO:00065 contig254 Solyc01g Heteroge                     GO:00036 SL2.40ch AT2G256 MOT1  MOT1 (m            chr2:109  180.509 269.788 379.005 360.985 507.96 677.448
GT Sense Sense 0.717 Detected -0.717 Comprom 0.000 0.859 Detected 1.820 Detected 1.340 0.261 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  14.3527 6.32141 17.0858 22.2162 19.4645 31.8074
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 1.173 Detected 0.991 Detected 1.082 0.010 GT Sens contig254 contig254 Unknown   AGAGACGcontig254 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig254 Solyc01g Unknown Protein (A  SL2.40ch AT2G356 ATCSLA0      ATCSLA0            chr2:149  14.0495 15.4149 5.64691 5.99462 37.3724 27.6644
GT Sense Sense -0.585 Comprom 0.585 Detected 0.000 2.763 Detected 2.497 Detected 2.630 0.048 GT Sens contig255 contig255 Metal ion                 AGCACTTcontig255 Solyc02g Solyc02g Metal ion                 GO:00468 GO:00468       contig255 Solyc02g Metal ion                  GO:00468 SL2.40ch AT1G312 ZIP10  ZIP10 (ZIN             chr1:111  8.31271 22.2578 45.8607 36.705 103.981 72.5942
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 1.284 Detected 1.134 Detected 1.209 0.010 GT Sens contig255 contig255 Glucose t              TAAAGGAcontig255 Solyc02g Solyc02g Glucose t              GO:00155 GO:00155   contig255 Solyc02g Glucose t               GO:00155 SL2.40ch AT1G75220.1  integral m     chr1:282  15.6581 21.3314 31.364 45.1271 50.1235 37.9271
GT Sense Sense -0.938 Comprom 0.938 Detected 0.000 1.015 Detected 1.815 Detected 1.415 0.299 GT Sens contig256 contig256 Unknown   GAGAAGCcontig256 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig256 Solyc07g Unknown Protein (A  SL2.40ch AT1G563 CRT1  CRT1 (CA           chr1:210  4.50535 19.6816 22.7674 16.6043 21.4422 31.3326
GT Sense Sense 0.874 Comprom -0.874 Comprom 0.000 0.804 Detected 1.828 Detected 1.316 0.323 GT Sens contig256 contig256 Serine/thr                GCCTAGCcontig256 Solyc07g Solyc07g Serine/thr                GO:00064 GO:00064  contig256 Solyc07g Serine/thr                 GO:00064 SL2.40ch AT3G224 WNK2, ZIK   WNK2 (W         chr3:794  8.73317 3.09703 12.2465 17.5751 10.2287 17.453
GT Sense Sense 0.234 Comprom -0.234 Comprom 0.000 5.143 Detected 5.624 Detected 5.383 0.004 GT Sens contig256 contig256 1-aminoc                 TGACAACcontig256 Solyc09g Solyc09g 1-aminoc                 GO:00164 GO:00164    contig256 Solyc09g 1-aminoc                  GO:00098 SL2.40ch AT1G78550.1  oxidored       chr1:295  4.29064 3.69059 138.179 170.009 158.354 185.581
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 1.152 Detected 1.659 Detected 1.406 0.033 GT Sens contig256 contig256 LRR rece                 ATTATTC contig256 Solyc10g Solyc10g LRR rece                 GO:00055 GO:00055       contig256 Solyc12g TBC1 dom                GO:00056 SL2.40ch AT4G355 HMGB5, N     HMGB5 (                    chr4:168  3636.33 3946.2 6555.44 6911.44 9484.22 11313.2
GT Sense Sense 0.945 Detected -0.945 Comprom 0.000 0.820 Detected 1.547 Detected 1.184 0.363 GT Sens contig256 contig256 Unknown   CTTGTAGcontig256 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig256 Solyc02g Unknown Protein (A  SL2.40ch AT1G255 PFT1  PFT1 (PH         chr1:896  29.0463 9.33485 19.5728 20.5209 32.7577 45.4864
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.211 Detected 0.980 Detected 1.095 0.023 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  138.648 139.096 215.136 198.957 362.036 259.034
GT Sense Sense -1.610 Comprom 1.610 Detected 0.000 1.334 Detected 0.835 Detected 1.084 0.574 GT Sens contig257 contig257 WD-repea                  ATGTCAAcontig257 Solyc06g Solyc06g WD-repea                  GO:00048 GO:00048  contig257 Solyc06g WD-repea                   GO:00048 SL2.40ch AT5G138 FZR3  FZR3 (FIZ      chr5:446  2.51459 27.9045 19.7457 14.5816 23.786 14.126
GT Sense Sense 0.027 Comprom -0.027 Comprom 0.000 1.052 Detected 2.214 Detected 1.633 0.107 GT Sens contig257 contig257 MYB tran               TCATCACcontig257 Solyc05g Solyc05g MYB tran               GO:00036 GO:00036  contig257 Solyc05g MYB tran                GO:00036 SL2.40ch AT1G267 MYB117,   myb fam      chr1:927  3.86233 4.42929 2.51801 2.91962 9.6627 18.1465
GT Sense Sense 0.821 Detected -0.821 Detected 0.000 3.981 Detected 1.053 Detected 2.517 0.272 GT Sens contig258 contig258 Unknown   ATGGTGAcontig258 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig258 Solyc10g Unknown Protein (A  SL2.40ch AT5G10960.1  CCR4-NO       chr5:346  190.812 72.7503 630.466 168.489 2096.31 231.188
GT Sense Sense 0.214 Comprom -0.214 Comprom 0.000 1.039 Detected 2.195 Detected 1.617 0.120 GT Sens contig258 contig258 60S ribos                AATCAAA contig258 Solyc06g Solyc06g 60S ribos                GO:00058 GO:00058 contig258 Solyc06g 60S ribos                 GO:00058 SL2.40ch AT3G490 ATBBC1,    ATBBC1            chr3:181  6.66252 5.89498 8.69565 11.458 14.5059 27.1311
GT Sense Sense 0.476 Detected -0.476 Detected 0.000 1.266 Detected 1.314 Detected 1.290 0.114 GT Sens contig258 contig258 Unknown   CAAAGCAcontig258 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig258 Solyc08g Unknown Protein (A  SL2.40ch AT4G027 SULTR3;2  SULTR3;         chr4:118  14575.1 8965.82 18273.1 15317.9 30975.3 26867.8
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 1.138 Detected 1.105 Detected 1.122 0.001 GT Sens contig258 contig258 Unknown   TACTTCAcontig258 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig258 Solyc11g NAD(P)H-q                    GO:00081 SL2.40ch ATCG010 NDHI  Encodes         chrC:119  71.2928 88.7657 186.133 180.831 197.279 161.838
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 2.115 Detected 2.118 Detected 2.116 0.001 GT Sens contig259 contig259 HAT famil         ATGTTGTcontig259 Solyc07g Solyc07g HAT family dimerisation doma       contig259 Solyc04g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 51.2496 56.7721 169.3 173.248 263.204 221.373
GT Sense Sense -0.667 Comprom 0.667 Detected 0.000 1.035 Detected 1.180 Detected 1.108 0.240 GT Sens contig259 contig259 Zinc finge                    TTCATGCcontig259 Solyc03g Solyc03g Zinc finge                    GO:00037 GO:00037      contig259 Solyc03g Zinc finge                     GO:00037 SL2.40ch AT5G397 AtHB23  AtHB23 (A            chr5:159  4.07827 12.2383 6.39309 15.0104 16.3098 15.1371
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 0.846 Detected 1.214 Detected 1.030 0.037 GT Sens contig259 contig259 Meiosis 5    AAGAGGTcontig259 Solyc07g Solyc07g Meiosis 5 (AHRD V1 *-*- B6T5X contig259 Solyc07g Meiosis 5 (AHRD V1  SL2.40ch AT2G428 PDF1  PDF1 (PR     chr2:178  45.2838 47.797 152.487 55.6446 94.174 102.037
GT Sense Sense -0.729 Comprom 0.729 Detected 0.000 1.493 Detected 1.601 Detected 1.547 0.169 GT Sens contig260 contig260 Mitotic ch                  TGACTTGcontig260 Solyc06g Solyc06g Mitotic checkpoint serine/threo                  contig260 Solyc06g Mitotic checkpoint s                  SL2.40ch AT5G05510.1  protein k   chr5:163  5.18502 16.9586 15.9418 12.5767 29.7361 26.9053
GT Sense Sense -0.168 Comprom 0.168 Comprom 0.000 1.817 Detected 2.132 Detected 1.974 0.013 GT Sens contig260 contig260 Mutator-li                GTGCACTcontig260 Solyc10g Solyc10g Mutator-like transposase (AHR               contig260 Solyc08g Mutator-li                 GO:00082 SL2.40ch AT3G51120.1  DNA bind              chr3:189  3.69425 5.55319 14.0757 15.1738 17.9728 18.7731
GT Sense Sense 0.477 Detected -0.477 Detected 0.000 1.075 Detected 2.289 Detected 1.682 0.161 GT Sens contig260 contig260 UDP-gluc               TTTGCAAcontig260 Solyc10g Solyc10g UDP-gluc               GO:00081 GO:00081  contig260 Solyc10g UDP-gluc                GO:00081 SL2.40ch AT3G531 UGT73C7  UGT73C7          chr3:197  20.732 12.7434 49.886 40.5615 38.5848 75.0991
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 0.804 Detected 1.467 Detected 1.136 0.077 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  260.019 325.834 746.472 632.684 572.415 761.022
GT Sense Sense -0.386 Comprom 0.386 Comprom 0.000 2.221 Detected 2.559 Detected 2.390 0.030 GT Sens contig260 contig260 Unknown   CAATGCAcontig260 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig260 Solyc10g Unknown Protein (A  SL2.40ch AT5G01150.1  unknown   chr5:519  2.74192 5.57089 19.9113 11.1153 20.524 21.7808
GT Sense Sense 0.351 Detected -0.351 Detected 0.000 1.065 Detected 1.311 Detected 1.188 0.086 GT Sens contig260 contig260 Os03g029                   CGATAACcontig260 Solyc02g Solyc02g Os03g0291800 protein (Fragm                  contig260 Solyc02g Os03g0291800 prote                   SL2.40ch AT2G38320.1  unknown   chr2:160  168.964 123.639 360.254 325.443 340.591 339.045
GT Sense Sense -0.299 Detected 0.299 Detected 0.000 1.115 Detected 0.948 Detected 1.031 0.080 GT Sens contig261 contig261 Extracellu        CACCAGAcontig261 Solyc04g Solyc04g Extracellular ligand-gated ion c     contig261 Solyc04g Extracellular ligand-       SL2.40ch AT5G420 BIP  BIP2; AT    chr5:168  7051.09 12703.2 19656.3 19861.8 23084.1 17261.8
GT Sense Sense -0.667 Comprom 0.667 Comprom 0.000 0.943 Detected 2.046 Detected 1.494 0.226 GT Sens contig261 contig261 Unknown   GTTATTGcontig261 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig261 Solyc07g Unknown Protein (A  SL2.40ch AT3G287 ATHMG, S    ATHMG (         chr3:107  2.74596 8.24142 4.13525 6.704 10.2994 18.5699
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.285 Detected 2.069 Detected 1.677 0.053 GT Sens contig262 contig262 Unknown   GTGGTG contig262 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig262 Solyc12g049650.1.1 AT4G242 VEP1, AW   VEP1 (VE        chr4:125  36.9373 39.1055 135.051 167.212 104.342 150.75
GT Sense Sense -0.217 Comprom 0.217 Comprom 0.000 0.885 Detected 1.707 Detected 1.296 0.108 GT Sens contig262 contig262 Alcohol d                  GGAGATGcontig262 Solyc07g Solyc07g Alcohol d                  GO:00055 GO:00055      contig262 Solyc07g Alcohol d                   GO:00055 SL2.40ch AT4G187 AtRLP51  AtRLP51        chr4:103  4.46404 7.18415 7.1809 8.55312 11.7839 17.4814
GT Sense Sense -0.303 Detected 0.303 Detected 0.000 1.094 Detected 0.926 Detected 1.010 0.085 GT Sens contig263 contig263 Senescen              GATGAGAcontig263 Solyc11g Solyc11g Senescen              GO:00160 GO:00160   contig263 Solyc11g Senescen               GO:00160 SL2.40ch AT5G602 TET4  TET4 (TE   chr5:242  165.034 299.006 253.843 280.94 534.353 399.132
GT Sense Sense 0.962 Detected -0.962 Detected 0.000 2.717 Detected 1.329 Detected 2.023 0.230 GT Sens contig263 contig263 SCF E3 u                    TTTCGTCcontig263 Solyc07g Solyc07g SCF E3 u                    GO:00055 GO:00055    contig263 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT3G03030.1  F-box fam    chr3:682  7237.04 2271.37 10538.3 8821.13 30038.5 9631.58
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 1.664 Detected 0.891 Detected 1.277 0.101 GT Sens contig263 contig263 Unknown   ACCGTTAcontig263 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig263 Solyc11g Unknown Protein (A  SL2.40ch AT5G07810.1  SNF2 dom             chr5:249  2772.38 4403.61 8088.96 10687.3 12468.7 6124.97
GT Sense Sense -0.561 Comprom 0.561 Detected 0.000 1.179 Detected 1.431 Detected 1.305 0.151 GT Sens contig264 contig264 Hypotheti       AAGTTGTcontig264 Solyc10g Solyc10g Hypothetical chloroplast RF1 (    contig264 Solyc10g Hypothetical chloro      SL2.40ch AT4G04790.1  FUNCTIO                                                                          chr4:243  4.89148 12.6702 14.008 15.1566 20.0738 20.0737
GT Sense Sense -0.293 Comprom 0.293 Comprom 0.000 1.858 Detected 2.862 Detected 2.360 0.056 GT Sens contig265 contig265 Unknown   CGTGGA contig265 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig265 Solyc03g Unknown Protein (A  SL2.40ch AT3G11385.1  DC1 dom    chr3:356  2.42748 4.33715 2.71488 7.23699 13.2542 22.3117
GT Sense Sense 0.542 Comprom -0.542 Comprom 0.000 2.885 Detected 3.397 Detected 3.141 0.035 GT Sens contig266 contig266 Reverse t                  ATATGAAcontig266 Solyc06g Solyc06g Reverse t                  GO:00062 GO:00062   contig266 Solyc03g013430.1.1 AT1G10370.1 9.45975 5.31424 13.0201 13.971 58.9896 70.632
GT Sense Sense 0.753 Detected -0.753 Detected 0.000 0.842 Detected 1.507 Detected 1.175 0.290 GT Sens contig267 contig267 RING fing                AGGAGG contig267 Solyc01g Solyc01g RING fing                GO:00082 GO:00082   contig267 Solyc01g RING fing                 GO:00082 SL2.40ch AT1G72220.1  zinc finge        chr1:271  120.992 50.729 127.454 103.402 158.246 210.588
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 1.332 Detected 1.775 Detected 1.554 0.022 GT Sens contig267 contig267 Receptor                 AGTATGAcontig267 Solyc10g Solyc10g Receptor                 GO:00311 GO:00311  contig267 Solyc10g Receptor                  GO:00064 SL2.40ch AT1G56240.1 150.743 200.835 306.393 397.539 493.452 563.174
GT Sense Sense 0.235 Comprom -0.235 Comprom 0.000 1.387 Detected 2.887 Detected 2.137 0.113 GT Sens contig267 contig267 AT5g6678     AAGGAGAcontig267 Solyc02g Solyc02g AT5g66780/MUD21 2 (AHRD V   contig267 Solyc02g AT5g66780/MUD21     SL2.40ch AT5G66780.1  unknown   chr5:266  3.99826 3.43775 2.69804 3.64216 10.9222 25.9313
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 0.801 Detected 1.691 Detected 1.246 0.121 GT Sens contig267 contig267 Processiv               AGGATAGcontig267 Solyc07g Solyc07g Processiv               GO:00352 GO:00352    contig267 Solyc07g Processiv                GO:00352 SL2.40ch AT2G118 MGDC, M    MGDC; 1    chr2:474  611.605 929.956 1829.96 2076.49 1480.49 2303.16
GT Sense Sense -0.875 Comprom 0.875 Detected 0.000 2.104 Detected 1.547 Detected 1.825 0.185 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  3.97901 15.941 7.78112 3.53945 38.5638 22.0009
GT Sense Sense -0.091 Comprom 0.091 Comprom 0.000 1.355 Detected 2.307 Detected 1.831 0.064 GT Sens contig268 contig268 Os03g085                  GCTTCGTcontig268 Solyc08g Solyc08g Os03g0859900 protein (Fragm                 contig268 Solyc08g Os03g0859900 prote                  SL2.40ch AT3G128 PIE1, SRC    PIE1 (PHO                chr3:406  5.24016 7.0783 19.2647 12.5707 17.5441 28.4912
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 1.433 Detected 1.833 Detected 1.633 0.016 GT Sens contig268 contig268 Ankyrin r             CGTTGAAcontig268 Solyc10g Solyc10g Ankyrin r             GO:00051 GO:00051   contig268 Solyc10g Ankyrin r              GO:00051 SL2.40ch AT4G11670.1  FUNCTIO                                                                                    chr4:704  12.6 13.7589 14.7378 27.2671 40.0586 44.3576
GT Sense Sense -0.215 Comprom 0.215 Comprom 0.000 1.632 Detected 2.269 Detected 1.950 0.037 GT Sens contig268 contig268 Multidrug                 TTCCTCT contig268 Solyc00g Solyc00g Multidrug                 GO:00154 GO:00154      contig268 Solyc01g Phosphatidylglycero                SL2.40ch AT5G22020.1  strictosid      chr5:728  2.38189 3.81877 3.68036 3.4565 10.528 13.746
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 1.353 Detected 2.146 Detected 1.750 0.049 GT Sens contig269 contig269 Receptor                AAGGAAGcontig269 Solyc02g Solyc02g Receptor                GO:00064 GO:00064  contig269 Solyc02g Receptor                 GO:00064 SL2.40ch AT5G38240.1  serine/th      chr5:152  441.266 583.09 1900.07 1465.23 1459.45 2123.1
GT Sense Sense 0.369 Detected -0.369 Detected 0.000 1.126 Detected 1.801 Detected 1.464 0.100 GT Sens contig269 contig269 Glutaredo              AAACCCT contig269 Solyc05g Solyc05g Glutaredo              GO:00454 GO:00454   contig269 Solyc05g Glutaredo               GO:00454 SL2.40ch AT1G32415.1  pentatric      chr1:116  16.5209 11.7958 32.5546 31.2771 34.3205 45.9979
GT Sense Sense 0.066 Comprom -0.066 Comprom 0.000 2.696 Detected 3.463 Detected 3.080 0.016 GT Sens contig269 contig269 Homology                TTTTTTC contig269 Solyc09g Solyc09g Homology to unknown gene (A              contig269 Solyc07g Unknown Protein (A  SL2.40ch AT5G05210.2  nucleola     chr5:154  2.4169 2.62486 2.05253 2.08951 18.3922 26.2637
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 1.704 Detected 2.046 Detected 1.875 0.009 GT Sens contig269 contig269 RING fing                GATCAAT contig269 Solyc11g Solyc11g RING fing                GO:00082 GO:00082   contig269 Solyc11g RING fing                 GO:00082 SL2.40ch AT2G34010.1  unknown   chr2:143  603.781 680.279 1809.07 1854.21 2352.68 2502.35
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 1.263 Detected 0.969 Detected 1.116 0.033 GT Sens contig269 contig269 Zinc finge                    GGAGAATcontig269 Solyc02g Solyc02g Zinc finge                    GO:00037 GO:00037        contig269 Solyc02g Zinc finge                     GO:00165 SL2.40ch AT2G183 AtHB24  AtHB24 (A            chr2:797  132.065 192.162 255.093 252.228 430.785 294.81
GT Sense Sense -0.526 Comprom 0.526 Detected 0.000 1.995 Detected 1.338 Detected 1.667 0.115 GT Sens contig269 contig269 Formin 3            GTGTTAAcontig269 Solyc01g Solyc01g Formin 3            GO:00300 GO:00300   contig269 Solyc01g Formin 3             GO:00300 SL2.40ch AT3G05470.1  formin ho          chr3:157  9.01561 22.2418 23.9266 24.9911 63.5825 33.8578
GT Sense Sense 0.465 Comprom -0.465 Comprom 0.000 3.352 Detected 2.486 Detected 2.919 0.044 GT Sens contig270 contig270 Unknown            TCCACGTcontig270 Solyc05g Solyc05g Unknown            GO:00063 GO:00063    contig270 Solyc06g Endonuc                 GO:00340 SL2.40ch AT3G26550.1 3.57814 2.23698 2.15373 2.0951 32.5329 14.9848
GT Sense Sense 0.234 Comprom -0.234 Comprom 0.000 1.422 Detected 1.292 Detected 1.357 0.031 GT Sens contig270 contig270 Calmodul               GCAACCAcontig270 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055  contig270 Solyc03g Calmodul                GO:00055 SL2.40ch AT2G331 ATCSLD1    ATCSLD         chr2:140  7.76405 6.67925 15.6901 19.5329 21.7331 16.6783
GT Sense Sense -0.440 Comprom 0.440 Comprom 0.000 1.157 Detected 2.140 Detected 1.648 0.130 GT Sens contig270 contig270 Histone-ly             GTTGACCcontig270 Solyc03g Solyc03g Histone-ly             GO:00056 GO:00056   contig270 Solyc03g Histone-ly              GO:00420 SL2.40ch AT2G059 SDG11, S   SDG11 (S           chr2:225  3.74826 8.21114 9.05947 11.68 13.9318 23.1155
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 2.118 Detected 3.563 Detected 2.841 0.059 GT Sens contig271 contig271 Unknown   GATTATAcontig271 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig271 Solyc06g Unknown Protein (A  SL2.40ch AT1G65484.1  unknown   chr1:243  502.763 597.408 1453.65 1190.94 2679.76 6124.92
GT Sense Sense 0.151 Comprom -0.151 Comprom 0.000 2.634 Detected 3.867 Detected 3.250 0.036 GT Sens contig271 contig271 Unknown   GTACTTGcontig271 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig271 Solyc09g Unknown Protein (A  SL2.40ch AT5G23380.1  unknown   chr5:786  2.6714 2.58136 11.9908 14.4424 18.3608 36.226
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 1.753 Detected 1.491 Detected 1.622 0.014 GT Sens contig271 contig271 Polygalac                       AAAGGAAcontig271 Solyc12g Solyc12g Polygalac                       GO:00059 GO:00059   contig271 Solyc12g Polygalac                        GO:00059 SL2.40ch AT3G59850.1  polygalac       chr3:221  19.3818 18.8524 67.6289 61.9224 72.566 50.8057
GT Sense Sense -0.556 Comprom 0.556 Comprom 0.000 1.292 Detected 3.766 Detected 2.529 0.203 GT Sens contig272 contig272 MYB tran                 TGAAGTCcontig272 Solyc11g Solyc11g MYB tran                 GO:00036 GO:00036  contig272 Solyc10g Aluminum-activated                  SL2.40ch AT3G16280.1  DNA bind      chr3:551  2.90264 7.46735 4.83251 8.17436 12.8461 59.879
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 1.282 Detected 0.825 Detected 1.053 0.044 GT Sens contig272 contig272 MRNA clo                 AAAGTTT contig272 Solyc10g Solyc10g MRNA clone RAFL21-79-C21 (A                contig272 Solyc10g MRNA clone RAFL21                 SL2.40ch AT5G41390.2  FUNCTIO                                                                chr5:165  27.5767 32.4795 67.7199 43.8133 81.9652 50.1265
GT Sense Sense 0.168 Comprom -0.168 Comprom 0.000 1.903 Detected 2.708 Detected 2.305 0.034 GT Sens contig272 contig272 Retroviru           GCGATG contig272 Solyc00g Solyc00g Retrovirus-related Pol polypro         contig272 Solyc00g005160.1.1 AT2G37310.1  pentatric      chr2:156  2.35336 2.21887 4.97827 2.75402 9.62607 14.1145
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 1.463 Detected 1.050 Detected 1.256 0.039 GT Sens contig273 contig273 Zinc finge                AGCAAAT contig273 Solyc08g Solyc08g Zinc finge                GO:00037 GO:00037      contig273 Solyc08g Zinc finge                 GO:00037 SL2.40ch AT1G325 LOL1  LOL1 (LS        chr1:117  39.1549 57.2453 80.888 78.4126 146.997 92.6646
GT Sense Sense 0.300 Detected -0.300 Detected 0.000 0.980 Detected 1.152 Detected 1.066 0.076 GT Sens contig273 contig273 Unknown   CTACAAGcontig273 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig273 Solyc04g Unknown Protein (A  SL2.40ch AT5G23890.1  LOCATE                                                                         chr5:805  686.806 539.143 1129.84 684.638 1351.93 1278.9
GT Sense Sense -0.593 Comprom 0.593 Detected 0.000 0.877 Detected 1.463 Detected 1.170 0.219 GT Sens contig273 contig273 Pentatrico               TTTATGT contig273 Solyc05g Solyc05g Pentatrico               GO:00045 GO:00045  contig273 Solyc05g Pentatrico                GO:00045 SL2.40ch AT1G22830.2  pentatric      chr1:807  4.28195 11.5967 10.3388 17.8267 14.5809 18.3745
GT Sense Sense 0.371 Comprom -0.371 Comprom 0.000 1.918 Detected 2.815 Detected 2.367 0.055 GT Sens contig274 contig274 Ethylene-                    GTTCGCCcontig274 Solyc09g Solyc09g Ethylene-                    GO:00037 GO:00037           contig274 Solyc09g Ethylene-                     GO:00165 SL2.40ch AT2G312 ATERF15  ATERF15              chr2:133  3.15703 2.24799 11.5712 2.45959 11.3442 17.7234
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 2.073 Detected 1.288 Detected 1.680 0.064 GT Sens contig274 contig274 Urea activ                CTGAATGcontig274 Solyc08g Solyc08g Urea activ                GO:00152 GO:00152    contig274 Solyc08g Urea activ                 GO:00152 SL2.40ch AT5G453 ATDUR3,   sodium:s      chr5:183  22.823 36.6141 159.332 140.542 136.995 66.737
GT Sense Sense 0.606 Comprom -0.606 Comprom 0.000 1.855 Detected 2.282 Detected 2.068 0.084 GT Sens contig274 contig274 BOP/NPR              TCTCAAT contig274 Solyc05g Solyc05g BOP/NPR              GO:00055 GO:00055  contig274 Solyc10g NPR1-like              GO:00055 SL2.40ch AT3G571 BOP1  BOP1 (BL        chr3:211  4.32264 2.22289 3.76021 4.31189 12.6279 14.257
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 1.191 Detected 0.842 Detected 1.017 0.036 GT Sens contig275 contig275 Unknown   CACAAAT contig275 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig275 Solyc11g Unknown Protein (A  SL2.40ch AT5G17680.1  disease r       chr5:582  708.886 963.719 1902.43 1386.58 2126.19 1401.06
GT Sense Sense -0.262 Detected 0.262 Detected 0.000 2.036 Detected 1.509 Detected 1.773 0.041 GT Sens contig275 contig275 Cytochro                 CAGGAATcontig275 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198   contig275 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G610 CYP76C7  CYP76C7               chr3:225  15.1628 25.947 260.276 32.5189 91.6493 53.3857
GT Sense Sense 0.230 Comprom -0.230 Comprom 0.000 0.981 Detected 2.172 Detected 1.577 0.132 GT Sens contig275 contig275 CRABS C              TTCAATT contig275 Solyc08g Solyc08g CRABS C              GO:00037 GO:00037       contig275 Solyc08g CRABS C               GO:00055 SL2.40ch AT2G451 AFO, FIL,   AFO (ABN            chr2:186  7.36504 6.37305 14.4216 12.4529 15.2348 29.1924
GT Sense Sense 0.702 Detected -0.702 Detected 0.000 1.700 Detected 1.526 Detected 1.613 0.150 GT Sens contig276 contig276 Nudix hyd               GAAGAACcontig276 Solyc06g Solyc06g Nudix hyd               GO:00167 GO:00167  contig276 Solyc06g Nudix hyd                GO:00167 SL2.40ch AT1G148 atnudt18  atnudt18         chr1:512  67.9514 30.5662 117.439 68.7844 166.788 124.07
GT Sense Sense 0.983 Detected -0.983 Detected 0.000 1.534 Detected 1.075 Detected 1.305 0.325 GT Sens contig276 contig276 Unknown   TCTATAC contig276 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig276 Solyc01g Unknown Protein (A  SL2.40ch AT3G07920.1  translatio     chr3:252  638.526 194.612 888.558 394.466 1150.31 702.378
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.694 Detected 1.239 Detected 1.466 0.039 GT Sens contig276 contig276 Receptor                 GAAGTTGcontig276 Solyc12g Solyc12g Receptor                 GO:00055 GO:00055  contig276 Solyc12g Receptor   GO:00055 SL2.40ch AT5G204 EFR  EFR (EF-           chr5:692  276.758 253.283 915.96 817.052 965.09 590.786
GT Sense Sense 0.486 Detected -0.486 Detected 0.000 1.542 Detected 1.375 Detected 1.459 0.098 GT Sens contig277 contig277 Unknown   TTTACAGcontig277 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig277 Solyc02g Unknown Protein (A  SL2.40ch AT5G47730.1  SEC14 cy         chr5:193  289.477 175.679 526.869 365.672 739.845 553.004
GT Sense Sense 0.436 Detected -0.436 Detected 0.000 1.083 Detected 1.120 Detected 1.101 0.128 GT Sens contig277 contig277 S-recepto                 CAAACGTcontig277 Solyc07g Solyc07g S-recepto                 GO:00046 GO:00046    contig277 Solyc07g S-recepto                  GO:00046 SL2.40ch AT3G160 CES101  CES101 (                        chr3:543  252.227 164.02 466.669 294.631 485.352 417.886
GT Sense Sense -0.613 Detected 0.613 Detected 0.000 0.893 Detected 1.442 Detected 1.167 0.224 GT Sens contig277 contig277 Proteinas                   GTGCTG contig277 Solyc09g Solyc09g Proteinas                   GO:00096 GO:00096   contig277 Solyc09g Proteinas                    GO:00096 SL2.40ch AT2G364 AtGRF3  AtGRF3 (       chr2:152  1246.87 3472.2 2104.31 1368.32 4351.43 5344.67
GT Sense Sense -1.062 Comprom 1.062 Detected 0.000 1.854 Detected 1.652 Detected 1.753 0.242 GT Sens contig277 contig277 F-box fam      CTGAGG contig277 Solyc01g Solyc01g F-box family protein (AHRD V1  contig277 Solyc01g F-box family protein    SL2.40ch AT1G10780.1  F-box fam    chr1:359  2.84262 14.7571 4.55049 5.72055 26.3741 19.2401
GT Sense Sense -0.303 Comprom 0.303 Comprom 0.000 1.210 Detected 2.036 Detected 1.623 0.087 GT Sens contig277 contig277 Os11g024                 CTACTAAcontig277 Solyc01g Solyc01g Os11g024                 GO:00036 GO:00036   contig277 Solyc01g Os11g024                  GO:00036 SL2.40ch AT1G29460.1  auxin-res     chr1:103  4.24638 7.68972 11.5921 11.3539 14.895 22.155
GT Sense Sense 0.025 Comprom -0.025 Comprom 0.000 1.173 Detected 2.346 Detected 1.760 0.096 GT Sens contig277 contig277 B3 domai                GAGTTTGcontig277 Solyc01g Solyc01g B3 domai                GO:00063 GO:00063    contig277 Solyc01g B3 domai                 GO:00063 SL2.40ch AT3G017 TPLATE  TPLATE;   chr3:279  5.54113 6.37293 27.5621 11.525 15.0957 28.5715
GT Sense Sense 0.649 Detected -0.649 Detected 0.000 2.178 Detected 2.264 Detected 2.221 0.076 GT Sens contig278 contig278 Calcium-d                 TGCATCCcontig278 Solyc01g Solyc01g Calcium-d                 GO:00055 GO:00055   contig278 Solyc01g Calcium-d                  GO:00064 SL2.40ch AT1G760 CPK29  CPK29; A                     chr1:285  28.2156 13.6532 103.127 89.4772 100.08 89.1192
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 0.899 Detected 1.122 Detected 1.011 0.058 GT Sens contig279 contig279 Phytosulf             CATACTAcontig279 Solyc01g Solyc01g Phytosulf             GO:00055 GO:00055  contig279 Solyc01g Phytosulf              GO:00055 SL2.40ch AT4G377 ATPSK6  ATPSK6       chr4:177  51.29 44.512 119.426 92.2894 100.388 98.3624
GT Sense Sense 0.767 Detected -0.767 Detected 0.000 0.975 Detected 1.126 Detected 1.050 0.306 GT Sens contig279 contig279 Exocyst c                 GTGATCAcontig279 Solyc09g Solyc09g Exocyst c                 GO:00001 GO:00001  contig279 Solyc09g Exocyst c                  GO:00055 SL2.40ch AT3G095 ATEXO70   ATEXO70           chr3:292  1554.05 638.561 2675.34 1691.64 2205.74 2055.04
GT Sense Sense 1.104 Detected -1.104 Comprom 0.000 1.155 Detected 1.411 Detected 1.283 0.368 GT Sens contig279 contig279 Cytochro                 GAATTTGcontig279 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig279 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G572 CYP81F2  CYP81F2               chr5:231  16.9557 4.37034 12.017 28.1321 21.5911 21.6393
GT Sense Sense 1.067 Comprom -1.067 Comprom 0.000 1.914 Detected 1.986 Detected 1.950 0.209 GT Sens contig279 contig279 F-box fam              AAATGCT contig279 Solyc02g Solyc02g F-box family protein (AHRD V1           contig279 Solyc02g F-box family protein             SL2.40ch AT4G08280.1  FUNCTIO                                                                      chr4:523  9.35652 2.53596 12.7361 11.8294 20.6852 18.2448
GT Sense Sense -0.580 Comprom 0.580 Detected 0.000 1.776 Detected 1.943 Detected 1.859 0.087 GT Sens contig279 contig279 Fatty acid                 TTGGAGGcontig279 Solyc02g Solyc02g Fatty acid                 GO:00055 GO:00055      contig279 Solyc02g Fatty acid                  GO:00055 SL2.40ch AT4G208 FAH2, AT   FAH2 (FA          chr4:111  5.10388 13.572 9.44716 14.3583 32.1067 30.2601
GT Sense Sense 0.304 Detected -0.304 Detected 0.000 0.949 Detected 1.730 Detected 1.340 0.114 GT Sens contig279 contig279 Subtilisin               AACACTGcontig279 Solyc01g Solyc01g Subtilisin               GO:00065 GO:00065 contig279 Solyc01g Subtilisin                GO:00065 SL2.40ch AT4G18460.1  D-Tyr-tRN      chr4:101  19.9179 15.5634 16.1519 20.6104 38.2968 55.2141
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 1.246 Detected 1.397 Detected 1.322 0.017 GT Sens contig280 contig280 Unknown             AATTGGAcontig280 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3            contig280 Solyc02g Unknown Protein (A             SL2.40ch AT5G27220.1  protein tr    chr5:957  41.6978 61.5205 198.099 118.646 135.341 126.121
GT Sense Sense 0.789 Detected -0.789 Comprom 0.000 1.242 Detected 0.990 Detected 1.116 0.297 GT Sens contig281 contig281 Unknown          AAGTAAT contig281 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3         contig281 Solyc12g Unknown Protein (A          SL2.40ch AT5G01130.1 13.4061 5.34701 16.0885 12.4056 22.553 15.8955
GT Sense Sense -0.637 Comprom 0.637 Comprom 0.000 1.152 Detected 2.258 Detected 1.705 0.181 GT Sens contig281 contig281 Glutaredo               TGAAATGcontig281 Solyc09g Solyc09g Glutaredo               GO:00454 GO:00454   contig281 Solyc09g Glutaredo                GO:00454 SL2.40ch AT5G03870.1  glutaredo     chr5:103  2.53804 7.303 11.4557 2.21176 10.7755 19.4676
GT Sense Sense -0.783 Detected 0.783 Detected 0.000 0.961 Detected 1.635 Detected 1.298 0.267 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  1066.15 3757.55 2250.91 2772.34 4389.07 5879.36
GT Sense Sense -0.671 Comprom 0.671 Comprom 0.000 2.022 Detected 2.005 Detected 2.014 0.095 GT Sens contig282 contig282 F-box fam              TGGTAATcontig282 Solyc03g Solyc03g F-box family protein (AHRD V1           contig282 Solyc07g Voltage-g                  GO:00055 SL2.40ch AT5G66330.1  leucine-r      chr5:265  2.49749 7.53561 2.14985 5.24505 19.849 16.4663
GT Sense Sense 1.517 Detected -1.517 Comprom 0.000 2.853 Detected 4.001 Detected 3.427 0.169 GT Sens contig282 contig282 (-)-ent-kau                CAATGAAcontig282 Solyc03g Solyc03g (-)-ent-kau                GO:00081 GO:00081  contig282 Solyc03g (-)-ent-kau                 GO:00168 SL2.40ch AT3G16710.1  INVOLVE                                                                                     chr3:569  28.3108 4.11578 57.5352 41.1955 87.8298 163.419
GT Sense Sense 0.250 Comprom -0.250 Comprom 0.000 1.056 Detected 2.083 Detected 1.570 0.111 GT Sens contig283 contig283 mRNA clo      TCTCCACcontig283 Solyc06g Solyc06g mRNA clone RAFL25-03-G23 (A    contig283 Solyc06g mRNA clone RAFL25     SL2.40ch AT3G55080.2  SET dom    chr3:204  4.64121 3.90685 3.35476 2.80219 9.97201 17.0634
GT Sense Sense 0.079 Comprom -0.079 Comprom 0.000 1.874 Detected 1.178 Detected 1.526 0.051 GT Sens contig283 contig283 Homeobo                ACATTCGcontig283 Solyc08g Solyc08g Homeobo                GO:00435 GO:00435      contig283 Solyc08g Homeobo                 GO:00435 SL2.40ch AT4G174 HAT1  HAT1; DN       chr4:973  5.92003 6.31612 5.35444 5.54663 25.2473 13.0851
GT Sense Sense -0.228 Comprom 0.228 Comprom 0.000 1.958 Detected 2.370 Detected 2.164 0.020 GT Sens contig283 contig283 Nucleoso                   AAACTTT contig283 Solyc12g Solyc12g Nucleoso                   GO:00056 GO:00056 contig283 Solyc12g Nucleoso                    GO:00056 SL2.40ch AT4G36190.1  serine-ty    chr4:171  2.41473 3.94195 3.81492 2.10249 13.5033 15.0827
GT Sense Sense 0.187 Comprom -0.187 Comprom 0.000 2.496 Detected 2.163 Detected 2.330 0.011 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  5.62142 5.1621 15.4363 17.7994 34.2289 22.8154
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 2.065 Detected 1.166 Detected 1.616 0.075 GT Sens contig284 contig284 LOB dom                 GGTTTTTcontig284 Solyc03g Solyc03g LOB domain protein 1 (AHRD V              contig284 Solyc03g LOB domain protein                SL2.40ch AT5G630 LOB  LOB (LAT     chr5:253  70.6096 101.44 163.838 109.231 398.911 179.622
GT Sense Sense -0.470 Detected 0.470 Detected 0.000 1.972 Detected 1.471 Detected 1.721 0.084 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  13.8145 31.5692 210.801 311.964 92.2788 54.7431
GT Sense Sense -0.493 Comprom 0.493 Comprom 0.000 1.498 Detected 2.385 Detected 1.941 0.100 GT Sens contig284 contig284 Serine ca                TTCAAAA contig284 Solyc04g Solyc04g Serine ca                GO:00065 GO:00065   contig284 Solyc04g Serine ca                 GO:00167 SL2.40ch AT3G122 scpl17  scpl17 (s       chr3:389  2.5974 6.12415 15.2541 12.9333 12.6876 19.6941
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 3.291 Detected 1.806 Detected 2.548 0.080 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  159.379 248.954 542.493 368.734 2196.21 658.482
GT Sense Sense 0.747 Comprom -0.747 Comprom 0.000 0.931 Detected 1.842 Detected 1.386 0.254 GT Sens contig284 contig284 Helicase S            GATAAGAcontig284 Solyc03g Solyc03g Helicase S            GO:00055 GO:00055  contig284 Solyc03g Helicase S             GO:00055 SL2.40ch AT3G128 PIE1, SRC    PIE1 (PHO                chr3:406  12.1351 5.1322 14.4338 13.5317 16.9536 26.7438
GT Sense Sense -0.616 Comprom 0.616 Detected 0.000 1.475 Detected 2.198 Detected 1.836 0.124 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  4.56639 12.7653 12.4434 21.2452 23.9011 33.1254
GT Sense Sense -1.829 Comprom 1.829 Detected 0.000 2.345 Detected 4.668 Detected 3.506 0.247 GT Sens contig286 contig286 Unknown   TGAAAAT contig286 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig286 Solyc07g Unknown Protein (A  SL2.40ch AT3G24210.1  ankyrin r     chr3:875  2.37044 35.6382 2.0278 2.05426 52.6029 220.888
GT Sense Sense 0.166 Comprom -0.166 Comprom 0.000 1.302 Detected 3.274 Detected 2.288 0.149 GT Sens contig286 contig286 Disease r             AAAGGAGcontig286 Solyc04g Solyc04g Disease r             GO:00069 GO:00069  contig286 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT3G163 ATPDR1,   PDR1; AT         chr3:553  4.0118 3.79351 2.12327 3.19229 10.8383 35.6924
GT Sense Sense -0.030 Comprom 0.030 Comprom 0.000 1.146 Detected 2.481 Detected 1.813 0.113 GT Sens contig287 contig287 BCS1 pro      TTCCAACcontig287 Solyc03g Solyc03g BCS1 protein-like protein (AHR    contig287 Solyc03g BCS1 protein-like pr     SL2.40ch AT4G32190.1  centrome    chr4:155  7.19049 8.92856 25.481 27.882 19.9719 42.284
GT Sense Sense 0.054 Comprom -0.054 Comprom 0.000 1.662 Detected 2.322 Detected 1.992 0.027 GT Sens contig287 contig287 Transcrip                AATCCTCcontig287 Solyc08g Solyc08g Transcrip                GO:00037 GO:00037      contig287 Solyc08g Transcrip                 GO:00037 SL2.40ch AT4G340 DML3  DML3 (D       chr4:163  3.3266 3.67341 4.12104 4.87097 12.4605 16.5251
GT Sense Sense -0.423 Comprom 0.423 Comprom 0.000 2.151 Detected 2.549 Detected 2.350 0.037 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  2.43926 5.22338 10.7625 17.7041 17.8576 19.7556
GT Sense Sense 0.980 Detected -0.980 Detected 0.000 1.369 Detected 1.648 Detected 1.508 0.267 GT Sens contig288 contig288 Kinesin li               TACTTGGcontig288 Solyc02g Solyc02g Kinesin li               GO:00070 GO:00070  contig288 Solyc02g Kinesin li                GO:00070 SL2.40ch AT5G66310.1  kinesin m     chr5:264  2016.34 616.627 1516.06 1076.79 3243.56 3303.23
GT Sense Sense 0.273 Comprom -0.273 Comprom 0.000 1.502 Detected 2.741 Detected 2.122 0.088 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  4.48941 3.66064 20.0631 14.4864 12.9371 25.6251
GT Sense Sense 0.685 Comprom -0.685 Comprom 0.000 1.355 Detected 1.996 Detected 1.676 0.157 GT Sens contig289 contig289 Unknown   CAAATTT contig289 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig289 Solyc02g Unknown Protein (A  SL2.40ch AT5G459 WOX8, ST   WOX8 (W           chr5:186  6.25513 2.88092 2.44319 4.472 12.2322 16.0127
GT Sense Sense 0.521 Comprom -0.521 Comprom 0.000 1.464 Detected 2.647 Detected 2.055 0.121 GT Sens contig289 contig289 GEX1 (Fra     ACACAAGcontig289 Solyc11g Solyc11g GEX1 (Fragment) (AHRD V1 ***  contig289 Solyc11g GEX1 (Fragment) (A    SL2.40ch AT1G14410.1 5.83892 3.37602 5.84464 6.02193 13.793 26.2933
GT Sense Sense 0.396 Comprom -0.396 Comprom 0.000 1.005 Detected 2.717 Detected 1.861 0.187 GT Sens contig289 contig289 Non-LTR                   AGAGAGTcontig289 Solyc09g Solyc09g Non-LTR                   GO:00036 GO:00036   contig289 Solyc12g Beige/BE                GO:00064 SL2.40ch AT1G52630.2  unknown   chr1:196  5.84958 4.01936 3.62484 3.92063 10.9614 30.1509
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 1.095 Detected 1.144 Detected 1.120 0.003 GT Sens contig290 contig290 Beta-gluc                CTTGGTCcontig290 Solyc03g Solyc03g Beta-gluc                GO:00059 GO:00059     contig290 Solyc03g Beta-gluc                 GO:00043 SL2.40ch AT4G217 BGLU47  BGLU47            chr4:115  45.9143 59.534 69.8856 108.736 125.789 109.268
GT Sense Sense 1.497 Detected -1.497 Comprom 0.000 1.266 Detected 1.116 Detected 1.191 0.510 GT Sens contig290 contig290 Unknown   GAATGTCcontig290 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig290 Solyc04g Unknown Protein (A  SL2.40ch AT4G22285.1  ubiquitin      chr4:117  17.835 2.66346 14.4575 7.13739 18.6721 14.126
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 3.012 Detected 3.119 Detected 3.066 0.002 GT Sens contig290 contig290 Unknown   CATTTAC contig290 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig290 Solyc01g Transport protein p       SL2.40ch AT5G439 MYA2, AT     MYA2 (AR              chr5:176  18.4989 18.205 74.0208 82.3234 166.734 150.774
GT Sense Sense 0.360 Comprom -0.360 Comprom 0.000 0.842 Detected 1.787 Detected 1.315 0.157 GT Sens contig290 contig290 Unknown   TATCCTAcontig290 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig290 Solyc05g Unknown Protein (A  SL2.40ch AT4G344 CHB3, AT   CHB3; DN          chr4:164  10.5019 7.59032 5.203 4.71617 18.0341 29.132
GT Sense Sense -0.349 Detected 0.349 Detected 0.000 2.160 Detected 0.883 Detected 1.522 0.172 GT Sens contig290 contig290 Uncharac               CCCTTGTcontig290 Solyc01g Solyc01g Uncharac               GO:00081 GO:00081  contig290 Solyc01g Uncharac                GO:00081 SL2.40ch AT2G47130.1  short-cha       chr2:193  128.052 247.241 532.715 559.634 895.908 310.307
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 2.768 Detected 1.854 Detected 2.311 0.050 GT Sens contig291 contig291 Unknown   TCATTGAcontig291 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig291 Solyc05g Unknown Protein (A  SL2.40ch AT2G05360.1  FUNCTIO                                                           chr2:195  41.4744 33.5553 117.997 97.0014 286.224 127.482
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 2.640 Detected 0.814 Detected 1.727 0.207 GT Sens contig291 contig291 Cytochro                 CTTAATT contig291 Solyc02g Solyc02g Cytochro                 GO:00200 GO:00200     contig291 Solyc02g Cytochro  GO:00100 SL2.40ch AT3G506 DWF4, CY      DWF4 (DW       chr3:188  21.7585 19.0503 73.7506 47.0945 142.981 33.8501
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 0.832 Detected 1.757 Detected 1.294 0.154 GT Sens contig293 contig293 Erythrocy        TATTAGAcontig293 Solyc07g Solyc07g Erythrocyte membrane protein     contig293 Solyc07g Erythrocyte membra       SL2.40ch AT5G38810.1  F-box fam    chr5:155  2009.71 1482.99 4927.53 3577.08 3461.28 5517.47
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 2.676 Detected 2.633 Detected 2.654 0.000 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  41.0321 50.7987 158.508 182.093 328.772 267.696
GT Sense Sense 0.236 Comprom -0.236 Comprom 0.000 1.099 Detected 1.277 Detected 1.188 0.042 GT Sens contig293 contig293 AT5g4758     GCACAGAcontig293 Solyc08g Solyc08g AT5g47580/MNJ7 17 (AHRD V   contig293 Solyc08g AT5g47580/MNJ7 1     SL2.40ch AT5G502 EMB1006  EMB1006     chr5:204  8.47733 7.27379 12.484 14.3056 18.9546 17.9972
GT Sense Sense 0.521 Detected -0.521 Detected 0.000 2.700 Detected 1.435 Detected 2.067 0.128 GT Sens contig293 contig293 Peptide m                  TTATAGAcontig293 Solyc03g Solyc03g Peptide m                  GO:00081 GO:00081     contig293 Solyc03g Peptide m                   GO:00081 SL2.40ch AT5G616 PMSR1, A   PMSR1 (P                   chr5:247  8564.9 4950.59 38478.6 13297.1 47668.6 16644
GT Sense Sense 0.462 Comprom -0.462 Comprom 0.000 1.181 Detected 1.945 Detected 1.563 0.121 GT Sens contig294 contig294 Nucleored                    TTATACGcontig294 Solyc05g Solyc05g Nucleored                    GO:00047 GO:00047    contig294 Solyc05g Nucleored                     GO:00047 SL2.40ch AT5G196 ATSBT6.1     S1P (SIT       chr5:664  6.15916 3.86525 7.94505 8.4031 12.46 17.7682
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 1.267 Detected 1.491 Detected 1.379 0.017 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  1502.63 1466.61 6266.28 6349.98 4023.23 3944.3
GT Sense Sense -0.717 Comprom 0.717 Detected 0.000 2.349 Detected 1.109 Detected 1.729 0.210 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  6.71113 21.5858 36.2002 9.65874 69.0868 24.5493
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 1.376 Detected 0.995 Detected 1.185 0.030 GT Sens contig294 contig294 F-box pro              CTTGGAGcontig294 Solyc01g Solyc01g F-box pro              GO:00302 GO:00302  contig294 Solyc01g F-box pro               GO:00302 SL2.40ch AT2G023 AtPP2-B7  AtPP2-B7       chr2:610  551.667 580.014 2538.37 1525.23 1653.6 1065.98
GT Sense Sense 0.263 Detected -0.263 Detected 0.000 2.676 Detected 1.073 Detected 1.875 0.156 GT Sens contig294 contig294 ATP-bind                AATGACT contig294 Solyc09g Solyc09g ATP-bind                GO:00171 GO:00171         contig294 Solyc09g ATP-bind                 GO:00426 SL2.40ch AT2G299 PDR3, AT   PDR3 (PL             chr2:127  355.413 294.016 1135.11 862.074 2327.05 643.164
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 0.835 Detected 1.336 Detected 1.085 0.050 GT Sens contig294 contig294 COSII At2      TCCTATAcontig294 Solyc01g Solyc01g COSII At2g15890 (Fragment) (    contig294 Solyc01g COSII At2g15890 (F     SL2.40ch AT2G158 MEE14  MEE14 (m       chr2:692  15965.3 18166.9 30813 27173.7 34213.4 40640.3
GT Sense Sense 0.351 Detected -0.351 Detected 0.000 1.934 Detected 2.714 Detected 2.324 0.047 GT Sens contig295 contig295 UDP-gluc             TATCTAA contig295 Solyc07g Solyc07g UDP-gluc             GO:00800 GO:00800     contig295 Solyc07g UDP-gluc              GO:00150 SL2.40ch AT1G014 UGT72B3  UGT72B3            chr1:154  181.385 132.77 323.559 414.645 668.193 962.832
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 1.219 Detected 1.820 Detected 1.520 0.066 GT Sens contig295 contig295 Dihydrofl              CTGAAAAcontig295 Solyc10g Solyc10g Dihydrofl              GO:00166 GO:00166    contig295 Solyc10g Dihydrofl               GO:00166 SL2.40ch AT5G50840.2  INVOLVE                                                             chr5:206  17.8655 14.3868 39.6556 36.0774 42.0534 53.5396
GT Sense Sense 0.321 Comprom -0.321 Comprom 0.000 0.827 Detected 1.916 Detected 1.371 0.162 GT Sens contig295 contig295 Calmodul                ACTAGTAcontig295 Solyc08g Solyc08g Calmodulin binding protein (AH              contig295 Solyc08g Calmodulin binding               SL2.40ch AT3G493 iqd15  iqd15 (IQ      chr3:183  10.0405 7.66516 9.31683 12.5535 17.5293 31.3011
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 1.271 Detected 0.968 Detected 1.120 0.027 GT Sens contig295 contig295 Zinc finge                 GGTCTAAcontig295 Solyc12g Solyc12g Zinc finge                 GO:00056 GO:00056 contig295 Solyc12g Zinc finge                  GO:00056 SL2.40ch AT4G39070.1  zinc finge       chr4:182  53.4985 54.4072 132.39 81.2932 146.705 99.793
GT Sense Sense -0.230 Comprom 0.230 Detected 0.000 1.120 Detected 1.520 Detected 1.320 0.049 GT Sens contig296 contig296 HAT famil         TGAAATGcontig296 Solyc04g Solyc04g HAT family dimerisation doma       contig296 Solyc04g HAT family dimerisa        SL2.40ch AT1G60420.1  DC1 dom    chr1:222  9.23805 15.1217 19.265 18.8147 28.9296 32.0576
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 1.414 Detected 1.712 Detected 1.563 0.010 GT Sens contig296 contig296 Ethylene-                    TGATATGcontig296 Solyc12g Solyc12g Ethylene-                    GO:00063 GO:00063     contig296 Solyc12g Ethylene-                     GO:00036 SL2.40ch AT1G749 ORA47  ORA47; D       chr1:281  33.0971 36.5419 91.6874 43.1442 104.369 107.747
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 1.571 Detected 1.313 Detected 1.442 0.013 GT Sens contig296 contig296 Monooxy              TTATCTGcontig296 Solyc04g Solyc04g Monooxy              GO:00164 GO:00164  contig296 Solyc04g Monooxy               GO:00081 SL2.40ch AT2G229 SCPL13  serine-ty    chr2:977  780.751 1079.09 2996.05 2116.62 3072.92 2155.95
GT Sense Sense 0.379 Detected -0.379 Detected 0.000 1.224 Detected 1.150 Detected 1.187 0.089 GT Sens contig296 contig296 Monooxy               GGGGAA contig296 Solyc09g Solyc09g Monooxy               GO:00551 GO:00551  contig296 Solyc09g Monooxy                GO:00551 SL2.40ch AT3G14170.1  unknown   chr3:469  234.142 164.907 283.14 252.929 516.982 412.26
GT Sense Sense -0.391 Detected 0.391 Detected 0.000 1.024 Detected 1.126 Detected 1.075 0.113 GT Sens contig297 contig297 26S prote                  AGAGGC contig297 Solyc03g Solyc03g 26S prote                  GO:00171 GO:00171     contig297 Solyc03g 26S prote                   GO:00426 SL2.40ch AT2G18193.1  AAA-type     chr2:791  70.8074 145.029 137.737 143.48 232.167 209.071
GT Sense Sense 0.447 Detected -0.447 Detected 0.000 1.384 Detected 1.349 Detected 1.367 0.093 GT Sens contig297 contig297 Transpos      GGCTTATcontig297 Solyc04g Solyc04g Transposase (Fragment) (AHR    contig297 Solyc10g Transpos               GO:00063 SL2.40ch AT5G51180.2  unknown   chr5:207  24.9692 15.9934 23.7215 15.866 58.7706 48.1263
GT Sense Sense -0.344 Detected 0.344 Detected 0.000 1.679 Detected 1.183 Detected 1.431 0.078 GT Sens contig297 contig297 U-box dom               TCTGGAAcontig297 Solyc05g Solyc05g U-box dom               GO:00054 GO:00054   contig297 Solyc05g U-box dom                GO:00048 SL2.40ch AT3G59670.1  unknown   chr3:220  439.533 843.21 1993.86 1624.52 2195.81 1307.02
GT Sense Sense -0.308 Comprom 0.308 Comprom 0.000 1.052 Detected 2.243 Detected 1.647 0.133 GT Sens contig298 contig298 Unknown   ACGGGG contig298 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig298 Solyc02g094680.1.1 AT2G47390.1  serine-ty      chr2:194  5.39432 9.83807 7.45905 3.61906 17.0115 32.5955
GT Sense Sense 0.789 Detected -0.789 Comprom 0.000 1.455 Detected 1.822 Detected 1.639 0.180 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  15.6757 6.24997 30.1194 20.8948 30.5702 33.0951
GT Sense Sense -0.764 Detected 0.764 Detected 0.000 0.896 Detected 1.435 Detected 1.166 0.287 GT Sens contig298 contig298 Protein FA       GCTAATT contig298 Solyc03g Solyc03g Protein FAR1-RELATED SEQU      contig298 Solyc10g SEC14 cy                   GO:00052 SL2.40ch AT4G01510.1 417.157 1432.14 1037.63 3281.43 1620.44 1975.99
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 1.221 Detected 1.082 Detected 1.151 0.004 GT Sens contig299 contig299 Cell numb                  CTGTTTGcontig299 Solyc01g Solyc01g Cell number regulator 10 (AHR                contig299 Solyc01g Cell number regulat                  SL2.40ch AT3G18470.1  unknown   chr3:633  15681.6 19422.5 42716.4 30713.5 45821.1 34931.3
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 1.438 Detected 1.637 Detected 1.537 0.009 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  92.4214 95.0567 169.916 206.961 286.042 275.644
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 1.013 Detected 1.053 Detected 1.033 0.001 GT Sens contig300 contig300 Cinnamoy               GCCCACAcontig300 Solyc06g Solyc06g Cinnamoy               GO:00442 GO:00442     contig300 Solyc06g Cinnamoy                GO:00337 SL2.40ch AT4G14650.1  unknown   chr4:840  1090.13 1346.43 2501.52 2674.32 2754.16 2377.29
GT Sense Sense -0.398 Detected 0.398 Detected 0.000 0.841 Detected 1.875 Detected 1.358 0.173 GT Sens contig300 contig300 Mutator-li                CTCTTAAcontig300 Solyc01g Solyc01g Mutator-like transposase (AHR               contig300 Solyc06g Unknown                GO:00160 SL2.40ch AT2G269 CIPK3  CIPK3 (C            chr2:115  2113.7 4367.18 5173.73 8687.56 6132.76 10539
GT Sense Sense 0.225 Comprom -0.225 Comprom 0.000 2.033 Detected 2.628 Detected 2.331 0.025 GT Sens contig300 contig300 Dimethyla               CAAGAAAcontig300 Solyc06g Solyc06g Dimethylaniline monooxygena               contig300 Solyc06g Dimethylaniline mon               SL2.40ch AT1G62580.1  flavin-co          chr1:231  2.63661 2.29743 3.7717 2.73219 11.3465 14.39
GT Sense Sense -0.335 Detected 0.335 Detected 0.000 2.487 Detected 2.116 Detected 2.301 0.027 GT Sens contig300 contig300 Unknown   GTATTTT contig300 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig300 Solyc10g036650.1.1 AT4G31100.1  wall-asso     chr4:151  71.7393 135.866 207.424 310.392 623.284 404.737
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 1.074 Detected 1.183 Detected 1.129 0.020 GT Sens contig300 contig300 Genomic          AGTAAAT contig300 Solyc05g Solyc05g Genomic DNA chromosome 5       contig300 Solyc05g Genomic DNA chrom         SL2.40ch AT2G232 AtMYB70  AtMYB70           chr2:990  19.7467 19.0681 27.2252 28.7492 46.0273 41.6659
GT Sense Sense 0.414 Detected -0.414 Detected 0.000 2.896 Detected 2.052 Detected 2.474 0.053 GT Sens contig301 contig301 Unknown   TAAATTT contig301 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig301 Solyc02g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 1053.7 706.879 6159.45 2298 7237.62 3384.17
GT Sense Sense 0.521 Comprom -0.521 Comprom 0.000 1.647 Detected 1.617 Detected 1.632 0.089 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  8.44327 4.87925 19.7405 24.8349 22.6438 18.6112
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.443 Detected 1.965 Detected 1.704 0.038 GT Sens contig301 contig301 Unknown   AATGGGAcontig301 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig301 Solyc07g Unknown Protein (A  SL2.40ch AT3G50180.1  unknown   chr3:186  15.1699 13.2932 110.358 32.7294 43.4809 52.4045
GT Sense Sense -0.574 Comprom 0.574 Comprom 0.000 0.996 Detected 4.987 Detected 2.992 0.286 GT Sens contig302 contig302 Receptor                 AAGGCCTcontig302 Solyc11g Solyc11g Receptor                 GO:00064 GO:00064  contig302 Solyc11g Receptor                  GO:00064 SL2.40ch AT1G212 WAK1, PR   WAK1 (C      chr1:743  3.15896 8.33191 5.98605 4.14172 11.5269 153.882
GT Sense Sense -0.148 Comprom 0.148 Comprom 0.000 1.022 Detected 2.845 Detected 1.933 0.171 GT Sens contig303 contig303 Unknown   AGAAGAAcontig303 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig303 Solyc02g Unknown Protein (A  SL2.40ch AT4G02800.1  unknown   chr4:125  3.51446 5.13918 3.2113 2.93291 9.72043 28.8671
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 1.104 Detected 1.219 Detected 1.161 0.014 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  35.1 49.6346 97.1164 107.245 101.032 91.8383
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 1.311 Detected 1.354 Detected 1.333 0.054 GT Sens contig303 contig303 BZip trans                CTGAAAAcontig303 Solyc02g Solyc02g BZip trans                GO:00063 GO:00063        contig303 Solyc02g BZip trans                 GO:00469 SL2.40ch AT4G049 ATALN  ATALN (A      chr4:252  204.11 155.741 418.58 297.98 498.436 431.041
GT Sense Sense -0.221 Comprom 0.221 Comprom 0.000 3.027 Detected 3.137 Detected 3.082 0.005 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  2.62876 4.25246 12.161 12.9287 30.7048 27.8089
GT Sense Sense 0.600 Comprom -0.600 Comprom 0.000 1.472 Detected 2.105 Detected 1.788 0.119 GT Sens contig304 contig304 Unknown   ATTACCT contig304 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig304 Solyc01g Unknown Protein (A  SL2.40ch AT5G54370.1  late embr        chr5:220  6.26485 3.24727 10.9568 8.09527 14.0908 18.344
GT Sense Sense 0.129 Comprom -0.129 Comprom 0.000 1.364 Detected 1.604 Detected 1.484 0.014 GT Sens contig305 contig305 Protein FA                 GATGGC contig305 Solyc05g Solyc05g Protein FAR1-RELATED SEQU                 contig305 Solyc05g Protein FAR1-RELAT                  SL2.40ch AT3G602 EIF4G, CU   EIF4G (E          chr3:222  5.79387 5.77157 14.0995 11.6782 16.7646 16.6234
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 2.081 Detected 2.105 Detected 2.093 0.003 GT Sens contig305 contig305 At5g2428       AGATTGAcontig305 Solyc03g Solyc03g At5g24280-like protein (Fragm     contig305 Solyc03g At5g24280-like prote      SL2.40ch AT2G16485.1  DNA bind              chr2:713  26.0905 36.4067 50.1512 70.6803 146.919 125.377
GT Sense Sense 1.181 Detected -1.181 Detected 0.000 1.687 Detected 1.951 Detected 1.819 0.265 GT Sens contig305 contig305 Hydroxyp      TAATCAGcontig305 Solyc12g Solyc12g Hydroxyproline-rich glycoprot     contig305 Solyc12g Hydroxyproline-rich     SL2.40ch AT2G26110.1  unknown   chr2:111  83.2834 19.292 42.2548 96.3014 145.382 146.531
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 0.865 Detected 1.278 Detected 1.072 0.040 GT Sens contig305 contig305 Phospho               AGTACAAcontig305 Solyc10g Solyc10g Phospho               GO:00046 GO:00046   contig305 Solyc10g Phospho                GO:00046 SL2.40ch AT4G118 PLDGAM   PLDGAM     chr4:711  13.4125 14.2634 7.54116 15.0608 28.3863 31.7072
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.254 Detected 2.164 Detected 1.709 0.068 GT Sens contig306 contig306 Unknown   AAGGGTAcontig306 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig306 Solyc06g TO54-2 (Fragment) (    SL2.40ch AT3G48185.1  unknown   chr3:177  71.2482 71.5208 102.621 102.313 191.747 302.433
GT Sense Sense 0.617 Detected -0.617 Detected 0.000 0.987 Detected 1.078 Detected 1.033 0.237 GT Sens contig306 contig306 Zinc finge                GAGGGA contig306 Solyc11g Solyc11g Zinc finger protein CONSTANS               contig306 Solyc11g Zinc finger protein C               SL2.40ch AT5G59990.1  FUNCTIO                                                                               chr5:241  575.883 291.579 803.524 672.66 915.242 817.808
GT Sense Sense 0.446 Comprom -0.446 Comprom 0.000 1.005 Detected 1.028 Detected 1.016 0.150 GT Sens contig306 contig306 Organ-sp       AACATCT contig306 Solyc10g Solyc10g Organ-specific protein S2 (AHR    contig306 Solyc10g Organ-specific prote      SL2.40ch AT5G44320.1  eukaryot                 chr5:178  10.7488 6.89925 19.4564 13.7282 19.4666 16.5999
GT Sense Sense -0.608 Comprom 0.608 Detected 0.000 0.847 Detected 1.534 Detected 1.190 0.230 GT Sens contig307 contig307 NBS-codi                TTGGGATcontig307 Solyc05g Solyc05g NBS-codi                GO:00069 GO:00069  contig307 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT3G14460.1  disease r       chr3:485  4.39922 12.1599 5.21463 13.28 14.8153 20.0271
GT Sense Sense -0.368 Detected 0.368 Detected 0.000 0.894 Detected 1.149 Detected 1.022 0.119 GT Sens contig307 contig307 Nitrilase a       AATTCCAcontig307 Solyc03g Solyc03g Nitrilase associated protein-lik      contig307 Solyc03g Nitrilase associated      SL2.40ch AT5G156 SP1L4  SP1L4 (S   chr5:507  1780.59 3528.24 3409.27 3905.06 5248.64 5255.6
GT Sense Sense 0.031 Comprom -0.031 Comprom 0.000 1.394 Detected 2.395 Detected 1.894 0.063 GT Sens contig307 contig307 Genomic          AATGATGcontig307 Solyc02g Solyc02g Genomic DNA chromosome 3       contig307 Solyc02g Genomic DNA chrom         SL2.40ch AT4G26670.1  mitochon           chr4:134  4.79786 5.4715 14.6607 8.22679 15.1727 25.4724
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.400 Detected 0.922 Detected 1.161 0.044 GT Sens contig308 contig308 Lipase-lik               CAAATGCcontig308 Solyc00g Solyc00g Lipase-lik               GO:00066 GO:00066   contig308 Solyc00g Lipase-lik                GO:00066 SL2.40ch AT3G199 STP4, AT   STP4 (SU               chr3:693  13.7288 18.3447 33.4316 33.4431 47.178 28.4351
GT Sense Sense -0.068 Comprom 0.068 Comprom 0.000 3.674 Detected 3.093 Detected 3.384 0.008 GT Sens contig310 contig310 Os01g068       TCTCAACcontig310 Solyc03g Solyc03g Os01g0686000 protein (Fragm     contig310 Solyc03g Os01g0686000 prote      SL2.40ch AT3G50800.1  unknown   chr3:188  3.87468 5.06927 16.852 4.91944 63.7313 35.763
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 1.708 Detected 2.112 Detected 1.910 0.016 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  33.7964 33.4599 51.0276 38.7143 123.793 137.468
GT Sense Sense 0.467 Detected -0.467 Comprom 0.000 1.425 Detected 1.664 Detected 1.545 0.085 GT Sens contig310 contig310 MazG nuc                GGGTTTAcontig310 Solyc06g Solyc06g MazG nuc                GO:00474 GO:00474   contig310 Solyc06g MazG nuc                 GO:00474 SL2.40ch AT3G25400.1  FUNCTIO                                                                            chr3:921  13.1695 8.2098 29.525 37.7825 31.4512 31.1654
GT Sense Sense 0.751 Detected -0.751 Comprom 0.000 1.039 Detected 2.339 Detected 1.689 0.231 GT Sens contig310 contig310 Unknown   GTAGGAGcontig310 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig310 Solyc07g Unknown Protein (A  SL2.40ch AT3G22104.1 17.7305 7.45739 17.1211 14.7422 26.6225 55.0185
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.711 Detected 1.315 Detected 1.513 0.017 GT Sens contig311 contig311 ATP-bind                TGCATCAcontig311 Solyc08g Solyc08g ATP-bind                GO:00168 GO:00168    contig311 Solyc08g ATP-bind                 GO:00085 SL2.40ch AT2G299 PDR3, AT   PDR3 (PL             chr2:127  56.713 71.2526 199.592 97.625 234.398 149.559
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.052 Detected 1.087 Detected 1.069 0.006 GT Sens contig311 contig311 Zinc impo                 GAATCAGcontig311 Solyc08g Solyc08g Zinc impo                 GO:00515 GO:00515     contig311 Solyc08g Zinc impo                  GO:00084 SL2.40ch AT4G192 ATRLI2, R   ATRLI2; t   chr4:105  266.201 281.844 421.885 415.411 639.624 550.107
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 0.967 Detected 1.181 Detected 1.074 0.029 GT Sens contig311 contig311 Unknown              TTTATAA contig311 Solyc12g Solyc12g Unknown Protein (AHRD V1)%3             contig311 Solyc12g Unknown Protein (A              SL2.40ch AT3G29075.1  glycine-r    chr3:110  136.014 131.297 342.807 282.003 294.209 286.489
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 1.594 Detected 1.349 Detected 1.471 0.009 GT Sens contig312 contig312 Unknown   TGAAGTGcontig312 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig312 Solyc05g Unknown Protein (A  SL2.40ch AT5G37560.1  zinc ion b   chr5:149  1156.9 1264.73 3296.52 2972.36 4112.09 2914.11
GT Sense Sense -0.264 Comprom 0.264 Detected 0.000 1.643 Detected 1.544 Detected 1.593 0.027 GT Sens contig312 contig312 Unknown   CAGGTCAcontig312 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig312 Solyc10g Unknown Protein (A  SL2.40ch AT3G61770.1  FUNCTIO                                                                           chr3:228  6.9109 11.8668 38.6531 32.4542 31.8494 24.9748
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 1.217 Detected 1.102 Detected 1.160 0.003 GT Sens contig313 contig313 Unannota GAGGTATATGTATGGTGAAATTATTGGTGGTTATGTGACATTGGCTAGTcontig313 Solyc01g Cell number regulat                  SL2.40ch AT5G47300.1  F-box fam    chr5:191  24387.7 29998 68073.8 53071.4 70818.3 54910.8
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.769 Detected 1.241 Detected 1.505 0.029 GT Sens contig313 contig313 Unannota TGCTCCAAAAGAGGATCATCAATAGGAGCTTTGTTGATATATTCGAGAG contig313 Solyc02g Unknown Protein (A  SL2.40ch AT5G47740.1  FUNCTIO                                                                           chr5:193  15.0435 17.7626 43.6151 35.284 62.7499 36.5197
GT Sense Sense -0.716 Comprom 0.716 Detected 0.000 1.855 Detected 2.614 Detected 2.234 0.110 GT Sens contig313 contig313 Unannota TGTTTTCTTTAGTTGAGAGTTATTCGTGGAATGATAAATGATTAAGAGG contig313 Solyc03g082340.1.1 AT2G283 ARF10  ARF10 (A           chr2:121  4.83668 15.5321 55.1754 63.8632 35.3281 50.1592
GT Sense Sense -0.231 Comprom 0.231 Comprom 0.000 1.568 Detected 2.162 Detected 1.865 0.038 GT Sens contig313 contig313 Unannota CTGGAGATGTAAATGAAAGAAACTGCATCAGAACAGAAGCGCAAAATTT contig313 Solyc01g Transcrip               GO:00037 SL2.40ch AT3G125 FYD  FYD  chr3:398  3.32538 5.44937 13.8805 13.091 14.214 18.0093
GT Sense Sense 0.912 Comprom -0.912 Comprom 0.000 2.445 Detected 2.551 Detected 2.498 0.112 GT Sens contig313 contig313 Unannota TGAAGAAATATAAGTGAAGCATGAACTACTATTTGATTGGTTAAATTCTGcontig313 Solyc03g Genomic DNA chrom         SL2.40ch AT5G23400.1  disease r         chr5:788  7.01619 2.35871 12.0775 14.4863 24.945 22.5485
GT Sense Sense 0.263 Comprom -0.263 Comprom 0.000 1.107 Detected 1.720 Detected 1.413 0.073 GT Sens contig313 contig313 Unannota GTGCGAGCAACATAGGCTGTAATACATTCTTGAACCAATGTTACGATAT contig313 Solyc09g U6 snRNA                    GO:00055 SL2.40ch AT2G04850.1 7.03555 5.81465 8.11769 6.8265 15.5171 19.925
GT Sense Sense 0.655 Comprom -0.655 Comprom 0.000 1.201 Detected 2.845 Detected 2.023 0.194 GT Sens contig313 contig313 Unannota TAATGAAATTTGTTTAGAGGAAAATTCAACAAGTTATGATGATGTTAGAGcontig313 Solyc11g Unknown Protein (A  SL2.40ch AT3G24190.1  ABC1 fam    chr3:874  7.50982 3.60693 23.1353 20.93 13.4773 35.3618
GT Sense Sense 0.667 Comprom -0.667 Comprom 0.000 1.705 Detected 3.152 Detected 2.428 0.132 GT Sens contig313 contig313 Unannota GAGGTGGTTATGTTGAGTACTTCTGGTAGGCAAAAGAAGTGAAAATGTTcontig313 Solyc00g Serine/threonine-pro                    SL2.40ch AT5G55040.2  DNA bind   chr5:223  5.2944 2.50131 5.09905 6.01628 13.3627 30.5827
GT Sense Sense 0.309 Comprom -0.309 Comprom 0.000 1.323 Detected 1.630 Detected 1.477 0.051 GT Sens contig314 contig314 Unannota CGCACCCATCAAAGCTCAAAACTAGTTAAATCATAAATGCCATAAAAGAGcontig314 Solyc11g UDP-gala                GO:00550 SL2.40ch AT4G009 CIP4.1  CIP4.1  chr4:396  7.93172 6.15365 18.8948 18.9036 19.6862 20.4526
GT Sense Sense -0.583 Comprom 0.583 Comprom 0.000 1.955 Detected 2.348 Detected 2.151 0.073 GT Sens contig314 contig314 Unannota TTGTACACAAAACAATTCCTCGCACACCTGATTTCTCTGTCTTATGTTC contig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  2.5047 6.69336 6.54821 6.67277 17.8866 19.7049
GT Sense Sense 0.682 Comprom -0.682 Comprom 0.000 1.665 Detected 2.840 Detected 2.252 0.129 GT Sens contig314 contig314 Unannota TCCCCAAAGCCCTATCTGGGCCATCTCACCACAACGTTCTAGGAAAGTT contig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  4.71587 2.17999 14.0751 5.20181 11.4528 21.7033
GT Sense Sense 0.208 Comprom -0.208 Comprom 0.000 3.278 Detected 4.847 Detected 4.062 0.038 GT Sens contig314 contig314 Unannota CTTGCACCAAAAACCCTAAAGAAAAAGGAACAAAAATGGTTTAGGTAGT contig314 Solyc06g Transmem                   GO:00055 SL2.40ch AT3G153 UBC25, P   UBC25 (U         chr3:518  2.71747 2.4239 5.72586 4.97954 28.047 69.8287
GT Sense Sense -0.411 Detected 0.411 Detected 0.000 2.185 Detected 2.031 Detected 2.108 0.037 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  128.966 271.386 461.339 375.918 958.067 722.91
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 1.167 Detected 1.384 Detected 1.275 0.007 GT Sens contig315 contig315 Unannota AAATGCACCAGATTGTCGTGAGAAGTATATCGTGCATTTGTTGGTCTGT contig315 Solyc09g Nucleotid                         GO:00053 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  14.7285 17.2334 23.9673 22.6804 40.3054 39.306
GT Sense Sense 0.149 Comprom -0.149 Comprom 0.000 2.164 Detected 2.605 Detected 2.384 0.012 GT Sens contig316 contig316 Unannota CACATTATAGACGGTGGTAAAACAAAACCAAAAAATGGCAACAGGAAAT contig316 Solyc06g Kinesin-li                 GO:00070 SL2.40ch AT5G43460.1 2.51522 2.43464 3.93836 2.20328 12.4886 14.2397
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 1.440 Detected 1.227 Detected 1.334 0.069 GT Sens contig316 contig316 Unannota CTTTGTTGTCATTGGTATGAAATGTTCGTCTGTGTTTTTACCTATATAC contig316 Solyc02g Cystine tr                GO:00151 SL2.40ch AT5G02910.1  F-box fam    chr5:677  137.496 100.062 269.153 201.606 358.541 259.679
GT Sense Sense 0.543 Detected -0.543 Detected 0.000 1.325 Detected 1.067 Detected 1.196 0.165 GT Sens contig316 contig316 Unannota ATAATCTTCCTATATGCAGTATCTAGCTAGTTATGAATGTTTGTGTGCC contig316 Solyc02g Cystine tr                GO:00151 SL2.40ch AT5G02910.1  F-box fam    chr5:677  115.614 64.8561 176.064 118.603 244.422 171.487
GT Sense Sense -1.261 Comprom 1.261 Detected 0.000 0.840 Detected 1.212 Detected 1.026 0.505 GT Sens contig316 contig316 Unannota CATACGTAAGCTATAGCCATTCACGTTTTCTACCTGAATTATTACCGTA contig316 Solyc03g Unknown Protein (A  SL2.40ch AT5G21125.1 2.75252 18.8212 3.06231 3.71351 14.5136 15.7703
GT Sense Sense -0.072 Comprom 0.072 Comprom 0.000 2.010 Detected 2.214 Detected 2.112 0.003 GT Sens contig316 contig316 Unannota TCTTCTCTAATGCAAAAGAAAGTTAAAGGAAATTCAACCATTAATGGTGGcontig316 Solyc11g Unknown Protein (A  SL2.40ch AT3G19780.1  LOCATE                                                                 chr3:687  4.15792 5.46972 12.9609 5.16878 21.6424 20.922
GT Sense Sense 0.565 Detected -0.565 Detected 0.000 0.973 Detected 1.727 Detected 1.350 0.185 GT Sens contig317 contig317 Unannota CCTCAAGAATCTGTTGAAATCATGAAGCAAAGGGAAGGCAAAAGTGTAGcontig317 Solyc11g Receptor                  GO:00064 SL2.40ch AT1G01100.3  60S acid       chr1:502  625.847 340.32 788.434 733.303 1020.32 1444.08
GT Sense Sense 0.281 Comprom -0.281 Comprom 0.000 1.114 Detected 1.392 Detected 1.253 0.057 GT Sens contig317 contig317 Unannota CTCTCTTGATGTAGCTATATTTGATTCTAGCTAGTACTTTTAGGAATTTTcontig317 Solyc08g Unknown Protein (A  SL2.40ch AT5G11425.1 7.69636 6.20878 15.095 15.752 16.8558 17.1573



GT Sense Sense -0.076 Comprom 0.076 Comprom 0.000 1.128 Detected 2.293 Detected 1.710 0.100 GT Sens contig317 contig317 Unannota GAACAATGAGGGGATTAAATTACTTGAGGACACAAATTATGTGGTCTCG contig317 Solyc01g Shikimate               GO:00081 SL2.40ch AT2G24190.2  short-cha       chr2:102  3.65967 4.8379 13.1668 5.85841 10.3603 19.4922
GT Sense Sense -0.338 Comprom 0.338 Comprom 0.000 1.481 Detected 2.230 Detected 1.856 0.067 GT Sens contig317 contig317 Unannota AAGTGAGTGAGATGGATATATAGCAATGATTGAAGCAAACCCACCAAAA contig317 Solyc12g Unknown Protein (A          SL2.40ch AT1G04200.1  unknown   chr1:110  3.46477 6.5931 8.23869 13.2125 15.0313 21.2061
GT Sense Sense 0.491 Comprom -0.491 Comprom 0.000 2.606 Detected 2.755 Detected 2.681 0.033 GT Sens contig317 contig317 Unannota CACCCCAAGCTGTTGTGCGAGGATAATGGTGTGCTCATTGCTCTCTAAAcontig317 Solyc10g Tubulin b               GO:00058 SL2.40ch AT5G626 TUB2  TUB2; GT        chr5:251  3.75259 2.26024 2.60797 3.03744 19.9769 18.5943
GT Sense Sense 0.725 Detected -0.725 Detected 0.000 3.538 Detected 1.125 Detected 2.331 0.239 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  69.6585 30.3741 157.127 79.3892 601.765 94.8547
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 1.381 Detected 1.508 Detected 1.444 0.018 GT Sens contig318 contig318 Unannota GGTATTGAAAAAGAGAAGAGCCAAGTTGAGGACGATCAAGAACAAATTT contig318 Solyc12g Katanin p                 GO:00055 SL2.40ch AT2G04850.1 30.8422 28.415 73.8679 67.8598 86.8376 79.5878
GT Sense Sense -1.453 Comprom 1.453 Detected 0.000 1.728 Detected 1.882 Detected 1.805 0.341 GT Sens contig318 contig318 Unannota GGAATGCAACATCCAGGAGAACTAAACATTACATCAATATCCAGTGAAA contig318 Solyc09g 30S ribos                  GO:00037 SL2.40ch AT1G22960.1 2.43365 21.7269 2.43219 2.06897 27.1437 25.3337
GT Sense Sense -0.790 Comprom 0.790 Detected 0.000 0.927 Detected 1.146 Detected 1.036 0.323 GT Sens contig318 contig318 Unannota ACAAAACCAGCAAGGATTTAGTTCCACAATTTTCTTCTCCTTCCCTCAAAcontig318 Solyc05g020010.1.1 AT1G325 LOL1  LOL1 (LS        chr1:117  5.02867 17.8961 14.4046 17.5279 20.3169 19.8497
GT Sense Sense 0.217 Comprom -0.217 Comprom 0.000 2.028 Detected 3.077 Detected 2.552 0.046 GT Sens contig318 contig318 Unannota TTACGGAAGAGTAGAGAAATGTTGTGACTTAAAGAATGGGAATGTCTCAcontig318 Solyc02g Geranylg                GO:00043 SL2.40ch AT3G44690.1 2.71219 2.3912 6.48419 7.6784 11.7025 20.3139
GT Sense Sense 0.971 Detected -0.971 Detected 0.000 1.172 Detected 1.215 Detected 1.194 0.344 GT Sens contig318 contig318 Unannota AGATCATAACTGAAGGAATTTGAAAATGACATGTAACTAGAACTACATTAcontig318 Solyc11g Sucrose t               GO:00058 SL2.40ch AT2G46900.1  FUNCTIO                                                                  chr2:192  91.6259 28.3967 72.809 64.3445 129.478 111.969
GT Sense Sense -0.744 Comprom 0.744 Detected 0.000 1.811 Detected 2.090 Detected 1.950 0.123 GT Sens contig319 contig319 Unannota CTATATTTTTAGAATTGTTTGATCGTAATTTAGTTTATTTTGAAGGTTTA contig319 Solyc01g Unknown Protein (A  SL2.40ch AT4G18920.1  unknown   chr4:103  3.63485 12.1398 27.344 27.2189 26.2481 26.7475
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 0.922 Detected 1.569 Detected 1.246 0.063 GT Sens contig319 contig319 Unannota CCACCAACTTCAAACGCCTTCATTGTTAACCCTAAACATGAAATTCCAAAcontig319 Solyc03g Sodium/c                 GO:00055 SL2.40ch AT5G24870.2  zinc finge        chr5:854  43.6374 48.0507 36.2703 50.8611 97.7514 128.478
GT Sense Sense 0.485 Detected -0.485 Detected 0.000 1.054 Detected 1.032 Detected 1.043 0.165 GT Sens contig319 contig319 Unannota AGGAGAGGGAGAACTTCAATGGAGCTTGCAGCGATACTTGGAAAAATTCcontig319 Solyc04g025800.1.1 AT1G78260.2  RNA reco      chr1:294  91.5058 55.5901 90.3185 74.2059 166.817 137.858
GT Sense Sense 0.642 Detected -0.642 Detected 0.000 1.379 Detected 1.109 Detected 1.244 0.198 GT Sens contig319 contig319 Unannota AGCCTGATAAAGGTTTCTTTGGAGTGGGAGCTTGAAAATGTGGAAATAAcontig319 Solyc04g025800.1.1 AT1G78260.2  RNA reco      chr1:294  83.9284 41.0157 91.8778 75.0006 171.854 119.687
GT Sense Sense 0.199 Comprom -0.199 Comprom 0.000 1.172 Detected 2.311 Detected 1.741 0.102 GT Sens contig320 contig320 Unannota GGGAGGCAGAATTTATGTTTTAGTTGAGAAAAAGTTGGAGGGTAATGTTcontig320 Solyc11g MORN repeat protei              SL2.40ch AT3G252 ROF1, AT    ROF1 (RO              chr3:918  7.02256 6.34043 16.6773 13.9511 16.9344 31.3034
GT Sense Sense 0.940 Detected -0.940 Comprom 0.000 0.977 Detected 1.110 Detected 1.043 0.383 GT Sens contig320 contig320 Unannota ATTCAATAATTGACCGCAAATGGCGTAGGAAAACCACAAAGACAACCAA contig320 Solyc08g Receptor   GO:00046 SL2.40ch AT3G44370.1  binding  chr3:160  14.0173 4.53589 3.10984 3.98055 17.6837 16.2692
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 1.406 Detected 1.658 Detected 1.532 0.023 GT Sens contig320 contig320 Unannota CCAAGGCTTCACCAAATTTGAAAGAATTAGAAAATGTTTATGTTACTGG contig320 Solyc06g Adaptin e                     GO:00055 SL2.40ch AT5G093 LAC14  LAC14 (la     chr5:290  146.507 132.105 260.736 254.24 415.168 415.022
GT Sense Sense 0.947 Detected -0.947 Detected 0.000 1.000 Detected 1.303 Detected 1.151 0.353 GT Sens contig320 contig320 Unannota CAGAAATCTGTCCATCCATGTGTTCTTCCCTTTGTCTGAAGATAAATAA contig320 Solyc02g Cell divis                  GO:00426 SL2.40ch AT4G19330.1  kelch rep      chr4:105  530.993 169.989 560.417 412.156 676.785 700.729
GT Sense Sense -0.585 Comprom 0.585 Comprom 0.000 1.824 Detected 1.277 Detected 1.550 0.138 GT Sens contig320 contig320 Unannota TCTGTAGGAAGTCAGAATCACTAGTAACCGTTACTCAAACATAAAACAT contig320 Solyc06g BHLH tran               GO:00037 SL2.40ch AT3G62630.1  FUNCTIO                                                                             chr3:231  3.87919 10.3893 21.798 12.5392 25.3203 14.5416
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 1.884 Detected 1.316 Detected 1.600 0.038 GT Sens contig320 contig320 Unannota AAACGTGTCACCATCTCATCTAAAAGCTTGTACAGTTGGGAAGAACACT contig320 Solyc06g BHLH tran               GO:00037 SL2.40ch AT3G62630.1  FUNCTIO                                                                             chr3:231  508.98 743.068 1878.57 1507.46 2556.58 1447.84
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 1.063 Detected 1.199 Detected 1.131 0.023 GT Sens contig320 contig320 Unannota GGTAGAGAGATTCTTACCAAAATGCAGAATTTACTTGATCTTCCACATC contig320 Solyc10g Unknown             GO:00160 SL2.40ch AT1G24020.1 15.3574 14.654 48.9527 41.3429 35.3096 32.5691
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 1.108 Detected 0.944 Detected 1.026 0.006 GT Sens contig321 contig321 Unannota GGAGAGCTGACCTTTTGCTACTAAGTTCAATAAAGATCCATTTTTATCT contig321 Solyc06g Ubiquitin                   GO:00048 SL2.40ch AT3G53140.1  O-diphen     chr3:196  69.6228 81.426 121.457 126.46 182.786 136.938
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 1.706 Detected 1.834 Detected 1.770 0.027 GT Sens contig321 contig321 Unannota GGTATAAAGATGATATGTGTTACTAAGGTGATTCTAATATAGTTGGTGT contig321 Solyc03g Unknown Protein (A  SL2.40ch AT1G74200.1 14.9991 26.7228 32.3995 34.7006 73.5666 67.512
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 1.375 Detected 0.990 Detected 1.182 0.029 GT Sens contig321 contig321 Unannota CATCGCACAAGTATTCTTTTAGGGTTGCTAAGGTGATGATTCTACTATG contig321 Solyc03g Unknown Protein (A  SL2.40ch AT1G74200.1 79.8531 105.273 122.193 116.653 267.908 172.137
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 1.504 Detected 1.434 Detected 1.469 0.010 GT Sens contig321 contig321 Unannota TACAGTGTCCTTTCTGTTGTTGGGGAAAAATCGAAGATTTCACATGGTA contig321 Solyc01g065760.1.1 AT4G10540.1  subtilase    chr4:651  25.5808 37.1973 56.3455 56.6158 98.5354 78.8005
GT Sense Sense -0.596 Comprom 0.596 Comprom 0.000 0.850 Detected 1.618 Detected 1.234 0.224 GT Sens contig322 contig322 Unannota AGAAAGAAGAGACCACCAAGCGAGACGAATATAATGATGATGGTATGTGcontig322 Solyc07g Unknown Protein (A  SL2.40ch AT3G50180.1  unknown   chr3:186  3.75261 10.2083 3.37276 6.30252 12.5693 17.9676
GT Sense Sense 0.088 Comprom -0.088 Comprom 0.000 0.935 Detected 1.100 Detected 1.018 0.014 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  11.0058 11.6012 18.8584 20.1641 24.3393 22.9063
GT Sense Sense 0.830 Detected -0.830 Comprom 0.000 1.997 Detected 2.077 Detected 2.037 0.134 GT Sens contig323 contig323 Unannota GTATGTGGAGTATGGAGAGCTATATTATTGGAGAGCTATATTATGTTAT contig323 Solyc08g Unknown Protein (A  SL2.40ch AT4G107 SPT16  SPT16 (g      chr4:660  13.1392 4.95266 32.3291 22.9801 36.2797 32.1916
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 0.828 Detected 1.407 Detected 1.117 0.069 GT Sens contig323 contig323 Unannota AATAGATATGTAACCATTGTATTTTTCCAGCTATAATTTTGTCCTTGGTGcontig323 Solyc08g Dof zinc f                 GO:00037 SL2.40ch AT2G42870.1 699.04 711.501 1345.24 1301.48 1410.17 1768.24
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 1.993 Detected 2.735 Detected 2.364 0.031 GT Sens contig323 contig323 Unannota ATTTCAAAGCTCAAAACCCGTGACCCTGGTTAAAAGTAAGAACCTTTAA contig323 Solyc04g Inter-alph                     GO:00048 SL2.40ch AT4G07666.1  unknown   chr4:445  35.3973 31.3505 38.5972 42.2064 149.404 209.741
GT Sense Sense 0.645 Comprom -0.645 Comprom 0.000 0.898 Detected 2.289 Detected 1.593 0.235 GT Sens contig323 contig323 Unknown   CAAACAAcontig323 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig323 Solyc02g076900.2.1 AT4G00960.1  protein k     chr4:414  7.11176 3.46293 4.97683 3.51882 10.4189 22.9262
GT Sense Sense -0.266 Comprom 0.266 Detected 0.000 1.094 Detected 1.301 Detected 1.198 0.052 GT Sens contig323 contig323 Unannota CCGATACAAGACTATGGATTTGCTTATGAAAACAGTAACAAAGAAGAAG contig323 Solyc05g 60S ribos                 GO:00037 SL2.40ch AT3G06700.3 7.44527 12.8107 10.5578 16.1597 23.4861 22.7596
GT Sense Sense 0.742 Comprom -0.742 Comprom 0.000 2.561 Detected 3.007 Detected 2.784 0.069 GT Sens contig325 contig325 Unannota TATCTCAATAGATAGAAGCGGATAGGGACAAAAGAGAGCAGGTAATATT contig325 Solyc10g RNA reco                GO:00036 SL2.40ch AT5G32450.1  RNA reco      chr5:120  5.6087 2.38696 2.26867 2.57206 24.3233 27.8164
GT Sense Sense 0.907 Detected -0.907 Detected 0.000 2.812 Detected 1.817 Detected 2.315 0.155 GT Sens contig325 contig325 Unannota TCTGTAGTTGAATCGAACGATTTCTGTAGCATGGTATCTGTTAACCTGG contig325 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G15620.1  integral m     chr4:891  21900.9 7414.42 39058.5 33943.2 100820 42463.2
GT Sense Sense 0.864 Detected -0.864 Detected 0.000 2.644 Detected 1.866 Detected 2.255 0.140 GT Sens contig325 contig325 Unannota GGCAACTAGTCCATCTAGATTGTTTTTCTAGTGTTCAAGTTCTAGTTTT contig325 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G15620.1  integral m     chr4:891  22633.5 8131.75 44046.9 38148.8 95506.1 46754.9
GT Sense Sense -0.072 Comprom 0.072 Comprom 0.000 2.141 Detected 2.871 Detected 2.506 0.021 GT Sens contig326 contig326 Unannota GCTGGCTAGGACACAACAATTAATAGAAAAACGGATAAGGGTAAAAAAT contig326 Solyc12g Unknown Protein (A             SL2.40ch AT3G180 MPK9  MPK9 (M       chr3:617  2.78511 3.6661 7.62293 6.32009 15.8718 22.1107
GT Sense Sense 0.360 Detected -0.360 Detected 0.000 2.731 Detected 2.967 Detected 2.849 0.017 GT Sens contig326 contig326 Unannota CACGACAGACCTGTTACTCCCTTAAACCCTAAATTCTTGTTGTTATGCT contig326 Solyc03g U3 small n                 GO:00055 SL2.40ch AT1G75860.1  unknown   chr1:284  52.4523 37.9268 219.896 157.441 333.681 329.804
GT Sense Sense 0.671 Detected -0.671 Comprom 0.000 0.839 Detected 1.207 Detected 1.023 0.279 GT Sens contig326 contig326 Unannota GCATCCCCCTTAAGTGCAAAGAATTTTAGGTAACCTAAAAAGGAGGAAT contig326 Solyc05g Oxidored                 GO:00055 SL2.40ch AT1G30710.1 12.2702 5.76077 6.26534 9.09723 16.943 18.3561
GT Sense Sense -0.049 Comprom 0.049 Comprom 0.000 1.335 Detected 1.671 Detected 1.503 0.013 GT Sens contig326 contig326 Unannota GAGTGGTACTTGTGCCTTATCCCTAAATTATTTGGAAAACTATATGATA contig326 Solyc08g DEAD-box                     GO:00040 SL2.40ch AT4G28740.1 5.14037 6.55213 14.0006 11.1881 16.4928 17.4759
GT Sense Sense 0.178 Comprom -0.178 Comprom 0.000 2.126 Detected 2.788 Detected 2.457 0.023 GT Sens contig326 contig326 Unannota CTTTGGGCTTAGAATGGGAGGAAAATGGTAGAATATATCGTGCCAAAAGcontig326 Solyc11g Plectin-related prote     SL2.40ch AT4G213 B80, PUB   PUB8 (PL               chr4:113  2.48159 2.30765 2.54299 4.23871 11.767 15.6291
GT Sense Sense 0.164 Comprom -0.164 Comprom 0.000 3.003 Detected 3.850 Detected 3.427 0.017 GT Sens contig327 contig327 Unannota CGGTATCCTATGTGGGGTGTTTAAAATGAACATCTTCCAATTAAGGTGT contig327 Solyc10g Macropha                     GO:00041 SL2.40ch AT3G566 CYP94D2  CYP94D2               chr3:209  2.38663 2.26496 2.0385 2.0573 20.9976 31.7024
GT Sense Sense 0.227 Comprom -0.227 Comprom 0.000 1.761 Detected 1.703 Detected 1.732 0.017 GT Sens contig327 contig327 Unannota GGGAATCTTGCTTATGTTATACAGTTCCAATAGGGCAGGATTAGTCTGAcontig327 Solyc02g Unknown Protein (A  SL2.40ch AT2G11626.1 6.25855 5.44199 11.1761 23.9514 22.2779 17.9607
GT Sense Sense 1.000 Comprom -1.000 Comprom 0.000 1.281 Detected 1.920 Detected 1.600 0.267 GT Sens contig327 contig327 Unannota TGGGGAGTCACAGAGAGATAAACCATACAGAAAAAGTAACCAATTTCCT contig327 Solyc02g Zinc trans                 GO:00160 SL2.40ch AT1G19720.1  pentatric      chr1:681  7.58083 2.25713 8.76584 9.64365 11.3201 14.8046
GT Sense Sense -0.431 Comprom 0.431 Detected 0.000 1.241 Detected 2.757 Detected 1.999 0.149 GT Sens contig327 contig327 Unannota TTTGATCAACGAAAAAACAGAGACTCACGAAAACGAAGAGGGGATAGGT contig327 Solyc08g ORM1-like              GO:00428 SL2.40ch AT5G42000.1  ORMDL f    chr5:167  6.49649 14.0547 3.23392 9.35342 25.4433 61.0684
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 0.912 Detected 1.310 Detected 1.111 0.095 GT Sens contig327 contig327 Unannota ATATCCTCAGCATAATCAGAAAGTAACTTACCACAAGGGATTTGATTGG contig327 Solyc03g 1-acyl-sn               GO:00038 SL2.40ch AT1G06150.1 16.3133 12.6023 27.6398 26.735 30.4024 33.6109
GT Sense Sense 0.269 Detected -0.269 Detected 0.000 2.534 Detected 2.304 Detected 2.419 0.014 GT Sens contig328 contig328 B-keto ac       TGGAGAAcontig328 Solyc05g Solyc05g B-keto acyl reductase (Fragme     contig328 Solyc05g B-keto acyl reductas      SL2.40ch AT4G15470.1  EXPRESS                                                                chr4:884  49.0854 40.237 113.349 59.4831 289.867 207.518
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 1.168 Detected 2.773 Detected 1.971 0.134 GT Sens contig328 contig328 Unannota TTGTGTTTCAATTATATATGTATGCCTTTTTTAATTAAGAATAAAAAGAA contig328 Solyc01g Legumin-               GO:00082 SL2.40ch AT4G39753.1 17.5569 21.8813 36.2828 57.7282 49.6165 126.686
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 2.156 Detected 1.483 Detected 1.819 0.033 GT Sens contig329 contig329 Unannota CAAGCCACTTTGAGCTGATTGAACAAAACCAATTGCTACACAAGATTGA contig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G575 BIO1  BIO1 (bio       chr5:233  19.6464 24.6078 33.7178 75.3608 110.418 58.0964
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 2.202 Detected 1.826 Detected 2.014 0.014 GT Sens contig329 contig329 Unannota GGGAGCTACACTTGAAGAAAGTGAAAATTGAGAGCAATTGGGAAGATATcontig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G575 BIO1  BIO1 (bio       chr5:233  16.6156 24.2713 31.3702 75.336 104.078 67.3125
GT Sense Sense -0.285 Comprom 0.285 Comprom 0.000 1.639 Detected 2.501 Detected 2.070 0.057 GT Sens contig329 contig329 Unannota CCGCAAAAAATGTCAGGGAGAAAAAAGTTAGTATGATGCACATGTATTT contig329 Solyc11g Keratinocytes-assoc                   SL2.40ch AT3G17740.1  unknown   chr3:606  2.5379 4.48627 13.8972 19.7612 11.8358 18.0565
GT Sense Sense -0.374 Comprom 0.374 Detected 0.000 0.998 Detected 1.229 Detected 1.114 0.105 GT Sens contig329 contig329 Unannota TTTTCAACCCTTAATCCATCACATTGAAACCAAGAGGCGAAGAAGATTA contig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G03500.2  transcrip    chr5:876  6.40643 12.8167 19.04 13.2238 20.3823 20.0896
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 1.030 Detected 1.435 Detected 1.233 0.053 GT Sens contig329 contig329 Unannota TGTTTACCTGTTGATGAGCTGCGATACTTGGGATTCGAGCTAAACAAGGcontig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G03500.2  transcrip    chr5:876  15.389 13.606 30.4296 26.7479 33.2888 36.9969
GT Sense Sense 0.280 Comprom -0.280 Comprom 0.000 1.664 Detected 1.947 Detected 1.805 0.029 GT Sens contig330 contig330 Unannota CCATGGAAAGAGAGAGATGGAGAGAGAACAATCTGTAATCAAACATTTA contig330 Solyc09g Unknown Protein (A  SL2.40ch AT2G25670.2  unknown   chr2:109  4.94333 3.99272 3.13035 2.30295 15.8548 16.1955
GT Sense Sense 0.316 Comprom -0.316 Comprom 0.000 1.294 Detected 1.533 Detected 1.413 0.053 GT Sens contig330 contig330 Unannota ATTACATCCCACATATCATTTCTTCCCTTGGTGGGAATTCAATACTAGC contig330 Solyc05g Eukaryot                      GO:00037 SL2.40ch AT5G59670.1  leucine-r       chr5:240  5.95724 4.57784 9.35204 4.76749 14.4206 14.2857
GT Sense Sense 0.058 Comprom -0.058 Comprom 0.000 0.912 Detected 1.710 Detected 1.311 0.083 GT Sens contig330 contig330 Unannota AAGATTTGTCTTTTTAACCTCCCACCCTTTTTGCTTTCGGTGATTCGAA contig330 Solyc10g Cellular n                  GO:00082 SL2.40ch AT5G46780.2  VQ motif    chr5:189  9.62597 10.5767 19.3604 16.9715 21.3886 31.2202
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 0.973 Detected 1.416 Detected 1.194 0.058 GT Sens contig330 contig330 Unannota ATAGTAACAGATCACAATTCAGTAACAGAGGGTCATCGAAGCCAAAGGC contig330 Solyc03g Aldo/keto                GO:00551 SL2.40ch AT5G51650.1  unknown   chr5:209  36.5325 32.743 57.0786 66.3556 76.4888 87.2331
GT Sense Sense 1.002 Detected -1.002 Detected 0.000 1.353 Detected 1.647 Detected 1.500 0.277 GT Sens contig330 contig330 Unannota ATTTTAGTTTATTTGTACTTGGACCTATATATATTAATTGAGTTATATGT contig330 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT2G37720.1 678.061 201.291 768.418 480.522 1062.72 1094.15
GT Sense Sense 0.171 Comprom -0.171 Comprom 0.000 3.746 Detected 1.940 Detected 2.843 0.090 GT Sens contig330 contig330 Unannota CACATAAAACCAGTGAGAAGCAGTGACAACTGAATACGACCAACAATCA contig330 Solyc01g Mutator-like transpo                SL2.40ch AT4G345 CIB1  CIB1 (CR          chr4:164  3.83455 3.60229 3.71489 4.34013 56.1709 13.4872
GT Sense Sense 0.142 Comprom -0.142 Comprom 0.000 2.932 Detected 5.188 Detected 4.060 0.070 GT Sens contig331 contig331 Unannota CCATATCACATTAGATCCGTGACAGAAAAACCCTAAAGCTTACAAGAAG contig331 Solyc12g019900.1.1 AT5G16550.1  unknown   chr5:540  3.32665 3.25209 6.0047 8.34455 28.2716 113.408
GT Sense Sense -0.165 Comprom 0.165 Comprom 0.000 0.962 Detected 1.728 Detected 1.345 0.084 GT Sens contig331 contig331 Unannota AGAGGGCAGAGAGCAAAGAAGGATGATGAACAGTACCTTTCCTAATTTCcontig331 Solyc03g BSD domain contain              SL2.40ch AT5G37570.1  pentatric      chr5:149  5.48332 8.211 6.82111 12.9985 14.7258 21.0162
GT Sense Sense 0.486 Comprom -0.486 Comprom 0.000 1.254 Detected 5.366 Detected 3.310 0.258 GT Sens contig331 contig331 Unannota CTTCAATGTTGATATCGCTCCATTTAAGTCCGTCTCAGTCCAATATCCA contig331 Solyc06g Sodium-c                   GO:00160 SL2.40ch AT5G21080.1  FUNCTIO                                                         chr5:715  11.9106 7.22785 17.5365 21.3912 24.9351 361.894
GT Sense Sense 0.534 Detected -0.534 Comprom 0.000 1.178 Detected 1.595 Detected 1.386 0.137 GT Sens contig331 contig331 Unannota GTATCATCAACAAACCCAAATTAACCAAAAACCCAATGCACCCACAACCTcontig331 Solyc04g Multidrug                   GO:00155 SL2.40ch AT4G38780.1  splicing f    chr4:181  14.1157 8.01501 20.5052 16.1075 27.1082 30.3818
GT Sense Sense -0.009 Comprom 0.009 Comprom 0.000 0.972 Detected 2.662 Detected 1.817 0.165 GT Sens contig331 contig331 Unknown   TAACAGGcontig331 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig331 Solyc07g Lysine ketoglutarate               SL2.40ch AT5G41680.2 5.2527 6.32791 6.70827 5.55897 12.7354 34.4918
GT Sense Sense 0.183 Comprom -0.183 Comprom 0.000 1.136 Detected 1.132 Detected 1.134 0.025 GT Sens contig331 contig331 Unannota CCAAAACAAAGAATCCGAACAACTGAAAAAGGTAAATAGAACTTGTGTT contig331 Solyc04g Peroxisom                 GO:00055 SL2.40ch AT5G428 ATSCP2,   SCP2 (ST         chr5:171  8.38608 7.74608 17.429 15.3225 19.9588 16.6975
GT Sense Sense 0.165 Comprom -0.165 Comprom 0.000 2.631 Detected 2.110 Detected 2.371 0.017 GT Sens contig332 contig332 Unannota GGGGGGAGAGAGAGCAATAATGTTCAGCATCTATATATAATTCAACTTA contig332 Solyc12g Multidrug                   GO:00152 SL2.40ch AT4G18282.1 3.97714 3.76584 3.13893 4.10326 27.0114 15.7976
GT Sense Sense 0.208 Comprom -0.208 Comprom 0.000 2.780 Detected 2.593 Detected 2.687 0.007 GT Sens contig332 contig332 Unannota AAATAAAGTGCAGTTAAAAGAGAGAGAATTGAGGTTATCCAGCAGCTTT contig332 Solyc12g Multidrug                   GO:00152 SL2.40ch AT4G18282.1 2.60474 2.32494 5.0484 3.19163 19.0364 14.0437
GT Sense Sense 0.237 Comprom -0.237 Comprom 0.000 1.392 Detected 2.366 Detected 1.879 0.074 GT Sens contig332 contig332 Unannota GACCTGCTGGACTGGATGAGGAAAAGGGAAAACAAGATTGTTAGAAGA contig332 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT5G24580.3  copper-b     chr5:841  4.71107 4.03709 3.7998 3.11014 12.8969 21.2559
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 2.303 Detected 2.247 Detected 2.275 0.005 GT Sens contig332 contig332 Unannota CTTCTATTATACAATAAATTTATCATTTGTAGAAACAGTATGTACAAATT contig332 Solyc11g CCR4-NO                    GO:00036 SL2.40ch AT2G20330.1  transduc          chr2:877  19.5435 18.7493 59.834 52.7762 106.437 85.8938
GT Sense Sense -0.224 Comprom 0.224 Comprom 0.000 1.358 Detected 3.526 Detected 2.442 0.158 GT Sens contig333 contig333 Unannota ACATAAGGATCAGGGGCAGGAATTGGGAGGAAATCAATTGTACAGTATAcontig333 Solyc09g PAC (Fragment) (AH    SL2.40ch AT1G010 LHY, LHY   LHY (LAT          chr1:339  2.69857 4.3796 2.07964 19.6524 9.92623 37.4569
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 1.969 Detected 1.364 Detected 1.667 0.052 GT Sens contig333 contig333 Unannota TTCTAAACATGTCTTTAAACAAAAATATGTACATAATGTCAACAAGTTCT contig333 Solyc11g Unknown Protein (A  SL2.40ch AT4G14105.1 20.668 35.1106 83.3005 64.7906 118.804 65.5659
GT Sense Sense -0.084 Comprom 0.084 Comprom 0.000 3.657 Detected 2.956 Detected 3.306 0.012 GT Sens contig333 contig333 Unannota CTTGTAAAAAGGATTTATATGTCATATCAAATATACTGTTAATTAATTAC contig333 Solyc11g Unknown Protein (A  SL2.40ch AT4G14105.1 4.25307 5.68608 34.9581 23.3948 69.8587 36.0819
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 1.349 Detected 1.796 Detected 1.572 0.028 GT Sens contig333 contig333 Unannota AGCCCAATAGAAAATCCAAACCCCAAACCCAGCAGATAATATTACTGTT contig333 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G161 CRS1, AT   CRS1 (AR               chr5:527  100.635 98.1063 99.1106 97.0847 285.03 326.318
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 1.940 Detected 0.923 Detected 1.431 0.137 GT Sens contig333 contig333 Unannota GTCTCAGTGTGTATATCCAGTGATTCCAGTAGTGATATGAAAGGAGGAAcontig333 Solyc02g Unknown Protein (A  SL2.40ch AT3G44970.1  cytochro      chr3:164  24.231 18.9134 28.9576 33.6492 92.5034 38.3862
GT Sense Sense 0.466 Detected -0.466 Comprom 0.000 2.480 Detected 1.143 Detected 1.812 0.156 GT Sens contig333 contig333 Unannota CTGAAACATATTGCCACGAAAGGAAGATATCTCGTTACTAGAGTTCATT contig333 Solyc02g Unknown Protein (A  SL2.40ch AT3G44970.1  cytochro      chr3:164  14.4302 8.99923 16.5169 17.5383 71.619 23.7962
GT Sense Sense 0.376 Comprom -0.376 Comprom 0.000 0.885 Detected 1.538 Detected 1.211 0.136 GT Sens contig333 contig333 Unannota GGTTCTTTTTGGATAAGAGGTGTTACACTGGGTATAGCCACAAGCTCCCcontig333 Solyc08g Transpos                    GO:00036 SL2.40ch AT3G47850.1 7.24078 5.11634 8.83419 4.01509 12.659 16.7159
GT Sense Sense 0.381 Detected -0.381 Detected 0.000 0.846 Detected 1.756 Detected 1.301 0.160 GT Sens contig333 contig333 Unannota ATATACTAGTATTATATAGATTGATCTTTTATTGAGGATTGAGATTTTGGcontig333 Solyc12g Unknown Protein (A  SL2.40ch AT2G19460.1 1234.84 867.018 1688.61 1295.13 2094.6 3305.24
GT Sense Sense -0.327 Comprom 0.327 Detected 0.000 3.353 Detected 4.041 Detected 3.697 0.016 GT Sens contig333 contig333 Unannota TGATTAGTTCTAAAGCACTGACTTTCTACCTAAACCCCAGGAGGACTCT contig333 Solyc12g F-box family protein             SL2.40ch AT1G630 NRS/ER, U   NRS/ER (          chr1:233  10.6996 20.051 43.0366 50.7826 168.645 227.972
GT Sense Sense 1.003 Detected -1.003 Comprom 0.000 1.687 Detected 2.943 Detected 2.315 0.189 GT Sens contig334 contig334 Unannota GCAGGACAATTGTTACTGAACCAGTCGAGTCATATGAATACATAAAATA contig334 Solyc12g MYB tran                GO:00036 SL2.40ch AT5G58620.1  zinc finge      chr5:236  16.165 4.79348 43.1564 29.5209 31.9369 64.0079
GT Sense Sense -0.657 Comprom 0.657 Detected 0.000 1.214 Detected 1.456 Detected 1.335 0.184 GT Sens contig334 contig334 Unannota TAACCCAACAGATCATACCAACACAACTGATGAAGGTGAATCTAGTAAT contig334 Solyc10g009650.1.1 AT5G66320.2  zinc finge       chr5:264  9.33074 27.6172 36.5178 33.6125 41.9461 41.655
GT Sense Sense -0.863 Comprom 0.863 Detected 0.000 1.749 Detected 1.701 Detected 1.725 0.184 GT Sens contig334 contig334 Unannota GGCCTTCGTCTTTATAACTCATGTAGGATTAGTCCATTCTTTTGCTTTT contig334 Solyc10g009650.1.1 AT5G66320.2  zinc finge       chr5:264  8.38861 33.0162 48.5524 58.3185 63.0238 51.1505
GT Sense Sense -0.693 Comprom 0.693 Comprom 0.000 1.238 Detected 1.877 Detected 1.558 0.178 GT Sens contig334 contig334 Unannota TCCATTTTTTATGACAAGGGAACCCACAATTGCCACCCTTTGAGTGCAC contig334 Solyc03g SET and MYND dom               SL2.40ch AT5G14460.1  pseudou     chr5:466  2.70144 8.4004 9.87957 8.35993 12.6603 16.5425
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 2.364 Detected 2.256 Detected 2.310 0.002 GT Sens contig334 contig334 Unannota CCTTTTGTGCAAATAAGAGAGGAGTGTATAGTATGCATTCCTTTGTGTG contig334 Solyc06g Acetyl est               GO:00048 SL2.40ch AT1G627 VND5, AN   ANAC026     chr1:232  862.228 896.406 4418.74 2321.99 5099.02 3971.8
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 2.266 Detected 2.107 Detected 2.187 0.007 GT Sens contig334 contig334 Unannota GGCTGCAGTCTTATTTGATGCCATTAGGGATCTCATATCTGCTACTAAA contig334 Solyc06g Acetyl est               GO:00048 SL2.40ch AT1G627 VND5, AN   ANAC026     chr1:232  1615.72 1530.28 7704.05 4090.54 8519.17 6406.79
GT Sense Sense -0.481 Comprom 0.481 Comprom 0.000 0.897 Detected 2.086 Detected 1.491 0.190 GT Sens contig335 contig335 Unannota CTTAACCGGACAAACAAATGGAAACAAAGGGAGGATTGCCAATGTGAGAcontig335 Solyc01g Os11g0167200 prote      SL2.40ch AT2G19260.1 3.45766 8.01592 11.0327 2.41491 11.04 21.1293
GT Sense Sense -0.144 Comprom 0.144 Comprom 0.000 0.912 Detected 1.985 Detected 1.449 0.121 GT Sens contig335 contig335 Unannota TCGCAACAAAAAGGGAGAGTCATTAGGTCAGATTGGCACCTGGGAATTGcontig335 Solyc08g Pre-mRNA                 GO:00037 SL2.40ch AT1G62320.1  early-res         chr1:230  5.06799 7.36735 8.95194 13.8274 12.9538 22.8703
GT Sense Sense -0.173 Comprom 0.173 Comprom 0.000 2.498 Detected 2.689 Detected 2.594 0.006 GT Sens contig335 contig335 Unannota CATATTGCATGCTCAAACTCAGGATAATTTGCAGAAAAGAACTTAGATA contig335 Solyc06g F-box domain conta                SL2.40ch AT2G386 PECT1  PECT1 (P       chr2:161  2.50335 3.79031 15.281 9.3076 19.6064 18.782
GT Sense Sense 0.159 Comprom -0.159 Comprom 0.000 1.549 Detected 2.050 Detected 1.800 0.026 GT Sens contig335 contig335 Unannota GTCTATGGATGCATTAGACAGCCAGAAAGGCAGAAAATGAGGAAGAAACcontig335 Solyc06g F-box domain conta                SL2.40ch AT2G386 PECT1  PECT1 (P       chr2:161  10.4548 9.98203 17.5409 17.1987 33.6689 40.0089
GT Sense Sense 0.270 Comprom -0.270 Comprom 0.000 1.318 Detected 2.676 Detected 1.997 0.112 GT Sens contig335 contig335 Unannota TGTAAATGCCTGAAAACTGAACACCAAACAGCACACAGAGGATATCAAA contig335 Solyc03g RNA-bind                 GO:00036 SL2.40ch AT5G14440.2  FUNCTIO                                                                                   chr5:465  5.07263 4.15272 6.95349 7.53421 12.8896 27.7333
GT Sense Sense -0.642 Comprom 0.642 Comprom 0.000 1.212 Detected 2.173 Detected 1.693 0.169 GT Sens contig335 contig335 Unannota GAAAAAAGAAAGAGAGACAAAGAAATAGCCTAACCAGCATTCTCAAGTG contig335 Solyc06g Dual-spec                     GO:00163 SL2.40ch AT3G10940.1  protein p   chr3:342  2.45494 7.11542 5.69737 3.54172 10.9066 17.8217
GT Sense Sense 0.786 Detected -0.786 Detected 0.000 1.368 Detected 1.278 Detected 1.323 0.235 GT Sens contig336 contig336 Unannota CTATAATTTGTAAGTTATAGTTCTTAGTTATATGTTAGAGGGAGGAGAG contig336 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  92.6572 37.0812 109.971 89.241 170.449 134.375
GT Sense Sense 0.578 Detected -0.578 Detected 0.000 1.377 Detected 1.174 Detected 1.275 0.162 GT Sens contig336 contig336 Unannota GAACTGTATATGCGTATCTATCAGATACATACTTGTATACATAGGTGTA contig336 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  117.293 62.6962 135.584 119.999 250.915 182.939
GT Sense Sense 0.179 Comprom -0.179 Comprom 0.000 3.356 Detected 2.725 Detected 3.040 0.014 GT Sens contig336 contig336 Unannota GAGCAGAACGAAAGTCATCATCAATTTTCAGTGTAGAAATCAACACATA contig336 Solyc01g Agenet do                  GO:00037 SL2.40ch AT3G47380.1  invertase       chr3:174  2.47563 2.29907 3.23501 3.30423 27.5129 14.9158
GT Sense Sense 0.873 Comprom -0.873 Comprom 0.000 1.450 Detected 2.215 Detected 1.833 0.194 GT Sens contig336 contig336 Unannota AGTGTTGTATTCAACAAGGGCCATTCTTGCAGCCACATCAACAGACCTA contig336 Solyc01g Aldehyde               GO:00090 SL2.40ch AT3G08660.1  phototro     chr3:263  6.61035 2.3469 13.0088 6.89116 12.1219 17.2959
GT Sense Sense -1.177 Comprom 1.177 Detected 0.000 1.534 Detected 1.545 Detected 1.539 0.321 GT Sens contig336 contig336 Unannota GAGCCACAACTTTTGAAAACTGAATGAACACATTATTAACAAGAACGGG contig336 Solyc12g 6-phosph                 GO:00081 SL2.40ch AT5G198 emb2734  emb2734        chr5:669  2.49216 15.1722 2.13729 2.11131 20.0613 16.9606
GT Sense Sense 0.387 Comprom -0.387 Comprom 0.000 1.328 Detected 1.963 Detected 1.646 0.081 GT Sens contig336 contig336 Unannota CTGTATAGCCATGTTTGTCCTTTTTGGACATGGACAGTAAACACAAAGC contig336 Solyc12g Unknown Protein (A  SL2.40ch AT5G17970.1  disease r       chr5:594  4.62423 3.21995 4.08484 3.66523 10.9126 14.2278
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.277 Detected 1.644 Detected 1.460 0.019 GT Sens contig336 contig336 Unannota GGGTCCATGTTGTATACATAGACAGACATGCATAGTTCCTAAACCCTAG contig336 Solyc01g Unknown Protein (A  SL2.40ch AT1G67120.1  ATP bind            chr1:250  133.252 141.015 256.226 189.28 374.22 404.969
GT Sense Sense 0.810 Detected -0.810 Comprom 0.000 0.894 Detected 1.776 Detected 1.335 0.285 GT Sens contig337 contig337 Unannota AAACTACTCGAAAACTTACGGAAATAAGATGAAAGCGAGGGCTTACCGGcontig337 Solyc02g Unknown Protein (A  SL2.40ch AT5G60930.1  chromos     chr5:245  12.7319 4.93294 11.6922 12.0362 16.5859 25.6637
GT Sense Sense 0.426 Detected -0.426 Detected 0.000 1.379 Detected 1.438 Detected 1.408 0.081 GT Sens contig337 contig337 Unannota AGGTAAAAAGGATTCTTTTTCTCACGTTCAAAATTCCTGTTTCTCCTCC contig337 Solyc05g Unknown Protein (A  SL2.40ch AT1G68490.1  unknown   chr1:256  143.162 94.3646 212.059 149.023 340.458 297.692
GT Sense Sense 1.056 Detected -1.056 Comprom 0.000 1.220 Detected 2.220 Detected 1.720 0.279 GT Sens contig338 contig338 Unannota AACGAACAGTAGGAGAGAAAAACGAACTCACTGTAAAATCGGAGAATCC contig338 Solyc05g Chaperone protein d                   SL2.40ch AT5G49060.1  DNAJ hea       chr5:198  12.7333 3.50587 4.54344 8.07447 17.5285 29.4405
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 1.548 Detected 1.737 Detected 1.642 0.003 GT Sens contig338 contig338 Unannota GTGCAATTAACGTTTACCGACTCCGTGCTGTATGGAACAAATCCCTGTAcontig338 Solyc09g U-box dom               GO:00048 SL2.40ch ATMG011 ATP1  ATPase s    chrM:302  20.1602 24.5465 80.4241 49.3945 73.2771 70.0907
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 1.460 Detected 1.453 Detected 1.456 0.033 GT Sens contig338 contig338 Unannota ATCATTAATGGTTTAATCAATTCATGGGATGAGAATTAATTAAAATTACT contig338 Solyc05g Auxin effl                 GO:00103 SL2.40ch AT1G70940.1 955.346 779.999 2033.96 1931.56 2674.41 2235.04
GT Sense Sense 0.490 Detected -0.490 Detected 0.000 1.868 Detected 1.168 Detected 1.518 0.128 GT Sens contig339 contig339 Unannota GAGTTTCATGTTGTTTCTGACCACTTGTAAACATTTAGTTGTTGGTACA contig339 Solyc10g F-box protein PP2-B              SL2.40ch AT5G51590.1  DNA-bind    chr5:209  28.0424 16.9141 48.8264 38.1034 89.5385 46.2609
GT Sense Sense 0.291 Comprom -0.291 Comprom 0.000 1.569 Detected 2.533 Detected 2.051 0.068 GT Sens contig339 contig339 Unannota GAGTTCCAGAAATACAGAGCAGGAAAAATGGGAAAAGAAAAACATAGCT contig339 Solyc03g Receptor   GO:00046 SL2.40ch AT4G376 BT5  BT5 (BTB            chr4:176  3.79277 3.01786 4.67762 4.3355 11.3044 18.5104
GT Sense Sense 0.287 Comprom -0.287 Comprom 0.000 0.957 Detected 1.585 Detected 1.271 0.096 GT Sens contig339 contig339 Unannota GTACAATCATCCCAAAGCCATGACAATAGAAGAGCCAAACCCACCAAAA contig339 Solyc02g Pre-mRNA                  GO:00054 SL2.40ch AT5G54200.1  WD-40 re     chr5:219  7.69147 6.15016 10.509 4.0125 15.0447 19.5111
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.010 Detected 0.992 Detected 1.001 0.009 GT Sens contig339 contig339 Unannota TACAAAATTAGAAGAGATAAAGAGGCCGGCCATGAGGCCCAATTCATTT contig339 Solyc11g Unknown Protein (A  SL2.40ch AT5G22240.1 114.102 118.65 162.847 161.048 263.88 218.744
GT Sense Sense -0.345 Comprom 0.345 Comprom 0.000 0.989 Detected 1.430 Detected 1.209 0.098 GT Sens contig340 contig340 Unannota TGATGGGGAGCTGGTTATCACCAAAGTGGAACTTTCTGGTGCTGATTC contig340 Solyc10g Farnesyl               GO:00082 SL2.40ch AT5G450 TTR1, AT    TTR1; pr       chr5:181  4.15904 7.98424 9.26865 14.235 12.8801 14.6838
GT Sense Sense 0.374 Comprom -0.374 Comprom 0.000 2.143 Detected 2.641 Detected 2.392 0.033 GT Sens contig340 contig340 Unannota ACTGTTGGTCGAGAGAAAGAAAGAAGACGACAAGGAAAAGCCTGCACTTcontig340 Solyc06g Unknown Protein (A  SL2.40ch AT5G448 CHR4  CHR4 (CH                         chr5:180  5.80373 4.11607 11.5491 48.5765 24.3258 28.8321
GT Sense Sense 0.142 Comprom -0.142 Comprom 0.000 4.196 Detected 5.075 Detected 4.635 0.010 GT Sens contig340 contig340 Unannota CATTAATGTTTTCATTCTAGAGCCTGACTCAACCCTAAATCCTCTTCAAGcontig340 Solyc04g Transposase family               SL2.40ch AT5G151 WRKY72,   WRKY72     chr5:490  2.50798 2.45221 4.20069 3.95798 51.2044 79.026
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 1.012 Detected 1.191 Detected 1.101 0.008 GT Sens contig340 contig340 Unannota CAAAAAAGTCAGACCTCTCCAACCAATGACTAGAGTTTAAGGAAAGAGA contig340 Solyc03g Unknown Protein (A  SL2.40ch AT5G178 CSA1  CSA1 (co         chr5:590  202.21 253.504 429.828 340.476 514.173 488.884
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 1.417 Detected 1.579 Detected 1.498 0.006 GT Sens contig340 contig340 Unannota GACTGAAATTCCAGGAGCATATAGTGTAGTTGTTTAAGAATATATTCTC contig340 Solyc03g Unknown Protein (A  SL2.40ch AT5G178 CSA1  CSA1 (co         chr5:590  113.075 151.63 282.281 241.896 394.009 369.868
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 2.142 Detected 2.535 Detected 2.339 0.018 GT Sens contig340 contig340 Unannota AACAACAAAACTGTAAAAGACCAAAAAATTGTAAAAATCAGTTGAACAAA contig340 Solyc10g Early response to d                 SL2.40ch AT5G62270.1  FUNCTIO                                                         chr5:250  24.0269 20.2391 30.8339 33.4851 109.668 120.832
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 0.814 Detected 1.517 Detected 1.165 0.080 GT Sens contig341 contig341 Unannota TCTATACAGAAATGATTTTGTCAATTCAAATTGTATTATGTTACGGTGAAcontig341 Solyc08g Peptide tr                   GO:00800 SL2.40ch AT5G22490.1 14.2024 16.86 24.1127 23.7657 30.6356 41.8836
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 1.018 Detected 1.441 Detected 1.230 0.056 GT Sens contig341 contig341 Unannota CGAGTGTAAACGTTATTCACTGTTGCCTGTAAAAAAGATTTACAACAAC contig341 Solyc04g Os02g0741900 prote                SL2.40ch AT5G23800.1 15.6946 25.2481 30.2158 31.4646 45.4254 51.0903
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 0.815 Detected 2.671 Detected 1.743 0.203 GT Sens contig341 contig341 Unannota ATCTTTTTAGGGGAAGGATCTGGGACAACGAGCTTAACCACAAAGAGCTcontig341 Solyc01g066790.1.1 AT3G45800.1 17.4384 23.6379 208.943 233.743 40.2292 122.227
GT Sense Sense 0.674 Comprom -0.674 Comprom 0.000 1.155 Detected 1.635 Detected 1.395 0.190 GT Sens contig341 contig341 Unannota GCTGCAAGTACAAGTATTGAGGAACTAAAGTGTAGAAACATCTATCTTC contig341 Solyc10g Unknown Protein (A              SL2.40ch AT5G24600.1  unknown   chr5:842  6.95676 3.25413 9.40341 14.1954 11.9343 13.9722
GT Sense Sense 0.687 Comprom -0.687 Comprom 0.000 1.713 Detected 2.490 Detected 2.102 0.117 GT Sens contig341 contig341 Unannota CATTCATCTTCTTGAAAAAGGGTGTCCAAATCTTGGATTTTCTTAAGCC contig341 Solyc07g Processiv                GO:00352 SL2.40ch AT3G432 TES, ATN    TES (TET     chr3:151  5.24387 2.40999 14.0525 14.5167 13.1314 18.885
GT Sense Sense 0.561 Comprom -0.561 Comprom 0.000 1.355 Detected 2.184 Detected 1.770 0.126 GT Sens contig341 contig341 Unannota CTTGTGATCTTTGCCAGAAAACCCAATTTCAGGTAACTTATTGTTAGGA contig341 Solyc07g Processiv                GO:00352 SL2.40ch AT3G432 TES, ATN    TES (TET     chr3:151  7.57435 4.14436 19.6602 15.6096 16.1476 24.072
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 0.835 Detected 1.377 Detected 1.106 0.055 GT Sens contig342 contig342 Unannota TTTTCTTAGCAATAATTGAAGTTTTGTGAACAGAAATCACAAGAAGATTTcontig342 Solyc11g Glycosyltransferase                  SL2.40ch AT1G36675.1 13.953 16.9826 20.6573 22.1752 30.942 37.8005
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 1.717 Detected 1.225 Detected 1.471 0.031 GT Sens contig342 contig342 Unannota GAACACCTAAAAGAAAGAATTGACCTTAAGTTTGTCCTACACGTTCTCC contig342 Solyc12g Lipoxyge              GO:00468 SL2.40ch AT1G54870.1  binding /    chr1:204  16.9365 17.7012 32.438 25.7159 64.1221 38.2696
GT Sense Sense 0.458 Comprom -0.458 Comprom 0.000 1.538 Detected 2.008 Detected 1.773 0.075 GT Sens contig343 contig343 Unannota AGGGAGAAAGGTGATTAAGTTTGTCGACGGGTCCATGCCATTTTCAAG contig343 Solyc01g Tir-nbs-lr   GO:00048 SL2.40ch AT4G358 NRPB1, R     NRPB1 (R             chr4:169  4.66112 2.94076 6.58115 5.82516 12.1118 14.0831
GT Sense Sense 0.485 Detected -0.485 Detected 0.000 1.550 Detected 1.804 Detected 1.677 0.079 GT Sens contig343 contig343 Unannota CAACAATTGTAAAATATAATCAAATGTTATGTCATTAGTATTATTAGCAA contig343 Solyc05g NAC dom                   GO:00037 SL2.40ch AT5G38520.2  hydrolas       chr5:154  3645.95 2214.83 7241.02 6518.12 9371.21 9382.65
GT Sense Sense 0.853 Comprom -0.853 Comprom 0.000 2.308 Detected 2.412 Detected 2.360 0.110 GT Sens contig343 contig343 Unannota TATATCTTACCTTGTAATACTAAAATATCTTTTTATTGAAAACCAGATCT contig343 Solyc09g Unknown Protein (A  SL2.40ch AT2G21050.1  amino ac     chr2:903  13.4526 4.90966 38.5519 40.1398 45.3461 40.8955
GT Sense Sense 0.250 Comprom -0.250 Comprom 0.000 1.303 Detected 1.690 Detected 1.497 0.042 GT Sens contig343 contig343 Unannota TAGAAAATACTAAGATGAAAGAAAGCATTCGTTGCATGGACCACAGCAG contig343 Solyc03g Auxin res                GO:00037 SL2.40ch AT5G41620.1  FUNCTIO                                                                        chr5:166  7.33776 6.17792 15.1792 10.1308 18.7202 20.5477
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 1.307 Detected 1.097 Detected 1.202 0.049 GT Sens contig344 contig344 Unannota ATATTTTGTTCTATACATTCCTAATTTTTAAGTTCAACTTACATTGATAT contig344 Solyc12g Beige/BE                GO:00064 SL2.40ch AT5G631 BT1  BT1 (BTB            chr5:253  27.5786 46.7913 79.9706 107.218 100.118 72.6396
GT Sense Sense 1.233 Detected -1.233 Comprom 0.000 2.467 Detected 1.807 Detected 2.137 0.236 GT Sens contig345 contig345 Unannota CAAAAACACAAACTTTAGCAGCAAGATCCAATAAAAATTGGTGTGGTTG contig345 Solyc07g Nbs-lrr, re  GO:00302 SL2.40ch AT1G28030.1 17.6236 3.797 15.2708 9.85039 50.9449 27.0626
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.102 Detected 2.325 Detected 1.714 0.116 GT Sens contig345 contig345 Unannota TTCACATATCGGAGTTTCATCTTCACCATCATCTATTGAGTGGCCTGGA contig345 Solyc10g Endochiti                                       GO:00088 SL2.40ch AT3G52700.1  unknown   chr3:195  712.064 651.059 1030.79 1214.75 1646.45 3226.67
GT Sense Sense -0.143 Comprom 0.143 Comprom 0.000 1.194 Detected 1.598 Detected 1.396 0.030 GT Sens contig345 contig345 Unannota TCTTGCTTAAATGGTGCAAATTCGAGCCCTACAGATGTTGATAAGGATT contig345 Solyc10g Transpos                GO:00055 SL2.40ch AT5G467 MSP2  MSP2 (m     chr5:189  4.60272 6.68097 3.90141 6.8175 14.2964 15.8707
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 0.800 Detected 1.277 Detected 1.039 0.049 GT Sens contig345 contig345 Unannota GAGGGAATGCGCCTGTATGTGTAAAATTTGAACACTGAATTATAAGTTT contig345 Solyc07g044950.1.1 AT5G041 ATACA3,   ACA3 (AL           chr5:114  16.2723 19.4459 44.5783 34.5632 34.8977 40.7593
GT Sense Sense -0.189 Comprom 0.189 Comprom 0.000 3.012 Detected 2.374 Detected 2.693 0.018 GT Sens contig345 contig345 Unannota ATGAAAAAGGAAATTTATAGACATTTTAGTTGTTTATTTATGTAACACAT contig345 Solyc01g Glycopro                   GO:00167 SL2.40ch AT5G550 ATMYB12    MYB120           chr5:223  2.51074 3.88181 13.7545 10.0192 28.3759 15.3051
GT Sense Sense 0.352 Comprom -0.352 Comprom 0.000 1.900 Detected 2.691 Detected 2.295 0.049 GT Sens contig346 contig346 Unannota ACTGAATATAGCAAAAAATTGTGAAGAAGTGATTAAAAGATTGAGATGG contig346 Solyc08g GATA tra                 GO:00063 SL2.40ch AT5G47140.1  zinc finge       chr5:191  3.12263 2.28178 2.75161 2.1502 11.2199 16.301
GT Sense Sense -0.535 Comprom 0.535 Comprom 0.000 2.929 Detected 2.827 Detected 2.878 0.033 GT Sens contig346 contig346 Unannota CTCCAGTAGCAGAGGTGCGAGTTGGGTAGGTGTTCAGGGTTGAGATGT contig346 Solyc02g Unknown Protein (A  SL2.40ch AT4G37550.2  formamid        chr4:176  3.03092 7.5747 4.84229 2.99378 41.1013 32.1534
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 1.042 Detected 1.026 Detected 1.034 0.020 GT Sens contig346 contig346 Unannota ATTCAATTTGCAAAATCACAAGGAAGAGCATGAGTGTTTGAAAAATTGA contig346 Solyc10g Translin-l              GO:00037 SL2.40ch AT1G50090.1 14.5021 21.2544 28.7385 30.3114 40.7111 33.801
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 0.939 Detected 1.115 Detected 1.027 0.042 GT Sens contig346 contig346 Unannota GTGGTAAAGTACACTCTACCTTCTCCAGAACCAATGTAGAGCGATTTTA contig346 Solyc02g Pentatrico                GO:00045 SL2.40ch AT5G624 CDF1  CDF1 (CY              chr5:250  59.3985 93.2099 137.508 124.071 160.658 152.358
GT Sense Sense -0.095 Comprom 0.095 Comprom 0.000 5.217 Detected 2.629 Detected 3.923 0.094 GT Sens contig346 contig346 Unannota TCTCTCAGCATAGGGATGAAAATAGAGGTATTATAAATGGTTGAAGAAG contig346 Solyc12g Unknown Protein (A  SL2.40ch AT3G28040.1  leucine-r        chr3:104  2.4196 3.28531 2.10721 2.39776 118.11 16.4942
GT Sense Sense 0.536 Detected -0.536 Detected 0.000 2.184 Detected 1.877 Detected 2.031 0.068 GT Sens contig347 contig347 Unannota GTTTCAGTACTACACACTCATTGATAATAGTACTAGTATTATTTCCCTTT contig347 Solyc01g Pectinest              GO:00305 SL2.40ch AT5G39820.1 592.017 335.163 1602.9 1104.19 2280.09 1547.17
GT Sense Sense 0.550 Detected -0.550 Detected 0.000 2.233 Detected 2.124 Detected 2.178 0.059 GT Sens contig347 contig347 Unannota ATGTTAATATATAAAATAGGTCACATATATATCTCTATTGTGCTTTAGAT contig347 Solyc01g Pectinest              GO:00305 SL2.40ch AT5G39820.1 318.002 176.725 858.607 641.72 1255.08 977.268
GT Sense Sense 0.693 Comprom -0.693 Comprom 0.000 1.166 Detected 1.966 Detected 1.566 0.189 GT Sens contig347 contig347 Unannota CAAGAACAAGCCAAAACGAAAGCCCCAGTGAGCTAAACAACACAAACTA contig347 Solyc08g074950.1.1 AT1G14540.1  anionic p    chr1:497  7.60505 3.46636 3.73141 6.57162 12.9817 18.9673
GT Sense Sense 0.750 Comprom -0.750 Comprom 0.000 1.411 Detected 3.589 Detected 2.500 0.199 GT Sens contig347 contig347 Unannota GATCCCGGTAAAATGCCTCGGTCAGAAGGTTTTTAACATAGAGCCAACT contig347 Solyc11g Cytochro  GO:00198 SL2.40ch AT3G085 MYB83, A   MYB83 (m           chr3:257  5.45601 2.29494 11.1633 5.35648 10.6008 40.2573
GT Sense Sense 0.377 Comprom -0.377 Comprom 0.000 2.401 Detected 2.413 Detected 2.407 0.024 GT Sens contig348 contig348 Unannota CAAAGCACAAACAAACCCCAAGAGGCAAACAAAGACATACTTTTTATCATcontig348 Solyc02g Unknown Protein (A  SL2.40ch AT2G29710.1  UDP-gluc      chr2:126  4.18305 2.95401 5.00218 3.84028 20.9083 17.7033
GT Sense Sense 0.904 Comprom -0.904 Comprom 0.000 1.577 Detected 1.693 Detected 1.635 0.213 GT Sens contig348 contig348 Unannota GGACTTGTATACATCAAGTGAAACAGCTTGCTTGTTGATAATGAACATG contig348 Solyc06g BET1 (AH               GO:00054 SL2.40ch AT3G21600.2 12.0364 4.09212 17.5796 18.2378 23.5838 21.452
GT Sense Sense 0.223 Comprom -0.223 Comprom 0.000 2.229 Detected 3.584 Detected 2.906 0.055 GT Sens contig349 contig349 Unannota ATAAAAAGTAAAAGTACAGAGAAACCCTAAAAACAGAAAATGGGGCAAA contig349 Solyc01g Skp1 (AH                  GO:00055 SL2.40ch AT4G349 ATXDH2,   XDH2 (XX                          chr4:166  3.94359 3.44751 5.04671 5.52932 19.4669 41.807
GT Sense Sense -0.024 Comprom 0.024 Comprom 0.000 1.232 Detected 1.774 Detected 1.503 0.031 GT Sens contig349 contig349 Unannota TTTTTGCAGACGAAAGAGCAAGCAAACGTTCCGTCAACTTCGACTCAGCcontig349 Solyc00g Unknown Protein (A  SL2.40ch AT4G02550.3  unknown   chr4:112  4.1317 5.08729 7.82903 5.9325 12.1343 14.8207
GT Sense Sense 0.079 Comprom -0.079 Comprom 0.000 0.804 Detected 1.980 Detected 1.392 0.144 GT Sens contig349 contig349 Unannota CTACACAGCCATCCAACAAAAATAAGAAGTTGCGACAACCAAAAGAAAA contig349 Solyc12g Had superfamily (Su                  SL2.40ch AT5G35430.1  binding  chr5:136  6.13761 6.54633 14.5881 14.5541 12.4659 23.6423
GT Sense Sense -0.841 Comprom 0.841 Detected 0.000 2.692 Detected 0.956 Detected 1.824 0.270 GT Sens contig349 contig349 Unannota TGGTAGTAACTATTCTCCTTCAGAATAGAAGAAGTCGAAAAAAGCGAGG contig349 Solyc11g Long-cha                  GO:00081 SL2.40ch AT1G775 LACS9  LACS9 (L         chr1:291  4.26858 16.3025 8.96388 11.3469 60.7218 15.299
GT Sense Sense -0.028 Comprom 0.028 Comprom 0.000 1.655 Detected 2.263 Detected 1.959 0.023 GT Sens contig350 contig350 Unannota CTTTTTGTGTTTTATTTGTTGGTTTGTGATTTCTTGGATGTTGGATTTT contig350 Solyc08g Isopenten                  GO:00055 SL2.40ch AT5G10920.1  argininos        chr5:344  3.36727 4.16674 9.99699 15.484 13.2881 16.9968
GT Sense Sense -0.118 Comprom 0.118 Comprom 0.000 0.813 Detected 1.293 Detected 1.053 0.059 GT Sens contig350 contig350 Unannota TGGGAGGGGTTGATTTTCTTGAAGTTTGGATTTTTGGGGGTTTTGGTT contig350 Solyc08g Isopenten                  GO:00055 SL2.40ch AT5G10920.1  argininos        chr5:344  6.82022 9.5597 12.8316 21.5261 15.9828 18.7066
GT Sense Sense 0.066 Comprom -0.066 Comprom 0.000 1.420 Detected 2.363 Detected 1.892 0.058 GT Sens contig350 contig350 Unannota CCGATAATTCATCAAAGGGCGAAAACTAGGTCATATAAAACAAAAGCAA contig350 Solyc02g Formate d                 GO:00046 SL2.40ch AT3G52700.1  unknown   chr3:195  3.41459 3.71187 4.89331 3.1475 10.7337 17.3188
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.411 Detected 1.446 Detected 1.428 0.017 GT Sens contig351 contig351 Unannota CCAATCCAAAAACCCTAACCCTTTTTCTATATATTCTCGTTTCTCCATCAcontig351 Solyc12g Peroxidas                GO:00551 SL2.40ch AT3G276 RST1  RST1 (RE    chr3:102  197.938 181.104 453.527 314.484 567.071 487.683
GT Sense Sense 0.251 Comprom -0.251 Comprom 0.000 2.369 Detected 3.412 Detected 2.891 0.038 GT Sens contig351 contig351 Unannota CTAAACCCCATTTCTCTATATGGTATCATAGAAAGTCATTATCAACCCCCcontig351 Solyc12g027570.1.1 AT3G28560.1 2.80768 2.35888 5.5434 4.35808 14.9798 25.8968
GT Sense Sense 0.386 Comprom -0.386 Comprom 0.000 1.104 Detected 2.069 Detected 1.586 0.124 GT Sens contig351 contig351 Unannota TCGGTGGAAAAGAAAGAGAGGAAAAGAAAAGCAACTGTCACTGTTAGAAcontig351 Solyc07g Ethylene                     GO:00055 SL2.40ch AT4G344 RRTF1  RRTF1 ({            chr4:164  4.88002 3.40213 5.20319 2.07685 9.86377 16.1675
GT Sense Sense -0.342 Comprom 0.342 Comprom 0.000 1.134 Detected 2.288 Detected 1.711 0.125 GT Sens contig352 contig352 Unannota TACATGACAAAGGACAGAGGATGTGACAGAGGTTGTGAGTCGTCTCGA contig352 Solyc10g ATP-depe                    GO:00040 SL2.40ch AT1G53200.2 3.35574 6.42251 2.63623 4.32164 11.4806 21.4359
GT Sense Sense -0.201 Comprom 0.201 Comprom 0.000 1.072 Detected 3.043 Detected 2.057 0.177 GT Sens contig352 contig352 Unannota CTCATCATTGTCAGTAGTCAGTACCGTTATCAAATATGTATCAAAAAGAAcontig352 Solyc08g Unknown Protein (A            SL2.40ch AT5G54030.1  DC1 dom    chr5:219  4.69278 7.3829 13.7374 17.0931 13.9406 45.8637
GT Sense Sense 0.451 Comprom -0.451 Comprom 0.000 1.244 Detected 1.292 Detected 1.268 0.107 GT Sens contig352 contig352 Unannota CTGGAAGTTTTAGTAATAGGTTATGTGCTTTTCTAGGAAATTACAATCA contig352 Solyc12g Sulfate tra               GO:00160 SL2.40ch AT5G49140.1  disease r       chr5:199  8.61489 5.48584 18.1883 14.397 18.3389 15.9203
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 0.860 Detected 1.627 Detected 1.243 0.084 GT Sens contig352 contig352 Unannota GGCTTAGAACACTAAAGGAGCATGCACGGACAAAATTCAATGATAATAT contig352 Solyc11g Unknown Protein (A  SL2.40ch AT4G253 SHB1  SHB1 (SH      chr4:129  13.295 16.532 25.1883 21.1 30.3077 43.2989
GT Sense Sense -0.078 Comprom 0.078 Comprom 0.000 2.419 Detected 2.410 Detected 2.415 0.001 GT Sens contig352 contig352 Unannota TGTGTGTTTGATTTTCAGGTTTGATTTAAATTGATTGATTTAAGGAACG contig352 Solyc12g Arf GTPas                  GO:00055 SL2.40ch AT5G43950.1  unknown   chr5:176  4.62127 6.12856 26.7459 32.6516 32.0663 26.7513
GT Sense Sense -0.607 Comprom 0.607 Detected 0.000 1.047 Detected 1.250 Detected 1.149 0.203 GT Sens contig352 contig352 Unannota TTGCATGTTGTTTAGGAATGATCATAAGGATGATGAATTTTGTCATACT contig352 Solyc09g Unknown Protein (A  SL2.40ch AT5G58730.1  pfkB-type      chr5:237  8.12672 22.4431 28.9187 28.7646 31.4416 30.3782
GT Sense Sense 1.080 Detected -1.080 Comprom 0.000 1.200 Detected 1.433 Detected 1.317 0.349 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  13.9967 3.73042 6.20183 12.553 18.7008 18.4499
GT Sense Sense 0.625 Detected -0.625 Detected 0.000 1.303 Detected 1.312 Detected 1.307 0.172 GT Sens contig353 contig353 Unannota GTACGTTAGTATGGTGAATATATCAACATCAATGTATTTGGAAAGAATT contig353 Solyc02g Glycerop                     GO:00163 SL2.40ch AT1G29560.2 183.277 91.6985 128.829 129.473 360.344 304.278
GT Sense Sense 0.567 Comprom -0.567 Comprom 0.000 1.230 Detected 1.303 Detected 1.266 0.156 GT Sens contig353 contig353 Unannota ATAAATTAGTTGACATAATTGGATATTTGATGAGACAACAGAGAGATTAAcontig353 Solyc02g Glycerop                     GO:00163 SL2.40ch AT1G29560.2 9.15526 4.96494 5.76712 3.30773 17.811 15.7308
GT Sense Sense -0.144 Comprom 0.144 Comprom 0.000 1.008 Detected 1.680 Detected 1.344 0.067 GT Sens contig353 contig353 Unannota GGGTGTCCAAAAGATGCTTGAAGGACAATTGATGAAGAAGAACAAAAAA contig353 Solyc07g Transcrip                  GO:00037 SL2.40ch AT5G35960.1  protein k    chr5:141  4.49327 6.5322 5.40172 14.4996 12.277 16.4137
GT Sense Sense -0.455 Comprom 0.455 Detected 0.000 1.252 Detected 1.129 Detected 1.191 0.122 GT Sens contig353 contig353 Unannota CAACTTTTGATTTAATCAAGGTTTTGTGTCCATGTCGTATAACTGGGTA contig353 Solyc01g Pentatricopeptide re               SL2.40ch AT2G40550.1 5.27018 11.7967 17.1842 11.9348 21.1594 16.3096
GT Sense Sense 0.796 Detected -0.796 Detected 0.000 1.550 Detected 1.665 Detected 1.607 0.182 GT Sens contig353 contig353 Unannota GAGAGTCGTAAAGACTCAGTCTTTTATCAAGCAAGACAACCTTAAGAGA contig353 Solyc02g090550.1.1 AT5G34930.1  arogenat    chr5:132  46.59 18.3881 81.0775 58.578 96.5719 87.7362
GT Sense Sense 0.610 Detected -0.610 Detected 0.000 1.029 Detected 1.125 Detected 1.077 0.220 GT Sens contig353 contig353 Unannota CATGAAGTTCATGAAGTTGGAAGAAGAATCCAAAGTGGATTAGAAGACGcontig353 Solyc02g090550.1.1 AT5G34930.1  arogenat    chr5:132  177.922 90.9878 250.892 203.704 292.483 262.446
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 1.458 Detected 1.946 Detected 1.702 0.021 GT Sens contig353 contig353 Unannota ATAATTTGTATATATTCAATGAATTTCTTGATGAAAATACTGGTTTAGAT contig353 Solyc07g Xylogluca                GO:00167 SL2.40ch AT2G271 POL2B, T   TIL2 (TIL                    chr2:115  195.56 215.082 470.136 474.663 634.741 746.918
GT Sense Sense -0.034 Comprom 0.034 Comprom 0.000 0.908 Detected 1.598 Detected 1.253 0.069 GT Sens contig355 contig355 Cytochro                 CGATGG contig355 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig355 Solyc09g Cytochro  GO:00198 SL2.40ch AT4G319 CYP82C2  CYP82C2               chr4:154  6.5396 8.1616 13.6287 7.74496 15.4412 20.912
GT Sense Sense 0.067 Comprom -0.067 Comprom 0.000 1.374 Detected 1.906 Detected 1.640 0.027 GT Sens contig355 contig355 Unannota CGCTTTTATCTATTTTTGATCCTTATTTTATATTTTTAATATGACATGAC contig355 Solyc04g SPRY domain-conta      SL2.40ch AT4G139 AtRLP50  AtRLP50         chr4:804  5.89002 6.38591 18.4691 15.8025 17.906 21.7268
GT Sense Sense 0.506 Comprom -0.506 Comprom 0.000 2.123 Detected 1.435 Detected 1.779 0.101 GT Sens contig355 contig355 Unannota CATTGTCATTGAAAAAATCAAAATCAGCAACAACCCCAGAAAGTAAATTAcontig355 Solyc01g BZIP tran                 GO:00435 SL2.40ch AT2G263 ER, QRP1  ER (EREC       chr2:112  7.33337 4.33194 16.309 11.2777 27.6617 14.4084
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 1.128 Detected 1.096 Detected 1.112 0.012 GT Sens contig355 contig355 Unannota CTTGCGCCCCCTTGTGTGACTGATCATCGTCTCAGACCAGTTACAGATCcontig355 Solyc00g Unknown Protein (A  SL2.40ch AT4G04570.2  protein k     chr4:229  36.4449 36.6689 41.1869 39.6721 90.0312 73.8908
GT Sense Sense -0.586 Comprom 0.586 Comprom 0.000 0.832 Detected 2.431 Detected 1.632 0.242 GT Sens contig356 contig356 Low-temp        GAAAACAcontig356 Solyc01g Solyc01g Low-temperature-induced 65 k      contig356 Solyc12g Serine/threonine-pro                    SL2.40ch AT1G645 ATGCN3  ATGCN3    chr1:239  3.155 8.46879 11.411 8.85545 10.3674 26.3653
GT Sense Sense 0.386 Comprom -0.386 Comprom 0.000 3.813 Detected 4.806 Detected 4.310 0.021 GT Sens contig356 contig356 Unannota CGAGAGAAACCCTAATCCCAGAAACAAAAGCACACAATTGTTAGAAACA contig356 Solyc11g UDP-gala                GO:00550 SL2.40ch AT4G36280.1 8.66206 6.03968 28.915 21.6867 114.55 191.308
GT Sense Sense -1.485 Comprom 1.485 Detected 0.000 1.224 Detected 1.298 Detected 1.261 0.485 GT Sens contig356 contig356 Unannota ATAACCTTTAGTTCATGACAAGTGACAAATTAAGTCGAGTGTGAAAAGG contig356 Solyc09g Tir-nbs-lr   GO:00069 SL2.40ch AT4G37850.1 2.39378 22.3296 2.07326 2.05378 19.238 17.0017
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.496 Detected 1.005 Detected 1.251 0.044 GT Sens contig356 contig356 Unannota GTGCTGCTTATGGGCACATGCATTTGCATAAAATATGAGAAACTTTTTA contig356 Solyc12g Os01g078                   GO:00160 SL2.40ch AT3G63090.1 79.9334 111.755 203.827 242.865 300.379 179.402
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 0.801 Detected 1.467 Detected 1.134 0.077 GT Sens contig357 contig357 Unannota TTGTTGATCGTTTCAACAGAGTCAGTATGCCTCCAAGCATCGGTTGATCcontig357 Solyc10g Ethylene-                     GO:00036 SL2.40ch AT5G41680.2 318.904 393.66 845.121 753.739 695.444 926.182
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 0.939 Detected 1.491 Detected 1.215 0.049 GT Sens contig357 contig357 Unannota GTGGATTGTGATGAGATAGTTTACTTGTTTTCTCTCGAGTCCTTTGTTT contig357 Solyc10g Ethylene-                     GO:00036 SL2.40ch AT5G41680.2 493.198 624.929 1486.9 1445.49 1199.1 1475.69
GT Sense Sense -0.016 Comprom 0.016 Comprom 0.000 1.234 Detected 1.810 Detected 1.522 0.034 GT Sens contig357 contig357 Unannota GTAAGAAAATTCACACACGCTCAGCACTGTAGCAGGTGAAAAGAAAAAA contig357 Solyc01g Thioester                GO:00162 SL2.40ch AT2G39970.1  peroxiso      chr2:166  4.59912 5.59641 3.81989 13.3645 13.4464 16.8162
GT Sense Sense -0.310 Comprom 0.310 Comprom 0.000 2.156 Detected 2.683 Detected 2.420 0.027 GT Sens contig357 contig357 Unannota GATGAGAGTATGAAAAATAGGAAGAATGGCTGGTAGATAATTGGTGTTAcontig357 Solyc06g Unknown Protein (A  SL2.40ch AT5G24340.1  3'-5' exon     chr5:829  2.46175 4.50709 5.31446 10.831 16.7251 20.2266
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 1.409 Detected 1.948 Detected 1.678 0.025 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  387.943 490.539 636.846 517.615 1304.76 1591.68
GT Sense Sense -0.080 Comprom 0.080 Comprom 0.000 0.865 Detected 1.739 Detected 1.302 0.099 GT Sens contig357 contig357 Unannota AAAGGACCTCTTGGGGAAAGGAATCCCAGGAGTGAAAGAAATCATACCTcontig357 Solyc04g MYB tran                GO:00036 SL2.40ch AT4G26450.1  unknown   chr4:133  5.39172 7.16881 6.37352 7.11634 12.7539 19.6198
GT Sense Sense 0.385 Detected -0.385 Detected 0.000 1.888 Detected 1.575 Detected 1.731 0.053 GT Sens contig359 contig359 Unannota ATTTTGTTTTTGTCGTTTTCGAATCAATTATCATGCTCAAACTTATCATA contig359 Solyc11g Hypothetical chloro              SL2.40ch AT4G191 ERD3  ERD3 (ea      chr4:104  54.5396 38.096 133.132 90.5447 189.99 128.417
GT Sense Sense 0.040 Comprom -0.040 Comprom 0.000 2.013 Detected 2.583 Detected 2.298 0.015 GT Sens contig359 contig359 Unannota GAGGTGGTTTACATAAAGGAAGAAGAGAGTTCTCAAAAGTATTCTATTG contig359 Solyc04g Receptor   GO:00055 SL2.40ch AT2G35040.1  AICARFT      chr2:147  2.45151 2.76106 3.37212 3.68843 11.827 14.7417
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 0.884 Detected 1.391 Detected 1.138 0.046 GT Sens contig360 contig360 Unannota CTTCTTTTAAGGCTTGTTAAGATTTATTATGTATTTATTTCAATGTGAAA contig360 Solyc02g Pectate ly                 GO:00168 SL2.40ch AT5G19250.1  unknown   chr5:647  80.2097 95.8129 177.074 211.969 182.283 217.41
GT Sense Sense -0.366 Comprom 0.366 Detected 0.000 0.853 Detected 1.253 Detected 1.053 0.128 GT Sens contig360 contig360 Unannota CGAATCCAGAATTGCGAATGATGGGCAAAAGATAAAGATAAGGTTAAAG contig360 Solyc02g Leucyl-tR                  GO:00057 SL2.40ch AT5G276 RECQSIM  RECQSIM               chr5:979  8.7854 17.3833 20.1664 25.9077 25.1428 27.8584
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 2.156 Detected 2.302 Detected 2.229 0.008 GT Sens contig360 contig360 Unannota CGGAAGAGAAATCAAACCTAAAATCGATTGAACAGCAACAAAAATCAAAAcontig360 Solyc08g Opaque 2                GO:00469 SL2.40ch AT1G49890.1  unknown   chr1:184  137.407 126.467 350.249 344.709 662.032 614.604
GT Sense Sense 0.224 Comprom -0.224 Comprom 0.000 3.822 Detected 2.467 Detected 3.145 0.048 GT Sens contig360 contig360 Unannota TAAAAAGGGAAGCCCGGTGCACAAAGAAGCCTGTGCTAGTACAGTCCA contig360 Solyc10g Proline sy                      GO:00428 SL2.40ch AT1G12210.1 6.29687 5.4919 5.17546 5.11635 93.7078 30.7498
GT Sense Sense 0.402 Comprom -0.402 Comprom 0.000 2.709 Detected 2.775 Detected 2.742 0.021 GT Sens contig361 contig361 Unannota CCATAGACAACCTAAGAGAATTTGAGGCTCAGATCTGTTGAGGAAAATA contig361 Solyc12g Unknown Protein (A  SL2.40ch AT1G78720.1 3.53059 2.40822 2.66196 2.12525 21.4737 18.8759
GT Sense Sense 0.264 Comprom -0.264 Comprom 0.000 2.461 Detected 3.514 Detected 2.988 0.037 GT Sens contig361 contig361 Ulp1 prote                    AGCAAGGcontig361 Solyc00g Solyc00g Ulp1 prote                    GO:00065 GO:00065 contig361 Solyc00g007290.1.1 AT3G237 SCRL12  SCRL12 (    chr3:854  2.74743 2.26922 2.60656 2.87724 15.4884 26.9699
GT Sense Sense -0.010 Comprom 0.010 Comprom 0.000 4.755 Detected 2.562 Detected 3.659 0.079 GT Sens contig361 contig361 Unannota ATAGGGAGGATGCAAAAGTAGTTGACTGAATAAAAAATTGAATCTAAGC contig361 Solyc11g Unknown   GO:00311 SL2.40ch AT5G53990.1  glycosylt     chr5:219  2.85032 3.4394 2.16339 2.49585 95.2687 17.4805
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 0.873 Detected 1.188 Detected 1.031 0.081 GT Sens contig361 contig361 Unannota AGCTTAAGCAAACTACTGCAAGAATTGAGGAGTGTCGGGTCAAGGCAC contig361 Solyc10g Transcrip               GO:00056 SL2.40ch AT4G16670.1  phospho    chr4:938  26.4998 45.8276 40.5579 38.3451 71.9117 75.0578
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 2.133 Detected 1.194 Detected 1.663 0.072 GT Sens contig361 contig361 Unannota ATATTATTTTGGACATTTCATATTTATAGGAAATGCAATGATGGCAGTATcontig361 Solyc12g Gamma-g              GO:00038 SL2.40ch AT5G41580.1  zinc ion b   chr5:166  26.4374 33.1031 39.2515 35.8865 146.127 64.0051
GT Sense Sense 0.011 Comprom -0.011 Comprom 0.000 1.210 Detected 2.419 Detected 1.815 0.095 GT Sens contig362 contig362 Unannota GCTCAGTGAATGAAAATCGCAGAAACAAAACCCAAATTGAGTATAATTA contig362 Solyc12g Transcrip        GO:00037 SL2.40ch AT5G500 CPuORF3   CPuORF3          chr5:203  3.52911 4.13548 12.0681 6.0781 9.95792 19.3158
GT Sense Sense 0.018 Comprom -0.018 Comprom 0.000 1.952 Detected 2.236 Detected 2.094 0.005 GT Sens contig362 contig362 Unannota GGAAGGAAGAACAATTACTAAAAGGAAGCTCATTTCTATGTGCAAATGG contig362 Solyc03g Sucrose s                 GO:00161 SL2.40ch AT4G30100.1 3.96456 4.6042 5.75968 12.7004 18.6179 19.027
GT Sense Sense 0.203 Comprom -0.203 Comprom 0.000 2.320 Detected 2.284 Detected 2.302 0.008 GT Sens contig362 contig362 Unannota GTTAACATCACAACAAAGAAAAGAAAACATGTTGAAGCCAGGATCAAGA contig362 Solyc06g U1 small n                   GO:00056 SL2.40ch AT5G11450.1  oxygen-e    chr5:365  3.36242 3.02189 6.15057 4.58105 17.9272 14.6767
GT Sense Sense -0.497 Comprom 0.497 Comprom 0.000 3.733 Detected 1.969 Detected 2.851 0.106 GT Sens contig362 contig362 Unannota CAATGTGGACTGCTTCCAAATATAATCCCACAAAGTAGGGTGATAAATG contig362 Solyc01g Unknown Protein (A  SL2.40ch AT5G238 AAP7  AAP7; am      chr5:802  2.39478 5.67915 2.61086 3.7166 55.2399 13.6489
GT Sense Sense -0.045 Comprom 0.045 Comprom 0.000 2.368 Detected 3.424 Detected 2.896 0.032 GT Sens contig362 contig362 Unannota ACAGAAAGCATTATGGGTCAAATGCCTAAGATTAGAGCGGCAAAAGGCAcontig362 Solyc07g LRR rece                   GO:00046 SL2.40ch AT5G53840.1 2.43796 3.08812 2.12411 2.04526 15.9528 27.8536
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 1.612 Detected 1.619 Detected 1.615 0.001 GT Sens contig362 contig362 Unannota GGGAAGAAGAGAACAATAGCCAGAATCTTGTAGTTTCTTTAGTGTGAAA contig362 Solyc02g Serine-th                  GO:00046 SL2.40ch AT2G375 ASP1  AGD7; AR           chr2:157  17.1073 22.0861 47.1673 40.891 66.9196 56.4433
GT Sense Sense 0.317 Detected -0.317 Detected 0.000 1.337 Detected 1.190 Detected 1.264 0.060 GT Sens contig362 contig362 Unannota CAAAAAGGGCGCTACATAGTAGTCCTGAAGATAATATAGATTGTAGTTG contig362 Solyc02g Serine-th                  GO:00046 SL2.40ch AT2G375 ASP1  AGD7; AR           chr2:157  44.108 33.8547 82.4411 72.3893 109.957 83.3843
GT Sense Sense -0.918 Comprom 0.918 Comprom 0.000 0.892 Detected 1.846 Detected 1.369 0.317 GT Sens contig362 contig362 Unannota GTCGCTAAATCCCCTACGATTACCACCCCAAAAGAATCAAGGGAAAAAG contig362 Solyc12g UDP-gluc                GO:00081 SL2.40ch ATMG001 CCB452  cytochro      chrM:512  2.45379 10.4241 13.998 7.08632 10.5756 17.1935
GT Sense Sense -0.831 Comprom 0.831 Detected 0.000 1.479 Detected 1.021 Detected 1.250 0.284 GT Sens contig363 contig363 Unannota GCACATCAAAGATTGTTGGAAGAAGAAAAATTACATAGGAGTGTGACAT contig363 Solyc10g Ethylene                     GO:00036 SL2.40ch AT5G111 SHN3  SHN3 (sh        chr5:356  6.74398 25.4049 16.9867 17.3449 41.0969 25.1148
GT Sense Sense 0.388 Comprom -0.388 Comprom 0.000 1.506 Detected 1.774 Detected 1.640 0.057 GT Sens contig363 contig363 Unannota CTAGACGAAGCAAAAGATTTGATGAGGAAAATGGAACAAAATGGTCTTT contig363 Solyc01g BURP dom              GO:00457 SL2.40ch AT2G24850.1 6.72062 4.67166 13.2629 14.9219 17.9313 18.1207
GT Sense Sense 0.354 Detected -0.354 Detected 0.000 0.967 Detected 1.211 Detected 1.089 0.101 GT Sens contig363 contig363 Unannota CCTGATAATGCATTATACCATCTTTATGATCGTATAACGTTGACTTCCTTcontig363 Solyc09g Kinase interacting fa              SL2.40ch AT3G17675.1 1309.63 954.354 1994.98 1769.04 2461.32 2447.81
GT Sense Sense 0.790 Detected -0.790 Comprom 0.000 2.655 Detected 1.084 Detected 1.869 0.235 GT Sens contig364 contig364 Unannota TGAGCTGTTGACGGCAGCATATCATCTAAAACTATCCAAGTGAATAATT contig364 Solyc06g Zinc finge                 GO:00056 SL2.40ch AT2G41225.1  unknown   chr2:171  14.8186 5.89948 20.0095 18.4701 66.3183 18.7466
GT Sense Sense 0.433 Detected -0.433 Detected 0.000 0.835 Detected 1.213 Detected 1.024 0.162 GT Sens contig364 contig364 Unannota GAGACGAAATGTTCCTAGTTTTGATGGTTAAGCTATGTTCGAATTAGCT contig364 Solyc07g Dehydrog                GO:00342 SL2.40ch AT3G52700.1  unknown   chr3:195  3046.53 1990.45 3781.62 3462.14 4948.4 5396.28
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 2.112 Detected 1.025 Detected 1.568 0.102 GT Sens contig364 contig364 Cytochro                 TTCTCCAcontig364 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198     contig364 Solyc07g Cytochro  GO:00083 SL2.40ch AT2G267 BAS1, CY    BAS1 (PH            chr2:113  17.8251 20.6769 27.889 26.0907 93.4866 36.9288
GT Sense Sense 1.752 Detected -1.752 Detected 0.000 2.261 Detected 1.219 Detected 1.740 0.442 GT Sens contig365 contig365 Unannota TTATTTGGATATATAGAGAAAAGCCATATGTGTTCTTATATAATTGCTTAcontig365 Solyc10g Pyrimidine-specific                SL2.40ch AT5G66620.1 390.444 40.9641 508.996 86.921 682.645 278.333
GT Sense Sense 0.524 Comprom -0.524 Comprom 0.000 0.916 Detected 1.800 Detected 1.358 0.186 GT Sens contig365 contig365 Unannota CCGGAACCTGCACTCGTCGGAATCATAGAAAAATTAACAAAGAAGAGAA contig365 Solyc09g Prephena                 GO:00081 SL2.40ch AT4G22360.1 8.17842 4.71027 13.3147 24.7561 13.1924 20.429
GT Sense Sense -0.272 Comprom 0.272 Comprom 0.000 0.851 Detected 1.543 Detected 1.197 0.113 GT Sens contig365 contig365 Unannota GACTAGACATGAAAGTAGAAAAGTGGGATTATAATGCAATAGATTACTA contig365 Solyc01g Genomic DNA chrom                  SL2.40ch AT5G21080.1  FUNCTIO                                                         chr5:715  4.33309 7.52405 5.56613 8.04928 11.6052 15.7296
GT Sense Sense 1.040 Detected -1.040 Comprom 0.000 2.421 Detected 1.804 Detected 2.113 0.191 GT Sens contig365 contig365 Unannota GATACGAAGAGTTATTATTATATGTTATAACGAAACTTAAACTTGTTTTA contig365 Solyc09g Sulfate tra               GO:00151 SL2.40ch AT5G085 CI51  CI51 (51                               chr5:275  24.8654 6.99726 51.1658 26.3856 79.5867 43.5651
GT Sense Sense 0.272 Comprom -0.272 Comprom 0.000 2.200 Detected 2.526 Detected 2.363 0.018 GT Sens contig365 contig365 Unannota CCCAAACTATAGTGCTGAAATTTGGCTTATTCTGTTTTCGGTATACATC contig365 Solyc06g Unknown Protein (A  SL2.40ch AT5G238 EMB1265      CPSF100             chr5:805  2.78487 2.27246 2.7955 2.08766 13.0176 13.698
GT Sense Sense 0.168 Comprom -0.168 Comprom 0.000 0.965 Detected 1.867 Detected 1.416 0.099 GT Sens contig365 contig365 Unannota GCTGGAGAAATAAACACAACACAACACAATGAGGGAAAAATCTACTCCT contig365 Solyc04g Cysteine-                GO:00082 SL2.40ch AT3G10260.3  reticulon    chr3:317  5.07966 4.79289 2.2825 2.29199 10.8474 17.0226
GT Sense Sense -0.120 Comprom 0.120 Comprom 0.000 0.916 Detected 1.272 Detected 1.094 0.036 GT Sens contig366 contig366 Unannota AAAGGCATACATAATGTGATAGGAAAACACACTTTTATTTCATATTACAAcontig366 Solyc03g Histone-ly               GO:00420 SL2.40ch AT4G18270.1 5.41308 7.6079 6.43802 15.024 13.6435 14.6486
GT Sense Sense -0.605 Comprom 0.605 Comprom 0.000 1.345 Detected 2.260 Detected 1.803 0.141 GT Sens contig366 contig366 Unannota CTGGTTCATGACTACTAATACATACGTAATCTATAGAATTTGGGGAACG contig366 Solyc05g Cyclic nu                 GO:00305 SL2.40ch AT2G01390.1 2.91294 8.02377 11.0458 10.6993 13.8365 21.899
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.468 Detected 0.938 Detected 1.203 0.050 GT Sens contig366 contig366 Unannota GAGTGACAGAGTTCTTACAGATCCTACAAAGTATCAGAGACTTGTAGGCcontig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 12.1503 12.8937 32.1137 23.502 39.0181 22.6675
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 0.984 Detected 1.054 Detected 1.019 0.035 GT Sens contig366 contig366 Unannota GAGCCTTAGTGTTAGTTAATGAATATATGTACTACTCCCTCCGTTTCAA contig366 Solyc04g Serpin 3 (                GO:00048 SL2.40ch AT4G30350.1  heat sho    chr4:148  26.5442 24.1796 37.6978 30.7809 56.4626 49.7303
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 1.604 Detected 1.331 Detected 1.467 0.009 GT Sens contig366 contig366 Unannota CGCGAGTCAGTACGTGGTCTCAAAATTGTTTTAGACGACAAATTTCTAT contig366 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G54950.1 2462.95 2957.99 6743.57 5834.27 9240.45 6420.92
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 1.736 Detected 1.371 Detected 1.554 0.014 GT Sens contig366 contig366 Unannota CAAATTAGGTTGGAGGAGAGTATTGAAAAAGTGCTTTGTAAGAGTCTGT contig366 Solyc03g GDSL est               GO:00040 SL2.40ch AT5G54950.1 1701.57 1948.69 4792.43 4242.43 6835.15 4451.97
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.554 Detected 1.762 Detected 1.658 0.004 GT Sens contig367 contig367 Unannota CCAAAGTAAAACCCTAACCCTCATTTCATCGATCACAACAAAGATTCAGCcontig367 Solyc09g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  123.106 144.366 212.685 188.176 441.001 427.664
GT Sense Sense 0.278 Comprom -0.278 Comprom 0.000 1.042 Detected 1.949 Detected 1.496 0.107 GT Sens contig367 contig367 Unannota GTTAGAGGCGTGCAGATAATCTTATAAGTTCTATATATGCGAGGAGTGAcontig367 Solyc09g 60S ribos                   GO:00037 SL2.40ch ATMG009 ORF215A  hypothet    chrM:241  8.43796 6.83132 10.9266 14.3185 17.6096 27.7186
GT Sense Sense 0.744 Detected -0.744 Detected 0.000 1.150 Detected 1.285 Detected 1.217 0.245 GT Sens contig367 contig367 Unannota TTTGGTTTTTTTAGGTTGGTGGAAAATTTATATTATATGGATAAGCAAAGcontig367 Solyc11g Sucrose t               GO:00058 SL2.40ch AT1G796 ATNHX6,   sodium p      chr1:299  27.6701 11.7501 29.3588 30.5186 45.0735 41.539
GT Sense Sense 0.225 Detected -0.225 Comprom 0.000 1.284 Detected 0.891 Detected 1.088 0.068 GT Sens contig367 contig367 Unannota CCAATGCATCTATCTTGGGTTGTTTTAGCCATGTTCTCTCTTACTTGTA contig367 Solyc09g Purple ac                 GO:00047 SL2.40ch AT1G179 HDG12  HDG12 (H       chr1:616  12.0785 10.5251 20.2348 19.2022 30.9334 19.7673
GT Sense Sense 1.346 Detected -1.346 Comprom 0.000 0.978 Detected 1.753 Detected 1.365 0.432 GT Sens contig368 contig368 Unannota ACCTTGAATGTGAGTGAAGTACTAACGCACCAAATTCGATAAGAAACTG contig368 Solyc11g Autophag                 GO:00081 SL2.40ch ATCG003 RPS4  Chloropl       chrC:452  12.2708 2.261 8.50349 17.212 11.6884 16.7823
GT Sense Sense -0.447 Comprom 0.447 Comprom 0.000 5.405 Detected 2.605 Detected 4.005 0.112 GT Sens contig368 contig368 Unannota AGTGTGGGAAGTTGGAACAAATGAAAAAAGAAAAGCAAAATAAATAAAT contig368 Solyc11g At4g38160-like prote                 SL2.40ch AT1G11490.1 2.56718 5.68135 2.23897 3.07638 182.285 21.9732
GT Sense Sense -0.306 Comprom 0.306 Comprom 0.000 1.447 Detected 1.881 Detected 1.664 0.047 GT Sens contig369 contig369 Unannota CATAGGTGGGGTTTGGGGAGATAAACTATATAGAGAGTCCTCATATTTAcontig369 Solyc06g Mediator                  GO:00056 SL2.40ch AT2G29360.1 3.95313 7.19043 4.98214 7.69332 16.3796 18.5724
GT Sense Sense 0.656 Detected -0.656 Detected 0.000 0.963 Detected 1.405 Detected 1.184 0.229 GT Sens contig369 contig369 Unannota TTTCTTCATTTGCAAAGGCAATTTTATTTGATTTTTTGCTTTTGTGTGGGcontig369 Solyc10g Unknown                GO:00331 SL2.40ch AT4G18160.1 26214.5 12562.3 37517.2 31430 39859.9 45430.9
GT Sense Sense 0.035 Comprom -0.035 Comprom 0.000 2.633 Detected 3.301 Detected 2.967 0.013 GT Sens contig369 contig369 Unannota AATATAAACAAAGAAATATAGAAAAAATTATGAAGATTGGAATAATTTGT contig369 Solyc10g Unknown                GO:00331 SL2.40ch AT4G18160.1 2.50559 2.84022 4.2549 2.75121 18.6405 24.8616
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.783 Detected 2.076 Detected 1.930 0.017 GT Sens contig369 contig369 Unannota CCAATTTTCCTTAATTTATCTTCTTTTTGAAACCCTAACCCTAAAAATCC contig369 Solyc12g Zinc finge                 GO:00082 SL2.40ch AT5G44280.2 124.141 110.146 342.021 212.401 453.469 466.279
GT Sense Sense -0.802 Comprom 0.802 Detected 0.000 0.827 Detected 1.625 Detected 1.226 0.304 GT Sens contig369 contig369 Unannota GTACTATAGAGTACAACACAGTTCTTGAAAATGTTGATCAAGAACTCAG contig369 Solyc11g Pentatricopeptide re               SL2.40ch AT2G25737.1  unknown   chr2:109  3.31116 11.9824 7.4637 6.65138 12.5906 18.3744
GT Sense Sense 0.087 Comprom -0.087 Comprom 0.000 2.185 Detected 4.597 Detected 3.391 0.107 GT Sens contig369 contig369 Unannota GTAAAACAATAATAATTAAACTCAAACAACAAAAAACATAACACAATTAAGcontig369 Solyc03g Hydroxyc              GO:00167 SL2.40ch AT3G52700.1  unknown   chr3:195  2.7064 2.85558 2.20193 5.43558 14.2356 63.6332
GT Sense Sense 0.432 Comprom -0.432 Comprom 0.000 1.216 Detected 1.461 Detected 1.338 0.097 GT Sens contig370 contig370 Unannota AAATGCTTGTCAAGAAAAATTGCCAAAGTAAACTAAGGGCTAATAAAGG contig370 Solyc04g Mitochondrial trans                    SL2.40ch AT5G63280.1  zinc finge       chr5:253  6.67852 4.36897 4.72582 6.9262 14.1307 14.0637
GT Sense Sense 0.022 Comprom -0.022 Comprom 0.000 1.762 Detected 3.345 Detected 2.554 0.084 GT Sens contig370 contig370 Unannota CACCCCCAACACTAAAACAAGATAACTAAACACATATACACACACGAAAAcontig370 Solyc12g Unknown            GO:00055 SL2.40ch AT5G07570.1  glycine/p    chr5:239  2.60759 3.01144 2.70423 2.46214 10.71 26.9185
GT Sense Sense -0.023 Comprom 0.023 Comprom 0.000 0.913 Detected 1.648 Detected 1.281 0.074 GT Sens contig371 contig371 Unannota AACAACTAAACGAGTGACAAGCATGATGAACGACGTGAAAACAAACCAA contig371 Solyc07g Helicase-like protein                 SL2.40ch AT5G66005.3  Expresse    chr5:263  5.51021 6.76926 14.5879 12.597 12.9568 18.096
GT Sense Sense 1.130 Detected -1.130 Comprom 0.000 0.833 Detected 3.016 Detected 1.924 0.345 GT Sens contig371 contig371 26S prote                  GACATTGcontig371 Solyc05g Solyc05g 26S prote                  GO:00055 GO:00055   contig371 Solyc05g 26S prote                   GO:00168 SL2.40ch AT5G17740.1  AAA-type     chr5:585  13.5954 3.37732 8.91225 13.3727 13.598 51.8216
GT Sense Sense 0.389 Detected -0.389 Detected 0.000 1.014 Detected 1.139 Detected 1.076 0.112 GT Sens contig371 contig371 Unannota CCAAAGCCAAGGCAAGGTGTTAGAAGAAGGTTGTGATAAATATTAATCA contig371 Solyc05g Histone c                 GO:00423 SL2.40ch AT5G19420.1  Ran GTP           chr5:654  138.825 96.353 256.527 217.646 263.058 240.772
GT Sense Sense 0.273 Detected -0.273 Detected 0.000 0.880 Detected 1.206 Detected 1.043 0.082 GT Sens contig371 contig371 Unannota AACTGTTGTAAGTGGATTTATGAAAAAAAGAGAAAACAATTTGTGATTCAcontig371 Solyc02g Peptidyl-p                  GO:00064 SL2.40ch AT4G155 MAA3  MAA3 (M    chr4:889  179.989 146.835 315.161 353.119 336.953 354.655
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 1.929 Detected 1.692 Detected 1.811 0.005 GT Sens contig371 contig371 Unannota CGGGTCTTTTGAGAAATAGAAAGAGCAACGGAGATCAAAAGAGGAGGG contig371 Solyc12g Unknown Protein (A  SL2.40ch AT5G66450.2  phospha       chr5:265  14.0442 15.9353 19.7727 14.6939 64.1935 45.6914
GT Sense Sense 0.476 Comprom -0.476 Comprom 0.000 2.527 Detected 2.508 Detected 2.517 0.034 GT Sens contig372 contig372 Unannota GGAAAAAGGTGAAATGATTTTGGAATGATGTAAGAGCAAAGTTGTGGGAcontig372 Solyc01g cytochrom  GO:00099 SL2.40ch AT5G51930.1  glucose-       chr5:211  4.67997 2.87949 6.30432 7.121 23.8274 19.7456
GT Sense Sense 0.276 Comprom -0.276 Comprom 0.000 1.087 Detected 1.909 Detected 1.498 0.094 GT Sens contig372 contig372 Unannota GTGTGTGAAGAAAGAATTCAACACGCACCCTATAACATAGAGTAGGCGAcontig372 Solyc01g AT-hook                     GO:00036 SL2.40ch AT5G56980.1 5.18992 4.21631 2.99823 3.90981 11.1931 16.6094
GT Sense Sense -0.064 Comprom 0.064 Comprom 0.000 2.332 Detected 4.704 Detected 3.518 0.098 GT Sens contig372 contig372 Unannota GACACCCAAATAGCCACAATTAGCAACCAAGACTGAATACACAAAGACC contig372 Solyc02g RING fing                 GO:00082 SL2.40ch AT3G580 SINAT2  SINAT2 (S                chr3:214  2.4495 3.18701 3.70875 6.47063 15.852 68.8639
GT Sense Sense 0.774 Comprom -0.774 Comprom 0.000 1.816 Detected 3.303 Detected 2.559 0.140 GT Sens contig372 contig372 Unannota TTGTGCACATCACTGGAAAAGGAGGGGAAAGAGAGAAGAGCAAACAAC contig372 Solyc02g090830.1.1 AT5G44180.1  homeobo      chr5:177  5.85527 2.38543 5.02474 4.0726 14.824 34.869
GT Sense Sense 0.621 Comprom -0.621 Comprom 0.000 1.478 Detected 3.982 Detected 2.730 0.190 GT Sens contig372 contig372 Unannota CATGAACGATTTCACATACCAAGAAACCCCAAATTCATCACTAATAAGTCcontig372 Solyc01g Pyrrolido                  GO:00082 SL2.40ch AT1G23440.1  pyrrolido      chr1:832  4.64815 2.34015 3.87681 5.06918 10.3495 49.2701
GT Sense Sense 0.488 Detected -0.488 Detected 0.000 0.813 Detected 1.305 Detected 1.059 0.192 GT Sens contig373 contig373 Unannota GAAAATTCATTAGCTTTTTCTGAGTTTCTTCAAATTTATCAAGGACCCAAcontig373 Solyc03g Aromatic                GO:00048 SL2.40ch AT5G56380.1  F-box fam    chr5:228  40.2388 24.3706 79.6717 53.7844 61.9583 73.1737
GT Sense Sense 0.357 Comprom -0.357 Comprom 0.000 1.641 Detected 2.473 Detected 2.057 0.064 GT Sens contig373 contig373 Unannota AATACTATCTAATGCTTACTAAAAAGGGGAAAAAGAACAATCAAATATGAcontig373 Solyc08g Autophag                  GO:00484 SL2.40ch AT5G43570.1  serine-ty     chr5:175  3.92162 2.8445 3.32607 6.68021 11.7322 17.5311
GT Sense Sense 0.702 Comprom -0.702 Comprom 0.000 0.958 Detected 2.134 Detected 1.546 0.233 GT Sens contig373 contig373 Unannota CAATGGAAAGAAATAGCAAGTCGGCAGTGAATGACACATGGGTTCATAT contig373 Solyc01g Methionine aminope                  SL2.40ch AT3G484 REF6  REF6 (RE                chr3:179  7.31007 3.28968 2.94328 3.62456 10.7307 20.3549
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 0.856 Detected 1.750 Detected 1.303 0.101 GT Sens contig374 contig374 Unannota GGGATGGGAGGCGATATATGCTATGTTTGTTAGGATGAAAAATGAGTAAcontig374 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT4G18740.2  unknown   chr4:103  13.635 17.3485 19.3197 34.1458 31.3494 48.9298
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 2.876 Detected 1.738 Detected 2.307 0.066 GT Sens contig374 contig374 Unannota ATCATTATAAATAATAATTTATTCATACACTATTAAATAGTGCAGGGATA contig374 Solyc03g115210.2.1 AT2G28830.1 20.5962 17.292 77.9953 93.1515 156.015 59.5282
GT Sense Sense -0.886 Comprom 0.886 Detected 0.000 1.564 Detected 1.279 Detected 1.421 0.254 GT Sens contig374 contig374 Unannota TTAATATTCTTACATGTTGTATTTTTAGAAAGGTGATCTTAATTAAGTCA contig374 Solyc09g Unknown Protein (A  SL2.40ch AT5G168 ATTERT  ATTERT           chr5:553  3.86048 15.7004 7.88866 15.1622 25.9238 17.8639



GT Sense Sense -0.457 Comprom 0.457 Detected 0.000 1.681 Detected 1.826 Detected 1.754 0.063 GT Sens contig375 contig375 Unannota CTCATTCACGATAGAGAACAAAATTATTCTCTATCCTTTTCTTCATCCACcontig375 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G01810.1  protein tr    chr4:776  5.49089 12.318 19.8672 13.5036 29.704 27.573
GT Sense Sense -0.444 Detected 0.444 Detected 0.000 1.187 Detected 1.419 Detected 1.303 0.105 GT Sens contig375 contig375 Unannota TCTAGTTACAACATTGAAGAGATTTCGGCCAAATCTGGTGGTATGGCGTcontig375 Solyc11g Zinc finger protein C               SL2.40ch AT3G227 SOL1  SOL1; tra    chr3:804  33.8862 74.7032 118.89 127.934 129.055 127.216
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 0.946 Detected 1.151 Detected 1.048 0.019 GT Sens contig376 contig376 Unannota AAAGTATCAGAAGGATAACATTTCTTGTGCATTATTTTATGTATATCATCcontig376 Solyc06g Calcium/p               GO:00153 SL2.40ch ATCG007 PETD  A chlorop            chrC:764  390.558 401.815 640.192 622.884 859.418 831.596
GT Sense Sense 1.085 Detected -1.085 Comprom 0.000 1.100 Detected 1.445 Detected 1.272 0.367 GT Sens contig376 contig376 Unannota ACACTCAGCAATATAATTACAGTCAGTCTACAAAGCAAGGCTGCAAAAT contig376 Solyc12g Lipoyl sy              GO:00081 SL2.40ch AT3G140 RSH2, AT    RSH2 (RE       chr3:465  14.4324 3.81627 16.4175 12.318 17.917 19.1024
GT Sense Sense 0.311 Comprom -0.311 Comprom 0.000 0.808 Detected 1.723 Detected 1.265 0.149 GT Sens contig376 contig376 Unannota ATACAAGATTAGCCAAAGGTGCAAGTAGCACACATTAAGGACAAATAAG contig376 Solyc12g Lipoyl sy              GO:00081 SL2.40ch AT3G140 RSH2, AT    RSH2 (RE       chr3:465  7.64264 5.91212 8.1842 8.31904 13.2576 20.9786
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 1.726 Detected 2.051 Detected 1.889 0.009 GT Sens contig376 contig376 Unannota TAGACTTTAATATTTTGCTTTACAAACCAGAAAAAAGATTGAGAAAAGGGcontig376 Solyc12g RPM1 interacting pr                  SL2.40ch AT5G55660.1  LOCATE                                                                 chr5:225  47.0117 61.2771 94.7269 134.325 200.008 210.329
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 0.942 Detected 1.207 Detected 1.074 0.018 GT Sens contig376 contig376 Unannota GGTGGAAAATAATTAGTATTGGACTAAGAATAATGTTTGTGGGAAATGC contig376 Solyc08g Unknown Protein (A  SL2.40ch AT5G107 AHK5, CK   AHK5 (AR         chr5:338  126.464 137.889 219.114 215.852 285.714 288.264
GT Sense Sense 0.292 Detected -0.292 Comprom 0.000 1.462 Detected 2.285 Detected 1.873 0.065 GT Sens contig376 contig376 Unannota ATTACAAAATAAGGAAAAAGGAAAATGTACAAATTTACCTGTGATATTTGcontig376 Solyc12g Histone-ly               GO:00056 SL2.40ch AT5G61390.1  exonucle     chr5:246  15.0199 11.9333 39.5785 44.4699 41.5371 61.6852
GT Sense Sense 0.232 Comprom -0.232 Comprom 0.000 1.422 Detected 1.725 Detected 1.574 0.030 GT Sens contig377 contig377 Unknown   GGAACTGcontig377 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig377 Solyc09g Unknown Protein (A  SL2.40ch AT4G17610.1  tRNA/rRN       chr4:980  5.70971 4.92753 11.1929 4.28009 16.0114 16.5811
GT Sense Sense -0.215 Comprom 0.215 Comprom 0.000 2.591 Detected 2.596 Detected 2.594 0.007 GT Sens contig377 contig377 Unannota TTTAAGTACTTTGTAAGGGATGTGCTGAGTCAAACAAGGACGGAGAGATcontig377 Solyc06g GDP-L-ga   GO:00800 SL2.40ch AT3G28450.1  leucine-r        chr3:106  2.62275 4.20844 3.469 5.24084 22.5478 18.9951
GT Sense Sense 0.556 Detected -0.556 Detected 0.000 1.663 Detected 2.417 Detected 2.040 0.093 GT Sens contig377 contig377 Unannota AATGGTATTTTAAAGTTTGTAAAATTCAAATTATGAGTTTATCTTCATAT contig377 Solyc03g Genomic DNA chrom                     SL2.40ch AT5G168 ATTERT  ATTERT           chr5:553  603.264 332.378 1342.07 1322.6 1597.13 2261.81
GT Sense Sense 0.332 Detected -0.332 Detected 0.000 1.086 Detected 1.099 Detected 1.093 0.081 GT Sens contig377 contig377 Unannota GTACAATTCCAGAGGGAATACAAAAGCAGTTTAACACAACAGAGATAAA contig377 Solyc01g Unknown Protein (A  SL2.40ch AT2G189 AHA1, PM    AHA1 (AR              chr2:822  89.8589 67.5261 172.978 109.281 186.256 157.802
GT Sense Sense 0.446 Comprom -0.446 Comprom 0.000 1.162 Detected 1.830 Detected 1.496 0.115 GT Sens contig378 contig378 Unannota ATCATCTATCAAAGGAGCAAGGAAGCATCTCCGTAAGAGTTCACTTTGA contig378 Solyc08g Growth-re               GO:00056 SL2.40ch AT1G20920.2  DEAD bo      chr1:728  5.9746 3.83226 11.5848 5.7299 12.0582 16.088
GT Sense Sense 0.362 Comprom -0.362 Comprom 0.000 2.093 Detected 1.583 Detected 1.838 0.053 GT Sens contig378 contig378 Unannota TGCTTCATGGCAAGCACGTAAAAAACACAAAGGAGAAGAAATAACTGTG contig378 Solyc05g Unknown Protein (A  SL2.40ch AT2G40960.1  nucleic a    chr2:170  9.87036 7.11496 14.7385 16.92 40.2764 23.7352
GT Sense Sense 0.338 Comprom -0.338 Comprom 0.000 2.517 Detected 1.392 Detected 1.954 0.097 GT Sens contig378 contig378 Unannota GATCTATAGCAGGTAAAAATTTCAATATCACAACCACCATAGACTAGATCcontig378 Solyc08g Nodulin-li                   GO:00160 SL2.40ch AT4G17660.1  protein k    chr4:983  6.43305 4.79414 14.7037 12.2405 35.7969 13.783
GT Sense Sense -0.536 Detected 0.536 Detected 0.000 1.441 Detected 1.009 Detected 1.225 0.168 GT Sens contig378 contig378 Unannota AAGAATAGTTACTTATAAAAATATTGATTTTGAATAGACTCAACTTTGCT contig378 Solyc01g Elongatio                         GO:00037 SL2.40ch AT3G520 chx28  chx28 (ca        chr3:193  106.241 265.809 210.937 427.923 513.911 319.809
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 1.925 Detected 1.939 Detected 1.932 0.000 GT Sens contig378 contig378 Unannota TAAACCCTAACCACACCATTCAAATCCATATTATCGAACAGTTTCCGGTGcontig378 Solyc02g Cytochro  GO:00198 SL2.40ch AT5G64816.2  unknown   chr5:259  69.8768 79.9196 138.908 124.578 319.66 271.028
GT Sense Sense 0.387 Comprom -0.387 Comprom 0.000 1.258 Detected 1.523 Detected 1.390 0.077 GT Sens contig378 contig378 Unannota ATTGGTGAAATATGGGCGCGGACCCATTAGCTTTTGGTGTTTCCTGTTCcontig378 Solyc09g Pectate ly                GO:00168 SL2.40ch AT4G28790.1 8.12875 5.66118 5.45601 4.07799 18.2707 18.4272
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 0.925 Detected 1.524 Detected 1.225 0.077 GT Sens contig378 contig378 Unannota CTCAAAGGAGAAAAATTATAGATCCATGAAATTAATTCTGCTTAATTATA contig378 Solyc06g Baculovir                   GO:00082 SL2.40ch AT5G109 CIPK5, Sn   CIPK5 (C               chr5:344  82.3026 130.036 174.639 386.862 221.343 281.25
GT Sense Sense -0.140 Comprom 0.140 Comprom 0.000 0.940 Detected 1.838 Detected 1.389 0.098 GT Sens contig378 contig378 Unannota GCCATGAATAATAAGCATAAAGATATCATAATTCATATGTAAGAATGTCAcontig378 Solyc03g CBL-inter                  GO:00046 SL2.40ch AT5G613 CYP89A3  CYP89A3               chr5:246  5.46078 7.89571 13.1248 14.3282 14.1929 22.1931
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 2.448 Detected 3.503 Detected 2.976 0.031 GT Sens contig379 contig379 Unannota CCAAACCAACTCCCCCGATAAGCCTAAACCTTCACAACACCGCCAGCCC contig379 Solyc05g018580.1.1 AT5G49120.1  senescen    chr5:199  18.6073 18.8127 37.102 39.9644 114.988 200.605
GT Sense Sense 0.165 Comprom -0.165 Comprom 0.000 0.986 Detected 1.408 Detected 1.197 0.047 GT Sens contig381 contig381 Unannota CACTAATGGGGAGGTTGTTCTTTGAATTCTTGCAATAAAAAGATAATGA contig381 Solyc02g Palmitoyl                GO:00164 SL2.40ch AT5G41060.1 6.43149 6.08939 7.60387 6.23614 13.9654 15.6999
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 2.521 Detected 1.232 Detected 1.877 0.116 GT Sens contig381 contig381 Unannota GGGGTGTTCCGATCGACATTGTAAAGAAATGGATTATAGATTGAATTCA contig381 Solyc12g Mutator-li                  GO:00082 SL2.40ch AT1G10880.1 773.859 630.394 1941.72 1059.77 4517.3 1550.9
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 2.938 Detected 1.436 Detected 2.187 0.106 GT Sens contig381 contig381 Unannota GTAAGGATATCTATGATGTCAATTGTTCATGTGAGACTTCTTTTAACAC contig381 Solyc12g Mutator-li                  GO:00082 SL2.40ch AT1G10880.1 249.552 227.354 734.241 375.78 2056.02 609.504
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 2.279 Detected 0.894 Detected 1.586 0.151 GT Sens contig381 contig381 Unannota CTGTCTAATAACTTGAGATTAAAAAACTTTGAGGCCTTGAGTAGGAGTG contig381 Solyc10g Unknown             GO:00160 SL2.40ch AT3G140 CAX9, CC    CAX9 (CA                      chr3:466  12.2293 12.7325 21.6638 21.1596 68.2208 21.9192
GT Sense Sense -0.062 Comprom 0.062 Comprom 0.000 1.370 Detected 2.868 Detected 2.119 0.106 GT Sens contig382 contig382 Unannota CTATTATTTCAGACTCTGCAGTTGTCCTGATTCTCTTGGATCTTGTCAT contig382 Solyc10g Transcrip                   GO:00063 SL2.40ch AT1G54890.1 3.442 4.46769 2.56472 2.43749 11.4143 27.0757
GT Sense Sense -0.056 Comprom 0.056 Comprom 0.000 2.498 Detected 2.151 Detected 2.324 0.006 GT Sens contig382 contig382 Unannota TGCACCAGATTGTTCTGACACCAACCAAATGAGGAAAAAAGGAGCACTC contig382 Solyc07g Aldose 1-                GO:00479 SL2.40ch AT1G505 HIT1, ATV    HIT1 (HEA     chr1:187  3.11193 4.00434 2.04852 3.38265 22.4617 14.8214
GT Sense Sense 0.285 Detected -0.285 Detected 0.000 1.254 Detected 1.044 Detected 1.149 0.063 GT Sens contig382 contig382 Unannota CACACGTTTGAAGCTGAAAATGCAGTTGATTCCAAATGAAAGAGTAGTT contig382 Solyc02g Os03g0395600 prote      SL2.40ch AT3G04310.1 53.9598 43.2931 112.715 75.1946 129.815 94.2155
GT Sense Sense 0.545 Comprom -0.545 Comprom 0.000 1.379 Detected 2.040 Detected 1.710 0.115 GT Sens contig382 contig382 Unannota ACGAACCTCATGGTGGACAACTTATTCCTGAAGAGGTGCAGTTGTCGAAcontig382 Solyc04g Nonsense                   GO:00160 SL2.40ch AT1G02305.1  cathepsi       chr1:455  5.81423 3.25272 7.27197 7.83212 12.7382 16.9141
GT Sense Sense 0.389 Detected -0.389 Detected 0.000 1.322 Detected 1.673 Detected 1.498 0.072 GT Sens contig382 contig382 Unannota TGACAAAAAATTAAATAAACTAAATTGGATATCGCAGTTGGAGGAAAATTcontig382 Solyc12g098750.1.1 AT5G162 ATRAD21    SYN4 (SIS        chr5:531  101.696 70.5931 208.614 218.511 238.678 255.487
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 1.278 Detected 1.446 Detected 1.362 0.005 GT Sens contig382 contig382 Unannota TAGATTTTATCGTCCTGGATCAGACATTTCGGACTGTCTCATTCTCTTG contig382 Solyc11g Interferon                   GO:00055 SL2.40ch AT5G19680.1  leucine-r      chr5:664  43.502 55.9161 83.8359 101.048 134.717 127.059
GT Sense Sense -0.436 Comprom 0.436 Comprom 0.000 1.707 Detected 2.351 Detected 2.029 0.064 GT Sens contig382 contig382 Unannota ACGGAGAGAGAAGACAACTACTACTATATCAGATTAGAGAGAGAAAGTG contig382 Solyc12g Cellulose synthase-                     SL2.40ch AT2G370 ATNAP12  ATNAP12    chr2:155  2.42411 5.27844 3.87032 5.10882 13.1584 17.2508
GT Sense Sense -0.180 Comprom 0.180 Comprom 0.000 1.622 Detected 3.770 Detected 2.696 0.132 GT Sens contig382 contig382 Unannota AACCCTAGAGGGAGGAAAAAGAAGAAACCCTAACAAAACCTTGACAAAT contig382 Solyc03g RNA-bind                    GO:00430 SL2.40ch AT4G182 ATPUP10  ATPUP10      chr4:100  4.77413 7.29302 3.18477 3.74118 20.4642 76.0875
GT Sense Sense 0.555 Comprom -0.555 Comprom 0.000 1.349 Detected 2.393 Detected 1.871 0.133 GT Sens contig384 contig384 Unannota TTGTCTTCCTCTATCTTTGAAGAACTGAACTATCTTCACAACAGTGTCT contig384 Solyc04g IST1 homolog (AHRD                SL2.40ch AT5G39460.1  F-box fam    chr5:157  5.34913 2.94921 13.2114 6.3499 11.4003 19.7251
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 1.591 Detected 1.003 Detected 1.297 0.065 GT Sens contig384 contig384 Unannota TAACATCTTTCATATTAGTTTCTGTCGTACAAATATAACTTGGTGGGCG contig384 Solyc01g Ribosoma                 GO:00037 SL2.40ch AT3G611 ARS27A  ARS27A (          chr3:226  52.0661 80.4254 117.516 130.247 219.639 122.661
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 1.207 Detected 1.387 Detected 1.297 0.007 GT Sens contig384 contig384 Unannota ATGCCACATGTCTACTAACCATATCATAACTCTTCTTATATATATCTCTT contig384 Solyc11g Unknown Protein (A  SL2.40ch AT3G29075.1  glycine-r    chr3:110  139.991 152.617 315.599 290.522 380.068 361.38
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 2.236 Detected 2.416 Detected 2.326 0.006 GT Sens contig384 contig384 Unannota ATGATGAGAAAAAGAATCTATGAACTTTTTTGATTGGGGATGAAAATTT contig384 Solyc11g Unknown Protein (A  SL2.40ch AT3G29075.1  glycine-r    chr3:110  35.3677 33.7465 105.965 112.765 183.341 174.3
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 2.201 Detected 0.945 Detected 1.573 0.134 GT Sens contig384 contig384 Unannota TATTAAAGTGTCATCGGAAAATGGAAAGCGGCAGAGAAGATGACGGTG contig384 Solyc03g115210.2.1 AT1G70140.1 185.525 183.679 1077.02 1544.9 955.83 336.046
GT Sense Sense -0.024 Comprom 0.024 Comprom 0.000 1.051 Detected 3.279 Detected 2.165 0.191 GT Sens contig384 contig384 Unannota GAGATTACCATCTATTGAAGGAAATGAAGTGACAAAAAATGCTAACATC contig384 Solyc08g Os10g0422600 prote                  SL2.40ch AT2G40850.1 4.58602 5.64339 12.1311 8.5365 11.8736 46.6877
GT Sense Sense 0.404 Detected -0.404 Detected 0.000 1.159 Detected 0.843 Detected 1.001 0.148 GT Sens contig384 contig384 Unannota CACCACACGTTACAAGACGAGTAGTGAGAACAGCAGCAACAAGTCATTAcontig384 Solyc03g Sister chromatid co         SL2.40ch AT5G65460.1  kinesin m    chr5:261  207.646 141.103 324.452 245.053 430.458 290.224
GT Sense Sense 0.225 Comprom -0.225 Comprom 0.000 1.355 Detected 1.961 Detected 1.658 0.048 GT Sens contig385 contig385 Unannota GGAATTCGAATTCGAATCAATCAAATGAAGCAGAAACACAGAGAAAACG contig385 Solyc03g RNA polymerase II-a                   SL2.40ch AT3G52700.1  unknown   chr3:195  6.285 5.48097 7.51087 13.7356 16.9093 21.6107
GT Sense Sense -0.544 Detected 0.544 Detected 0.000 1.242 Detected 1.296 Detected 1.269 0.145 GT Sens contig385 contig385 Unannota GATACGATATTTGGAGTTGTAAATTGTCAAAAAGTTTTTGTTGATAAATAcontig385 Solyc09g Non-specific lipid-tra                    SL2.40ch AT4G33320.1 15.1789 38.4164 36.4748 46.9347 64.3347 56.0539
GT Sense Sense 0.163 Comprom -0.163 Comprom 0.000 2.169 Detected 2.829 Detected 2.499 0.021 GT Sens contig385 contig385 Unannota CGACCAAACAAACTACAGCACATCAATAAAGAGTAAATGCAAAAGAGGA contig385 Solyc02g Succinate                   GO:00001 SL2.40ch AT5G406 SDH2-2  SDH2-2;      chr5:162  2.90283 2.75748 3.18006 2.53858 14.3288 19.0147
GT Sense Sense -0.728 Comprom 0.728 Detected 0.000 0.860 Detected 1.378 Detected 1.119 0.285 GT Sens contig386 contig386 Unannota AAAGAGATGTGGAAATGAGATCTTAAAAGTATTCAATTGTTTGAAATAAGcontig386 Solyc06g Histone H              GO:00056 SL2.40ch AT3G46320.1  histone H   chr3:170  3.99816 13.0598 8.26573 19.4622 14.7737 17.7638
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 0.893 Detected 1.190 Detected 1.041 0.021 GT Sens contig387 contig387 Unannota AAACAAAAATGAACTGCCCTAAACCCCATGCTGGCTTTAACCATGCCAG contig387 Solyc12g 1-aminocyclopropan        SL2.40ch AT4G133 NIG  NIG (NSP          chr4:777  279.493 353.062 479.244 255.091 657.07 677.439
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 1.223 Detected 1.029 Detected 1.126 0.008 GT Sens contig387 contig387 Unannota TGTTATAGTGATGTTATGTCATGTAAATTGAAAAGATCGGAGTATCTTT contig387 Solyc09g Peptide tr                  GO:00429 SL2.40ch AT2G07815.1 15.916 19.4602 44.5511 49.953 46.2626 33.9539
GT Sense Sense -0.211 Comprom 0.211 Comprom 0.000 0.991 Detected 2.088 Detected 1.540 0.120 GT Sens contig387 contig387 Unannota CAAGAGAGAGATGGTTGAAAAAGTTTATAAAGGGATGAAACTCTTTCTA contig387 Solyc06g Unknown Protein (A  SL2.40ch AT5G649 ATATH13    ATATH13    chr5:259  4.8892 7.80288 13.5053 15.8723 13.8305 24.8284
GT Sense Sense 0.240 Comprom -0.240 Comprom 0.000 1.600 Detected 2.952 Detected 2.276 0.087 GT Sens contig387 contig387 Unannota AGGAGAAAAAGTTGAAAAAGAAAGCTACAATTAAGGAAATCGGAGAAGA contig387 Solyc02g Binding protein (AH    SL2.40ch AT5G20660.1  24 kDa va     chr5:698  4.4032 3.76051 3.45179 4.38984 13.8936 29.7728
GT Sense Sense -0.363 Detected 0.363 Detected 0.000 1.376 Detected 1.191 Detected 1.284 0.076 GT Sens contig387 contig387 Unannota GTATTTTAAATTAAATTAAGCGGGACCCGCTAATCAATCTAACTTTGAAAcontig387 Solyc11g Ring finge                 GO:00082 SL2.40ch AT2G10970.1 15.0139 29.5625 51.4254 36.4561 61.6149 45.4866
GT Sense Sense 0.558 Comprom -0.558 Comprom 0.000 1.206 Detected 2.528 Detected 1.867 0.163 GT Sens contig388 contig388 Unannota GCTGCAGCAAAACCCTAAGACATTTATAGGATCTTGAAATCCCTTTTAC contig388 Solyc09g F-box family protein             SL2.40ch AT1G66840.1 7.27453 3.99718 6.39697 10.7827 14.0148 29.3983
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 1.463 Detected 1.022 Detected 1.243 0.070 GT Sens contig388 contig388 Unannota TCACGGAGATTGTGAAAATGATAAAGTGAAGTTACGTGGAGTAGTAGTT contig388 Solyc09g Ethylene                 GO:00517 SL2.40ch AT3G23870.1 31.5714 25.911 68.0482 85.0812 88.8317 54.9286
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 2.598 Detected 2.045 Detected 2.321 0.016 GT Sens contig388 contig388 Unannota TAAAATACTTTCTAATTCATATATTTTTATGAAAAATAACTGCCTTAACA contig388 Solyc08g Alpha glu                 GO:00045 SL2.40ch AT5G11550.1  binding  chr5:370  17.2441 17.4444 58.5536 63.6375 118.284 67.6583
GT Sense Sense -0.429 Comprom 0.429 Detected 0.000 1.080 Detected 1.403 Detected 1.242 0.113 GT Sens contig388 contig388 Serine/thr                   TAGAAGTcontig388 Solyc12g Solyc12g Serine/thr                   GO:00167 GO:00167  contig388 Solyc12g Serine/thr                    GO:00167 SL2.40ch AT5G638 PP7, ATP   PP7 (SER        chr5:255  7.30585 15.7541 14.0927 16.6482 25.5541 26.8337
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 1.640 Detected 0.930 Detected 1.285 0.102 GT Sens contig389 contig389 Unannota GCGAGTTATGAAGGAATTAAATCCTACATAAGTAATAGCATGTTTAGCG contig389 Solyc12g LRR rece    GO:00163 SL2.40ch AT5G112 ATGLR2.5    ATGLR2.       chr5:357  37.6942 30.8275 79.8259 62.4149 119.645 61.4286
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 1.254 Detected 0.888 Detected 1.071 0.039 GT Sens contig389 contig389 Unannota TGAAAGAAACCCCATTCTTTGCAGGCAGCAGCAAGAGAAGATAGAGTAGcontig389 Solyc01g Gibberell                  GO:00455 SL2.40ch AT1G55290.1  oxidored       chr1:206  11.774 16.5822 35.694 31.3947 37.5278 24.4559
GT Sense Sense -0.193 Comprom 0.193 Detected 0.000 1.319 Detected 1.042 Detected 1.181 0.038 GT Sens contig389 contig389 Unannota GGTTGGGAGATATCCAAAACAGGAAGTTGTAATGGTGATTAGGATTCAAcontig389 Solyc01g Gibberell                  GO:00455 SL2.40ch AT1G55290.1  oxidored       chr1:206  7.62594 11.8575 22.7159 25.1631 26.7256 18.5187
GT Sense Sense 0.312 Detected -0.312 Detected 0.000 1.781 Detected 1.416 Detected 1.599 0.047 GT Sens contig389 contig389 Unannota AAGAGTAGGAACTACACGTAGTGAATGAGGGATCCTTTGGAGTAAGTG contig389 Solyc12g LRR rece    GO:00046 SL2.40ch AT5G60720.1 127.743 98.6705 513.175 372.123 434.701 283.359
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 1.756 Detected 1.484 Detected 1.620 0.034 GT Sens contig389 contig389 Unannota TGAGAAGAGTGGTGCTTTGATCTTTGGGGCAAGGATGAGTTATGGATG contig389 Solyc12g LRR rece    GO:00046 SL2.40ch AT5G60720.1 214.695 174.094 782.661 639.312 735.661 511.378
GT Sense Sense 0.334 Detected -0.334 Detected 0.000 1.314 Detected 1.666 Detected 1.490 0.059 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  234.349 175.593 441.864 309.436 568.218 608.859
GT Sense Sense -1.093 Comprom 1.093 Detected 0.000 1.253 Detected 1.277 Detected 1.265 0.367 GT Sens contig390 contig390 Unannota CTCGTCAACTTAAGCAATTCAGTACTAGTCGGTGTTGATATAAGCAAGA contig390 Solyc12g LRR rece    GO:00163 SL2.40ch AT4G01810.1  protein tr    chr4:776  2.88081 15.6009 5.99593 13.1973 18.0018 15.3585
GT Sense Sense -0.570 Comprom 0.570 Comprom 0.000 2.149 Detected 1.967 Detected 2.058 0.070 GT Sens contig390 contig390 Unannota GGATGTCTTCCCAAATCAATTCAGTACTAGTGTATGTGTGAGGAAATAT contig390 Solyc12g LRR rece    GO:00163 SL2.40ch AT4G01810.1  protein tr    chr4:776  2.55573 6.70287 4.94228 12.6536 20.6816 15.2994
GT Sense Sense -0.483 Comprom 0.483 Comprom 0.000 3.752 Detected 5.593 Detected 4.672 0.046 GT Sens contig391 contig391 Unannota ATAGGGTTTTCCAATATGCAACTCACACATCATACAATTAACCCAAAACCcontig391 Solyc05g Transcrip                   GO:00037 SL2.40ch AT5G45310.1  unknown   chr5:183  2.51114 5.84186 17.7251 9.35397 58.1357 174.768
GT Sense Sense 0.838 Detected -0.838 Detected 0.000 2.263 Detected 1.560 Detected 1.911 0.170 GT Sens contig391 contig391 Unannota CTACACAACAACTGGAGAAAATAGTAATGGGACAACAATTATATAGTGG contig391 Solyc06g Peroxidas                GO:00055 SL2.40ch AT5G22520.1 43.2552 16.1205 76.562 24.0309 142.746 73.6337
GT Sense Sense 0.911 Detected -0.911 Detected 0.000 2.124 Detected 1.281 Detected 1.702 0.232 GT Sens contig391 contig391 Unannota CCTCCTACCACTGAATTGTTATACTTTTCCTTAGGAGATGGTTTATCCT contig391 Solyc06g Peroxidas                GO:00055 SL2.40ch AT5G22520.1 258.807 87.1432 442.359 116.635 737.281 344.954
GT Sense Sense -0.302 Comprom 0.302 Comprom 0.000 1.118 Detected 1.938 Detected 1.528 0.095 GT Sens contig391 contig391 Unannota GCCAATAATGGACCAGAAATCAGAGGTACACTGAAGCTGATGGACAGTTcontig391 Solyc04g F-box family protein    SL2.40ch AT5G501 ATFRO8,   FRO8 (FE         chr5:204  3.89482 7.05117 7.93127 9.08198 12.8121 18.9827
GT Sense Sense 0.382 Detected -0.382 Detected 0.000 0.887 Detected 1.280 Detected 1.083 0.128 GT Sens contig391 contig391 Unannota GAATTTTTTTTAGGACAAACTTTTTCCTAGTCCAAGTGTGGTTGTTTGT contig391 Solyc11g Vacuolar                 GO:00055 SL2.40ch AT5G15170.1  tyrosyl-D    chr5:492  30.2766 21.2296 46.2451 30.9634 52.8218 58.1981
GT Sense Sense 0.309 Detected -0.309 Detected 0.000 1.260 Detected 1.565 Detected 1.412 0.055 GT Sens contig392 contig392 Unannota CTATGATGCTTGAATTATTGGAATATTGTTGTTGTAGATATTGCGGATT contig392 Solyc10g Allene ox               GO:00198 SL2.40ch AT4G01640.1 287.857 223.163 472.799 438.543 683.662 709.153
GT Sense Sense 0.722 Comprom -0.722 Comprom 0.000 3.691 Detected 3.778 Detected 3.735 0.036 GT Sens contig392 contig392 Unannota TAATATAGTACTTACTATACATATAATTAAATACTTTTGAATTATGGTGT contig392 Solyc10g Allene ox               GO:00198 SL2.40ch AT4G01640.1 5.38257 2.35526 25.6187 28.0655 51.8176 46.1809
GT Sense Sense 0.136 Comprom -0.136 Comprom 0.000 0.816 Detected 1.485 Detected 1.150 0.086 GT Sens contig392 contig392 Unannota GATCTACAAGCTGGTGCAGAAAACAGCTATCAGAGCAACTTGTTTTAGGcontig392 Solyc09g Regulator                     GO:00036 SL2.40ch AT3G22050.1 5.38504 5.30829 9.72137 11.4115 10.6041 14.1489
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.376 Detected 1.801 Detected 1.589 0.017 GT Sens contig392 contig392 Unannota TTTTCATGTAAATTAAATCTATCAAGTCACTTCCAAAATAGTATATAATA contig392 Solyc01g Unknown Protein (A  SL2.40ch AT5G42880.1  unknown   chr5:171  71.3619 84.2735 184.467 184.754 226.694 255.587
GT Sense Sense 0.452 Comprom -0.452 Comprom 0.000 3.046 Detected 1.742 Detected 2.394 0.095 GT Sens contig392 contig392 Unannota GTTCTTCTCTAAGCAGTTGTTCTCTCTGGATCTCCTGTTCTAACTCTTT contig392 Solyc04g Unknown Protein (A  SL2.40ch AT3G08880.1 7.87608 5.00931 3.97376 10.1726 58.4328 19.8594
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 1.377 Detected 0.808 Detected 1.092 0.176 GT Sens contig393 contig393 Unannota CTGTTGTCAGGACAGAAATTCCCACCCATCCATTCTAACTCGAAGAATG contig393 Solyc04g Single-str                  GO:00036 SL2.40ch AT5G04380.1  S-adenos      chr5:123  56.6049 125.302 344.837 212.204 246.447 139.367
GT Sense Sense -0.507 Detected 0.507 Detected 0.000 1.628 Detected 1.131 Detected 1.379 0.134 GT Sens contig393 contig393 Unannota CGACAACGAGTATCTTACAATAAGGTGCATTTTCCTAAGCTAAGTAAAA contig393 Solyc04g Single-str                  GO:00036 SL2.40ch AT5G04380.1  S-adenos      chr5:123  44.2974 106.43 302.592 210.676 239.117 142.146
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 1.341 Detected 0.882 Detected 1.111 0.048 GT Sens contig393 contig393 Unannota GAAGACAAGCCCAAGAATGAGAATGTGGTTATCAATTGAAATATATATC contig393 Solyc11g Pentatrico                GO:00045 SL2.40ch AT5G13950.2  unknown   chr5:449  62.0221 85.6018 104.696 89.642 207.91 126.931
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 1.256 Detected 0.951 Detected 1.104 0.035 GT Sens contig393 contig393 Unannota GTTGGTTTCACATTCTGACTACTCAGGGTTCTTATGATTATGATATTGT contig393 Solyc11g Pentatrico                GO:00045 SL2.40ch AT5G13950.2  unknown   chr5:449  72.4595 105.808 115.624 124.407 235.6 160.046
GT Sense Sense 0.268 Comprom -0.268 Comprom 0.000 2.834 Detected 0.998 Detected 1.916 0.183 GT Sens contig393 contig393 Unannota GAGGTTTGATACCGGTGTACCGTACTGATTTATTTCAATTTCGATCAAG contig393 Solyc09g Alkaline p              GO:00038 SL2.40ch AT3G627 ATMRP10  ATMRP1          chr3:231  12.0268 9.87072 62.8584 42.3676 87.5305 20.5761
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 1.391 Detected 0.990 Detected 1.191 0.029 GT Sens contig393 contig393 Unannota CCTCTCTCACATCTTCATTTTTCTCAATTTTGCGCCCTAGTTTTGACAC contig393 Solyc10g Genomic DNA chrom         SL2.40ch AT5G277 EMB2775  EMB2775           chr5:982  14.4595 18.484 43.8999 43.6862 48.3082 30.7111
GT Sense Sense -0.400 Comprom 0.400 Comprom 0.000 1.551 Detected 3.625 Detected 2.588 0.145 GT Sens contig393 contig393 Unannota AAGATGAGCCACCAAACTTAAAGTTTCAAGCCTTCGTTGATTTTGGAGT contig393 Solyc10g Genomic DNA chrom         SL2.40ch AT5G277 EMB2775  EMB2775           chr5:982  2.6714 5.53506 12.625 12.9038 12.6953 44.8448
GT Sense Sense -0.162 Comprom 0.162 Comprom 0.000 1.358 Detected 2.004 Detected 1.681 0.043 GT Sens contig393 contig393 Unannota GATGATTATAAGGTAAACTTTGATTGACTTCACTGTAAATTTGTTAAGG contig393 Solyc11g Unknown Protein (A  SL2.40ch AT3G16200.1  unknown   chr3:549  4.82105 7.18242 11.6149 7.94601 16.9928 22.3249
GT Sense Sense -0.142 Comprom 0.142 Comprom 0.000 1.484 Detected 2.001 Detected 1.742 0.027 GT Sens contig394 contig394 Mutator-li                ACAAAAC contig394 Solyc12g Solyc12g Mutator-like transposase-like (               contig394 Solyc09g Transpos                GO:00082 SL2.40ch AT3G09770.2  zinc finge        chr3:299  3.09266 4.48476 5.10135 5.69635 11.7339 14.0911
GT Sense Sense 0.941 Comprom -0.941 Comprom 0.000 1.417 Detected 2.447 Detected 1.932 0.213 GT Sens contig394 contig394 Unannota GCAGAGCAAGGAAGAAAACGGAGTACCTGAAAGTTTATAGTCAAAATTT contig394 Solyc04g Unknown Protein (A  SL2.40ch AT3G17070.1 7.23981 2.33933 9.18903 9.16109 12.3797 21.2179
GT Sense Sense -0.344 Comprom 0.344 Detected 0.000 3.621 Detected 1.092 Detected 2.357 0.214 GT Sens contig394 contig394 Unannota GCTTCGAGATAAGTATTTTGTTTGAGAAAAGAAGAGGTTATCTAGTTGC contig394 Solyc10g Unknown Protein (A  SL2.40ch AT4G23260.1  ATP bind            chr4:121  7.09166 13.6051 13.6947 16.5732 136.167 19.7999
GT Sense Sense 0.418 Detected -0.418 Detected 0.000 1.118 Detected 1.507 Detected 1.313 0.104 GT Sens contig394 contig394 Unannota GTTTACGTGGATTGATTTCTTCAACCTCATCTCAGCCAAACACACACAT contig394 Solyc08g Unknown Protein (A  SL2.40ch AT5G10070.1  RNase L    chr5:314  98.9215 65.9669 96.3206 97.426 197.569 217.103
GT Sense Sense 0.348 Detected -0.348 Detected 0.000 1.207 Detected 1.463 Detected 1.335 0.069 GT Sens contig394 contig394 Unannota CTTCCACTCCAGCTAATGTTAATGAGGCTCATGCATCAGTTTCGGATGAcontig394 Solyc08g Unknown Protein (A  SL2.40ch AT5G10070.1  RNase L    chr5:314  119.664 87.8797 130.284 129.219 266.685 267.244
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 1.623 Detected 0.920 Detected 1.271 0.069 GT Sens contig394 contig394 Unannota TTTCTAATATGATATGGAGTCTCCTTGTACCTGCCGGGCAACTGTAATT contig394 Solyc03g Heat stres                    GO:00037 SL2.40ch AT3G029 ATHSFA1    ATHSFA1        chr3:673  13.0156 16.0275 17.9862 5.79698 50.1096 25.8374
GT Sense Sense 0.161 Comprom -0.161 Comprom 0.000 4.056 Detected 2.664 Detected 3.360 0.042 GT Sens contig395 contig395 Unannota TGAAATGGTAAGCTGGAGGATCAAAATCTGTTACTCAATGAACCGTGAA contig395 Solyc09g Splicing f                  GO:00036 SL2.40ch AT4G05080.1 2.42739 2.31193 2.07392 3.75165 44.3899 14.1923
GT Sense Sense 0.661 Detected -0.661 Comprom 0.000 1.241 Detected 1.272 Detected 1.257 0.198 GT Sens contig395 contig395 Unannota TGAGAGTTCCACACATTAAATTGTGTGGTCTTCCTTTTCGTTATTATTG contig395 Solyc11g008560.1.1 AT5G56800.1 14.0336 6.67896 25.707 16.8135 25.7729 22.1129
GT Sense Sense -0.214 Comprom 0.214 Comprom 0.000 1.313 Detected 2.433 Detected 1.873 0.089 GT Sens contig395 contig395 Unannota CGTGTCTTGTAACAAATTCCTTTGTCAATAAAGAAGAACAAAAAGGCTA contig395 Solyc11g008560.1.1 AT5G56800.1 4.23313 6.77719 15.3461 11.0963 14.9906 27.341
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 0.851 Detected 1.161 Detected 1.006 0.054 GT Sens contig395 contig395 Unannota GACCATGCTGATCTTCTCTGTATCGTTCAAATTTCAACATCGACTAATC contig395 Solyc10g Genomic DNA chrom         SL2.40ch AT1G53035.1  unknown   chr1:197  239.159 219.61 409.795 410.157 465.577 484.494
GT Sense Sense 0.109 Comprom -0.109 Comprom 0.000 1.303 Detected 1.532 Detected 1.417 0.012 GT Sens contig395 contig395 Unannota CAAGATCCATATATGAAACAAAGGAAGTAAGGCAACATAGACTAATCAC contig395 Solyc10g Genomic DNA chrom         SL2.40ch AT1G53035.1  unknown   chr1:197  5.04342 5.16567 5.61356 2.82237 14.1832 13.9526
GT Sense Sense 0.139 Comprom -0.139 Comprom 0.000 2.060 Detected 2.216 Detected 2.138 0.005 GT Sens contig396 contig396 Unannota TTTTGAATTTTTCTGATAAAATTGTGAAAAAGCTTCGATCTTGAAACTAT contig396 Solyc01g 5&apos-A                   GO:00199 SL2.40ch AT5G46220.1  unknown   chr5:187  9.84809 9.67194 39.6577 47.0085 45.8486 42.8778
GT Sense Sense 0.201 Comprom -0.201 Comprom 0.000 4.828 Detected 2.369 Detected 3.599 0.102 GT Sens contig396 contig396 Unannota CACAAGAGAGGGATAACAAAGTGTTAAAACTTAAAAGCCACCCACATCT contig396 Solyc11g Unknown Protein (A  SL2.40ch AT5G42900.3  unknown   chr5:171  4.31234 3.88747 4.16365 3.33611 131.043 20.002
GT Sense Sense -0.358 Detected 0.358 Detected 0.000 3.220 Detected 3.155 Detected 3.188 0.012 GT Sens contig397 contig397 Unknown   GGGACA contig397 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig397 Solyc04g Unknown Protein (A  SL2.40ch AT1G53040.2  unknown   chr1:197  14.736 28.8108 183.158 149.35 216.27 173.569
GT Sense Sense -0.082 Comprom 0.082 Detected 0.000 1.348 Detected 1.634 Detected 1.491 0.012 GT Sens contig397 contig397 Unannota AAACATGACACCATGTTCAAGAGTCACAATACTCTTGCCTACACAGGGG contig397 Solyc02g Protein SMG9 (AHRD   SL2.40ch AT4G158 ATRH1  ATRH1; A        chr4:900  8.29453 11.0696 25.669 17.8156 27.4727 28.1278
GT Sense Sense -0.259 Comprom 0.259 Comprom 0.000 1.129 Detected 1.780 Detected 1.454 0.073 GT Sens contig398 contig398 Unannota TAAAGCTAAAATCTTTACCACAAGCTCTCCACAGAAGAGAGGGGTTATT contig398 Solyc11g Nedd8 ac                    GO:00081 SL2.40ch AT4G10370.1 4.48555 7.64803 7.3473 11.846 14.4319 19.0156
GT Sense Sense -0.065 Comprom 0.065 Comprom 0.000 1.586 Detected 2.405 Detected 1.995 0.041 GT Sens contig399 contig399 Unannota TGATGATCGTTACCTATTTTATTGTACCATATTGCATCGTGTGCATTGT contig399 Solyc11g Os11g0198100 prote                  SL2.40ch AT1G078 ECA1, AT    ECA1 (ER       chr1:241  2.70087 3.51646 2.17988 2.98284 10.4187 15.4311
GT Sense Sense -0.689 Comprom 0.689 Detected 0.000 3.162 Detected 3.981 Detected 3.572 0.047 GT Sens contig399 contig399 Unannota TCCTCAACCCTAAACTTTGTGATGAGGCTGTGATGATATTCTCCAGGAA contig399 Solyc12g Unknown Protein (A  SL2.40ch AT5G10290.1  leucine-r           chr5:323  8.20298 25.3647 61.6013 60.6214 145.478 215.327
GT Sense Sense 0.446 Detected -0.446 Comprom 0.000 1.537 Detected 1.474 Detected 1.505 0.078 GT Sens contig399 contig399 Unannota TTTCAGAGCTGCTCTATTTTAAGCTATCAGGCAAGTGAGGGGACATTGAcontig399 Solyc12g Unknown Protein (A              SL2.40ch AT4G01400.2  FUNCTIO                              chr4:573  13.2122 8.47497 5.70253 4.92384 34.5988 27.7848
GT Sense Sense 0.933 Detected -0.933 Comprom 0.000 1.273 Detected 3.254 Detected 2.263 0.238 GT Sens contig399 contig399 Unannota GGAGAGGCACAGAAACAAGAAATTCAAGTTTACCCCTAAGCTATCAGAT contig399 Solyc05g WRKY tra                GO:00037 SL2.40ch AT1G43260.1 15.2181 4.96732 5.15253 21.8328 23.6653 78.4163
GT Sense Sense 0.255 Comprom -0.255 Comprom 0.000 1.579 Detected 3.359 Detected 2.469 0.117 GT Sens contig400 contig400 Unannota GAAGTTGAGCGCACATAAACTTTTGTAAACTTTTGTTGATCCACTTCGG contig400 Solyc07g 14-3-3 pro                  GO:00508 SL2.40ch AT2G425 GRF9, GF    GRF9 (GE                  chr2:177  5.99011 5.0091 9.4285 11.7288 18.4297 53.1374
GT Sense Sense 0.252 Detected -0.252 Detected 0.000 1.620 Detected 2.051 Detected 1.836 0.031 GT Sens contig400 contig400 Unannota ATTAAGGATGAATTGAGAAATTTAATATTGAAATGAAGTAATTGTTTCTT contig400 Solyc02g Unknown           GO:00094 SL2.40ch AT5G591 TOPP2, P   TOPP2; p     chr5:238  19.4803 16.3546 43.2472 47.5353 61.8213 69.9386
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 1.129 Detected 1.069 Detected 1.099 0.001 GT Sens contig400 contig400 Unannota CCTATGGTGCTTAATCTCATCACAGCATACTTTTCCATCAACAAACGAA contig400 Solyc08g Protein rai1 (AHRD V            SL2.40ch AT5G639 CHR24  CHR24 (c               chr5:255  16.7779 19.2465 35.8299 36.1789 44.2658 35.6455
GT Sense Sense -0.596 Comprom 0.596 Comprom 0.000 3.035 Detected 3.103 Detected 3.069 0.036 GT Sens contig400 contig400 Unannota TTCTGTGAAGAATTCCCCTTATTTCGTCCCATCCCAAAAGGGGAAAGGGcontig400 Solyc01g057130.1.1 AT1G08230.2  amino ac      chr1:258  2.51268 6.83887 2.45992 2.07015 38.28 33.6651
GT Sense Sense -0.146 Comprom 0.146 Comprom 0.000 3.169 Detected 1.897 Detected 2.533 0.060 GT Sens contig400 contig400 Unannota AGTTTAGTTAATCAAGTAAAAGAACTTCTTTTTTAAGGCGATTAATAATT contig400 Solyc08g Blight-associated pr                 SL2.40ch AT5G41120.1  esterase/     chr5:164  5.53607 8.06977 43.5029 36.2649 67.7027 23.5323
GT Sense Sense -0.435 Comprom 0.435 Comprom 0.000 1.333 Detected 2.048 Detected 1.690 0.095 GT Sens contig400 contig400 Unannota ACGAAGATCAAATGGCTCAGAATCACAGGGAAATATAGGTCACAAACCT contig400 Solyc03g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  4.37925 9.53427 15.7484 13.5076 18.339 25.2595
GT Sense Sense 0.307 Detected -0.307 Comprom 0.000 2.027 Detected 0.910 Detected 1.468 0.148 GT Sens contig400 contig400 Unannota CTTTTGGTCAAAATATAAATAGGGGTTGAAAGAAAAGAATCTTTCGATT contig400 Solyc12g Beta-1,3-g                 GO:00167 SL2.40ch AT5G59930.1  DC1 dom         chr5:241  13.1953 10.2679 14.4095 14.7033 53.4338 20.6777
GT Sense Sense -0.159 Comprom 0.159 Comprom 0.000 1.948 Detected 2.518 Detected 2.233 0.021 GT Sens contig401 contig401 Unannota CACAAATAACTAACAAGTGAGAACCGACAACAATGATGAACGTAGGAAG contig401 Solyc03g DNA helic                  GO:00431 SL2.40ch AT1G30470.1  SIT4 pho     chr1:107  3.39187 5.03161 5.26963 2.40482 17.9587 22.373
GT Sense Sense -0.659 Comprom 0.659 Detected 0.000 2.372 Detected 3.814 Detected 3.093 0.087 GT Sens contig401 contig401 Unannota CAGCGGAAACCCTAACACAGTAAGCCATACGTTTTCGTTCATCAAGGTC contig401 Solyc07g Argonaut                   GO:00351 SL2.40ch AT3G52700.1  unknown   chr3:195  5.31202 15.7668 12.6665 6.16803 53.3608 121.739
GT Sense Sense 1.000 Comprom -1.000 Comprom 0.000 1.271 Detected 1.451 Detected 1.361 0.308 GT Sens contig401 contig401 Unannota GTGAAACTGCTCCTTGTGATATCTGACGAAGCATTTTAATCTTTGATTG contig401 Solyc05g Transcriptional activ                    SL2.40ch AT5G53850.1  haloacid      chr5:218  9.99956 2.97556 17.0415 18.9724 14.8267 14.1039
GT Sense Sense 0.399 Comprom -0.399 Comprom 0.000 1.653 Detected 3.042 Detected 2.347 0.099 GT Sens contig401 contig401 Unannota GAAGGTAACTGACTTATAAACCCCAAAGGAAAAATGTAGAAAAGAGAAG contig401 Solyc09g Vacuolar                    GO:00081 SL2.40ch AT4G14360.2  dehydrat    chr4:826  4.94484 3.38754 4.5949 3.05244 14.4967 31.8664
GT Sense Sense -0.845 Comprom 0.845 Detected 0.000 1.119 Detected 2.157 Detected 1.638 0.240 GT Sens contig402 contig402 Unannota TTCTTGCTGGAGGTAGAGCTACTGGATGGCCGATGGGCCCGCGAGGG contig402 Solyc09g Glucose t               GO:00055 SL2.40ch AT5G525 ATUSP  ATUSP (A               chr5:213  3.06932 11.7843 7.70161 3.73765 14.7191 25.3539
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 1.591 Detected 1.079 Detected 1.335 0.035 GT Sens contig402 contig402 Unannota GGATTACCACCGAAAAATGATGAAAACTCTAATTCTCTGTATATTCAAAGcontig402 Solyc02g RING fing                  GO:00082 SL2.40ch AT3G43960.1 43.8467 51.4913 72.31 82.0361 161.302 94.8913
GT Sense Sense 0.294 Comprom -0.294 Comprom 0.000 1.032 Detected 1.574 Detected 1.303 0.083 GT Sens contig402 contig402 Unannota TAAATGAGCAGGAGCATCTTTAGCTTCTGGAAATGTGCATAAGAAAGAT contig402 Solyc01g PAP fibril              GO:00095 SL2.40ch AT5G411 ATPUP12    ATPUP12      chr5:164  5.72248 4.53441 10.6428 6.97523 11.7361 14.3431
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 1.064 Detected 0.973 Detected 1.019 0.013 GT Sens contig402 contig402 Unannota ACTTTGAATTTGGACCTAGTTTAATAATATCATATATATAATATGTGGTT contig402 Solyc04g071170.1.1 AT5G40000.1 20.1175 27.8037 39.8541 41.7772 55.6846 43.9075
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 0.932 Detected 1.135 Detected 1.034 0.071 GT Sens contig402 contig402 Unannota ATGTATGTATATTTTCAAGGTGATATGATCCATTATGGACAAATATGTATcontig402 Solyc01g Phospho               GO:00046 SL2.40ch AT3G09550.1  protein b   chr3:293  100.78 82.0997 156.723 166.298 195.558 188.88
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 1.280 Detected 0.958 Detected 1.119 0.022 GT Sens contig402 contig402 Unannota CGTGAAGAGTGAAGAGATTTGAAGGAGACGGATATGAAGACCTTTTCTTcontig402 Solyc09g Ulp1 protease family         SL2.40ch AT4G18500.1 15.0819 16.809 30.7673 33.1171 43.5524 29.2534
GT Sense Sense 0.908 Detected -0.908 Comprom 0.000 0.955 Detected 1.161 Detected 1.058 0.366 GT Sens contig402 contig402 Unannota ACAGCCTCAAAAAGAGGCCTTACGTAAACAACGTACAGTTGGGTATATA contig402 Solyc10g Cc-nbs-lr   GO:00055 SL2.40ch AT1G15610.1 13.0495 4.41465 10.0217 20.1235 16.5743 16.0493
GT Sense Sense -0.268 Comprom 0.268 Comprom 0.000 1.072 Detected 2.203 Detected 1.637 0.120 GT Sens contig403 contig403 Unannota AAGAGTTCATATGCGATGCAATTAAGGCTGACAAAATCAAACCCAACCC contig403 Solyc01g Auxin Effl                GO:00096 SL2.40ch AT5G048 RTM2  RTM2 (RE      chr5:142  4.30129 7.42738 5.09685 3.9884 13.3843 24.5985
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 1.799 Detected 0.867 Detected 1.333 0.120 GT Sens contig403 contig403 Unannota TAATGTTTTGTATATTTTCATTCGTTATTTCTGTTACAATGAGTATAATT contig403 Solyc01g RNA-bind                 GO:00036 SL2.40ch AT2G18200.1 20.8682 32.9218 62.7679 73.3015 102.76 45.1961
GT Sense Sense 0.808 Detected -0.808 Detected 0.000 1.497 Detected 0.828 Detected 1.162 0.315 GT Sens contig403 contig403 Unannota GGATATGAATCTGAACTCAAAACAAGCCTTGTATGTGATTTAAATTATCCcontig403 Solyc10g Unknown Protein (A  SL2.40ch ATCG007 PETB  Encodes           chrC:748  40.6035 15.759 44.3674 50.6865 80.4085 42.4611
GT Sense Sense 0.827 Detected -0.827 Detected 0.000 1.241 Detected 0.819 Detected 1.030 0.351 GT Sens contig403 contig403 Unannota CAGAACATCGAGGCGTGAATTGACAGAGTTGCTAAAGATTTACAATTTC contig403 Solyc10g Unknown Protein (A  SL2.40ch ATCG007 PETB  Encodes           chrC:748  63.5181 24.0427 60.0476 68.9148 104.043 65.1893
GT Sense Sense -0.022 Comprom 0.022 Comprom 0.000 1.933 Detected 3.059 Detected 2.496 0.047 GT Sens contig403 contig403 Unannota AGTAAGAGTGTGACACACATTTAAGGGGCAAGTGCATTGGCATACAAAGcontig403 Solyc04g Binding p               GO:00081 SL2.40ch AT4G21900.1  antiporte      chr4:116  3.0931 3.79617 22.5704 21.6924 14.7418 26.9983
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 1.282 Detected 1.039 Detected 1.160 0.056 GT Sens contig403 contig403 Unannota GGTTCGGTCCTCCGGTAACTGTTACGTCACTTTCAACCTGCTCATGGATcontig403 Solyc11g Hypothetical chloro              SL2.40ch AT3G099 PIP5K9  PIP5K9 (P               chr3:304  154.267 128.36 311.917 308.978 385.35 273.41
GT Sense Sense 0.325 Comprom -0.325 Comprom 0.000 1.154 Detected 1.750 Detected 1.452 0.081 GT Sens contig404 contig404 Unannota AGGACTTGTTTGCAGGAAAATTTCAATACAGGTGTGTGTACCTATCTGGcontig404 Solyc01g Auxin-induced SAUR                 SL2.40ch AT2G21200.1 5.29429 4.01417 16.871 18.6202 11.5542 14.666
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 0.878 Detected 1.174 Detected 1.026 0.029 GT Sens contig404 contig404 Unannota ATAATGATATTTATGGATATTCAAATTTAAACAATTTACCAATTACTACT contig404 Solyc05g Zinc finge                  GO:00037 SL2.40ch AT3G256 CHUP1  CHUP1 (C      chr3:935  16.3903 16.9894 30.9537 32.0945 34.5497 35.5937
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 1.387 Detected 1.259 Detected 1.323 0.013 GT Sens contig404 contig404 Unannota GTTTGTTCATATTGATCTGTGTCAGTTAACCCTTAATACGTTACTTGAG contig404 Solyc02g Prolyl 4-h                  GO:00046 SL2.40ch AT4G16170.1  unknown   chr4:916  724.358 712.963 1287.01 819.145 2117.01 1626.12
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 1.271 Detected 0.980 Detected 1.126 0.060 GT Sens contig404 contig404 Unannota CCCATTACCCACAAAGCTCACCCCATCTTGCAGTAAAAAAGAAGTCTAA contig404 Solyc02g Prolyl 4-h                  GO:00046 SL2.40ch AT4G16170.1  unknown   chr4:916  964.165 811.919 1458.16 945.774 2405.82 1650.15
GT Sense Sense 0.040 Comprom -0.040 Comprom 0.000 1.610 Detected 1.974 Detected 1.792 0.011 GT Sens contig405 contig405 Unannota CCACTAGTAACGATACATTCAAATGTCCACGTTCAATAAAGTAACAAGG contig405 Solyc00g Cytochrome P450 li     SL2.40ch AT3G52700.1  unknown   chr3:195  5.87897 6.62224 12.4222 2.19779 21.4558 23.1802
GT Sense Sense 0.086 Comprom -0.086 Comprom 0.000 1.557 Detected 1.912 Detected 1.734 0.013 GT Sens contig405 contig405 Unannota GAGAATGTGAGTTCTTCTCAAGATGTGAGTGTGTGAGAGAAACTTGTTAcontig405 Solyc01g Nucleolar                 GO:00055 SL2.40ch AT1G79630.3  protein p          chr1:299  4.09323 4.3267 13.1198 15.3599 13.9488 14.9714
GT Sense Sense -0.328 Comprom 0.328 Comprom 0.000 1.353 Detected 3.201 Detected 2.277 0.146 GT Sens contig405 contig405 Unannota TGAGTGAATCAGTAAATGAGAGGAGGGTCTTGTTTTAATGGCAAAGAGGcontig405 Solyc01g Nucleolar                 GO:00055 SL2.40ch AT1G79630.3  protein p          chr1:299  2.57369 4.83015 4.66352 12.9787 10.1475 30.6592
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 1.780 Detected 2.334 Detected 2.057 0.022 GT Sens contig406 contig406 Amino ac                  TAGGATTcontig406 Solyc03g Solyc03g Amino ac                  GO:00151 GO:00151     contig406 Solyc03g Amino ac                   GO:00151 SL2.40ch AT5G15240.1  amino ac      chr5:494  261.428 376.779 422.319 356.155 1214.4 1496.21
GT Sense Sense 0.135 Comprom -0.135 Comprom 0.000 0.989 Detected 1.241 Detected 1.115 0.026 GT Sens contig406 contig406 Unannota GTAGTTTTTGGGTTATATAATCTTCGTTTGGGTTTTTGGTTTGTGTGGAcontig406 Solyc08g Polyprote                  GO:00062 SL2.40ch AT3G04732.1 7.86813 7.76861 18.3786 14.5195 17.4863 17.4724
GT Sense Sense 1.103 Detected -1.103 Comprom 0.000 0.947 Detected 1.718 Detected 1.332 0.372 GT Sens contig406 contig406 Unannota GAGGCATTAATTATACATTAGCGGGGTGATTTACAGAGGGTGACATGCAcontig406 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT4G159 PRL1  PRL1 (PL              chr4:902  16.5961 4.27967 3.94054 5.13059 18.2963 26.2175
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.086 Detected 0.944 Detected 1.015 0.005 GT Sens contig406 contig406 Unannota GGGCTTTCCCTCATAATAAAATCATCCCTCTTTCAAATACATCTTTCTCTcontig406 Solyc07g Unknown Protein (A  SL2.40ch AT5G15260.1  structura      chr5:495  111.876 132.143 203.595 185.161 290.672 221.212
GT Sense Sense -0.074 Comprom 0.074 Comprom 0.000 5.673 Detected 3.015 Detected 4.344 0.082 GT Sens contig406 contig406 Unannota GAATGTTAAGAATATAACAAAAGAGCAATGAGAGGAGGGAGAGTGATGAcontig406 Solyc09g Unknown Protein (A  SL2.40ch AT2G43880.1  polygalac       chr2:181  3.50391 4.61926 2.8125 2.72894 231.156 30.7485
GT Sense Sense 0.155 Comprom -0.155 Comprom 0.000 3.505 Detected 3.488 Detected 3.497 0.002 GT Sens contig406 contig406 Unannota CATAATAACAACACAAAAGGCAACAAGCAAGCAAATATGCTACACATGC contig406 Solyc09g Unknown Protein (A  SL2.40ch AT5G51150.1  unknown   chr5:207  3.14059 3.01748 4.70337 3.75293 39.3765 32.6652
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 0.991 Detected 1.257 Detected 1.124 0.049 GT Sens contig407 contig407 Unannota ATTCTTGAGATGCACTTGTGCTTGAAGCTTGGTGAGTGACAGGTTAAGCcontig407 Solyc11g Pentatrico                GO:00082 SL2.40ch AT3G59830.1  ankyrin p     chr3:221  13.7407 12.0143 19.1647 19.1116 28.7702 29.025
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 0.959 Detected 1.075 Detected 1.017 0.110 GT Sens contig407 contig407 Unannota CGATGATGCAAGAATATTGGAATGTTATGAAGCAGCTACATATATTGTG contig407 Solyc06g Fimbrin-li                  GO:00510 SL2.40ch AT5G357 FIM2  FIM2 (FIM       chr5:138  16.2506 32.0796 28.5593 40.9009 50.0036 45.4942
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 1.129 Detected 1.287 Detected 1.208 0.041 GT Sens contig407 contig407 Unannota CATCTAATTGGTTCTTGTGAATAACTTTCTTTTCCATTGCTTCTCACTTGcontig407 Solyc04g Cysteine-                     GO:00055 SL2.40ch AT5G08310.1  pentatric      chr5:267  442.279 735.167 899.063 853.577 1405 1315.31
GT Sense Sense 0.450 Comprom -0.450 Comprom 0.000 1.950 Detected 1.939 Detected 1.945 0.050 GT Sens contig407 contig407 Unannota AAACAATAAAGTGGATGGATTAATGTCCGAACAGAGAAAAATGAAATGA contig407 Solyc01g MADS-bo                  GO:00056 SL2.40ch AT5G66660.1 4.56082 2.9099 3.77134 3.75718 15.8538 13.2103
GT Sense Sense 1.072 Detected -1.072 Comprom 0.000 1.974 Detected 1.456 Detected 1.715 0.260 GT Sens contig408 contig408 Unannota CTTCTTCAATCTTCAACGTACAGTTGAAATCTCGATAAGCAATCGTCAA contig408 Solyc12g Integral m                    GO:00065 SL2.40ch AT5G04550.1  unknown   chr5:130  30.8147 8.29535 51.573 38.4558 70.7538 41.4629
GT Sense Sense -0.456 Comprom 0.456 Comprom 0.000 1.827 Detected 2.470 Detected 2.149 0.061 GT Sens contig408 contig408 Unannota CTCAGTAAACATGGGAGAGATGGATCAAGGTAGAAGGATCAAGAGAACTcontig408 Solyc04g Calcium-t                  GO:00053 SL2.40ch AT2G34890.1  CTP synt        chr2:147  5.10704 11.4383 18.5146 22.3367 30.5558 40.0283
GT Sense Sense 0.317 Detected -0.317 Detected 0.000 1.424 Detected 1.195 Detected 1.310 0.060 GT Sens contig408 contig408 Unannota GCTGGACTCAAAGGGGTAAGTAGACTGTAGAATTAGTTTGTTATGCTACcontig408 Solyc04g Calcium-t                  GO:00053 SL2.40ch AT2G34890.1  CTP synt        chr2:147  20.8756 16.0242 26.9358 25.4169 55.2928 39.6013
GT Sense Sense -0.452 Comprom 0.452 Detected 0.000 1.166 Detected 1.309 Detected 1.238 0.114 GT Sens contig408 contig408 Unannota GCAGTATGGTTGATTCACATATATTTGGGCTTTTTGTGTTCTTGAAATT contig408 Solyc02g ABC transporter C f                 SL2.40ch ATMG00610.1 9.60607 21.3971 20.6681 16.27 36.2392 33.5931
GT Sense Sense -0.742 Comprom 0.742 Detected 0.000 1.498 Detected 1.212 Detected 1.355 0.215 GT Sens contig409 contig409 Unannota GTGAAAAGGTAATTGGGATAAGCCTGATTTTGCATCTAAAGTCAATCAA contig409 Solyc02g Uncharacterized me       SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  4.9456 16.4729 16.3273 19.6729 28.719 19.7722
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 0.987 Detected 1.298 Detected 1.142 0.051 GT Sens contig409 contig409 Unannota TTAGGTACGCAGAAGTCACATCATGCATAGATCAGTTTCGTTCTTCAGT contig409 Solyc03g Armadillo                 GO:00054 SL2.40ch AT5G03870.1  glutaredo     chr5:103  63.3506 55.7083 127.517 100.176 132.604 138.081
GT Sense Sense -0.338 Comprom 0.338 Comprom 0.000 1.154 Detected 1.506 Detected 1.330 0.073 GT Sens contig409 contig409 Unannota GCAGCGATTTTGGGATGGTTGATGAGTTCAGAGAGACACTTCCACTAACcontig409 Solyc06g Omega-3                   GO:00423 SL2.40ch AT2G241 PDE319, S   SCA3 (SC          chr2:102  4.78518 9.09915 12.4613 4.91537 16.5377 17.7249
GT Sense Sense 0.972 Comprom -0.972 Comprom 0.000 1.019 Detected 2.195 Detected 1.607 0.293 GT Sens contig409 contig409 Unannota ATTAATTTCATTTCACACCAGTGTCGAACTAGTGCAATCCCAAATGTGA contig409 Solyc04g MADS-bo                  GO:00469 SL2.40ch AT1G08190.1  vacuolar      chr1:256  9.47019 2.93087 12.0778 6.47824 12.0293 22.8018
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 0.977 Detected 1.037 Detected 1.007 0.013 GT Sens contig409 contig409 Unannota CAGAAGTGGGAATAGCGATTGCCATAGAAAATGAAATGAATTTGTATAT contig409 Solyc08g ATP-depe                    GO:00080 SL2.40ch AT5G11170.1  ATP bind          chr5:355  42.3581 58.9419 87.8382 64.9437 110.762 96.9396
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 1.086 Detected 1.622 Detected 1.354 0.064 GT Sens contig409 contig409 Unannota TGTACTAAATTTTATACATTAATGCTACCAAACATAATACTAGTTAGAAT contig409 Solyc08g Glycosyl                  GO:00167 SL2.40ch AT5G43570.1  serine-ty     chr5:175  18.5757 30.936 40.4399 48.2243 57.3386 69.7898
GT Sense Sense -0.288 Comprom 0.288 Comprom 0.000 1.123 Detected 1.437 Detected 1.280 0.060 GT Sens contig410 contig410 Unannota GATGGTCTTTAGGAATGGTAATCCAAACTTGATTTTGGAGCATCCAATT contig410 Solyc09g Unknown Protein (A  SL2.40ch AT5G15030.1 5.30415 9.41001 18.6975 18.6475 17.3298 18.0924
GT Sense Sense -0.338 Comprom 0.338 Comprom 0.000 1.289 Detected 1.715 Detected 1.502 0.064 GT Sens contig410 contig410 Unannota TGTTGAGAAGACAATAGAACTGTAAAATTGAACTTAAAGGTGCCAAGAA contig410 Solyc09g Unknown Protein (A  SL2.40ch AT5G15030.1 4.15931 7.91481 11.6036 8.15247 15.7902 17.8118
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.618 Detected 1.132 Detected 1.375 0.037 GT Sens contig410 contig410 Unannota GGTCAAAACAAAAACAAGAGATAATTTGGTTACATATGTCTATCTTAACTcontig410 Solyc03g Gag-Pol p               GO:00082 SL2.40ch AT3G496 UBP26, S    UBP26 (U         chr3:183  16.3558 16.4172 25.6623 20.5424 56.6735 33.9606
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 1.174 Detected 0.947 Detected 1.061 0.013 GT Sens contig410 contig410 Unannota CTACAAAGGAATTAATTCTTCTCAACAAGGAGAAGCTACTGACTTTTTATcontig410 Solyc03g 3-oxoacy               GO:00081 SL2.40ch AT5G23360.1  GRAM do       chr5:786  25.1215 28.2083 44.6992 37.7404 67.6741 48.5295
GT Sense Sense 0.026 Comprom -0.026 Comprom 0.000 4.405 Detected 2.628 Detected 3.517 0.058 GT Sens contig411 contig411 Unannota ACTCTACACAATGGGAATATGTACGTGCAAGCAAACCTACAAGAGACAG contig411 Solyc00g228260.1.1 AT3G451 SETH2  SETH2; t      chr3:165  2.41991 2.77899 3.01353 4.03617 61.906 15.1608
GT Sense Sense 0.716 Detected -0.716 Comprom 0.000 1.287 Detected 1.318 Detected 1.302 0.211 GT Sens contig411 contig411 Unannota CTCTATGTCATGGCCTAAAAGAATGTCAAGTCTAGCAGTTTTAAGAGTG contig411 Solyc04g Unknown Protein (A  SL2.40ch AT3G59440.1 17.4959 7.71683 14.5016 20.741 31.9316 27.3961
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 0.903 Detected 1.460 Detected 1.181 0.080 GT Sens contig411 contig411 Unannota CCATTAGTCACATTTTCAACGATTGTTATATAGCCAAGAAATTCTGGTTGcontig411 Solyc11g Multidrug                  GO:00171 SL2.40ch AT4G25340.1  immunop        chr4:129  19.0208 16.6532 31.2219 34.8018 37.4798 46.2865
GT Sense Sense 0.554 Detected -0.554 Detected 0.000 0.950 Detected 1.651 Detected 1.300 0.186 GT Sens contig411 contig411 Unannota ATCCCTAAAAGCCGGTCTCAGTTCGGATTGGGGTCTGCAACTCGACCC contig411 Solyc01g Unknown Protein (A  SL2.40ch AT2G13840.1  PHP dom    chr2:578  88.6684 48.972 125.734 100.121 143.386 195.615
GT Sense Sense 0.449 Detected -0.449 Comprom 0.000 2.757 Detected 2.163 Detected 2.460 0.045 GT Sens contig411 contig411 Unannota CGTTTCGATGAGTGGAGACGAATTTAGGATTTGAATGTTGAAGTTCAAT contig411 Solyc04g WPP domain-associ      SL2.40ch AT1G48660.1  auxin-res      chr1:179  16.3787 10.4615 21.3734 23.3718 99.6944 55.4482
GT Sense Sense 0.235 Detected -0.235 Detected 0.000 1.600 Detected 1.923 Detected 1.762 0.025 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  274.078 235.658 400.817 374.222 867.814 911.433
GT Sense Sense -0.685 Comprom 0.685 Detected 0.000 1.023 Detected 1.543 Detected 1.283 0.222 GT Sens contig411 contig411 Unannota GATTATGGTGAGGAGCAGAATATATGAGAGCATGAAAAGTTGTTCAGTCcontig411 Solyc02g Glucan en               GO:00059 SL2.40ch AT5G038 EMB175,    EMB175      chr5:101  4.25473 13.0909 11.155 13.433 17.0883 20.5673
GT Sense Sense 1.251 Detected -1.251 Comprom 0.000 0.871 Detected 1.498 Detected 1.185 0.455 GT Sens contig411 contig411 Unannota TAAAAGACTATGAGTCTTTACGACTCTCTCGAGATACGGAGAAGGAGAGcontig411 Solyc02g090550.1.1 AT3G56160.1  bile acid:    chr3:208  16.008 3.36264 14.8042 17.016 15.1189 19.5932
GT Sense Sense -0.446 Comprom 0.446 Comprom 0.000 2.460 Detected 2.015 Detected 2.238 0.046 GT Sens contig411 contig411 Unannota CTCAAACGGATTTTACATGCCACAAAGTAAACGAAAGGAATTAATATACGcontig411 Solyc02g090550.1.1 AT3G56160.1  bile acid:    chr3:208  2.45271 5.41623 5.39227 2.54777 22.595 13.93
GT Sense Sense 0.284 Detected -0.284 Detected 0.000 1.300 Detected 1.359 Detected 1.330 0.043 GT Sens contig411 contig411 Unannota CCGAAATTCAGGACCACAACTTCAATGTTCTTGCTGAGATAGAATCTAT contig411 Solyc02g Unknown Protein (A  SL2.40ch AT5G04970.1  pectinest    chr5:146  21.6037 17.3417 45.0184 43.8899 53.697 46.9496
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 1.749 Detected 1.555 Detected 1.652 0.006 GT Sens contig411 contig411 Unannota TTCAAGTAGGGTACCTTGATAGGCATTCATGGGTTCCGGTCAATGAAGTcontig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  372.235 392.418 460.779 514.101 1447.04 1061.85
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 1.562 Detected 1.313 Detected 1.438 0.012 GT Sens contig411 contig411 Unannota GCGATGCCACTATCTAAATTATGGAGTTGCTTTTAGTTAAAGACTTCTA contig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  377.545 391.579 553.113 561.029 1279.15 903.139
GT Sense Sense 0.664 Detected -0.664 Detected 0.000 2.452 Detected 0.994 Detected 1.723 0.223 GT Sens contig411 contig411 Unannota ATAGTGTGAATCACACCTCCTCTAGCTACATGAATCACACCTCCTCGTA contig411 Solyc01g049800.1.1 AT1G48800.1  terpene s     chr1:180  47.253 22.4056 145.592 93.2258 200.626 61.2904
GT Sense Sense -0.279 Comprom 0.279 Comprom 0.000 1.679 Detected 2.996 Detected 2.337 0.082 GT Sens contig411 contig411 Unannota ATCAAAGGAAGCAACTTAATAACATCACATGGCTGAGTTGCTATGGAAA contig411 Solyc03g 50S ribos                  GO:00037 SL2.40ch AT4G28730.1  glutaredo     chr4:141  4.93638 8.64605 6.12014 8.1808 23.5626 49.2657
GT Sense Sense 0.215 Comprom -0.215 Comprom 0.000 3.459 Detected 3.604 Detected 3.531 0.004 GT Sens contig412 contig412 Unannota GAGCTCCTTATCTAATTTGCCTTACCTCAAGTCAAATGTTATATAAAGG contig412 Solyc04g Glycosyltransferase                           SL2.40ch AT3G19320.1 5.52351 4.88168 3.44433 3.95325 64.3221 59.6811
GT Sense Sense -0.041 Comprom 0.041 Comprom 0.000 1.093 Detected 2.521 Detected 1.807 0.127 GT Sens contig412 contig412 Unannota CTTGGAGGAGAAAACAGACAAACAAAAACCGGGAGCCAAAATCCACGAT contig412 Solyc06g Dehydration-respon        SL2.40ch AT5G23110.1  zinc finge        chr5:775  4.23172 5.32922 7.31411 5.1058 11.4086 25.7764
GT Sense Sense 0.547 Comprom -0.547 Comprom 0.000 1.086 Detected 1.576 Detected 1.331 0.157 GT Sens contig412 contig412 Unannota CTCTGCTATCTGAATGACAAATCAGAACTTGAACAATGGAAAGACTGAA contig412 Solyc02g Equilibrat                   GO:00053 SL2.40ch AT1G36675.1 6.71914 3.74496 5.25212 3.2541 11.9987 14.1411
GT Sense Sense 0.349 Detected -0.349 Detected 0.000 1.158 Detected 1.278 Detected 1.218 0.075 GT Sens contig412 contig412 Unannota TCAAATTTCCCCTTTATTATGCATAAGGGGCAATATCTTTTCCATGATTAcontig412 Solyc02g Unknown Protein (A  SL2.40ch AT1G12300.1 22.3053 16.3781 33.5423 26.8599 48.0531 43.8247
GT Sense Sense 0.135 Comprom -0.135 Comprom 0.000 1.384 Detected 1.483 Detected 1.433 0.010 GT Sens contig412 contig412 Unannota CCTTGACAATACGGTCGACCTCATATTTGGTGCCATTGTCCGTATTGTAcontig412 Solyc09g Unknown Protein (A  SL2.40ch AT5G35940.1  jacalin le     chr5:140  5.85092 5.77267 21.8096 23.7909 17.0865 15.3594
GT Sense Sense 0.690 Detected -0.690 Comprom 0.000 2.378 Detected 1.511 Detected 1.944 0.140 GT Sens contig412 contig412 Unannota CCTTTGCACAATAATCCTTCAACATTTCAACATTGGCAGGAGTGTCTAA contig412 Solyc09g Unknown Protein (A  SL2.40ch AT5G35940.1  jacalin le     chr5:140  14.634 6.69219 29.6168 29.8448 57.9367 26.6594
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 1.303 Detected 0.917 Detected 1.110 0.053 GT Sens contig413 contig413 Unannota GTGTGAAAATAGTAGTCGGCGTTGGATTACGGAAACATTTTTCGCCAGAcontig413 Solyc10g Presenilin              GO:00160 SL2.40ch AT1G747 CPK30, C    CPK30 (C            chr1:280  25.5156 39.1238 54.5109 52.6847 87.8218 56.4054
GT Sense Sense 0.397 Detected -0.397 Detected 0.000 1.443 Detected 1.011 Detected 1.227 0.113 GT Sens contig413 contig413 Unannota CATCTTGAAGGGGAGTGTTGAAGTATGAAGATGATATGTTCAAGTAGAAcontig413 Solyc03g Gag-pol polyprotein     SL2.40ch AT3G58020.1 42.8082 29.3845 60.4284 46.7014 108.621 67.5953
GT Sense Sense 0.754 Detected -0.754 Detected 0.000 1.233 Detected 1.021 Detected 1.127 0.277 GT Sens contig413 contig413 Unannota CAGAATTGCCCAACTCTTAAAAAGAGTTCACACAAAGATCTGCTCTGAT contig413 Solyc03g Phosphog                   GO:00081 SL2.40ch AT1G01670.1 29.5215 12.3544 28.5031 21.3565 50.5775 36.6477
GT Sense Sense 0.443 Comprom -0.443 Comprom 0.000 1.414 Detected 1.668 Detected 1.541 0.079 GT Sens contig413 contig413 Unannota ACTAGCGGTAGGTGATCCTAGCTTTATGTTGTCCATATATCAAAGTTCC contig413 Solyc11g F-box family protein             SL2.40ch AT3G58520.2  ubiquitin   chr3:216  9.8663 6.35389 17.9252 15.8121 23.7593 23.7866
GT Sense Sense -0.316 Comprom 0.316 Detected 0.000 1.209 Detected 1.761 Detected 1.485 0.071 GT Sens contig413 contig413 Unannota GTAGGAAGCACGAACCACACCAAAACCCTACTTTTACTATGACTGCTGC contig413 Solyc09g 40S ribos                 GO:00037 SL2.40ch AT5G20290.1  40S ribos      chr5:685  9.40706 17.3564 11.8974 20.1081 33.2847 40.9474
GT Sense Sense -0.110 Comprom 0.110 Comprom 0.000 0.833 Detected 1.950 Detected 1.392 0.134 GT Sens contig413 contig413 Unannota CTTGGGCAAGAGGAAACAGCTCATGAAGGGAAAAAACAAGCAATCAAACcontig413 Solyc04g Unknown Protein (A  SL2.40ch AT3G05165.4 4.34493 6.02355 4.94426 5.39766 10.2656 18.6924
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 1.571 Detected 1.265 Detected 1.418 0.025 GT Sens contig414 contig414 Unannota TTATCTGAAACAGGTGAGAGTTTAAAAGTGTAATGTGTCTGTGTTTTTT contig414 Solyc04g MLO-like               GO:00160 SL2.40ch AT5G43570.1  serine-ty     chr5:175  20.4114 19.2629 66.3515 72.5967 66.3707 45.0617
GT Sense Sense 0.276 Comprom -0.276 Comprom 0.000 1.866 Detected 2.967 Detected 2.416 0.059 GT Sens contig414 contig414 Unannota AGCAAATAGAGATGGAGAGCGAGGAATATACCACGGCTTCACACCAAGAcontig414 Solyc05g Unknown Protein (A  SL2.40ch AT2G25320.1  LOCATE                                                                chr2:107  3.63848 2.95394 15.7171 4.48035 13.4573 24.2305
GT Sense Sense 0.558 Comprom -0.558 Comprom 0.000 1.186 Detected 2.142 Detected 1.664 0.152 GT Sens contig414 contig414 Unannota CAGAATGGGAGTTATAACTTAAGAAGAGGCTTCATTAAATCAAATGCTC contig414 Solyc08g Calcium d                  GO:00046 SL2.40ch AT5G425 CYP705A   CYP705A               chr5:170  9.18017 5.042 12.8467 7.47683 17.4411 28.3872
GT Sense Sense -0.235 Detected 0.235 Detected 0.000 1.435 Detected 0.984 Detected 1.210 0.066 GT Sens contig414 contig414 Unannota ATTCAGTTACAGGAAACCTTTATCATACTGTAATCTCTCAGGAGGGGTT contig414 Solyc06g Unknown Protein (A  SL2.40ch AT4G17970.1  unknown   chr4:997  978.776 1614.82 2069.6 2462.76 3829.73 2351.74
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 1.287 Detected 1.363 Detected 1.325 0.022 GT Sens contig414 contig414 Unannota GCATCAAAAGTGGAGAGTCCGCGCAACTAAGGCTTACACTACTTGGTCTcontig414 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G48375.1 61.5413 55.647 95.0789 102.552 160.908 142.367
GT Sense Sense 0.726 Comprom -0.726 Comprom 0.000 1.618 Detected 2.973 Detected 2.296 0.147 GT Sens contig414 contig414 Unannota ATATGAGCAGACCCAGCATGAGGTAAACAAAACAGTTGAAGAGTACACT contig414 Solyc11g Cytochro  GO:00198 SL2.40ch AT1G12120.1  unknown   chr1:411  6.00723 2.61523 2.74194 4.63798 13.7042 29.4342
GT Sense Sense -0.514 Comprom 0.514 Detected 0.000 1.119 Detected 1.165 Detected 1.142 0.157 GT Sens contig414 contig414 Unannota TACGTTTAAATAAAGAAACTGATGGTATAATATGAACTTTTATAGATAGT contig414 Solyc12g AT-rich in                  GO:00056 SL2.40ch AT5G43570.1  serine-ty     chr5:175  7.46182 18.1234 22.87 21.4707 28.4594 24.6527
GT Sense Sense -0.099 Comprom 0.099 Comprom 0.000 0.992 Detected 1.138 Detected 1.065 0.013 GT Sens contig415 contig415 Unannota CCGAAGGGTTCATCATAATTAAGCAGAGCAAACTTCCCTAAAATCATCA contig415 Solyc06g U-box dom                GO:00344 SL2.40ch AT3G532 AtRLP45  AtRLP45        chr3:197  5.55179 7.57811 6.22231 4.01793 14.5307 13.4992
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 2.608 Detected 1.099 Detected 1.854 0.135 GT Sens contig415 contig415 Unannota GTTTGAATTTACTTCAGATGTTTTAGGCTGATACTAAGCCATATCTGTG contig415 Solyc05g Photosystem I asse                SL2.40ch AT5G43570.1  serine-ty     chr5:175  13.1332 17.9769 30.1173 29.2727 105.524 31.1301
GT Sense Sense 0.203 Comprom -0.203 Comprom 0.000 1.339 Detected 1.220 Detected 1.280 0.026 GT Sens contig415 contig415 Unannota TGGTTGGAAGTGAGAGATGCTTACCATCTGAGCAATTCCTTCTCGGACTcontig415 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT1G33530.1 7.36336 6.61258 6.13698 10.4918 19.8916 15.3705
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 1.266 Detected 1.258 Detected 1.262 0.005 GT Sens contig415 contig415 Unannota TACTTATTTCAAAATAGTTGTTAAGAAGGAATGGAGGGATCATTAATTTAcontig415 Solyc12g Calmodul                GO:00165 SL2.40ch AT1G10700.1  ribose-ph           chr1:355  140.08 147.967 385.994 338.458 389.972 325.653
GT Sense Sense -0.233 Comprom 0.233 Comprom 0.000 1.415 Detected 2.342 Detected 1.879 0.069 GT Sens contig415 contig415 Unannota GAGGAAAGCTTCAACCCATAAAAATAAAGGTAGATTAGCATGAAGTAGT contig415 Solyc10g006110.2.1 AT5G44410.1  FAD-bind     chr5:178  2.64107 4.34518 4.2892 6.25306 10.178 16.2428
GT Sense Sense 0.155 Comprom -0.155 Comprom 0.000 1.508 Detected 1.492 Detected 1.500 0.011 GT Sens contig415 contig415 Unannota TTCTTTCCTTTGTTTTTGGTATGTGGCTTTCGAATGAGTCCGATGGACT contig415 Solyc06g B3 domai                 GO:00063 SL2.40ch AT3G27870.1  haloacid      chr3:103  8.76541 8.41901 16.3033 12.5607 27.5277 22.8504
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 1.382 Detected 1.108 Detected 1.245 0.077 GT Sens contig415 contig415 Unannota GACTCTAGATTGAACTTTTATTTATTAATCTATTAAAAGTCGAATCATAA contig415 Solyc03g Uridine ki              GO:00061 SL2.40ch AT1G73980.1  phospho      chr1:278  42.0986 31.2661 49.1524 42.0889 106.535 73.9585
GT Sense Sense 0.069 Comprom -0.069 Comprom 0.000 1.357 Detected 1.183 Detected 1.270 0.008 GT Sens contig415 contig415 Unannota ACCAAAACATGAGTTCCAACTCTTTTAAAACTTGAAATATAAAAACTATA contig415 Solyc10g Acetyltran               GO:00081 SL2.40ch AT4G01895.1  systemic        chr4:819  7.43709 8.04462 13.8342 14.643 22.3114 16.5996
GT Sense Sense 0.153 Comprom -0.153 Comprom 0.000 2.529 Detected 2.888 Detected 2.709 0.007 GT Sens contig415 contig415 Unannota TTCATACTAATATTAACCTAAAGAAAAATCTCCATTACTTTTTTTTCTTG contig415 Solyc10g Acetyltran               GO:00081 SL2.40ch AT4G01895.1  systemic        chr4:819  2.45968 2.36917 9.68379 4.23099 15.6994 16.8956
GT Sense Sense 0.172 Comprom -0.172 Comprom 0.000 3.161 Detected 2.575 Detected 2.868 0.014 GT Sens contig415 contig415 Unannota CACCAGTGGACCATCTTGTTAATTGAATTCTGAATTGGTAGAGATGATT contig415 Solyc07g DENN domain conta               SL2.40ch AT1G32850.1 3.04112 2.85185 8.26356 7.98138 29.6714 16.597
GT Sense Sense 0.318 Comprom -0.318 Comprom 0.000 2.955 Detected 2.810 Detected 2.883 0.013 GT Sens contig416 contig416 Unannota GAAGTATGGGAATAGATAGAAGTTGGCATTAATTAATTACAAAAGCATA contig416 Solyc05g Ulp1 protease family         SL2.40ch AT2G41750.1 8.52834 6.53556 20.7746 25.7265 65.2146 49.505
GT Sense Sense 0.430 Detected -0.430 Detected 0.000 1.182 Detected 1.754 Detected 1.468 0.105 GT Sens contig416 contig416 Unannota CAAAATATTGCACTTCAAGTTGGTTTAGTGATAGCTGGGAACAAGAATG contig416 Solyc05g Ulp1 protease family         SL2.40ch AT2G41750.1 35.2349 23.1041 66.441 73.7007 72.9478 90.9946
GT Sense Sense 0.563 Comprom -0.563 Comprom 0.000 1.194 Detected 1.988 Detected 1.591 0.147 GT Sens contig416 contig416 Unannota ATTAAAGAAGTGACGGAGCAGAAATGAAAAGGATGCTTAGAACTAACAT contig416 Solyc01g BAH-PHD                 GO:00036 SL2.40ch AT1G78930.1  mitochon        chr1:296  6.06699 3.31154 5.74915 3.47692 11.5553 16.8099
GT Sense Sense 0.197 Comprom -0.197 Comprom 0.000 1.413 Detected 1.778 Detected 1.596 0.027 GT Sens contig417 contig417 Unannota AAAGATAATGGGCTCGCTTGAACTCATAGACAAGTGTGAGCTGAGGACAcontig417 Solyc03g Unknown Protein (A          SL2.40ch AT5G395 VIM3, ORT   VIM3 (VA                       chr5:158  5.8413 5.29078 14.3493 8.67817 16.6746 18.0321
GT Sense Sense -0.058 Comprom 0.058 Comprom 0.000 1.373 Detected 3.517 Detected 2.445 0.150 GT Sens contig417 contig417 Unannota TTCAACTTTATTTTCCTATCATCTGGACAAAAACCCTACCCTACCGGAC contig417 Solyc04g078430.1.1 AT2G47090.1 4.91862 6.34527 15.021 21.5665 16.2997 60.4805
GT Sense Sense -0.008 Comprom 0.008 Comprom 0.000 6.720 Detected 2.341 Detected 4.531 0.174 GT Sens contig417 contig417 Unannota TAGCAGTGCAGGTGAATAGAAACTGGTCCCATTAATCAGGGAAGTTGCCcontig417 Solyc11g Signal pe                    GO:00160 SL2.40ch AT1G62530.2 3.85283 4.63751 5.86248 7.31277 501.958 20.2525
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 0.887 Detected 1.245 Detected 1.066 0.063 GT Sens contig417 contig417 Unannota TATGTGGCAGTTGTGTTGGCTACCAATTTATGGGAGAAAATGAAAGCAT contig417 Solyc05g Phospho              GO:00081 SL2.40ch AT5G459 APG7, AT     APG7 (AU       chr5:186  38.5497 33.9763 52.3373 56.0167 75.3745 81.0944
GT Sense Sense -0.369 Comprom 0.369 Comprom 0.000 1.002 Detected 1.156 Detected 1.079 0.103 GT Sens contig417 contig417 Unannota TTTAATTAATGGAGCTATATGGAGTTATTTTTATTAATGAGGAGTCATTTcontig417 Solyc10g Pentatrico               GO:00045 SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  5.30427 10.5308 15.3753 18.5703 16.8567 15.7427
GT Sense Sense 0.010 Comprom -0.010 Comprom 0.000 2.020 Detected 2.346 Detected 2.183 0.006 GT Sens contig418 contig418 Unannota TGGAGTTCTGGAAACCTCTTTGAGCTCTGGCCATTCTTCTGTATTTGCT contig418 Solyc07g HAT family dimerisa        SL2.40ch AT3G44440.1 4.37184 5.13072 33.0647 171.391 21.6351 22.7625
GT Sense Sense -0.250 Comprom 0.250 Comprom 0.000 1.889 Detected 2.716 Detected 2.302 0.041 GT Sens contig418 contig418 Unknown   AAGCAGGcontig418 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig418 Solyc08g Unknown Protein (A  SL2.40ch AT3G12000.1 3.23352 5.4444 2.07798 4.08985 17.5049 26.0578
GT Sense Sense 0.608 Detected -0.608 Comprom 0.000 1.285 Detected 0.887 Detected 1.086 0.232 GT Sens contig418 contig418 Unannota TAAAAATTTGAGATTTTTAATACCTTTTTTTAATTTTTTCCCCCAGTTTC contig418 Solyc11g Calmodul                 GO:00066 SL2.40ch AT1G52050.1 15.9095 8.15637 16.8664 20.1571 31.2783 19.9204
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 1.613 Detected 1.971 Detected 1.792 0.035 GT Sens contig418 contig418 Unannota ATGTCAGCGGCAGACGGGTGAGTAACGCGTGGGAACGTACCTTTTGGT contig418 Solyc01g Conserved protein (    SL2.40ch AT2G23700.1 40.4601 32.1041 81.2805 68.6833 124.177 133.565
GT Sense Sense -0.657 Comprom 0.657 Comprom 0.000 1.423 Detected 6.120 Detected 3.772 0.262 GT Sens contig418 contig418 Unannota TTTTTGCTGCAAGTACGAGTTGAGAGCGACATTTATAGAAGACGACAAT contig418 Solyc10g Nuclear c                 GO:00055 SL2.40ch AT1G04970.2  lipid-bind       chr1:141  2.95937 8.76546 8.97881 14.0606 15.385 335.004
GT Sense Sense -0.889 Comprom 0.889 Comprom 0.000 1.026 Detected 2.860 Detected 1.943 0.268 GT Sens contig418 contig418 Unannota GACAGAGATCACCAAAATTCAATCTGTAATTGGATATGACCTTGTGCAT contig418 Solyc02g Unknown Protein (A  SL2.40ch AT5G17760.1 2.47146 10.0863 11.203 6.45681 11.4499 34.2832
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 1.476 Detected 1.668 Detected 1.572 0.007 GT Sens contig419 contig419 Unannota GAAGTTTTATTCTGGCTAATTTCTAAAGTATTTAATTTAAAATCATAAAG contig419 Solyc03g Potassium             GO:00052 SL2.40ch AT3G53235.1  unknown   chr3:197  147.289 154.049 407.256 333.886 472.088 452.668
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 1.035 Detected 1.307 Detected 1.171 0.014 GT Sens contig419 contig419 Unannota GTCATTAATTGATGTGTGTGTGTACATATAAATTAATTTTCATTTTCGTT contig419 Solyc03g Potassium             GO:00052 SL2.40ch AT3G53235.1  unknown   chr3:197  567.334 706.764 1383.24 1316.49 1461.56 1481.74
GT Sense Sense 0.605 Comprom -0.605 Comprom 0.000 1.527 Detected 2.184 Detected 1.855 0.115 GT Sens contig419 contig419 Unannota ATAAACATGGAACAAAAATGTGATCATGGGGAAAAGAAAACATAAATTTGcontig419 Solyc08g Ulp1 protease family         SL2.40ch AT1G51830.1  ATP bind        chr1:192  4.43205 2.2793 3.49773 3.33144 10.3153 13.659
GT Sense Sense -0.539 Comprom 0.539 Detected 0.000 1.147 Detected 2.203 Detected 1.675 0.157 GT Sens contig420 contig420 Sister chr                TACAGAAcontig420 Solyc03g Solyc03g Sister chromatid cohesion pro               contig420 Solyc03g Sister chromatid co                SL2.40ch AT1G80810.2  binding  chr1:303  6.70988 16.8727 8.76452 11.4891 26.5367 46.3312
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 0.908 Detected 1.367 Detected 1.138 0.053 GT Sens contig420 contig420 Unannota AATAAACACAGTTTAAAATCCCTTCAACACCTGTTAGTTCCCCTCTTCATcontig420 Solyc03g V-type pro                    GO:00331 SL2.40ch AT2G07170.1  binding  chr2:297  137.022 133.1 230.983 197.811 285.555 329.253
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 1.093 Detected 1.461 Detected 1.277 0.021 GT Sens contig420 contig420 Unannota ATCCAAGTGATTCACTCTATCGAGATCCAAGTGATCAATTTCTTGCTGA contig420 Solyc03g V-type pro                    GO:00331 SL2.40ch AT2G07170.1  binding  chr2:297  220.087 249.737 401.914 371.755 563.441 610.076
GT Sense Sense 1.234 Detected -1.234 Comprom 0.000 1.554 Detected 1.101 Detected 1.328 0.401 GT Sens contig420 contig420 Unannota AAGACACAAAAAGATAGCTGCATCTATAAAGTATTTGAGATCTGTTTCTTcontig420 Solyc04g Inter-alph                     GO:00048 SL2.40ch AT5G50150.1  unknown   chr5:204  18.1373 3.9052 28.1507 11.9512 27.8351 17.0719
GT Sense Sense -0.090 Comprom 0.090 Comprom 0.000 1.017 Detected 2.182 Detected 1.600 0.113 GT Sens contig420 contig420 Unannota GGTCGTATAAATGCTCGGATAAAAGAGTAGGTGAAAATGTTGTCTATGCcontig420 Solyc01g Transmem                 GO:00160 SL2.40ch AT3G191 ARC6H, P   ARC6H  chr3:663  3.79945 5.12481 5.42375 8.55432 10.058 18.9378
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 1.428 Detected 1.012 Detected 1.220 0.029 GT Sens contig421 contig421 Unannota TGAGTCGGAACTATTACACTCAGTTCAGCATGCGATTTAGTCAAAGTAT contig421 Solyc11g Kinase family protei             SL2.40ch AT5G41180.1  leucine-r       chr5:164  26.3884 33.5917 65.5032 37.0589 90.2337 56.782
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 1.750 Detected 1.105 Detected 1.427 0.070 GT Sens contig421 contig421 Unannota GGACTCCAACATAATCTACTCATCATGAGTCAACTGTGTGATGTTATAT contig421 Solyc11g Kinase family protei             SL2.40ch AT5G41180.1  leucine-r       chr5:164  26.2942 22.5809 64.5259 33.3269 92.3246 49.5422
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 1.065 Detected 1.280 Detected 1.173 0.015 GT Sens contig421 contig421 Unannota GCTCAATGGGATTGACTAAGATCAATGTTAATGAAAGAGAGTTTGGGTAcontig421 Solyc08g Unknown Protein (A  SL2.40ch AT1G192 FMO1  FMO1 (FL                   chr1:665  133.067 137.741 337.954 331.498 319.167 310.891
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 1.326 Detected 2.379 Detected 1.853 0.074 GT Sens contig421 contig421 Unannota TATTTTAATATGTACAACATAACTCAAACAAACCAAAAGACAAAAATTCA contig421 Solyc08g Polyprote                  GO:00062 SL2.40ch AT5G562 HAP8  HAP8 (HA    chr5:227  89.2975 120.635 210.329 275.091 293.203 510.614
GT Sense Sense -0.772 Comprom 0.772 Comprom 0.000 1.298 Detected 2.149 Detected 1.724 0.190 GT Sens contig421 contig421 Unannota AACCTGCATAGATGCCTTAGTGAGGAGGTGTGAGGTTGGCTATGGTGA contig421 Solyc09g F-box family protein               SL2.40ch AT4G035 ATTPC1,     ATTPC1          chr4:158  2.89405 10.0419 12.4283 12.7751 14.9363 22.6019
GT Sense Sense 0.161 Comprom -0.161 Comprom 0.000 2.953 Detected 2.623 Detected 2.788 0.007 GT Sens contig421 contig421 Unannota CTAACAAGAAATGTGCAATCAGTACAATCACAAGTGAAGAGATGGGAAT contig421 Solyc08g WD-40 rep                GO:00428 SL2.40ch AT5G472 atnudt8  atnudt8 (         chr5:191  2.4349 2.31759 2.08499 2.09682 20.7241 13.8344
GT Sense Sense 0.406 Comprom -0.406 Comprom 0.000 1.628 Detected 2.405 Detected 2.017 0.070 GT Sens contig422 contig422 Unannota ATTGAAAAATCATAAACAACCCCATAGTTTTAGGCGATTAGATTGAATAAcontig422 Solyc08g Pre-mRNA                 GO:00037 SL2.40ch AT1G70200.1  RNA reco      chr1:264  3.406 2.31116 17.4769 14.5952 9.77083 14.055
GT Sense Sense -0.251 Comprom 0.251 Comprom 0.000 1.057 Detected 2.594 Detected 1.826 0.153 GT Sens contig422 contig422 Unannota ATCCCAAGGAGTGTCATCAGGACTGCAGGTTACACCAAAACGAAGAGAAcontig422 Solyc06g Ubiquitin-                         GO:00048 SL2.40ch AT1G144 UBC1, AT   UBC1 (UB        chr1:492  3.75863 6.33917 6.24014 11.6526 11.4409 27.8735
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 1.175 Detected 1.102 Detected 1.139 0.004 GT Sens contig422 contig422 Unannota GTTTTTATGTAGGTGAAGGGAGGTTTGGACATATAGTGATGTGAAGTCTcontig422 Solyc11g Wax synt       GO:00055 SL2.40ch AT5G220 UBP8  UBP8 (UB         chr5:729  792.037 865.073 2148.57 1984.16 2105.95 1680.41
GT Sense Sense 0.869 Comprom -0.869 Comprom 0.000 1.089 Detected 1.738 Detected 1.413 0.267 GT Sens contig422 contig422 Unannota AATGATTGGTAACCCATTTCAGGGATGACCTTCTCAGGCAGTTCTTCCAcontig422 Solyc02g Unknown Protein (A  SL2.40ch AT3G465 RPP13  RPP13 (R         chr3:171  9.83928 3.51283 16.6865 12.9344 14.0851 18.5365
GT Sense Sense -0.219 Comprom 0.219 Comprom 0.000 1.023 Detected 2.046 Detected 1.535 0.110 GT Sens contig422 contig422 Unknown   CAAGGATcontig422 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig422 Solyc09g Unknown Protein (A  SL2.40ch AT1G22290.1  14-3-3 pr      chr1:787  5.63403 9.08959 11.1815 13.0647 16.3845 27.9499
GT Sense Sense 0.358 Comprom -0.358 Comprom 0.000 1.097 Detected 1.831 Detected 1.464 0.104 GT Sens contig423 contig423 Polyprote     AACAAAC contig423 Solyc06g Solyc06g Polyprotein (AHRD V1 ***- Q5J1 contig423 Solyc08g Ring H2 fi                GO:00082 SL2.40ch AT5G24040.1 5.47257 3.96711 4.50084 5.93744 11.2299 15.6761
GT Sense Sense -0.889 Detected 0.889 Detected 0.000 7.882 Detected 5.755 Detected 6.819 0.039 GT Sens contig423 contig423 Unannota GCCAAAGTTAGGATTGCTGTTATACATTGACCAATGACGCTTATAGAGA contig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  15.688 64.0758 1650.87 1037.95 8427.56 1619.27
GT Sense Sense -0.090 Comprom 0.090 Comprom 0.000 5.735 Detected 3.718 Detected 4.726 0.043 GT Sens contig423 contig423 Unannota TGGTTCTATCTATGTATAAAAGAAAAACTAACTGATTAACAGAGAATGTCcontig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  2.52944 3.41376 27.4862 16.9609 176.253 36.567
GT Sense Sense 0.165 Comprom -0.165 Comprom 0.000 3.046 Detected 3.051 Detected 3.048 0.003 GT Sens contig424 contig424 Unannota GAGCTTTAGTCCATTTACCTGAATGAAAACGAACAAGATATTCATGTTT contig424 Solyc12g Regulator                      GO:00082 SL2.40ch AT5G236 LCB2  LCB2; pr       chr5:798  2.51005 2.3784 2.15245 2.11644 22.7318 19.1453
GT Sense Sense 0.580 Comprom -0.580 Comprom 0.000 1.586 Detected 1.627 Detected 1.607 0.110 GT Sens contig424 contig424 Unannota GAAAACAATCCGCATAATTAAATCCCCAATAATCTAATGTAGTGTTGGTTcontig424 Solyc10g Subtilisin                GO:00065 SL2.40ch AT4G311 PRMT5  SKB1 (SH        chr4:151  10.7067 5.70114 24.2931 18.2753 26.4266 22.8166
GT Sense Sense 0.162 Comprom -0.162 Comprom 0.000 2.460 Detected 2.788 Detected 2.624 0.008 GT Sens contig424 contig424 Unannota TTAAATCACGAGAAAGAAACATGTTATTTTATGCGGGATAAAGTGTGGA contig424 Solyc10g Subtilisin                GO:00065 SL2.40ch AT4G311 PRMT5  SKB1 (SH        chr4:151  2.43102 2.31243 10.7071 6.87515 14.6962 15.4876
GT Sense Sense 0.057 Comprom -0.057 Detected 0.000 1.059 Detected 1.787 Detected 1.423 0.061 GT Sens contig424 contig424 Unannota TTTGCCAAGAACTTAAACACCCCCAACCCTAACAACTAATTAAAAGCAACcontig424 Solyc02g Os10g0382300 prote                  SL2.40ch AT4G30990.2  binding  chr4:150  11.4241 12.5627 12.6095 7.31938 28.1087 39.0889
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 1.138 Detected 1.178 Detected 1.158 0.000 GT Sens contig424 contig424 Unannota GAGTATATATATATATATATATTCGTTATCACTATTATCTCTTATAAGTT contig424 Solyc04g Multidrug                   GO:00155 SL2.40ch AT5G47300.1  F-box fam    chr5:191  26.794 31.2009 49.4804 53.1397 71.6595 61.8645
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 1.035 Detected 1.198 Detected 1.116 0.017 GT Sens contig425 contig425 Unknown   TCGATGCcontig425 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig425 Solyc07g Unknown Protein (A  SL2.40ch AT1G55230.1  unknown   chr1:206  90.0493 90.5804 118.415 119.655 208.431 195.87
GT Sense Sense 0.269 Comprom -0.269 Comprom 0.000 1.086 Detected 3.215 Detected 2.150 0.189 GT Sens contig425 contig425 Unannota GCAAAGCGGCCATGGTAAAGTTGATTGATGTTGTTGGTAGGGAGGGAG contig425 Solyc09g Serine ca                GO:00428 SL2.40ch AT4G00380.1  XH/XS do          chr4:167  4.88359 4.00328 8.18601 12.9167 10.575 38.8093
GT Sense Sense 0.903 Detected -0.903 Comprom 0.000 1.078 Detected 1.196 Detected 1.137 0.336 GT Sens contig425 contig425 Unannota ATAAAAGGTACACAGTTTTTTCGCAGGGCGGGGGACCAACATGCCAATGcontig425 Solyc09g 30S ribos                  GO:00037 SL2.40ch AT1G042 RPS15  RPS15 (C          chr1:114  11.9399 4.0632 16.2239 7.03908 16.5694 15.091
GT Sense Sense 0.123 Comprom -0.123 Comprom 0.000 1.208 Detected 2.376 Detected 1.792 0.095 GT Sens contig425 contig425 Unannota AAATCAATGGCACCGGGTGGACGTATCTTCAAGCAGACTACACTTACAGcontig425 Solyc12g Endoplas                GO:00065 SL2.40ch AT2G04740.1  ankyrin r     chr2:165  6.01237 6.0346 12.6909 11.5872 15.6799 29.5624
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 0.930 Detected 1.589 Detected 1.259 0.074 GT Sens contig426 contig426 Unannota GTTCATGTACGGGATTTGAGTTGATAAATAAAGAATAGTGAGAGCAAAA contig426 Solyc02g Exoribon                 GO:00001 SL2.40ch AT2G30940.1  protein k     chr2:131  98.3242 145.272 127.51 159.96 256.523 339.927
GT Sense Sense 0.775 Comprom -0.775 Comprom 0.000 2.452 Detected 2.866 Detected 2.659 0.080 GT Sens contig426 contig426 AT2G479        CCACTGTCTAACACTTACCAATGTGTTACCATTAGTATCATTACTAGAAGcontig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5.39795 2.19556 19.5393 16.7613 21.2212 23.7237



GT Sense Sense -0.003 Comprom 0.003 Comprom 0.000 0.926 Detected 1.384 Detected 1.155 0.037 GT Sens contig426 contig426 Putative u        ACTCAAGCATCTGTGTAGGCAACGTAGCAAGGATACACAAGCATCATTA contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5.37203 6.41974 6.13345 6.94068 12.5672 14.4969
GT Sense Sense 0.739 Detected -0.739 Comprom 0.000 1.679 Detected 1.649 Detected 1.664 0.153 GT Sens contig427 contig427 Probable        CATTCGTCTTTGTGCTGGAAAGCAGAAGACAATACAGGAACTATTTGCA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 17.1394 7.32083 10.9667 6.46289 40.4121 33.2155
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.225 Detected 1.643 Detected 1.434 0.027 GT Sens contig427 contig427 Histone H      GGTGTTGAAGCAGGTTCATCCAGAATTCTTAGATTTAGATTTGTTTGTT contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 204.023 204.754 383.332 449.047 538.245 603.389
GT Sense Sense 0.048 Comprom -0.048 Comprom 0.000 0.872 Detected 2.403 Detected 1.638 0.166 GT Sens contig428 contig428 AT5G509       AACCTGGAGGAAGACGAATAACGTACAATAATCGTTGATAATCGACGGGcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5.56112 6.19209 13.9871 11.5377 12.1015 29.3534
GT Sense Sense 0.589 Comprom -0.589 Comprom 0.000 1.017 Detected 1.711 Detected 1.364 0.184 GT Sens contig429 contig429 Vacuolar         AACAAAACCCTAGCAGATGACTTGATTGCTGGTGCTTTTCCCAACACAG contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 8.10255 4.26057 4.02899 4.34917 13.3928 18.1844
GT Sense Sense -0.371 Comprom 0.371 Comprom 0.000 1.647 Detected 1.631 Detected 1.639 0.048 GT Sens contig429 contig429 AT3G208        GGCTTAGCTCTGTAGCTAAATGACAGATACAAGAGCTACAACAAGATAT contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4.00566 7.97103 7.79154 6.77135 19.9402 16.5535
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 1.476 Detected 1.728 Detected 1.602 0.016 GT Sens contig429 contig429 Nicotia ta       CTACTCAGGAATCTGGATCACCGATCGTAAGCCTTCAACTTTACTGATA contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 56.9691 53.9523 146.726 138.495 173.749 173.643
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.516 Detected 0.871 Detected 1.193 0.066 GT Sens contig430 contig430 Gibberell               TTGGCCCcontig430 Solyc06g Solyc06g Gibberellin-regulated protein (              contig430 Solyc06g Gibberellin-regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  15.2819 18.3899 63.5879 35.5686 53.9991 28.987
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 1.025 Detected 1.706 Detected 1.365 0.115 GT Sens contig430 contig430 Unknown GTTTTTCGAGGAATACAAAGAATCACAAAATACCAAAGATCGTATGACA contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 25.378 17.9396 49.3333 60.6916 48.9022 65.8339
GT Sense Sense 0.455 Detected -0.455 Detected 0.000 1.194 Detected 0.957 Detected 1.076 0.149 GT Sens contig431 contig431 Nicotia ta         GTTTGCTAGTGTAATTGCTTCCTTGTAAATACAGTTTAGAAGCACATCA contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 35912.3 22749 73304.3 61757.2 73681 52469.6
GT Sense Sense 0.509 Detected -0.509 Detected 0.000 1.241 Detected 1.372 Detected 1.306 0.126 GT Sens contig431 contig431 TOBPAL1         ATTTTGGAGTTAAAAACTAAATATGAACTCTCTTGAATATATTGGTTTGT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3664.53 2153 6746.52 5378.42 7477.06 6873.76
GT Sense Sense 0.735 Detected -0.735 Detected 0.000 1.592 Detected 1.699 Detected 1.646 0.155 GT Sens contig431 contig431 Nicotia ta       TATACAACAAGATCTGAGTGATTTTTTTCCAAAATAAATTGGGGAAAATGcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 148.928 63.9624 299.443 273.065 331.496 299.717
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 1.065 Detected 1.071 Detected 1.068 0.014 GT Sens contig432 contig432 Nicotia ta          TTGGTTACAAATTGAGTATCAAAGAGTAATGATGAATCTTAGTGACAGT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 980.183 978.287 2067.97 2075.58 2307.53 1945.26
GT Sense Sense 0.709 Detected -0.709 Detected 0.000 0.992 Detected 1.497 Detected 1.245 0.240 GT Sens contig432 contig432 Nicotia ta        CTTGCTACCTAGTCAGGTTTTACTAATAGGGATACTGCAAATTCTTTTA contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 12732.3 5672.09 11872.2 11007.1 19044.5 22679.7
GT Sense Sense -0.111 Comprom 0.111 Comprom 0.000 2.289 Detected 2.079 Detected 2.184 0.005 GT Sens contig432 contig432 N.tabacum    GGAATGGTGGAGATAGAAGTCATATAATGGATAATCAAAACAGAATATC contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3.6357 5.04499 4.93832 11.4283 23.5824 17.1089
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.091 Detected 1.154 Detected 1.122 0.015 GT Sens contig432 contig432 Nicotia ta     TATGAGCTTCCATACTTGTATATTATGCAAGATGTGCAACTGTAGTATC contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1829.57 1805.26 3436.4 2905 4360.64 3824.13
GT Sense Sense -0.023 Comprom 0.023 Comprom 0.000 1.068 Detected 1.822 Detected 1.445 0.062 GT Sens contig433 contig433 Nicotia ta           TTACATTCCGCGCAACTCCAAGATAGTGTTAGTGACACCTTAAGTTAAA contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 5.25134 6.45587 8.90183 6.22337 13.7463 19.4691
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 2.358 Detected 1.120 Detected 1.739 0.107 GT Sens contig433 contig433 TOBBY4D           TGGCTTTGAAGTGGACAGAAAATAGCAAATCATTCCACTAGGTGAGAAGcontig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 142.495 168.879 576.529 445.119 895.619 318.742
GT Sense Sense 0.443 Detected -0.443 Detected 0.000 1.076 Detected 1.142 Detected 1.109 0.130 GT Sens contig433 contig433 NTU62736         GTGTCGCCGCATCAGTTAAAATATCAAGGCATTATTTTTGAAATTTCCC contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4914.35 3166.73 12529.5 8041.34 9371.02 8231.79
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 1.506 Detected 1.746 Detected 1.626 0.007 GT Sens contig434 contig434 NTU64926        AGATGTAAAAATATGAAAAAGTTTGAAGATAAAGATACACCATTATGCTCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 72.6761 79.7658 150.449 169.009 243.608 241.425
GT Sense Sense 0.135 Comprom -0.135 Comprom 0.000 1.399 Detected 2.442 Detected 1.920 0.070 GT Sens contig436 contig436 Unknown   GGAGGA contig436 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig436 Solyc06g Unknown Protein (A  SL2.40ch AT5G47740.1  FUNCTIO                                                                           chr5:193  3.83285 3.78407 2.98595 2.66653 11.3123 19.5636
GT Sense Sense 0.192 Comprom -0.192 Comprom 0.000 2.430 Detected 2.823 Detected 2.627 0.011 GT Sens contig445 contig445 Unknown   CTCAGCTcontig445 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig445 Solyc09g Unknown Protein (A  SL2.40ch AT4G32375.1 2.61205 2.38211 2.16833 3.95249 15.1418 16.6941
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 1.873 Detected 1.928 Detected 1.901 0.013 GT Sens contig446 contig446 Fatty acy                TTTGTGGcontig446 Solyc09g Solyc09g Fatty acy                GO:00800 GO:00800     contig446 Solyc09g Fatty acy                 GO:00800 SL2.40ch AT1G65810.1  tRNA-spl      chr1:244  113.304 183.046 321.742 405.325 594.269 518.264
GT Sense Sense -0.302 Comprom 0.302 Comprom 0.000 1.774 Detected 1.676 Detected 1.725 0.030 GT Sens contig448 contig448 Unknown   ACGTGAAcontig448 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig448 Solyc05g Unknown Protein (A  SL2.40ch AT1G74720.1  C2 doma    chr1:280  5.77344 10.4455 15.9679 10.3941 29.9222 23.4594
GT Sense Sense -0.948 Comprom 0.948 Detected 0.000 2.076 Detected 1.436 Detected 1.756 0.221 GT Sens contig449 contig449 Kelch dom                AGTTCCAcontig449 Solyc01g Solyc01g Kelch domain-containing prote                contig449 Solyc01g Kelch domain-conta                 SL2.40ch AT3G243 chr40  chr40 (ch               chr3:883  3.91122 17.3316 19.8743 34.4832 39.1103 21.0574
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 1.577 Detected 2.096 Detected 1.836 0.020 GT Sens contig449 contig449 Geranylg                AGATAAGcontig449 Solyc11g Solyc11g Geranylg                GO:00082 GO:00082   contig449 Solyc11g Geranylg                 GO:00082 SL2.40ch AT3G14510.1  geranylg             chr3:486  161.768 208.481 849.971 512.498 617.024 742.27
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 0.898 Detected 2.698 Detected 1.798 0.184 GT Sens contig459 contig459 LINE-type              GGAGTG contig459 Solyc06g Solyc06g LINE-type retrotransposon LIb            contig459 Solyc11g Ycf1 (Fragment) (AH            SL2.40ch AT5G59200.1  pentatric      chr5:238  24.95 27.5965 46.0982 49.2435 55.073 161.024
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 2.253 Detected 2.590 Detected 2.422 0.017 GT Sens contig462 contig462 Cation/H+             GCATCTTcontig462 Solyc08g Solyc08g Cation/H+             GO:00153 GO:00153     contig462 Solyc08g Cation/H+              GO:00153 SL2.40ch AT3G176 ATCHX19    ATCHX19          chr3:602  35.8622 29.082 62.3581 36.3326 173.401 183.864
GT Sense Sense -0.815 Detected 0.815 Detected 0.000 0.947 Detected 1.396 Detected 1.171 0.300 GT Sens contig465 contig465 Kunitz-typ                  TGTCCATcontig465 Solyc03g Solyc03g Kunitz-typ                  GO:00048 GO:00048        contig465 Solyc03g Kunitz-typ                   GO:00048 SL2.40ch AT4G104 SCRL1  SCRL1 (S    chr4:646  5213.82 19218.3 17136.8 6847.83 21734.3 24906
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 1.397 Detected 0.826 Detected 1.112 0.068 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  106.675 109.504 375.036 133.021 320.626 181.177
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 0.893 Detected 1.398 Detected 1.145 0.046 GT Sens contig469 contig469 Amino ac                AATGGTAcontig469 Solyc06g Solyc06g Amino acid transporter (AHRD              contig469 Solyc06g Amino acid transpo                SL2.40ch AT3G28960.1 21.1363 24.5438 19.0515 16.9294 47.6342 56.7508
GT Sense Sense -1.122 Comprom 1.122 Detected 0.000 2.157 Detected 1.132 Detected 1.644 0.314 GT Sens contig470 contig470 Baculovir                 CAAGAACcontig470 Solyc10g Solyc10g Baculovir                 GO:00082 GO:00082   contig470 Solyc10g Baculovir                  GO:00515 SL2.40ch AT1G255 PFT1  PFT1 (PH         chr1:896  3.89125 21.9526 16.4121 17.7644 46.4326 19.1514
GT Sense Sense 0.790 Detected -0.790 Detected 0.000 1.856 Detected 2.797 Detected 2.327 0.127 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 124.026 49.4175 741.496 635.925 319.203 514.572
GT Sense Sense -1.621 Comprom 1.621 Detected 0.000 0.935 Detected 1.867 Detected 1.401 0.494 GT Sens contig474 contig474 Glutaredo               TTTACAT contig474 Solyc08g Solyc08g Glutaredo               GO:00454 GO:00454   contig474 Solyc08g Glutaredo                GO:00454 SL2.40ch AT5G03870.1  glutaredo     chr5:103  2.97862 33.5432 18.7493 22.3599 21.5245 34.4717
GT Sense Sense -0.227 Comprom 0.227 Comprom 0.000 0.932 Detected 2.274 Detected 1.603 0.152 GT Sens contig478 contig478 Unknown   AAGAAGAcontig478 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig478 Solyc11g Unknown Protein (A  SL2.40ch AT4G29400.1  unknown   chr4:144  4.15851 6.78444 2.23111 2.18226 11.416 24.2908
GT Sense Sense -0.688 Comprom 0.688 Comprom 0.000 4.255 Detected 2.370 Detected 3.313 0.105 GT Sens contig479 contig479 1-aminoc                 AGAGGTGcontig479 Solyc09g Solyc09g 1-aminoc                 GO:00164 GO:00164    contig479 Solyc09g 1-aminoc                  GO:00098 SL2.40ch AT2G30840.1  2-oxoglu     chr2:131  2.9624 9.15263 2.75245 2.53803 112.029 25.4458
GT Sense Sense 0.382 Detected -0.382 Detected 0.000 1.807 Detected 2.433 Detected 2.120 0.050 GT Sens contig479 contig479 Unknown   ATTTTAA contig479 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig479 Solyc01g Unknown Protein (A  SL2.40ch AT4G03945.2  enzyme i    chr4:187  5804.28 4068.05 10516.1 9541.82 19154.4 24818.9
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 1.193 Detected 1.754 Detected 1.474 0.039 GT Sens contig484 contig484 Ras-relate              GCTTAGAcontig484 Solyc03g Solyc03g Ras-relate              GO:00072 GO:00072     contig484 Solyc03g Ras-relate               GO:00150 SL2.40ch AT1G182 AtRABA6b  AtRABA6              chr1:626  80.919 83.4897 166.128 159.117 211.724 262.125
GT Sense Sense -0.083 Comprom 0.083 Detected 0.000 1.803 Detected 2.083 Detected 1.943 0.007 GT Sens contig492 contig492 Unknown             CCGGATGcontig492 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3            contig492 Solyc04g Unknown Protein (A             SL2.40ch AT1G10455.1 11.224 14.9856 21.2187 17.3349 50.9793 51.9524
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 1.177 Detected 1.330 Detected 1.253 0.004 GT Sens contig496 contig496 Unknown            GAATAGAcontig496 Solyc10g Solyc10g Unknown            GO:00160 GO:00160 contig496 Solyc09g072740.1.1 AT5G38620.1  MADS-bo     chr5:154  749.195 900.678 1511.13 1712.34 2091.65 1952.92
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 1.366 Detected 1.186 Detected 1.276 0.021 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  86.7804 81.9683 157.891 88.1659 244.92 181.465
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 0.851 Detected 1.430 Detected 1.141 0.128 GT Sens contig502 contig502 O-methylt              CATGTTT contig502 Solyc03g Solyc03g O-methylt              GO:00469 GO:00469   contig502 Solyc03g O-methylt               GO:00081 SL2.40ch AT4G14330.1  phragmo       chr4:824  17.1623 33.1208 57.762 70.4238 48.4494 60.7412
GT Sense Sense -0.210 Comprom 0.210 Comprom 0.000 0.934 Detected 1.250 Detected 1.092 0.053 GT Sens contig507 contig507 Hypotheti                  GAATACGcontig507 Solyc04g Solyc04g Hypothetical membrane protei                 contig507 Solyc04g Hypothetical membr                  SL2.40ch AT2G184 LCV3  LCV3 (lik     chr2:800  5.20121 8.28228 14.8836 13.8889 14.1273 14.7632
GT Sense Sense 0.383 Detected -0.383 Detected 0.000 1.073 Detected 1.114 Detected 1.093 0.104 GT Sens contig510 contig510 Unknown          CATGAGCcontig510 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3         contig510 Solyc04g Unknown Protein (A          SL2.40ch AT4G03153.1  kinase in     chr4:139  18.0706 12.6503 27.03 17.2417 35.8217 30.9374
GT Sense Sense 0.609 Detected -0.609 Detected 0.000 2.137 Detected 0.826 Detected 1.481 0.240 GT Sens contig510 contig510 Unknown   CTTTGGTcontig510 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig510 Solyc07g Unknown Protein (A  SL2.40ch AT5G52940.1  unknown   chr5:214  43.9474 22.4792 85.6799 69.9639 155.684 52.6742
GT Sense Sense 0.200 Comprom -0.200 Comprom 0.000 1.924 Detected 2.371 Detected 2.148 0.019 GT Sens contig517 contig517 C4-dicarb                     GCTTAAGcontig517 Solyc03g Solyc03g C4-dicarb                     GO:00160 GO:00160   contig517 Solyc08g 50S ribos                  GO:00321 SL2.40ch AT4G245 REN1  REN1 (RO              chr4:126  3.01949 2.72426 2.03907 5.32524 12.2598 14.0319
GT Sense Sense 0.217 Comprom -0.217 Comprom 0.000 1.433 Detected 2.091 Detected 1.762 0.047 GT Sens contig52 contig52 Unknown   CTCCTTAcontig52 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig52 Solyc09g Unknown Protein (A  SL2.40ch AT5G24840.1  tRNA (gu   chr5:853  5.20463 4.58575 9.07127 4.50146 14.8643 19.685
GT Sense Sense 0.095 Comprom -0.095 Comprom 0.000 3.515 Detected 2.347 Detected 2.931 0.038 GT Sens contig523 contig523 3-methyl-                GAAAGTGcontig523 Solyc06g Solyc06g 3-methyl-                GO:00081 GO:00081     contig523 Solyc06g 3-methyl-                 GO:00038 SL2.40ch AT5G09300.2  2-oxoiso                  chr5:288  5.49309 5.72894 18.3758 8.01718 72.2205 26.9779
GT Sense Sense -1.042 Comprom 1.042 Detected 0.000 1.090 Detected 2.087 Detected 1.589 0.303 GT Sens contig527 contig527 PAS (AHR           CCAAAACcontig527 Solyc07g Solyc07g PAS (AHR           GO:00071 GO:00071  contig527 Solyc07g PAS (AHR            GO:00071 SL2.40ch AT2G189 LKP2, AD   LKP2 (LO           chr2:819  4.46421 22.5479 4.40879 3.8269 24.063 40.3024
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 1.990 Detected 1.147 Detected 1.568 0.079 GT Sens contig536 contig536 Gibberell                 GATGAAGcontig536 Solyc06g Solyc06g Gibberell                 GO:00455 GO:00455    contig536 Solyc06g Gibberell                  GO:00455 SL2.40ch AT5G58660.1  oxidored       chr5:237  140.366 221.725 331.867 248.011 789.387 369.296
GT Sense Sense -0.215 Comprom 0.215 Comprom 0.000 1.387 Detected 3.463 Detected 2.425 0.149 GT Sens contig541 contig541 Non-LTR                    CTAAGAGcontig541 Solyc07g Solyc07g Non-LTR                    GO:00062 GO:00062   contig541 Solyc11g Unknown Protein (A  SL2.40ch AT5G46310.1  WRKY fa     chr5:187  4.03233 6.4631 3.3562 5.45524 15.0442 53.2347
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 0.987 Detected 1.462 Detected 1.225 0.037 GT Sens contig548 contig548 CONSTAN                CTGATAT contig548 Solyc05g Solyc05g CONSTAN                GO:00056 GO:00056 contig548 Solyc05g CONSTAN                 GO:00056 SL2.40ch AT1G28050.1  zinc finge       chr1:977  605.981 674.745 1108.79 1120.03 1427.9 1665.98
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 1.469 Detected 1.719 Detected 1.594 0.029 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  30.3688 25.721 98.4583 75.1281 87.1429 87.0146
GT Sense Sense 0.127 Comprom -0.127 Comprom 0.000 1.581 Detected 1.834 Detected 1.708 0.011 GT Sens contig55 contig55 Ring H2 fi                GCTAACAcontig55 Solyc03g Solyc03g Ring H2 fi                GO:00082 GO:00082   contig55 Solyc03g Ring H2 fi                 GO:00082 SL2.40ch AT1G80400.1  zinc finge        chr1:302  6.93398 6.91925 38.2337 10.8847 23.3496 23.3559
GT Sense Sense 0.423 Detected -0.423 Detected 0.000 1.297 Detected 1.768 Detected 1.532 0.087 GT Sens contig550 contig550 Unknown   GAAAATT contig550 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig550 Solyc08g AT-hook                     GO:00036 SL2.40ch AT3G20270.2  lipid-bind       chr3:706  31.667 20.9743 59.4282 49.9197 71.3212 82.9758
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 2.312 Detected 0.857 Detected 1.585 0.170 GT Sens contig553 contig553 Unknown   ATCCAGAcontig553 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig553 Solyc01g Unknown Protein (A  SL2.40ch AT3G08510.3  ATPLC2       chr3:258  206.824 188.902 813.821 511.654 1105.88 338.481
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.716 Detected 2.322 Detected 2.019 0.022 GT Sens contig564 contig564 Heparan-a                  TTGTACT contig564 Solyc09g Solyc09g Heparan-alpha-glucosaminide                  contig564 Solyc08g Osmotin-                      GO:00055 SL2.40ch AT1G35210.1 18.3125 21.6741 29.241 25.1533 73.7441 94.1768
GT Sense Sense -0.323 Detected 0.323 Detected 0.000 1.343 Detected 1.404 Detected 1.374 0.052 GT Sens contig566 contig566 Subtilisin               GAACGAAcontig566 Solyc04g Solyc04g Subtilisin               GO:00042 GO:00042   contig566 Solyc04g Subtilisin                GO:00042 SL2.40ch AT5G517 ATSBT1.3    ATSBT1.             chr5:210  2109.58 3930.73 4101.43 3900.53 8229.08 7205.2
GT Sense Sense -0.824 Detected 0.824 Detected 0.000 2.147 Detected 2.700 Detected 2.423 0.108 GT Sens contig57 contig57 Pectinace             TAAACGCcontig57 Solyc12g Solyc12g Pectinace             GO:00040 GO:00040  contig57 Solyc12g Pectinace              GO:00040 SL2.40ch AT1G11170.2  unknown   chr1:374  36.3677 135.632 110.696 105.406 350.296 431.449
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.413 Detected 1.679 Detected 1.546 0.011 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  440.534 461.898 1078.87 1214.47 1352.85 1365.35
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 2.178 Detected 3.169 Detected 2.674 0.047 GT Sens contig580 contig580 Defensin-              ATGAAGAcontig580 Solyc04g Solyc04g Defensin-              GO:00304 GO:00304    contig580 Solyc02g Molybden                   GO:00301 SL2.40ch AT5G66270.1 27.0865 20.0456 28.1056 25.7698 118.817 198.133
GT Sense Sense 1.536 Detected -1.536 Detected 0.000 0.877 Detected 1.225 Detected 1.051 0.567 GT Sens contig592 contig592 Genomic                     TAGGAATcontig592 Solyc01g Solyc01g Genomic DNA chromosome 5                   contig592 Solyc01g Genomic DNA chrom                     SL2.40ch AT3G58670.2  unknown   chr3:217  847.497 120.045 327.635 286.196 659.792 705.027
GT Sense Sense 0.124 Comprom -0.124 Comprom 0.000 1.664 Detected 2.132 Detected 1.898 0.019 GT Sens contig601 contig601 Unknown   AATCTTT contig601 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig601 Solyc09g Unknown Protein (A  SL2.40ch AT1G47300.1  F-box fam    chr1:173  4.83278 4.84282 14.2792 8.98098 17.2677 20.0526
GT Sense Sense -0.034 Comprom 0.034 Detected 0.000 1.183 Detected 1.393 Detected 1.288 0.007 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  10.1292 12.6461 11.622 4.35223 28.9465 28.0964
GT Sense Sense -0.581 Detected 0.581 Detected 0.000 1.621 Detected 2.097 Detected 1.859 0.098 GT Sens contig605 contig605 Stylish 2b               AATATGCcontig605 Solyc10g Solyc10g Stylish 2b (AHRD V1 **-- D2KC7             contig605 Solyc10g Stylish 2b (AHRD V1              SL2.40ch AT1G755 SRS5  SRS5 (SH     chr1:283  14.5744 38.8112 124.248 218.39 82.3861 96.1958
GT Sense Sense 0.250 Comprom -0.250 Comprom 0.000 0.973 Detected 1.664 Detected 1.318 0.091 GT Sens contig607 contig607 Unknown           ATAAGTT contig607 Solyc01g Solyc01g Unknown           GO:00167 GO:00167  contig607 Solyc01g Unknown            GO:00160 SL2.40ch AT2G44340.1  VQ motif    chr2:183  10.4337 8.78855 23.6461 33.3684 21.1675 28.7003
GT Sense Sense 0.387 Comprom -0.387 Comprom 0.000 1.307 Detected 1.657 Detected 1.482 0.073 GT Sens contig610 contig610 U3 small n        GACTCGAcontig610 Solyc11g Solyc11g U3 small nucleolar ribonucleop       contig610 Solyc11g U3 small nucleolar r       SL2.40ch AT5G56240.1  INVOLVE                                                             chr5:227  6.75174 4.69935 3.98064 3.27289 15.7017 16.7911
GT Sense Sense 0.696 Comprom -0.696 Comprom 0.000 1.257 Detected 1.527 Detected 1.392 0.189 GT Sens contig612 contig612 Strictosid               CTACCGCcontig612 Solyc04g Solyc04g Strictosid               GO:00040 GO:00040    contig612 Solyc04g Strictosid                GO:00055 SL2.40ch AT3G57030.1  strictosid      chr3:211  11.0665 5.01701 14.8964 17.8779 20.0658 20.3025
GT Sense Sense 0.351 Detected -0.351 Detected 0.000 1.224 Detected 1.127 Detected 1.176 0.080 GT Sens contig615 contig615 Cell divis                 GCTTTACcontig615 Solyc08g Solyc08g Cell divis                 GO:00046 GO:00046     contig615 Solyc08g Cell divis                  GO:00046 SL2.40ch AT3G487 CDKA;1, C       CDC2 (CE               chr3:180  27.0468 19.7942 33.3177 33.7282 60.8832 47.7837
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 0.840 Detected 1.241 Detected 1.041 0.035 GT Sens contig616 contig616 Progeste              GTTGGTGcontig616 Solyc10g Solyc10g Progeste              GO:00081 GO:00081  contig616 Solyc10g Progeste               GO:00081 SL2.40ch AT4G242 VEP1, AW   VEP1 (VE        chr4:125  1794.64 2125.02 5253.12 5026.32 3938.87 4364.14
GT Sense Sense 0.176 Comprom -0.176 Comprom 0.000 5.263 Detected 2.854 Detected 4.059 0.079 GT Sens contig621 contig621 Unknown   TGATCTAcontig621 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig621 Solyc05g Unknown Protein (A  SL2.40ch AT3G199 ATM1  ATM1 (AR       chr3:694  2.38998 2.23064 2.03322 2.03626 99.8456 15.7892
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 0.873 Detected 1.386 Detected 1.129 0.082 GT Sens contig624 contig624 Mutator-li                TGGTTGAcontig624 Solyc12g Solyc12g Mutator-like transposase (AHR               contig624 Solyc04g Peroxidas               GO:00046 SL2.40ch AT1G48600.1  phospho       chr1:179  7720.27 6662.42 12820.2 13201.3 14795.4 17719.6
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 1.145 Detected 1.012 Detected 1.079 0.034 GT Sens contig625 contig625 Os06g022                  GGGATATcontig625 Solyc04g Solyc04g Os06g0220000 protein (Fragm                 contig625 Solyc04g Os06g0220000 prote                  SL2.40ch AT5G094 EXL4  EXL4 (EX     chr5:293  4235.52 6581.83 10327.5 11645.9 13157.3 10068.9
GT Sense Sense -0.614 Comprom 0.614 Comprom 0.000 1.151 Detected 3.752 Detected 2.452 0.230 GT Sens contig636 contig636 Lipase (C       CAAAGCTcontig636 Solyc10g Solyc10g Lipase (Class 3)-like protein (A    contig636 Solyc10g Lipase (Class 3)-like     SL2.40ch AT5G50890.1  LOCATE                                                               chr5:207  2.57335 7.18062 4.41898 2.20506 10.7517 54.7785
GT Sense Sense 0.291 Comprom -0.291 Comprom 0.000 0.983 Detected 1.394 Detected 1.189 0.079 GT Sens contig639 contig639 Subtilisin               CAGGTAAcontig639 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig639 Solyc08g Subtilisin                GO:00042 SL2.40ch AT5G45650.1  subtilase    chr5:185  6.86966 5.46273 7.23586 18.0953 13.6391 15.2233
GT Sense Sense 0.218 Comprom -0.218 Comprom 0.000 1.412 Detected 2.173 Detected 1.792 0.055 GT Sens contig642 contig642 Unknown             AATAACC contig642 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3            contig642 Solyc02g Unknown Protein (A  SL2.40ch AT5G493 BXL1, AT   BXL1 (BE        chr5:200  4.08786 3.59816 3.01859 11.2353 11.499 16.3486
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.593 Detected 0.963 Detected 1.278 0.056 GT Sens contig644 contig644 Os12g058                  CCACAAGcontig644 Solyc02g Solyc02g Os12g0581300 protein (Fragm                 contig644 Solyc02g Os12g0581300 prote                  SL2.40ch AT5G66740.1  unknown   chr5:266  45.5921 51.6196 99.965 64.8085 164.82 89.434
GT Sense Sense -0.231 Comprom 0.231 Comprom 0.000 2.545 Detected 3.121 Detected 2.833 0.017 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  2.93881 4.82205 24.3142 5.61991 24.7457 30.9606
GT Sense Sense -0.335 Comprom 0.335 Comprom 0.000 0.927 Detected 1.835 Detected 1.381 0.134 GT Sens contig652 contig652 Zinc finge               TCGTTGGcontig652 Solyc05g Solyc05g Zinc finge               GO:00037 GO:00037      contig652 Solyc05g Zinc finge                GO:00037 SL2.40ch AT1G64880.1  ribosoma       chr1:241  4.98975 9.45433 3.73245 8.91773 14.7118 23.1737
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.357 Detected 1.468 Detected 1.413 0.025 GT Sens contig652 contig652 F-box fam      TGGAAAAcontig652 Solyc11g Solyc11g F-box family protein (AHRD V1  contig652 Solyc11g F-box family protein    SL2.40ch AT3G52700.1  unknown   chr3:195  5499.83 4818.69 10691.4 9583.28 14856.9 13466.2
GT Sense Sense -0.667 Comprom 0.667 Detected 0.000 1.140 Detected 1.667 Detected 1.403 0.190 GT Sens contig654 contig654 Centrin (A            GGATTTAcontig654 Solyc03g Solyc03g Centrin (A            GO:00055 GO:00055   contig654 Solyc03g Centrin (A             GO:00055 SL2.40ch AT5G65207.1  unknown   chr5:260  3.85519 11.5753 16.2213 28.7343 16.5836 20.053
GT Sense Sense -0.316 Comprom 0.316 Comprom 0.000 3.836 Detected 2.224 Detected 3.030 0.073 GT Sens contig657 contig657 Unknown   TGGAGG contig657 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig657 Solyc12g Unknown Protein (A  SL2.40ch AT3G45710.1 3.41665 6.30002 3.60467 2.36349 74.6131 20.4885
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 3.069 Detected 2.182 Detected 2.625 0.029 GT Sens contig667 contig667 Anthocya                 GTAAGTCcontig667 Solyc08g Solyc08g Anthocya                 GO:00164 GO:00164    contig667 Solyc08g Anthocya                  GO:00454 SL2.40ch AT2G36690.1  oxidored       chr2:153  826.482 1133.81 3591.07 4090.23 9153.63 4152.24
GT Sense Sense -0.751 Detected 0.751 Detected 0.000 2.209 Detected 1.628 Detected 1.919 0.140 GT Sens contig669 contig669 FAD-bind                 CGAAGCAcontig669 Solyc02g Solyc02g FAD-bind                 GO:00090 GO:00090      contig669 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT5G44400.1  FAD-bind     chr5:178  108.811 366.71 210.654 725.798 1040.73 583.879
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 1.067 Detected 1.801 Detected 1.434 0.069 GT Sens contig677 contig677 Unknown   CTGTGCTcontig677 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig677 Solyc12g Gibberellin-regulate                 SL2.40ch AT5G59845.1  gibberell     chr5:241  183.695 176.89 279.644 261.081 425.504 594.064
GT Sense Sense 0.276 Detected -0.276 Detected 0.000 1.077 Detected 1.032 Detected 1.054 0.062 GT Sens contig677 contig677 NAC dom                  AATATTA contig677 Solyc07g Solyc07g NAC dom                  GO:00037 GO:00037      contig677 Solyc07g NAC dom                   GO:00037 SL2.40ch AT1G560 NAC1, AN   NAC1; tra    chr1:209  4952.87 4024.36 7811.79 6354.17 10609.3 8630.19
GT Sense Sense -0.076 Comprom 0.076 Comprom 0.000 0.973 Detected 2.307 Detected 1.640 0.135 GT Sens contig681 contig681 Unknown   AAAGAAAcontig681 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig681 Solyc07g Unknown Protein (A  SL2.40ch AT5G612 PIF7  PIF7 (PHY             chr5:246  5.13389 6.79215 3.48505 8.11359 13.0575 27.636
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 1.816 Detected 2.606 Detected 2.211 0.034 GT Sens contig685 contig685 Flavin-bin                   CTTCACAcontig685 Solyc01g Solyc01g Flavin-bin                   GO:00055 GO:00055  contig685 Solyc01g Flavin-bin                    GO:00055 SL2.40ch AT1G680 ADO3, FK   FKF1 (FL              chr1:255  234.302 232.923 428.37 367.517 926.567 1344.73
GT Sense Sense 0.455 Detected -0.455 Detected 0.000 1.156 Detected 1.254 Detected 1.205 0.119 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  53.1263 33.6712 96.9679 134.915 106.17 95.3473
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 3.715 Detected 1.370 Detected 2.543 0.165 GT Sens contig691 contig691 Transcrip              GCATATGcontig691 Solyc12g Solyc12g Transcrip              GO:00056 GO:00056 contig691 Solyc12g Transcrip               GO:00056 SL2.40ch AT1G184 BEE1  BEE1 (BR       chr1:633  23.7299 36.023 118.901 71.1923 432.429 71.4689
GT Sense Sense 0.212 Comprom -0.212 Comprom 0.000 2.198 Detected 2.157 Detected 2.177 0.009 GT Sens contig692 contig692 Pre-mRNA                ATGCATT contig692 Solyc11g Solyc11g Pre-mRNA                GO:00056 GO:00056  contig692 Solyc11g Pre-mRNA                 GO:00056 SL2.40ch AT1G77180.2  chromati     chr1:289  4.59385 4.07748 20.9477 16.4568 22.3654 18.2519
GT Sense Sense -0.915 Comprom 0.915 Detected 0.000 1.489 Detected 1.761 Detected 1.625 0.221 GT Sens contig703 contig703 Beta-1 3-g               ATTGAGAcontig703 Solyc02g Solyc02g Beta-1 3-g               GO:00059 GO:00059     contig703 Solyc02g Beta-1 3-g                GO:00055 SL2.40ch AT4G29360.1  glycosyl      chr4:144  3.8249 16.1953 6.33001 6.21867 24.8852 25.2154
GT Sense Sense -0.404 Comprom 0.404 Comprom 0.000 1.376 Detected 3.164 Detected 2.270 0.147 GT Sens contig704 contig704 Coiled-co                   AAGATGGcontig704 Solyc03g Solyc03g Coiled-coil domain-containing                  contig704 Solyc03g Coiled-coil domain-c                   SL2.40ch AT1G52930.1 2.64546 5.51385 3.44348 3.53923 11.1678 32.3575
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.405 Detected 1.549 Detected 1.477 0.002 GT Sens contig711 contig711 Serpin (S                  ATGGTAGcontig711 Solyc04g Solyc04g Serpin (S                  GO:00048 GO:00048           contig711 Solyc04g Serpin (S                   GO:00430 SL2.40ch AT3G45220.1  serpin, p        chr3:165  170.337 198.477 131.764 149.787 548.317 508.608
GT Sense Sense -0.579 Detected 0.579 Detected 0.000 1.747 Detected 1.041 Detected 1.394 0.176 GT Sens contig712 contig712 Trihelix tr             CTACAAT contig712 Solyc09g Solyc09g Trihelix tr             GO:00037 GO:00037       contig712 Solyc09g Trihelix tr              GO:00037 SL2.40ch AT5G036 PTL  PTL (PET      chr5:957  20.2859 53.9154 45.5 47.2109 125.069 64.3478
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 1.185 Detected 1.656 Detected 1.421 0.028 GT Sens contig716 contig716 Unknown   AAACAAC contig716 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig716 Solyc06g Unknown Protein (A  SL2.40ch AT4G242 MLO13, A   MLO13 (M         chr4:125  33.4315 43.1608 77.6171 61.7497 97.2646 113.225
GT Sense Sense 0.581 Comprom -0.581 Comprom 0.000 0.958 Detected 1.438 Detected 1.198 0.197 GT Sens contig718 contig718 Unknown   CCAATTCcontig718 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig718 Solyc11g Unknown Protein (A  SL2.40ch AT3G60700.1 7.74686 4.12223 5.92756 16.3781 12.3684 14.4799
GT Sense Sense -0.327 Detected 0.327 Detected 0.000 1.310 Detected 1.302 Detected 1.306 0.057 GT Sens contig729 contig729 CP12 (AH               GGCAAG contig729 Solyc01g Solyc01g CP12 (AH               GO:00055 GO:00055  contig729 Solyc01g CP12 (AH                GO:00055 SL2.40ch AT2G474 CP12-1, C   CP12-1  chr2:194  1508.39 2825.58 4015.1 5390.24 5766.59 4812.23
GT Sense Sense 0.316 Detected -0.316 Detected 0.000 2.015 Detected 0.844 Detected 1.429 0.165 GT Sens contig732 contig732 Pectinace             TACTGGAcontig732 Solyc08g Solyc08g Pectinace             GO:00040 GO:00040  contig732 Solyc08g Pectinace              GO:00040 SL2.40ch AT5G45280.2  pectinace    chr5:183  34.8102 26.7422 19.8972 27.6991 138.892 51.7872
GT Sense Sense -0.611 Detected 0.611 Detected 0.000 2.087 Detected 1.232 Detected 1.659 0.156 GT Sens contig737 contig737 Zinc finge                ACCTCAT contig737 Solyc06g Solyc06g Zinc finge                GO:00037 GO:00037      contig737 Solyc06g Zinc finge                 GO:00037 SL2.40ch AT5G575 ZFP2, ATZ   ZFP2 (ZIN               chr5:232  22.4965 62.4941 70.9258 69.6125 179.401 83.2601
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 1.161 Detected 1.663 Detected 1.412 0.111 GT Sens contig740 contig740 Integral m                  CTAGCATcontig740 Solyc04g Solyc04g Integral membrane protein (AH                 contig740 Solyc04g Integral membrane p                  SL2.40ch AT1G76800.1 614.097 392.247 946.786 620.215 1236.3 1469.6
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 1.383 Detected 1.415 Detected 1.399 0.010 GT Sens contig746 contig746 Major fac                   CGAGGC contig746 Solyc00g Solyc00g Major fac                   GO:00160 GO:00160 contig746 Solyc10g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 92.0122 90.3748 273.718 377.055 267.889 229.875
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.721 Detected 1.262 Detected 1.491 0.028 GT Sens contig746 contig746 Abscisic a               ACCACCGcontig746 Solyc10g Solyc10g Abscisic acid receptor PYL4 (A             contig746 Solyc10g Abscisic acid recep               SL2.40ch AT2G40330.1  Bet v I all     chr2:168  284.013 290.178 899.816 574.755 1066.38 650.781
GT Sense Sense -0.395 Comprom 0.395 Comprom 0.000 0.920 Detected 2.358 Detected 1.639 0.184 GT Sens contig750 contig750 Tubulin b              GTGAGAAcontig750 Solyc12g Solyc12g Tubulin b              GO:00052 GO:00052    contig750 Solyc04g Tubulin b               GO:00052 SL2.40ch AT5G238 TUB8  TUB8; st      chr5:804  4.54316 9.35393 4.84424 3.29993 13.8977 31.5912
GT Sense Sense -0.114 Comprom 0.114 Detected 0.000 1.465 Detected 0.918 Detected 1.192 0.057 GT Sens contig755 contig755 NAC dom                  GGCCAC contig755 Solyc08g Solyc08g NAC dom                  GO:00165 GO:00165   contig755 Solyc08g NAC dom                   GO:00165 SL2.40ch AT1G327 ANAC012     ANAC012               chr1:118  10.8785 15.1622 10.5986 11.6369 39.9417 22.9478
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 1.270 Detected 1.604 Detected 1.437 0.017 GT Sens contig758 contig758 UDP-gluc            TAACTCCcontig758 Solyc07g Solyc07g UDP-gluc            GO:00800 GO:00800    contig758 Solyc07g UDP-gluc             GO:00800 SL2.40ch AT2G31790.1  UDP-gluc      chr2:135  139.946 187.483 242.752 275.438 439.962 465.691
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 1.670 Detected 1.443 Detected 1.556 0.011 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  2932.98 2959.61 8495.43 6788.73 10559.6 7571.51
GT Sense Sense -0.305 Comprom 0.305 Detected 0.000 2.984 Detected 0.867 Detected 1.926 0.222 GT Sens contig764 contig764 Nitroredu     TTAAGGGcontig764 Solyc01g Solyc01g Nitroreductase (AHRD V1 **-- Q contig764 Solyc01g Nitroredu     GO:00166 SL2.40ch AT1G02020.1  nitroredu     chr1:352  8.71349 15.8257 10.1485 9.84254 104.691 20.2566
GT Sense Sense 0.308 Detected -0.308 Detected 0.000 1.149 Detected 1.411 Detected 1.280 0.062 GT Sens contig766 contig766 Gibberell                 GGAACCTcontig766 Solyc02g Solyc02g Gibberell                 GO:00455 GO:00455      contig766 Solyc02g Gibberell                  GO:00455 SL2.40ch AT1G784 ATGA2OX   ATGA2O        chr1:295  1276.34 991.734 2899.3 2369.01 2810.7 2828.36
GT Sense Sense -0.209 Comprom 0.209 Comprom 0.000 2.406 Detected 1.865 Detected 2.136 0.025 GT Sens contig766 contig766 Indole-3-a        AAATTTG contig766 Solyc01g Solyc01g Indole-3-acetic acid-amido syn      contig766 Solyc01g Indole-3-acetic acid-       SL2.40ch AT1G069 TRFL7  TRFL7 (T         chr1:212  5.79912 9.219 39.0818 31.7558 43.6642 25.1816
GT Sense Sense 1.611 Detected -1.611 Detected 0.000 1.395 Detected 1.359 Detected 1.377 0.483 GT Sens contig769 contig769 DUF599 fa                 TTTTCCT contig769 Solyc02g Solyc02g DUF599 family protein (AHRD V               contig769 Solyc02g DUF599 family prote                 SL2.40ch AT1G32420.1 3736.76 476.562 3370.99 1598.75 3952.3 3237.41
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 3.762 Detected 1.131 Detected 2.447 0.208 GT Sens contig771 contig771 Glutathio                GCTATAT contig771 Solyc09g Solyc09g Glutathio                GO:00043 GO:00043   contig771 Solyc09g Glutathio                 GO:00043 SL2.40ch AT3G092 ATGSTU8  ATGSTU         chr3:284  21.8195 19.393 45.8396 46.4083 314.371 42.6119
GT Sense Sense -0.392 Detected 0.392 Detected 0.000 1.138 Detected 1.040 Detected 1.089 0.110 GT Sens contig772 contig772 Genomic          TGACAAT contig772 Solyc01g Solyc01g Genomic DNA chromosome 5       contig772 Solyc01g Genomic DNA chrom         SL2.40ch AT5G02630.1  LOCATE                                                                      chr5:591  277.882 569.879 1402.22 1170.56 986.674 773.914
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 1.397 Detected 0.869 Detected 1.133 0.053 GT Sens contig775 contig775 Cytochro                       GAGGCT contig775 Solyc03g Solyc03g Cytochro                       GO:00057 GO:00057     contig775 Solyc03g Cytochro                        GO:00057 SL2.40ch AT4G37830.1  cytochro     chr4:177  13.3893 17.4263 12.721 12.6568 45.3158 26.378
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 2.665 Detected 1.313 Detected 1.989 0.106 GT Sens contig782 contig782 Unknown   ATTGGCTcontig782 Solyc08g Solyc08g Unknown Protein (AHRD V1);O contig782 Solyc08g Unknown   GO:00058 SL2.40ch AT4G116 AT-HSFB2    AT-HSFB       chr4:704  278.928 251.52 1657.98 2406.15 1892.77 622.154
GT Sense Sense 0.780 Detected -0.780 Comprom 0.000 2.658 Detected 1.106 Detected 1.882 0.229 GT Sens contig782 contig782 Glutathio               TTGTGGAcontig782 Solyc07g Solyc07g Glutathio               GO:00043 GO:00043    contig782 Solyc07g Glutathio                GO:00043 SL2.40ch AT1G17180.1 16.8849 6.81792 14.7388 15.495 76.2589 21.8353
GT Sense Sense 0.350 Comprom -0.350 Comprom 0.000 1.112 Detected 1.610 Detected 1.361 0.087 GT Sens contig788 contig788 Unknown   AACCACT contig788 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig788 Solyc01g Unknown Protein (A  SL2.40ch AT5G18350.1  ATP bind             chr5:607  5.93226 4.34468 7.58556 11.2161 12.3586 14.6521
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 2.092 Detected 2.784 Detected 2.438 0.022 GT Sens contig789 contig789 Nudix hyd                       ACCACAAcontig789 Solyc03g Solyc03g Nudix hyd                       GO:00191 GO:00191        contig789 Solyc03g Nudix hyd                        GO:00191 SL2.40ch AT1G687 ATNUDT1    ATNUDX            chr1:258  43.7906 62.5125 240.823 127.016 251.235 340.645
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 1.881 Detected 2.187 Detected 2.034 0.006 GT Sens contig789 contig789 DVL1 (AH           TGGTGG contig789 Solyc02g Solyc02g DVL1 (AHRD V1 **-- Q6X5V0 A         contig789 Solyc02g DVL1 (AHRD V1 **-- Q         SL2.40ch AT1G132 RTFL17, D   RTFL17 (     chr1:452  26.1772 29.1582 47.1677 48.3765 114.654 118.927
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 3.812 Detected 3.263 Detected 3.538 0.012 GT Sens contig796 contig796 Unknown   TGAAGCTcontig796 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig796 Solyc07g026990.1.1 AT5G24280.1  EXPRESS                                                            chr5:825  15.6914 12.8436 63.2187 49.1986 224.672 128.86
GT Sense Sense -0.205 Comprom 0.205 Comprom 0.000 2.025 Detected 2.437 Detected 2.231 0.017 GT Sens contig801 contig801 Type I ino       CGTTAAT contig801 Solyc12g Solyc12g Type I inositol-1%2C4%2C5-tri       contig801 Solyc12g Type I inositol-1,4,5-       SL2.40ch AT3G574 VLN3, AT   VLN3 (VIL      chr3:212  2.43439 3.84956 2.09553 5.64364 14.0375 15.6708
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 1.032 Detected 1.235 Detected 1.134 0.112 GT Sens contig801 contig801 NAC dom                  AAGTAAT contig801 Solyc05g Solyc05g NAC dom                  GO:00037 GO:00037      contig801 Solyc05g NAC dom                   GO:00037 SL2.40ch AT1G694 NAP, ANA    NAP (NAC        chr1:261  7664.07 5222.85 11727.4 10540.4 14572.1 14084.3
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 1.855 Detected 1.899 Detected 1.877 0.023 GT Sens contig805 contig805 Peroxidas              CGAAGAGcontig805 Solyc02g Solyc02g Peroxidas              GO:00551 GO:00551   contig805 Solyc02g Peroxidas               GO:00046 SL2.40ch AT1G05250.1  peroxida    chr1:152  180.423 319.998 463.565 764.778 979.363 847.323
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 2.298 Detected 1.735 Detected 2.016 0.024 GT Sens contig805 contig805 Gag-pol p      GAATTAGcontig805 Solyc03g Solyc03g Gag-pol polyprotein (Fragmen     contig805 Solyc03g Gag-pol polyprotein     SL2.40ch AT1G76370.1 17.867 26.2631 97.719 71.1077 119.986 68.1621
GT Sense Sense 0.644 Comprom -0.644 Comprom 0.000 0.821 Detected 1.588 Detected 1.205 0.249 GT Sens contig805 contig805 Acetyl xy                    AACCTTT contig805 Solyc01g Solyc01g Acetyl xylan esterase A (AHRD                 contig805 Solyc01g Acetyl xylan esteras                    SL2.40ch AT5G37920.1  unknown   chr5:150  7.8996 3.85181 4.73893 8.31735 10.9787 15.6798
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 2.279 Detected 1.566 Detected 1.922 0.036 GT Sens contig807 contig807 Os01g031       AAATTGGcontig807 Solyc09g Solyc09g Os01g0318400 protein (Fragm     contig807 Solyc09g Os01g0318400 prote      SL2.40ch AT3G10040.1  transcrip    chr3:309  67.8948 94.4605 193.995 178.55 437.712 224.232
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 1.706 Detected 1.764 Detected 1.735 0.064 GT Sens contig812 contig812 Unknown   GCTATTAcontig812 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig812 Solyc01g Unknown Protein (A  SL2.40ch AT4G01895.1  systemic        chr4:819  34.9753 78.6943 208.569 144.712 192.79 168.452
GT Sense Sense -0.118 Comprom 0.118 Comprom 0.000 1.701 Detected 2.655 Detected 2.178 0.047 GT Sens contig814 contig814 ADP ATP                TATAAAA contig814 Solyc01g Solyc01g ADP ATP                GO:00054 GO:00054     contig814 Solyc11g Mitochon                   GO:00160 SL2.40ch AT3G085 AAC1  AAC1 (AD        chr3:260  3.09679 4.33926 2.25063 2.08396 13.4296 21.8377
GT Sense Sense -0.171 Comprom 0.171 Comprom 0.000 1.574 Detected 3.054 Detected 2.314 0.093 GT Sens contig814 contig814 Unknown   CGTTAAT contig814 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig814 Solyc07g Unknown Protein (A  SL2.40ch AT1G137 AFP2  AFP2 (AB       chr1:471  2.87156 4.33085 4.95831 2.78363 11.8303 27.6947
GT Sense Sense -0.180 Comprom 0.180 Comprom 0.000 2.822 Detected 2.641 Detected 2.732 0.005 GT Sens contig815 contig815 Ring finge                GTGAGAAcontig815 Solyc04g Solyc04g Ring finge                GO:00082 GO:00082   contig815 Solyc04g Protein p                   GO:00055 SL2.40ch AT2G18938.1 2.45526 3.75116 4.97252 7.9546 24.1819 17.896
GT Sense Sense 0.522 Detected -0.522 Detected 0.000 0.845 Detected 1.204 Detected 1.024 0.205 GT Sens contig817 contig817 Expresse        TTGTTGGcontig817 Solyc09g Solyc09g Expressed protein 3%26apos-      contig817 Solyc09g Expressed protein 3      SL2.40ch AT5G268 LON ARA    LON1 (LO            chr5:945  2893.89 1671.18 4202.81 3751.99 4450.02 4789.5
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 1.960 Detected 1.709 Detected 1.835 0.005 GT Sens contig824 contig824 Polyprote      AATTTGAcontig824 Solyc03g Solyc03g Polyprotein (Fragment) (AHRD   contig824 Solyc03g Polyprotein (Fragme     SL2.40ch AT4G32790.1  exostosi     chr4:158  19.039 22.8231 49.231 42.2786 91.3527 64.4601
GT Sense Sense 0.254 Comprom -0.254 Comprom 0.000 1.431 Detected 2.177 Detected 1.804 0.057 GT Sens contig829 contig829 Resistanc               CTAAAAT contig829 Solyc05g Solyc05g Resistanc               GO:00069 GO:00069  contig829 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT4G302 VEL1  Encodes                                       chr4:147  4.32808 3.6237 18.5489 17.7089 12.0306 16.9285
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 1.256 Detected 1.145 Detected 1.201 0.002 GT Sens contig837 contig837 TNP2 (AH    CTTAAAGcontig837 Solyc12g Solyc12g TNP2 (AHRD V1 *--- C7FDI5 SO contig837 Solyc12g TNP2 (AHRD V1 *--- CSL2.40ch AT5G45410.3  unknown   chr5:184  134.984 157.623 280.32 290.487 392.544 304.969
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 2.415 Detected 2.022 Detected 2.218 0.018 GT Sens contig839 contig839 Pyruvate               ATTTCAA contig839 Solyc09g Solyc09g Pyruvate               GO:00055 GO:00055      contig839 Solyc09g Pyruvate                GO:00055 SL2.40ch AT5G549 PDC2  PDC2 (py               chr5:223  122.185 106.1 347.662 265.146 684.172 437.146
GT Sense Sense -0.541 Comprom 0.541 Comprom 0.000 1.355 Detected 2.213 Detected 1.784 0.123 GT Sens contig840 contig840 Protein se               ATGGCACcontig840 Solyc06g Solyc06g Protein se               GO:00064 GO:00064  contig840 Solyc06g Serine/thr                 GO:00064 SL2.40ch AT5G016 BRCA2B,    BRCA2B          chr5:235  2.47897 6.24931 2.88718 2.05844 11.3425 17.2522
GT Sense Sense 1.315 Detected -1.315 Comprom 0.000 1.550 Detected 2.573 Detected 2.062 0.281 GT Sens contig840 contig840 Purple ac                GCTTGCTcontig840 Solyc09g Solyc09g Purple ac                GO:00468 GO:00468      contig840 Solyc09g Purple ac                 GO:00047 SL2.40ch AT3G52820.1 16.1828 3.11287 45.2466 56.31 23.4173 39.9356
GT Sense Sense -0.324 Detected 0.324 Detected 0.000 1.954 Detected 1.271 Detected 1.612 0.076 GT Sens contig842 contig842 Ethylene                    CACTCCAcontig842 Solyc09g Solyc09g Ethylene                    GO:00037 GO:00037           contig842 Solyc09g Ethylene                     GO:00165 SL2.40ch AT3G232 ERF1, AT   ERF1 (ET             chr3:829  92.5967 172.684 185.21 189.426 551.783 288.493
GT Sense Sense -0.931 Comprom 0.931 Detected 0.000 1.075 Detected 1.152 Detected 1.113 0.355 GT Sens contig843 contig843 Pentatrico               GACTGTCcontig843 Solyc09g Solyc09g Pentatrico               GO:00081 GO:00081     contig843 Solyc09g Pentatrico                GO:00081 SL2.40ch AT3G491 EMB2261  EMB2261     chr3:182  4.51063 19.5299 15.2654 18.6281 22.2712 19.7213
GT Sense Sense 1.335 Detected -1.335 Detected 0.000 1.501 Detected 2.020 Detected 1.761 0.325 GT Sens contig850 contig850 Plant-spe                    GTGGAG contig850 Solyc10g Solyc10g Plant-specific domain TIGR015                   contig850 Solyc10g Plant-specific doma                    SL2.40ch AT5G02580.1  unknown   chr5:579  465.722 87.1217 274.574 185.638 642.243 772.696
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 0.986 Detected 1.081 Detected 1.034 0.007 GT Sens contig856 contig856 Dual-spec                           ACCTCAGcontig856 Solyc11g Solyc11g Dual-spec                           GO:00064 GO:00064  contig856 Solyc11g Dual-spec                            GO:00163 SL2.40ch AT3G521 ATPTPKIS     SEX4 (ST          chr3:193  1812.42 2393.62 3498.03 3380.46 4647.74 4167.33
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 2.565 Detected 1.822 Detected 2.194 0.037 GT Sens contig863 contig863 Helix-loop                 GCAACAAcontig863 Solyc10g Solyc10g Helix-loop                 GO:00056 GO:00056 contig863 Solyc10g Helix-loop                  GO:00056 SL2.40ch AT5G50000.1  protein k    chr5:203  21.2794 18.6484 67.0531 107.17 132.794 66.6013
GT Sense Sense -0.919 Comprom 0.919 Detected 0.000 1.968 Detected 1.626 Detected 1.797 0.195 GT Sens contig864 contig864 Sh4 homo             GTCTTGTcontig864 Solyc02g Solyc02g Sh4 homo             GO:00037 GO:00037      contig864 Solyc02g Sh4 homo              GO:00037 SL2.40ch AT1G31310.1  hydroxyp      chr1:111  3.55575 15.1417 28.5314 16.651 32.3362 21.4214
GT Sense Sense 0.354 Detected -0.354 Detected 0.000 2.123 Detected 1.392 Detected 1.758 0.075 GT Sens contig868 contig868 Ethylene-                    GAACGCCcontig868 Solyc02g Solyc02g Ethylene-                    GO:00063 GO:00063    contig868 Solyc02g Ethylene-                     GO:00036 SL2.40ch AT5G65130.1  AP2 dom      chr5:260  197.048 143.565 716.577 496.524 825.562 417.383
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 1.539 Detected 1.600 Detected 1.570 0.016 GT Sens contig869 contig869 Abscisic a               GTAAGGTcontig869 Solyc06g Solyc06g Abscisic a               GO:00055 GO:00055  contig869 Solyc06g Abscisic a                GO:00055 SL2.40ch AT2G38310.1  unknown   chr2:160  1929.74 1745.31 5005.83 4322.46 6006.41 5261.73
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 2.337 Detected 2.972 Detected 2.655 0.023 GT Sens contig875 contig875 Cell divis                  GGCTAATcontig875 Solyc03g Solyc03g Cell divis                  GO:00055 GO:00055   contig875 Solyc03g Cell divis                   GO:00168 SL2.40ch AT2G18193.1  AAA-type     chr2:791  27.0207 22.3962 122.604 185.521 140.016 182.553
GT Sense Sense 0.198 Comprom -0.198 Comprom 0.000 4.051 Detected 2.976 Detected 3.513 0.026 GT Sens contig885 contig885 Fam91a1     CAAAAAC contig885 Solyc12g Solyc12g Fam91a1 protein (AHRD V1 *--- contig885 Solyc12g Fam91a1 protein (AH    SL2.40ch AT1G35220.1  unknown   chr1:129  2.51986 2.28099 7.55661 5.63409 44.7526 17.8368
GT Sense Sense -0.049 Comprom 0.049 Comprom 0.000 1.430 Detected 2.718 Detected 2.074 0.085 GT Sens contig887 contig887 Unknown   GCAAAGTcontig887 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig887 Solyc12g Cc-nbs-lr   GO:00069 SL2.40ch AT1G30530.1 3.11489 3.96849 5.36474 6.06681 10.6682 21.88
GT Sense Sense -0.195 Comprom 0.195 Comprom 0.000 2.724 Detected 2.046 Detected 2.385 0.026 GT Sens contig892 contig892 Retinol de              GGCATTGcontig892 Solyc06g Solyc06g Retinol de              GO:00047 GO:00047      contig892 Solyc06g Retinol de               GO:00047 SL2.40ch AT5G02540.1  short-cha       chr5:568  4.31081 6.72641 5.01678 3.6341 40.0757 21.0235
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.728 Detected 1.195 Detected 1.461 0.046 GT Sens contig899 contig899 Brain pro                 TACAACT contig899 Solyc10g Solyc10g Brain pro                 GO:00055 GO:00055  contig899 Solyc10g Brain pro                  GO:00055 SL2.40ch AT5G20090.3  unknown   chr5:678  1209.03 1112.89 2552.62 2570.81 4327.51 2511.18
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 2.287 Detected 2.522 Detected 2.405 0.021 GT Sens contig910 contig910 Unknown   ACTTTCAcontig910 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig910 Solyc08g Pectinace                GO:00040 SL2.40ch AT1G26976.1 209.827 158.053 722.443 586.728 1001.4 988.893
GT Sense Sense 0.025 Comprom -0.025 Comprom 0.000 1.474 Detected 2.796 Detected 2.135 0.084 GT Sens contig912 contig912 Xylogluca               CAAGGCAcontig912 Solyc11g Solyc11g Xylogluca               GO:00059 GO:00059   contig912 Solyc11g Xylogluca                GO:00059 SL2.40ch AT3G23730.1  xylogluca             chr3:855  3.08271 3.54522 7.80963 4.79425 10.3478 21.7029
GT Sense Sense -0.275 Comprom 0.275 Comprom 0.000 1.318 Detected 2.360 Detected 1.839 0.089 GT Sens contig913 contig913 MADS-bo                AAATCAA contig913 Solyc01g Solyc01g MADS-bo                GO:00056 GO:00056 contig913 Solyc11g Unknown Protein (A  SL2.40ch AT1G12020.1 2.70297 4.70928 3.74155 6.64248 10.0186 17.3149
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 1.230 Detected 1.699 Detected 1.465 0.046 GT Sens contig915 contig915 LINE-type                      GGAGTTCcontig915 Solyc11g Solyc11g LINE-type                      GO:00036 GO:00036   contig915 Solyc03g046510.1.1 AT5G48510.1 25.8305 22.4545 53.5552 52.3831 63.6455 73.9415
GT Sense Sense -0.491 Comprom 0.491 Detected 0.000 0.803 Detected 3.053 Detected 1.928 0.257 GT Sens contig915 contig915 Unknown   CAGACAAcontig915 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig915 Solyc03g Unknown Protein (A  SL2.40ch AT3G44326.1  FUNCTIO                                                                chr3:160  7.38906 17.3856 13.1828 11.2183 22.2685 88.9665
GT Sense Sense -0.273 Comprom 0.273 Detected 0.000 1.481 Detected 1.432 Detected 1.456 0.034 GT Sens contig916 contig916 Osmotin-                GACTCGAcontig916 Solyc12g Solyc12g Osmotin-like protein II (Fragme              contig916 Solyc12g Osmotin-like protein               SL2.40ch AT4G116 ATOSM34  ATOSM3     chr4:702  8.84903 15.371 3.08606 2.8054 36.6611 29.745
GT Sense Sense -0.977 Comprom 0.977 Detected 0.000 0.966 Detected 1.671 Detected 1.318 0.332 GT Sens contig921 contig921 Calmodul                AACTTAC contig921 Solyc03g Solyc03g Calmodul                GO:00055 GO:00055  contig921 Solyc03g Calmodul                 GO:00055 SL2.40ch AT1G726 iqd8  iqd8 (IQ-d      chr1:273  2.55076 11.7687 7.08309 10.8998 12.0567 16.4913
GT Sense Sense 0.765 Detected -0.765 Comprom 0.000 0.913 Detected 1.128 Detected 1.020 0.318 GT Sens contig928 contig928 Unknown   GTGTGAGcontig928 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig928 Solyc03g BZIP tran                   GO:00469 SL2.40ch AT5G49580.1  DNAJ hea       chr5:201  12.5249 5.16097 17.2488 19.1068 17.0551 16.6126
GT Sense Sense 0.212 Comprom -0.212 Comprom 0.000 3.019 Detected 2.970 Detected 2.994 0.005 GT Sens contig938 contig938 Unknown   GTAATGTcontig938 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig938 Solyc07g Unknown Protein (A  SL2.40ch AT5G38600.1  proline-r             chr5:154  2.63551 2.33835 5.23225 6.26193 22.6701 18.3854
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 0.809 Detected 1.968 Detected 1.389 0.139 GT Sens contig941 contig941 GDSL est              AACATAT contig941 Solyc04g Solyc04g GDSL est              GO:00040 GO:00040    contig941 Solyc04g GDSL est               GO:00040 SL2.40ch AT1G539 GLIP5  GLIP5; ca    chr1:201  767.226 908.724 1715.74 1571.48 1648.37 3089.64
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 1.166 Detected 1.111 Detected 1.139 0.002 GT Sens contig944 contig944 Receptor                CCACAGAcontig944 Solyc02g Solyc02g Receptor                GO:00055 GO:00055     contig944 Solyc02g RLK, Rece          GO:00046 SL2.40ch AT4G21230.1  protein k     chr4:113  543.13 685.496 1247.03 1174.09 1542.69 1246.02
GT Sense Sense 0.490 Comprom -0.490 Comprom 0.000 1.876 Detected 2.254 Detected 2.065 0.059 GT Sens contig946 contig946 Serine ca               TCAATCT contig946 Solyc04g Solyc04g Serine ca               GO:00041 GO:00041     contig946 Solyc03g Ubiquilin-             GO:00199 SL2.40ch AT5G24320.2 3.92854 2.3712 11.0417 12.2447 12.6182 13.7654
GT Sense Sense -0.220 Comprom 0.220 Detected 0.000 0.867 Detected 1.875 Detected 1.371 0.130 GT Sens contig947 contig947 Unknown   CAGAGAAcontig947 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig947 Solyc02g Unknown Protein (A  SL2.40ch AT1G700 EMB25, P    EMB25 (E         chr1:263  7.47292 12.0749 14.7359 7.96662 19.5221 32.9472
GT Sense Sense 0.470 Comprom -0.470 Comprom 0.000 2.561 Detected 1.815 Detected 2.188 0.068 GT Sens contig950 contig950 DsRNA-bi                AACTTAC contig950 Solyc03g Solyc03g DsRNA-bi                GO:00056 GO:00056 contig950 Solyc03g DsRNA-bi                 GO:00056 SL2.40ch AT3G45810.1  ferric red       chr3:168  6.9708 4.32573 2.38711 2.48026 36.5095 18.2724
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 1.372 Detected 1.015 Detected 1.193 0.046 GT Sens contig950 contig950 Unknown   GGTCCAAcontig950 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig950 Solyc02g Unknown Protein (A  SL2.40ch AT3G553 PGP20  PGP20 (P           chr3:205  285.773 258.65 532.126 310.784 792.53 519.341
GT Sense Sense 0.026 Comprom -0.026 Comprom 0.000 1.050 Detected 1.322 Detected 1.186 0.013 GT Sens contig951 contig951 Glycogen                CTTAGGGcontig951 Solyc01g Solyc01g Glycogen                GO:00167 GO:00167     contig951 Solyc01g Glycogen                 GO:00167 SL2.40ch AT1G549 PGSIP4  PGSIP4 (            chr1:204  5.80831 6.67426 33.8701 17.7113 14.5232 14.7213
GT Sense Sense 0.113 Comprom -0.113 Comprom 0.000 2.152 Detected 2.124 Detected 2.138 0.003 GT Sens contig951 contig951 Nodulin M                   CACTACAcontig951 Solyc05g Solyc05g Nodulin M                   GO:00160 GO:00160 contig951 Solyc05g Nodulin M                    GO:00160 SL2.40ch AT1G70260.1  nodulin M     chr1:264  10.7982 10.9889 42.3923 27.7415 54.5344 44.8861
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 1.097 Detected 1.514 Detected 1.306 0.040 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  523.438 491.042 521.865 591.246 1221.48 1369.27
GT Sense Sense 1.611 Detected -1.611 Comprom 0.000 1.372 Detected 1.226 Detected 1.299 0.505 GT Sens contig957 contig957 Unknown   TAAAAGCcontig957 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig957 Solyc06g Unknown Protein (A  SL2.40ch AT2G174 ATMLO7,   MLO7 (M         chr2:756  18.4365 2.35329 24.1515 6.90881 19.2021 14.568
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 1.201 Detected 0.983 Detected 1.092 0.021 GT Sens contig963 contig963 Light-dep                   TCAAGTGcontig963 Solyc10g Solyc10g Light-dependent short hypoco                  contig963 Solyc10g Light-dependent sho                   SL2.40ch AT5G284 LSH1  LSH1 (LIG      chr5:104  194.646 196.191 184.355 287.08 505.995 365.238
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 1.314 Detected 0.890 Detected 1.102 0.104 GT Sens contig969 contig969 Os12g023       GATGAGCcontig969 Solyc02g Solyc02g Os12g0236050 protein (Fragm     contig969 Solyc02g Os12g0236050 prote      SL2.40ch AT5G43230.1  unknown   chr5:173  193.501 147.164 278.666 208.663 472.69 295.762
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 1.043 Detected 1.291 Detected 1.167 0.014 GT Sens contig969 contig969 Unknown   AGGAAGGcontig969 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig969 Solyc02g090830.1.1 AT1G32670.1  unknown   chr1:118  60.4958 65.792 209.724 282.128 146.426 146.001
GT Sense Sense 0.295 Detected -0.295 Detected 0.000 0.940 Detected 1.243 Detected 1.091 0.081 GT Sens contig970 contig970 Ubiquitin            AATATCC contig970 Solyc06g Solyc06g Ubiquitin            GO:00313 GO:00313    contig970 Solyc06g Ubiquitin             GO:00313 SL2.40ch AT3G622 UBQ5  UBQ5 (ub           chr3:230  3179.53 2515.66 4457.19 4394.3 6111.42 6328.06
GT Sense Sense 0.252 Comprom -0.252 Comprom 0.000 1.092 Detected 2.544 Detected 1.818 0.142 GT Sens contig972 contig972 Gag-pol p     CTACTCAcontig972 Solyc04g Solyc04g Gag-pol polyprotein (AHRD V1  contig972 Solyc04g Gag-pol polyprotein    SL2.40ch AT5G05570.1  transduc          chr5:165  4.34656 3.65118 2.63991 3.22831 9.56932 21.9718
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 2.354 Detected 1.829 Detected 2.091 0.042 GT Sens contig972 contig972 LOB dom                 AGCAATAcontig972 Solyc05g Solyc05g LOB dom                 GO:00055 GO:00055  contig972 Solyc05g LOB dom                  GO:00055 SL2.40ch AT2G301 ASL5, LB    ASL5; DN       chr2:128  12.3599 24.0728 33.4153 47.1315 99.3293 57.9329
GT Sense Sense -0.648 Comprom 0.648 Detected 0.000 1.001 Detected 1.605 Detected 1.303 0.210 GT Sens contig973 contig973 Gibberell       AGAAAGAcontig973 Solyc06g Solyc06g Gibberellin receptor GID1L2 (A    contig973 Solyc06g Gibberellin receptor     SL2.40ch AT5G61300.1  unknown   chr5:246  11.6366 34.0106 45.2263 43.6534 44.8532 57.2259
GT Sense Sense 0.230 Detected -0.230 Detected 0.000 1.449 Detected 1.443 Detected 1.446 0.024 GT Sens contig975 contig975 B3 domai                GGAGGA contig975 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig975 Solyc02g026080.1.1 AT3G44440.1 279.254 241.554 495.202 471.359 798.974 667.581
GT Sense Sense 0.553 Comprom -0.553 Comprom 0.000 3.383 Detected 3.725 Detected 3.554 0.026 GT Sens contig975 contig975 Unknown   AGAAAAAcontig975 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig975 Solyc07g Unknown Protein (A  SL2.40ch AT3G256 CHUP1  CHUP1 (C      chr3:935  4.41205 2.43981 14.1507 27.6897 38.5494 41.0225
GT Sense Sense -0.567 Detected 0.567 Detected 0.000 2.534 Detected 2.316 Detected 2.425 0.052 GT Sens contig982 contig982 1-aminoc                 CTTGATGcontig982 Solyc02g Solyc02g 1-aminoc                 GO:00455 GO:00455    contig982 Solyc02g 1-aminoc                  GO:00455 SL2.40ch AT1G170 SRG1, AT   SRG1 (SE                                    chr1:582  19.9886 52.2393 337.015 136.449 210.756 152.163
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 1.295 Detected 1.086 Detected 1.191 0.066 GT Sens contig987 contig987 Cytochro                 TAAGCGAcontig987 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198   contig987 Solyc02g Cytochro  GO:00198 SL2.40ch AT1G66540.2  cytochro     chr1:248  183.12 332.269 538.899 392.384 681.777 495.27
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 1.227 Detected 1.137 Detected 1.182 0.018 GT Sens contig988 contig988 UDP-gluc             ATTGTAT contig988 Solyc10g Solyc10g UDP-gluc             GO:00081 GO:00081  contig988 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT2G317 UGT74D1  UGT74D1                  chr2:134  36.0885 34.7753 87.1631 84.959 93.4254 73.6478
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 1.113 Detected 1.008 Detected 1.061 0.021 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  394.371 383.382 951.534 665.993 947.507 739.33
GT Sense Sense 0.580 Detected -0.580 Detected 0.000 3.390 Detected 0.934 Detected 2.162 0.252 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  93.2032 49.6473 225.91 147.16 803.555 122.876
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 1.308 Detected 1.558 Detected 1.433 0.043 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  7138.87 5745.73 11331.1 10021.6 17857.9 17828.3
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 2.233 Detected 2.514 Detected 2.374 0.016 GT Sens HM00452 HM00452 ZmARF5 ACAATCATGGTCCATGTTGTGCGAAGTGTTGCCTGTGGTGGTTGTTGTGAAGAACTGAAT 870.194 714.946 1674.47 1590.61 4177.66 4260.02
GT Sense Sense -0.302 Comprom 0.302 Comprom 0.000 1.419 Detected 2.028 Detected 1.723 0.057 GT Sens HM56513 HM56513 SlARF14 CAAAAGCGGCACAAAGATTAACAATTCTAACGGCTGGAAGCAGTGATAATATAAGAGCTA 2.83224 5.12612 4.86751 2.17543 11.4798 14.6886
GT Sense Sense -1.294 Comprom 1.294 Detected 0.000 1.146 Detected 0.860 Detected 1.003 0.522 GT Sens contig101 contig101 Unknown   GGGAAG contig101 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig101 Solyc03g Unknown Protein (A  SL2.40ch AT1G056 URH2  URH2 (UR     chr1:167  4.99871 35.8024 22.2784 29.7476 33.3394 22.9612
GT Sense Sense 0.726 Detected -0.726 Detected 0.000 1.150 Detected 0.939 Detected 1.044 0.291 GT Sens contig103 contig103 Unknown   GCAAAAT contig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g Unknown Protein (A  SL2.40ch AT4G015 ANAC068    NTM1 (NA          chr4:670  167.383 72.8449 88.9552 85.3576 276.031 200.11
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 2.107 Detected 0.952 Detected 1.529 0.121 GT Sens AY192367 AY192367 Lycopers              CAAGCCGAATTAGAAGTTGAGAGCCGGGGACCAAATGTTATGAAAGTTGGTTGCCAAATG 240.501 329.199 834.14 677.656 1365.77 514.564
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 1.759 Detected 0.884 Detected 1.322 0.097 GT Sens contig101 contig101 Glutathio                   CCTAGAGcontig101 Solyc09g Solyc09g Glutathio                GO:00043 GO:00043   contig101 Solyc09g Glutathio                 GO:00043 SL2.40ch AT1G783 ATGSTU2   ATGSTU         chr1:294  3455.4 4606.23 9038.77 8526.13 15213.2 6961.23
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 0.834 Detected 1.304 Detected 1.069 0.064 GT Sens contig101 contig101 Homeobo                 TTAGAAAcontig101 Solyc09g Solyc09g Homeobo              GO:0045449 contig101 Solyc11g LRR rece    GO:00046 SL2.40ch AT5G24810.1  ABC1 fam    chr5:851  2179.7 3232.84 4719.64 5725.84 5332.03 6195.38
GT Sense Sense -0.093 Comprom 0.093 Detected 0.000 0.903 Detected 2.258 Detected 1.581 0.147 GT Sens contig102 contig102 Unknown      GGAACTGcontig102 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig102 Solyc11g Unknown Protein (A  SL2.40ch AT3G13227.1 11.0801 15.0022 25.7533 22.1782 27.1658 58.2996
GT Sense Sense 0.141 Comprom -0.141 Comprom 0.000 1.338 Detected 1.525 Detected 1.431 0.014 GT Sens contig103 contig103 AT5g0697                    GATGAGGcontig103 Solyc01g Solyc01g AT5g06970/MOJ9 14 (AHRD V               contig103 Solyc01g AT5g06970/MOJ9 1                 SL2.40ch AT5G06970.1  FUNCTIO                                                                                     chr5:215  9.54906 9.34626 14.6684 15.3675 26.8978 25.7034
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 0.962 Detected 2.602 Detected 1.782 0.173 GT Sens contig103 contig103 Auxin-ind                     GTGATTCcontig103 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig103 Solyc11g Auxin-induced SAUR                 SL2.40ch AT1G80610.1  unknown   chr1:303  16.6527 27.9376 129.448 183.467 47.3211 123.821
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 1.360 Detected 0.928 Detected 1.144 0.088 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  1885.18 1493.06 4991.55 3373.72 4852.67 3018.42
GT Sense Sense 0.811 Detected -0.811 Detected 0.000 3.022 Detected 3.367 Detected 3.195 0.061 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  1854.82 717.453 5195.13 3903.69 10555.2 11254.8
GT Sense Sense 0.758 Detected -0.758 Detected 0.000 1.305 Detected 0.802 Detected 1.053 0.318 GT Sens contig105 contig105 Protein se                  TTCAGGAcontig105 Solyc07g Solyc07g Protein se               GO:00064 GO:00064    contig105 Solyc07g Protein se                GO:00428 SL2.40ch AT3G46370.1  leucine-r       chr3:170  207.644 86.4368 264.557 149.806 372.903 220.793
GT Sense Sense -0.168 Comprom 0.168 Comprom 0.000 2.038 Detected 2.340 Detected 2.189 0.010 GT Sens contig106 contig106 Sulfotran                 TTACAGAcontig106 Solyc04g Solyc04g Sulfotran              GO:00081 GO:00081  contig106 Solyc04g Sulfotran               GO:00081 SL2.40ch AT1G59680.1 2.43007 3.65345 2.09441 10.1873 13.789 14.2615
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 2.029 Detected 1.117 Detected 1.573 0.075 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  490.169 589.471 1229.97 983.562 2471.73 1102.48
GT Sense Sense 0.412 Detected -0.412 Detected 0.000 1.841 Detected 1.307 Detected 1.574 0.085 GT Sens contig106 contig106 ATP-bind                   TGCCCAAcontig106 Solyc08g Solyc08g ATP-bind                GO:00168 GO:00168         contig106 Solyc08g ATP-bind                 GO:00426 SL2.40ch AT2G299 PDR3, AT   PDR3 (PL             chr2:127  56.3845 37.9282 111.698 65.6839 186.631 108.203
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 1.146 Detected 0.909 Detected 1.027 0.018 GT Sens contig113 contig113 Leucine R                     AAATTTT contig113 Solyc12g Solyc12g Leucine R                  GO:00055 GO:00055  contig113 Solyc12g LRR rece    GO:00163 SL2.40ch AT4G17620.2  glycine-r    chr4:982  626.565 828.874 1676.99 1728.11 1796.92 1279.09
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 1.601 Detected 2.231 Detected 1.916 0.026 GT Sens contig113 contig113 Unknown      GAAGAAAcontig113 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig113 Solyc09g Unknown Protein (A  SL2.40ch AT5G14440.2  FUNCTIO                                                                                   chr5:465  22.4276 25.1936 54.4413 38.9258 81.2048 105.528
GT Sense Sense -0.204 Comprom 0.204 Comprom 0.000 4.796 Detected 2.296 Detected 3.546 0.107 GT Sens contig113 contig113 Omega-6                     ATTATAT contig113 Solyc12g Solyc12g Omega-6                  GO:00423 GO:00423      contig113 Solyc12g Omega-6                   GO:00423 SL2.40ch AT3G121 FAD2  FAD2 (FA             chr3:386  2.50953 3.96429 66.4981 31.3013 98.7206 14.6459
GT Sense Sense 0.126 Comprom -0.126 Comprom 0.000 1.686 Detected 1.637 Detected 1.662 0.006 GT Sens contig115 contig115 Mutator-li                    TTTCTAGcontig115 Solyc04g Solyc04g Mutator-like transposase (AHR               contig115 Solyc01g Mutator-like transpo               SL2.40ch AT5G18550.1  nucleic a        chr5:616  9.71607 9.71377 15.8767 15.3672 35.2243 28.5647
GT Sense Sense -0.182 Comprom 0.182 Comprom 0.000 1.546 Detected 1.473 Detected 1.509 0.015 GT Sens contig116 contig116 Unknown      AAATCCAcontig116 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig116 Solyc07g Unknown Protein (A  SL2.40ch AT2G18980.1  peroxida    chr2:823  4.41399 6.76135 2.22781 2.03388 17.9702 14.3384
GT Sense Sense -0.219 Comprom 0.219 Detected 0.000 1.435 Detected 1.461 Detected 1.448 0.022 GT Sens contig118 contig118 Leucine-r                      GTAATTT contig118 Solyc02g Solyc02g Leucine-r                   GO:00199 GO:00199    contig118 Solyc02g Receptor   GO:00046 SL2.40ch AT3G051 RBK2  RBK2 (Ro                chr3:143  7.40476 11.9395 32.0913 24.7367 28.648 24.4734
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 1.248 Detected 1.172 Detected 1.210 0.005 GT Sens contig119 contig119 Developm                   TTCTGCTcontig119 Solyc10g Solyc10g Developmentally-regulated GT               contig119 Solyc10g Developmentally-reg                SL2.40ch AT1G72660.3  developm       chr1:273  22.2814 23.723 15.8277 23.2666 61.5113 48.9836
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 0.921 Detected 1.465 Detected 1.193 0.051 GT Sens contig119 contig119 Osmotin 8                  GGTAGAGcontig119 Solyc11g Solyc11g Osmotin 81 (Fragment) (AHRD            contig119 Solyc08g Osmotin-                GO:00055 SL2.40ch AT4G26340.1  F-box fam    chr4:133  565.637 739.839 785.989 932.639 1379.63 1689.07
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 3.135 Detected 3.261 Detected 3.198 0.000 GT Sens contig120 contig120 Cytochro                    GTGATTTcontig120 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig120 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G19640.1  proton-d        chr5:663  22.1964 27.422 81.0749 57.0501 244.221 223.697
GT Sense Sense -0.176 Comprom 0.176 Comprom 0.000 1.870 Detected 2.800 Detected 2.335 0.042 GT Sens contig122 contig122 Unknown      GCAGCAGcontig122 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig122 Solyc11g Avr9/Cf-9 rapidly elic       SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  3.57922 5.43661 18.3771 13.5568 18.159 29.0397
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 1.173 Detected 1.462 Detected 1.317 0.024 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-d        chr2:479  640.18 619.121 1188.76 1164.14 1599.4 1639.42
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.394 Detected 1.430 Detected 1.412 0.004 GT Sens contig125 contig125 F-box fam         TGGTGC contig125 Solyc08g Solyc08g F-box family protein (AHRD V1  contig125 Solyc08g015890.1.1 AT3G47150.1  F-box fam    chr3:173  31.768 42.4237 289.084 470.104 108.708 93.5445
GT Sense Sense -0.438 Comprom 0.438 Comprom 0.000 2.739 Detected 2.158 Detected 2.449 0.043 GT Sens contig126 contig126 Unknown      ATGTCTAcontig126 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig126 Solyc07g041690.1.1 AT4G28000.1  ATP bind        chr4:139  3.24963 7.10121 14.9003 17.0782 36.119 20.2761
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 3.119 Detected 2.382 Detected 2.751 0.017 GT Sens contig129 contig129 Unknown      GTGAAACcontig129 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig129 Solyc08g061470.1.1 AT3G45040.1  phospha      chr3:164  253.357 302.401 1014.51 924.618 2708.83 1364.45
GT Sense Sense -0.743 Comprom 0.743 Comprom 0.000 1.841 Detected 3.387 Detected 2.614 0.135 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 AT5G130 ATGSL12    ATGSL12           chr5:411  3.10994 10.3775 15.1103 21.9942 22.9313 56.2063
GT Sense Sense -0.536 Comprom 0.536 Comprom 0.000 1.355 Detected 1.598 Detected 1.477 0.115 GT Sens contig135 contig135 Mutator-li                    TTGAAAT contig135 Solyc10g Solyc10g Mutator-like transposase (AHR               contig135 Solyc10g Mutator-like transpo                SL2.40ch AT1G751 JAC1  JAC1 (J-D              chr1:281  4.14485 10.3757 15.9608 11.0991 18.8961 18.7763
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 1.317 Detected 1.686 Detected 1.502 0.036 GT Sens contig135 contig135 Aldehyde                     AAACAGT contig135 Solyc11g Solyc11g Aldehyde                  GO:00551 GO:00551  contig135 Solyc11g Aldehyde                   GO:00551 SL2.40ch AT3G436 AAO2  AAO2 (AL       chr3:155  153.277 133.081 296.739 345.291 400.934 434.548
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 1.136 Detected 2.683 Detected 1.909 0.133 GT Sens contig136 contig136 Auxin-res                    ATTCCTT contig136 Solyc11g Solyc11g Auxin-responsive protein (AHR               contig136 Solyc11g Auxin-responsive p                SL2.40ch AT1G29450.1  auxin-res     chr1:103  35.7328 46.5285 274.09 409.872 100.932 247.6
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 1.949 Detected 1.450 Detected 1.700 0.021 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 268.962 323.616 818.444 778.967 1282.99 762.268
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 1.302 Detected 1.664 Detected 1.483 0.024 GT Sens contig136 contig136 Histone H                GAAGAAGcontig136 Solyc10g Solyc10g Histone H             GO:00056 GO:00056   contig136 Solyc02g Histone H              GO:00055 SL2.40ch AT5G228 H2B, HTB   HTB2; DN    chr5:765  179.949 174.506 360.186 395.064 492.218 530.861
GT Sense Sense 0.267 Comprom -0.267 Comprom 0.000 1.954 Detected 1.438 Detected 1.696 0.045 GT Sens contig138 contig138 Unknown      ATGTTGTcontig138 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig138 Solyc10g Unknown Protein (A  SL2.40ch AT5G666 DAR3  DAR3 (DA     chr5:265  10.0422 8.25429 34.7477 26.008 39.7423 23.3288
GT Sense Sense 1.199 Detected -1.199 Detected 0.000 2.275 Detected 2.230 Detected 2.253 0.201 GT Sens contig138 contig138 Ulp1 prote              ACAGAACcontig138 Solyc11g Solyc11g Ulp1 protease family C-termina         contig138 Solyc11g Ulp1 protease family         SL2.40ch AT4G02650.1  epsin N-t           chr4:115  133.714 30.1934 104.784 89.1353 346.357 281.915
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 1.243 Detected 1.798 Detected 1.520 0.055 GT Sens contig140 contig140 Methyl jas         GGCCCA contig140 Solyc03g Solyc03g Methyl jasmonate esterase (AH    contig140 Solyc03g Methyl jas      GO:00800 SL2.40ch AT4G32350.1  unknown   chr4:156  116.321 98.0717 163.594 212.142 284.74 351.131
GT Sense Sense -0.571 Comprom 0.571 Comprom 0.000 1.875 Detected 1.883 Detected 1.879 0.081 GT Sens contig140 contig140 Unknown      AATGATGcontig140 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig140 Solyc09g Unknown Protein (A  SL2.40ch AT2G25270.1  unknown   chr2:107  2.44489 6.42605 7.06534 15.6942 16.3822 13.827
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 1.315 Detected 1.037 Detected 1.176 0.014 GT Sens contig141 contig141 Phenylala                 ATGCGG contig141 Solyc09g Solyc09g Phenylala              GO:00043 GO:00043      contig141 Solyc09g Phenylala               GO:00043 SL2.40ch AT2G370 pal1, ATP   pal1 (Phe       chr2:155  52.7311 62.7773 108.476 106.413 161.264 111.628
GT Sense Sense 0.546 Detected -0.546 Detected 0.000 1.636 Detected 1.480 Detected 1.558 0.106 GT Sens contig141 contig141 Aldehyde                      CTGATGAcontig141 Solyc01g Solyc01g Aldehyde                   GO:00551 GO:00551  contig141 Solyc01g Aldehyde                    GO:00551 SL2.40ch AT4G362 ALDH3F1  ALDH3F1           chr4:171  76.61 42.7673 119.08 116.889 200.363 150.96
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 0.952 Detected 1.099 Detected 1.025 0.106 GT Sens contig143 contig143 Unknown      ATTGAAT contig143 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig143 Solyc10g Unknown Protein (A  SL2.40ch AT5G07630.1  lipid tran   chr5:241  164.936 119.98 266.98 240.893 306.492 284.832
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 1.226 Detected 1.005 Detected 1.115 0.021 GT Sens contig144 contig144 Naringen                    GGTATTTcontig144 Solyc04g Solyc04g Naringen                 GO:00164 GO:00164  contig144 Solyc09g 1-aminoc                  GO:00098 SL2.40ch AT3G52140.1  tetratrico      chr3:193  148.88 209.089 272.299 500.401 465.008 334.69
GT Sense Sense 0.428 Detected -0.428 Detected 0.000 1.595 Detected 1.635 Detected 1.615 0.064 GT Sens contig146 contig146 Unknown      TGGAGTAcontig146 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig146 Solyc03g Unknown Protein (A  SL2.40ch AT4G00232.1  unknown   chr4:100  64.6494 42.4957 118.419 110.297 178.349 153.922
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 1.293 Detected 1.363 Detected 1.328 0.004 GT Sens contig147 contig147 Unknown      TAATACT contig147 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig147 Solyc07g DNA topo                  GO:00039 SL2.40ch AT2G37520.1  PHD fing     chr2:157  1025.97 1105.76 2378.75 2829.74 2939.29 2591.11
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 1.036 Detected 1.376 Detected 1.206 0.019 GT Sens contig149 contig149 Calcium-b                     ATCTCAGcontig149 Solyc10g Solyc10g Calcium-b                  GO:00316 GO:00316      contig149 Solyc10g Calcium-b                   GO:00316 SL2.40ch AT4G27280.1  calcium-b       chr4:136  1250.24 1455.34 3358.83 3388.66 3116 3310.79
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 0.892 Detected 1.180 Detected 1.036 0.020 GT Sens contig150 contig150 Receptor                  CCAAAAGcontig150 Solyc04g Solyc04g Receptor               GO:00046 GO:00046    contig150 Solyc04g Receptor                GO:00046 SL2.40ch AT1G61610.1  S-locus l       chr1:227  26.1627 33.0056 59.4911 80.4095 61.4171 62.956
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 1.622 Detected 1.579 Detected 1.600 0.004 GT Sens contig152 contig152 Transpos           GAGGATGcontig152 Solyc01g Solyc01g Transposase family tnp2 prote     contig152 Solyc06g Os01g0768600 prote      SL2.40ch AT1G32530.1  zinc finge        chr1:117  39.82 41.4601 94.3784 97.971 140.841 114.802
GT Sense Sense 0.283 Detected -0.283 Detected 0.000 2.524 Detected 2.093 Detected 2.308 0.023 GT Sens contig154 contig154 CBL-inter                    CCTGCAAcontig154 Solyc06g Solyc06g CBL-inter                 GO:00046 GO:00046     contig154 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT5G583 CIPK10, P     SIP1 (SO              chr5:235  24.9943 20.0909 71.8987 57.3414 145.158 90.4019
GT Sense Sense 0.517 Detected -0.517 Detected 0.000 1.437 Detected 1.032 Detected 1.235 0.156 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  34.4829 20.0498 60.4105 49.0914 80.2074 50.8556
GT Sense Sense 0.415 Comprom -0.415 Comprom 0.000 1.555 Detected 2.277 Detected 1.916 0.073 GT Sens contig158 contig158 Ripening-                    TGTAGATcontig158 Solyc03g Solyc03g Ripening-related protein 3 (AH              contig158 Solyc03g013300.1.1 AT3G16800.1  protein p        chr3:572  10.1561 6.80569 81.7423 57.1214 27.5231 38.0926
GT Sense Sense 0.453 Detected -0.453 Detected 0.000 1.016 Detected 1.116 Detected 1.066 0.144 GT Sens contig158 contig158 Caffeoyl-C                  TTAAGGTcontig158 Solyc02g Solyc02g Caffeoyl-C               GO:00424 GO:00424    contig158 Solyc02g Caffeoyl-C                GO:00424 SL2.40ch AT4G34050.1  caffeoyl-C     chr4:163  2884.05 1833.22 6373.07 3831.54 5238.77 4711.56
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 1.528 Detected 2.161 Detected 1.844 0.052 GT Sens contig159 contig159 Unknown      TCTTAAGcontig159 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig159 Solyc03g Threonine endopep     SL2.40ch AT5G10160.1  beta-hyd     chr5:318  78.7377 61.5458 161.39 159.955 226.087 294.28
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 1.518 Detected 1.914 Detected 1.716 0.013 GT Sens contig160 contig160 Unknown      AAAGCAAcontig160 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig160 Solyc11g Unknown Protein (A  SL2.40ch AT5G02350.1 14.7563 17.0643 18.4752 25.5923 51.1799 56.5522
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 1.070 Detected 0.951 Detected 1.010 0.018 GT Sens contig162 contig162 Mutator-li                   CGTTGTTcontig162 Solyc10g Solyc10g Mutator-li                GO:00082 GO:00082   contig162 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G04800.4  40S ribos      chr5:138  170.099 170.547 373.274 361.02 402.866 311.241
GT Sense Sense 0.499 Comprom -0.499 Comprom 0.000 1.368 Detected 2.016 Detected 1.692 0.105 GT Sens contig163 contig163 Stearoyl-a                      AAGAAGAcontig163 Solyc06g Solyc06g Stearoyl-a                   GO:00047 GO:00047    contig163 Solyc06g Stearoyl-a                    GO:00047 SL2.40ch AT1G13940.1 6.66888 3.97517 13.7201 3.27236 14.9711 19.6862
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 1.984 Detected 1.578 Detected 1.781 0.026 GT Sens contig164 contig164 Transcrip            TCAGATCcontig164 Solyc06g Solyc06g Transcription factor homolog      contig164 Solyc07g Nascent p                   GO:00510 SL2.40ch AT5G25500.1  unknown   chr5:888  104.705 167.202 206.802 284.066 589.498 373.394
GT Sense Sense 0.210 Detected -0.210 Detected 0.000 1.296 Detected 1.222 Detected 1.259 0.028 GT Sens contig164 contig164 Unknown      AAGATACcontig164 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig164 Solyc10g Unknown Protein (A  SL2.40ch AT1G795 SMB  SMB (SO     chr1:299  108.347 96.3612 181.582 188.457 282.619 225.354
GT Sense Sense -0.965 Comprom 0.965 Comprom 0.000 0.802 Detected 2.814 Detected 1.808 0.324 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  2.42306 10.9908 6.06875 9.56123 10.138 34.3255



GT Sense Sense 0.289 Comprom -0.289 Comprom 0.000 1.135 Detected 0.994 Detected 1.064 0.070 GT Sens contig169 contig169 Ulp1 prote              AAATGAAcontig169 Solyc01g Solyc01g Ulp1 protease family C-termina         contig169 Solyc12g Ulp1 protease family                     SL2.40ch AT3G445 FAR8  FAR8 (FA                  chr3:161  10.733 8.55533 15.2927 17.8791 23.7049 18.0412
GT Sense Sense -0.873 Comprom 0.873 Detected 0.000 7.272 Detected 7.857 Detected 7.564 0.014 GT Sens contig170 contig170 Gag polyp                 CTGCATCcontig170 Solyc00g Solyc00g Gag polyp              GO:00082 GO:00082   contig170 Solyc11g Kinase fa                GO:00064 SL2.40ch AT5G286 WRKY74,   WRKY74        chr5:106  3.33306 13.3006 2.8114 16.0217 1159.19 1459.51
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 1.379 Detected 1.539 Detected 1.459 0.022 GT Sens contig171 contig171 Ulp1 prote                       TGCAACAcontig171 Solyc12g Solyc12g Ulp1 prote                    GO:00065 GO:00065 contig171 Solyc09g Ulp1 protease family         SL2.40ch AT4G345 FAE1, KC   KCS18; a      chr4:164  34.6806 31.1858 57.8462 40.7636 96.3595 90.3585
GT Sense Sense -0.166 Detected 0.166 Detected 0.000 1.336 Detected 0.822 Detected 1.079 0.072 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  1324.46 1983.64 3630.06 3453.28 4609.82 2709.9
GT Sense Sense 0.415 Detected -0.415 Detected 0.000 2.117 Detected 1.405 Detected 1.761 0.084 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  58.199 38.982 115.761 56.9436 232.827 119.304
GT Sense Sense -0.597 Comprom 0.597 Comprom 0.000 2.859 Detected 2.529 Detected 2.694 0.049 GT Sens contig172 contig172 Receptor                    CTGAGG contig172 Solyc06g Solyc06g Receptor                 GO:00191 GO:00191         contig172 Solyc12g Peptidyl-t                 GO:00064 SL2.40ch AT4G01000.1  ubiquitin    chr4:432  2.45783 6.69877 37.9672 55.5826 33.1663 22.1413
GT Sense Sense 0.302 Detected -0.302 Detected 0.000 1.455 Detected 1.310 Detected 1.382 0.047 GT Sens contig174 contig174 Plant syn                   ATCGGTTcontig174 Solyc10g Solyc10g Plant synaptotagmin (AHRD V1             contig174 Solyc10g052520.1.1 AT3G610 NTMC2TY    NTMC2T     chr3:225  58.939 46.1697 83.8571 99.3858 161.053 122.327
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 1.419 Detected 1.471 Detected 1.445 0.000 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 AT1G759 SKP1, AS      SKP1 (S           chr1:285  80.3337 93.8424 122.768 131.266 261.556 227.538
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 0.979 Detected 1.126 Detected 1.053 0.007 GT Sens contig180 contig180 Caffeoyl-C                  AGATTAAcontig180 Solyc02g Solyc02g Caffeoyl-C               GO:00424 GO:00424    contig180 Solyc02g Caffeoyl-C                GO:00424 SL2.40ch AT4G34050.1  caffeoyl-C     chr4:163  1567.63 1994.26 3819.58 3238.69 3926.39 3648.74
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 0.828 Detected 1.458 Detected 1.143 0.079 GT Sens contig181 contig181 Aldehyde                 TGTGGC contig181 Solyc11g Solyc11g Aldehyde              GO:00506 GO:00506    contig181 Solyc11g Aldehyde               GO:00090 SL2.40ch AT1G045 AAO4, AT    AAO4 (AR          chr1:125  338 335.953 607.079 763.882 673.765 875.114
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 1.353 Detected 1.292 Detected 1.323 0.046 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  1036.59 824.738 1769.1 1555.87 2661.17 2140.84
GT Sense Sense 0.483 Detected -0.483 Detected 0.000 1.246 Detected 1.033 Detected 1.139 0.148 GT Sens contig182 contig182 Unknown      TTATGTT contig182 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig182 Solyc01g Unknown Protein (A  SL2.40ch AT2G46640.2  unknown   chr2:191  250.342 152.62 406.42 344.934 522.157 378.16
GT Sense Sense 0.446 Detected -0.446 Detected 0.000 1.742 Detected 2.265 Detected 2.003 0.061 GT Sens contig183 contig183 Photosys                    CCTAGCTcontig183 Solyc01g Solyc01g Photosys                 GO:00300 GO:00300    contig183 Solyc01g097530.1.1 ATCG000 PSBA  Encodes               chrC:383  486.387 311.914 1067.62 891.597 1467.8 1769.77
GT Sense Sense 0.189 Comprom -0.189 Comprom 0.000 2.027 Detected 4.489 Detected 3.258 0.120 GT Sens contig185 contig185 Ethylene-                       GTACATT contig185 Solyc12g Solyc12g Ethylene-                    GO:00063 GO:00063    contig185 Solyc01g Ethylene                     GO:00037 SL2.40ch AT1G77640.1 2.46864 2.26004 2.03173 2.05756 10.8454 50.15
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 1.356 Detected 1.701 Detected 1.529 0.020 GT Sens contig185 contig185 Unknown      GGAGTTTcontig185 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig185 Solyc01g Unknown Protein (A  SL2.40ch AT3G19200.1  unknown   chr3:664  483.809 478.581 1020.15 998.262 1387.73 1479.46
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 1.639 Detected 1.187 Detected 1.413 0.028 GT Sens contig186 contig186 Ulp1 prote              GAGAAAAcontig186 Solyc10g Solyc10g Ulp1 protease family C-termina         contig186 Solyc11g Ulp1 protease family         SL2.40ch AT4G020 PRL, MCM   PRL (PRO              chr4:901  364.165 484.485 1046.24 1011.23 1473.8 903.985
GT Sense Sense -0.285 Detected 0.285 Detected 0.000 1.907 Detected 2.223 Detected 2.065 0.024 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  79.8047 141.063 135.016 207.102 448.221 468.469
GT Sense Sense -0.949 Comprom 0.949 Detected 0.000 3.593 Detected 3.102 Detected 3.348 0.076 GT Sens contig19 contig19 Unknown             ATAGGATcontig19 Solyc07g Solyc07g Unknown          GO:0045449 contig19 Solyc10g045250.1.1 AT3G02900.1  unknown   chr3:645  2.9857 13.2531 9.91259 18.0183 85.5231 51.0843
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 0.983 Detected 1.607 Detected 1.295 0.077 GT Sens contig190 contig190 PIF-like tr        CTAGGG contig190 Solyc04g Solyc04g PIF-like transposase (AHRD V1  contig190 Solyc04g PIF-like transposase    SL2.40ch AT5G28950.1 43.5701 38.3402 44.0618 38.916 90.9968 117.716
GT Sense Sense 0.418 Detected -0.418 Detected 0.000 0.920 Detected 1.779 Detected 1.349 0.153 GT Sens contig190 contig190 Rhamnog                 CAAAGTCcontig190 Solyc04g Solyc04g Rhamnog              GO:00302 GO:00302  contig190 Solyc04g Rhamnog               GO:00302 SL2.40ch AT1G09890.1  lyase  chr1:321  1386.64 924.97 1489.2 1228.36 2413.51 3674.5
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 1.768 Detected 3.112 Detected 2.440 0.073 GT Sens contig194 contig194 Auxin-res                    ATCAATT contig194 Solyc11g Solyc11g Auxin-responsive protein (AHR               contig194 Solyc11g Auxin-responsive p                SL2.40ch AT1G29450.1  auxin-res     chr1:103  20.8113 32.1706 217.917 360.875 99.2372 211.529
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 1.431 Detected 2.865 Detected 2.148 0.103 GT Sens contig195 contig195 Auxin-ind                     TGCTGTTcontig195 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig195 Solyc11g Auxin-induced SAUR                 SL2.40ch AT1G29450.1  auxin-res     chr1:103  13.9809 22.543 114.064 181.752 53.9223 122.275
GT Sense Sense -0.864 Detected 0.864 Detected 0.000 2.474 Detected 1.907 Detected 2.191 0.138 GT Sens contig195 contig195 FAD-bind                 GAGCTTTcontig195 Solyc10g Solyc10g FAD-bind              GO:00506 GO:00506    contig195 Solyc02g FAD-bind                  GO:00090 SL2.40ch AT5G44410.1  FAD-bind     chr5:178  164.698 649.187 431.109 1205.84 2046.5 1159.55
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 0.848 Detected 1.271 Detected 1.059 0.038 GT Sens contig195 contig195 Unknown                      TAAATTG contig195 Solyc12g Solyc12g Unknown                   GO:00551 GO:00551  contig195 Solyc12g Unknown                    GO:00160 SL2.40ch AT2G21420.1  zinc finge    chr2:916  235.854 285.814 396.062 614.25 526.271 592.455
GT Sense Sense -0.487 Comprom 0.487 Detected 0.000 1.250 Detected 1.029 Detected 1.140 0.150 GT Sens contig196 contig196 Cytochro                    GTTGAGTcontig196 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198   contig196 Solyc02g065210.2.1 AT3G610 CYP76C7  CYP76C7               chr3:225  10.2341 23.9443 29.0745 40.7943 41.9406 30.212
GT Sense Sense -0.656 Comprom 0.656 Comprom 0.000 1.665 Detected 2.426 Detected 2.045 0.114 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  2.6151 7.73249 21.6591 5.96444 16.0635 22.8442
GT Sense Sense -0.315 Comprom 0.315 Comprom 0.000 1.848 Detected 3.039 Detected 2.443 0.068 GT Sens contig200 contig200 Leucine R                     AAGACTAcontig200 Solyc12g Solyc12g Leucine R                  GO:00055 GO:00055  contig200 Solyc12g LRR rece    GO:00046 SL2.40ch AT5G41320.1  unknown   chr5:165  2.43442 4.48378 8.44494 12.0593 13.3943 25.6687
GT Sense Sense 0.486 Detected -0.486 Detected 0.000 1.091 Detected 2.241 Detected 1.666 0.157 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 l       chr4:715  24645.3 14961 87310.3 89141.6 46078.7 85831
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 1.024 Detected 1.237 Detected 1.131 0.013 GT Sens contig203 contig203 Unknown      AAATTAA contig203 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig203 Solyc06g Unknown Protein (A  SL2.40ch AT2G400 NRPD1B,      NRPD1B;        chr2:167  343.839 455.666 634.143 657.495 906.717 882.277
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 0.969 Detected 1.502 Detected 1.235 0.067 GT Sens contig203 contig203 Unknown      AATAGAAcontig203 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig203 Solyc01g Unknown Protein (A  SL2.40ch AT5G105 GTE2  GTE2 (Gl          chr5:333  34.4081 30.8454 63.9754 58.5353 71.8305 87.2475
GT Sense Sense 0.553 Comprom -0.553 Comprom 0.000 4.211 Detected 1.655 Detected 2.933 0.170 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  9.58398 5.30273 18.2128 10.162 148.767 21.2324
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 2.739 Detected 1.136 Detected 1.938 0.178 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  129.758 312.868 541.286 461.245 1515.14 418.791
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 1.549 Detected 1.294 Detected 1.421 0.010 GT Sens contig207 contig207 Unknown              TGTCATCcontig207 Solyc03g Solyc03g Unknown           GO:00056 GO:00056 contig207 Solyc03g Unknown            GO:00056 SL2.40ch AT1G042 SHY2, IAA   SHY2 (SH       chr1:112  82.1317 90.3089 131.949 196.526 283.89 199.657
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 1.094 Detected 1.766 Detected 1.430 0.076 GT Sens contig208 contig208 Unknown      TGTTGCTcontig208 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig208 Solyc07g Unknown Protein (A  SL2.40ch AT3G21390.1  mitochon       chr3:753  19.8503 16.7391 65.2338 89.8642 43.8424 58.6228
GT Sense Sense -0.460 Detected 0.460 Detected 0.000 2.611 Detected 1.841 Detected 2.226 0.066 GT Sens contig209 contig209 1-aminoc          GACTACTcontig209 Solyc09g Solyc09g 1-aminocyclopropane-1-carbo       contig209 Solyc09g 1-aminocyclopropan       SL2.40ch AT3G49030.1  F-box fam    chr3:181  95.2779 214.698 353.34 603.73 984.604 484.361
GT Sense Sense -0.489 Comprom 0.489 Detected 0.000 1.131 Detected 2.824 Detected 1.978 0.181 GT Sens contig209 contig209 Exocyst c                    CAGCAGCcontig209 Solyc10g Solyc10g Exocyst c                 GO:00057 GO:00057 contig209 Solyc04g Transcrip                 GO:00037 SL2.40ch AT5G28610.1  FUNCTIO                                                                           chr5:106  7.56705 17.7428 13.8871 20.415 28.5794 77.6035
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 2.153 Detected 1.259 Detected 1.706 0.063 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  330.644 375.088 859.817 666.982 1764.65 796.797
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 1.050 Detected 1.966 Detected 1.508 0.088 GT Sens contig210 contig210 1-aminoc                    CCCAATAcontig210 Solyc04g Solyc04g 1-aminoc                 GO:00164 GO:00164    contig210 Solyc04g 1-aminoc                  GO:00098 SL2.40ch AT2G30840.1  2-oxoglu     chr2:131  513.572 748.953 1560.47 2091.59 1446.53 2291.26
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 1.292 Detected 0.911 Detected 1.102 0.033 GT Sens contig212 contig212 NBS resis                TCCTTAAcontig212 Solyc05g Solyc05g NBS resis             GO:00069 GO:00069  contig212 Solyc05g Cc-nbs-lr   GO:00069 SL2.40ch AT5G16880.2  VHS dom        chr5:554  20.1651 21.5905 2.17953 2.17818 57.5741 37.0856
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 1.307 Detected 1.585 Detected 1.446 0.010 GT Sens contig212 contig212 Unknown      GGAGTTTcontig212 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig212 Solyc11g Unknown Protein (A  SL2.40ch AT3G19200.1  unknown   chr3:664  449.58 511.089 952.923 901.496 1336.2 1359.75
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 1.411 Detected 1.954 Detected 1.682 0.036 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 AT4G025 ATCUL1,    ATCUL1        chr4:112  45.2426 41.5538 61.7479 89.4594 129.841 158.789
GT Sense Sense 0.372 Detected -0.372 Detected 0.000 1.983 Detected 2.417 Detected 2.200 0.036 GT Sens contig214 contig214 Cortical c                       TAGTTTCcontig214 Solyc08g Solyc08g Cortical c                    GO:00082 GO:00082   contig214 Solyc08g Cortical c                     GO:00082 SL2.40ch AT2G45180.1  protease         chr2:186  118.955 84.5032 316.97 205.251 446.506 506.332
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 0.936 Detected 1.160 Detected 1.048 0.013 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  61.9654 68.8864 98.4966 95.8442 140.847 138.009
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.197 Detected 0.807 Detected 1.002 0.062 GT Sens contig216 contig216 Pentatrico                   TAATCTT contig216 Solyc02g Solyc02g Pentatricopeptide repeat-conta               contig216 Solyc02g Pentatricopeptide re               SL2.40ch AT4G36680.1 45.1999 68.4367 70.7997 112.216 143.611 92.021
GT Sense Sense -0.064 Comprom 0.064 Comprom 0.000 1.324 Detected 7.083 Detected 4.203 0.282 GT Sens contig217 contig217 Unknown      AGTAAGCcontig217 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig217 Solyc10g Nbs-lrr, resistance p SL2.40ch AT1G063 ACX6  ACX6 (AC                       chr1:192  5.28684 6.87605 12.7951 8.7207 17.0032 772.801
GT Sense Sense -0.341 Comprom 0.341 Comprom 0.000 1.997 Detected 2.230 Detected 2.114 0.028 GT Sens contig219 contig219 Nitrate tra                    GGAGTAGcontig219 Solyc06g Solyc06g Nitrate tra                 GO:00800 GO:00800        contig219 Solyc06g Nitrate tra                  GO:00800 SL2.40ch AT3G45680.1  proton-d        chr3:167  2.94729 5.62747 2.28937 15.5798 18.3173 18.0709
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 0.913 Detected 1.242 Detected 1.077 0.052 GT Sens contig220 contig220 Short-cha                 GGTTAATcontig220 Solyc01g Solyc01g Short-cha              GO:00081 GO:00081  contig220 Solyc01g Short-cha               GO:00081 SL2.40ch AT4G265 ATOPT5,   OPT5 (OL       chr4:134  23.4007 21.2491 36.4635 34.3242 47.309 49.853
GT Sense Sense 0.325 Detected -0.325 Detected 0.000 1.144 Detected 1.103 Detected 1.124 0.075 GT Sens contig221 contig221 Unknown      GAAAATCcontig221 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig221 Solyc07g041670.1.1 AT1G69550.1 61.6338 46.7844 104.211 92.4925 133.683 109.075
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 1.186 Detected 0.965 Detected 1.076 0.038 GT Sens contig221 contig221 Unknown      TACATAT contig221 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig221 Solyc12g Unknown Protein (A  SL2.40ch AT1G018 PEX11C  PEX11C    chr1:296  13.1029 20.1338 45.7246 42.0217 41.6373 29.9738
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 1.027 Detected 1.363 Detected 1.195 0.026 GT Sens contig222 contig222 Subtilisin                  TAGTTTGcontig222 Solyc01g Solyc01g Subtilisin               GO:00065 GO:00065 contig222 Solyc01g Subtilisin                GO:00065 SL2.40ch AT5G59130.1  subtilase    chr5:238  1882.27 2581.37 4615.57 3538.99 5061.12 5360.33
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 0.916 Detected 1.684 Detected 1.300 0.078 GT Sens contig222 contig222 Sister-chr           CTCATTAcontig222 Solyc05g Solyc05g Sister-chromatide cohesion pr      contig222 Solyc05g Sister-chromatide c       SL2.40ch AT4G02410.1  lectin pro      chr4:106  13.4806 15.2612 23.2855 20.0529 30.4775 43.5633
GT Sense Sense -0.388 Comprom 0.388 Comprom 0.000 2.320 Detected 2.933 Detected 2.626 0.034 GT Sens contig223 contig223 Unknown      GATGAGTcontig223 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig223 Solyc06g En/Spm-like transpo      SL2.40ch AT5G584 ATEXO70   ATEXO70           chr5:236  4.80727 9.80413 26.7755 23.3283 38.6053 49.5652
GT Sense Sense 0.552 Detected -0.552 Detected 0.000 1.951 Detected 2.422 Detected 2.186 0.068 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  89.5906 49.6211 222.928 206.555 290.383 337.842
GT Sense Sense 0.246 Detected -0.246 Comprom 0.000 0.917 Detected 1.091 Detected 1.004 0.062 GT Sens contig223 contig223 Periaxin-l         AGGAAGCcontig223 Solyc01g Solyc01g Periaxin-like protein (AHRD V1  contig223 Solyc12g Unknown Protein (A  SL2.40ch AT5G42090.1  LOCATE                                                                      chr5:168  14.0596 11.8946 13.9019 9.41891 27.5104 26.0456
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 1.094 Detected 1.009 Detected 1.052 0.040 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  61.3616 54.356 95.0043 75.7378 138.869 109.904
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 1.081 Detected 2.301 Detected 1.691 0.109 GT Sens contig225 contig225 Pathogen          TGAAGAAcontig225 Solyc02g Solyc02g Pathogen-related protein relate     contig225 Solyc12g Pathogenesis-relate       SL2.40ch AT5G55620.1 59.5282 68.1208 190.536 131.767 151.728 296.722
GT Sense Sense -0.825 Comprom 0.825 Comprom 0.000 1.977 Detected 2.396 Detected 2.186 0.124 GT Sens contig225 contig225 Sulfotran                 TGGAGG contig225 Solyc05g Solyc05g Sulfotran              GO:00081 GO:00081    contig225 Solyc05g Sulfotran               GO:00801 SL2.40ch AT5G49260.1  unknown   chr5:199  2.82833 10.5614 8.01367 7.69121 24.2302 27.2077
GT Sense Sense -0.166 Comprom 0.166 Comprom 0.000 0.800 Detected 1.985 Detected 1.393 0.152 GT Sens contig226 contig226 Structura             TTCATTA contig226 Solyc02g Solyc02g Structural maintenance of chro       contig226 Solyc02g Structural maintena         SL2.40ch AT4G398 PXA1, PE    PXA1 (PE             chr4:184  4.38996 6.58095 7.75163 12.9455 10.5452 20.1163
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 0.931 Detected 1.135 Detected 1.033 0.025 GT Sens contig227 contig227 Unknown      TATGAAGcontig227 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig227 Solyc09g Unknown Protein (A  SL2.40ch AT3G11850.2  unknown   chr3:373  289.81 414.572 517.721 566.477 744.69 719.705
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 1.008 Detected 1.014 Detected 1.011 0.023 GT Sens contig227 contig227 Transcrip                   GTTGCTCcontig227 Solyc06g Solyc06g Transcrip                GO:00056 GO:00056 contig227 Solyc06g Transcrip                 GO:00056 SL2.40ch AT4G118 AGL14  AGL14 (a         chr4:714  123.901 118.993 153.821 258.462 275.062 231.879
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 2.146 Detected 2.064 Detected 2.105 0.008 GT Sens contig228 contig228 Unknown      GAGATCGcontig228 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig228 Solyc07g Unknown Protein (A  SL2.40ch AT3G19520.2 17.5759 26.8508 39.4257 63.5067 108.301 85.8692
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 1.129 Detected 1.212 Detected 1.170 0.070 GT Sens contig228 contig228 Lysine ke          GCCTTTGcontig228 Solyc07g Solyc07g Lysine ketoglutarate reductase      contig228 Solyc07g Lysine ketoglutarate      SL2.40ch AT5G023 PRT6  PRT6 (PR      chr5:474  117.743 89.4501 178.39 164.249 252.882 224.742
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 1.060 Detected 1.730 Detected 1.395 0.061 GT Sens contig229 contig229 Receptor                   AATAAAT contig229 Solyc02g Solyc02g Receptor                GO:00064 GO:00064  contig229 Solyc02g Receptor                 GO:00064 SL2.40ch AT4G23240.1 40.2484 39.6261 180.228 125.903 93.7963 125.226
GT Sense Sense 0.744 Comprom -0.744 Comprom 0.000 2.845 Detected 2.591 Detected 2.718 0.069 GT Sens contig231 contig231 Omega-6                     GCATGTAcontig231 Solyc04g Solyc04g Omega-6                  GO:00423 GO:00423      contig231 Solyc04g Omega-6                   GO:00423 SL2.40ch AT5G61510.1  NADP-de     chr5:247  8.68687 3.68826 41.6068 8.94218 45.8131 32.2555
GT Sense Sense 0.250 Detected -0.250 Comprom 0.000 0.990 Detected 1.041 Detected 1.015 0.056 GT Sens contig231 contig231 Solute ca                       GGGATTGcontig231 Solyc02g Solyc02g Solute ca                    GO:00155 GO:00155   contig231 Solyc02g Solute ca                     GO:00155 SL2.40ch AT2G18480.1  mannitol    chr2:800  13.0725 11.0105 5.51161 9.68879 26.838 23.337
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 1.407 Detected 1.243 Detected 1.325 0.011 GT Sens contig231 contig231 Unknown      CCAAAGCcontig231 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig231 Solyc07g Hypersen                 GO:00338 SL2.40ch AT5G202 DIN10  DIN10 (DA         chr5:683  198.581 202.499 267.014 187.285 598.933 448.801
GT Sense Sense 0.487 Detected -0.487 Detected 0.000 0.867 Detected 1.381 Detected 1.124 0.178 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  947.673 574.196 1458.54 1210.68 1515.68 1816.69
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 1.810 Detected 1.655 Detected 1.733 0.004 GT Sens contig233 contig233 Endonuc        CTTAGAT contig233 Solyc07g Solyc07g Endonuclease/exonuclease/ph     contig233 Solyc07g Endonuclease/exon     SL2.40ch AT5G618 GUT1  GUT1; ca     chr5:248  1006.65 1351.23 2634.85 2493.96 4607.91 3472.39
GT Sense Sense 0.411 Detected -0.411 Comprom 0.000 1.152 Detected 1.457 Detected 1.304 0.097 GT Sens contig234 contig234 Alpha-hyd                  GCATTGAcontig234 Solyc01g Solyc01g Alpha-hyd               GO:00800 GO:00800       contig234 Solyc01g Alpha-hyd                GO:00800 SL2.40ch AT4G22720.2  glycopro      chr4:119  13.436 9.04983 19.8186 6.06089 27.6044 28.617
GT Sense Sense -0.824 Detected 0.824 Detected 0.000 5.259 Detected 1.121 Detected 3.190 0.288 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  56.1903 209.773 811.211 661.295 4681.69 223.32
GT Sense Sense -0.510 Detected 0.510 Detected 0.000 1.851 Detected 2.715 Detected 2.283 0.076 GT Sens contig235 contig235 Subtilisin                            CTACCAGcontig235 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig235 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT3G19540.1  unknown   chr3:678  92.9482 224.547 592.814 449.552 587.21 896.671
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.961 Detected 2.175 Detected 2.068 0.005 GT Sens contig236 contig236 Unknown      AGAAGAAcontig236 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig236 Solyc03g Iron-sulfu                        GO:00081 SL2.40ch AT1G01240.3 133.536 136.528 299.544 318.496 592.213 576.598
GT Sense Sense 0.000 Comprom 0.000 Comprom 0.000 1.850 Detected 1.786 Detected 1.818 0.000 GT Sens contig238 contig238 Unknown      AAACAGAcontig238 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig238 Solyc12g Unknown Protein (A  SL2.40ch AT4G14970.1  unknown   chr4:855  5.27408 6.27869 7.69019 7.98673 23.3716 18.764
GT Sense Sense -0.591 Detected 0.591 Detected 0.000 2.099 Detected 2.672 Detected 2.385 0.068 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  237.796 642.495 1082.11 254.311 1886.03 2354.77
GT Sense Sense -0.640 Comprom 0.640 Comprom 0.000 1.704 Detected 2.311 Detected 2.008 0.105 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-d        chr5:186  2.42952 7.02332 12.4448 16.6217 15.1638 19.3866
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 1.813 Detected 2.874 Detected 2.343 0.048 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  258.235 288.985 449.793 615.222 1081.12 1893.3
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 1.877 Detected 2.378 Detected 2.128 0.017 GT Sens contig240 contig240 Calcium-b                     GTTGATGcontig240 Solyc10g Solyc10g Calcium-b                  GO:00052 GO:00052      contig240 Solyc10g Calcium-b                   GO:00052 SL2.40ch AT5G544 PBP1  PBP1 (PI           chr5:221  616.689 616.66 2986.48 2876.54 2551.64 3031.56
GT Sense Sense 1.064 Detected -1.064 Detected 0.000 2.934 Detected 1.371 Detected 2.153 0.245 GT Sens contig240 contig240 EIN3-bind                      CACAAGCcontig240 Solyc05g Solyc05g EIN3-binding F-box protein 1 (A               contig240 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G02750.1  pentatric      chr4:122  2313.01 629.823 3360.54 2724.77 10392.9 2951.45
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 0.981 Detected 1.105 Detected 1.043 0.044 GT Sens contig243 contig243 Unknown      GCGTGG contig243 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig243 Solyc02g Unknown Protein (A  SL2.40ch AT1G03300.1  agenet d    chr1:811  283.314 249.668 520.806 466.627 591.512 540.852
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.863 Detected 2.528 Detected 2.196 0.022 GT Sens contig246 contig246 Unknown      GACTTGTcontig246 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig246 Solyc05g024230.1.1 AT4G344 CHB3, AT   CHB3; DN          chr4:164  112.91 137.626 100.865 94.2237 510.9 679.711
GT Sense Sense -0.578 Detected 0.578 Detected 0.000 1.664 Detected 2.795 Detected 2.229 0.110 GT Sens contig247 contig247 Subtilisin                  ACATTTT contig247 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig247 Solyc08g Subtilisin                GO:00042 SL2.40ch AT3G19540.1  unknown   chr3:678  231.964 615.589 1592.57 1143.95 1348.51 2480.28
GT Sense Sense 0.478 Detected -0.478 Detected 0.000 1.289 Detected 2.601 Detected 1.945 0.139 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  15305.3 9398.31 74677.2 75993.2 33014.8 68823.1
GT Sense Sense 0.557 Comprom -0.557 Comprom 0.000 5.115 Detected 2.729 Detected 3.922 0.097 GT Sens contig248 contig248 Unknown      GACAGATcontig248 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig248 Solyc10g Unknown Protein (A  SL2.40ch AT5G08510.1  pentatric      chr5:275  9.3104 5.11747 24.0424 14.8214 269.437 43.2842
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 3.316 Detected 0.963 Detected 2.139 0.211 GT Sens contig249 contig249 Alcohol d        GAATTGGcontig249 Solyc09g Solyc09g Alcohol dehydrogenase (AHRD   contig249 Solyc09g Alcohol dehydrogen     SL2.40ch AT1G01760.1  RNA bind      chr1:276  16.3479 19.5956 28.1514 35.5671 200.73 32.987
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 1.372 Detected 1.965 Detected 1.668 0.044 GT Sens contig249 contig249 Os03g081                      GGAAGG contig249 Solyc09g Solyc09g Os03g0816700 protein (Fragm                 contig249 Solyc09g Os03g0816700 prote                  SL2.40ch AT3G556 ATDFD  ATDFD (A         chr3:206  76.7831 68.6248 160.989 166.672 211.589 267.919
GT Sense Sense 0.435 Detected -0.435 Detected 0.000 1.091 Detected 2.482 Detected 1.787 0.161 GT Sens contig251 contig251 Unknown      GAGTTGAcontig251 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig251 Solyc01g Unknown Protein (A  SL2.40ch AT1G11500.1 19618.3 12779 91832.7 96919.6 38000.5 83628.3
GT Sense Sense 0.335 Detected -0.335 Detected 0.000 1.807 Detected 1.997 Detected 1.902 0.032 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  136.709 102.292 257.126 284.177 465.987 446.342
GT Sense Sense 0.418 Comprom -0.418 Comprom 0.000 1.102 Detected 1.827 Detected 1.464 0.118 GT Sens contig253 contig253 Amino ac                    TGGTATTcontig253 Solyc05g Solyc05g Amino acid transporter (AHRD              contig253 Solyc05g Amino ac                 GO:00151 SL2.40ch AT5G14470.1 11.3516 7.57396 2.173 4.17782 22.4149 31.1007
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 2.011 Detected 1.282 Detected 1.646 0.047 GT Sens contig253 contig253 Cytochro                    AAATGAT contig253 Solyc12g Solyc12g Cytochro                 GO:00198 GO:00198   contig253 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G25360.1  pentatric      chr1:889  35.6651 46.4679 93.4848 67.7343 184.783 93.5964
GT Sense Sense -0.077 Comprom 0.077 Comprom 0.000 1.364 Detected 1.912 Detected 1.638 0.029 GT Sens contig255 contig255 2-isoprop                  TGAGTAGcontig255 Solyc08g Solyc08g 2-isoprop               GO:00038 GO:00038      contig255 Solyc08g 2-isoprop                 GO:00038 SL2.40ch AT3G08020.1  protein b       chr3:255  6.55766 8.68488 20.1535 18.8354 21.8766 26.8504
GT Sense Sense -0.797 Comprom 0.797 Comprom 0.000 5.526 Detected 2.133 Detected 3.830 0.178 GT Sens contig256 contig256 Unknown      GCCATTGcontig256 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig256 Solyc10g Unknown Protein (A  SL2.40ch AT4G136 PTAC5  PTAC5 (P             chr4:794  2.52191 9.06669 30.5758 19.1833 248.27 19.8374
GT Sense Sense 0.270 Comprom -0.270 Comprom 0.000 0.861 Detected 1.181 Detected 1.021 0.083 GT Sens contig256 contig256 Mutator-li                   TATGGTGcontig256 Solyc09g Solyc09g Mutator-li                GO:00082 GO:00082   contig256 Solyc10g Mutator-li                 GO:00082 SL2.40ch #N/A #N/A #N/A #N/A 9.53419 7.80738 12.5929 12.5141 17.6506 18.4919
GT Sense Sense 0.440 Detected -0.440 Detected 0.000 1.259 Detected 1.438 Detected 1.349 0.095 GT Sens contig256 contig256 Homeobo                    ACTCAAT contig256 Solyc07g Solyc07g Homeobox-leucine zipper prot               contig256 Solyc09g GTPase o               GO:00055 SL2.40ch AT3G47833.1 4098.64 2651.76 6841.23 6542.11 8888.73 8448.52
GT Sense Sense 0.437 Comprom -0.437 Comprom 0.000 1.252 Detected 1.871 Detected 1.562 0.100 GT Sens contig256 contig256 Sister-chr           AATCATGcontig256 Solyc09g Solyc09g Sister-chromatide cohesion pr      contig256 Solyc09g037050.1.1 AT4G02410.1  lectin pro      chr4:106  8.72836 5.66845 9.4905 10.6804 18.8733 24.3352
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 1.800 Detected 1.692 Detected 1.746 0.018 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  30.5274 50.1061 53.3353 75.4091 153.391 119.505
GT Sense Sense -0.961 Comprom 0.961 Detected 0.000 2.138 Detected 2.040 Detected 2.089 0.162 GT Sens contig262 contig262 Acid phos                 CACTTAT contig262 Solyc06g Solyc06g Acid phos              GO:00039 GO:00039   contig262 Solyc06g Acid phos               GO:00039 SL2.40ch AT5G247 VSP2, AT   VSP2 (VE        chr5:850  3.46451 15.6281 22.595 21.2568 36.49 28.618
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 0.887 Detected 1.164 Detected 1.026 0.025 GT Sens contig264 contig264 Receptor                   AGCACTAcontig264 Solyc02g Solyc02g Receptor                GO:00064 GO:00064  contig264 Solyc02g S-receptor kinase (A    SL2.40ch AT4G101 ATSPS4F  ATSPS4F       chr4:631  150.209 158.346 323.35 275.408 321.316 326.785
GT Sense Sense 0.062 Comprom -0.062 Comprom 0.000 1.529 Detected 2.020 Detected 1.774 0.020 GT Sens contig264 contig264 Phenylala                 GGTTTTGcontig264 Solyc10g Solyc10g Phenylala              GO:00090 GO:00090  contig264 Solyc10g Phenylala               GO:00090 SL2.40ch AT2G370 pal1, ATP   pal1 (Phe       chr2:155  5.30281 5.79459 14.1385 15.3761 18.0151 21.261
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 1.305 Detected 1.329 Detected 1.317 0.011 GT Sens contig266 contig266 Pyridine n                  TTGATAAcontig266 Solyc00g Solyc00g Pyridine nucleotide-disulfide o              contig266 Solyc06g UPF0139                  GO:00055 SL2.40ch AT4G15010.2  mitochon       chr4:857  122.427 119.949 214.183 202.94 337.34 287.908
GT Sense Sense 0.318 Detected -0.318 Detected 0.000 1.086 Detected 1.251 Detected 1.169 0.071 GT Sens contig267 contig267 Mutator-li                   ATGGGG contig267 Solyc09g Solyc09g Mutator-li                GO:00082 GO:00082   contig267 Solyc10g Mutator-like transpo                SL2.40ch AT5G20980.2 92.5888 70.9448 124.661 122.711 193.818 182.417
GT Sense Sense -0.146 Comprom 0.146 Detected 0.000 0.822 Detected 1.646 Detected 1.234 0.106 GT Sens contig268 contig268 Thioester                    ACAAACAcontig268 Solyc03g Solyc03g Thioester                 GO:00055 GO:00055  contig268 Solyc03g Thioester                  GO:00055 SL2.40ch AT2G47250.1 10.8676 15.8489 21.9924 20.0316 26.1291 38.8461
GT Sense Sense 0.451 Detected -0.451 Detected 0.000 1.074 Detected 0.996 Detected 1.035 0.150 GT Sens contig269 contig269 Aminotra                CCAGAAGcontig269 Solyc07g Solyc07g Aminotra             GO:00301 GO:00301   contig269 Solyc07g Aminotra              GO:00301 SL2.40ch AT3G222 POP2, GA    POP2 (PO         chr3:783  7792.78 4962.44 13893.5 9794.03 14750.7 11726.2
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 1.198 Detected 1.131 Detected 1.164 0.017 GT Sens contig270 contig270 Cytochro                 TTAGCAT contig270 Solyc00g Solyc00g Cytochro              GO:00198 GO:00198     contig270 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G25360.1  pentatric      chr1:889  13.4254 19.7002 30.0885 14.2086 42.0154 33.675
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 1.118 Detected 1.512 Detected 1.315 0.092 GT Sens contig272 contig272 Unknown      ACCAGCAcontig272 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig272 Solyc02g Unknown Protein (A  SL2.40ch AT3G44440.1 70.9165 49.8203 96.3069 83.9566 145.344 160.342
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 1.565 Detected 1.742 Detected 1.653 0.023 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  15.6704 26.0723 37.5518 42.1831 67.3518 63.9097
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 1.127 Detected 1.665 Detected 1.396 0.058 GT Sens contig274 contig274 F-box fam                  TTTTTTT contig274 Solyc04g Solyc04g F-box family protein (AHRD V1           contig274 Solyc11g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 1846.56 1605.93 3773.4 4017.45 4236.24 5164.23
GT Sense Sense 0.482 Detected -0.482 Detected 0.000 1.965 Detected 2.308 Detected 2.137 0.053 GT Sens contig274 contig274 Hydroxyp         TCTGAGTcontig274 Solyc02g Solyc02g Hydroxyproline-rich glycoprot     contig274 Solyc02g Hydroxyproline-rich     SL2.40ch AT5G65660.1  hydroxyp      chr5:262  136.499 83.3342 182.823 185.409 469.097 499.514
GT Sense Sense 1.289 Detected -1.289 Comprom 0.000 0.908 Detected 1.690 Detected 1.299 0.437 GT Sens contig277 contig277 Cytochro                 ATTCCGTcontig277 Solyc03g Solyc03g Cytochro              GO:00200 GO:00200  contig277 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G201 CYP705A   CYP705A               chr3:702  45.9548 9.15791 17.2279 11.5819 43.3559 62.6073
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 1.237 Detected 2.787 Detected 2.012 0.135 GT Sens contig277 contig277 Auxin-res                    TTCTTGCcontig277 Solyc11g Solyc11g Auxin-responsive protein (AHR               contig277 Solyc11g Auxin-responsive p                SL2.40ch AT1G29450.1  auxin-res     chr1:103  27.8208 49.3365 233.029 372.856 98.3591 241.746
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 3.949 Detected 3.207 Detected 3.578 0.013 GT Sens contig278 contig278 Cellulose                 CTTTTGGcontig278 Solyc05g Solyc05g Cellulose              GO:00167 GO:00167   contig278 Solyc10g Cytochro  GO:00198 SL2.40ch AT2G43310.1 44.0259 40.0464 182.435 223.151 730.639 366.684
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 0.850 Detected 1.560 Detected 1.205 0.077 GT Sens contig280 contig280 Cytochro                    TAGTCCAcontig280 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig280 Solyc09g Cytochro  GO:00198 SL2.40ch AT3G262 CYP71B2   CYP71B2               chr3:963  205.29 241.367 529.923 463.265 452.127 620.609
GT Sense Sense 0.794 Comprom -0.794 Comprom 0.000 2.332 Detected 5.429 Detected 3.880 0.156 GT Sens contig280 contig280 Ethylene                       GGGAAC contig280 Solyc03g Solyc03g Ethylene                    GO:00055 GO:00055      contig280 Solyc03g Ethylene                     GO:00055 SL2.40ch AT5G472 ERF5, AT    ERF5 (ET               chr5:191  12.6049 4.99158 27.3376 17.3595 44.9819 323.101
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 2.571 Detected 2.691 Detected 2.631 0.001 GT Sens contig282 contig282 F-box fam                  GTTGATGcontig282 Solyc05g Solyc05g F-box family protein (AHRD V1           contig282 Solyc05g F-box family protein             SL2.40ch AT2G362 ABI5, GIA   ABI5 (AB            chr2:152  1542.79 1985.81 5207.79 5406.73 11716.4 10690.1
GT Sense Sense 0.363 Comprom -0.363 Comprom 0.000 1.613 Detected 1.139 Detected 1.376 0.087 GT Sens contig283 contig283 Mutator-li                  TATTTAT contig283 Solyc09g Solyc09g Mutator-li               GO:00082 GO:00082   contig283 Solyc09g Mutator-li                GO:00082 SL2.40ch AT1G604 ATVPS34    ATVPS34               chr1:222  7.73678 5.56888 10.408 5.9888 22.6134 13.6671
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 1.576 Detected 2.229 Detected 1.902 0.029 GT Sens contig284 contig284 Unknown      GCTGAG contig284 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig284 Solyc12g Unknown Protein (A  SL2.40ch AT5G571 ATPAP28    PAP28 (P           chr5:231  122.923 137.504 153.178 132.536 436.654 576.257
GT Sense Sense 0.513 Comprom -0.513 Comprom 0.000 1.099 Detected 2.349 Detected 1.724 0.167 GT Sens contig284 contig284 Transpor                       CATGGTTcontig284 Solyc05g Solyc05g Transpor                    GO:00550 GO:00550    contig284 Solyc05g Transpor                     GO:00053 SL2.40ch AT5G10190.1  transpor   chr5:319  6.67491 3.90274 12.9283 9.33097 12.3135 24.5804
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 1.702 Detected 1.967 Detected 1.835 0.007 GT Sens contig285 contig285 CTP synt        TGAAAGAcontig285 Solyc02g Solyc02g CTP synthase (AHRD V1 *-*- D7 contig285 Solyc02g CTP synthase (AHR    SL2.40ch AT1G30820.1  CTP synt        chr1:109  166.487 179.708 361.434 238.248 634.021 639.424
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.581 Detected 1.635 Detected 1.608 0.005 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 75.7202 105.863 238.45 208.026 301.789 262.84
GT Sense Sense -0.566 Comprom 0.566 Comprom 0.000 1.337 Detected 2.090 Detected 1.713 0.128 GT Sens contig286 contig286 Unknown      AATCTTGcontig286 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig286 Solyc10g Unknown Protein (A  SL2.40ch AT5G40030.1  protein k    chr5:160  3.34481 8.72793 8.61741 5.92446 15.3726 21.7469
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 1.518 Detected 1.195 Detected 1.356 0.029 GT Sens contig287 contig287 MuDR fam           GAGTTTTcontig287 Solyc06g Solyc06g MuDR family transposase con      contig287 Solyc12g Unknown              GO:00160 SL2.40ch AT5G46470.1  disease r       chr5:188  3038.99 4587.82 4734.02 7163.3 12044.5 8082.04
GT Sense Sense -0.534 Detected 0.534 Detected 0.000 2.360 Detected 3.020 Detected 2.690 0.050 GT Sens contig288 contig288 Chymotry                      CCATATCcontig288 Solyc09g Solyc09g Chymotry                   GO:00096 GO:00096   contig288 Solyc09g Chymotry                    GO:00096 SL2.40ch AT4G123 CYP706A   CYP706A               chr4:731  120.228 299.973 578.967 141.198 1098.23 1456.73
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 1.254 Detected 2.147 Detected 1.701 0.081 GT Sens contig290 contig290 Cytochro         TGACACAcontig290 Solyc09g Solyc09g Cytochrome P450 (AHRD V1 **  contig290 Solyc11g Cytochro  GO:00198 SL2.40ch AT5G64600.1  unknown   chr5:258  99.4992 82.519 228.079 204.902 243.521 379.478
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 3.120 Detected 1.870 Detected 2.495 0.058 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  79.4129 105.83 372.298 229.202 897.942 316.916
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.045 Detected 1.583 Detected 1.314 0.040 GT Sens contig291 contig291 Solute ca                        GCTGCACcontig291 Solyc12g Solyc12g Solute ca                     GO:00160 GO:00160 contig291 Solyc12g Solute ca                      GO:00160 SL2.40ch AT2G020 ATPTR2-B       PTR2 (PE                   chr2:487  476.532 555.642 934.798 958.634 1195.89 1457.45
GT Sense Sense 0.255 Comprom -0.255 Comprom 0.000 1.784 Detected 2.851 Detected 2.318 0.059 GT Sens contig291 contig291 Pentatrico          GAAAAACcontig291 Solyc04g Solyc04g Pentatricopeptide repeat-conta      contig291 Solyc04g Pentatricopeptide re      SL2.40ch AT1G09220.1  pentatric      chr1:297  2.75755 2.30626 5.09646 6.96789 9.78344 17.2048
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.174 Detected 1.277 Detected 1.226 0.002 GT Sens contig292 contig292 Storekeep         AGGTTGCcontig292 Solyc07g Solyc07g Storekeeper protein (AHRD V1  contig292 Solyc07g Storekeeper protein    SL2.40ch AT5G30495.1  FUNCTIO                                                                 chr5:113  33.5816 41.2396 54.4548 56.8213 94.5806 85.29
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 1.387 Detected 0.838 Detected 1.113 0.057 GT Sens contig292 contig292 UDP-gluc                AGAGATGcontig292 Solyc11g Solyc11g UDP-gluc             GO:00081 GO:00081  contig292 Solyc11g UDP-gluc              GO:00081 SL2.40ch AT3G262 CYP71B3  CYP71B3               chr3:959  3492.36 4422.37 9964.85 11512.4 11579.1 6643.16
GT Sense Sense -0.300 Detected 0.300 Detected 0.000 2.058 Detected 1.720 Detected 1.889 0.032 GT Sens contig295 contig295 60S ribos                   GGCTTCTcontig295 Solyc09g Solyc09g 60S ribos                GO:00037 GO:00037     contig295 Solyc09g 60S ribos                 GO:00037 SL2.40ch AT2G34480.1  60S ribos      chr2:145  13.6606 24.649 36.3379 47.9765 86.0754 57.1687
GT Sense Sense 1.123 Detected -1.123 Detected 0.000 1.961 Detected 1.998 Detected 1.979 0.220 GT Sens contig296 contig296 Ulp1 prote              GAAAGGTcontig296 Solyc05g Solyc05g Ulp1 protease family C-termina         contig296 Solyc05g Ulp1 protease family         SL2.40ch AT1G63430.1  leucine-r        chr1:235  753.48 188.984 550.002 427.185 1655.19 1424.92
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 1.600 Detected 1.431 Detected 1.516 0.079 GT Sens contig299 contig299 Mutator-li                   GCAAGATcontig299 Solyc12g Solyc12g Mutator-li                GO:00082 GO:00082   contig299 Solyc10g Mutator-like transpo                SL2.40ch AT2G26210.1 42.2408 27.1811 81.6666 55.8029 115.705 86.3976
GT Sense Sense -0.431 Comprom 0.431 Comprom 0.000 2.237 Detected 2.343 Detected 2.290 0.034 GT Sens contig299 contig299 Unknown      TCGGTG contig299 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig299 Solyc09g Ethylene-                     GO:00036 SL2.40ch AT2G30280.1  unknown   chr2:129  2.53569 5.484 24.3484 9.99999 19.8067 17.8901
GT Sense Sense -0.170 Comprom 0.170 Comprom 0.000 1.722 Detected 2.187 Detected 1.954 0.021 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    chr1:159  6.89871 10.3891 13.049 23.389 31.4506 36.4596
GT Sense Sense -0.263 Comprom 0.263 Detected 0.000 1.468 Detected 0.842 Detected 1.155 0.106 GT Sens contig307 contig307 Cytochro                    CTCCACTcontig307 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig307 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G50540.1  unknown   chr5:205  7.606 13.0375 69.8249 14.126 31.0217 16.8768
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 1.648 Detected 2.070 Detected 1.859 0.015 GT Sens contig308 contig308 Transpor                      ACTGCAAcontig308 Solyc05g Solyc05g Transporter-like protein (AHRD                contig308 Solyc05g Transporter-like pro                  SL2.40ch AT5G10190.1  transpor   chr5:319  28.6873 39.2007 80.2071 113.544 118.405 133.13
GT Sense Sense 0.491 Detected -0.491 Detected 0.000 1.721 Detected 1.879 Detected 1.800 0.069 GT Sens contig310 contig310 Yippee zi                 TTGCCCTcontig310 Solyc03g Solyc03g Yippee zi              GO:00055 GO:00055    contig310 Solyc03g Yippee zi               GO:00055 SL2.40ch AT2G40110.2  yippee fa    chr2:167  162.652 98.0335 298.476 301.52 468.807 439.244
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 0.984 Detected 1.136 Detected 1.060 0.048 GT Sens contig311 contig311 Photosys                         AAGAAAGcontig311 Solyc01g Solyc01g Photosys                      GO:00160 GO:00160   contig311 Solyc01g Photosys                       GO:00160 SL2.40ch ATCG003 PSAA  Encodes                      chrC:396  84.4799 73.2485 127.107 116.672 175.252 163.496
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 2.151 Detected 1.623 Detected 1.887 0.019 GT Sens contig312 contig312 CER1 (AH       TGAGAATcontig312 Solyc00g Solyc00g CER1 (AHRD V1 **-- B6TFH3 M contig312 Solyc00g278110.2.1 AT5G14700.1  cinnamo    chr5:474  5421.33 6507.25 17093.2 18537.8 29716.4 17298.2
GT Sense Sense -0.480 Comprom 0.480 Detected 0.000 2.055 Detected 1.043 Detected 1.549 0.157 GT Sens contig316 contig316 DNA-direc                     AGCTCCTcontig316 Solyc10g Solyc10g DNA-direc                  GO:0006350 contig316 Solyc10g DNA-direc                   GO:00063 SL2.40ch AT5G451 NRPC2  NRPC2; D          chr5:182  7.50226 17.3752 28.1774 38.8204 53.4289 22.2379
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 1.352 Detected 1.658 Detected 1.505 0.031 GT Sens contig329 contig329 cDNA clo            ACATCACcontig329 Solyc02g Solyc02g cDNA clone J023049H21 full in      contig329 Solyc02g BZIP tran      GO:00055 SL2.40ch AT4G12700.1  unknown   chr4:748  12.3498 20.0676 51.0527 64.3132 45.2836 46.9649
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.438 Detected 1.778 Detected 1.608 0.011 GT Sens contig337 contig337 Unknown      GGGATG contig337 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig337 Solyc11g Mitochon                   GO:00160 SL2.40ch AT1G06900.1  catalytic/          chr1:211  3728.08 4398.68 7887.72 9317.99 12362.2 13132.4
GT Sense Sense 0.616 Detected -0.616 Comprom 0.000 0.962 Detected 1.671 Detected 1.316 0.205 GT Sens contig344 contig344 Serine/thr                   ATCAACT contig344 Solyc07g Solyc07g Serine/thr                GO:00191 GO:00191        contig344 Solyc07g Serine/thr                 GO:00191 SL2.40ch AT1G11340.1  S-locus l       chr1:381  19.8888 10.0748 27.7542 15.9749 31.0559 42.6175
GT Sense Sense -0.097 Comprom 0.097 Detected 0.000 2.037 Detected 2.239 Detected 2.138 0.004 GT Sens contig345 contig345 Unknown      TGGAAAAcontig345 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig345 Solyc09g Unknown Protein (A  SL2.40ch AT3G48670.2  XH/XS do          chr3:180  8.92621 12.1582 37.8401 36.3148 48.1756 46.5042
GT Sense Sense 0.369 Comprom -0.369 Comprom 0.000 1.399 Detected 1.382 Detected 1.390 0.064 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  10.033 7.15682 28.9804 25.7357 25.1697 20.8766
GT Sense Sense -0.085 Comprom 0.085 Detected 0.000 2.023 Detected 2.071 Detected 2.047 0.002 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  8.5361 11.4373 33.7245 25.1592 45.2378 39.2459
GT Sense Sense 0.379 Comprom -0.379 Comprom 0.000 1.681 Detected 2.324 Detected 2.002 0.056 GT Sens contig376 contig376 Pathogen          GAAAGACcontig376 Solyc02g Solyc02g Pathogenesis-related protein-l      contig376 Solyc04g Pathogenesis-relate       SL2.40ch AT3G52140.1  tetratrico      chr3:193  8.02519 5.65087 14.6418 5.42211 24.3191 31.873
GT Sense Sense 0.222 Detected -0.222 Detected 0.000 1.011 Detected 1.818 Detected 1.415 0.091 GT Sens contig386 contig386 Unknown      ATCGTTAcontig386 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig386 Solyc06g009810.2.1 AT1G508 POLGAM   POLGAM            chr1:188  48.713 42.6592 55.9271 36.5123 103.524 151.945
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 2.190 Detected 2.630 Detected 2.410 0.018 GT Sens contig387 contig387 Terminal                     AATTGTT contig387 Solyc01g Solyc01g Terminal ear1-like 2 protein (A               contig387 Solyc12g Unknown Protein (A            SL2.40ch AT1G53200.2 959.179 815.837 2559.81 2731.53 4546.09 5179.15
GT Sense Sense -0.371 Comprom 0.371 Detected 0.000 2.043 Detected 3.118 Detected 2.581 0.058 GT Sens contig405 contig405 Unannota    CCATAAGCGGCAGCATGGTGTTATGCTGTAATTTTACTATCTCAAGAAA contig405 Solyc06g Beta-fruc                   GO:00059 SL2.40ch AT3G45800.1 7.65574 15.2429 224.208 387.411 50.1654 88.6541
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 1.376 Detected 1.281 Detected 1.329 0.012 GT Sens contig411 contig411 Unannota    AATAGATGTTGAATATTGATAGTTATTGAATTGGTTTTTATTAATGAGTT contig411 Solyc03g Polyprote               GO:00065 SL2.40ch AT3G24530.1  AAA-type          chr3:894  53.7005 52.8475 90.0919 121.258 155.742 122.428
GT Sense Sense -0.565 Comprom 0.565 Comprom 0.000 1.930 Detected 2.950 Detected 2.440 0.085 GT Sens contig418 contig418 Mutator-li                    GCTGATAcontig418 Solyc01g Solyc01g Mutator-like transposase (AHR               contig418 Solyc01g Mutator-like transpo                SL2.40ch AT4G29490.1  aminope      chr4:144  3.08298 8.03263 6.00214 12.634 21.3663 36.3677
GT Sense Sense 0.176 Comprom -0.176 Comprom 0.000 4.407 Detected 3.408 Detected 3.908 0.018 GT Sens contig419 contig419 Unannota    CTCACCATTCAAATTTGTACATCATCGAATGGGAAATCTCTATCTTCTAAcontig419 Solyc03g Polyprote               GO:00065 SL2.40ch AT5G64667.1 2.39856 2.23743 4.35089 2.11507 55.378 23.2487
GT Sense Sense -0.193 Comprom 0.193 Detected 0.000 1.084 Detected 1.023 Detected 1.054 0.033 GT Sens contig461 contig461 Unknown      GGCTACGcontig461 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig461 Solyc00g Unknown Protein (A  SL2.40ch AT2G38160.1 9.47065 14.7338 3.9781 7.57126 28.2059 22.7003
GT Sense Sense 0.651 Detected -0.651 Detected 0.000 0.992 Detected 1.082 Detected 1.037 0.253 GT Sens contig462 contig462 Glutaredo                 CAAACCCcontig462 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454   contig462 Solyc04g Glutaredo               GO:00454 SL2.40ch ATMG009 NAD3  NADH de     chrM:260  35.529 17.1541 16.3622 35.4234 55.3053 49.4314
GT Sense Sense -0.594 Comprom 0.594 Detected 0.000 1.086 Detected 1.820 Detected 1.453 0.173 GT Sens contig489 contig489 Unknown      AGTGATAcontig489 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig489 Solyc10g Unknown Protein (A  SL2.40ch AT5G55660.1  LOCATE                                                                 chr5:225  4.7334 12.8378 12.2055 12.776 18.6456 26.0246
GT Sense Sense 1.126 Detected -1.126 Detected 0.000 2.786 Detected 1.199 Detected 1.993 0.285 GT Sens contig497 contig497 EIN3-bind                      GCTGCTGcontig497 Solyc05g Solyc05g EIN3-binding F-box protein 1 (A               contig497 Solyc07g SCF E3 u                     GO:00055 SL2.40ch AT4G30020.1  subtilase    chr4:146  2958.58 739.82 4091.07 3206.59 11495.7 3212.6
GT Sense Sense 0.802 Comprom -0.802 Comprom 0.000 1.731 Detected 2.095 Detected 1.913 0.146 GT Sens contig499 contig499 Unknown      TCAAATGcontig499 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig499 Solyc12g Unknown Protein (A  SL2.40ch AT1G35330.1 8.98328 3.5168 19.6272 19.3845 21.019 22.7019
GT Sense Sense -0.189 Comprom 0.189 Comprom 0.000 2.048 Detected 2.489 Detected 2.269 0.016 GT Sens contig500 contig500 Cytochro                    GCAGGA contig500 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig500 Solyc09g066370.1.1 AT3G50220.1  unknown   chr3:186  4.33561 6.70486 133.209 5.38936 25.1213 28.6212
GT Sense Sense 0.392 Comprom -0.392 Comprom 0.000 1.191 Detected 1.332 Detected 1.262 0.087 GT Sens contig516 contig516 Phenylco                   GATGGC contig516 Solyc10g Solyc10g Phenylco                GO:00081 GO:00081      contig516 Solyc10g Phenylco                 GO:00324 SL2.40ch AT1G75280.1  isoflavon     chr1:282  8.93086 6.17131 14.7927 15.4225 19.0915 17.6741
GT Sense Sense -0.139 Comprom 0.139 Detected 0.000 1.722 Detected 1.454 Detected 1.588 0.014 GT Sens contig518 contig518 Glutathio                   AGGAATAcontig518 Solyc09g Solyc09g Glutathio                GO:00043 GO:00043   contig518 Solyc09g Glutathio                 GO:00043 SL2.40ch AT3G092 ATGSTU8  ATGSTU         chr3:284  9.15624 13.2164 14.7506 36.1482 40.8728 28.5049
GT Sense Sense 0.535 Comprom -0.535 Comprom 0.000 1.079 Detected 1.441 Detected 1.260 0.156 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  8.90234 5.04747 12.6071 9.95218 15.9487 17.2031
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.387 Detected 0.822 Detected 1.104 0.082 GT Sens contig577 contig577 Myb-relat                   CTCCAAT contig577 Solyc07g Solyc07g Myb-relat                GO:0045449 contig577 Solyc07g Myb-relat                 GO:00036 SL2.40ch AT5G542 MYB49, A   MYB49 (m        chr5:220  79.8358 73.4376 84.9952 94.6993 225.6 127.976
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 3.177 Detected 2.508 Detected 2.842 0.020 GT Sens contig582 contig582 Helicase-                      CAATGGTcontig582 Solyc01g Solyc01g Helicase-like protein (AHRD V1               contig582 Solyc01g Helicase-like protein                 SL2.40ch AT3G20700.1 141.029 230.566 574.328 530.718 1836.88 969.733
GT Sense Sense 0.853 Detected -0.853 Detected 0.000 1.460 Detected 1.399 Detected 1.429 0.236 GT Sens contig584 contig584 Epoxide h                GTATTGGcontig584 Solyc01g Solyc01g Epoxide h             GO:00038 GO:00038    contig584 Solyc01g Epoxide h              GO:00043 SL2.40ch AT4G02489.1  unknown   chr4:109  5682.63 2072.2 7083.17 4663.54 10634.3 8554.85
GT Sense Sense 0.173 Comprom -0.173 Comprom 0.000 2.396 Detected 3.332 Detected 2.864 0.029 GT Sens contig584 contig584 Nonribos           GTTATTGcontig584 Solyc02g Solyc02g Nonribosomal peptide synthet      contig584 Solyc02g Nonribosomal pepti       SL2.40ch AT4G18540.1  unknown   chr4:102  2.37392 2.2246 15.8641 11.5183 13.6225 21.8804
GT Sense Sense -0.209 Comprom 0.209 Comprom 0.000 3.551 Detected 3.069 Detected 3.310 0.009 GT Sens contig608 contig608 Aldo/keto                  TGGTATAcontig608 Solyc09g Solyc09g Aldo/keto               GO:00551 GO:00551  contig608 Solyc09g Aldo/keto                GO:00551 SL2.40ch AT1G60680.1  aldo/keto     chr1:223  2.48091 3.94692 4.16988 7.03987 41.3101 24.8357
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 1.239 Detected 1.310 Detected 1.275 0.001 GT Sens contig614 contig614 Unknown      GACTCCTcontig614 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig614 Solyc08g Unknown Protein (A  SL2.40ch AT4G14580.1 1084.9 1257.19 2023.86 2056.76 3106.11 2738.78
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.373 Detected 1.546 Detected 1.459 0.004 GT Sens contig618 contig618 Cyclin-de                   ACTTATA contig618 Solyc10g Solyc10g Cyclin-de                GO:00046 GO:00046     contig618 Solyc10g Cyclin-de                 GO:00046 SL2.40ch AT4G187 BIN2, DW      BIN2 (BR           chr4:102  20.3458 24.7395 41.3438 57.9997 65.4407 61.9411
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 1.350 Detected 0.828 Detected 1.089 0.071 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  1806.39 2689.26 4914.66 4736.41 6328.21 3700.61
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.385 Detected 0.877 Detected 1.131 0.066 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  1144.83 1731.51 3103.17 3119.36 4141.54 2445.7
GT Sense Sense -0.667 Detected 0.667 Detected 0.000 1.153 Detected 1.296 Detected 1.225 0.209 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  5619.85 16867.3 16343.8 10869.7 24390 22606.5
GT Sense Sense 0.244 Comprom -0.244 Comprom 0.000 0.826 Detected 1.805 Detected 1.315 0.138 GT Sens contig696 contig696 Peroxidas                  TTCAGAGcontig696 Solyc01g Solyc01g Peroxidas               GO:00551 GO:00551   contig696 Solyc01g Peroxidas                GO:00046 SL2.40ch AT5G37620.1 6.22453 5.28182 7.98636 5.27802 11.4494 18.938
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 0.808 Detected 2.275 Detected 1.541 0.175 GT Sens contig705 contig705 Unknown      ACAAAAA contig705 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig705 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  937.784 1344.81 1774.75 2509.73 2214.24 5140.11
GT Sense Sense -0.148 Comprom 0.148 Comprom 0.000 1.793 Detected 1.893 Detected 1.843 0.007 GT Sens contig712 contig712 Unknown      AACTAAA contig712 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig712 Solyc01g Unknown Protein (A  SL2.40ch AT5G144 anac085  anac085          chr5:467  4.47461 6.53853 9.46436 2.08789 21.1143 18.9959
GT Sense Sense -0.294 Detected 0.294 Detected 0.000 3.010 Detected 1.792 Detected 2.401 0.071 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  491.031 879.238 2335.57 1459.51 5964.43 2151.51
GT Sense Sense -0.350 Detected 0.350 Detected 0.000 1.214 Detected 0.807 Detected 1.011 0.130 GT Sens contig736 contig736 Unknown                 CGGATG contig736 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3            contig736 Solyc04g Unknown Protein (A             SL2.40ch AT1G59990.1  DEAD/DE       chr1:220  70.7152 136.802 165.429 188.265 257.107 162.758
GT Sense Sense -0.009 Comprom 0.009 Comprom 0.000 2.027 Detected 3.571 Detected 2.799 0.068 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  2.61222 3.15087 2.38018 3.91988 13.1707 32.2392
GT Sense Sense 1.118 Detected -1.118 Comprom 0.000 1.024 Detected 1.434 Detected 1.229 0.393 GT Sens contig752 contig752 Phosphat          AGAGTACcontig752 Solyc09g Solyc09g Phosphatidylinositol 3-kinase     contig752 Solyc09g Phosphatidylinosito       SL2.40ch AT2G479 SCC3, AT   SCC3 (SI       chr2:196  12.4652 3.15041 16.6572 12.3715 14.3583 16.0061
GT Sense Sense -0.640 Detected 0.640 Detected 0.000 0.934 Detected 1.169 Detected 1.052 0.247 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  11144.2 32197.7 31081.8 20356.1 40764.7 40277.7
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 1.176 Detected 1.288 Detected 1.232 0.005 GT Sens contig763 contig763 Developm            TTATGGTcontig763 Solyc12g Solyc12g Developmentally regulated GT       contig763 Solyc12g Developmentally reg        SL2.40ch AT1G72660.3  developm       chr1:273  13.2294 17.412 13.1772 24.3866 38.6293 35.049
GT Sense Sense 0.802 Detected -0.802 Detected 0.000 0.850 Detected 1.289 Detected 1.069 0.327 GT Sens contig776 contig776 Cytochro                    AAACTCCcontig776 Solyc10g Solyc10g Cytochro                 GO:00200 GO:00200  contig776 Solyc10g Cytochro  GO:00464 SL2.40ch AT2G408 CYP98A3  CYP98A3             chr2:170  983.363 385.306 1597.2 1300.14 1249.9 1421.87
GT Sense Sense -0.633 Comprom 0.633 Detected 0.000 1.015 Detected 1.843 Detected 1.429 0.199 GT Sens contig777 contig777 Unknown      GTAAATAcontig777 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig777 Solyc02g Unknown Protein (A  SL2.40ch AT5G23240.1  DNAJ hea       chr5:782  8.68018 24.8426 14.2428 19.6235 33.4279 49.8153
GT Sense Sense 0.335 Detected -0.335 Detected 0.000 1.689 Detected 1.017 Detected 1.353 0.104 GT Sens contig782 contig782 Ankyrin r                 GCAAGTAcontig782 Solyc01g Solyc01g Ankyrin repeat protein-like (AH            contig782 Solyc01g Ankyrin repeat prote             SL2.40ch AT2G317 UGT74D1  UGT74D1                  chr2:134  52.4106 39.1965 95.3618 76.1986 164.651 86.7135
GT Sense Sense 0.967 Detected -0.967 Comprom 0.000 1.963 Detected 1.425 Detected 1.694 0.233 GT Sens contig802 contig802 Glutathio                    GATGAGCcontig802 Solyc09g Solyc09g Glutathione S-transferase-like               contig802 Solyc09g Glutathio                 GO:00043 SL2.40ch AT1G76790.1 36.0007 11.2214 82.8591 58.7125 88.2443 51.0153
GT Sense Sense 0.150 Comprom -0.150 Comprom 0.000 1.669 Detected 2.085 Detected 1.877 0.018 GT Sens contig817 contig817 Ulp1 prote              AGCGCACcontig817 Solyc04g Solyc04g Ulp1 protease family C-termina         contig817 Solyc10g Ulp1 protease family         SL2.40ch AT4G14746.1 5.01933 4.85216 8.93116 22.654 17.6834 19.8043
GT Sense Sense 0.909 Detected -0.909 Comprom 0.000 1.924 Detected 1.623 Detected 1.774 0.194 GT Sens contig827 contig827 Hydrolase           CAACTTGcontig827 Solyc01g Solyc01g Hydrolase alpha/beta fold fami      contig827 Solyc01g Hydrolase        GO:00800 SL2.40ch AT5G575 BIO1  BIO1 (bio       chr5:233  24.1213 8.14276 32.6596 25.2526 59.9207 40.8087
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 0.939 Detected 1.212 Detected 1.076 0.061 GT Sens contig828 contig828 Yippee zi                 CTGAAAAcontig828 Solyc03g Solyc03g Yippee zi              GO:00082 GO:00082   contig828 Solyc03g Yippee zi               GO:00082 SL2.40ch AT2G40110.2  yippee fa    chr2:167  1246.09 1061.13 2461.61 2182.22 2483.69 2518.64
GT Sense Sense -0.338 Detected 0.338 Detected 0.000 0.905 Detected 2.444 Detected 1.675 0.185 GT Sens contig849 contig849 Auxin-ind                     TGCTGTTcontig849 Solyc11g Solyc11g Auxin-induced SAUR-like prote                contig849 Solyc11g Auxin-induced SAUR                 SL2.40ch AT5G01881.1  unknown   chr5:339  26.432 50.2988 179.759 274.204 76.9091 187.616
GT Sense Sense 1.015 Comprom -1.015 Comprom 0.000 1.362 Detected 2.814 Detected 2.088 0.236 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 10.6675 3.10823 5.32261 7.77545 16.6721 38.2979
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 2.050 Detected 1.842 Detected 1.946 0.005 GT Sens contig890 contig890 Ribose-ph                  AAAGCTCcontig890 Solyc07g Solyc07g Ribose-ph               GO:00091 GO:00091     contig890 Solyc07g Ribose-ph                GO:00428 SL2.40ch AT2G42910.1  ribose-ph           chr2:178  114.755 119.287 220.864 224.641 545.898 396.534
GT Sense Sense 0.540 Detected -0.540 Comprom 0.000 1.143 Detected 1.411 Detected 1.277 0.149 GT Sens contig895 contig895 Mutator-li                   GTGAAGAcontig895 Solyc10g Solyc10g Mutator-li                GO:00082 GO:00082   contig895 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT5G656 bHLH093  bHLH093           chr5:262  20.1526 11.3486 29.5692 35.6573 37.6267 38.0355
GT Sense Sense 1.067 Detected -1.067 Detected 0.000 1.841 Detected 1.722 Detected 1.782 0.237 GT Sens contig900 contig900 Ulp1 prote              ATGCAGAcontig900 Solyc02g Solyc02g Ulp1 protease family C-termina         contig900 Solyc02g Ulp1 protease family         SL2.40ch AT3G439 DCL3, AT   ribonucle      chr3:157  71.1075 19.2791 41.5605 28.4608 149.408 115.512
GT Sense Sense 0.113 Comprom -0.113 Detected 0.000 0.873 Detected 1.315 Detected 1.094 0.048 GT Sens contig904 contig904 Ulp1 prote              AAATCGCcontig904 Solyc00g Solyc00g Ulp1 protease family C-termina         contig904 Solyc00g Ulp1 protease family         SL2.40ch AT4G255 MSH3, AT   MSH3 (Ar                    chr4:130  11.4786 11.6913 12.9673 10.6659 23.9032 27.2429
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 2.470 Detected 1.913 Detected 2.192 0.016 GT Sens contig906 contig906 1-aminoc                    GTCCAGAcontig906 Solyc09g Solyc09g 1-aminoc                 GO:00164 GO:00164    contig906 Solyc09g 1-aminoc                  GO:00098 SL2.40ch AT1G06640.1  2-oxoglu     chr1:203  16.6532 20.3559 37.202 107.213 114.941 65.5705
GT Sense Sense -0.610 Comprom 0.610 Comprom 0.000 1.998 Detected 2.551 Detected 2.274 0.077 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  2.55431 7.08099 19.7073 2.20051 19.1397 23.5584
GT Sense Sense -0.414 Detected 0.414 Detected 0.000 1.284 Detected 0.807 Detected 1.045 0.160 GT Sens contig934 contig934 Fatty acid        TGTAGAGcontig934 Solyc12g Solyc12g Fatty acid desaturase (AHRD V   contig934 Solyc12g Fatty acid desaturas     SL2.40ch AT3G121 FAD2  FAD2 (FA             chr3:386  886.641 1873.77 2521.09 1643.75 3535.8 2131.91
GT Sense Sense -0.397 Comprom 0.397 Comprom 0.000 2.457 Detected 3.407 Detected 2.932 0.042 GT Sens contig949 contig949 Unknown      GAAAATGcontig949 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig949 Solyc02g Auxin-repressed pro              SL2.40ch AT5G44578.1  unknown   chr5:179  2.5966 5.35861 8.57927 10.9164 23.0755 37.4055
GT Sense Sense 0.044 Comprom -0.044 Comprom 0.000 1.320 Detected 1.870 Detected 1.595 0.029 GT Sens contig950 contig950 Unknown      AAACAAA contig950 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig950 Solyc07g Unknown Protein (A  SL2.40ch AT4G24200.1  LOCATE                                                                       chr4:125  4.86168 5.44828 13.177 15.5522 14.4726 17.7834
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 1.432 Detected 1.343 Detected 1.387 0.006 GT Sens contig956 contig956 Subtilisin                            TACCAAGcontig956 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig956 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT5G673 ARA12  ARA12; s    chr5:268  371.595 385.692 792.271 940.997 1150.84 907.888
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 1.815 Detected 1.890 Detected 1.852 0.001 GT Sens contig993 contig993 Glutathio                   CACGCAGcontig993 Solyc09g Solyc09g Glutathio                GO:00043 GO:00043    contig993 Solyc09g Glutathio                 GO:00043 SL2.40ch AT3G21940.1  receptor    chr3:772  126.375 162.083 353.898 467.658 567.172 501.441
GT Sense Sense -0.237 Detected 0.237 Detected 0.000 2.517 Detected 2.034 Detected 2.276 0.021 GT Sens contig993 contig993 Unknown      TATTAGAcontig993 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig993 Solyc04g 30S ribos                    GO:00055 SL2.40ch AT3G460 RPS15AD  RPS15AD          chr3:169  304.187 503.111 978.679 1519.54 2523.09 1515.07
GT Sense Sense 0.733 Detected -0.733 Comprom 0.000 1.477 Detected 1.256 Detected 1.366 0.206 GT Sens contig998 contig998 E3 ubiqui                     GGATTCAcontig998 Solyc03g Solyc03g E3 ubiqui                  GO:00056 GO:00056   contig998 Solyc03g E3 ubiqui                   GO:00048 SL2.40ch AT4G31430.2  unknown   chr4:152  24.2428 10.4523 39.8899 35.0386 49.9011 35.945
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A 96 P00 Sense -1.335 Detected 1.335 Detected 0.000 -1.452 Detected -2.550 Detected -2.001 0.300 A 96 P00 Dea1 NM 00124Solanum       CTTATGAGCAATGTTCAAGTGTGTGGTAACTTCTTGTTTCCTTTGTAGCTTGAAATAAGT 1234.32 9357.51 985.654 8596 1399.17 548.71
A 96 P00 Sense -0.058 Detected 0.058 Detected 0.000 -0.885 Detected -1.516 Detected -1.200 0.064 A 96 P00 AK247566 AK247566 Solanum        TTTTCCAGGAATTCTCCATATATAACATCCACTATTCTCTGGGTGTACTGGGGAGTTTGC 65.9974 85.1475 63.8715 53.863 45.7237 24.7915
A 96 P00 Sense 0.122 Detected -0.122 Detected 0.000 -1.284 Detected -1.567 Detected -1.425 0.017 A 96 P00 AK319641 AK319641 Solanum        CTCAGTAACTTCATACACACTGGGGCTCTTCATGATTGCCAAAGCTCCATGGTATCTACT 1070.56 1076.24 641.572 871.232 496.517 342.661
A 96 P00 Sense 0.607 Detected -0.607 Detected 0.000 -1.136 Detected -1.044 Detected -1.090 0.215 A 96 P00 BI933507 BI933507 EST55339              GGGTGTCATTGAGGAGTTCCTCAAAGTGATTTACGCTCTATTTCAGATCTCGACTTCACT 4579.02 2350.38 2572.1 3264.27 1682.08 1504.72
A 96 P01 Sense -0.428 Detected 0.428 Detected 0.000 -1.208 Detected -1.518 Detected -1.363 0.096 A 96 P01 TA42576 TA42576 Rep: Wou          TGGGATGGGCCTCATTTTCAGATGACTATATGAAGAAGCTGTTGTTGCATGCCATGGAAA 201.79 434.961 156.981 227.488 144.443 97.8159
A 96 P02 Sense 0.163 Detected -0.163 Detected 0.000 -1.220 Detected -1.437 Detected -1.329 0.021 A 96 P02 BI933568 BI933568 EST55345              TCTCACATTTGTTAGGGTATATTCAGGAAAGCTTAGTGCAGGATCGTATGTATTGAATGG 232.096 220.485 152.379 189.37 109.367 78.9946
A 96 P02 Sense 0.011 Detected -0.011 Detected 0.000 -1.177 Detected -1.470 Detected -1.323 0.012 A 96 P02 BI933475 BI933475 EST55336              CAGGTATGGGATGTCACAAGAAGTCAGCTTTTCATGGAGATGAGAGAGCATGAGAAACGT 331.919 389.054 268.829 279.62 178.989 122.691
A 96 P02 Sense 0.173 Detected -0.173 Detected 0.000 -1.124 Detected -1.004 Detected -1.064 0.028 A 96 P02 DB713750DB713750DB713750              GCTTTTGCTGGTTGCAATGTGTTTTTTGCAACTTGTGCCGCAGCCCTCTGTGCATTTATT 253.165 237.245 144.03 181.07 126.695 115.56
A 96 P02 Sense -0.104 Detected 0.104 Detected 0.000 -0.864 Detected -1.243 Detected -1.054 0.040 A 96 P02 BG127531BG127531EST47327    GAAAGAATGGAAAGTAATGGATGATTCTTGTCCTCATAGATATGCTCCACTTTCTGAAGG 251.498 345.807 292.962 345.895 182.478 117.81
A 96 P02 Sense 0.581 Detected -0.581 Detected 0.000 -1.219 Detected -2.926 Comprom -2.072 0.183 A 96 P02 BI929281 BI929281 EST54917                  GTTCCAGTTGATATGGTTGTAAATGCAACAATGGCTGCTATTGCCAAACATGGAAACTTG 137.933 73.3949 119.352 90.1627 48.7038 12.5188
A 96 P02 Sense -0.099 Detected 0.099 Detected 0.000 -0.983 Detected -1.232 Detected -1.107 0.020 A 96 P02 AW443970AW443970EST30890              GGAGTGCTTTACGTTACACAATATATGGGAAATCTGGTGTTTTTGATGCTGAAAGATTCA 461.657 630.782 420.293 565.076 307.575 217.267
A 96 P02 Sense -0.041 Detected 0.041 Detected 0.000 -1.459 Detected -1.069 Detected -1.264 0.024 A 96 P02 AW093194AW093194EST28637             TATGTCTTCACCAGCAAGATCTCTTGGAGGAGCATCTCCTGGTAAGATGAGTATGAGTGT 132.237 166.627 113.243 110.846 60.8335 66.9063
A 96 P03 Sense 0.086 Detected -0.086 Detected 0.000 -1.366 Detected -1.534 Detected -1.450 0.007 A 96 P03 BI931647 BI931647 EST55153                  ATTCCTGGAGGGACTGTGCAAGTATCTATCTTATAGCAAGCTGGAAGTGAAGGCTGACTT 371.777 392.811 280.745 299.231 167.044 124.771
A 96 P03 Sense 0.199 Detected -0.199 Detected 0.000 -1.600 Comprom -1.692 Comprom -1.646 0.015 A 96 P03 TA49543 TA49543 Unknown TTTCTGCACCCAACTTTGATTACAAGGGAAGCTTCTATTGCCCCTTTTGTGCATATTCTC 19.2613 17.3902 12.6268 6.72492 6.79948 5.35748
A 96 P03 Sense -0.084 Detected 0.084 Detected 0.000 -1.027 Detected -1.199 Detected -1.113 0.011 A 96 P03 AI781253 AI781253 EST26213            CGGAGTGAACGTTTATCGGAAAAGGCCGGAGATGGGAAAATTACACTCTCTTCTTTTGCT 432.725 578.482 451.392 509.759 276.514 206.091
A 96 P03 Sense -1.152 Detected 1.152 Detected 0.000 -4.323 Comprom -2.245 Comprom -3.284 0.169 A 96 P03 AB360604 AB360604 Solanum           CTCTTCTGGGACTGTTCGTCAAGTGATTGAATAAAAACGTGTGTAATCATCGTATATTAT 13.7955 81.1349 17.5744 58.0839 1.88281 6.67361
A 96 P03 Sense 0.242 Detected -0.242 Detected 0.000 -1.646 Detected -2.029 Detected -1.838 0.027 A 96 P03 AK319877 AK319877 Solanum        TATCCACCATAGGGGTTGTGATCACTGTAGCATTGCTGGACATTTTCTACATAAATCCAT 283.671 241.485 178.672 121.988 94.1745 60.6262
A 96 P03 Sense 0.074 Detected -0.074 Detected 0.000 -0.959 Detected -2.018 Detected -1.489 0.108 A 96 P03 AK327428 AK327428 Solanum        CAAATGGCTTTCCGGTTGCTCCAAATGGTTACATGGCTTCACCAAATGGTATGCCTGTTT 150.766 161.963 124.723 161.651 90.548 36.479
A 96 P03 Sense 0.041 Detected -0.041 Detected 0.000 -1.260 Detected -1.075 Detected -1.168 0.007 A 96 P03 BP909156 BP909156 BP909156            AATTACTGAGGCATCACGTGGAGCAATATCATCTTCAGCACGGTCCAATGCAGCAATGTT 49.7023 55.8978 43.1157 47.0097 24.7925 23.6488
A 96 P04 Sense -0.114 Detected 0.114 Detected 0.000 -1.367 Detected -1.030 Detected -1.198 0.028 A 96 P04 AK323167 AK323167 Solanum        AGGAAATGAAACCGTCGGTACTTGACATGTCGGGGACATTTGCTAATAGGCCATTGTTTT 1644.56 2294.6 2724.43 2254.49 848.468 899.535
A 96 P04 Sense -0.070 Detected 0.070 Detected 0.000 -1.524 Detected -0.828 Detected -1.176 0.080 A 96 P04 BE450613 BE450613 EST40150               GCTGGCATATTTGCTTGCAAAATGGTCTATGATCTATGTCAACTGATCAGCAGTTTTTAC 113.456 148.845 95.5349 134.8 50.9173 69.2236
A 96 P04 Sense -0.094 Detected 0.094 Detected 0.000 -3.021 Detected -0.900 Detected -1.961 0.207 A 96 P04 AK320454 AK320454 Solanum        TGAAGCAGATGAAATTGATATTGTGATTCATAATCCAGCTGTCGAGAAGGACCCGGCTTG 328.175 444.981 260.43 744.948 53.0225 193.616
A 96 P05 Sense -0.269 Detected 0.269 Detected 0.000 -1.896 Detected -1.401 Detected -1.648 0.046 A 96 P05 BG127283BG127283EST47292    TGGATTATTTAGTAAAAGGATGAAGATTATCCATGGCGATCCGATGCTTCATGCACAAAG 30.6585 53.0156 19.2195 28.0955 12.1992 14.4393
A 96 P05 Sense -0.941 Detected 0.941 Detected 0.000 -2.872 Detected -2.112 Detected -2.492 0.134 A 96 P05 BI927096 BI927096 EST54698                  ATTTATGCAAATTTAAGCCGTCAGAGTTGAATGATATGGCCATCCTATGGAGGGGCTGTA 42.1284 184.982 23.5785 60.9111 13.5874 19.3078
A 96 P05 Sense 0.050 Detected -0.050 Detected 0.000 -1.158 Detected -1.503 Detected -1.331 0.018 A 96 P05 AK320821 AK320821 Solanum        AATAAGGATGTTAGGCTTGCTCTAATTCGTATTGGCGTTGTCCTCGGAAAAGACGGTGGT 318.172 353.48 271.566 311.35 169.257 111.879
A 96 P05 Sense -0.271 Detected 0.271 Detected 0.000 -1.193 Comprom -2.434 Comprom -1.814 0.116 A 96 P05 DB693071DB693071DB693071              TTTCAACAGTTAATCGCTGCAGTCGATTTCTGTCATAGCCGTGATGTCTACCACCGTGAT 14.8903 25.8171 11.7131 20.5527 9.66028 3.43031
A 96 P06 Sense 0.242 Detected -0.242 Detected 0.000 -1.229 Detected -0.894 Detected -1.062 0.069 A 96 P06 DB688045DB688045DB688045              GTGCAAAAGCAACAATAAACGTATGGGAACCATCAATCGAAGTAGTGAACGAGTTTAGTC 244.095 207.695 239.13 268.007 108.184 114.561
A 96 P06 Sense 0.064 Detected -0.064 Detected 0.000 -3.332 Detected -2.045 Detected -2.689 0.053 A 96 P06 AK247485 AK247485 Solanum        TGATGAACTTGAGAGAATTGAGAAATCAGGCGGGAAGGTCATCAATTGGAATGGGCATCG 821.243 894.708 157.523 415.211 95.8808 196.385
A 96 P06 Sense -0.060 Detected 0.060 Detected 0.000 -1.095 Detected -0.974 Detected -1.034 0.007 A 96 P06 AK328016 AK328016 Solanum        AGGTCCACTCAATTTTTCAGGGTCTTACAGAAGAAGGACATCGGCCAACTCTTGTCACAT 63.6914 82.4142 53.3753 59.9752 38.2139 34.8824
A 96 P06 Sense 0.374 Detected -0.374 Detected 0.000 -1.187 Detected -5.298 Detected -3.243 0.261 A 96 P06 AK224831 AK224831 Solanum        GGTCATATGGTGCAATACATACGATCAAACTTCTCTGTAATATCGTTTGTTTGTCCAAAT 1210.18 857.407 682.973 670.644 503.832 24.4825
A 96 P06 Sense -0.066 Detected 0.066 Detected 0.000 -0.873 Detected -1.246 Detected -1.060 0.033 A 96 P06 AK319777 AK319777 Solanum        AGCAGGACAGTATCATATGATGGGAATTTACTTGCAAAGATCATGGATTGTTGGTTTGAT 112.08 146.259 90.4406 105.41 78.7455 51.0413
A 96 P07 Sense -0.351 Detected 0.351 Detected 0.000 -1.106 Detected -2.257 Comprom -1.681 0.130 A 96 P07 AK325762 AK325762 Solanum        TATTCTGATGGTCCTGAAACAATGTCACCTACCGAATCCTTATCCTTGAACTGCAGTGTC 25.4575 49.3303 17.2921 40.0107 18.5471 7.01172
A 96 P07 Sense 0.016 Detected -0.016 Detected 0.000 -1.310 Detected -1.215 Detected -1.263 0.002 A 96 P07 AK323039 AK323039 Solanum        GTATTTTTCCAGAATTAGCACAAAAGCAGGATTTTGCAGGGTGAGAGTTCCATTTTCTTC 1020.83 1187.9 781.143 634.811 500.44 448.389
A 96 P07 Sense -0.054 Detected 0.054 Detected 0.000 -1.484 Detected -1.132 Comprom -1.308 0.019 A 96 P07 BI926820 BI926820 EST54670                CTACAGGCATGCTGAAAATGGACATTTTTTGGTGACCTCAGTGCTGCATTTCATATTTGA 23.2068 29.7921 16.5475 29.0965 10.5891 11.3428
A 96 P07 Sense -0.624 Detected 0.624 Detected 0.000 -1.929 Detected -1.032 Detected -1.481 0.194 A 96 P07 BI925698 BI925698 Unknown GAGCAGTGCGATCTTATTTTGGCTTCTCATTTACTCTCTTCTTTCCCCGTACTAGATTCT 149.762 423.682 127.799 430.401 74.4974 116.477
A 96 P07 Sense -0.460 Detected 0.460 Detected 0.000 -1.081 Detected -1.519 Detected -1.300 0.125 A 96 P07 LOC54422NM 00124Solanum      CGCTGGTTAGAGGGCAAGAAGATATGATAATATGAAGATTGAATTGGAAGAGTGGCTAGA 1325.49 2984.3 1149.55 1474.89 1059.26 656.244
A 96 P07 Sense 0.020 Detected -0.020 Detected 0.000 -1.059 Detected -1.030 Detected -1.044 0.001 A 96 P07 BG128812BG128812EST47445    TTATCCAGCGACTGGAGCAAGGTGACCTTAAGCTTCGGGTTAGAGCTTTAGAATCTGAAA 1408.82 1632.26 1185.26 1212.8 820.098 702.062
A 96 P07 Sense 0.369 Detected -0.369 Detected 0.000 -1.217 Detected -1.651 Detected -1.434 0.079 A 96 P07 AK327099 AK327099 Solanum        GTGGTCTGAGGAAGAGCACAAAAAGTTCCTTGAAGCATTAAAGCTTCATGGTAGGGCATG 273.622 195.325 123.153 118.441 112.017 69.5967
A 96 P07 Sense -0.057 Detected 0.057 Detected 0.000 -1.172 Detected -2.326 Comprom -1.749 0.095 A 96 P07 AK247637 AK247637 Solanum        TGTGATGCACCTCATCTCTATCTCAAATGTATGAAATTTTTGCGGAGTAATTTCAGCAAA 20.3286 26.1729 31.7516 42.8234 11.5351 4.35064
A 96 P08 Sense -0.110 Detected 0.110 Detected 0.000 -1.199 Detected -1.685 Detected -1.442 0.032 A 96 P08 A 96 P08 A 96 P08 Unknown CGGCTCGCAAAATTGAAAGCCACTGATTCTCCACTTCCAACTGTGCCAAGTTATGATGTT 1032 1430.19 715.577 876.386 595.949 357.229
A 96 P08 Sense 0.216 Detected -0.216 Detected 0.000 -0.887 Detected -1.166 Detected -1.026 0.058 A 96 P08 ODC NM 00124Solanum      CGGATTGTTTTCGCTAACCCTTGTAAGCCGGAATCCGATATTATCTTCGCCGAGAAAATT 2713.24 2393.42 1955.8 1848.66 1552.56 1073.86
A 96 P08 Sense 0.125 Detected -0.125 Detected 0.000 -1.650 Detected -1.877 Detected -1.763 0.009 A 96 P08 AW22042 AW22042 Rep: Glyc         GTCTTGCACAATATGTTTGGTGCATTTAATATAAGAAAATGGCTTGGCAAATTCCTGCAT 842.743 843.564 364.203 555.836 302.659 217.109
A 96 P08 Sense 0.184 Detected -0.184 Detected 0.000 -1.632 Detected -0.883 Detected -1.258 0.095 A 96 P08 BP881476 BP881476 BP881476             ATAATCTGTACACTCCTCTTCCACGAGTACTGTAGGCAAAGGTTTGAACCATTGTTCAAG 96.2291 88.8253 63.579 80.637 33.5931 47.4002
A 96 P08 Sense 0.439 Detected -0.439 Detected 0.000 -1.913 Detected -1.383 Detected -1.648 0.085 A 96 P08 ES895067 ES895067 LET086 2  CATCAATAGTCGTAACCGTTTAGAAGATCTCTCACCTTTAGAAGAAGTTGTGGAGCACTT 56.5851 36.6634 52.9884 33.6135 13.6199 16.5178
A 96 P08 Sense 0.422 Detected -0.422 Detected 0.000 -0.879 Detected -4.026 Detected -2.452 0.271 A 96 P08 AK224831 AK224831 Solanum        GCAGGGAAGGTGAAAGAGGTGTTTCGTTTGTTGTGTTCTATGAATATGTGATATGTTTAG 1054.13 698.933 607.629 568.4 525.631 49.8311
A 96 P08 Sense 0.237 Detected -0.237 Detected 0.000 -0.969 Detected -1.133 Detected -1.051 0.052 A 96 P08 Psy1 NM 00124Solanum      GGAAATTTTCTGTACGGTCTGCTATTTTGGCTACTCCATCTGGAGAACGGACGATGACAT 1166.04 999.925 675.069 875.113 621.392 465.607
A 96 P08 Sense 0.235 Detected -0.235 Detected 0.000 -0.985 Detected -1.037 Detected -1.011 0.051 A 96 P08 Psy1 NM 00124Solanum      TTGTTATGGGTTGTTTCTCCTTGTGACGTCTCAAATGGGACAAGTTTCATGGAATCAGTC 864.154 742.628 525.211 645.002 455.993 369.107
A 96 P08 Sense -0.580 Detected 0.580 Detected 0.000 -1.951 Detected -0.808 Detected -1.379 0.232 A 96 P08 LOC10073NM 00124Solanum       GCCTCAAGCCAATGCCTTCATTGATATGTTTGTTACTGGACTTGCTAGTTACAATGGTCA 115.325 306.962 108.559 362.057 54.8274 101.621
A 96 P09 Sense -0.963 Detected 0.963 Detected 0.000 -1.257 Detected -1.780 Detected -1.518 0.268 A 96 P09 AK327616 AK327616 Solanum        AGCATCTCAAATTTCGTTGCATTTGCCAATCCAAAAGCGCCTCTTTATCCGCGTCTTGCT 25.5271 115.522 26.069 30.9953 25.5991 14.9556
A 96 P09 Sense -0.224 Detected 0.224 Detected 0.000 -1.604 Detected -1.739 Detected -1.671 0.019 A 96 P09 TA37910 TA37910 Unknown AATATGTTGAACCAGGTCCTGGAAGGGGATCCATCAGAAATCCGAAAGTTTTGCCTACAG 227.707 369.945 185.743 245.64 107.573 82.2345
A 96 P09 Sense 0.263 Detected -0.263 Detected 0.000 -0.898 Detected -1.382 Detected -1.140 0.086 A 96 P09 AK247024 AK247024 Solanum        TCTTGATGACAAGAATGCTTCTGTGGGGGAGAACTCTTATAGCTATCCACTTGGTCCCAT 732.823 606.195 470.722 470.404 402.964 241.832
A 96 P09 Sense -0.033 Detected 0.033 Detected 0.000 -1.345 Detected -0.810 Detected -1.078 0.057 A 96 P09 AK319641 AK319641 Solanum        AGGAAAGGAATCGATTAAGTGAAAAATATGGTTTTAGACAAATTGGAGAACCACTACCTG 62.7014 78.1571 47.4157 72.6497 31.0452 37.7478
A 96 P10 Sense 0.076 Detected -0.076 Detected 0.000 -1.808 Detected -0.943 Detected -1.376 0.089 A 96 P10 BG126653BG126653EST47229    TCTTTGGATAAAATTCCTGCTTGGTTAATGGGGTGGAACTCTCCTTGGAAGGGCAAAGGT 106.15 113.757 46.4182 90.5412 35.3441 54.0462
A 96 P10 Sense -0.184 Detected 0.184 Detected 0.000 -1.383 Detected -1.526 Detected -1.454 0.018 A 96 P10 BT014116 BT014116 Lycopers       TCAGACCTCGATCTTGTAATTACCAAAGCCTACATATCCTCTGATGGTGGGTGGTTCATG 65.1769 100.188 49.6768 82.8516 34.8946 26.5381
A 96 P10 Sense -0.194 Detected 0.194 Detected 0.000 -2.099 Detected -1.419 Detected -1.759 0.046 A 96 P10 TA46353 TA46353 Rep: Arab           GAGAATCACAACAACAACAATGATGCTTTCTCGGAGAATCACAACCCACAACATGATGGG 278.598 434.296 290.236 612.102 91.4378 123.024
A 96 P10 Sense 0.292 Detected -0.292 Detected 0.000 -1.451 Detected -1.957 Detected -1.704 0.048 A 96 P10 AK326710 AK326710 Solanum        CCTGGATGGACATGAGAAAGCAGTTACTTACATTAGATTTGTTGATGAACGTACTATTAT 148.67 118.022 111.121 123.895 54.5961 32.2687
A 96 P10 Sense -0.043 Detected 0.043 Detected 0.000 -1.250 Detected -1.206 Detected -1.228 0.002 A 96 P10 TA50487 TA50487 Unknown GAATGGTCGGGGATCTCGTTTCAGTATTAAAAACATGCATTTTTATATATGCTCGACTAC 149.369 188.695 119.007 147.865 79.5048 68.8043
A 96 P11 Sense -0.278 Detected 0.278 Detected 0.000 -1.608 Detected -1.532 Detected -1.570 0.031 A 96 P11 AK321318 AK321318 Solanum        ATTAGAAGGTGAAGATCACGTCCACGTCATCGATCTCGACATCATGCAAGGTCTTCAATG 108.662 190.184 84.56 129.769 53.1369 47.017
A 96 P12 Sense -0.355 Detected 0.355 Detected 0.000 -2.511 Comprom -1.567 Comprom -2.039 0.075 A 96 P12 TA55143 TA55143 Rep: Elec             AATCACATTATACCACCTTCTATGAATGGTCCTCCAATTGATGCACCACCAGTAGCAACT 17.3584 33.793 15.7542 11.4105 4.7878 7.73049
A 96 P12 Sense -0.404 Detected 0.404 Detected 0.000 -1.397 Detected -1.623 Detected -1.510 0.069 A 96 P12 LOC54422NM 00124Solanum      GCATGATTCCTTATCACAAAAATCTCACAGCTCGGGGCTATCGGGCAATCATATACAGTG 2748.31 5730.81 1792.03 2209.33 1697.1 1218.54
A 96 P12 Sense 0.090 Detected -0.090 Detected 0.000 -1.206 Detected -0.986 Detected -1.096 0.016 A 96 P12 TA55960 TA55960 Rep: Cellu            GTGCTCAAATGGGATTCTGCATTTACCTTCTTTGGGCTCCTCTATCTGTTCCTACACTAA 1095.42 1151.46 976.107 891.982 548.543 536.206
A 96 P12 Sense -0.064 Detected 0.064 Detected 0.000 -1.511 Detected -2.648 Detected -2.079 0.068 A 96 P12 TA57097 TA57097 Rep: Chro              TGATCAATGCTTTTGTAATGCTATTGTTGTTTCCATTTCGTGGACGGAGGAGGATGGCGT 447.101 581.797 297.423 377.712 201.642 76.9206
A 96 P12 Sense 0.139 Detected -0.139 Detected 0.000 -1.129 Detected -1.086 Detected -1.108 0.016 A 96 P12 AA824998 AA824998 Unknown TTCATGATGCTATGTCTCAGCCATCTCTTTGTTTTATCCAAGTGCTGCACTCCACCTATG 128.497 126.109 97.0575 112.724 65.551 56.6902
A 96 P12 Sense 0.521 Detected -0.521 Detected 0.000 -1.217 Detected -1.700 Detected -1.459 0.126 A 96 P12 Td M61914 L.esculen        ATAAACCGTCAACTGAAAGACATTCACGCTGTGTTTATACCTGTTGGTGGAGGGGGTTTG 16835 9732.55 8920.46 4267.98 6202.89 3724.92
A 96 P12 Sense -0.583 Detected 0.583 Detected 0.000 -1.363 Detected -1.196 Detected -1.280 0.162 A 96 P12 AK327616 AK327616 Solanum        ATGAAAGAACTTGGGAGAACAGTGGATCATTATACAACGGTCTAGACTCGGGTGGAGAAT 68.6519 183.305 70.6426 78.7672 49.1377 46.2845
A 96 P13 Sense -0.025 Detected 0.025 Detected 0.000 -1.136 Detected -1.125 Detected -1.131 0.001 A 96 P13 SPM1 NM 00124Solanum      GAGAAAGATGAATGTGCCTATCAGGAGATGATAGCCCATCTTCCTCTTTTGTCAATCAAA 1391.45 1715.74 921.132 1003.04 791.923 669.62
A 96 P13 Sense 0.556 Detected -0.556 Detected 0.000 -1.340 Detected -1.833 Detected -1.587 0.121 A 96 P13 Td M61914 L.esculen        AGCTAAAATTGTCATGCCTACAACCACCCCACAAATCAAGATTGATGCGGTTAGAGCCCT 10075.9 5549.32 5465.16 2616.1 3327.31 1983.87
A 96 P13 Sense 0.050 Detected -0.050 Detected 0.000 -1.257 Detected -0.955 Detected -1.106 0.020 A 96 P13 BT013070 BT013070 Lycopers       TCCATCATCTCTACAGACAAAATCAACTTCAACAAGGTGCCCTTGGACTACAGAAATGTG 27.7589 30.8459 20.0536 24.0342 13.7962 14.2764
A 96 P13 Sense -0.796 Detected 0.796 Detected 0.000 -3.368 Comprom -2.304 Comprom -2.836 0.098 A 96 P13 AI772225 AI772225 Unknown TGTAAATGTTGGCTCAACAGCTTATTGGCTTTCTCTTTTGGTGGAATTTGAGGATGGAGA 16.0146 57.5048 4.89507 18.5016 3.31112 5.81097
A 96 P13 Sense -0.228 Detected 0.228 Detected 0.000 -0.875 Detected -1.539 Detected -1.207 0.096 A 96 P13 AK325923 AK325923 Solanum        ATCATCAGGAAAGGAAACATGTGTTGTCTCTTCATCAACGATCTCGATGCAGGAGCTGGT 3816.07 6232.55 4040.48 4309.52 2995.78 1586.88
A 96 P13 Sense 0.260 Detected -0.260 Detected 0.000 -1.361 Detected -2.415 Detected -1.888 0.085 A 96 P13 AK319264 AK319264 Solanum        CATCAGCAACATCAATGCAAGTGGATGCCTGTCAACCTAGAGTAGACAAGAACGAAGGAA 1137.89 945.175 545.509 689.925 454.861 183.857
A 96 P13 Sense -1.374 Detected 1.374 Detected 0.000 -1.386 Detected -2.588 Detected -1.987 0.316 A 96 P13 Dea1 NM 00124Solanum       ACGTCTCATTCCCAAATAAGTTGGGGTCACCTATATGAATGTTCATTCTATCACTACTAT 223.369 1787.19 151.141 1422.62 272.363 99.3336
A 96 P13 Sense -0.156 Detected 0.156 Detected 0.000 -0.866 Detected -1.558 Detected -1.212 0.086 A 96 P13 AK325923 AK325923 Solanum        TCTTCAGAAAGATGGGAATCAACCCCATTATGATGAGTGCCGGACAATTGGAAAGTGGAA 1282.98 1896.31 1412.51 1510.86 964.13 500.96
A 96 P13 Sense -0.277 Detected 0.277 Detected 0.000 -1.130 Detected -1.973 Detected -1.552 0.091 A 96 P13 AK325903 AK325903 Solanum        TGCTATGATTGGTTTTGCTGCCTCTTTGTTGGGAGAAGCAATAACAGGAAAAGGTATTTT 2313.81 4045.92 2139.86 2995.2 1574.31 736.804
A 96 P14 Sense 0.516 Detected -0.516 Detected 0.000 -1.062 Detected -4.480 Detected -2.771 0.261 A 96 P14 AK224831 AK224831 Solanum        GACATTTTTTCGTGATTTCGAGGATCTGGAGAAGCCTAGTTATCCTTAAGTTTCAGAAAA 800.33 465.716 430.487 426.627 329.451 25.8607
A 96 P14 Sense -0.199 Detected 0.199 Detected 0.000 -1.132 Detected -2.009 Detected -1.570 0.083 A 96 P14 AI778754 AI778754 EST25963            ACTTGTTGTTCACATCACCAAGAACTTCTTGACATTGCCCAACATCAAGGTTCCACTCAT 1631.07 2557.81 1612.11 1868.21 1050 479.854
A 96 P15 Sense -0.178 Detected 0.178 Detected 0.000 -1.404 Detected -1.693 Comprom -1.549 0.021 A 96 P15 AK322732 AK322732 Solanum        ATTTGGTTTCCTCAATCTCAGAGATTTCGCCAGAGAAGTCGGATTCACGCCACAGGAAAT 26.2872 40.0626 21.173 24.9967 13.8129 9.48896
A 96 P16 Sense 0.214 Detected -0.214 Detected 0.000 -1.291 Detected -1.129 Detected -1.210 0.034 A 96 P16 AW650427AW650427Unknown GGAGTTCTTTTTGCTCTTGAGGAAATAGCATCATGGTGGCGAAGTGCTTTACTTTGGAGG 329.03 291.145 180.088 210.855 142.492 133.83
A 96 P16 Sense -0.663 Detected 0.663 Detected 0.000 -2.271 Detected -1.072 Detected -1.671 0.202 A 96 P16 LOC10073NM 00124Solanum       TTCAGAAAGAGCAGTGCGATCTTATTTTGGCTTCTCCATTTACTCTCTTCTTTCCCTTAC 157.863 471.027 130.048 427.936 63.6563 122.674
A 96 P16 Sense 0.466 Detected -0.466 Detected 0.000 -0.876 Detected -1.356 Detected -1.116 0.167 A 96 P16 Td M61914 L.esculen        ATAAAGGATGTGTATGATGAAGGAAGGAACATTTTATAGACATCATGTGCAGTGGCCATA 2116.56 1320.94 1392.78 722.445 1026.02 617.658
A 96 P16 Sense -0.097 Detected 0.097 Detected 0.000 -0.900 Detected -1.475 Detected -1.187 0.060 A 96 P16 TA37652 TA37652 Unknown TATACTGATTATGGAAGTGTTGATGTTTTGAAGTTGGAGTCCAATGTTGCAGTTCCTGAC 501.239 683.018 384.952 507.965 353.296 199.004
A 96 P16 Sense -0.011 Detected 0.011 Detected 0.000 -1.156 Detected -1.137 Detected -1.146 0.000 A 96 P16 5PT2 NM 00124Solanum     GGGCCAACATGTTTCAGAAAGAACCTGGTTCCTTCAAATCAATGAAATCATTCAAAGCTT 366.632 443.17 232.976 293.35 203.823 173.309
A 96 P17 Sense 0.572 Detected -0.572 Detected 0.000 -1.256 Detected -1.804 Detected -1.530 0.137 A 96 P17 Td M61914 L.esculen        TGGAACAGAGATAAACCGTCAACTGAAGGACATTCACGCTGTGTTTATACCTGTTGGTGG 18783.1 10121.7 9798.58 4629.78 6501.82 3734.46
A 96 P17 Sense 0.187 Detected -0.187 Detected 0.000 -1.693 Detected -1.915 Detected -1.804 0.014 A 96 P17 AK319877 AK319877 Solanum        ATATATGACACGGGAATCACAGCCTTCATTGGAGGAGGGTAAAACACCCAAAGCAATGCA 242.947 223.205 110.529 92.8739 81.1375 58.3837
A 96 P17 Sense -0.154 Detected 0.154 Detected 0.000 -1.264 Detected -1.645 Detected -1.455 0.027 A 96 P17 AK325947 AK325947 Solanum        TTGGGTTGATCATTTGTTTCATAAGATATGGCCTCCTCCTGCTATTAACTATCATTATTG 2086.97 3074.55 1495.72 2117.04 1187.94 765.565
A 96 P17 Sense -0.170 Detected 0.170 Detected 0.000 -1.022 Detected -1.508 Detected -1.265 0.051 A 96 P17 BT013070 BT013070 Lycopers       CACAAGCTTAGATTGTACTCAATTGCTAGCAATGCCCTTGGTGACTTCGGTGACTCCAAA 913.958 1377.49 901.14 1094.86 622.44 373.007
A 96 P17 Sense -0.003 Detected 0.003 Detected 0.000 -1.268 Detected -1.158 Detected -1.213 0.002 A 96 P17 BE450542 BE450542 Rep: Chro              CCACATTTGTTGTAGGTGAGAGTGGAACTTTATCTCTTATTGGGCATTCAGCTGGAGGGT 51.9893 62.1425 32.8901 51.5602 26.5909 24.0841
A 96 P17 Sense -1.326 Detected 1.326 Detected 0.000 -1.763 Detected -2.875 Detected -2.319 0.248 A 96 P17 Dea1 NM 00124Solanum       CAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGTGAACAAACAAACAATAGCTACTACG 620.928 4645.42 409.307 3572.98 563.837 218.944
A 96 P17 Sense 0.190 Detected -0.190 Detected 0.000 -1.230 Detected -0.868 Detected -1.049 0.057 A 96 P17 AK247509 AK247509 Solanum        GGTCATGTGGTGTTATCTTATATGTCATTCTCACTGGTTATTTACCCTTTGATGATAGAA 1428.75 1307.42 957.441 1050.73 656.349 708.036
A 96 P17 Sense 0.513 Detected -0.513 Detected 0.000 -0.831 Detected -3.226 Detected -2.029 0.260 A 96 P17 AK224831 AK224831 Solanum        TTAAGTTTCAGAAAACATCACAACAGAAAATACTACTAGCAGGGAAGGTGAAAGAGGTGT 503.014 294.143 280.545 280.235 243.553 38.8606
A 96 P17 Sense -0.105 Detected 0.105 Detected 0.000 -1.018 Detected -1.708 Detected -1.363 0.063 A 96 P17 TA37652 TA37652 Unknown CAAGTCTTGATTAAGATAGTCGCTGCTGCTCTTAACCCTGTTGATGTTAAACGACGGCTC 781.833 1076.35 556.693 658.617 510.399 265.508
A 96 P17 Sense -0.231 Detected 0.231 Detected 0.000 -1.769 Detected -1.896 Comprom -1.832 0.017 A 96 P17 BT014602 BT014602 Lycopers       GGCAGAAGCTATCATGGCATTGTTTTCTTGAGGAACTTCTCAACTTTGACAGCACCATGT 36.1434 59.2627 11.5011 21.7109 15.298 11.76
A 96 P18 Sense -0.075 Detected 0.075 Detected 0.000 -1.068 Detected -1.826 Comprom -1.447 0.064 A 96 P18 BF096575 BF096575 Rep: Chro              TATGTTGGGTGATTCTCCCTTTTTTACATCTGTCCCTTCTGGGAGAGTTGGTTTTGGACC 16.7665 22.1398 9.04732 15.473 10.3531 5.13848
A 96 P18 Sense 0.514 Detected -0.514 Detected 0.000 -1.059 Detected -1.011 Detected -1.035 0.182 A 96 P18 ES892904 ES892904 LET055F8  GCAGCAGGAGCAGTTGAAGTGGGAACATATCGAAGCGATGGACAGAAAATCAAATGTAAA 332.957 194.451 351.984 214.703 137.602 119.378
A 96 P18 Sense 0.169 Detected -0.169 Detected 0.000 -1.876 Detected -2.129 Detected -2.002 0.011 A 96 P18 BG127728BG127728Unknown TGGAGGTGATACTCAGTGCTTGGTTACTGGCTATTCTGATTCAGACATGCTGGAGATGTT 907.913 855.349 400.68 291.745 270.462 190.524
A 96 P18 Sense -0.184 Detected 0.184 Detected 0.000 -0.975 Detected -1.451 Detected -1.213 0.056 A 96 P18 BG130649BG130649Unknown AGGGGATGAAGTATATGGAGATATACATGAGAAACATTAGATGGACCAAGCATTTTGGAT 308.433 473.806 250.91 284.098 219.079 132.206
A 96 P18 Sense 0.579 Detected -0.579 Detected 0.000 -0.925 Detected -1.089 Detected -1.007 0.227 A 96 P18 BI933507 BI933507 EST55339              TCAACAAAGTTGGTTGTAAAGCCTGATATGTTGTTTGGCAAGCGTGGACAGAGTGGACCA 988.278 526.94 535.99 711.061 428.168 320.771
A 96 P19 Sense -1.333 Detected 1.333 Detected 0.000 -1.657 Detected -2.680 Detected -2.168 0.268 A 96 P19 Dea1 NM 00124Solanum       TAAGCCTTCTTCTTAATGTTTGTGGCAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGT 680.43 5143.64 437.97 3983.43 668.449 276.033
A 96 P19 Sense -0.520 Detected 0.520 Detected 0.000 -4.222 Detected -2.194 Detected -3.208 0.106 A 96 P19 BI209487 BI209487 Unknown AAAGGAAGGGGTGTGTGATGAAAGCCTTTAATTTGTTACTCTTGAACTATAGTATGACAA 297.265 727.74 29.1322 307.851 28.0724 96.0955
A 96 P20 Sense -0.185 Detected 0.185 Detected 0.000 -0.852 Detected -1.540 Detected -1.196 0.092 A 96 P20 adc1 NM 00124Solanum      TCATTTTGGATCCACTTCTGGACAGAAAGGCAAGTTTGGGCTTACAACAACTCAGATCCT 1867.48 2874.5 1874.38 1799.57 1446.4 753.094
A 96 P20 Sense -0.669 Detected 0.669 Detected 0.000 -1.332 Detected -1.307 Detected -1.320 0.188 A 96 P20 BI924537 BI924537 Unknown TAGTGGTAATCATGAAAGAACTTGGGGAGATAGTGGATCATTATATAACGGTCTAGACTC 28.8515 86.8767 23.8231 24.2901 22.4085 19.1266
A 96 P20 Sense -0.066 Detected 0.066 Detected 0.000 -1.664 Detected -2.368 Comprom -2.016 0.030 A 96 P20 BI926887 BI926887 Unknown CCTCGACTTAATCCATTGTTCTATGAACTCGCTACCACTTACAGTAATTATTCTTTACTA 29.4903 38.4633 16.9995 37.8342 11.976 6.16719
A 96 P20 Sense 0.465 Detected -0.465 Detected 0.000 -1.094 Detected -1.654 Detected -1.374 0.127 A 96 P20 Td M61914 L.esculen        TTGATACTTTTGCTGACGGTGTAGCTGTTGCACTAGTTGGGTGATACACTTTTGCAAAAT 24671.7 15408.9 14517.4 7003.53 10289.8 5856.54
A 96 P20 Sense -0.267 Detected 0.267 Detected 0.000 -1.416 Detected -2.261 Detected -1.839 0.067 A 96 P20 TA36061 TA36061 Rep: Ribu              ATCGCTCCTGCTTTCATGGACAAGCTTGTTGTTCACATCACCAAGAACTTCTTAACGTTG 1309.88 2258.88 1286.78 1488.05 725.965 339.392
A 96 P20 Sense 0.154 Detected -0.154 Detected 0.000 -1.532 Detected -1.389 Comprom -1.461 0.013 A 96 P20 DB683919DB683919DB683919              TGACAATGTATTTCGGGACCAAGTTAAGTGTGAGAAGCAGTTCCAGGAACTGAGAGAAAG 38.2863 36.8211 27.7456 11.2555 14.6249 13.5507
A 96 P21 Sense 0.020 Detected -0.020 Detected 0.000 -1.744 Detected -2.479 Detected -2.112 0.029 A 96 P21 AK247503 AK247503 Solanum        TCTTGTAATGGTGAAAAGCTAGCTGTTGAACCACCTTCTGCAAGTATCAAGCTGTTTGGA 630.992 730.438 313.786 380.622 228.278 115.133
A 96 P21 Sense 0.107 Detected -0.107 Detected 0.000 -2.534 Comprom -2.182 Comprom -2.358 0.008 A 96 P21 BP880078 BP880078 Unknown CCAACACCTGCTAAGGTTGGTATCTTTAATTCTTAAAAGGTTCACATAGCTTTTGAATTC 25.3604 26.019 15.5128 17.1299 4.99577 5.35222
A 96 P21 Sense 0.260 Detected -0.260 Detected 0.000 -1.289 Detected -1.897 Detected -1.593 0.058 A 96 P21 AK319264 AK319264 Solanum        TCAACCTAGAGTAGACAAGAACGAAGGAAGAGAGGGAACTCATGATTCTCCCCATGTTCA 591.573 491.221 294.905 389.037 248.587 136.815
A 96 P21 Sense 0.428 Detected -0.428 Detected 0.000 -1.241 Detected -0.802 Detected -1.021 0.168 A 96 P21 AK322062 AK322062 Solanum        TATCTGATGACCTGGGAATCCATCAGATAGTACTTAATGACTGTGACCGAGGGGTTGATG 177.708 116.949 80.8373 110.363 68.7075 78.1959
A 96 P21 Sense 0.150 Detected -0.150 Detected 0.000 -1.684 Detected -1.816 Detected -1.750 0.009 A 96 P21 BP902191 BP902191 Unknown CGTTCATCTCACGACACCTTCCGATTCAATCGATAAGCGTTTCAGGCAATTTTATACTCC 139.567 134.872 85.5999 154.14 48.1162 36.8418
A 96 P21 Sense -0.113 Detected 0.113 Detected 0.000 -2.692 Detected -1.412 Detected -2.052 0.087 A 96 P21 BP902391 BP902391 Unknown GTCTCTACCTAACAATAATCGGTGGTTGCGTGCACATCTCCTCCTCCCAACATTTTGATT 1044.55 1455.35 407.583 1221.53 214.97 438.079
A 96 P22 Sense 0.035 Detected -0.035 Detected 0.000 -0.956 Detected -1.482 Detected -1.219 0.044 A 96 P22 TA45681 TA45681 Rep: Beta        ATAATAATGTACCCGCCGAAACAGGATTCTTTGGACCAAATGGTACATACCTTACCGAGA 278.549 315.687 235.744 229.389 172.14 100.369
A 96 P22 Sense 0.218 Detected -0.218 Detected 0.000 -1.020 Detected -0.989 Detected -1.004 0.044 A 96 P22 Psy1 NM 00124Solanum      TATTTTGGCTACTCCATCTGGAGAACGGACGATGACATCGGAACAGATGGTCTATGATGT 1105.8 973.314 720.248 824.149 576.376 494.227
A 96 P22 Sense -0.245 Detected 0.245 Detected 0.000 -1.049 Detected -1.091 Detected -1.070 0.049 A 96 P22 BW68724 BW68724 Unknown GGTCTTTGTGTGTCTTCAATATGGGCCCTTGACATCAATTCCTCTTAATGTAGGTGCCGA 41.8858 70.0522 46.8894 56.7984 29.4924 24.0435
A 96 P22 Sense -0.490 Detected 0.490 Detected 0.000 -1.308 Comprom -1.861 Comprom -1.585 0.106 A 96 P22 AK326686 AK326686 Solanum        TTTGAGAAAAGTTGGTGCACATAAACCAAAATCTTTACAAACTGTCTTCCACAAAAGAGC 13.5143 31.7133 8.41142 23.0852 9.41763 5.38748
A 96 P22 Sense -0.202 Detected 0.202 Detected 0.000 -1.227 Detected -1.715 Detected -1.471 0.043 A 96 P22 NAM NM 00124Solanum       CAGTCTGAACTTGACTGTATGTGGAGCTACTGAATTAGCAAGTGCTTAATTTTAATTAAG 259.65 409.186 194.823 343.075 156.854 93.8887
A 96 P22 Sense -0.076 Detected 0.076 Detected 0.000 -1.929 Detected -2.056 Detected -1.993 0.002 A 96 P22 AK247503 AK247503 Solanum        CCCGACTTGTCTTGCCAATGAAAATGTGCTTAAGGCTAGGAAGCCTTATACCTTTACAAA 122.979 162.637 61.2605 77.8678 41.8274 32.1649
A 96 P23 Sense 0.145 Detected -0.145 Detected 0.000 -1.021 Detected -1.062 Detected -1.041 0.019 A 96 P23 AK322951 AK322951 Solanum        TAAACAGATAATCGTGAGGACACGATAGATTACATACCAGGCGTTCAAGCTATTGAGCCA 31.9101 31.0592 16.1816 29.7572 17.4745 14.2598
A 96 P23 Sense 0.457 Detected -0.457 Detected 0.000 -1.352 Detected -1.885 Comprom -1.619 0.092 A 96 P23 PHS1 AK327297 Solanum        CAAAATGGTTCATTATTTGATTCACCAGCCACTACTGCAGCTGCCTTGATTTATCACCAA 32.3243 20.4181 23.2637 23.9017 11.3363 6.5758
A 96 P23 Sense 0.185 Detected -0.185 Detected 0.000 -0.992 Detected -1.234 Detected -1.113 0.037 A 96 P23 AK324297 AK324297 Solanum        CCGAGAAGGTATCCGAGTCATGGGGAGGTGTTGGAGTATTTGAATGATTTTGCTGTTGAT 1223.09 1126.29 1214.44 1030.28 664.558 471.748
A 96 P23 Sense 0.583 Detected -0.583 Detected 0.000 -1.058 Detected -1.102 Detected -1.080 0.205 A 96 P23 Fad7 NM 00124Solanum        CTTCCGTTTCTGTTTCCGCCACCAGTTTGAATTTGAGAAGAATTTCACCTTCACCTATAC 633.547 336.218 467.296 357.648 249.793 203.286
A 96 P24 Sense -1.099 Detected 1.099 Detected 0.000 -2.478 Detected -3.096 Comprom -2.787 0.135 A 96 P24 DV935725 DV935725 Unknown GGACGGGATGTCAAAGAAGCCAATTACTGTATCTACTACACATTTTATATTCAAGGATAT 33.8766 185.008 16.8197 44.8775 16.0028 8.75599
A 96 P25 Sense 0.058 Detected -0.058 Detected 0.000 -1.880 Detected -1.212 Detected -1.546 0.045 A 96 P25 AK247279 AK247279 Solanum        TCACAAATTTTGATGATGTAGAAAAGGAATTACAAGGTGCCCGTTTCAACACGGACGAGT 85.6348 94.0625 73.0257 155.754 27.4714 36.6346
A 96 P25 Sense -0.058 Detected 0.058 Detected 0.000 -1.720 Detected -1.617 Detected -1.669 0.002 A 96 P25 AW093194AW093194EST28637             TCTCCCGGTAGTGAAGACTTTGATAATGCTTCTATAGACAGTTCCACTAGCAGATTTAGT 187.121 241.415 135.915 166.041 72.6701 65.5137
A 96 P26 Sense 0.690 Detected -0.690 Detected 0.000 -0.906 Detected -1.170 Detected -1.038 0.278 A 96 P26 ES896769 ES896769 LET108 2  GGAGGACTTCCAGGAATCGGAGAACTTCCAAAAATAGGAACACTTCCTAAAATCGGAGGA 511.36 233.876 578.144 354.403 207.857 145.274
A 96 P26 Sense -0.007 Detected 0.007 Detected 0.000 -1.414 Detected -1.332 Detected -1.373 0.001 A 96 P26 AW443970AW443970EST30890              ATACCACCCTATTTTGCTTTAATAATTCGAGCAATAGGCGTGCTGGAGGGGATTGCACTG 275.977 331.659 172.534 250.349 127.854 113.596
A 96 P26 Sense -1.030 Detected 1.030 Detected 0.000 -2.689 Detected -2.646 Detected -2.667 0.122 A 96 P26 TA41295 TA41295 Rep: Pred          TTTTCTAGCACAAGATTGGGGAGGAAATGATGAAGTTGATAGGATCATAAGTTCAAGTTT 291.528 1447.51 150.765 474.933 113.487 98.1476
GT Sense Sense 0.658 Detected -0.658 Detected 0.000 -1.175 Detected -1.739 Detected -1.457 0.179 GT Sens AT1G1490AT1G1490high mob    GTGTGTGTGTTGTTGCTTAGTCCTGAGATAAGATAGO:00063 DNA binding|DNA binding|nucleosome assembly|regulation of transcription, DNA-dependent|regulation o   77.7423 37.1658 47.6136 51.695 26.821 15.225
GT Sense Sense 0.388 Detected -0.388 Detected 0.000 -1.181 Detected -1.081 Detected -1.131 0.102 GT Sens AT3G0107AT3G0107early nod   TACACTCGGGTGTGTGTGTGTGTCTTTGGAGATT GO:0005507|GO:0009055|GO:0031225 149.073 103.644 85.0208 91.3254 61.7582 55.541
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 -1.223 Detected -1.521 Detected -1.372 0.045 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  340.509 281.946 228.528 340.695 149.474 102.105
GT Sense Sense -0.427 Detected 0.427 Detected 0.000 -1.392 Detected -0.871 Detected -1.132 0.152 GT Sens contig100 contig100 Alpha-ma               AGAAGATcontig100 Solyc02g Solyc02g Alpha-ma               GO:00059 GO:00059    contig100 Solyc02g Alpha-ma                GO:00045 SL2.40ch AT5G13980.3  glycosyl      chr5:450  226.993 488.29 230.632 190.888 142.91 172.068
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -0.895 Detected -1.370 Detected -1.132 0.053 GT Sens contig100 contig100 Unknown   TACTCTT contig100 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig100 Solyc08g Unknown Protein (A  SL2.40ch AT1G6726TCP1  TCP1; DN       chr1:251  104.338 103.582 76.1379 65.4249 62.987 38.0258
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 -1.553 Detected -1.596 Detected -1.575 0.022 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  2417.02 2072.38 275.901 329.636 859.143 699.849
GT Sense Sense 0.502 Detected -0.502 Detected 0.000 -3.099 Detected -2.335 Detected -2.717 0.050 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  191.098 113.424 84.4474 79.3172 19.3531 27.5821
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.642 Detected -1.788 Detected -1.715 0.002 GT Sens contig102 contig102 NADH deh                   TGTTTGTcontig102 Solyc05g Solyc05g NADH deh                   GO:00551 GO:00551  contig102 Solyc05g NADH deh                    GO:00551 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  117.801 149.275 61.3305 48.4688 47.8773 36.3172
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -1.601 Detected -2.181 Detected -1.891 0.023 GT Sens contig103 contig103 Polyprote     GAGTTTCcontig103 Solyc05g Solyc05g Polyprotein (AHRD V1 **-- A5JS contig103 Solyc02g062070.1.1 AT4G38440.1  LOCATE                                                                   chr4:179  375.392 420.467 214.388 185.096 147.573 82.8372
GT Sense Sense 0.399 Detected -0.399 Detected 0.000 -1.099 Detected -1.558 Comprom -1.329 0.102 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  32.8569 22.4955 27.2508 5.37689 14.2935 8.72965
GT Sense Sense -0.213 Detected 0.213 Detected 0.000 -1.999 Detected -1.483 Detected -1.741 0.035 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  467.529 747.382 296.015 819.3 166.638 199.938
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.732 Detected -0.874 Detected -1.303 0.098 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  270.84 280.785 258.741 471.899 93.538 142.28
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -1.483 Detected -1.102 Detected -1.293 0.030 GT Sens contig105 contig105 Laccase (           TTGAAAAcontig105 Solyc05g Solyc05g Laccase (           GO:00084 GO:00084   contig105 Solyc05g Laccase (            GO:00084 SL2.40ch AT5G0539LAC12  LAC12 (la     chr5:159  857.888 1219.78 715.026 824.891 412.317 450.496
GT Sense Sense 2.536 Detected -2.536 Detected 0.000 -1.438 Detected -1.292 Detected -1.365 0.644 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  525.627 18.6065 301.041 48.3847 41.1109 38.1989
GT Sense Sense -0.707 Detected 0.707 Detected 0.000 -1.200 Detected -2.144 Detected -1.672 0.188 GT Sens contig106 contig106 Serine ca                GCATCAAcontig106 Solyc01g Solyc01g Serine ca                GO:00041 GO:00041     contig106 Solyc01g Serine ca                 GO:00428 SL2.40ch AT3G56540.1  serine ca    chr3:209  70.5522 223.803 75.4022 108.893 61.6047 26.884
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -0.826 Detected -1.219 Detected -1.023 0.089 GT Sens contig106 contig106 Cytochro                 CCTCCTTcontig106 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig106 Solyc10g cytochrom  GO:00198 SL2.40ch AT3G2629CYP71B2   CYP71B2               chr3:963  274.965 227.852 272.232 173.118 159.029 101.664
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.456 Detected -1.588 Detected -1.522 0.013 GT Sens contig106 contig106 Unknown   GCTTCAGcontig106 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig106 Solyc11g Unknown Protein (A  SL2.40ch AT4G11521.1 285.255 270.22 159.268 120.781 114.006 87.3215
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -0.940 Detected -1.195 Detected -1.067 0.033 GT Sens contig109 contig109 Homology        AAAGAAGcontig109 Solyc05g Solyc05g Homology to unknown gene (F     contig109 Solyc05g Homology to unknow       SL2.40ch AT2G4807RPH1  RPH1 (RE      chr2:196  1328.35 1952.54 996.268 1332.62 945.706 665.055
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -0.934 Detected -1.468 Comprom -1.201 0.070 GT Sens contig109 contig109 Protein se               TGTACTAcontig109 Solyc01g Solyc01g Protein se               GO:00064 GO:00064  contig109 Solyc01g Protein se                GO:00064 SL2.40ch AT3G44060.1 20.6747 32.7474 11.5395 31.0653 15.3373 8.8945
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 -2.652 Detected -1.217 Detected -1.934 0.120 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  1213.57 1849.83 439.506 773.258 268.574 609.331
GT Sense Sense -0.893 Detected 0.893 Detected 0.000 -3.561 Detected -2.031 Detected -2.796 0.141 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  278.958 1145.68 541.162 2765.6 53.9619 130.776
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.216 Comprom -0.934 Comprom -1.075 0.017 GT Sens contig110 contig110 Unknown   TTTTCAT contig110 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig110 Solyc04g071370.1.1 AT3G62120.2  tRNA syn            chr3:230  15.2015 17.6588 10.9288 10.5995 7.94773 8.1064
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.610 Detected -1.820 Detected -1.715 0.008 GT Sens contig112 contig112 Unknown   CTTTGGGcontig112 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig112 Solyc01g Unknown Protein (A  SL2.40ch AT2G4743CKI1  CKI1 (CY          chr2:194  207.953 210.053 110.891 103.572 77.1258 55.9673
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.112 Detected -1.107 Detected -1.109 0.004 GT Sens contig114 contig114 Unknown   AATCTAT contig114 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig114 Solyc00g Unknown Protein (A  SL2.40ch AT3G55110.1  ABC tran     chr3:204  68.3493 73.65 38.0148 28.6981 36.9824 31.1439
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -2.045 Comprom -2.422 Comprom -2.233 0.008 GT Sens contig114 contig114 UDP-gluc               GAGCAAAcontig114 Solyc03g Solyc03g UDP-gluc               GO:00081 GO:00081  contig114 Solyc03g UDP-gluc                GO:00081 SL2.40ch AT5G0587UGT76C1  UGT76C1                 chr5:176  15.8887 20.8432 14.6838 13.6848 4.96825 3.21113
GT Sense Sense -1.395 Detected 1.395 Detected 0.000 -3.526 Detected -1.462 Detected -2.494 0.287 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  115.921 954.79 114.538 671.756 32.5277 114.169
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 -0.817 Detected -1.270 Detected -1.043 0.089 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  32.7029 54.8224 24.7045 35.5115 27.0739 16.6057
GT Sense Sense -1.371 Detected 1.371 Detected 0.000 -1.773 Detected -2.308 Comprom -2.040 0.282 GT Sens contig116 contig116 Solute ca                    CAATGCTcontig116 Solyc01g Solyc01g Solute ca                    GO:00160 GO:00160   contig116 Solyc01g Solute ca                     GO:00160 SL2.40ch AT3G19940.1  sugar tra    chr3:693  13.3354 106.261 14.5116 9.67776 12.4108 7.18666
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -0.984 Detected -1.699 Detected -1.341 0.067 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  12916.5 13892.5 8172.9 9364.51 7629.25 3901.02
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 -1.312 Detected -0.923 Comprom -1.118 0.053 GT Sens contig118 contig118 Unknown   GAATGCTcontig118 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig118 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  18.3571 28.2359 12.3483 17.1358 10.3267 11.3561
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -0.840 Detected -1.181 Detected -1.010 0.033 GT Sens contig118 contig118 Unknown   ACATTGT contig118 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig118 Solyc00g Unknown Protein (A  SL2.40ch AT5G37650.1  unknown   chr5:149  197.303 211.127 129.414 120.312 128.466 85.0975
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -0.890 Detected -1.894 Comprom -1.392 0.124 GT Sens contig118 contig118 Unknown   TTACATGcontig118 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig118 Solyc00g Unknown Protein (A  SL2.40ch AT3G1067ATNAP7  ATNAP7;              chr3:333  18.7744 16.7766 16.0176 9.51845 10.7867 4.51409
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 -1.358 Detected -1.220 Detected -1.289 0.014 GT Sens contig118 contig118 Unknown   AGATGGAcontig118 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig118 Solyc11g Unknown Protein (A  SL2.40ch AT1G66420.1  transcrip    chr1:247  105.255 103.482 58.6966 39.6796 45.8645 42.357
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.323 Detected -1.467 Detected -1.395 0.005 GT Sens contig118 contig118 Integrase                 TATAGCAcontig118 Solyc07g Solyc07g Integrase core domain contain                contig118 Solyc07g Integrase core doma                 SL2.40ch AT5G2038PHT4;5  PHT4;5;      chr5:688  1352.96 1466.73 1034.78 845.614 634.393 481.967
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.447 Detected -1.141 Detected -1.294 0.025 GT Sens contig118 contig118 Unknown   TACCACAcontig118 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig118 Solyc09g Unknown Protein (A  SL2.40ch AT5G11200.3  DEAD/DE      chr5:356  264.284 258.962 173.18 139.856 108.059 112.132
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -2.367 Detected -2.501 Detected -2.434 0.001 GT Sens contig118 contig118 Transcrip                 AGTGAAAcontig118 Solyc00g Solyc00g Transcription factor CYCLOID                contig118 Solyc00g Transcription factor                SL2.40ch AT1G54740.1  FUNCTIO                                                                  chr1:204  978.59 1242.01 454.636 710.747 240.72 184.171
GT Sense Sense -0.562 Detected 0.562 Detected 0.000 -1.606 Detected -1.307 Detected -1.456 0.129 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  44.0029 114.18 60.4751 205.991 26.2249 27.0927
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.229 Detected -0.956 Detected -1.092 0.020 GT Sens contig119 contig119 Unknown   CTTTTCCcontig119 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig119 Solyc00g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 35.3613 46.6906 21.8757 19.8814 19.531 19.8047
GT Sense Sense -1.023 Detected 1.023 Detected 0.000 -2.546 Detected -2.852 Detected -2.699 0.121 GT Sens contig119 contig119 Mitochon                 TCGTTCGcontig119 Solyc12g Solyc12g Mitochon                 GO:00081 GO:00081  contig119 Solyc12g Mitochon                  GO:00081 SL2.40ch AT3G45770.1  oxidored       chr3:168  101.837 500.994 43.4846 112.29 43.5644 29.5819
GT Sense Sense 0.516 Detected -0.516 Detected 0.000 -1.367 Detected -1.818 Detected -1.593 0.106 GT Sens contig119 contig119 Decarbox               ATAAACC contig119 Solyc07g Solyc07g Decarbox               GO:00301 GO:00301   contig119 Solyc07g Decarbox                GO:00038 SL2.40ch AT1G05270.1  TraB fam    chr1:153  70.5392 41.0698 18.3624 16.3459 23.5014 14.4319
GT Sense Sense 0.231 Detected -0.231 Detected 0.000 -1.462 Detected -1.245 Detected -1.353 0.034 GT Sens contig120 contig120 Cytochro                 TATCTCCcontig120 Solyc12g Solyc12g Cytochro                 GO:00200 GO:00200  contig120 Solyc12g Cytochro  GO:00198 SL2.40ch AT4G3737CYP81D8  CYP81D8               chr4:175  748.485 647.127 543.175 536.415 284.527 277.689
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -3.070 Comprom -1.142 Comprom -2.106 0.170 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  20.2489 35.0527 13.3813 25.3356 3.57448 11.4178
GT Sense Sense -0.590 Detected 0.590 Detected 0.000 -1.724 Detected -2.522 Detected -2.123 0.096 GT Sens contig120 contig120 Cytochro                 CACATCAcontig120 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198      contig120 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G4534CYP707A   CYP707A        chr5:183  142.915 385.248 73.8194 250.879 80.0053 38.6374
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -1.474 Detected -1.412 Detected -1.443 0.001 GT Sens contig120 contig120 Unknown   AGTTATGcontig120 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig120 Solyc08g Unknown Protein (A  SL2.40ch AT5G46470.1  disease r       chr5:188  39.2397 48.0221 21.7194 20.877 17.6041 15.4238
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -2.673 Detected -1.048 Detected -1.860 0.163 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  119.697 209.559 39.1472 91.6532 27.9813 72.4152
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 -1.417 Comprom -1.337 Comprom -1.377 0.041 GT Sens contig121 contig121 Glycogen                TTGTAAT contig121 Solyc04g Solyc04g Glycogen                GO:00167 GO:00167     contig121 Solyc04g Glycogen                 GO:00167 SL2.40ch AT1G5494PGSIP4  PGSIP4 (            chr1:204  14.2103 25.1445 18.0143 18.5917 7.97413 7.07572
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.782 Detected -1.625 Detected -1.704 0.004 GT Sens contig121 contig121 Transpos                 TTGCTGAcontig121 Solyc02g Solyc02g Transpos                 GO:00150 GO:00150  contig121 Solyc02g Transpos                  GO:00036 SL2.40ch AT5G06730.1  peroxida    chr5:208  502.396 540.824 207.493 140.827 170.694 159.744
GT Sense Sense 1.112 Detected -1.112 Detected 0.000 -1.359 Detected -1.196 Detected -1.278 0.370 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  405.12 103.263 116.083 67.739 89.7999 84.4172
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 -1.775 Detected -0.835 Detected -1.305 0.134 GT Sens contig122 contig122 Uncharac                 CCTTGTTcontig122 Solyc02g Solyc02g Uncharac                 GO:00167 GO:00167                        contig122 Solyc02g Uncharac                  GO:00167 SL2.40ch AT1G11390.1  ABC1 fam    chr1:383  105.813 178.049 65.0368 105.909 45.1863 72.7546
GT Sense Sense -0.749 Detected 0.749 Detected 0.000 -1.141 Detected -1.065 Detected -1.103 0.279 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  101.259 340.302 116.052 236.92 94.7969 83.9019
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 -1.998 Comprom -1.085 Comprom -1.541 0.110 GT Sens contig124 contig124 Transpos               ACACCAT contig124 Solyc09g Solyc09g Transpos               GO:00082 GO:00082   contig124 Solyc09g Transpos                GO:00082 SL2.40ch AT5G262 AL4  AL4 (ALF           chr5:915  17.8864 13.6328 11.2536 7.32211 4.40323 6.9618
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 -2.344 Comprom -0.983 Comprom -1.663 0.178 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  22.3741 14.2984 20.6487 45.2434 3.96887 8.55786
GT Sense Sense 0.260 Detected -0.260 Detected 0.000 -1.413 Comprom -1.864 Comprom -1.639 0.041 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  15.2263 12.6429 13.43 9.33282 5.86975 3.60347
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -2.975 Detected -5.011 Detected -3.993 0.059 GT Sens contig125 contig125 MKIAA093                  TCTGCTAcontig125 Solyc04g Solyc04g MKIAA0930 protein (Fragment)                contig125 Solyc04g MKIAA0930 protein                 SL2.40ch AT1G5952CW7  CW7  chr1:218  962.734 1131.2 776.279 852.839 149.548 30.6025
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -2.063 Detected -1.920 Detected -1.992 0.003 GT Sens contig126 contig126 Retroviru          AGCTAGTcontig126 Solyc10g Solyc10g Retrovirus-related Pol polypro        contig126 Solyc10g Retrovirus-related P         SL2.40ch AT4G05540.1  tRNA-spli      chr4:281  347.404 367.312 130.253 96.2861 96.3224 89.2277
GT Sense Sense -0.621 Detected 0.621 Detected 0.000 -1.043 Detected -1.230 Detected -1.137 0.212 GT Sens contig126 contig126 Subtilisin               TTGGAGAcontig126 Solyc12g Solyc12g Subtilisin               GO:00430 GO:00430     contig126 Solyc12g Subtilisin                GO:00065 SL2.40ch AT3G46840.1  subtilase    chr3:172  1446.56 4071.52 1799.65 2040.42 1326.34 978.131
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -0.964 Detected -1.897 Comprom -1.431 0.092 GT Sens contig127 contig127 Unknown   TAGTAAGcontig127 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig127 Solyc00g Unknown Protein (A  SL2.40ch AT5G1044CYCD4;2  CYCD4;2       chr5:328  39.1047 48.9781 25.6097 23.2829 25.2698 11.1106
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -1.350 Detected -1.045 Detected -1.197 0.019 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  135.797 178.761 114.807 189.287 68.8672 71.4067
GT Sense Sense -1.044 Detected 1.044 Detected 0.000 -1.631 Detected -1.120 Detected -1.375 0.329 GT Sens contig128 contig128 FAD linke                  AGAATTT contig128 Solyc02g Solyc02g FAD linke                  GO:00055 GO:00055     contig128 Solyc02g FAD linke                   GO:00055 SL2.40ch AT3G1982DWF1, DIM      DWF1 (DW        chr3:687  149.707 757.212 86.1588 397.65 122.442 146.5
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.144 Detected -1.050 Detected -1.097 0.028 GT Sens contig129 contig129 Protein ki              AAACTTA contig129 Solyc10g Solyc10g Protein ki              GO:00064 GO:00064  contig129 Solyc10g Protein ki               GO:00064 SL2.40ch AT5G0192STN8  STN8; kin     chr5:359  478.855 731.947 398.075 480.502 301.835 270.35
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.068 Detected -1.661 Detected -1.364 0.044 GT Sens contig129 contig129 Unknown   TAGACACcontig129 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig129 Solyc06g Unknown Protein (A  SL2.40ch AT4G26170.1  unknown   chr4:132  657.418 806.824 487.597 449.398 391.344 217.816
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.579 Comprom -0.862 Comprom -1.220 0.087 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  15.2588 14.872 13.8387 9.84271 5.68098 7.83847
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -3.603 Comprom -1.895 Comprom -2.749 0.087 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  39.409 58.7866 73.1734 199.689 4.46121 12.2383
GT Sense Sense -0.329 Detected 0.329 Detected 0.000 -1.313 Detected -1.318 Detected -1.315 0.057 GT Sens contig130 contig130 Ferredox               CAGTCTGcontig130 Solyc10g Solyc10g Ferredox               GO:00515 GO:00515   contig130 Solyc10g Ferredox                GO:00090 SL2.40ch AT1G6095FED A, AT   FED A; 2             chr1:224  8348.1 15681.9 9121.78 9891.48 5188.32 4340.67
GT Sense Sense -1.039 Detected 1.039 Detected 0.000 -0.874 Detected -1.198 Detected -1.036 0.428 GT Sens contig131 contig131 Unknown   ATGGATAcontig131 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig131 Solyc03g Unknown Protein (A  SL2.40ch AT3G48490.1  unknown   chr3:179  27.0726 136.173 33.2397 79.1272 37.31 25.0203
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -1.237 Detected -1.529 Detected -1.383 0.020 GT Sens contig131 contig131 CDGSH ir                    ATTAAGAcontig131 Solyc03g Solyc03g CDGSH ir                    GO:00432 GO:00432     contig131 Solyc03g CDGSH ir                     GO:00428 SL2.40ch AT5G51720.1  unknown   chr5:210  129.904 185.732 131.512 129.894 74.2446 50.8784
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 -1.206 Detected -1.126 Detected -1.166 0.070 GT Sens contig132 contig132 Ninja-fam                  TTCGCAAcontig132 Solyc04g Solyc04g Ninja-fam                  GO:00055 GO:00055  contig132 Solyc04g Ninja-fam                   GO:00055 SL2.40ch AT3G2957AFP3  AFP3 (AB       chr3:113  104.815 195.084 41.4987 60.112 69.8236 61.9514
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -2.036 Detected -0.929 Detected -1.482 0.119 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  1586.27 1632.05 1313.67 1144.84 441.999 798.994
GT Sense Sense -0.622 Detected 0.622 Detected 0.000 -2.048 Detected -1.120 Detected -1.584 0.178 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  219.791 619.999 223.381 591.56 100.551 160.611
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.628 Detected -1.325 Detected -1.476 0.019 GT Sens contig135 contig135 WD-40 rep                 TAAACCAcontig135 Solyc11g Solyc11g WD-40 rep                 GO:00082 GO:00082   contig135 Solyc11g WD-40 rep                  GO:00082 SL2.40ch AT2G3295COP1, AT      COP1 (CO          chr2:139  158.958 230.373 111.221 137.147 69.7451 72.2277
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.219 Detected -2.580 Detected -1.899 0.108 GT Sens contig135 contig135 Hydrolase                  TATTCAC contig135 Solyc02g Solyc02g Hydrolase                  GO:00167 GO:00167  contig135 Solyc02g Hydrolase                   GO:00167 SL2.40ch AT4G37470.1  hydrolas       chr4:176  191.036 216.193 112.505 226.476 98.3477 32.1453
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -2.176 Detected -1.456 Detected -1.816 0.039 GT Sens contig137 contig137 Cotton fib                    AGCCATCcontig137 Solyc07g Solyc07g Cotton fiber expressed protein                  contig137 Solyc07g Cotton fiber express                    SL2.40ch AT1G61260.1  unknown   chr1:225  1246.3 1665.39 1018.51 1648.33 359.052 496.539
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 -1.776 Detected -1.875 Detected -1.826 0.004 GT Sens contig137 contig137 Pol polyp                TGGATGCcontig137 Solyc01g Solyc01g Pol polyprotein (AHRD V1 ***- Q             contig137 Solyc01g Pol polyprotein (AHR                SL2.40ch AT1G50180.1  disease r       chr1:185  1226.97 1266.24 554.68 466.177 409.896 321.373
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -3.370 Detected -1.456 Detected -2.413 0.128 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  303.017 366.048 110.467 189.726 36.2835 114.786
GT Sense Sense -0.337 Detected 0.337 Detected 0.000 -1.106 Detected -0.986 Detected -1.046 0.093 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  294.491 559.326 229.787 591.364 212.388 193.8
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -2.171 Detected -1.828 Detected -1.999 0.008 GT Sens contig139 contig139 Retrotran       CCCACTGcontig139 Solyc09g Solyc09g Retrotransposon gag protein (    contig139 Solyc06g Integrase core doma       SL2.40ch AT1G17030.1  unknown   chr1:582  501.929 545.867 188.676 130.724 130.907 139.435
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 -1.016 Detected -1.412 Detected -1.214 0.026 GT Sens contig139 contig139 Unknown   TCTTCTCcontig139 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig139 Solyc07g Unknown Protein (A  SL2.40ch AT5G48860.1 342.068 406.633 414.864 424.535 207.747 132.559
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.312 Detected -1.722 Detected -1.517 0.018 GT Sens contig139 contig139 DNA-direc         TTTTTAC contig139 Solyc08g Solyc08g DNA-directed RNA polymerase      contig139 Solyc08g DNA-directed RNA p       SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  489.995 600.77 303.722 233.817 246.23 155.539
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.656 Detected -1.696 Detected -1.676 0.003 GT Sens contig139 contig139 Unknown   TCGTTGGcontig139 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig139 Solyc02g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 13300.3 14031.8 7409.48 6824.17 4881.66 3987.01
GT Sense Sense -0.388 Detected 0.388 Detected 0.000 -1.792 Detected -1.881 Detected -1.836 0.042 GT Sens contig139 contig139 (E)-beta-o                GAACACAcontig139 Solyc01g Solyc01g (E)-beta-o                GO:00505 GO:00505      contig139 Solyc01g (E)-beta-o                 GO:00347 SL2.40ch AT1G6544GTB1  GTB1; RN              chr1:243  198.56 404.6 207.425 169.312 92.2067 72.7627
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -1.356 Detected -0.809 Detected -1.083 0.059 GT Sens contig140 contig140 Unknown   ATTGGCCcontig140 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig140 Solyc11g Unknown Protein (A  SL2.40ch AT5G59380.1 64.2815 72.8818 37.2464 30.1303 30.1123 36.9381
GT Sense Sense 0.413 Detected -0.413 Detected 0.000 -1.669 Comprom -0.985 Comprom -1.327 0.132 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  20.4564 13.7306 45.3915 30.9248 5.93843 8.00677
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.618 Detected -1.759 Detected -1.688 0.011 GT Sens contig141 contig141 Unknown   ATATGGGcontig141 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig141 Solyc03g Unknown Protein (A  SL2.40ch AT4G02800.1  unknown   chr4:125  68.9565 65.1058 30.4357 29.1739 24.5865 18.7221
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.736 Detected -2.034 Detected -1.885 0.009 GT Sens contig141 contig141 Transpos        GACCAAGcontig141 Solyc03g Solyc03g Transposon Ty3-I Gag-Pol pol     contig141 Solyc02g Unknown Protein (A  SL2.40ch AT3G201 CYP705A   CYP705A               chr3:702  313.143 327.168 149.575 124.66 108.277 73.8873
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 -2.076 Comprom -1.825 Comprom -1.950 0.022 GT Sens contig142 contig142 ACT dom        ATGGTATcontig142 Solyc12g Solyc12g ACT domain containing protein     contig142 Solyc12g ACT domain contain       SL2.40ch AT3G20360.1  meprin a           chr3:709  17.1258 14.173 19.2047 22.3986 4.16271 4.15838
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -1.137 Detected -0.956 Comprom -1.046 0.042 GT Sens contig142 contig142 Jp18 (AHR              TTAAGAAcontig142 Solyc06g Solyc06g Jp18 (AHRD V1 ***- Q8H6R4 PO            contig142 Solyc06g Jp18 (AHRD V1 ***- Q            SL2.40ch AT1G15760.1  FUNCTIO                                                                  chr1:542  23.4683 37.0029 14.943 21.0285 15.0917 14.3679
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.375 Detected -2.636 Detected -2.006 0.088 GT Sens contig143 contig143 Peroxisom                  ATAATAG contig143 Solyc03g Solyc03g Peroxisom                  GO:00057 GO:00057  contig143 Solyc03g Peroxisom                   GO:00057 SL2.40ch AT3G4743PEX11B  PEX11B  chr3:174  118.311 161.699 99.7024 101.077 60.0759 21.0325
GT Sense Sense -0.194 Detected 0.194 Detected 0.000 -1.245 Detected -1.753 Detected -1.499 0.042 GT Sens contig143 contig143 Malonyl C              ACACACT contig143 Solyc10g Solyc10g Malonyl C              GO:00167 GO:00167         contig143 Solyc10g Malonyl C               GO:00167 SL2.40ch AT1G23240.3  caleosin-     chr1:825  377.556 587.809 87.2227 82.7552 223.916 132.197
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.947 Detected -2.053 Detected -2.000 0.004 GT Sens contig143 contig143 Unknown   CACTTGTcontig143 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig143 Solyc01g Unknown Protein (A  SL2.40ch AT1G16680.1  DNAJ hea           chr1:570  437.174 447.752 195.205 168.811 129.27 100.785
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.287 Detected -1.739 Detected -1.513 0.025 GT Sens contig144 contig144 Unknown   TTTTAGGcontig144 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig144 Solyc00g Unknown Protein (A  SL2.40ch AT4G39952.1  pentatric      chr4:185  90.6501 94.462 40.9186 40.4608 42.7078 26.215
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 -2.816 Detected -1.323 Detected -2.069 0.112 GT Sens contig144 contig144 Aquapori            AACCACT contig144 Solyc06g Solyc06g Aquapori            GO:00160 GO:00160   contig144 Solyc06g Aquapori             GO:00152 SL2.40ch AT4G0147GAMMA-T    TIP1;3 (T           chr4:625  6451.25 9142.71 3453.22 8036.9 1228.92 2903.07
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -2.005 Detected -0.854 Detected -1.430 0.139 GT Sens contig145 contig145 Non-spec                    AATACTGcontig145 Solyc09g Solyc09g Non-specific lipid-transfer prot                   contig145 Solyc09g Non-specific lipid-tra                    SL2.40ch AT1G6695PDR11, AT   PDR11 (P             chr1:249  1780.94 2656.39 1841.35 3054.8 610.361 1137.71
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.431 Detected -1.110 Detected -1.271 0.018 GT Sens contig146 contig146 Unknown   AAAGCAAcontig146 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig146 Solyc10g Unknown Protein (A  SL2.40ch AT1G4255PMI1  PMI1 (PL     chr1:159  1495.09 1627.54 1386.7 1617.11 651.636 683.206
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -2.789 Detected -1.825 Detected -2.307 0.042 GT Sens contig146 contig146 Equilibrat                  TTGAAAT contig146 Solyc10g Solyc10g Equilibrat                  GO:00053 GO:00053    contig146 Solyc10g Equilibrat                   GO:00053 SL2.40ch AT1G6163ATENT7,   equilibra       chr1:227  59.7306 64.311 43.3014 66.896 10.1042 16.5431
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 -1.106 Detected -1.350 Detected -1.228 0.013 GT Sens contig148 contig148 Unknown   ATGCCCTcontig148 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig148 Solyc00g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 148.99 161.197 96.2901 76.7407 81.1063 57.4826
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 -1.161 Detected -0.845 Detected -1.003 0.046 GT Sens contig148 contig148 Unknown   GGTATAGcontig148 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig148 Solyc07g Unknown Protein (A  SL2.40ch AT4G30845.1  unknown   chr4:150  321.409 475.186 373.634 436.53 196.91 205.706
GT Sense Sense -0.429 Detected 0.429 Detected 0.000 -1.152 Detected -1.375 Detected -1.263 0.104 GT Sens contig149 contig149 Methionin       CTGCACCcontig149 Solyc08g Solyc08g Methionine rich arabinogalacta     contig149 Solyc08g Methionine rich arab     SL2.40ch AT5G38790.1  unknown   chr5:155  414.091 893.238 355.442 630.345 308.392 221.752
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -0.856 Detected -1.279 Detected -1.067 0.038 GT Sens contig149 contig149 30S ribos                 ATCATCGcontig149 Solyc03g Solyc03g 30S ribos                 GO:00058 GO:00058 contig149 Solyc03g 30S ribos                  GO:00058 SL2.40ch ATCG009 RPS7.1, R   encodes                 chrC:974  73.3843 82.9759 67.1292 56.7496 48.5795 30.4003
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -1.520 Detected -1.938 Detected -1.729 0.015 GT Sens contig150 contig150 MYB tran                  ATTGGCTcontig150 Solyc03g Solyc03g MYB tran                  GO:00037 GO:00037       contig150 Solyc03g MYB tran                   GO:00037 SL2.40ch AT5G3726RVE2, CIR   RVE2 (RE         chr5:147  2310.14 2976.11 1394.6 1713.5 1030.25 647.101
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.096 Detected -1.095 Comprom -1.096 0.001 GT Sens contig151 contig151 Exonucle                  AGAAGCTcontig151 Solyc03g Solyc03g Exonucle                  GO:00056 GO:00056 contig151 Solyc03g Exonucle                   GO:00036 SL2.40ch AT1G74390.1  exonucle     chr1:279  16.1876 20.0005 16.2956 16.4994 9.48404 7.96221
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -1.484 Detected -1.001 Detected -1.243 0.036 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 AT5G43680.1 827.744 955.923 950.633 1051.67 358.212 420.152
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.316 Detected -1.624 Detected -1.470 0.012 GT Sens contig151 contig151 Unknown   CTTGCTAcontig151 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig151 Solyc11g Unknown Protein (A  SL2.40ch AT5G13130.1 46.1284 51.2116 25.0925 21.8193 21.9843 14.9048
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -2.045 Detected -2.345 Detected -2.195 0.005 GT Sens contig151 contig151 Unknown   TCCGCTCcontig151 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig151 Solyc05g Unknown Protein (A  SL2.40ch AT4G28290.1 2114.04 2318.39 852.511 773.374 604.179 412.126
GT Sense Sense -0.307 Detected 0.307 Detected 0.000 -2.810 Detected -1.092 Detected -1.951 0.166 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  1413.78 2575.7 358.84 1710.95 306.478 846.338
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -1.255 Detected -1.388 Detected -1.322 0.003 GT Sens contig152 contig152 NAD-bind                   ATGTGTGcontig152 Solyc09g Solyc09g NAD-bind                   GO:00055 GO:00055   contig152 Solyc09g NAD-bind                    GO:00055 SL2.40ch AT2G2128GC1, ATS    SULA; bi       chr2:911  527.118 629.096 409.803 469.853 271.836 207.975
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 -1.106 Detected -1.015 Detected -1.060 0.002 GT Sens contig153 contig153 Tyrosine                   AACAGAT contig153 Solyc05g Solyc05g Tyrosine                   GO:00055 GO:00055    contig153 Solyc05g Tyrosine                    GO:00055 SL2.40ch AT5G16480.1  tyrosine       chr5:538  224.814 261.505 148.75 188.943 126.908 113.477
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -0.983 Detected -1.152 Detected -1.067 0.039 GT Sens contig153 contig153 Glycerald                TATCAAC contig153 Solyc04g Solyc04g Glycerald                GO:00043 GO:00043      contig153 Solyc04g Glycerald                 GO:00043 SL2.40ch AT1G4297GAPB  GAPB (G           chr1:161  641.298 1005.39 640.48 810.392 457.77 341.59
GT Sense Sense -0.601 Detected 0.601 Detected 0.000 -2.120 Detected -1.481 Detected -1.800 0.118 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  92.8761 254.31 104.168 170.84 39.8282 52.0706
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -1.182 Detected -0.914 Comprom -1.048 0.067 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  34.6638 29.0639 33.697 48.2872 15.758 15.9249
GT Sense Sense 0.800 Detected -0.800 Detected 0.000 -2.275 Comprom -1.465 Detected -1.870 0.172 GT Sens contig156 contig156 Receptor-                CATCAGAcontig156 Solyc12g Solyc12g Receptor-                GO:00055 GO:00055     contig156 Solyc12g RLK, Rece          GO:00046 SL2.40ch AT4G11530.1  kinase  chr4:698  68.9254 27.0682 96.4313 45.6858 10.0527 14.7987
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 -1.204 Detected -0.941 Detected -1.073 0.035 GT Sens contig156 contig156 Calmodul                CATGTTGcontig156 Solyc09g Solyc09g Calmodul                GO:00055 GO:00055  contig156 Solyc09g Calmodul                 GO:00055 SL2.40ch AT4G1475IQD19  IQD19 (IQ      chr4:847  186.199 178.405 181.517 163.117 89.104 89.7669
GT Sense Sense -0.522 Detected 0.522 Detected 0.000 -2.792 Detected -0.935 Detected -1.864 0.222 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  114.059 280.128 86.3261 313.034 29.0662 88.3835
GT Sense Sense 0.836 Detected -0.836 Detected 0.000 -4.285 Comprom -1.543 Detected -2.914 0.211 GT Sens contig157 contig157 Late emb      AAACAAA contig157 Solyc09g Solyc09g Late embryogenesis-abundant     contig157 Solyc09g Late embryogenesis      SL2.40ch AT2G1752IRE1A, AT    IRE1A; en    chr2:761  96.4341 36.0193 20.8159 7.64473 3.40585 19.1233
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.968 Detected -1.946 Detected -1.957 0.008 GT Sens contig157 contig157 Transpos                   ATATTCT contig157 Solyc03g Solyc03g Transpos                   GO:00150 GO:00150  contig157 Solyc03g Transpos                    GO:00036 SL2.40ch AT3G14100.1 527.89 495.366 188.515 135.487 147.234 125.497
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -1.228 Detected -1.152 Detected -1.190 0.035 GT Sens contig159 contig159 Unknown   AACAAAA contig159 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig159 Solyc00g Unknown Protein (A  SL2.40ch AT4G23380.1 34.7191 30.2534 17.9699 21.8897 15.5813 13.7906
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GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -1.215 Detected -0.894 Detected -1.055 0.060 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  961.764 1547.27 874.393 1305.21 591.8 620.744
GT Sense Sense 0.448 Detected -0.448 Detected 0.000 -0.852 Detected -1.818 Comprom -1.335 0.180 GT Sens contig159 contig159 Unknown   ACATGTCcontig159 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig159 Solyc01g Unknown Protein (A  SL2.40ch AT4G24200.1  LOCATE                                                                       chr4:125  22.4543 14.3657 7.74513 6.88644 11.208 4.81632
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -2.124 Detected -0.984 Detected -1.554 0.113 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  154.465 171.996 70.8491 120.954 42.1112 77.9215
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 -1.029 Detected -1.138 Detected -1.083 0.003 GT Sens contig161 contig161 Phytosulf             CACCAGGcontig161 Solyc02g Solyc02g Phytosulf             GO:00055 GO:00055  contig161 Solyc02g Phytosulf              GO:00055 SL2.40ch AT1G27400.1  60S ribos      chr1:951  316.839 380.159 300.052 528.853 191.62 149.101
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 -1.311 Detected -1.656 Detected -1.483 0.038 GT Sens contig162 contig162 Unknown              CACCATCcontig162 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3             contig162 Solyc02g Unknown Protein (A              SL2.40ch AT1G63520.1  unknown   chr1:235  143.084 121.622 85.8416 87.6557 59.893 39.5931
GT Sense Sense 0.423 Detected -0.423 Detected 0.000 -2.672 Comprom -1.329 Comprom -2.001 0.128 GT Sens contig163 contig163 Hexokina            GGTGTCTcontig163 Solyc02g Solyc02g Hexokina            GO:00059 GO:00059     contig163 Solyc02g Hexokina             GO:00088 SL2.40ch AT3G08930.1  LOCATE                                                                      chr3:271  39.0322 25.8388 8.56379 14.5154 5.61212 11.9532
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -1.296 Detected -0.858 Detected -1.077 0.109 GT Sens contig164 contig164 Gun4-like            ATTTGGGcontig164 Solyc06g Solyc06g Gun4-like protein (AHRD V1 *-*          contig164 Solyc06g Gun4-like protein (A            SL2.40ch AT4G11430.1  hydroxyp      chr4:695  1018.36 1888.88 1187.05 1807.68 636.075 723.698
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -2.087 Detected -2.027 Detected -2.057 0.002 GT Sens contig164 contig164 Unknown   TTATTAA contig164 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig164 Solyc01g Unknown Protein (A  SL2.40ch AT2G2717TTN7, SM   TTN7 (TIT        chr2:116  5800.58 6040.11 2710.28 1834.79 1569.76 1372.98
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.023 Comprom -1.699 Comprom -1.361 0.060 GT Sens contig164 contig164 Glutaredo              AGTACCCcontig164 Solyc04g Solyc04g Glutaredo              GO:00454 GO:00454      contig164 Solyc04g Glutaredo               GO:00087 SL2.40ch AT3G21460.1  electron      chr3:755  12.7281 17.1577 2.63374 13.3318 8.1933 4.30421
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.157 Detected -1.259 Detected -1.208 0.019 GT Sens contig166 contig166 Mutator-li               GTTGTCTcontig166 Solyc05g Solyc05g Mutator-li               GO:00082 GO:00082   contig166 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G57340.1  unknown   chr5:232  36.4908 34.6651 16.5618 17.1023 17.9707 14.0493
GT Sense Sense -0.555 Detected 0.555 Detected 0.000 -2.287 Detected -1.242 Detected -1.764 0.147 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  89.8015 230.783 52.8825 223.333 33.2269 57.5573
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -2.086 Comprom -0.876 Comprom -1.481 0.134 GT Sens contig167 contig167 Subtilisin               TACAGTT contig167 Solyc01g Solyc01g Subtilisin               GO:00065 GO:00065 contig167 Solyc01g Subtilisin                GO:00065 SL2.40ch AT4G10530.1  subtilase    chr4:650  17.7522 22.0386 17.9709 16.4066 5.24765 10.1871
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -1.850 Detected -0.896 Detected -1.373 0.106 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  688.258 932.541 710.678 995.542 250.376 407.051
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.226 Detected -1.509 Detected -1.367 0.011 GT Sens contig168 contig168 T24D18.4     AAGGGCGcontig168 Solyc02g Solyc02g T24D18.4 (Fragment) (AHRD V1  contig168 Solyc02g T24D18.4 (Fragment     SL2.40ch AT2G24370.1  ATP bind          chr2:103  55.9641 65.3474 28.0838 32.1708 29.1256 20.0902
GT Sense Sense -1.323 Detected 1.323 Detected 0.000 -3.505 Comprom -2.210 Comprom -2.858 0.192 GT Sens contig17 contig17 Universal             AATGTGTcontig17 Solyc01g Solyc01g Universal             GO:00069 GO:00069   contig17 Solyc01g Universal              GO:00069 SL2.40ch AT2G47710.1  universa        chr2:195  12.1162 90.2506 3.53069 3.07324 3.28016 6.75785
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -2.789 Detected -1.966 Detected -2.378 0.029 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  319.935 385.773 238.968 329.155 57.2584 85.0121
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 -1.113 Detected -1.020 Detected -1.066 0.039 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  909.28 1452.66 617.438 692.459 598.655 535.858
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.240 Detected -0.926 Detected -1.083 0.021 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  1758.41 2006.07 1735.06 2560.2 895.592 934.939
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -1.604 Detected -1.072 Detected -1.338 0.077 GT Sens contig173 contig173 UPF0503                  TCACCTAcontig173 Solyc09g Solyc09g UPF0503 protein At3g09070%2                  contig173 Solyc09g UPF0503 protein At3                  SL2.40ch AT2G38070.1  FUNCTIO                                                                   chr2:159  139.78 249.25 89.6095 157.679 69.1693 83.9416
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.014 Detected -1.098 Detected -1.056 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  7611.99 7381.37 4944.18 6383.15 4181.69 3311.03
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.199 Detected -1.913 Detected -1.556 0.049 GT Sens contig173 contig173 Hydrolase                 AACTGAT contig173 Solyc03g Solyc03g Hydrolase                 GO:00046 GO:00046  contig173 Solyc03g Hydrolase                  GO:00046 SL2.40ch AT1G18360.1  hydrolas       chr1:631  4360.29 5425.01 3032.95 3285.37 2387.13 1220.85
GT Sense Sense -0.613 Detected 0.613 Detected 0.000 -1.255 Detected -1.999 Detected -1.627 0.151 GT Sens contig173 contig173 Peroxidas              ATGCCTTcontig173 Solyc06g Solyc06g Peroxidas              GO:00551 GO:00551   contig173 Solyc06g Peroxidas               GO:00046 SL2.40ch AT4G33420.1  peroxida    chr4:160  553.393 1541.8 598.303 1089.28 435.931 218.449
GT Sense Sense -0.789 Detected 0.789 Detected 0.000 -1.230 Detected -1.029 Detected -1.129 0.291 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  929.822 3303.56 954.453 2876.37 841.781 812.345
GT Sense Sense -0.548 Detected 0.548 Detected 0.000 -2.668 Detected -0.912 Detected -1.790 0.226 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  3353.6 8528.5 1879.44 6410.2 947.791 2686.81
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -1.245 Detected -1.278 Detected -1.261 0.045 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  235.65 191.193 146.4 157.803 100.915 82.7407
GT Sense Sense -0.504 Detected 0.504 Detected 0.000 -3.835 Detected -2.090 Detected -2.963 0.099 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  153.01 366.492 13.2849 147.683 18.6921 52.5888
GT Sense Sense -0.466 Detected 0.466 Detected 0.000 -0.852 Detected -1.820 Detected -1.336 0.185 GT Sens contig176 contig176 Metal ion                TTTGGATcontig176 Solyc11g Solyc11g Metal ion                GO:00300 GO:00300   contig176 Solyc11g Metal ion                 GO:00300 SL2.40ch AT5G3969ANAC093  ANAC093          chr5:158  61.8405 140.491 69.1276 120.729 58.1679 24.9669
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.093 Detected -1.233 Detected -1.163 0.006 GT Sens contig177 contig177 Metacasp               CAATTGAcontig177 Solyc01g Solyc01g Metacasp               GO:00055 GO:00055    contig177 Solyc01g Metacasp                GO:00055 SL2.40ch AT5G6004NRPC1  NRPC1; D              chr5:241  157.066 201.417 128.427 169.502 93.9214 71.5285
GT Sense Sense 0.579 Detected -0.579 Detected 0.000 -1.235 Detected -1.286 Detected -1.261 0.161 GT Sens contig177 contig177 Cc-nbs-lr               TAGTAACcontig177 Solyc12g Solyc12g Cc-nbs-lr               GO:00055 GO:00055  contig177 Solyc12g Lrr,  resis   GO:00080 SL2.40ch AT5G0155LECRKA4   LECRKA4                  chr5:214  55.388 29.5682 47.685 19.4959 19.3691 15.6886
GT Sense Sense -0.414 Detected 0.414 Detected 0.000 -1.196 Detected -1.042 Detected -1.119 0.117 GT Sens contig177 contig177 Hydroxyc              ATTGCTT contig177 Solyc03g Solyc03g Hydroxyc              GO:00471 GO:00471             contig177 Solyc03g Hydroxyc               GO:00472 SL2.40ch AT5G4893HCT  HCT (HYD           chr5:198  1268.42 2679.9 885.294 1206.03 906.243 846.555
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -1.830 Detected -1.235 Detected -1.532 0.039 GT Sens contig177 contig177 ABC trans                  GGGTGG contig177 Solyc01g Solyc01g ABC trans                  GO:00168 GO:00168    contig177 Solyc01g ABC trans                   GO:00085 SL2.40ch AT5G06530.1  ABC tran     chr5:199  2064.62 2802.57 1256.1 2230.2 761.936 966.602
GT Sense Sense -0.446 Detected 0.446 Detected 0.000 -3.849 Detected -2.888 Detected -3.369 0.036 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  996.326 2202.46 221.241 915.958 115.783 189.181
GT Sense Sense 1.032 Detected -1.032 Detected 0.000 -1.639 Detected -1.178 Detected -1.409 0.314 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  70.654 20.1242 18.0786 14.1237 13.6392 15.754
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -1.200 Detected -1.756 Detected -1.478 0.039 GT Sens contig178 contig178 Unknown   GCTTACGcontig178 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig178 Solyc00g Unknown Protein (A  SL2.40ch AT4G00340.1 160.035 163.295 88.497 61.2282 79.2662 45.2428
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.455 Detected -1.014 Detected -1.235 0.035 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  487.513 654.794 399.685 612.704 232.162 264.483
GT Sense Sense -1.311 Detected 1.311 Detected 0.000 -2.047 Detected -3.050 Detected -2.549 0.211 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  512.179 3753.19 260.262 2448.44 377.902 158.233
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -1.035 Detected -1.247 Detected -1.141 0.026 GT Sens contig178 contig178 Fasciclin-                ACCTATAcontig178 Solyc09g Solyc09g Fasciclin-                GO:00047 GO:00047  contig178 Solyc09g Fasciclin-                 GO:00047 SL2.40ch AT5G5633ATACA8,   ACA8 (AL           chr5:228  38.6927 57.0303 55.9659 54.2729 25.8174 18.7113
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -1.172 Detected -1.200 Detected -1.186 0.004 GT Sens contig178 contig178 Cryptoch                 TGAACAAcontig178 Solyc12g Solyc12g Cryptoch                 GO:00062 GO:00062  contig178 Solyc12g Cryptoch                  GO:00062 SL2.40ch AT3G1562UVR3  UVR3 (UV        chr3:529  356.446 382.226 226.414 287.065 184.585 151.893
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -1.667 Comprom -2.381 Comprom -2.024 0.032 GT Sens contig178 contig178 Unknown   TGGAAATcontig178 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig178 Solyc07g Unknown Protein (A  SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  15.1955 15.4972 13.1151 8.28707 5.4433 2.78645
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -2.277 Detected -1.912 Detected -2.094 0.008 GT Sens contig178 contig178 Gag-Pol p              ATGTTTGcontig178 Solyc03g Solyc03g Gag-Pol p              GO:00082 GO:00082   contig178 Solyc03g Gag-Pol p               GO:00082 SL2.40ch AT3G2066AtOCT4  AtOCT4 (            chr3:722  914.904 1015.95 351.446 287.539 224.03 242.287
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -1.546 Detected -0.874 Detected -1.210 0.094 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  769.295 1232.28 558.672 932.898 375.494 502.305
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -1.328 Detected -0.980 Detected -1.154 0.028 GT Sens contig179 contig179 Uncharac                    TAGAGCTcontig179 Solyc02g Solyc02g Uncharacterized ACR COG167                   contig179 Solyc02g Uncharacterized AC                    SL2.40ch AT3G29240.2  unknown   chr3:111  4220.45 5709.19 6745.46 6029.14 2202.14 2353.66
GT Sense Sense -0.376 Detected 0.376 Detected 0.000 -1.565 Detected -1.634 Detected -1.599 0.051 GT Sens contig179 contig179 Transpos        GCATCTCcontig179 Solyc01g Solyc01g Transposase family tnp2 prote     contig179 Solyc01g016860.1.1 ATCG001 RPOC2  RNA poly     chrC:159  35.8946 71.9367 24.8502 17.9741 19.3476 15.481
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.164 Detected -1.483 Detected -1.324 0.014 GT Sens contig180 contig180 Ribosoma        TTTTTGT contig180 Solyc01g Solyc01g Ribosomal protein S12 (Fragm     contig180 Solyc01g Ribosomal protein S      SL2.40ch ATCG000 RPS12A, R   chloropla                           chrC:696  374.011 447.474 237.495 194.475 205.703 138.345
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.753 Comprom -1.930 Comprom -1.842 0.004 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  14.4854 15.5941 11.8559 3.29619 5.02184 3.72894
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.391 Comprom -0.806 Comprom -1.098 0.086 GT Sens contig182 contig182 Unknown              TCATGAGcontig182 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3             contig182 Solyc03g Unknown Protein (A              SL2.40ch AT3G1000EDA31  EDA31 (e         chr3:307  14.528 13.4356 5.8721 12.0369 6.00242 7.55762
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.010 Detected -1.057 Detected -1.034 0.008 GT Sens contig182 contig182 30S ribos                  TTGGAACcontig182 Solyc11g Solyc11g 30S ribos                  GO:00159 GO:00159   contig182 Solyc11g 30S ribos                   GO:00058 SL2.40ch ATCG009 RPS12C,   chloropla                           chrC:979  1567.64 2113.91 1356.14 1415.69 1018.12 827.255
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -1.674 Detected -0.997 Detected -1.336 0.059 GT Sens contig183 contig183 Homeodo     GGAGATTcontig183 Solyc01g Solyc01g Homeodomain-like (AHRD V1 *  contig183 Solyc01g Homeodo     GO:00037 SL2.40ch AT1G76870.1  FUNCTIO                                                                    chr1:288  700.946 837.231 609.067 1117.09 270.439 362.908
GT Sense Sense -0.756 Detected 0.756 Detected 0.000 -1.263 Detected -0.840 Detected -1.052 0.312 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  519.52 1763.83 592.278 2682.37 449.271 505.63
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.828 Detected -1.680 Detected -1.754 0.003 GT Sens contig184 contig184 Reverse t                 TAAGACCcontig184 Solyc03g Solyc03g Reverse t                 GO:00062 GO:00062   contig184 Solyc11g D-lactate                GO:00506 SL2.40ch AT5G0556EMB2771  EMB2771       chr5:164  128.544 140.795 59.2244 55.1655 42.6754 39.685
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.891 Detected -0.916 Detected -1.404 0.107 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  3282.8 4606.57 6302.27 9993.73 1181.2 1948.32
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.315 Detected -1.908 Detected -1.612 0.034 GT Sens contig186 contig186 Unknown   TCAATTA contig186 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig186 Solyc09g Proteinas                    GO:00096 SL2.40ch #N/A #N/A #N/A #N/A 199.625 216.876 87.8087 104.401 94.2084 52.4091
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -2.356 Detected -1.600 Detected -1.978 0.035 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  375.301 430.043 148.24 264.463 88.3759 125.312
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -3.990 Detected -1.501 Detected -2.746 0.158 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  361.391 413.791 48.9279 65.6268 27.41 129.184
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -0.887 Detected -1.256 Detected -1.071 0.045 GT Sens contig188 contig188 Unknown   CGGCCAGcontig188 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig188 Solyc00g Unknown Protein (A  SL2.40ch AT2G27740.1 128.061 124.548 86.0077 76.9607 76.9164 50.0094
GT Sense Sense -0.742 Detected 0.742 Detected 0.000 -2.414 Detected -1.737 Detected -2.075 0.126 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  189.666 631.727 138.03 585.427 73.1614 98.218
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.758 Detected -1.625 Detected -1.692 0.006 GT Sens contig189 contig189 Unknown   ACAGGACcontig189 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig189 Solyc00g Unknown Protein (A  SL2.40ch AT5G01890.1  leucine-r        chr5:341  11688.7 11847.1 6215.71 5558.5 3918.79 3607.49
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 -1.623 Comprom -0.821 Comprom -1.222 0.110 GT Sens contig190 contig190 Fructose-               AGATTGAcontig190 Solyc10g Solyc10g Fructose-               GO:00059 GO:00059   contig190 Solyc10g Fructose-                GO:00059 SL2.40ch AT3G54050.1  fructose-           chr3:200  18.6241 17.0371 19.1231 15.093 6.51463 9.53325
GT Sense Sense -0.568 Detected 0.568 Detected 0.000 -2.663 Detected -0.823 Detected -1.743 0.248 GT Sens contig191 contig191 Fasciclin-                TTTACTC contig191 Solyc07g Solyc07g Fasciclin-like arabinogalactan               contig191 Solyc07g Fasciclin-like arabin                SL2.40ch AT3G6090FLA10  FLA10  chr3:224  67.4457 176.465 36.3044 69.7346 19.4085 58.3106
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -1.716 Detected -1.260 Detected -1.488 0.031 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  1237.05 1796.15 1088.69 1446.83 511.015 588.372
GT Sense Sense 0.149 Detected -0.149 Detected 0.000 -2.466 Comprom -2.537 Comprom -2.501 0.004 GT Sens contig192 contig192 Gag-Pol p     ACAAAGGcontig192 Solyc02g Solyc02g Gag-Pol polyprotein (AHRD V1  contig192 Solyc04g011970.1.1 AT5G1299CLE40  CLE40 (C         chr5:410  30.933 29.9627 17.5516 11.8284 6.20563 4.96099
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.899 Detected -1.505 Detected -1.702 0.017 GT Sens contig192 contig192 Integrase        TCCTAAT contig192 Solyc03g Solyc03g Integrase core domain contain      contig192 Solyc07g Integrase core doma                 SL2.40ch AT4G3965GGT2  GGT2 (GA        chr4:184  197.386 204.34 73.3853 55.9695 60.668 66.9267
GT Sense Sense -0.697 Detected 0.697 Detected 0.000 -0.914 Detected -1.409 Detected -1.162 0.257 GT Sens contig193 contig193 Beta-gala               ATTGTAAcontig193 Solyc11g Solyc11g Beta-gala               GO:00059 GO:00059   contig193 Solyc11g Beta-gala                GO:00055 SL2.40ch AT2G2847BGAL8  BGAL8 (b           chr2:121  194.087 606.954 185.119 357.775 205.185 122.181
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.099 Detected -1.150 Detected -1.125 0.002 GT Sens contig193 contig193 30S ribos                ATTCCGCcontig193 Solyc01g Solyc01g 30S ribos                GO:00058 GO:00058 contig193 Solyc01g 30S ribos                 GO:00058 SL2.40ch ATCG007 RPS8  chloropla       chrC:800  411.78 515.171 298.404 312.096 242.146 196.178
GT Sense Sense -0.328 Detected 0.328 Detected 0.000 -2.322 Detected -1.557 Detected -1.940 0.061 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  80.7089 151.399 80.93 131.775 24.9014 35.5141
GT Sense Sense 0.466 Detected -0.466 Detected 0.000 -1.059 Detected -1.447 Detected -1.253 0.131 GT Sens contig194 contig194 (E)-beta-o              TAGAACT contig194 Solyc01g Solyc01g (E)-beta-o              GO:00505 GO:00505      contig194 Solyc01g (E)-beta-o               GO:00347 SL2.40ch AT1G66020.1  terpene s     chr1:245  70.6175 44.0709 82.7372 68.6908 30.1681 19.3423
GT Sense Sense -0.360 Detected 0.360 Detected 0.000 -3.563 Comprom -0.848 Detected -2.206 0.257 GT Sens contig196 contig196 Seed biot                  CAGGGAGcontig196 Solyc10g Solyc10g Seed biot                  GO:00190 GO:00190  contig196 Solyc10g Seed biot                   GO:00190 SL2.40ch AT5G2319CYP86B1  CYP86B1               chr5:780  44.413 87.0933 8.11071 40.2693 5.92609 32.6742
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.025 Detected -1.027 Detected -1.026 0.019 GT Sens contig196 contig196 Ulp1 prote           AAAGCAAcontig196 Solyc09g Solyc09g Ulp1 protease family C-termina         contig196 Solyc08g Aspartic p                GO:00065 SL2.40ch AT1G65160.1 1074.78 1563.56 854.103 1086.9 717.67 601.66
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.579 Detected -1.463 Detected -1.521 0.006 GT Sens contig196 contig196 Gag-pol p                AGCAAGAcontig196 Solyc01g Solyc01g Gag-pol polyprotein (AHRD V1              contig196 Solyc01g Gag-pol polyprotein                SL2.40ch AT4G12100.1 46.1157 47.3541 25.12 17.3307 17.6237 16.0222
GT Sense Sense -0.293 Detected 0.293 Detected 0.000 -2.086 Detected -2.409 Detected -2.247 0.021 GT Sens contig197 contig197 GCN5-rela              TGATTTT contig197 Solyc03g Solyc03g GCN5-rela              GO:00081 GO:00081  contig197 Solyc03g GCN5-rela               GO:00081 SL2.40ch AT4G30825.1  pentatric      chr4:150  159.325 284.754 76.7394 130.687 56.5259 37.9253
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 -2.684 Comprom -1.330 Comprom -2.007 0.126 GT Sens contig197 contig197 RNA exon             CTGAGCAcontig197 Solyc02g Solyc02g RNA exon             GO:00036 GO:00036   contig197 Solyc02g RNA exon              GO:00036 SL2.40ch AT3G27970.1 21.3027 14.5186 13.247 18.5635 3.08251 6.61235
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -2.175 Detected -1.534 Detected -1.855 0.041 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  660.283 584.009 503.624 1313.05 154.862 202.801
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 -1.075 Detected -0.966 Detected -1.021 0.056 GT Sens contig199 contig199 Lipase (A             CTCAAGAcontig199 Solyc02g Solyc02g Lipase (A             GO:00066 GO:00066   contig199 Solyc02g Lipase (A              GO:00066 SL2.40ch AT5G67050.1  lipase cla      chr5:267  302.081 255.349 214.084 212.683 148.471 134.401
GT Sense Sense -0.392 Detected 0.392 Detected 0.000 -1.084 Detected -1.002 Detected -1.043 0.118 GT Sens contig200 contig200 Aspartic p              AAGACAAcontig200 Solyc01g Solyc01g Aspartic p              GO:00065 GO:00065 contig200 Solyc01g Aspartic p               GO:00065 SL2.40ch AT3G54400.1  aspartyl     chr3:201  444.067 909.86 420.76 520.129 337.827 300.187
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.683 Detected -2.153 Detected -1.918 0.015 GT Sens contig200 contig200 Orf146 pr     TACGGATcontig200 Solyc06g Solyc06g Orf146 protein (AHRD V1 *-*- Q9contig200 Solyc06g Orf146 protein (AHR    SL2.40ch AT4G17140.2  FUNCTIO                                   chr4:961  411.237 522.351 177.885 124.714 162.611 98.5661
GT Sense Sense -0.670 Detected 0.670 Detected 0.000 -1.218 Detected -1.772 Detected -1.495 0.175 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  149.877 451.882 148.021 285.881 125.989 72.0601
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -2.806 Detected -3.096 Detected -2.951 0.003 GT Sens contig201 contig201 Regulator                      TTGGACTcontig201 Solyc05g Solyc05g Regulator                      GO:00085 GO:00085   contig201 Solyc05g Regulator                       GO:00085 SL2.40ch AT3G55580.1  regulator        chr3:206  274.088 298.76 111.131 259.056 46.0912 31.6542
GT Sense Sense -0.661 Detected 0.661 Detected 0.000 -2.701 Detected -1.604 Detected -2.153 0.129 GT Sens contig202 contig202 Ammoniu              CATGGAGcontig202 Solyc04g Solyc04g Ammoniu              GO:00153 GO:00153        contig202 Solyc04g Ammoniu               GO:00153 SL2.40ch AT4G2870AMT1;4  AMT1;4 (               chr4:141  156.054 464.291 83.9565 294.121 46.6361 83.713
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 -1.557 Detected -1.013 Detected -1.285 0.081 GT Sens contig202 contig202 Unknown   TTAAGTGcontig202 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig202 Solyc12g Unknown Protein (A  SL2.40ch AT5G63490.1  CBS dom         chr5:254  143.677 252.224 114.207 143.865 72.887 89.1965
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 -1.176 Detected -0.963 Detected -1.070 0.047 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  2169.17 1917.57 2111.67 2418.66 1016.86 989.024
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -1.281 Detected -0.907 Detected -1.094 0.056 GT Sens contig202 contig202 Unknown   TATGGTAcontig202 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig202 Solyc10g Unknown Protein (A  SL2.40ch AT4G17140.2  FUNCTIO                                   chr4:961  80.5537 73.0756 90.398 76.4695 35.5665 38.6942
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 -1.748 Detected -0.918 Detected -1.333 0.107 GT Sens contig203 contig203 Wax synth       GCTTTGTcontig203 Solyc07g Solyc07g Wax synthase isoform 3 (AHRD   contig203 Solyc07g Wax synth       GO:00055 SL2.40ch AT5G55350.1  membran            chr5:224  1248 2039.72 848.628 1556.77 535.078 798.569
GT Sense Sense -0.307 Detected 0.307 Detected 0.000 -1.196 Detected -0.820 Detected -1.008 0.108 GT Sens contig204 contig204 Sterol 4-a               TACATCT contig204 Solyc01g Solyc01g Sterol 4-a               GO:00800 GO:00800    contig204 Solyc01g Sterol 4-a                GO:00800 SL2.40ch AT4G121 SMO1-1, A    SMO1-1 (           chr4:725  2522.54 4599.2 3184.16 3322.7 1675 1824.58
GT Sense Sense -0.686 Detected 0.686 Detected 0.000 -2.813 Detected -1.166 Detected -1.989 0.204 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  1166.68 3593.13 1359.15 2814.41 328.27 862.767
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 -1.722 Comprom -1.454 Comprom -1.588 0.047 GT Sens contig205 contig205 Unknown            CTCTATT contig205 Solyc12g Solyc12g Unknown            GO:00160 GO:00160 contig205 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  18.8972 14.2391 6.68752 13.9374 5.60178 5.66012
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.711 Detected -1.895 Detected -1.803 0.005 GT Sens contig206 contig206 Zinc knuc       ATATGACcontig206 Solyc05g Solyc05g Zinc knuckle containing protei     contig206 Solyc05g Zinc knuckle contain      SL2.40ch AT5G55840.1  pentatric      chr5:225  66.041 69.7733 33.2882 16.8256 23.3526 17.2595
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -1.604 Detected -1.649 Detected -1.626 0.001 GT Sens contig207 contig207 Polyprote      ATCTTGCcontig207 Solyc01g Solyc01g Polyprotein (Fragment) (AHRD   contig207 Solyc02g Unknown Protein (A  SL2.40ch AT3G12915.1 251.704 285.158 137.795 123.511 99.2582 80.7913
GT Sense Sense 0.427 Detected -0.427 Detected 0.000 -1.023 Detected -1.379 Detected -1.201 0.122 GT Sens contig207 contig207 Unknown   TTTGCGGcontig207 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig207 Solyc12g Unknown Protein (A  SL2.40ch AT4G35560.1  FUNCTIO                                                                                            chr4:168  140.364 92.4287 88.8231 64.3243 63.1412 41.407
GT Sense Sense 0.600 Detected -0.600 Detected 0.000 -1.072 Detected -1.279 Detected -1.176 0.193 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  1069.24 554.44 552.594 391.377 412.678 299.904
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.235 Detected -1.350 Detected -1.293 0.018 GT Sens contig209 contig209 Ferric red                 ATTGTGTcontig209 Solyc01g Solyc01g Ferric red                 GO:00002 GO:00002     contig209 Solyc01g Ferric red                  GO:00002 SL2.40ch AT5G4973ATFRO6,   ATFRO6         chr5:202  1579.11 1497.93 1327.69 1138.06 735.812 570.424
GT Sense Sense -0.507 Detected 0.507 Detected 0.000 -1.948 Detected -0.873 Detected -1.410 0.197 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  689.018 1656.16 519.035 1068.03 311.824 551.612
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -2.168 Detected -2.054 Detected -2.111 0.003 GT Sens contig211 contig211 Unknown   ACGATCCcontig211 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig211 Solyc05g Unknown Protein (A  SL2.40ch AT5G1936CPK34  CPK34; A                  chr5:652  283.364 296.275 114.501 98.5605 72.6489 65.9932
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -1.669 Detected -0.843 Detected -1.256 0.113 GT Sens contig211 contig211 Aldose-1-             GCTCACTcontig211 Solyc02g Solyc02g Aldose-1-             GO:00059 GO:00059      contig211 Solyc02g Aldose-1-              GO:00055 SL2.40ch AT5G4973ATFRO6,   ATFRO6         chr5:202  28.1836 44.788 25.822 17.7015 12.5875 18.7226
GT Sense Sense -0.505 Detected 0.505 Detected 0.000 -1.440 Detected -0.880 Detected -1.160 0.182 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  236.513 566.705 192.525 397.091 151.997 188.037
GT Sense Sense 1.717 Detected -1.717 Detected 0.000 -1.567 Detected -1.499 Detected -1.533 0.466 GT Sens contig211 contig211 Omega-3                  CAAAATT contig211 Solyc06g Solyc06g Omega-3                  GO:00423 GO:00423      contig211 Solyc06g Omega-3                   GO:00423 SL2.40ch AT2G2998FAD3  FAD3 (FA          chr2:127  167.001 18.3829 20.2532 12.3324 21.0663 18.5347
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -1.263 Detected -3.046 Comprom -2.155 0.140 GT Sens contig211 contig211 Unknown   GGAATCTcontig211 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig211 Solyc08g Unknown Protein (A  SL2.40ch AT5G47490.1  unknown   chr5:192  23.4548 22.7637 15.9678 13.0005 10.8459 2.64474
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -0.849 Detected -1.250 Detected -1.049 0.086 GT Sens contig212 contig212 ATP synth                    TTGGAATcontig212 Solyc04g Solyc04g ATP synth                    GO:00164 GO:00164    contig212 Solyc04g ATP synth                     GO:00164 SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  1408.91 2405.75 1830.38 1923.12 1151.62 731.934
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.883 Detected -1.161 Detected -1.522 0.054 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  172.24 185.39 116.222 231.406 54.5716 75.5697
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -1.290 Detected -1.297 Comprom -1.293 0.013 GT Sens contig212 contig212 Unknown   TCCTAAT contig212 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig212 Solyc00g Unknown Protein (A  SL2.40ch AT2G23740.1  nucleic a          chr2:100  28.6877 27.8657 18.1905 15.9344 13.0267 10.8786
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.907 Detected -1.058 Detected -1.482 0.075 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  52.8715 56.5799 86.2163 162.057 16.4281 24.8465
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.224 Detected -1.205 Detected -1.215 0.006 GT Sens contig215 contig215 Unknown   CTTCTCAcontig215 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig215 Solyc00g Unknown Protein (A  SL2.40ch AT5G65650.1  unknown   chr5:262  3979.43 4166.03 2729.51 2506.84 1963.65 1669.45
GT Sense Sense -0.395 Detected 0.395 Detected 0.000 -3.523 Detected -1.545 Detected -2.534 0.140 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  191.806 394.924 75.9727 189.104 26.9713 89.162
GT Sense Sense 0.993 Detected -0.993 Detected 0.000 -1.899 Detected -1.399 Detected -1.649 0.249 GT Sens contig216 contig216 Late emb       ACTGGACcontig216 Solyc03g Solyc03g Late embryogenesis abundant     contig216 Solyc03g Late embryogenesis      SL2.40ch AT3G15670.1  late embr          chr3:531  682.256 205.017 147.692 237.163 112.992 134.094
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 -2.390 Detected -1.061 Detected -1.725 0.133 GT Sens contig216 contig216 Amino ac                  GTGCTACcontig216 Solyc03g Solyc03g Amino ac                  GO:00151 GO:00151          contig216 Solyc03g Amino ac                   GO:00151 SL2.40ch AT5G15240.1  amino ac      chr5:494  924.889 1501.78 554.501 633.173 253.344 534.099
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -0.834 Detected -1.239 Detected -1.036 0.036 GT Sens contig217 contig217 DNA-direc                    AAAGTTGcontig217 Solyc07g Solyc07g DNA-direc                    GO:0006350 contig217 Solyc07g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  705.18 815.502 564.421 537.554 479.304 303.85
GT Sense Sense -0.435 Detected 0.435 Detected 0.000 -1.085 Detected -1.983 Comprom -1.534 0.133 GT Sens contig217 contig217 Light-dep                   AGATCCAcontig217 Solyc12g Solyc12g Light-dependent short hypoco                  contig217 Solyc12g Light-dependent sho                   SL2.40ch AT2G3116LSH3  LSH3 (LIG      chr2:132  20.5248 44.6301 15.3592 13.2248 16.0703 7.24064
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 -2.188 Detected -0.954 Detected -1.571 0.147 GT Sens contig217 contig217 1-aminocy                 GGAATGCcontig217 Solyc12g Solyc12g 1-aminocy                 GO:00090 GO:00090  contig217 Solyc12g 1-aminocy                  GO:00090 SL2.40ch AT4G2620ACS7, AT   ACS7; 1-a    chr4:132  42.2068 74.7553 15.501 30.5269 13.8904 27.4094
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -1.117 Comprom -1.369 Comprom -1.243 0.039 GT Sens contig217 contig217 Unknown   AACCCTGcontig217 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig217 Solyc01g Unknown Protein (A  SL2.40ch AT5G5028EMB1006  EMB1006     chr5:204  17.2558 15.1579 13.9016 12.9363 8.39869 5.92033
GT Sense Sense -0.357 Detected 0.357 Detected 0.000 -1.676 Detected -1.252 Detected -1.464 0.072 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  37.6082 73.4341 21.8615 63.7218 18.5304 20.8615
GT Sense Sense -0.519 Detected 0.519 Detected 0.000 -2.087 Detected -0.943 Detected -1.515 0.189 GT Sens contig219 contig219 AT5G2815                   AGAAGAAcontig219 Solyc01g Solyc01g AT5G28150-like protein (Fragm                  contig219 Solyc01g AT5G28150-like pro                   SL2.40ch AT5G1055GTE2  GTE2 (Gl          chr5:333  582.176 1422.76 498.542 1014.33 241.302 447.505
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.140 Detected -1.270 Detected -1.205 0.007 GT Sens contig219 contig219 NADH qui        TAAAAGGcontig219 Solyc08g Solyc08g NADH quinone oxidoreductase      contig219 Solyc08g NADH quinone oxido       SL2.40ch ATCG011 NDHH  Encodes                      chrC:122  279.844 371.511 197.469 211.623 164.778 126.376
GT Sense Sense -0.885 Detected 0.885 Detected 0.000 -3.230 Detected -1.675 Detected -2.452 0.173 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  66.3016 269.25 60.6327 131.161 16.046 39.5665
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 -1.067 Detected -1.158 Detected -1.112 0.026 GT Sens contig221 contig221 Unknown   CGATTCTcontig221 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig221 Solyc11g Unknown Protein (A  SL2.40ch AT5G11700.2  glycine-r    chr5:376  60.8137 56.7233 36.6657 21.676 31.5827 24.8887
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -1.134 Detected -1.704 Detected -1.419 0.050 GT Sens contig221 contig221 Unknown   TTTGTCT contig221 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig221 Solyc11g Unknown Protein (A  SL2.40ch AT5G49680.2  cell expa     chr5:201  196.92 185.766 97.3222 83.8612 98.1999 55.5154
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.494 Detected -1.074 Detected -1.284 0.027 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  873.316 1114.84 363.516 637.746 394.481 443.267
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -0.998 Detected -1.391 Detected -1.195 0.053 GT Sens contig222 contig222 MYB tran                  TCAGAGTcontig222 Solyc02g Solyc02g MYB tran                  GO:00037 GO:00037       contig222 Solyc02g MYB tran                   GO:00037 SL2.40ch AT5G3726RVE2, CIR   RVE2 (RE         chr5:147  3444.61 3072.42 2030.73 2364.57 1834.51 1172.49
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 -1.076 Detected -1.028 Detected -1.052 0.007 GT Sens contig223 contig223 NADH-qui                  AGAACGAcontig223 Solyc01g Solyc01g NADH-qui                  GO:00551 GO:00551  contig223 Solyc01g NADH-qui                   GO:00551 SL2.40ch ATCG011 NDHH  Encodes                      chrC:122  562.77 755.299 415.02 427.129 348.477 302.34
GT Sense Sense 0.245 Detected -0.245 Detected 0.000 -1.942 Detected -1.293 Detected -1.618 0.058 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  118.447 100.438 67.911 158.225 31.9699 42.09
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.205 Detected -1.481 Detected -1.343 0.015 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  150.317 202.652 107.033 162.932 85.2997 59.1076
GT Sense Sense -0.327 Detected 0.327 Detected 0.000 -1.247 Detected -0.941 Detected -1.094 0.094 GT Sens contig225 contig225 Methylene               TCGAAAAcontig225 Solyc05g Solyc05g Methylene               GO:00055 GO:00055      contig225 Solyc05g Methylene                GO:00055 SL2.40ch AT2G4416MTHFR2  MTHFR2        chr2:182  294.876 552.408 254.208 449.763 191.498 198.779
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -3.516 Comprom -2.795 Comprom -3.156 0.019 GT Sens contig225 contig225 Gag-Pol p     CCGATGAcontig225 Solyc10g Solyc10g Gag-Pol polyprotein (AHRD V1  contig225 Solyc10g Gag-Pol polyprotein    SL2.40ch AT1G30780.1  F-box fam    chr1:109  14.5703 25.0263 4.96939 4.96415 1.88043 2.6009
GT Sense Sense 0.801 Detected -0.801 Detected 0.000 -1.065 Detected -1.032 Detected -1.049 0.321 GT Sens contig226 contig226 Unknown           AGGACTTcontig226 Solyc09g Solyc09g Unknown           GO:00057 GO:00057 contig226 Solyc09g Unknown            GO:00057 SL2.40ch AT3G5546SCL30  SCL30; R           chr3:205  384.742 150.876 361.848 217.316 129.682 111.377
GT Sense Sense -0.356 Detected 0.356 Detected 0.000 -1.673 Detected -0.836 Detected -1.254 0.150 GT Sens contig227 contig227 Plant-spe                     TTCAATGcontig227 Solyc05g Solyc05g Plant-specific domain TIGR015                    contig227 Solyc05g Plant-specific doma                     SL2.40ch AT5G23100.1  unknown   chr5:775  1206.51 2352.05 1243.38 1849.2 595.218 892.266
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.353 Detected -1.920 Detected -1.637 0.032 GT Sens contig227 contig227 Unknown   AATCTTT contig227 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig227 Solyc11g Unknown Protein (A  SL2.40ch AT4G27654.1 321.912 331.882 182.714 118.122 144.131 81.6499
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -1.397 Detected -1.323 Detected -1.360 0.019 GT Sens contig229 contig229 Reverse t                 TCCGTTGcontig229 Solyc12g Solyc12g Reverse t                 GO:00062 GO:00062   contig229 Solyc11g028190.1.1 AT3G47590.1  esterase/     chr3:175  50.9724 46.924 25.7495 19.7903 20.9211 18.4799
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -2.513 Detected -1.188 Detected -1.850 0.108 GT Sens contig229 contig229 Non-spec                     CATCAGGcontig229 Solyc09g Solyc09g Non-spec                     GO:00068 GO:00068  contig229 Solyc09g Non-spec                      GO:00068 SL2.40ch AT5G35910.1  3'-5' exon                 chr5:140  2280.99 2555.68 1003.42 1346.84 476.448 1002.14
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 -2.615 Comprom -1.773 Comprom -2.194 0.036 GT Sens contig230 contig230 Polyprote      GGACAATcontig230 Solyc01g Solyc01g Polyprotein-like related (AHRD   contig230 Solyc01g Polyprotein-like rela     SL2.40ch AT4G34310.1  unknown   chr4:164  24.1895 31.1345 13.7403 5.94306 5.04642 7.59404
GT Sense Sense -0.430 Detected 0.430 Detected 0.000 -1.815 Detected -1.089 Detected -1.452 0.123 GT Sens contig230 contig230 Expansin            TACAATGcontig230 Solyc05g Solyc05g Expansin            GO:00051 GO:00051        contig230 Solyc05g Expansin             GO:00051 SL2.40ch AT2G0309ATEXPA1        ATEXPA1       chr2:917  291.261 629.579 245.782 851.937 137.138 190.354
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -0.914 Detected -1.231 Detected -1.072 0.045 GT Sens contig230 contig230 Unknown   TCGACGAcontig230 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig230 Solyc00g Unknown Protein (A  SL2.40ch AT4G33210.1  F-box fam     chr4:160  97.6733 91.4566 68.981 49.7194 56.5163 38.083
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 -2.499 Comprom -1.375 Comprom -1.937 0.087 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  17.6276 29.2995 11.6296 17.3066 4.52985 8.28319
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -3.076 Detected -1.691 Detected -2.383 0.077 GT Sens contig231 contig231 Cytochro                 TGTTAAAcontig231 Solyc02g Solyc02g Cytochro                 GO:00200 GO:00200    contig231 Solyc02g Cytochro  GO:00083 SL2.40ch AT5G08250.1  cytochro      chr5:265  146.854 208.423 99.258 152.775 23.3737 51.2332
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -0.937 Detected -1.445 Detected -1.191 0.073 GT Sens contig232 contig232 Dof zinc f               CCTTTCAcontig232 Solyc02g Solyc02g Dof zinc f               GO:00037 GO:00037       contig232 Solyc02g Dof zinc f                GO:00055 SL2.40ch AT5G3966CDF2  CDF2 (CY              chr5:158  644.768 559.519 462.246 564.496 353.342 208.556
GT Sense Sense 0.954 Detected -0.954 Detected 0.000 -2.769 Detected -2.907 Detected -2.838 0.097 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  2048.54 649.85 477.007 529.101 190.696 145.411
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.698 Detected -1.853 Detected -1.776 0.004 GT Sens contig232 contig232 Transpos                   TGATACT contig232 Solyc03g Solyc03g Transposon Ty1-PL Gag-Pol p                 contig232 Solyc03g Transposon Ty1-PL                  SL2.40ch AT4G24860.1  AAA-type     chr4:128  201.772 213.074 105.658 85.9821 71.9659 54.2626
GT Sense Sense 0.863 Detected -0.863 Detected 0.000 -1.325 Detected -1.142 Detected -1.234 0.291 GT Sens contig232 contig232 Serine/thr                AGCACTAcontig232 Solyc10g Solyc10g Serine/thr                GO:00191 GO:00191        contig232 Solyc10g Serine/thr                 GO:00191 SL2.40ch AT1G11280.4 110.176 39.627 114.897 119.892 29.704 28.3013
GT Sense Sense -0.622 Detected 0.622 Detected 0.000 -2.283 Detected -1.262 Detected -1.773 0.159 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  28.6603 80.8467 5.57908 17.3252 11.1377 18.9719
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -2.426 Detected -1.485 Detected -1.956 0.064 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  43.9836 70.9001 12.6678 38.243 11.7028 18.8658
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.381 Detected -1.223 Detected -1.302 0.005 GT Sens contig236 contig236 Potassium                     GTTTGCAcontig236 Solyc06g Solyc06g Potassium                     GO:00096 GO:00096   contig236 Solyc06g Potassium                      GO:00096 SL2.40ch AT2G4054KT2, ATK       KT2 (POT         chr2:169  1495.4 1685.53 1171.04 1349.02 686.896 643.039
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -2.851 Comprom -1.271 Comprom -2.061 0.122 GT Sens contig236 contig236 DUF803 d                  TAAATAC contig236 Solyc12g Solyc12g DUF803 domain membrane pro                 contig236 Solyc12g DUF803 domain mem                  SL2.40ch AT4G09640.1  FUNCTIO                                                                            chr4:608  15.0715 16.3298 11.3975 9.87147 2.45007 6.14718
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 -1.603 Detected -1.517 Detected -1.560 0.048 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  519.655 1006.03 310.477 557.169 268.083 238.855
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -2.240 Detected -1.394 Detected -1.817 0.052 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  510.238 685.01 392.064 844.305 140.971 212.713
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -0.922 Detected -1.086 Detected -1.004 0.026 GT Sens contig238 contig238 Unknown   CTTCCCTcontig238 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig238 Solyc11g Unknown Protein (A  SL2.40ch AT3G4698PHT4;3  transport   chr3:173  207.303 202.341 113.467 112.591 121.791 91.2032
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 -3.019 Detected -1.188 Detected -2.103 0.151 GT Sens contig238 contig238 Expansin            ATGCAAAcontig238 Solyc10g Solyc10g Expansin            GO:00096 GO:00096    contig238 Solyc10g Expansin             GO:00055 SL2.40ch AT3G5550ATEXPA1        ATEXPA1       chr3:205  669.518 949.449 451.143 1311.33 110.824 330.858
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -1.297 Detected -1.102 Detected -1.200 0.041 GT Sens contig239 contig239 AT1G1038              AGACTGCcontig239 Solyc09g Solyc09g AT1G10385-like protein (Fragm             contig239 Solyc09g AT1G10385-like pro              SL2.40ch AT5G19310.1  homeotic     chr5:649  33.5081 54.8951 22.3227 18.3188 19.6561 18.893
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -2.451 Detected -2.226 Detected -2.338 0.003 GT Sens contig239 contig239 Reverse t      ACAGTGAcontig239 Solyc03g Solyc03g Reverse transcriptase (Fragme     contig239 Solyc06g Integrase core doma       SL2.40ch AT5G67610.2  unknown   chr5:269  2897.03 3246.22 982.795 715.085 631.73 619.855
GT Sense Sense -0.271 Detected 0.271 Detected 0.000 -1.060 Detected -1.932 Detected -1.496 0.100 GT Sens contig240 contig240 Chloropla                  GAGACAGcontig240 Solyc06g Solyc06g Chloropla                  GO:00517 GO:00517   contig240 Solyc06g Chloropla                   GO:00161 SL2.40ch AT1G4457NPQ4, PS   NPQ4 (NO         chr1:168  5538.33 9602.4 4946.54 7107.27 3939.07 1806.91
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.117 Detected -1.125 Detected -1.121 0.011 GT Sens contig240 contig240 Copper tr              GCGGTTGcontig240 Solyc10g Solyc10g Copper tr              GO:00160 GO:00160   contig240 Solyc10g Copper tr               GO:00160 SL2.40ch AT4G01290.2  unknown   chr4:538  105.155 147.624 101.353 93.4697 64.7151 54.0154
GT Sense Sense -0.398 Detected 0.398 Detected 0.000 -1.027 Detected -1.482 Comprom -1.254 0.112 GT Sens contig241 contig241 Harpin-ind      GGTCTTAcontig241 Solyc01g Solyc01g Harpin-induced protein (AHRD   contig241 Solyc01g Harpin-induced prot     SL2.40ch AT3G28830.1  unknown   chr3:108  13.1148 27.1246 15.3177 20.7048 10.4262 6.38577
GT Sense Sense -0.553 Detected 0.553 Detected 0.000 -1.698 Detected -0.932 Detected -1.315 0.190 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  81.3363 208.521 45.7753 140.38 45.2218 64.5363
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 -2.375 Detected -1.372 Detected -1.873 0.072 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  250.72 381.19 213.183 329.169 67.1427 112.961
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.201 Detected -0.880 Detected -1.040 0.024 GT Sens contig241 contig241 Xylogluca               GGTGGC contig241 Solyc07g Solyc07g Xylogluca               GO:00059 GO:00059          contig241 Solyc07g Xylogluca                GO:00167 SL2.40ch AT2G1880ATXTH21    XTH21 (X             chr2:814  52.1319 64.3441 21.8936 39.8244 28.3822 29.7545
GT Sense Sense -1.131 Detected 1.131 Detected 0.000 -2.222 Detected -2.279 Detected -2.250 0.185 GT Sens contig242 contig242 Polyphen               GCCTCATcontig242 Solyc08g Solyc08g Polyphen               GO:00081 GO:00081  contig242 Solyc08g Polyphen                GO:00081 SL2.40ch AT4G00200.1  DNA bind   chr4:826  1020.84 5828.72 774.437 5430.88 589.181 475.091
GT Sense Sense -0.492 Detected 0.492 Detected 0.000 -1.866 Detected -2.099 Comprom -1.983 0.059 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  32.6047 76.7798 28.8854 39.9912 15.4585 11.0434
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -1.287 Detected -0.815 Detected -1.051 0.059 GT Sens contig242 contig242 Auxin F-b               TGTAGAAcontig242 Solyc02g Solyc02g Auxin F-b               GO:00055 GO:00055  contig242 Solyc02g Auxin F-b                GO:00055 SL2.40ch AT3G6298TIR1  TIR1 (TRA              chr3:232  1167.57 1660.02 634.786 927.265 642.5 748.067
GT Sense Sense 0.228 Detected -0.228 Detected 0.000 -1.324 Detected -1.221 Detected -1.272 0.032 GT Sens contig243 contig243 Nitrate tra                 ACTTCGTcontig243 Solyc12g Solyc12g Nitrate tra                 GO:00160 GO:00160 contig243 Solyc12g Nitrate tra                  GO:00160 SL2.40ch AT3G21670.1  nitrate tra    chr3:762  11172.4 9695.5 11209.9 8220.53 4683.89 4222.26
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -1.878 Detected -0.981 Detected -1.430 0.120 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  156.587 286.191 119.158 281.15 64.8667 101.374
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 -2.259 Detected -1.914 Detected -2.087 0.007 GT Sens contig244 contig244 Gag/pol p     AGGATTTcontig244 Solyc10g Solyc10g Gag/pol polyprotein (AHRD V1  contig244 Solyc10g Gag/pol polyprotein    SL2.40ch AT3G10840.1  hydrolas       chr3:339  75.5417 90.1351 28.718 22.6323 19.4132 20.6966
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -0.985 Detected -1.660 Detected -1.322 0.068 GT Sens contig244 contig244 ATP synth        CGACATCcontig244 Solyc12g Solyc12g ATP synthase subunit beta ch     contig244 Solyc12g ATP synthase subu       SL2.40ch ATCG004 ATPB  chloropla          chrC:526  95.9583 94.1572 70.445 47.2427 54.0865 28.4495
GT Sense Sense -0.319 Detected 0.319 Detected 0.000 -1.050 Detected -1.383 Detected -1.217 0.077 GT Sens contig244 contig244 Ferredox               TGATTAGcontig244 Solyc10g Solyc10g Ferredox               GO:00055 GO:00055    contig244 Solyc10g Ferredox                GO:00055 SL2.40ch AT5G3718SUS5, AT   SUS5; UD     chr5:147  4933.12 9135.2 6246.86 6908.81 3653.4 2432.87
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -3.340 Comprom -2.313 Comprom -2.827 0.036 GT Sens contig245 contig245 Transpos              GACATGCcontig245 Solyc11g Solyc11g Transpos              GO:00063 GO:00063  contig245 Solyc00g Transposase (AHRD   SL2.40ch AT5G41980.1  unknown   chr5:167  20.0932 18.3977 6.02679 2.95885 2.13828 3.65793
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.451 Detected -1.272 Detected -1.361 0.005 GT Sens contig246 contig246 Genomic          CGAAGTTcontig246 Solyc06g Solyc06g Genomic DNA chromosome 5       contig246 Solyc06g Genomic DNA chrom         SL2.40ch AT5G4403CESA4, IR    CESA4 (C           chr5:177  497.857 569.529 383.054 403.025 219.36 208.541
GT Sense Sense 0.880 Detected -0.880 Detected 0.000 -1.683 Detected -1.948 Detected -1.816 0.178 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  505.318 177.559 103.052 128.963 105.073 73.3799
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -3.060 Detected -2.266 Detected -2.663 0.022 GT Sens contig246 contig246 Glucosylt            CTAGGACcontig246 Solyc02g Solyc02g Glucosylt            GO:00472 GO:00472    contig246 Solyc02g Glucosylt             GO:00472 SL2.40ch AT2G36970.1  UDP-gluc      chr2:155  97.7031 123.063 34.7035 24.0071 14.8077 21.556
GT Sense Sense 0.596 Detected -0.596 Detected 0.000 -1.262 Detected -0.871 Detected -1.067 0.231 GT Sens contig248 contig248 Delta-6 de     GTGTGTGcontig248 Solyc10g Solyc10g Delta-6 desaturase (AHRD V1 *  contig248 Solyc10g Delta-6 desaturase (    SL2.40ch AT3G52700.1  unknown   chr3:195  79.6711 41.5344 49.6952 50.5145 27.0145 29.7377
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.499 Detected -0.819 Detected -1.159 0.093 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  36.2444 54.5187 28.0184 78.0344 17.7185 23.8306
GT Sense Sense 1.510 Detected -1.510 Detected 0.000 -1.202 Detected -1.567 Detected -1.384 0.459 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  1067.31 156.624 435.456 220.96 200.18 130.515
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 -1.969 Detected -1.098 Detected -1.533 0.072 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  152.726 188.277 164.798 285.434 48.7964 74.8983
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -1.253 Detected -0.885 Detected -1.069 0.030 GT Sens contig250 contig250 Genomic          TCAGGAAcontig250 Solyc11g Solyc11g Genomic DNA chromosome 5       contig250 Solyc11g Genomic DNA chrom         SL2.40ch AT3G53310.1  transcrip       chr3:197  37.6404 47.7816 29.915 49.2517 20.0497 21.7057
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -1.358 Detected -0.890 Detected -1.124 0.057 GT Sens contig250 contig250 Unknown   GTGCAAGcontig250 Solyc07g Solyc07g Unknown Protein (AHRD V1);O contig250 Solyc07g Unknown   GO:00428 SL2.40ch AT5G6492CIP8  CIP8 (CO           chr5:259  95.7945 141.236 63.4779 149.072 51.0999 59.36
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 -2.706 Detected -0.989 Detected -1.847 0.170 GT Sens contig250 contig250 Multidrug                  TAAGGAAcontig250 Solyc06g Solyc06g Multidrug                  GO:00152 GO:00152      contig250 Solyc06g Multidrug                   GO:00152 SL2.40ch AT5G19700.1 192.002 178.573 101.391 293.328 31.976 88.2185
GT Sense Sense -0.922 Detected 0.922 Detected 0.000 -2.068 Detected -0.917 Detected -1.493 0.303 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  1562.87 6678.94 1650.12 3830.25 867.729 1618.33
GT Sense Sense 0.404 Detected -0.404 Detected 0.000 -1.066 Detected -1.194 Detected -1.130 0.110 GT Sens contig252 contig252 Alpha-hum                GTGTGG contig252 Solyc06g Solyc06g Alpha-hum                GO:00800 GO:00800      contig252 Solyc06g Sesquiterpene synth      SL2.40ch AT4G19180.1  nucleosid          chr4:104  260.198 176.827 259.758 172.556 115.376 88.6291
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -2.173 Detected -1.963 Detected -2.068 0.007 GT Sens contig252 contig252 Gag-Pol p     CATGTTGcontig252 Solyc11g Solyc11g Gag-Pol polyprotein (AHRD V1  contig252 Solyc05g Nucleored                     GO:00047 SL2.40ch AT2G28940.2  protein k     chr2:124  368.937 359.876 157.873 98.2376 91.0073 88.3483
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.232 Detected -1.372 Detected -1.302 0.003 GT Sens contig253 contig253 ABC-1 do             AATTTTG contig253 Solyc04g Solyc04g ABC-1 do             GO:00052 GO:00052  contig253 Solyc04g ABC-1 do              GO:00052 SL2.40ch AT5G6494ATATH13    ATATH13    chr5:259  1718.39 2006.19 1422.29 1641.08 890.369 678.296
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.119 Detected -0.988 Detected -1.053 0.005 GT Sens contig254 contig254 Unknown   CGCGGA contig254 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig254 Solyc04g Unknown Protein (A  SL2.40ch AT5G1208MSL10  MSL10 (M           chr5:389  307.377 386.748 155.779 320.083 178.857 164.348
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -2.342 Detected -1.336 Detected -1.839 0.070 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  1221.64 1669.55 690.122 1257.1 317.318 534.806
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -1.612 Detected -1.922 Detected -1.767 0.009 GT Sens contig255 contig255 Mutator-li               TAAATAC contig255 Solyc01g Solyc01g Mutator-like transposase (AHR              contig255 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT4G1634SPK1  SPK1 (SP            chr4:922  76.9734 85.0705 37.9813 37.3135 29.8291 20.1848
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 -1.006 Detected -1.430 Comprom -1.218 0.054 GT Sens contig257 contig257 Unknown   TAGACAAcontig257 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig257 Solyc03g Unknown Protein (A  SL2.40ch AT5G46070.1  GTP bind     chr5:186  28.5071 25.5023 10.6666 12.3206 15.1223 9.45856
GT Sense Sense -0.415 Detected 0.415 Detected 0.000 -2.175 Detected -0.948 Detected -1.561 0.170 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  86.4623 182.873 31.0603 111.847 31.3745 61.645
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -2.345 Comprom -1.773 Comprom -2.059 0.020 GT Sens contig257 contig257 Calcium-d                GATTTAGcontig257 Solyc11g Solyc11g Calcium-d                GO:00055 GO:00055   contig257 Solyc11g Calcium-d                 GO:00055 SL2.40ch AT4G0957CPK4, AT   CPK4; ca        chr4:604  17.7203 18.6851 7.505 16.1798 4.03397 5.03479
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -2.049 Detected -1.443 Detected -1.746 0.031 GT Sens contig258 contig258 Deoxyribo                        TGATGTAcontig258 Solyc08g Solyc08g Deoxyribo                        GO:00036 GO:00036    contig258 Solyc08g Cryptoch  GO:00036 SL2.40ch AT5G2485CRY3  CRY3 (cr           chr5:853  512.919 543.514 284.92 350.441 143.696 183.602
GT Sense Sense 0.188 Detected -0.188 Detected 0.000 -2.775 Detected -1.982 Detected -2.379 0.032 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  504.757 462.833 180.576 323.808 79.5518 115.65
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 -1.380 Detected -1.005 Detected -1.192 0.088 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  1759.78 3310.54 963.184 1909.65 1044.83 1137.29
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -1.589 Detected -1.141 Detected -1.365 0.055 GT Sens contig261 contig261 UDP-gluc               AATTAGAcontig261 Solyc12g Solyc12g UDP-gluc               GO:00081 GO:00081  contig261 Solyc12g UDP-gluc                GO:00081 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  67.1126 112.354 33.9572 70.6009 32.5076 37.2334
GT Sense Sense -0.849 Detected 0.849 Detected 0.000 -1.834 Detected -1.257 Detected -1.545 0.227 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  106.873 412.936 102.044 286.16 66.3894 83.1292
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -1.402 Detected -1.237 Detected -1.320 0.012 GT Sens contig262 contig262 Unknown   CCCACTTcontig262 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig262 Solyc01g Unknown Protein (A  SL2.40ch AT4G27010.2  unknown   chr4:135  31.9738 45.0844 42.8253 89.3432 16.1824 15.2279
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.192 Detected -1.478 Detected -1.335 0.015 GT Sens contig263 contig263 DNA-direc                    GTCGAATcontig263 Solyc12g Solyc12g DNA-direc                    GO:0006350 contig263 Solyc12g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  284.773 300.261 162.886 132.912 144.219 99.2845
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 -1.131 Detected -1.484 Detected -1.307 0.030 GT Sens contig263 contig263 Anthocya                TTTTCTT contig263 Solyc11g Solyc11g Anthocya                GO:00551 GO:00551    contig263 Solyc11g Anthocya                 GO:00454 SL2.40ch AT4G2120ATGA2OX    GA2OX8       chr4:113  3673.55 5390.4 2797.05 3923.53 2288.98 1504.48
GT Sense Sense -0.566 Detected 0.566 Detected 0.000 -2.292 Detected -0.947 Detected -1.619 0.207 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  323.151 842.855 245.264 444.39 120.054 255.988
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -1.414 Detected -0.846 Detected -1.130 0.109 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  2408.73 4299.48 3412.46 4215.62 1360.77 1692.78
GT Sense Sense 0.257 Detected -0.257 Detected 0.000 -1.499 Comprom -1.059 Comprom -1.279 0.063 GT Sens contig263 contig263 Myb famil                   CCCGAAAcontig263 Solyc10g Solyc10g Myb famil                   GO:00036 GO:00036  contig263 Solyc10g Myb famil                    GO:00036 SL2.40ch AT2G38090.1  myb fami     chr2:159  14.6613 12.2236 12.5089 15.3339 5.33694 6.07611
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -2.581 Detected -0.913 Detected -1.747 0.184 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  594.896 1015 243.494 854.232 146.284 390.27
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.823 Detected -2.422 Detected -2.122 0.019 GT Sens contig263 contig263 DNA-direc                    ATAAAAT contig263 Solyc12g Solyc12g DNA-direc                    GO:0006350 contig263 Solyc12g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  490.642 573.728 181.556 169.251 168.91 93.6169
GT Sense Sense -0.830 Detected 0.830 Detected 0.000 -1.152 Detected -1.123 Detected -1.138 0.304 GT Sens contig264 contig264 Genomic          TCTACTAcontig264 Solyc05g Solyc05g Genomic DNA chromosome 5 T       contig264 Solyc05g Genomic DNA chrom         SL2.40ch AT1G0614EMB1444  EMB1444     chr1:186  127.869 481.05 47.271 282.602 125.715 107.665
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -2.369 Comprom -1.082 Comprom -1.726 0.123 GT Sens contig264 contig264 Aluminum                  CAAATAGcontig264 Solyc06g Solyc06g Aluminum                  GO:00085 GO:00085    contig264 Solyc06g Aluminum                   GO:00085 SL2.40ch AT4G17970.1  unknown   chr4:997  20.4316 31.0712 17.8046 31.6723 5.49358 11.2515
GT Sense Sense -0.457 Detected 0.457 Detected 0.000 -2.265 Detected -0.912 Detected -1.589 0.191 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  1557.93 3496.05 1152.94 2064.03 546.833 1172.7
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.193 Detected -1.247 Detected -1.220 0.010 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  832.004 1167.77 550.661 683.51 485.555 392.789
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.065 Detected -1.464 Detected -1.265 0.036 GT Sens contig265 contig265 RNA-depe                 TATCAAT contig265 Solyc07g Solyc07g RNA-dependent RNA polymera                contig265 Solyc07g RNA-dependent RNA                SL2.40ch ATMG005 ORFX  encodes                                                 chrM:157  183.549 178.583 116.359 114.134 97.4607 62.0433
GT Sense Sense -0.568 Detected 0.568 Detected 0.000 -2.020 Detected -1.342 Detected -1.681 0.126 GT Sens contig265 contig265 MYB tran               ATCGATGcontig265 Solyc04g Solyc04g MYB tran               GO:00037 GO:00037       contig265 Solyc04g MYB tran                GO:00037 SL2.40ch AT5G5762MYB36, A   MYB36 (m           chr5:233  87.7658 229.479 73.993 260.506 39.428 52.9293
GT Sense Sense -0.898 Detected 0.898 Detected 0.000 -5.237 Comprom -3.136 Comprom -4.187 0.094 GT Sens contig266 contig266 Beta-gala               TGGAAACcontig266 Solyc10g Solyc10g Beta-gala               GO:00059 GO:00059     contig266 Solyc10g Beta-gala                GO:00045 SL2.40ch AT3G1375BGAL1  BGAL1 (B                chr3:451  31.5878 130.537 2.22446 3.5431 1.91808 6.90538
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.261 Detected -1.472 Detected -1.367 0.007 GT Sens contig267 contig267 Elongatio                 ATTACGT contig267 Solyc08g Solyc08g Elongatio                 GO:00055 GO:00055   contig267 Solyc08g Elongatio                  GO:00039 SL2.40ch AT1G6275ATSCO1,    SCO1 (SN                chr1:232  3605.08 4557.19 2265.22 3013.19 1904.5 1381.85
GT Sense Sense -0.390 Detected 0.390 Detected 0.000 -2.565 Detected -1.457 Detected -2.011 0.097 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  295.456 604.153 215.367 516.331 80.4059 145.48
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.235 Detected -1.131 Detected -1.183 0.013 GT Sens contig268 contig268 Unknown   AGAACTT contig268 Solyc01g Solyc01g Unknown Protein (AHRD V1);O contig268 Solyc01g Unknown   GO:00055 SL2.40ch AT5G12900.1  unknown   chr5:407  232.115 330.287 146.509 371.204 132.511 119.516
GT Sense Sense -0.265 Detected 0.265 Detected 0.000 -1.353 Detected -1.161 Detected -1.257 0.047 GT Sens contig269 contig269 Rop-intera                GGAGTG contig269 Solyc09g Solyc09g Rop-interactive crib motif-cont               contig269 Solyc09g Rop-interactive crib               SL2.40ch AT3G2338RIC5  RIC5 (RO         chr3:837  33.8285 58.141 22.99 26.0482 19.5641 18.7467
GT Sense Sense -0.553 Detected 0.553 Detected 0.000 -1.747 Detected -1.242 Detected -1.495 0.133 GT Sens contig270 contig270 Unknown   CTAGAAAcontig270 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig270 Solyc09g Unknown Protein (A  SL2.40ch AT3G57170.1  N-acetylg           chr3:211  27.5916 70.6561 14.4179 13.0652 14.8209 17.6445
GT Sense Sense -0.647 Detected 0.647 Detected 0.000 -1.885 Detected -1.038 Detected -1.462 0.199 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  163.63 477.54 107.855 246.06 85.2333 128.687
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.308 Detected -0.897 Detected -1.103 0.052 GT Sens contig272 contig272 Gag-Pol p                GAGCAAGcontig272 Solyc04g Solyc04g Gag-Pol p                GO:00036 GO:00036   contig272 Solyc04g011970.1.1 AT3G0226BIG, DOC        BIG (BIG)          chr3:431  33.3447 31.6642 23.2569 8.68844 14.7806 16.4983
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -0.868 Detected -1.536 Detected -1.202 0.069 GT Sens contig273 contig273 Unknown   AGCTTTCcontig273 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig273 Solyc11g Unknown Protein (A  SL2.40ch AT5G08570.1  pyruvate    chr5:277  58.1916 71.1065 33.4212 35.89 39.6923 20.9743
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -2.199 Detected -2.129 Detected -2.164 0.002 GT Sens contig273 contig273 Integrase        GACTACCcontig273 Solyc10g Solyc10g Integrase core domain contain      contig273 Solyc08g WD-repea                GO:00428 SL2.40ch AT5G05350.1  unknown   chr5:158  549.465 586.273 183.322 152.485 139.282 122.709
GT Sense Sense -0.293 Detected 0.293 Detected 0.000 -1.159 Detected -0.911 Detected -1.035 0.083 GT Sens contig274 contig274 Auxin-reg                 GAGTGCTcontig274 Solyc04g Solyc04g Auxin-regulated protein (AHRD               contig274 Solyc04g Auxin-regulated pro                 SL2.40ch AT5G59790.1  unknown   chr5:240  8034.79 14367.8 5939.51 12678 5419.17 5403.43
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.156 Comprom -1.558 Comprom -1.357 0.025 GT Sens contig274 contig274 Serine/thr                CCAACAT contig274 Solyc08g Solyc08g Serine/thr                GO:00046 GO:00046     contig274 Solyc01g Methylthio               GO:00465 SL2.40ch AT2G23740.1  nucleic a          chr2:100  18.091 19.1538 12.6714 17.7894 9.40823 5.9774
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -1.721 Comprom -1.779 Comprom -1.750 0.000 GT Sens contig274 contig274 Mate efflu                  CTTACTT contig274 Solyc10g Solyc10g Mate efflu                  GO:00160 GO:00160 contig274 Solyc10g Mate efflu                   GO:00160 SL2.40ch AT1G33080.2  MATE eff     chr1:119  21.2533 24.9908 10.752 18.2947 7.87261 6.34761
GT Sense Sense 0.325 Detected -0.325 Detected 0.000 -0.953 Detected -1.761 Detected -1.357 0.120 GT Sens contig274 contig274 Cytochro                 TTTTGAT contig274 Solyc01g Solyc01g Cytochro                 GO:00200 GO:00200     contig274 Solyc01g Cytochro  GO:00102 SL2.40ch AT5G4534CYP707A   CYP707A        chr5:183  334.76 253.863 442.323 461.19 169.595 81.3463
GT Sense Sense 0.844 Detected -0.844 Detected 0.000 -0.875 Detected -1.138 Detected -1.006 0.360 GT Sens contig275 contig275 AtIII18x5-l       GCAAATCcontig275 Solyc03g Solyc03g AtIII18x5-like protein (Fragmen     contig275 Solyc03g AtIII18x5-like protein     SL2.40ch AT5G63350.1  unknown   chr5:253  1547.31 571.845 783.587 910.124 577.885 404.153
GT Sense Sense -0.303 Detected 0.303 Detected 0.000 -0.816 Detected -1.845 Detected -1.331 0.156 GT Sens contig275 contig275 Xylogluca               CTCCTTCcontig275 Solyc11g Solyc11g Xylogluca               GO:00059 GO:00059   contig275 Solyc11g Xylogluca                GO:00059 SL2.40ch AT2G36870.1  xylogluca             chr2:154  447.356 810.224 161.905 478.871 385.136 158.485
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.177 Detected -0.899 Detected -1.038 0.018 GT Sens contig276 contig276 Unknown   GTCTCGCcontig276 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig276 Solyc12g Unknown Protein (A  SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  38.8549 45.0929 27.4752 15.3515 20.8608 21.2289
GT Sense Sense -1.533 Detected 1.533 Detected 0.000 -1.674 Detected -1.449 Detected -1.561 0.416 GT Sens contig276 contig276 Transpos                   GTCAAACcontig276 Solyc05g Solyc05g Transpos                   GO:00150 GO:00150  contig276 Solyc05g050260.1.1 AT1G33790.2  jacalin le     chr1:122  1097.23 10932.1 1171.73 1247.27 1222.33 1199.76
GT Sense Sense 0.390 Detected -0.390 Detected 0.000 -0.930 Detected -1.250 Detected -1.090 0.123 GT Sens contig277 contig277 Fatty acyl               GATGGTTcontig277 Solyc09g Solyc09g Fatty acyl               GO:00166 GO:00166                  contig277 Solyc09g Fatty acyl                GO:00166 SL2.40ch AT3G5670FAR6  FAR6 (FA                       chr3:209  272.526 188.889 376.467 266.032 134.126 90.178
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 -1.411 Detected -0.942 Detected -1.177 0.088 GT Sens contig277 contig277 Unknown   GGGCATTcontig277 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig277 Solyc08g Unknown Protein (A  SL2.40ch AT4G1628FCA  FCA; RNA   chr4:920  66.1532 52.5963 61.6518 132.501 24.9822 29.0303
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 -1.148 Detected -1.579 Detected -1.364 0.115 GT Sens contig278 contig278 Protein B                  TTTCCTT contig278 Solyc05g Solyc05g Protein Brevis radix-like 1 (AHR                contig278 Solyc05g Protein Brevis radix                  SL2.40ch AT1G71500.1  Rieske (2     chr1:269  64.7586 145.614 36.6371 82.6607 49.361 30.7286
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -0.939 Detected -1.270 Detected -1.104 0.030 GT Sens contig279 contig279 30S ribos                 TATTCTC contig279 Solyc09g Solyc09g 30S ribos                 GO:00037 GO:00037   contig279 Solyc09g 30S ribos                  GO:00055 SL2.40ch ATCG003 RPS4  Chloropla       chrC:452  185.627 254.791 137.628 122.164 127.776 85.2766
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -0.865 Detected -1.505 Comprom -1.185 0.078 GT Sens contig280 contig280 Lipase (F              ACTAGCTcontig280 Solyc09g Solyc09g Lipase (F              GO:00089 GO:00089      contig280 Solyc09g Lipase (F               GO:00477 SL2.40ch AT3G45020.1  50S ribos    chr3:164  18.0379 17.5857 11.3168 11.3281 11.0161 5.93429
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -2.248 Detected -2.270 Detected -2.259 0.001 GT Sens contig280 contig280 Reverse t                 TCCAGGCcontig280 Solyc10g Solyc10g Reverse transcriptase (Fragme                 contig280 Solyc03g Transpos                    GO:00036 SL2.40ch AT5G61780.1 563.476 604.148 195.719 132.282 138.386 114.359
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.134 Detected -0.991 Detected -1.062 0.005 GT Sens contig281 contig281 UDP-gluc            TTAGAGAcontig281 Solyc03g Solyc03g UDP-gluc            GO:00102 GO:00102     contig281 Solyc03g UDP-gluc             GO:00102 SL2.40ch AT3G55710.1  UDP-gluc      chr3:206  174.935 211.296 232.463 225.617 98.6895 91.4716
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.026 Detected -1.101 Detected -1.064 0.024 GT Sens contig281 contig281 MYB tran                  GACCCTAcontig281 Solyc10g Solyc10g MYB tran                  GO:00036 GO:00036  contig281 Solyc10g MYB tran                   GO:00036 SL2.40ch AT3G09600.2  myb fami     chr3:294  2336.36 2213.37 1758.6 2073.84 1258.07 1002.11
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.716 Detected -1.539 Detected -1.628 0.019 GT Sens contig282 contig282 Calmodul                AATCGGAcontig282 Solyc10g Solyc10g Calmodul                GO:00055 GO:00055  contig282 Solyc10g Calmodul                 GO:00055 SL2.40ch AT2G3399iqd9  iqd9 (IQ-d      chr2:143  1497.31 2384.16 811.452 1027.33 647.717 614.743
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 -1.386 Detected -0.803 Detected -1.095 0.065 GT Sens contig282 contig282 Heat shoc                CTATGAT contig282 Solyc01g Solyc01g Heat shoc                GO:00055 GO:00055  contig282 Solyc01g Heat shoc                 GO:00055 SL2.40ch AT5G2854BIP1  BIP1; AT    chr5:105  78.8375 89.7768 35.8256 45.9001 36.2621 45.5791
GT Sense Sense 0.827 Detected -0.827 Detected 0.000 -1.314 Detected -0.828 Detected -1.071 0.340 GT Sens contig282 contig282 RAG1-act                  TCAACGAcontig282 Solyc05g Solyc05g RAG1-act                  GO:00160 GO:00160   contig282 Solyc05g RAG1-act                   GO:00160 SL2.40ch AT5G5229SHOC1  SHOC1 (S      chr5:212  20867.8 7899.42 5705.09 5407.51 5816.81 6839.13
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.780 Detected -1.264 Detected -1.522 0.028 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  128.8 154.982 157.933 64.5775 46.3379 55.6387
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.004 Detected -1.531 Detected -1.267 0.044 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  126.255 166.822 43.6759 100.416 81.5199 47.4973
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.749 Detected -0.886 Detected -1.317 0.123 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  102.629 178.542 50.1697 134.211 45.3755 69.2792
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 -1.278 Detected -2.514 Detected -1.896 0.108 GT Sens contig285 contig285 Cysteine                AAGCCTGcontig285 Solyc00g Solyc00g Cysteine                GO:00048 GO:00048      contig285 Solyc00g Cysteine                 GO:00048 SL2.40ch AT2G42510.2  FUNCTIO                                      chr2:177  547.873 959.694 441.529 429.449 336.805 120.063
GT Sense Sense -0.566 Detected 0.566 Detected 0.000 -3.401 Detected -1.081 Detected -2.241 0.225 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  1526.68 3984.96 657.768 3723.99 262.948 1102.11
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 -0.843 Detected -1.466 Detected -1.155 0.066 GT Sens contig287 contig287 NADH deh                   TATATAG contig287 Solyc01g Solyc01g NADH deh                   GO:00551 GO:00551  contig287 Solyc01g NADH deh                    GO:00551 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  246.348 279.034 198.995 193.633 164.618 89.7123
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -1.594 Detected -1.768 Detected -1.681 0.003 GT Sens contig287 contig287 Unknown   AATAGACcontig287 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig287 Solyc12g Unknown Protein (A  SL2.40ch AT5G48960.1  5' nucleo     chr5:198  718.767 848.133 267.645 265.848 291.252 216.8
GT Sense Sense 0.757 Detected -0.757 Detected 0.000 -1.108 Detected -1.857 Comprom -1.483 0.221 GT Sens contig288 contig288 MtN3-like               CGTGATTcontig288 Solyc03g Solyc03g MtN3-like               GO:00160 GO:00160   contig288 Solyc03g MtN3-like                GO:00160 SL2.40ch AT5G40260.2  nodulin M     chr5:160  37.4558 15.6041 22.2798 17.1024 12.6309 6.30927
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.294 Detected -1.502 Detected -1.398 0.006 GT Sens contig289 contig289 NAD(P)H-q         AAATTGGcontig289 Solyc08g Solyc08g NAD(P)H-quinone oxidoreducta        contig289 Solyc08g NAD(P)H-quinone ox        SL2.40ch AT3G01210.1  nucleic a      chr3:721  480.012 562.662 314.083 298.586 238.741 173.438
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 -2.855 Detected -2.223 Detected -2.539 0.026 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  71.9734 124.266 19.7251 107.236 14.7293 19.1568
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.300 Detected -1.560 Comprom -1.430 0.021 GT Sens contig290 contig290 Unknown   AGAGGAGcontig290 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig290 Solyc11g Unknown Protein (A  SL2.40ch AT5G61240.1  protein b   chr5:246  35.9864 34.028 20.9257 14.8541 16.0136 11.2253
GT Sense Sense -0.284 Detected 0.284 Detected 0.000 -0.960 Detected -1.126 Detected -1.043 0.072 GT Sens contig290 contig290 Os06g018       GTAGATGcontig290 Solyc12g Solyc12g Os06g0183700 protein (Fragm     contig290 Solyc12g Os06g0183700 prote      SL2.40ch AT4G3452FAE1, KC   KCS18; a      chr4:164  457.972 807.95 434.595 650.539 352.315 263.566
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.070 Detected -1.075 Detected -1.073 0.020 GT Sens contig290 contig290 Unknown   CGGGTTAcontig290 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig290 Solyc00g Unknown Protein (A  SL2.40ch AT5G42720.1  glycosyl      chr5:171  169.256 162.766 112.614 103.238 89.0535 74.4845
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 -1.595 Detected -1.321 Detected -1.458 0.071 GT Sens contig291 contig291 Os03g013       TACAACCcontig291 Solyc12g Solyc12g Os03g0133300 protein (Fragm     contig291 Solyc12g Os03g0133300 prote      SL2.40ch AT1G42430.1  unknown   chr1:158  1358.47 2771.97 1284.27 1467.83 723.848 734.171
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -0.937 Detected -2.745 Comprom -1.841 0.179 GT Sens contig291 contig291 Blue copp             ACTAGTCcontig291 Solyc12g Solyc12g Blue copp             GO:00090 GO:00090   contig291 Solyc12g Blue copp              GO:00090 SL2.40ch AT3G07140.2  GPI trans        chr3:226  18.1272 19.7284 12.6596 16.0652 11.1254 2.66752
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 -2.730 Detected -1.707 Detected -2.218 0.060 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  2574.92 2175.79 2213.49 3699.21 402.023 685.336



GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -0.937 Detected -2.771 Detected -1.854 0.184 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  374.225 360.042 253.59 260.46 216.008 50.8436
GT Sense Sense 0.506 Detected -0.506 Detected 0.000 -1.165 Detected -1.003 Detected -1.084 0.169 GT Sens contig293 contig293 Major late                CCAAATGcontig293 Solyc07g Solyc07g Major late                GO:00096 GO:00096    contig293 Solyc07g Major late                 GO:00096 SL2.40ch AT5G46770.1  unknown   chr5:189  1471.95 869.249 1635.16 896.043 568.123 533.768
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 -1.378 Comprom -0.861 Comprom -1.120 0.107 GT Sens contig293 contig293 Os03g029       TACAAGAcontig293 Solyc09g Solyc09g Os03g0291800 protein (Fragm     contig293 Solyc09g Os03g0291800 prote      SL2.40ch AT3G08790.1 15.7023 12.2494 6.79573 12.9686 6.00939 7.21909
GT Sense Sense 0.336 Detected -0.336 Detected 0.000 -1.019 Detected -1.209 Detected -1.114 0.086 GT Sens contig294 contig294 Glucose-m                AGGCCTAcontig294 Solyc09g Solyc09g Glucose-m                GO:00551 GO:00551  contig294 Solyc09g Glucose-m                 GO:00166 SL2.40ch AT1G03990.1  alcohol o   chr1:102  978.797 730.943 1094.35 776.128 470.314 346.012
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 -2.938 Detected -1.389 Detected -2.164 0.120 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  423.68 750.132 315.754 742.829 82.8568 203.492
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.064 Detected -1.274 Detected -1.169 0.013 GT Sens contig296 contig296 Gag-Pol p     TATTAAT contig296 Solyc04g Solyc04g Gag-Pol polyprotein (AHRD V1  contig296 Solyc04g Gag-Pol polyprotein    SL2.40ch AT3G05345.1  heat shoc     chr3:152  270.766 285.127 150.456 132.138 149.706 108.671
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.762 Detected -1.489 Detected -1.625 0.007 GT Sens contig296 contig296 Pol polyp                TTCTGAT contig296 Solyc00g Solyc00g Pol polyp                GO:00062 GO:00062   contig296 Solyc00g Pol polyp                 GO:00062 SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  63.4421 77.8225 33.6441 28.3661 23.3447 23.6691
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -1.584 Comprom -2.319 Comprom -1.952 0.042 GT Sens contig297 contig297 Gag-pol p     TTTCTTGcontig297 Solyc02g Solyc02g Gag-pol polyprotein (AHRD V1  contig297 Solyc02g Gag-pol polyprotein    SL2.40ch AT2G2297SCPL11  serine ca      chr2:977  17.6821 16.3085 6.92313 11.857 6.38125 3.2168
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -2.227 Comprom -1.321 Comprom -1.774 0.060 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  20.3524 25.1284 20.7544 36.2678 5.44231 8.55777
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 -0.904 Detected -1.809 Detected -1.357 0.104 GT Sens contig300 contig300 Unknown   CTCATGGcontig300 Solyc10g Solyc10g Unknown Protein (AHRD V1);O contig300 Solyc11g068390.1.1 AT3G28770.1  unknown   chr3:107  57.9647 56.064 48.2433 48.3395 34.3088 15.386
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -0.821 Detected -1.591 Comprom -1.206 0.100 GT Sens contig300 contig300 Unknown   TTAAGTAcontig300 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig300 Solyc08g Unknown Protein (A  SL2.40ch AT1G3244PKp3  PKp3 (pla        chr1:117  17.1825 16.6681 12.4242 12.4773 10.7935 5.30986
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 -2.486 Detected -1.610 Detected -2.048 0.046 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  239.624 341.549 114.316 244.539 57.5312 88.6146
GT Sense Sense -0.859 Detected 0.859 Detected 0.000 -1.216 Detected -1.195 Detected -1.206 0.295 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  103.322 404.474 64.5796 246.778 99.1066 84.4023
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -1.099 Detected -1.270 Detected -1.185 0.029 GT Sens contig300 contig300 Inter-alph                    AAGCAGAcontig300 Solyc05g Solyc05g Inter-alph                    GO:00082 GO:00082     contig300 Solyc05g Inter-alph                     GO:00048 SL2.40ch AT2G38970.1  zinc finge        chr2:162  795.513 730.371 416.73 572.995 400.738 298.778
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -1.355 Detected -0.886 Detected -1.121 0.050 GT Sens contig301 contig301 Anthocya                TATTTCT contig301 Solyc10g Solyc10g Anthocya                GO:00164 GO:00164  contig301 Solyc10g Anthocya                 GO:00164 SL2.40ch AT2G38240.1  oxidored       chr2:160  221.401 224.625 269.976 211.324 98.2205 114.07
GT Sense Sense -0.444 Detected 0.444 Detected 0.000 -2.891 Detected -1.485 Detected -2.188 0.119 GT Sens contig301 contig301 Expansin            GATCACAcontig301 Solyc07g Solyc07g Expansin            GO:00051 GO:00051        contig301 Solyc07g Expansin             GO:00051 SL2.40ch AT4G0163ATEXPA1       ATEXPA1       chr4:700  56.9278 125.348 93.4803 257.44 12.829 28.5357
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -1.375 Detected -1.676 Detected -1.526 0.027 GT Sens contig301 contig301 NAC dom                  TTCAACT contig301 Solyc07g Solyc07g NAC dom                  GO:00037 GO:00037      contig301 Solyc07g NAC dom                   GO:00037 SL2.40ch AT5G5395CUC2, AN   CUC2 (CU       chr5:219  155.982 247.637 124.827 184.527 85.3524 58.1428
GT Sense Sense 0.409 Detected -0.409 Detected 0.000 -2.854 Detected -1.106 Detected -1.980 0.177 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  83.4839 56.3744 24.2524 56.5296 10.6887 30.1398
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.672 Detected -1.459 Detected -1.565 0.007 GT Sens contig304 contig304 Pol polyp                TGTTTTGcontig304 Solyc05g Solyc05g Pol polyp                GO:00062 GO:00062   contig304 Solyc10g Pol polyp               GO:00036 SL2.40ch AT5G45720.1  ATP bind             chr5:185  480.911 509.556 247.067 160.39 174.99 170.273
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 -1.767 Detected -1.290 Detected -1.529 0.069 GT Sens contig304 contig304 Cytochro                 TTAGAAT contig304 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig304 Solyc04g Cytochro  GO:00198 SL2.40ch AT1G6490CYP89A2    CYP89A2                 chr1:241  3159.07 6114.99 1907.44 5560.16 1454.49 1699.54
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.131 Detected -1.064 Detected -1.098 0.003 GT Sens contig304 contig304 Polyprote     ATGCAGAcontig304 Solyc04g Solyc04g Polyprotein (AHRD V1 ***- Q9XEcontig304 Solyc04g Polyprotein (AHRD V   SL2.40ch AT5G38100.1 73.554 93.5114 40.486 49.0905 42.6477 37.4967
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -1.440 Detected -2.142 Detected -1.791 0.036 GT Sens contig305 contig305 Unknown   ATGACTAcontig305 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig305 Solyc01g Unknown Protein (A  SL2.40ch AT2G3877EMB2765  EMB2765     chr2:162  900.78 1097.2 459.683 371.219 412.826 212.921
GT Sense Sense -1.296 Detected 1.296 Detected 0.000 -2.299 Detected -2.122 Comprom -2.210 0.231 GT Sens contig305 contig305 PAR-1c pr            GCTTGAGcontig305 Solyc09g Solyc09g PAR-1c protein (AHRD V1 ***- Q         contig305 Solyc09g PAR-1c protein (AHR            SL2.40ch AT1G7510JAC1  JAC1 (J-D              chr1:281  15.7582 113.128 18.5458 13.0003 9.66633 9.17309
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.328 Detected -1.561 Detected -1.445 0.006 GT Sens contig305 contig305 WD-40 rep               AGACATGcontig305 Solyc11g Solyc11g WD-40 rep               GO:00428 GO:00428   contig305 Solyc11g WD-40 rep                GO:00428 SL2.40ch AT1G3275HAF01, HA      HAF01; D       chr1:118  732.165 858.384 676.008 721.15 355.597 254.098
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -1.354 Detected -0.911 Detected -1.132 0.086 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  548.407 959.884 507.067 1000.34 319.787 364.861
GT Sense Sense -0.344 Detected 0.344 Detected 0.000 -2.275 Detected -1.022 Detected -1.649 0.147 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  991.207 1900.73 951.197 2063.44 319.394 639.005
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -1.964 Detected -2.192 Comprom -2.078 0.017 GT Sens contig307 contig307 WRKY tra                TATAGAT contig307 Solyc10g Solyc10g WRKY tra                GO:0045449 contig307 Solyc10g WRKY tra                 GO:00454 SL2.40ch AT4G2644WRKY34,    WRKY34        chr4:133  34.4848 57.746 10.8754 36.8349 12.8841 9.23285
GT Sense Sense 0.581 Detected -0.581 Detected 0.000 -1.185 Detected -1.291 Detected -1.238 0.168 GT Sens contig307 contig307 Undecapr              GCTTACAcontig307 Solyc08g Solyc08g Undecapr              GO:00455 GO:00455             contig307 Solyc08g Undecapr               GO:00455 SL2.40ch AT5G58770.1  dehydrod          chr5:237  2288.67 1218.35 2736.35 1500.46 827.322 645.046
GT Sense Sense -0.651 Detected 0.651 Detected 0.000 -1.409 Detected -1.108 Detected -1.258 0.201 GT Sens contig307 contig307 Unknown   GCTCCAGcontig307 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig307 Solyc07g Unknown Protein (A  SL2.40ch AT3G0504HST, HST   HST (HAS     chr3:140  25.7299 75.5696 19.6509 25.7977 18.703 19.3463
GT Sense Sense 0.328 Detected -0.328 Detected 0.000 -1.309 Detected -1.619 Comprom -1.464 0.056 GT Sens contig307 contig307 Unknown   GCAAACAcontig307 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig307 Solyc02g Unknown Protein (A  SL2.40ch AT4G2158ENDO4  ENDO4 (e                chr4:114  24.5717 18.5704 15.5226 10.9389 9.71274 6.57731
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -1.134 Detected -1.223 Detected -1.179 0.017 GT Sens contig307 contig307 DNA-direc         TTATATA contig307 Solyc11g Solyc11g DNA-directed RNA polymerase      contig307 Solyc11g DNA-directed RNA p       SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  193.431 283.081 144.28 102.468 120.105 94.7754
GT Sense Sense -0.225 Detected 0.225 Detected 0.000 -1.424 Detected -0.821 Detected -1.122 0.097 GT Sens contig307 contig307 DNA-3-me               TGCACATcontig307 Solyc10g Solyc10g DNA-3-me               GO:00062 GO:00062  contig307 Solyc10g DNA-3-me                GO:00062 SL2.40ch AT5G44680.1  methylad      chr5:180  125.497 204.201 123.555 276.147 67.2217 85.7033
GT Sense Sense 0.623 Detected -0.623 Detected 0.000 -1.594 Detected -0.994 Detected -1.294 0.202 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  60.4154 30.3128 38.3083 43.8892 15.9676 20.3175
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -3.386 Detected -1.920 Detected -2.653 0.069 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  2806.04 3210.12 576.618 1337.83 323.441 749.959
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 -2.027 Comprom -1.751 Comprom -1.889 0.036 GT Sens contig309 contig309 Cytochro                 GCCAAACcontig309 Solyc04g Solyc04g Cytochro                 GO:00200 GO:00200     contig309 Solyc04g Cytochro  GO:00102 SL2.40ch AT3G23690.1  basic hel      chr3:852  36.477 27.0066 11.8129 25.6619 8.67579 8.81974
GT Sense Sense 1.041 Detected -1.041 Detected 0.000 -1.925 Detected -1.519 Detected -1.722 0.246 GT Sens contig309 contig309 Seed mat                    TTGCAGCcontig309 Solyc10g Solyc10g Seed mat                    GO:00097 GO:00097  contig309 Solyc10g Seed mat                     GO:00097 SL2.40ch AT3G0217LNG2  LNG2 (LO   chr3:396  1333.52 374.787 246.199 321.793 209.755 233.234
GT Sense Sense 0.326 Detected -0.326 Detected 0.000 -1.059 Detected -1.084 Detected -1.072 0.082 GT Sens contig309 contig309 Tumor-re      CAAATCAcontig309 Solyc10g Solyc10g Tumor-related protein (AHRD V   contig309 Solyc10g Tumor-related prote     SL2.40ch AT5G5232CYP96A4  CYP96A4               chr5:212  571.889 433.133 546.171 364.886 269.043 221.999
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -0.956 Detected -2.268 Comprom -1.612 0.138 GT Sens contig310 contig310 Cysteine                 TGCATCCcontig310 Solyc01g Solyc01g Cysteine                 GO:00082 GO:00082     contig310 Solyc01g Cysteine                  GO:00428 SL2.40ch AT2G45800.1  LIM doma    chr2:188  16.6634 23.8778 15.1285 6.20844 11.5869 3.91544
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.533 Detected -1.431 Detected -1.482 0.004 GT Sens contig311 contig311 Enzymatic                CAAAAGAcontig311 Solyc10g Solyc10g Enzymatic                GO:00062 GO:00062   contig311 Solyc10g Enzymatic                 GO:00062 SL2.40ch AT3G44510.1 43.6693 46.917 16.4521 14.0634 17.6164 15.8694
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -0.995 Detected -1.528 Detected -1.261 0.081 GT Sens contig311 contig311 Sucrose p                TTCAGAAcontig311 Solyc09g Solyc09g Sucrose p                GO:00059 GO:00059   contig311 Solyc09g Sucrose p                 GO:00059 SL2.40ch AT1G0492ATSPS3F  ATSPS3F            chr1:139  43.566 75.8185 39.7842 46.0851 32.4931 18.8472
GT Sense Sense 0.935 Detected -0.935 Detected 0.000 -1.991 Detected -1.240 Detected -1.615 0.250 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  6125.81 1996.47 4773.15 4726.22 991.158 1400.31
GT Sense Sense 0.323 Detected -0.323 Detected 0.000 -1.501 Detected -0.877 Detected -1.189 0.118 GT Sens contig313 contig313 Unannota GCAGAACGGAGCAACAACTTTTGAACAGATTCAAACTTTATCATGGTTA contig313 Solyc04g Expressed protein h                    SL2.40ch AT3G23710.1  chloropla         chr3:853  55.3399 42.0955 24.7307 24.6082 19.2107 24.8504
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -2.147 Detected -2.326 Detected -2.236 0.002 GT Sens contig313 contig313 Unannota CCACATGAACACGAAGAAATTCAAAATTTCAATGTTATGGCTGGTTTGC contig313 Solyc03g Unknown Protein (A              SL2.40ch AT3G28770.1  unknown   chr3:107  370.162 451.583 214.52 335.137 104.01 77.0985
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.036 Detected -1.194 Detected -1.115 0.020 GT Sens contig314 contig314 Unannota CCAATACTGGAGCAAATTCAATTTAGCCACCTATCTTATGAAAATACTATcontig314 Solyc06g Calcineur                   GO:00055 SL2.40ch AT4G29103.1 42.9786 42.0509 50.3516 48.1337 23.348 17.5644
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -1.522 Comprom -1.970 Comprom -1.746 0.017 GT Sens contig315 contig315 Unannota TCAGTAGGATGCCTTCACTTTCATCTTTTGAACGCTCCTTATCATGCCA contig315 Solyc07g LRR recep    GO:00046 SL2.40ch AT3G45200.1  unknown   chr3:165  15.2019 19.6464 7.46935 4.36811 6.77766 4.17209
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.718 Detected -2.212 Detected -1.965 0.018 GT Sens contig316 contig316 Unannota ACTGGGCACGGGCCCTAGTAACTCTCCGGGTCTGACTAGTACTTTCTG contig316 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  737.792 766.404 373.849 321.101 257.453 153.494
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -1.953 Detected -2.244 Detected -2.098 0.006 GT Sens contig316 contig316 Unannota TTCTGGGCGGCTGTCGCTTTCTTTGGAGGCATAACAAAACGACTGGGC contig316 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  697.599 766.685 367.537 243.69 212.818 145.981
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -0.849 Detected -2.299 Comprom -1.574 0.171 GT Sens contig316 contig316 Unannota ATATGTCCTGCCAACCCTTGAGGAAGAATTCTTCTGAGTGTATTTTCTT contig316 Solyc04g Hydroxyc                GO:00167 SL2.40ch AT5G03620.1  subtilase    chr5:918  14.3905 22.4994 14.786 9.4068 11.2543 3.45656
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.446 Detected -1.666 Detected -1.556 0.008 GT Sens contig317 contig317 RNase H f                 TGATGAGcontig317 Solyc00g Solyc00g RNase H f                 GO:00036 GO:00036   contig317 Solyc00g RNase H f                  GO:00036 SL2.40ch AT3G2642ATRZ-1A  ATRZ-1A        chr3:967  52.6294 55.5219 21.5248 19.3877 22.3438 16.1074
GT Sense Sense -0.903 Detected 0.903 Detected 0.000 -1.508 Detected -2.384 Comprom -1.946 0.192 GT Sens contig317 contig317 Unannota AAGCCTGATACGGAATTTCATTTACGTAGCCCTGTCCATGGATACTCCT contig317 Solyc04g WD-repea                  GO:00322 SL2.40ch AT1G1470PAP3, AT   PAP3 (PU           chr1:505  12.6814 52.805 17.6891 19.1027 10.2487 4.68649
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.544 Comprom -1.961 Comprom -1.753 0.015 GT Sens contig318 contig318 Unannota TGCACTTCCTTCTAGCCACTTTTTATATTTTCAAACAACTTCACTACCCGcontig318 Solyc12g NADP-dep                  GO:00044 SL2.40ch AT5G41000.1 16.2003 20.7996 10.3833 16.4806 7.09109 4.45731
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.380 Detected -1.844 Detected -1.612 0.026 GT Sens contig319 contig319 Unannota CCCAAAGATTTCGCGGTGAACTAGAATTGATCATTAAGGCATTCATCAT contig319 Solyc01g Gag-pol polyprotein                SL2.40ch AT3G2389TOPII, AT   TOPII (TO                 chr3:862  123.734 123.953 67.8391 45.3755 53.6096 32.612
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 -1.695 Detected -1.976 Detected -1.836 0.013 GT Sens contig319 contig319 Unannota GTTCTTCCATTCTGCCAAACCATTTGACTGTGGTGTATAAGGTGCAGTAcontig319 Solyc01g Gag-pol polyprotein                SL2.40ch AT3G2389TOPII, AT   TOPII (TO                 chr3:862  298.182 283.213 122.987 89.7339 101.08 69.8443
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.098 Detected -1.398 Detected -1.248 0.024 GT Sens contig319 contig319 Unannota CCAGTGCCATGTTTCTCGTACATTGGAAGGGACAAACTCCGGAAGAAGCcontig319 Solyc11g Pol polyp               GO:00036 SL2.40ch AT5G4915ATGEX2,   GEX2 (GA     chr5:199  130.396 130.486 68.9963 59.2314 68.65 46.8002
GT Sense Sense 0.506 Detected -0.506 Detected 0.000 -1.034 Detected -1.522 Comprom -1.278 0.151 GT Sens contig319 contig319 Unannota CCACTGAATCCTTGTGGTGTAATTGACTCTAACGAAGTTTTCTTTTTCT contig319 Solyc06g Transmem                   GO:00055 SL2.40ch AT2G46440.1 28.6787 16.9369 21.8832 17.1554 12.1219 7.25673
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 -1.207 Comprom -1.229 Comprom -1.218 0.000 GT Sens contig320 contig320 Unannota CTTCTTTATCACAAAATGAACCATCGAAGACTTCCTTGCCATCCTCGTG contig320 Solyc03g Cysteine-rich repeat                   SL2.40ch AT5G50780.1  ATP bind   chr5:206  13.2637 15.7949 6.29056 13.5509 7.06354 5.83673
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -1.608 Detected -1.761 Detected -1.685 0.019 GT Sens contig321 contig321 Transpos                 TTTTGTGcontig321 Solyc03g Solyc03g Transpos                 GO:00150 GO:00150  contig321 Solyc03g Transpos                  GO:00036 SL2.40ch AT3G42770.1 47.6173 76.9053 25.6801 18.5395 22.3626 16.8767
GT Sense Sense 0.669 Detected -0.669 Detected 0.000 -1.081 Detected -1.301 Detected -1.191 0.221 GT Sens contig321 contig321 Unannota TATCTAATATTTTTCACCTTTCTTATAAGAGATGCACCACCTTGCCTCTTcontig321 Solyc12g Blue copp               GO:00090 SL2.40ch AT5G2745MVK, MK  MK (MEV      chr5:969  101.793 47.9033 34.2366 23.5595 37.1795 26.7892
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 -1.138 Detected -1.466 Detected -1.302 0.039 GT Sens contig321 contig321 Unannota CAAGCTTTCTCTTAACTCGAAACACTCAAAGGCGGTCTTATACCATGTT contig321 Solyc01g Unknown   GO:00055 SL2.40ch AT5G12900.1  unknown   chr5:407  146.702 232.701 157.747 189.528 94.6059 63.2333
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -5.745 Comprom -5.470 Comprom -5.608 0.001 GT Sens contig322 contig322 Unannota ATGCTCCATTTGCTACTTACCATAGACACAACTATGATCACCTCCGTTC contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  117.755 133.726 28.2417 2.15674 2.63563 2.67675
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -4.373 Comprom -3.588 Comprom -3.980 0.010 GT Sens contig322 contig322 Unannota CATTTACCTAGAAGATTAGAAGCAACTTTCGAAATCTTCAGGAAATCTG contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  32.0093 40.0852 3.01894 2.24295 1.94784 2.81595
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -1.261 Comprom -1.600 Comprom -1.431 0.042 GT Sens contig322 contig322 Unannota TATGACATGATTGTAGGAGTTGAATGACTTTCTCTCTAGATACCGTCTG contig322 Solyc03g WD-40 rep                  GO:00055 SL2.40ch AT3G21340.1 16.7333 14.0303 7.04986 10.647 7.20124 4.77894
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -0.882 Detected -1.692 Comprom -1.287 0.086 GT Sens contig322 contig322 Unannota CCTTAGCCTTTGTGGTTTCTCAGTTATCAAAGAAAAGATCTATCATGGT contig322 Solyc11g WD-40 repeat protei                 SL2.40ch AT2G24420.2  DNA repa    chr2:103  15.3701 18.8178 19.4562 14.9434 10.3933 4.97712
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 -1.607 Detected -1.048 Detected -1.327 0.101 GT Sens contig322 contig322 Unannota TCTTTTCCTTCTTTGAATAAGGGTTGGCTTGTTTCTCTGATGCTAAATT contig322 Solyc08g Aquapori              GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  27.4166 54.0291 28.3763 38.2411 14.2353 17.5983
GT Sense Sense -1.360 Detected 1.360 Detected 0.000 -3.965 Comprom -2.711 Comprom -3.338 0.156 GT Sens contig323 contig323 Unannota GGCGACGTTTAATATCTCAGGGAACATTAAACGACGTTGTTTTAGTGAA contig323 Solyc09g Unknown Protein (A  SL2.40ch AT4G32610.1  unknown   chr4:157  14.5652 114.219 7.13543 14.655 2.94233 5.88921
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.074 Detected -0.999 Detected -1.036 0.001 GT Sens contig323 contig323 Unannota GGTGCTTTTTAATCCTTTCAAAATGGCAGCAACATACCCTTTTTGCGAT contig323 Solyc12g Secretory               GO:00228 SL2.40ch AT2G33793.1  unknown   chr2:142  185.814 217.579 141.292 137.927 107.581 95.1396
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -0.940 Detected -1.077 Detected -1.008 0.012 GT Sens contig323 contig323 Unannota GATGATGGATTCCCTCGTGAAACACTTTGGATCGAAAAAGTTTGATCAA contig323 Solyc12g Secretory               GO:00228 SL2.40ch AT2G33793.1  unknown   chr2:142  207.705 279.71 182.077 188.819 141.561 108.064
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -0.947 Detected -1.297 Detected -1.122 0.033 GT Sens contig324 contig324 DNA-direc                    CTCACCTcontig324 Solyc01g Solyc01g DNA-direc                    GO:0006350 contig324 Solyc01g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  223.078 310.472 213.46 210.271 153.775 101.246
GT Sense Sense -0.510 Detected 0.510 Detected 0.000 -1.230 Detected -2.262 Comprom -1.746 0.138 GT Sens contig325 contig325 Unannota AATTTAGATCCTTCACTAACATTAGTTATTTTGAAACAGCTGATTCACCAcontig325 Solyc09g Non-spec                      GO:00068 SL2.40ch AT1G03103.1 16.6127 40.0952 22.2493 33.1415 12.3921 5.08814
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.736 Detected -1.184 Detected -1.460 0.035 GT Sens contig325 contig325 Unannota CGACTGCTATTGGCTTATCAGCAGCCGAGGCAAATGACAGGAAGGATT contig325 Solyc07g Unknown Protein (A  SL2.40ch AT1G13940.1 389.821 499.992 269.337 805.424 149.309 183.746
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 -1.631 Detected -1.151 Detected -1.391 0.042 GT Sens contig325 contig325 Unannota GTTGCTTGCGAGGAAAAGATATCCAAACAAAAGCTATTGATGTCTCTTT contig325 Solyc07g Unknown Protein (A  SL2.40ch AT1G13940.1 217.13 327.941 179.922 513.126 97.0574 113.643
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -1.110 Detected -1.327 Detected -1.219 0.010 GT Sens contig326 contig326 Unannota CTATCCAATAATGGAATATGGATTATGACTGACTCGCTATTCACTCGGT contig326 Solyc09g015340.1.1 AT5G2104FBX2  FBX2 (F-B     chr5:714  310.416 397.53 170.834 171.213 183.327 132.359
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.349 Detected -1.153 Detected -1.251 0.006 GT Sens contig326 contig326 Unannota AATCATTATGTAGGAGAGATGGCCGAGTGGTTCAAGGCGTAGCATTGG contig326 Solyc09g015340.1.1 AT5G2104FBX2  FBX2 (F-B     chr5:714  245.409 289.318 148.57 121.8 117.811 113.3
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.785 Detected -1.543 Detected -1.664 0.005 GT Sens contig327 contig327 Unannota CTACGAATGAAAGCTATTCTTGACCCACAAATGAGGAAACTTTGCCCTC contig327 Solyc05g Transposon Ty1-A G                  SL2.40ch AT4G13650.1  pentatric      chr4:793  3735.24 4541.56 2418.79 3106.97 1346.67 1336.48
GT Sense Sense -0.437 Detected 0.437 Detected 0.000 -4.569 Comprom -3.850 Comprom -4.209 0.018 GT Sens contig327 contig327 Unannota TAAAGATTCCACTAGTCATGAGTCCCAAAAGTAAGCATTTACGTCTCAA contig327 Solyc12g Binding protein (AHR    SL2.40ch AT2G18220.1  INVOLVE                                                                        chr2:792  29.1807 63.6577 2.13481 2.19918 2.04603 2.82601
GT Sense Sense 0.555 Detected -0.555 Detected 0.000 -0.963 Detected -1.359 Detected -1.161 0.188 GT Sens contig327 contig327 Unannota CTGTATTTCCTGGTTCTTAGAAAATAGTTGTTTGAGGGCTTGAAATAGC contig327 Solyc08g tRNA-mod                GO:00057 SL2.40ch AT5G39785.2  structura      chr5:159  55.6126 30.6721 26.0775 44.1785 23.8743 15.2261
GT Sense Sense -0.602 Detected 0.602 Detected 0.000 -1.112 Detected -2.218 Detected -1.665 0.179 GT Sens contig328 contig328 Unannota CTTGTTTGGGACTGAGACGCATGTAGTTGTTACATTTGTTGTTGTATTC contig328 Solyc09g UNC93-lik                    GO:00154 SL2.40ch AT5G4480CHR4  CHR4 (CH                         chr5:180  3867.87 10609.4 1270.24 8914.74 3337.78 1302.17
GT Sense Sense 0.262 Detected -0.262 Detected 0.000 -1.542 Detected -1.658 Detected -1.600 0.027 GT Sens contig329 contig329 Unannota CCCTTACTAGGGAAGCTGGGCACCTTAAATGTTAAATATATGCATGATT contig329 Solyc00g166690.1.1 AT5G37430.1  unknown   chr5:148  514.611 425.85 211.574 168.058 181.053 140.301
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 -1.832 Detected -1.861 Detected -1.846 0.015 GT Sens contig329 contig329 Unannota GGTATCCTGTCATCTTTACCTTATGCTTTACATACTCATTACATTGTCCGcontig329 Solyc00g166690.1.1 AT5G37430.1  unknown   chr5:148  994.818 858.957 340.753 294.502 292.442 240.679
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 -1.501 Detected -2.147 Detected -1.824 0.032 GT Sens contig332 contig332 Unannota TTGTTTACCAGCCAAGCAGTGCTCACATTTTTCTAATTTAGCACTTTGG contig332 Solyc01g Transpos                  GO:00036 SL2.40ch AT5G67530.1  peptidyl-        chr5:269  95.4867 99.6095 50.4606 50.8816 38.8205 20.8267
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.858 Detected -2.574 Detected -2.216 0.027 GT Sens contig332 contig332 Unannota TAATTTCTTCTTGGCTAGAACATTAAGTCCTTTCTCGCTAATGTGGCTA contig332 Solyc01g Transpos                  GO:00036 SL2.40ch AT5G67530.1  peptidyl-        chr5:269  110.814 113.202 50.4587 38.6832 34.8038 17.7868
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.469 Detected -1.787 Detected -1.628 0.009 GT Sens contig332 contig332 Unannota TTCTTTGAACTTCTTGCTCACATTGGTTTGTTCGAGGATCCAAATGAGA contig332 Solyc08g Unknown Protein (A  SL2.40ch AT4G07666.1  unknown   chr4:445  55.9762 66.6858 25.6628 18.1053 24.8654 16.7383
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.422 Detected -1.781 Detected -1.601 0.013 GT Sens contig332 contig332 Unannota AATTCCAATCTATCTCTTTTCCCAATGACTTATGTTCTCCCCCTAATGTTcontig332 Solyc08g Unknown Protein (A  SL2.40ch AT4G07666.1  unknown   chr4:445  56.3595 71.3786 27.1619 23.0808 26.6595 17.4561
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 -1.069 Detected -1.871 Detected -1.470 0.078 GT Sens contig332 contig332 Unannota CTTTAAGGAGGATTCAAACAAGCTTCCCCTAAATACATAGGGTCAGTTA contig332 Solyc02g Ribulose                    GO:00055 SL2.40ch AT1G6709RBCS1A  RBCS1A              chr1:250  251.994 235.188 156.679 176.901 130.747 62.9221
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.254 Detected -1.527 Detected -1.391 0.014 GT Sens contig332 contig332 Unannota ACATAGGAAGTCTCAGTGTTTCCATGCTTCAACAATCATAAATTTTTCCCcontig332 Solyc11g Heat stres                   GO:00037 SL2.40ch AT5G65620.1  peptidase          chr5:262  76.2357 79.0261 43.99 26.1963 36.6528 25.4708
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -0.880 Detected -1.251 Detected -1.066 0.034 GT Sens contig332 contig332 Unannota CTTCTCGATCATTTCAGACATTTGAAAAGCTTCATTTACTACCATATCTT contig332 Solyc11g Heat stres                   GO:00037 SL2.40ch AT5G65620.1  peptidase          chr5:262  60.9836 65.1834 41.195 23.4797 38.5975 25.0424
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 -1.509 Detected -1.518 Detected -1.513 0.011 GT Sens contig333 contig333 Unannota AGTTGCTTTAGTTTGGTCTGAGCATGTGCTAGAGCTATAGCTGATGTGAcontig333 Solyc05g Inositol-3               GO:00428 SL2.40ch AT4G3980MI-1-P SY     MIPS1 (M       chr4:184  103.925 153.974 98.0461 138.261 50.0788 41.7648
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 -1.298 Detected -0.920 Detected -1.109 0.046 GT Sens contig333 contig333 Unannota GTAATTTCCTTCATCTGTGGTCCAAGATAAATTAGAAATGATGCCAACA contig333 Solyc05g Inositol-3               GO:00428 SL2.40ch AT4G3980MI-1-P SY     MIPS1 (M       chr4:184  74.6942 110.329 73.9431 109.396 41.5745 45.3783
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -1.834 Detected -1.179 Detected -1.507 0.047 GT Sens contig333 contig333 Unannota GGATCAATGAAGCAAATGTTGCTCTGCAGAAATAAAAGTCCTCCATGAA contig333 Solyc06g BZIP trans                   GO:00036 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  98.6843 131.93 49.7705 57.6246 36.0536 47.6431
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -1.771 Detected -1.865 Detected -1.818 0.004 GT Sens contig333 contig333 Unannota GTGCGTCTGGTTGAGATAAATGACACACCATATTCAAGAAATGTGTGGT contig333 Solyc06g BZIP trans                   GO:00036 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  177.522 241.819 91.8905 95.7845 68.4033 53.7685
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -2.124 Comprom -2.505 Comprom -2.315 0.007 GT Sens contig333 contig333 Unannota GCTCTTCCAGAGCTCTCAATTAATTTTGTACTACCTGATATTGTGTTGA contig333 Solyc12g062830.1.1 AT4G10640.1 15.383 16.9433 3.41202 11.4344 4.17075 2.68838
GT Sense Sense 0.447 Detected -0.447 Detected 0.000 -1.112 Detected -1.121 Detected -1.117 0.130 GT Sens contig333 contig333 Anthocya             TTTGGTAcontig333 Solyc09g Solyc09g Anthocya             GO:00472 GO:00472    contig333 Solyc09g Anthocya              GO:00472 SL2.40ch AT5G51800.1  FUNCTIO                                                                             chr5:210  3643.13 2334.4 3533.29 2349.15 1520.17 1267.38
GT Sense Sense 0.397 Detected -0.397 Detected 0.000 -1.387 Comprom -1.164 Comprom -1.275 0.091 GT Sens contig334 contig334 Unannota TTGTGTCTATCCTATTTGTTTACTTTCCTTCTAAATTGTGTCTATTCGATcontig334 Solyc04g Receptor   GO:00046 SL2.40ch AT2G42470.1  meprin a           chr2:176  17.678 12.1362 15.8531 17.7687 6.30865 6.18139
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.342 Detected -1.292 Detected -1.317 0.012 GT Sens contig334 contig334 Unannota TCAGACATATTAGTTTGGATTAGTTGGATCGCCAGAACAAGATTTAAAT contig334 Solyc11g mRNA-cap                  GO:00055 SL2.40ch AT3G23955.1 65.0044 63.5738 91.2925 147.565 28.5585 24.816
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -1.398 Detected -1.071 Detected -1.235 0.037 GT Sens contig334 contig334 Unannota TAGTCGAAGCTTCTTTTGCAATTTCAGGAACGTAACCATGGAACCACAG contig334 Solyc11g mRNA-cap                  GO:00055 SL2.40ch AT3G23955.1 142.632 132.102 185.914 320.113 58.6675 61.7575
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 -1.410 Comprom -1.930 Comprom -1.670 0.035 GT Sens contig334 contig334 Unannota CGACTTGCCATCGTTGTTCACTTAACTATGATGTTTTCAGAGTCCACGT contig334 Solyc02g DNA mism                   GO:00055 SL2.40ch AT4G04480.1  LOCATE                                                              chr4:222  13.5762 12.394 12.7435 10.7671 5.49998 3.21821
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.124 Detected -1.447 Detected -1.285 0.028 GT Sens contig335 contig335 Unannota GAAACTGCATACGCTATCCTTGAAGTGCATTGAAGGTAATCTTTAAGTA contig335 Solyc11g Magnesiu                  GO:00160 SL2.40ch AT5G17640.1  unknown   chr5:581  167.224 162.571 142.013 150.833 85.2242 57.1813
GT Sense Sense 1.764 Detected -1.764 Detected 0.000 -2.032 Detected -1.058 Detected -1.545 0.487 GT Sens contig335 contig335 Unannota GCCGACACAACAAAGTCCAACACTAACCAACCACAACATCATAAAAGATAcontig335 Solyc06g T-comple                    GO:00510 SL2.40ch AT2G28070.1  ABC tran     chr2:119  124.427 12.8338 11.687 15.0703 11.0056 18.1422
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.501 Detected -1.843 Detected -1.672 0.014 GT Sens contig336 contig336 Unannota TTGAATAGGAATCCGTTTTCTGAAAGATCCTGGCTTTCGTACTTTGGTG contig336 Solyc10g047450.1.1 AT4G02850.1 858.682 891.858 413.174 315.107 348.331 230.644
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.494 Detected -2.200 Detected -1.847 0.035 GT Sens contig336 contig336 Unannota TCCTTTCGATGACCTATGTTGAAGGGATATCTATCTCATCCGATCGATT contig336 Solyc10g047450.1.1 AT4G02850.1 658.279 755.825 307.075 186.435 282.189 145.143
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.528 Detected -2.030 Detected -1.779 0.020 GT Sens contig336 contig336 Unannota GTCAAATACGATCTTACATTATTGTGTTTCCTCCTTATAGGTCTGGATT contig336 Solyc09g PWWP domain-conta              SL2.40ch AT4G3034ATDGK7  ATDGK7       chr4:148  103.142 115.63 51.8808 41.058 42.6517 25.2775
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.888 Detected -2.239 Detected -2.064 0.009 GT Sens contig338 contig338 Unannota ACCTCGTCTAAATACTCCGCCATAGTTTTCGTGCCTTTGGTAATTGTGT contig338 Solyc07g Unknown Protein (A  SL2.40ch AT4G28650.1 785.116 838.245 330.687 204.429 246.899 162.443
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.907 Detected -2.118 Detected -2.013 0.003 GT Sens contig338 contig338 Unannota AATTGAAAAATATGAGAGTGGGAAATTGATGCATAGCGTGTTACGAGGGcontig338 Solyc07g Unknown Protein (A  SL2.40ch AT4G28650.1 370.858 427.412 175.428 125.846 119.611 86.6961
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -1.039 Comprom -2.237 Comprom -1.638 0.133 GT Sens contig338 contig338 Unannota GTGGAACCACATAATGTAATGGTGATTGCTTCAGCATCTAATGCAAAAA contig338 Solyc11g Os01g0873900 prote                  SL2.40ch AT5G48945.1 13.981 24.8522 12.8593 15.782 10.2165 3.7385
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.948 Comprom -3.114 Comprom -2.531 0.051 GT Sens contig338 contig338 Unannota CTCTCATTGTAACCTTGGGCTAGTTCTGCTATTTATTGCTTATTACTCA contig338 Solyc03g Hydrolase                  GO:00046 SL2.40ch AT4G11900.1  S-locus le       chr4:715  25.7776 26.4811 10.8017 12.3482 7.62679 2.8539
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -3.596 Comprom -2.217 Comprom -2.907 0.056 GT Sens contig338 contig338 Unannota TCTTTCCTCAAGGGCACATGATAATCTGCAGATGTGTATCAAAGATTTC contig338 Solyc07g Root cap protein 2 (A    SL2.40ch ATCG000 MATK  Encodes             chrC:205  23.3953 21.2791 10.7957 22.0795 2.0779 4.53845
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 -1.197 Detected -0.881 Detected -1.039 0.115 GT Sens contig339 contig339 Unannota GGATTGACATTGTTGTGACTTGTGGATCTGCAGTGTGAGTTAACGAAGTcontig339 Solyc10g Unknown Protein (A              SL2.40ch AT1G0649ATGSL07     ATGSL07           chr1:197  46.9191 91.032 42.4891 52.8911 32.119 33.5564
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -1.073 Comprom -1.333 Comprom -1.203 0.011 GT Sens contig340 contig340 Unannota GACCGCAGTGTACCCTTATAAACTCGACCAAATCCTCCTTTTCCAAGTA contig340 Solyc05g Unknown Protein (A  SL2.40ch AT1G24030.2 15.4675 18.1592 12.8578 10.8452 8.97226 6.29191
GT Sense Sense -0.573 Detected 0.573 Detected 0.000 -2.149 Detected -0.910 Detected -1.530 0.212 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  5341.32 14071 3716.27 5839.75 2201.61 4362.15
GT Sense Sense -1.107 Detected 1.107 Detected 0.000 -2.205 Detected -2.291 Detected -2.248 0.180 GT Sens contig341 contig341 Unannota CAGCTGGATAGCTCATTACTGCCTTGCTAGTTTTGTTGATGCTATCTAT contig341 Solyc08g Polyphen                GO:00081 SL2.40ch AT3G52700.1  unknown   chr3:195  3515.24 19420.6 2826.49 18741.8 2018.79 1596.02
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.408 Detected -1.875 Detected -1.641 0.034 GT Sens contig341 contig341 Unannota TCATGCAAAAATCTAGCAGCACAACATACCCATCCTACAAATTCATTAGGcontig341 Solyc07g Cell differ                 GO:00428 SL2.40ch AT1G47890.1 143.422 128.591 43.9097 47.1384 57.6658 34.9997
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.691 Detected -1.313 Detected -1.502 0.031 GT Sens contig341 contig341 Unannota CAAGGACATACGAAGGGGAACAACCTTAGTTTCAAGAGTTTAAGAAACG contig341 Solyc07g Cell differ                 GO:00428 SL2.40ch AT1G47890.1 148.644 135.643 64.0074 54.5005 49.5489 54.0357
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 -0.937 Detected -1.211 Detected -1.074 0.075 GT Sens contig341 contig341 Unannota GCTTCGTCTGTCATCTCTTGCATAAAAGCTCTAAGGTTGATTGAAAATA contig341 Solyc07g Sodium/c                   GO:00160 SL2.40ch AT5G65820.1  pentatric      chr5:263  51.8092 90.8805 75.2914 87.5862 40.3667 28.0301
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -0.865 Comprom -2.225 Comprom -1.545 0.153 GT Sens contig342 contig342 Unannota CTAAATGTCATTACCGCTTGATCTAATGGCTTGTGAGCCATCATATCGG contig342 Solyc10g Serine/thr                 GO:00322 SL2.40ch AT5G065 NF-YA10  NF-YA10         chr5:198  12.3246 16.5581 7.53362 8.27139 8.83369 2.88871
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.806 Detected -1.356 Detected -1.581 0.020 GT Sens contig344 contig344 Unannota GGAGGAGGAGATCCAGTCAATAGAAAAGAACAACACTTGGGAGTTGACAcontig344 Solyc04g Copia-type polyprot     SL2.40ch AT4G21040.1  Dof-type      chr4:112  11170.8 13975.9 6426.44 8541.57 4026.51 4614.54
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -1.359 Detected -1.413 Detected -1.386 0.001 GT Sens contig344 contig344 Unannota GGTTGAGAAGATTGTTGAAGTAACTCAATTTTCCATTAATTGAAGCCAC contig344 Solyc04g Copia-type polyprot     SL2.40ch AT4G21040.1  Dof-type      chr4:112  12676.7 15469.8 9143.07 12875.3 6151.22 4970.79
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 -1.047 Detected -1.357 Detected -1.202 0.064 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  47.9515 84.1512 33.1461 107.264 34.642 23.4535
GT Sense Sense 1.620 Detected -1.620 Detected 0.000 -0.932 Detected -1.976 Comprom -1.454 0.483 GT Sens contig345 contig345 Unannota TCATTTTTGAATGAGATTTGGTAGATAAATTTGCATAACATAGGGTTTG contig345 Solyc04g Unknown Protein (A  SL2.40ch AT2G42480.1 98.3813 12.401 15.127 19.3706 20.6186 8.39237
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -1.070 Detected -1.833 Comprom -1.451 0.072 GT Sens contig345 contig345 Unannota ACCCTTCCCTATACCATGAAAATATGGTACATGGAATTATTCATACTAGCcontig345 Solyc12g UDP-gluc                GO:00081 SL2.40ch AT2G43600.1  glycoside      chr2:180  19.3901 18.7219 11.6525 2.74838 10.2258 5.05608
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -0.906 Detected -1.411 Comprom -1.159 0.048 GT Sens contig345 contig345 Unannota AGTATTCCTCATAGTTCATCATCAAGGTATTACCATCAACCCATAACTCAcontig345 Solyc06g CTP synt                GO:00038 SL2.40ch AT1G73200.1  phospho    chr1:275  26.255 28.3072 19.6931 19.339 16.3865 9.6921
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.272 Comprom -0.810 Comprom -1.041 0.058 GT Sens contig346 contig346 Unannota AGGAGAGATATTCCTTTAATCCATTGTTCACTTACTTTCTCTCGTCCAC contig346 Solyc02g Auxin F-b                GO:00055 SL2.40ch AT1G74600.1 15.8176 15.8074 15.3267 17.263 7.37752 8.53045
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.910 Detected -2.057 Detected -1.984 0.004 GT Sens contig346 contig346 Unannota TGTGTTCATCACTAGTGTCGAACCTCCTCATCATTTTGTGCAACATATC contig346 Solyc06g Integrase core doma       SL2.40ch AT1G77030.1  ATP bind                      chr1:289  914.684 934.678 446.287 331.676 277.072 210.156
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.564 Detected -1.890 Detected -1.727 0.019 GT Sens contig346 contig346 Unannota CGAAATTGCATGTGTATCAACTTTTTCCCAATACTAGCTAAATCACACCTcontig346 Solyc06g Integrase core doma       SL2.40ch AT1G77030.1  ATP bind                      chr1:289  122.105 113.241 76.0405 51.4741 44.8077 29.9904
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.969 Detected -2.016 Detected -1.993 0.002 GT Sens contig347 contig347 Unannota TTTCTTGAAATAACAACAAGGATCCTTTTCAGCTTTGCAGAATCCACTCTcontig347 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G17205.1 194.751 205.994 78.4504 56.8509 57.6308 46.8074
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 -1.825 Detected -2.052 Detected -1.938 0.004 GT Sens contig347 contig347 Unannota TTCATCTCAAACGTTGCAGACAACCTTGTCTTCAGATTGTTAATCTCCC contig347 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G17205.1 289.024 317.575 136.204 96.6797 96.3438 69.0872
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 -1.038 Detected -1.556 Comprom -1.297 0.083 GT Sens contig347 contig347 Unannota TAGCTGTTAGGAAGACTCTCTCTAGTCTCCTTCCCTTTCCTACATTCAA contig347 Solyc03g (-)-ent-kau                 GO:00168 SL2.40ch AT1G13130.1  glycosyl          chr1:447  20.746 16.2238 15.5655 12.0102 10.0645 5.90125
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -1.311 Comprom -1.935 Comprom -1.623 0.043 GT Sens contig347 contig347 Unannota GCTCCACAAGTTTTGGCCATTAAATTTGATTTCCAACATCTATCGCCTC contig347 Solyc04g Transcrip                     GO:00056 SL2.40ch AT3G49400.1 14.6077 14.0722 12.9147 11.7445 6.51081 3.54408
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.481 Comprom -1.123 Comprom -1.302 0.023 GT Sens contig348 contig348 Unannota ATATCTTATTCATAATCCTTCCCTCACGACCCCAGTATTTTGTCTCAGTAcontig348 Solyc10g GAI-like p                 GO:00055 SL2.40ch AT3G0372CAT4  CAT4 (CA            chr3:925  13.7901 14.3728 7.60346 6.2266 5.68256 6.11161
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -2.403 Detected -2.230 Detected -2.316 0.002 GT Sens contig348 contig348 Unannota ATTCTGTAAGGATGAAGGGATTGCTCGACATCGCACTGTCAGAAATACAcontig348 Solyc01g tRNA pseu                  GO:00094 SL2.40ch AT3G0226BIG, DOC        BIG (BIG)          chr3:431  590.635 663.231 213.842 118.325 133.319 126.153
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -2.053 Detected -2.027 Detected -2.040 0.001 GT Sens contig348 contig348 Unannota GAAGATCAAGAGGTTGCGAACTGATAATGGGCTGGAATTCTGTTGGTC contig348 Solyc01g tRNA pseu                  GO:00094 SL2.40ch AT3G0226BIG, DOC        BIG (BIG)          chr3:431  883.128 977.288 395.345 244.633 252.12 215.581
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.089 Detected -0.913 Detected -1.001 0.023 GT Sens contig349 contig349 Unannota CACTGACGTGTAATTGGGTTGGAGTGTATTGGTCAAAATTTCCACGTGGcontig349 Solyc03g GRF zinc                 GO:00082 SL2.40ch AT5G40340.1  PWWP do    chr5:161  34.6002 34.521 27.4086 26.6151 18.3073 17.3488
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.067 Detected -1.057 Detected -1.062 0.036 GT Sens contig350 contig350 Unannota GACAACTACAGCTTGTTTAAACTCCCAGTCTTACTTAAGCATGTACAATAcontig350 Solyc02g Aldehyde               GO:00040 SL2.40ch AT1G2380ALDH2B7    ALDH2B7         chr1:841  26.7898 42.4415 37.4813 37.9267 18.1241 15.3214
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.660 Comprom -1.241 Comprom -1.451 0.028 GT Sens contig351 contig351 Unannota GAATTGAATCTTATGCTATGTGAGAAATGTAATGTGTTCCTCTCGAATT contig351 Solyc09g Caffeoyl-C                GO:00424 SL2.40ch AT5G49370.1 13.0741 12.9714 8.02429 5.41331 4.64171 5.20916
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 -0.958 Detected -1.348 Detected -1.153 0.029 GT Sens contig351 contig351 Unannota ATTTATTTTAGACTGGAAAGCCGTCTCTTTGGGTTGATCTTCATGAAAA contig351 Solyc08g Trypsin proteinase     SL2.40ch AT4G09680.2  unknown   chr4:611  49.6549 55.2663 28.6807 27.1662 30.3735 19.4515
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.299 Detected -1.594 Detected -1.446 0.023 GT Sens contig351 contig351 Unannota CTCGTGTGCACGAAATGATCCAACTAGCTCTTTGATGGAAAGCTTAGAAcontig351 Solyc08g Trypsin proteinase     SL2.40ch AT4G09680.2  unknown   chr4:611  84.4683 79.8396 50.8915 42.4366 37.5931 25.7256
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -2.292 Comprom -1.676 Comprom -1.984 0.025 GT Sens contig351 contig351 Unannota GTCATTTGTTATGTAGTGTTAGTCACGAATCTAAAGTTATCGGCGACAT contig351 Solyc02g064780.1.1 AT3G43400.1 15.7 20.6827 20.5019 28.5989 4.14619 5.33393
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.574 Comprom -0.889 Comprom -1.231 0.072 GT Sens contig352 contig352 Unannota GTCTCTATTCCTCTTAATTCGAGTCCCTAAGAGCATTAACAAATTGTACAcontig352 Solyc10g Helicase-l                   GO:00080 SL2.40ch AT3G13360.1 13.8972 14.9809 18.0139 7.28114 5.45959 7.36924
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -1.494 Comprom -1.060 Comprom -1.277 0.028 GT Sens contig353 contig353 Unannota GGCCAAAACTTCTAAGCTTACTGGGCAATCCCATTGTAAGAAACAAGAA contig353 Solyc03g Unknown Protein (A          SL2.40ch AT1G171 UBP15  UBP15 (U       chr1:584  17.4664 19.8698 11.2508 12.8653 7.44839 8.45055
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.648 Detected -2.530 Comprom -2.089 0.043 GT Sens contig353 contig353 Unannota TTGTTGAACATACCAGCTCCACCTAGCAGTTGTTCTCTTAGAGTTGTAT contig353 Solyc03g Unknown Protein (A          SL2.40ch AT1G171 UBP15  UBP15 (U       chr1:584  34.926 37.5175 12.2278 20.24 13.0114 5.92499
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -1.386 Comprom -1.757 Comprom -1.572 0.017 GT Sens contig354 contig354 Unannota TTTTCATTTTACATGAGCAGTTTGGCGCTTGATATCATTCAAAGTTGGT contig354 Solyc05g Protein re             GO:00036 SL2.40ch AT1G02440.1 16.8956 22.8219 15.7806 12.1283 8.46187 5.49217
GT Sense Sense 0.063 Detected -0.063 Detected 0.000 -1.452 Comprom -2.417 Comprom -1.935 0.058 GT Sens contig356 contig356 Unannota CCGAAGTTCTATACAAACAATGGTTTGCCATTTCCTAACCTCCAACATG contig356 Solyc03g Genome sequencing       SL2.40ch AT4G3349RPD1  RPD1 (RO        chr4:161  15.8161 17.2617 13.5998 12.5492 6.8012 2.92595
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 -0.988 Comprom -2.001 Comprom -1.495 0.110 GT Sens contig356 contig356 Unannota GCTTTACTGAACTGGCATGTCATTTATAACAATTTCAGTACTATGACCTAcontig356 Solyc01g DNA poly                GO:00038 SL2.40ch AT3G12640.1  RNA bind          chr3:401  13.1776 12.0324 5.77896 12.4666 7.14939 2.97375
GT Sense Sense -0.420 Detected 0.420 Detected 0.000 -1.368 Detected -0.987 Comprom -1.177 0.125 GT Sens contig356 contig356 Unannota ACAAAGAAGCAAACCTTAGCTGGTGCTCTCGGAATCCATATGGACTCTT contig356 Solyc02g Reticulon               GO:00057 SL2.40ch AT5G66560.1  phototro      chr5:265  15.2116 32.4282 12.4836 11.959 9.69353 10.5955
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 -1.856 Detected -1.006 Detected -1.431 0.100 GT Sens contig357 contig357 Unannota ACCCTTTTTCTGAATTTTCTGTAAAACGGGATGTTCTGTGTACCGAACT contig357 Solyc12g Unknown                GO:00160 SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  587.954 497.834 607.809 873.757 168.408 254.784
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -2.270 Detected -1.037 Detected -1.654 0.124 GT Sens contig357 contig357 Unannota CGATAAATTTGTTTCCGTGTGATTTATACGTCAAGGGTTCAAGCCGTGCcontig357 Solyc12g Unknown                GO:00160 SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  498.461 459.598 476.275 714.897 111.809 220.501
GT Sense Sense 1.446 Detected -1.446 Detected 0.000 -1.252 Detected -1.060 Detected -1.156 0.509 GT Sens contig358 contig358 Unannota CTGAGATGTTTCACTTCCCCTCGTTCGCCTTACACACCTATGTATTCAG contig358 Solyc08g Pentatricopeptide re               SL2.40ch AT3G27473.1 107.629 17.2591 22.2544 17.3417 20.3854 19.5439
GT Sense Sense 0.380 Detected -0.380 Detected 0.000 -1.115 Detected -1.971 Comprom -1.543 0.114 GT Sens contig360 contig360 Unannota GGTGTTCTTTAGTATTTCATAACAGCACAGTGCTTGTGAGAAGCTTCTC contig360 Solyc07g Unknown Protein (A  SL2.40ch AT4G18570.1  proline-ri     chr4:102  24.2166 17.032 12.0298 16.9356 10.5642 4.89876
GT Sense Sense -0.332 Detected 0.332 Detected 0.000 -1.017 Detected -1.239 Comprom -1.128 0.084 GT Sens contig360 contig360 Unannota AAATAGCAATACCTTTCCCATTGTCAATATCATTTTACGTTGATACCCAGcontig360 Solyc08g Pentatrico                GO:00045 SL2.40ch AT4G3900AtGH9B17  AtGH9B1             chr4:181  14.9998 28.301 15.9268 15.6879 11.4673 8.2517
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -1.011 Detected -1.927 Comprom -1.469 0.094 GT Sens contig360 contig360 Unannota TTCCCCGCGAAAAGCTAGAGTAAGCTCTTTCTCATTTTGCATACTACTC contig360 Solyc08g Pentatrico                GO:00045 SL2.40ch AT4G3900AtGH9B17  AtGH9B1             chr4:181  42.0854 39.8511 39.5393 39.2555 22.8879 10.1863
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -1.560 Detected -1.916 Detected -1.738 0.011 GT Sens contig361 contig361 DNA-direc                    GGAAGACcontig361 Solyc03g Solyc03g DNA-direc                    GO:0006350 contig361 Solyc03g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOB  Chloropla                                chrC:231  96.8574 121.726 38.3518 32.9339 41.4705 27.2041
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.531 Comprom -2.574 Comprom -2.053 0.059 GT Sens contig361 contig361 Unannota AACAACTTGTTATTGTCAGTTTTTTAAGCGTAAAGCGTCTCCAACTTTTTcontig361 Solyc07g Retrovirus-related P          SL2.40ch AT3G0504HST, HST   HST (HAS     chr3:140  15.6607 19.9874 7.31447 7.84626 6.89542 2.80968
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.272 Detected -0.922 Detected -1.097 0.038 GT Sens contig362 contig362 Unannota TTGAGTCAGAATAACATGACTTTTTGTTGGTTGAGCCCTAATGTGTTGG contig362 Solyc12g 1-aminocy                 GO:00164 SL2.40ch AT1G12010.1  1-aminoc         chr1:405  78.9391 78.1005 118.652 88.334 36.6194 39.1947
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -1.534 Detected -1.703 Detected -1.618 0.023 GT Sens contig362 contig362 Unannota TTCTCCATAGCTTGAATCACTGAAGAACCAGGTCCCTCACTCTGTGCAGcontig362 Solyc10g Unknown Protein (A  SL2.40ch AT5G5496PDC2  PDC2 (py               chr5:223  215.447 184.522 116.891 94.9185 77.5799 57.9239
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.175 Detected -1.347 Detected -1.261 0.017 GT Sens contig362 contig362 Unannota TTGAGTATAGCAATTTCTACCTCTTTACCACTTAACCGCATAGTGAGCT contig362 Solyc10g Unknown Protein (A  SL2.40ch AT5G5496PDC2  PDC2 (py               chr5:223  40.7582 39.7949 25.9574 23.9686 20.087 14.9701
GT Sense Sense 0.855 Detected -0.855 Detected 0.000 -1.834 Comprom -1.389 Comprom -1.611 0.210 GT Sens contig364 contig364 Unannota TATTTGTGGATGAGACAAGGCATGTACATCAACATGTCCAATTGGAATG contig364 Solyc10g Ankyrin re              GO:00051 SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  39.1893 14.2572 2.29694 9.31566 7.47072 8.5339
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 -1.159 Comprom -1.150 Comprom -1.155 0.041 GT Sens contig365 contig365 Unannota GGTTTGTTGCCTACTTGATCTTATTGCATGAGTAGTTTCCAGTCTCATA contig365 Solyc11g F2E2.8 (AHRD V1 ***  SL2.40ch AT1G15210.1 13.916 23.1091 23.1754 23.9035 9.04365 7.64142
GT Sense Sense 0.347 Detected -0.347 Detected 0.000 -1.632 Detected -1.807 Detected -1.720 0.041 GT Sens contig368 contig368 Polygalac               TGGACAAcontig368 Solyc09g Solyc09g Polygalac               GO:00059 GO:00059   contig368 Solyc09g Polygalac                GO:00059 SL2.40ch AT1G23460.1  polygalac   chr1:832  91.2979 67.1522 56.1248 205.975 28.4485 21.16
GT Sense Sense 0.270 Detected -0.270 Detected 0.000 -1.253 Comprom -1.713 Comprom -1.483 0.053 GT Sens contig369 contig369 Unannota AGGTGTGTGACCATGCAAATTGAGTTTCCTCTTTTAACTGGATGGATCT contig369 Solyc06g Baculovir                   GO:00082 SL2.40ch AT3G16840.1  ATP bind          chr3:573  15.4346 12.6418 6.55763 9.10109 6.60027 4.0284
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.874 Detected -2.300 Detected -2.087 0.016 GT Sens contig370 contig370 Unannota AATCCCCTCACAAATCTGTGGATCCTCTCTGTCTCATTTGGAATAATGG contig370 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G21940.1 355.96 338.875 158.365 122.435 106.747 66.6788
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.612 Detected -2.318 Detected -1.965 0.031 GT Sens contig370 contig370 Unannota AGTCAACTGGCAAAAATGCGCCTCATACTCTATAACCGATAAACCATCC contig370 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G21940.1 132.746 153.417 64.0595 52.6873 52.5864 27.0634
GT Sense Sense 0.030 Detected -0.030 Detected 0.000 -0.899 Detected -1.147 Detected -1.023 0.015 GT Sens contig370 contig370 Unannota CAAATGTTCTCATGTTTCATCTTTAGTGTATCCTGAATAATGTCTTGGG contig370 Solyc07g Protein gr                GO:00055 SL2.40ch AT2G27980.1  protein b       chr2:119  77.9068 88.9631 53.2165 77.4492 50.2766 35.5453
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 -2.342 Detected -2.322 Detected -2.332 0.003 GT Sens contig370 contig370 Unannota ATGAAAGACTTAGGACCAGCAAGGCAGATTCTTGGCATGCAGATTGTCCcontig370 Solyc01g Pol polyprotein (AHR                SL2.40ch AT5G40710.1  zinc finge       chr5:162  469.304 470.27 150.276 83.6334 104.398 88.8278
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.944 Detected -2.438 Comprom -2.191 0.021 GT Sens contig370 contig370 Unannota GCCAAGAAATTGGTATTATCACAAGAGAAGTACATTCAGAAAGTACTTC contig370 Solyc01g Pol polyprotein (AHR                SL2.40ch AT5G40710.1  zinc finge       chr5:162  51.3897 46.0422 18.5044 11.825 14.2374 8.4847
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.755 Detected -2.068 Detected -1.911 0.014 GT Sens contig371 contig371 Unannota GGTATCATTGCATCTTTGAGACTTCACACTCGTATTGATGCAATAAAAA contig371 Solyc09g031670.1.1 AT4G35270.1  RWP-RK    chr4:167  108.086 102.894 12.1401 165.599 35.2048 23.7863
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.709 Detected -1.259 Detected -1.484 0.026 GT Sens contig371 contig371 Unannota CTGACTGATAAGATAGTAGCAAGTGCTAAGAAAAATGCTATCAAAAGTT contig371 Solyc09g031670.1.1 AT4G35270.1  RWP-RK    chr4:167  51.4039 54.1244 12.2685 104.241 18.1689 20.8366
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -1.408 Detected -1.249 Detected -1.328 0.024 GT Sens contig372 contig372 Unannota GGGGAAACAAAACATGACTACTCTAAATGGGAAGATAACACCTGTCCAT contig372 Solyc01g Nuclear tr                    GO:00055 SL2.40ch AT3G2642ATRZ-1A  ATRZ-1A        chr3:967  82.4014 128.751 149.419 248.896 43.7242 40.9849
GT Sense Sense -0.253 Detected 0.253 Detected 0.000 -1.401 Detected -1.255 Detected -1.328 0.037 GT Sens contig372 contig372 Unannota GAGGAAGACTCATAGTTCAAACATTTGCAACAATTGGAGATGAGCCATG contig372 Solyc01g Nuclear tr                    GO:00055 SL2.40ch AT3G2642ATRZ-1A  ATRZ-1A        chr3:967  75.3451 127.446 145.42 272.478 41.8056 38.8206
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.702 Detected -2.505 Detected -2.104 0.035 GT Sens contig372 contig372 Unannota GCATGCATGCAATCCCATTAGTACTGTACTACACTACTAATGAAGTAGA contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  88.2596 109.455 46.1329 78.5571 34.0332 16.3697
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.505 Detected -2.689 Detected -2.097 0.071 GT Sens contig372 contig372 Unannota GCCACGGTGGCTACATTCCTTGAACTTTCATAACTTTGTACTATAAAAG contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  90.3458 106.754 49.1896 110.963 38.9772 14.3977
GT Sense Sense 0.345 Detected -0.345 Detected 0.000 -1.082 Detected -1.316 Comprom -1.199 0.081 GT Sens contig372 contig372 Unannota CTGACAAAGTCTAAGTACTCCGAATAACTTCAAATTTAGCCCAAACATGGcontig372 Solyc01g Unknown Protein (A  SL2.40ch AT1G53350.1  ATP bind   chr1:199  28.5618 21.0752 29.7375 25.0776 13.0589 9.31868
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.229 Detected -1.438 Detected -1.334 0.012 GT Sens contig372 contig372 Unannota AAACACTCGCCACTGAAAATCAATACTCACGGAGAACTTCGCCGGAGAT contig372 Solyc01g Unknown Protein (A  SL2.40ch AT1G53350.1  ATP bind   chr1:199  83.4145 85.9066 93.461 95.5128 40.6788 29.5408
GT Sense Sense 1.528 Detected -1.528 Detected 0.000 -1.410 Detected -2.979 Comprom -2.194 0.330 GT Sens contig373 contig373 Unannota CTGTCCGGAAGGTGGCATTGATTGTACCTTTTGGAATTTTTGTGTAGACcontig373 Solyc02g Fatty acid                  GO:00057 SL2.40ch AT2G34770.1 87.4835 12.5228 10.0245 12.6475 14.034 3.96856
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.063 Detected -1.110 Detected -1.086 0.016 GT Sens contig373 contig373 Unannota GAGATCATGTTGTATTCGTCTGGTCCTATGCCACAAATTAGAATTTTCT contig373 Solyc03g Transposon Ty1-PL                  SL2.40ch AT5G39785.2  structura      chr5:159  43.3253 42.5461 32.6771 27.7515 23.1494 18.8133
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -1.577 Detected -1.264 Detected -1.421 0.012 GT Sens contig373 contig373 Unannota TGTACAAGGACAGAGAGCAGAAGGTTCTAGAGATTACAAAGCAAGTGGGcontig373 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G21390.1  coatome        chr2:915  352.695 429.348 160.618 135.685 146.904 153.212
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.556 Detected -1.605 Detected -1.581 0.006 GT Sens contig373 contig373 Unannota TTGGAGAAGAGTAACCCCAGAGATGTCAAAGCAGATACTCAACCAACTC contig373 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G21390.1  coatome        chr2:915  365.146 370.327 156.057 130.362 140.841 114.311
GT Sense Sense 0.319 Detected -0.319 Detected 0.000 -1.878 Comprom -2.698 Comprom -2.288 0.048 GT Sens contig373 contig373 Unannota ATCACTTTCTTCATCACTACTACTCTCATGGGTCATATTTCTTTGTTGACcontig373 Solyc08g Fatty acid                 GO:00099 SL2.40ch AT1G04200.1  unknown   chr1:110  21.9473 16.7802 9.44882 37.2986 5.88317 2.7963
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -0.866 Detected -1.549 Detected -1.208 0.078 GT Sens contig374 contig374 Unannota AAACTTGTATTGTTCCACAAAGTCTCGAGCCATGTCTTCCCATGCGAGC contig374 Solyc09g018530.1.1 AT3G45940.1  alpha-xyl    chr3:168  77.5817 79.7503 60.0621 45.2401 48.6111 25.4104
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.856 Comprom -0.936 Comprom -1.396 0.095 GT Sens contig374 contig374 Unannota AGGAAATTTCCTATATGGATTCCTGCTCATATTTCGTAACAAATGTTCTCcontig374 Solyc03g Os03g0731050 prote                   SL2.40ch AT3G5379TRFL4  TRFL4 (T      chr3:199  17.047 22.1788 12.8916 14.3802 6.05269 9.61023
GT Sense Sense 0.823 Detected -0.823 Detected 0.000 -2.628 Comprom -1.253 Comprom -1.941 0.212 GT Sens contig375 contig375 Unannota AAATCACGCAAAAGTTTAGTCTTCCAATCACCGGAATCCATAGCCCCGG contig375 Solyc04g Unknown Protein (A  SL2.40ch AT5G47350.1 39.5577 15.0534 10.4599 10.1706 4.44693 9.67936
GT Sense Sense 0.384 Detected -0.384 Detected 0.000 -1.445 Detected -1.683 Comprom -1.564 0.060 GT Sens contig375 contig375 Unannota CTCACCATTCACGCTTATCTATTGCAATTCTCATAAATTTTGCAAGTTTGcontig375 Solyc08g Inhibitor o                   GO:00082 SL2.40ch AT3G26150.1 41.5512 29.0356 20.2717 21.8406 14.3724 10.2278
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -2.697 Comprom -1.465 Comprom -2.081 0.078 GT Sens contig376 contig376 Unannota CTCCTTCACACCTCGTGATACTTATGCCAATCGTTTATCGAAGTTTTTA contig376 Solyc04g RING fing                 GO:00055 SL2.40ch ATCG007 RPOA  RNA poly     chrC:779  20.6842 25.7567 24.3849 21.0064 4.00859 7.90323
GT Sense Sense -0.360 Detected 0.360 Detected 0.000 -0.823 Detected -1.284 Comprom -1.054 0.133 GT Sens contig377 contig377 Unannota ATGGTTTATGCAGAAAACGACACTTGATCACTGTTGCATCCCTTGTCTG contig377 Solyc00g Unknown Protein (A  SL2.40ch AT1G55340.2  unknown   chr1:206  15.2407 29.8704 10.889 13.4223 13.5887 8.28224
GT Sense Sense -1.016 Detected 1.016 Detected 0.000 -1.202 Detected -1.175 Detected -1.188 0.363 GT Sens contig378 contig378 UPF0497                    CATGTTGcontig378 Solyc06g Solyc06g UPF0497 membrane protein 8                  contig378 Solyc06g UPF0497 membrane                    SL2.40ch AT1G71695.1  peroxida       chr1:269  65.7747 320.211 67.5108 143.261 71.07 60.7936
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 -1.271 Detected -0.958 Detected -1.115 0.063 GT Sens contig378 contig378 Unannota TTATAATGGGAAGAAAAGAGGAACCAGGGGCAGGTGGGTGAAATAATTTcontig378 Solyc06g Gamma-g                 GO:00043 SL2.40ch AT2G430 CPuORF1   CPuORF1          chr2:178  7287.08 12224.4 4775.35 5857.25 4405.1 4594.27
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -1.822 Detected -1.899 Comprom -1.860 0.003 GT Sens contig378 contig378 Unannota TTGAATGTGGAATTTGAGATAGGGCTCCTGTTTGACCTTTATTTACTAC contig378 Solyc06g Unknown Protein (A  SL2.40ch AT4G28420.2 29.4395 40.1739 16.4797 37.7584 10.96 8.71901
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 -1.283 Detected -1.570 Detected -1.427 0.018 GT Sens contig379 contig379 Unannota CCACTGGGTATATGTTGTTGTAGTTGCTTTGTTTAATGATCTTTGTTTT contig379 Solyc12g Homeobo                GO:00056 SL2.40ch AT5G30520.1 70.7817 70.3461 48.3394 95.6063 32.6698 22.4658
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.212 Detected -0.909 Detected -1.060 0.042 GT Sens contig379 contig379 Unannota AACTTGAAATATGCCGGCGAAAGTCAAAAGGGTGCATATATTTTTATGT contig379 Solyc12g Homeobo                GO:00056 SL2.40ch AT5G30520.1 57.529 54.4356 39.9113 69.8765 27.2127 28.1818
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -0.928 Detected -1.216 Detected -1.072 0.040 GT Sens contig381 contig381 Unannota AGAGGAACATGTAACAAACAGACATTGGAAACAAATGATCCACCTGCCT contig381 Solyc12g Unknown   GO:00091 SL2.40ch AT5G56120.1  unknown   chr5:227  92.6217 87.5131 98.7714 133.099 53.2861 36.6515
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -0.950 Detected -1.521 Detected -1.235 0.072 GT Sens contig381 contig381 Unannota GAGTTATGTGCCTAATTCAGACTGAAATGCTTTTTGGGAATAAACATAA contig381 Solyc03g Pentatrico                GO:00082 SL2.40ch ATCG009 RPS12C,   chloropla                           chrC:979  79.6855 71.5499 96.0667 122.779 44.0295 24.8782
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 -1.167 Detected -1.047 Detected -1.107 0.091 GT Sens contig382 contig382 Unannota CAATTTGGGGCTGTCAAAATAGCCTGAGAAGTGAGAACAGTTACTCAGCcontig382 Solyc01g Aspartic p                 GO:00055 SL2.40ch AT1G51630.1  unknown   chr1:191  325.101 236.748 187.438 206.263 139.174 126.929
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -1.717 Detected -1.401 Detected -1.559 0.045 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  12549.9 22757.7 6200.29 22136.7 5789.24 6050.41
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.385 Detected -1.685 Detected -1.535 0.012 GT Sens contig385 contig385 Unannota TTCTCAATATCAGTGGCCCCCATGGCCACCAGTATCTTATGCAACTCGT contig385 Solyc09g Unknown Protein (A            SL2.40ch AT5G25040.1  transport   chr5:862  79.4595 85.5754 43.35 39.834 35.5789 24.2554
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.586 Detected -1.905 Detected -1.745 0.010 GT Sens contig385 contig385 Unannota ATAAACAGAAGTTGAGAATACTTGCAGCATACCTGTGACCACATCAGCG contig385 Solyc09g Unknown Protein (A            SL2.40ch AT5G25040.1  transport   chr5:862  228.702 242.601 118.34 111.234 88.3937 59.4749
GT Sense Sense -0.392 Detected 0.392 Detected 0.000 -1.419 Detected -1.013 Comprom -1.216 0.110 GT Sens contig386 contig386 Unannota CAGACCTTACACAATCTGCACTGTTTTCCTTTTTACTTGTCATGCTTTCTcontig386 Solyc12g Serine/thr                 GO:00191 SL2.40ch AT2G17060.1 16.5308 33.875 27.5218 20.1081 9.96776 11.0872
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -2.601 Detected -1.308 Detected -1.955 0.096 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  1509.88 2051.85 898.191 2172.95 326.816 672.066
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -0.802 Detected -1.281 Comprom -1.042 0.055 GT Sens contig386 contig386 Unannota CCTCTCACGTAATATTTGCCTGTTCAGGACTACTCTTATTTTGCACCTA contig386 Solyc02g Serine/thr                  GO:00199 SL2.40ch AT3G11070.1  outer me      chr3:346  21.6989 22.8687 14.4411 20.7888 14.3879 8.6689
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -2.172 Detected -1.863 Detected -2.018 0.006 GT Sens contig387 contig387 Unannota GTCAGAATGAATAAGTTGAAAAGGTGCAGTTGTACGCTTCTCAGATAAA contig387 Solyc12g Retroelement pol po                 SL2.40ch AT1G075 ftsh10  ftsh10 (Ft                 chr1:230  181.941 212.417 53.0202 39.723 49.1288 51.0881
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -2.543 Detected -2.345 Detected -2.444 0.003 GT Sens contig387 contig387 Unannota TAAAGAATTTGTTATTTGAGTAGACCGGTGACCCAGACGACTGTGCCACcontig387 Solyc12g Retroelement pol po                 SL2.40ch AT1G075 ftsh10  ftsh10 (Ft                 chr1:230  266.341 286.745 95.3563 62.5843 53.4244 51.4157
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.483 Detected -1.885 Detected -1.684 0.017 GT Sens contig387 contig387 Unannota AAACTTCTCTTGAAGGCGGTGAAGTCGGACTTGATGTTTGGCTCCAACAcontig387 Solyc02g043990.1.1 AT1G77910.1 82.9176 87.0976 41.3602 39.8881 34.2512 21.7539
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -0.990 Detected -1.066 Comprom -1.028 0.015 GT Sens contig388 contig388 Unannota TTCTTGCTGAAGATAATGGCACCCCCATTTTGTGGTTTAGCTTAAAGTT contig388 Solyc10g Beta-1 3-g                 GO:00160 SL2.40ch AT5G07570.1  glycine/p    chr5:239  19.6976 19.8762 6.04641 16.4624 11.2243 8.9391
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 -0.882 Detected -1.731 Comprom -1.307 0.107 GT Sens contig389 contig389 Unannota GGAAGATTCATCTGATACATCAGAAGAAGATATTCCTGATAACTGTTCT contig389 Solyc09g Baculovir                  GO:00082 SL2.40ch AT3G01345.1 28.3047 25.8023 24.6006 30.6992 16.5166 7.69566
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -1.831 Detected -1.362 Detected -1.597 0.070 GT Sens contig394 contig394 Unannota ATAATGCGCACACACACGTTGTGGGACCCTACACCTACTTGAAGCATCAcontig394 Solyc02g Lipase (A              GO:00066 SL2.40ch AT1G36920.1  unknown   chr1:139  65.8327 132.705 42.6808 75.7801 29.5841 34.3769
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.184 Detected -1.228 Detected -1.206 0.007 GT Sens contig394 contig394 Unannota ATTGTTTCATGAAAAGCAACTTAGTCCGACCGAATCCTTATCTAAGCTT contig394 Solyc12g Serine-gly                 GO:00081 SL2.40ch AT2G1336AGT, AGT   AGT (ALA          chr2:553  225.347 307.56 243.966 229.264 130.497 106.24
GT Sense Sense -0.616 Detected 0.616 Detected 0.000 -1.673 Detected -2.354 Comprom -2.013 0.103 GT Sens contig394 contig394 Unannota CGTGGCAAGGAGATATATGAAGTTATTATGCCCAAAATAAAAATAACTACcontig394 Solyc03g Chaperon                   GO:00064 SL2.40ch AT5G16650.1  DNAJ hea       chr5:546  16.9088 47.2516 8.00462 6.06717 9.98717 5.22736
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.755 Detected -1.511 Detected -1.633 0.011 GT Sens contig396 contig396 Unannota TTGGCTCTCTAAGAGTCTTTGTGAAGCTTACTCTTTTCTGTTTGCCCAT contig396 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G27090.1  unknown   chr2:115  330.582 334.033 161.887 140.238 110.914 110.265
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -2.319 Detected -2.320 Detected -2.319 0.002 GT Sens contig396 contig396 Unannota TTATTCCTTTAGCACTCATGTGTCCAAGTCTGTTGTGCCACAGACATGA contig396 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G27090.1  unknown   chr2:115  294.404 307.847 101.376 75.2094 67.9829 56.9922
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.701 Detected -1.600 Detected -1.651 0.003 GT Sens contig397 contig397 Unannota AACAGCAACTTCCATCCAACATTTTGCTTCCCTTTTAATCGCCATTTCTTcontig397 Solyc04g S-adenos                 GO:00087 SL2.40ch AT5G39785.2  structura      chr5:159  48.0839 62.7241 40.9378 69.9705 19.0225 17.1288
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -3.202 Detected -6.097 Comprom -4.650 0.085 GT Sens contig399 contig399 Unannota CAAAAACACATTTGTTCTAGTGGGAATTGCTTGTGGCAATTTAGATGGA contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  179.282 229.344 2.11257 2.06036 24.8168 2.80063
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -4.976 Comprom -4.575 Comprom -4.775 0.002 GT Sens contig399 contig399 Unannota GGCAATTAAAAAGGCTACATAATACAATTCAAAGAGGTAGGTTTCTCAT contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  105.282 146.516 2.24749 2.16821 4.44695 4.92719
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -1.533 Comprom -1.048 Comprom -1.291 0.051 GT Sens contig400 contig400 Unannota AACAATACGAGTAGTTTTCGTTTGGGTTGCTTCACTTTCACGCTCAGCT contig400 Solyc10g Heparan-alpha-gluco      SL2.40ch AT2G24690.1 12.9004 19.7414 3.94253 8.79109 6.21112 7.29813
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.086 Detected -1.305 Comprom -1.195 0.009 GT Sens contig400 contig400 Unannota TTTGGGGTGTTACATACACTTCATATTTTGACTTGGAGGATTCTGGTTA contig400 Solyc03g WD-40 rep                 GO:00428 SL2.40ch AT5G45510.2  leucine-r      chr5:184  16.2077 20.1267 13.6853 14.9703 9.58625 6.91033
GT Sense Sense -0.426 Detected 0.426 Detected 0.000 -3.623 Detected -2.689 Detected -3.156 0.038 GT Sens contig400 contig400 Unannota CATGTTCAATTTATCCACCTATTGTAAAGATATAGTTGACCCCATGGCT contig400 Solyc01g Transcrip               GO:00037 SL2.40ch AT5G53010.1  calcium-t     chr5:214  1678.35 3605.25 414.125 1599.78 224.961 360.659
GT Sense Sense -0.387 Detected 0.387 Detected 0.000 -3.421 Detected -2.434 Detected -2.927 0.043 GT Sens contig400 contig400 Unannota GGTTGAGAAATTCAACGTATACCAAGTGGTTAGAGAAAAGGGACAATAC contig400 Solyc01g Transcrip               GO:00037 SL2.40ch AT5G53010.1  calcium-t     chr5:214  1693.86 3450.54 494.604 1751.64 254.263 423.06
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.840 Comprom -0.972 Comprom -1.406 0.092 GT Sens contig401 contig401 Unannota GAAGGACAAAATCAAATTTCTAGCTCCGCTCTTAATAGTAGATTTGACA contig401 Solyc07g Genomic DNA chrom         SL2.40ch AT5G65090.1 12.6985 12.3427 8.97436 17.7616 3.93792 6.03504
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -0.969 Detected -1.322 Detected -1.146 0.024 GT Sens contig401 contig401 Unannota GGTTCCTTTCACCCATTGGGTTTTCTAGTTTTCAGCCAGATTCTTAATT contig401 Solyc08g Transpos                    GO:00036 SL2.40ch AT4G1837DEG5, DE    DEG5 (DE          chr4:101  213.557 240.497 147.629 129.387 130.38 85.7202
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.141 Detected -1.092 Detected -1.117 0.001 GT Sens contig401 contig401 Unannota TCTGAGAAATCGACTCTTGGATTCTCTGGTTTCTGGTTTTTACTAAGTT contig401 Solyc01g BEL1-like               GO:00036 SL2.40ch AT2G2376BLH4, SA   BLH4 (BE          chr2:101  80.1653 98.6515 51.2119 54.7271 45.4326 39.4346
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -1.540 Comprom -0.809 Comprom -1.175 0.085 GT Sens contig401 contig401 Unannota CTTCTAAACTCAAAACTGGTTTGAAATGCCCATTTTGAGCTGGTTCAGG contig401 Solyc10g ATP synth                   GO:00452 SL2.40ch AT5G55770.1  DC1 dom    chr5:225  14.1714 17.2053 14.0704 12.5053 6.04734 8.42595
GT Sense Sense 0.793 Detected -0.793 Detected 0.000 -2.159 Comprom -2.865 Comprom -2.512 0.102 GT Sens contig402 contig402 Unannota GCACAGGTAAACCTTCCTCTCACTTGGTTTTTATGCGTCTATATTTCTT contig402 Solyc02g014100.1.1 AT4G00990.1  transcrip        chr4:427  35.0762 13.91 5.74265 3.33384 5.57063 2.86677
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -1.446 Comprom -2.352 Comprom -1.899 0.059 GT Sens contig402 contig402 Unannota CTAGTAAGTTCACTAAATCTGTGATGCCTGCATCATTAGCATTATGGCG contig402 Solyc10g F-box pro               GO:00302 SL2.40ch AT5G38435.1 17.2893 16.1967 8.29588 3.08029 6.91858 3.10017
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 -1.862 Detected -2.976 Comprom -2.419 0.053 GT Sens contig402 contig402 Unannota CTGAATAAACTAAAATAGCTTACTCAATCTCAACGATTGCTTATTCATAGcontig402 Solyc10g Isoamyl a                 GO:00066 SL2.40ch AT5G46490.2  disease r       chr5:188  29.0486 43.7456 13.1206 12.0869 11.0438 4.28308
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -1.235 Detected -1.206 Detected -1.221 0.017 GT Sens contig403 contig403 Cytochro                 CCCCAAGcontig403 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198   contig403 Solyc02g Cytochro  GO:00198 SL2.40ch AT3G483 CYP71A2   CYP71A2               chr3:178  134.278 199.186 79.983 100.137 78.2433 67.0383
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.053 Detected -1.045 Detected -1.049 0.001 GT Sens contig403 contig403 Unannota GTGGAGGTAGGTTATGGTTTTCATGCTATTCGTAGTAAACTCTTAATAG contig403 Solyc00g Unknown Protein (A  SL2.40ch AT5G59980.2  RNase P      chr5:241  1755.65 2016.74 1311.56 1022.63 1021.68 862.463
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 -1.218 Detected -1.795 Comprom -1.506 0.061 GT Sens contig403 contig403 Unannota GATTTAAGTTATAATCATTGCAGAAACATCCAACCCTCTCACTCTACCTCcontig403 Solyc10g 40S ribos                 GO:00058 SL2.40ch AT3G52700.1  unknown   chr3:195  26.0251 21.4513 15.4987 15.2744 11.44 6.43903
GT Sense Sense -1.399 Detected 1.399 Detected 0.000 -1.268 Detected -2.123 Detected -1.696 0.366 GT Sens contig404 contig404 BHLH tran              TCTGCAAcontig404 Solyc03g Solyc03g BHLH tran              GO:00056 GO:00056      contig404 Solyc03g BHLH tran               GO:00037 SL2.40ch AT5G51780.1  basix hel      chr5:210  55.5604 459.986 88.2479 61.2003 74.7585 34.6899
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.946 Detected -2.230 Detected -2.088 0.006 GT Sens contig405 contig405 Unannota GTTTACCAAACACACAACTCAATAACCACACTCTATCAGTTTACATATTC contig405 Solyc00g Unknown Protein (A  SL2.40ch AT5G44760.1  C2 doma    chr5:180  220.465 231.744 84.6735 59.1883 66.1021 45.5712
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.096 Detected -1.579 Detected -1.338 0.035 GT Sens contig405 contig405 Unannota CCATTCTACTTGTGTTGGCTTCCATTGTTTTCCCCAAAAAATATAGTTATcontig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G5625HAP8  HAP8 (HA    chr5:227  95.5865 99.9339 70.8165 66.1743 51.495 30.9279
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.389 Detected -1.860 Detected -1.624 0.024 GT Sens contig405 contig405 Unannota TTCTGATGTGGAAGTTCAGACTGTGCTGCAACCACAGAGCATACTCAGAcontig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G5625HAP8  HAP8 (HA    chr5:227  179.111 185.913 90.3993 74.5203 78.4834 47.5354
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -1.437 Detected -0.998 Detected -1.217 0.035 GT Sens contig405 contig405 Unannota CATTGTTGTGTTCCGCATTTGTTGCCTTTATTACCGCAAATATTATTTCTcontig405 Solyc08g Peroxisome biogene       SL2.40ch AT5G09580.1 369.616 390.52 226.501 576.629 158.094 179.84
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -1.636 Detected -1.761 Detected -1.699 0.017 GT Sens contig405 contig405 Unannota GCATAATGTTGTGTCCATTTTAAATAACCCAATATACGTTTCATAGCCATcontig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  74.8004 65.7913 33.5207 21.9519 25.4245 19.5687
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.521 Detected -2.490 Comprom -2.006 0.056 GT Sens contig405 contig405 Unannota CCGGATTACTAGTGTACTGACTCAGTTTACTAATAGCACATGTTATATT contig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  56.352 58.5699 25.2263 19.9304 22.5449 9.66622
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.621 Detected -1.745 Detected -1.683 0.004 GT Sens contig405 contig405 Unannota ACCTATCTTCAATTTCTCAACATTTCCGGTATTGCAACTAGTGTCCTCACcontig405 Solyc05g Unknown Protein (A  SL2.40ch AT5G44860.1 428.802 453.639 244.049 190.029 161.575 124.446
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.814 Detected -1.831 Detected -1.822 0.004 GT Sens contig405 contig405 Unannota CTTATTTTCACTGTCTTTAAGTTCGCTATACAACCCTTAGGATCACGATAcontig405 Solyc05g Unknown Protein (A  SL2.40ch AT5G44860.1 1093.89 1103.82 576.526 403.218 352.132 292.007
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -0.969 Detected -1.157 Detected -1.063 0.014 GT Sens contig405 contig405 Unannota ATAAGCATGAAACACGTAATGGTAAGAACCTAATATCCCCAGCGGAGTC contig405 Solyc00g Unknown Protein (A  SL2.40ch AT4G01450.3  nodulin M     chr4:608  107.738 114.191 78.7674 66.0163 63.8197 47.0383
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 -1.143 Comprom -2.490 Comprom -1.816 0.130 GT Sens contig405 contig405 Unannota GAGTCTTCCTCTTTTCGTTGGACTTCCAACTCAAAGCAATCTATTGATA contig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  19.8515 16.0829 9.82423 7.55597 9.11724 3.00785
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 -1.899 Detected -1.923 Detected -1.911 0.003 GT Sens contig405 contig405 Unannota ATCTGTCCATGCATCTGTCGCGGCGCACGATACGACCCTCGATAAAAGTcontig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  2533.51 2606.24 1226.39 1004.35 776.161 640.869
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.717 Detected -1.582 Detected -1.650 0.003 GT Sens contig406 contig406 Unannota TGATTCATAGTGCGTCGCTTGAGGACAAACAACGAATTTAAGTTGAGGGcontig406 Solyc05g Unknown Protein (A  SL2.40ch AT1G34520.1 928.092 1005.4 500.556 368.719 330.929 305.077
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -1.266 Detected -1.100 Detected -1.183 0.014 GT Sens contig406 contig406 Unannota GTTGTCCACCATTCGAAAATGAAAAAATCTAGCTGCATATTTTTTCGCTTcontig406 Solyc05g LOB domain protein                SL2.40ch AT1G16420.1 32.3396 32.947 21.997 16.9455 15.2892 14.3935
GT Sense Sense -1.066 Detected 1.066 Detected 0.000 -1.547 Detected -2.084 Comprom -1.815 0.240 GT Sens contig406 contig406 Unannota GTTGAAGAAGATTCCTCCTCCATAATACACCAAATGACCAAATCACCAAAcontig406 Solyc11g Vesicle-as                GO:00160 SL2.40ch AT3G1268HUA1  HUA1 (EN        chr3:402  14.1099 73.5915 4.44642 5.16225 12.4235 7.18765
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.835 Detected -1.794 Detected -1.814 0.000 GT Sens contig407 contig407 Unannota GTGAGATCTTCAACAGTCATCTCCTTGCGTTTGTATTTCAAGTAGTTTT contig407 Solyc11g Gag-Pol p               GO:00036 SL2.40ch AT3G1803HON4  HON4; DN    chr3:616  266.132 304.413 128.251 93.4744 89.8876 77.6052
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.820 Detected -1.552 Detected -1.686 0.008 GT Sens contig407 contig407 Unannota CACAATGGAGGTAACTTTTCAATAATTGCAGCCACTTGAAAAGCATCAT contig407 Solyc11g Gag-Pol p               GO:00036 SL2.40ch AT3G1803HON4  HON4; DN    chr3:616  94.6866 101.898 42.3658 35.5207 31.3367 31.6672
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.063 Detected -1.272 Detected -1.167 0.011 GT Sens contig407 contig407 Unannota ATCCTGGAGGGGACAAGTCAAAGAGAACTACTGCTGGACCAGTGAAAAAcontig407 Solyc11g Os03g0859900 prote                  SL2.40ch AT3G48400.1  DC1 dom    chr3:179  655.868 710.957 427.184 342.19 368.199 267.427
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -1.476 Detected -1.347 Detected -1.412 0.016 GT Sens contig409 contig409 Unannota ATCACACAAGAACAGGTCTAGTAGAGTCTTAAGGAACGGTAGGGGGAC contig409 Solyc04g Unknown Protein (A  SL2.40ch AT5G04120.1  phospho      chr5:112  8001.56 7549.53 4686.14 3701.75 3146.85 2888.69
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -1.584 Detected -1.445 Detected -1.514 0.015 GT Sens contig409 contig409 Unannota TTCATTCTTTCTTTCGTGCTACTACTTGAGTCCAATTGGTATCTAGGCG contig409 Solyc04g Unknown Protein (A  SL2.40ch AT5G04120.1  phospho      chr5:112  3673.57 3447.89 1963.91 1337.08 1337.39 1235.9
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -1.109 Detected -1.579 Detected -1.344 0.036 GT Sens contig410 contig410 Unannota ATCTGAAATTAAATAAACAAGTAAAGATCCCTCCCCAAGCCGTGCTTGC contig410 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  152.325 211.82 112.43 109.436 93.7926 56.8321



GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -1.713 Detected -1.807 Detected -1.760 0.003 GT Sens contig410 contig410 Unannota CTCAGGTGTAACTTGCTCCACTTCAGATTCTTCAGTAGGAGTTGGTTGAcontig410 Solyc07g LRR recep    GO:00046 SL2.40ch AT5G62360.1  invertase       chr5:250  607.127 636.173 328.808 254.66 213.507 167.883
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 -1.242 Comprom -0.922 Comprom -1.082 0.030 GT Sens contig410 contig410 Unannota AACACCTAGGAACCAGTTGTCTGCCTTTCTTTTGTATCTTCCAAAAGTA contig410 Solyc08g Unknown Protein (A  SL2.40ch AT5G28300.1  trihelix D     chr5:102  22.6392 23.3669 21.7668 8.99201 10.9545 11.4782
GT Sense Sense 0.724 Detected -0.724 Detected 0.000 -2.684 Comprom -1.965 Comprom -2.325 0.103 GT Sens contig410 contig410 Unannota GGTGTTCTTGCGAATATCTACGAATTTCACCTCTACACTCGCAGTTCCA contig410 Solyc03g Unknown Protein (A  SL2.40ch AT3G54470.1  uridine 5         chr3:201  38.2961 16.7066 4.30032 2.71083 4.43411 6.12428
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.041 Detected -1.068 Detected -1.055 0.002 GT Sens contig410 contig410 Unannota ATTAGATGTCGTGCGACGACGCCGATGCCTTCTTTGCAAGGCCAATCC contig410 Solyc00g010110.1.1 AT5G4179CIP1  CIP1 (CO       chr5:167  5549.3 6165.02 4425.79 4189.5 3201.03 2637.31
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.528 Detected -1.504 Detected -1.516 0.004 GT Sens contig410 contig410 Unannota TGAGAATTTAATCACTGCAAAGATTGTTGGAGGAAGACCAAGGTTCACA contig410 Solyc00g010110.1.1 AT5G4179CIP1  CIP1 (CO       chr5:167  3776.02 3965.94 2225.83 2063.55 1511.26 1289.65
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -0.930 Detected -1.102 Detected -1.016 0.013 GT Sens contig410 contig410 Unannota GTTGTTTTCTGGAGAGGAAAAATCAAGAGGACTACTGCTGGACCGGTG contig410 Solyc10g UPF0533                   GO:00055 SL2.40ch AT5G2357SGS3, AT   SGS3 (SU       chr5:794  309.153 329.404 222.256 185.881 188.658 140.585
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.534 Detected -1.820 Detected -1.677 0.009 GT Sens contig411 contig411 Unannota CACTCCGATAGTAGTATTGATCGTGTCAATGCAGAGGAAATGAATACAT contig411 Solyc01g Cytochro                     GO:00160 SL2.40ch ATCG007 PETD  A chlorop            chrC:764  142.263 188.151 74.7273 68.684 63.6384 43.8106
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.414 Detected -1.366 Detected -1.390 0.001 GT Sens contig411 contig411 Unannota ACTTATACTAGATCTTACGGAGCCTGCTCATGTACAACATGATTCGGAT contig411 Solyc01g Cytochro                     GO:00160 SL2.40ch ATCG007 PETD  A chlorop            chrC:764  326.581 405.143 176.873 182.498 153.782 133.399
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.187 Detected -1.022 Detected -1.104 0.006 GT Sens contig411 contig411 Unannota AGCCCTTGAGATATCCCTCCCACATTGTGTAAACAATCTCTTCTCGTCG contig411 Solyc06g Auxin F-b                  GO:00055 SL2.40ch AT5G42957.1 34.633 42.7222 25.8735 29.859 19.0335 17.9081
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.628 Detected -1.604 Comprom -1.616 0.001 GT Sens contig412 contig412 Unannota CCTCCGTATTGATACATAAGTCATACGTGAGTGAAATATTCAAGAATAATcontig412 Solyc09g AGAP009276-PA (Fr     SL2.40ch AT4G21900.1  antiporte      chr4:116  32.4934 41.7142 16.7499 14.9494 13.4186 11.4482
GT Sense Sense -0.799 Detected 0.799 Detected 0.000 -3.157 Detected -3.062 Detected -3.110 0.060 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  272.858 983.345 53.2799 147.277 65.4244 58.6263
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -1.090 Detected -1.837 Detected -1.463 0.077 GT Sens contig412 contig412 Unannota CCTTCCCTTTCCGTTGAGCTTACAAATCAATGCAATCTATGCAAGTATA contig412 Solyc05g Protease                  GO:00082 SL2.40ch AT5G49665.1  zinc finge        chr5:201  126.775 111.492 56.5606 50.8675 62.9187 31.4631
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -0.901 Detected -1.146 Comprom -1.023 0.027 GT Sens contig412 contig412 Unannota CCACTACATGACCCTAAGTCCAAGACTCGAACTAGGTGTCTGATAATCA contig412 Solyc01g Unknown Protein (A  SL2.40ch AT5G65683.1  zinc finge        chr5:262  22.3513 22.4866 12.6583 16.2332 13.5245 9.57958
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -2.708 Comprom -1.595 Comprom -2.152 0.063 GT Sens contig412 contig412 Unannota TGGAGGTATTCTTCATTCTCAACCCTCCAGTTTGGCGAACGACTGCTCTcontig412 Solyc11g Plastid DNA-binding      SL2.40ch AT3G04760.1 11.7566 12.0054 4.83167 10.6779 2.04824 3.71751
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.135 Detected -1.149 Detected -1.142 0.016 GT Sens contig412 contig412 Unannota AACAAGTTGCTAACTTGCTCATTTTGTGATAGGTCCCAGTTACCCCCTT contig412 Solyc11g Pheophor                  GO:00551 SL2.40ch AT4G16630.1  DEAD/DE       chr4:936  57.4894 55.7345 32.3964 28.8566 29.0307 24.1367
GT Sense Sense 0.493 Detected -0.493 Detected 0.000 -2.884 Comprom -1.552 Comprom -2.218 0.116 GT Sens contig413 contig413 Unannota TATCCAATTCCCCGGAGATCAAATATGTGAACGCCGGCAGAACTGTAACcontig413 Solyc10g Protein ph                  GO:00038 SL2.40ch AT5G65570.1  pentatric      chr5:262  19.4668 11.6935 3.18911 11.6914 2.30291 4.86401
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -2.154 Detected -2.421 Detected -2.288 0.006 GT Sens contig413 contig413 Unannota ACTTGTACAAATGGACATCCCAAACAAACCATGTCCAGACCATTATCCA contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  425.565 433.097 152.414 105.953 108.679 75.7815
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -1.292 Detected -1.295 Detected -1.293 0.005 GT Sens contig413 contig413 Unannota TACAACCCACACGATGTCTACAGACCTCTAAGAGTATAGTAGTGAAACT contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  77.0685 81.1808 29.1832 17.8034 36.3815 30.4889
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.080 Detected -0.925 Detected -1.002 0.044 GT Sens contig413 contig413 Unannota TACAAGGAAGTTGGACTAGTTATTAGACCAACTATCTCACGCTCTCTCT contig413 Solyc04g Unknown Protein (A  SL2.40ch AT1G58602.2  ATP bind      chr1:217  63.1075 56.7408 41.1927 36.1375 31.8959 29.8023
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -0.953 Detected -1.589 Detected -1.271 0.059 GT Sens contig414 contig414 Unannota CGATAAGGCATGAGTTCTAGTATCATGAGTGTTTCTTCATAGGAACATC contig414 Solyc01g 30S ribos                   GO:00058 SL2.40ch ATCG00810.1 50.1742 55.271 34.6629 31.5131 30.6442 16.5552
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -0.943 Detected -1.076 Detected -1.009 0.039 GT Sens contig415 contig415 Unannota TTGTCTTGCCAAAAAGAGGTTTTCTGCCCATTTCCTATCCTCACCTTAG contig415 Solyc08g ATP-depe                    GO:00171 SL2.40ch AT4G30150.1  EXPRESS                                                        chr4:147  40.6259 36.9693 35.6299 29.436 22.7109 17.3864
GT Sense Sense 0.340 Detected -0.340 Detected 0.000 -1.477 Detected -0.841 Detected -1.159 0.130 GT Sens contig416 contig416 Unannota TTCAGATCCTTCATCTGGACTTGAATGGGATTGCCCTGATCACAACTTG contig416 Solyc03g Aquapori              GO:00152 SL2.40ch AT1G0162PIP1C, TM    PIP1C (P         chr1:225  84.9043 63.1281 48.4821 68.2114 29.6355 38.6332
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 -1.285 Comprom -2.465 Comprom -1.875 0.100 GT Sens contig416 contig416 Unannota TATCTGTTGCTTATATGGTTTACTGGAGAGCAAACTCTTTTGTCAATCA contig416 Solyc12g Unknown Protein (A  SL2.40ch AT1G62810.1  copper a     chr1:232  12.9263 21.7269 9.07797 11.4041 7.74657 2.86918
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.990 Detected -1.941 Detected -1.966 0.008 GT Sens contig416 contig416 Unannota GAAGTAAGGAAAATAGGGGAGGTGCTGCCGAATTTTCGTTAGATTATTAcontig416 Solyc00g H-ATPase               GO:00085 SL2.40ch AT5G18840.1  sugar tra    chr5:628  1333.37 1236.47 478.755 392.681 364.089 316.143
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 -1.853 Detected -1.775 Detected -1.814 0.015 GT Sens contig416 contig416 Unannota AATAGCTTGAGCAGTAAATATTGGACGTGCGGCTCAATTATACGGTGTAcontig416 Solyc00g H-ATPase               GO:00085 SL2.40ch AT5G18840.1  sugar tra    chr5:628  718.184 627.899 290.859 202.778 209.38 185.572
GT Sense Sense -0.781 Detected 0.781 Detected 0.000 -1.652 Detected -1.007 Detected -1.329 0.256 GT Sens contig416 contig416 Unannota ATGGATATCTGTTTTGTTAGGACTGAGCACAGGAGGGTTGCGGAACTG contig416 Solyc05g Kelch repeat-contain                  SL2.40ch AT5G6089ATMYB34     MYB34 (M              chr5:244  171.699 603.808 156.643 120.368 115.433 151.465
GT Sense Sense -0.501 Detected 0.501 Detected 0.000 -1.136 Detected -0.889 Detected -1.012 0.189 GT Sens contig416 contig416 Receptor-               AAAGCAAcontig416 Solyc09g Solyc09g Receptor-               GO:00046 GO:00046       contig416 Solyc09g Receptor   GO:00046 SL2.40ch AT4G0033CRCK2  CRCK2; A           chr4:142  625.588 1492.28 566.224 920.07 495.132 493.466
GT Sense Sense -1.387 Detected 1.387 Detected 0.000 -2.121 Detected -2.009 Comprom -2.065 0.275 GT Sens contig416 contig416 Unannota TTTGGAATCATCAAGTGGATTGTGATTTCATTGTTCCTACGTCAAGACA contig416 Solyc04g Fgenesh protein 60                 SL2.40ch AT3G20310.1 14.4575 117.707 15.2351 12.876 10.6816 9.6881
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -1.025 Detected -1.386 Detected -1.205 0.024 GT Sens contig417 contig417 Unannota TACATCGGACTCCACATTTAGCTCATGTGGTTTTATTATCGGTTATTAG contig417 Solyc10g Receptor   GO:00055 SL2.40ch AT2G15630.1  pentatric      chr2:681  666.028 732.299 486.631 421.794 386.584 252.723
GT Sense Sense 0.361 Detected -0.361 Detected 0.000 -1.085 Detected -1.527 Detected -1.306 0.091 GT Sens contig418 contig418 Unannota CCAACATTTTCCCCCTTTTTGATGATGATAAACAATGTTTTATCACACGTcontig418 Solyc10g EDS5 (AH                GO:00160 SL2.40ch AT5G26710.1  glutamate            chr5:930  194.022 139.996 111.433 126.219 87.5355 54.0798
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -0.916 Detected -1.366 Detected -1.141 0.047 GT Sens contig418 contig418 Unannota TCCTAGTGGAGCTGAGCCATCTACTTCTCTAAGACCTGTTCCCAAGGATcontig418 Solyc01g Unknown Protein (A  SL2.40ch AT5G60980.2 52.7093 52.9171 29.4187 27.6214 31.5346 19.367
GT Sense Sense 0.697 Detected -0.697 Detected 0.000 -1.134 Detected -2.053 Comprom -1.594 0.196 GT Sens contig419 contig419 Unannota ACCATATGCAAGAGAGGCTTATCCTCCACCATTTTTTCTGACTTTTACT contig419 Solyc09g Myosin-like protein                SL2.40ch AT5G0987CESA5  CESA5 (C           chr5:307  43.3709 19.6584 13.9 11.0072 14.9866 6.65334
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -0.891 Detected -1.483 Detected -1.187 0.060 GT Sens contig419 contig419 Unannota TTTTAGTAGTAGTTCATGAGACCTCGAATTCCCACGTTCCAGCGTGCAT contig419 Solyc02g Ribosoma                   GO:00058 SL2.40ch ATMG001 CCB452  cytochro      chrM:512  201.192 215.971 149.636 138.754 126.586 70.5165
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.398 Comprom -1.425 Comprom -1.412 0.016 GT Sens contig420 contig420 Unannota TTGATATTGCCATACTGCTGCTATAACTGGAAACGTGATTTCAGGCAAA contig420 Solyc10g Cytochro  GO:00083 SL2.40ch AT2G16535.1 14.853 13.7245 8.03931 16.1222 6.10161 5.02701
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -2.423 Detected -1.014 Detected -1.719 0.138 GT Sens contig421 contig421 Unannota GCATATTAATTGAATCCGAGTCCTTTTCCTCTTATTAATTAAACCTGGCCcontig421 Solyc07g Protein ki                GO:00055 SL2.40ch AT3G27680.1 158.482 224.055 96.3297 221.674 39.5883 88.208
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -1.971 Detected -1.597 Detected -1.784 0.013 GT Sens contig422 contig422 Polyprote              TGAAACCcontig422 Solyc06g Solyc06g Polyprote              GO:00082 GO:00082   contig422 Solyc01g Retrotran                 GO:00082 SL2.40ch AT5G15340.1  pentatric      chr5:498  2408.37 2565.1 1060.55 803.083 714.017 776.878
GT Sense Sense 0.349 Detected -0.349 Detected 0.000 -1.264 Detected -1.414 Comprom -1.339 0.064 GT Sens contig422 contig422 Unannota CACGATCTGAATATTTCAGGGCATATAATCCTTGTGCTTTCCAAATTAC contig422 Solyc05g Dof zinc f                GO:00055 SL2.40ch AT5G10650.2 26.6252 19.528 38.3155 50.5225 10.6941 8.09054
GT Sense Sense 0.386 Detected -0.386 Detected 0.000 -1.413 Detected -1.583 Comprom -1.498 0.063 GT Sens contig422 contig422 Unannota CCAACATTGAGTTCCTTATAAGTACGAAATGCGGAAGATAAAATATATCAcontig422 Solyc12g Ceramide glucosyltr     SL2.40ch AT4G35470.1  leucine-r      chr4:168  38.1299 26.5962 14.7032 11.65 13.4715 10.0528
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -2.067 Detected -1.521 Detected -1.794 0.025 GT Sens contig422 contig422 Unannota ATCAAATCTGTGATAACTGCATCTGAGGCTTCAGCCTCTGGCCTACCTGcontig422 Solyc12g Ceramide glucosyltr     SL2.40ch AT4G35470.1  leucine-r      chr4:168  122.176 126.215 57.3948 43.4405 33.3861 40.9129
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -1.632 Detected -1.240 Detected -1.436 0.019 GT Sens contig423 contig423 Unannota CAAATCTTGATAAAAACCTAATCTCTTTTTAATGATGATGCCTTGGTAAGcontig423 Solyc11g045300.1.1 AT1G75530.1  forkhead         chr1:283  230.632 293.843 114.866 87.027 94.6206 104.224
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.231 Detected -1.265 Detected -1.248 0.000 GT Sens contig423 contig423 Unannota GTAAAACCCTGCTATGTGCTTAATTGTACGCATGCATGAACGTGATTAT contig423 Solyc11g045300.1.1 AT1G75530.1  forkhead         chr1:283  303.242 357.301 210.883 153.395 157.924 129.498
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -1.034 Comprom -1.179 Comprom -1.107 0.033 GT Sens contig424 contig424 Unannota TTTTCGCTGCCAATTTTCCTTCTCATAACTGCTCTGCTTAGCTGCACTA contig424 Solyc03g E3 ubiqui                 GO:00082 SL2.40ch AT5G10290.1  leucine-r           chr5:323  15.026 13.7022 7.66486 3.67645 7.89325 5.99
GT Sense Sense 0.369 Detected -0.369 Detected 0.000 -2.866 Detected -0.994 Detected -1.930 0.195 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  386.69 276.127 125.439 153.933 50.4887 155.091
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -0.940 Detected -1.125 Detected -1.033 0.008 GT Sens contig425 contig425 Unknown   CCCGGG contig425 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig425 Solyc00g Unknown Protein (A  SL2.40ch AT4G14350.3  protein k     chr4:825  154.07 184.128 124.667 90.7821 98.8689 73.0159
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -0.983 Comprom -1.568 Comprom -1.275 0.049 GT Sens contig426 contig426 Unannota TCATTACTGGAGAGTTCAAACGCCCTTCTTCAACATCTCCACAATATTG contig426 Solyc06g Cell number regulat                  SL2.40ch AT5G24580.3  copper-b     chr5:841  12.902 15.7177 13.4994 11.5224 8.11768 4.54099
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.472 Detected -1.927 Detected -1.699 0.026 GT Sens contig426 contig426 Unknown   GCAAAACcontig426 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig426 Solyc08g Unknown Protein (A  SL2.40ch ATCG005 PETA  Encodes                         chrC:616  126.465 119.677 66.9326 53.5807 49.9683 30.5863
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.985 Comprom -0.894 Comprom -1.440 0.123 GT Sens contig426 contig426 AT2G2037        CTTCCTCCAAGGTTCAATGAAGATATGCTTAAGGAATGTAGAACTCTTA contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 16.8668 23.6801 7.97276 15.4977 5.68798 10.1669
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -1.354 Detected -1.574 Detected -1.464 0.006 GT Sens contig427 contig427 30S ribos         TGGTTCATGCATGTTTGTTGCCAGGAGCAACAAGATCAAGTTGGTAAGGcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 279.538 336.244 198.01 164.981 135.094 97.3657
GT Sense Sense 0.326 Detected -0.326 Detected 0.000 -1.596 Detected -1.354 Detected -1.475 0.051 GT Sens contig428 contig428 Calcium-t          TGTGTTCACTGCAAAAGCCATAGCAACAGAATGTGGAATTCTTCATCCT contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 48.0044 36.382 34.5796 88.3841 15.575 15.4563
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -0.905 Detected -1.545 Detected -1.225 0.063 GT Sens contig430 contig430 Unknown TTTGCAAAGTGATGTACCAAATAGTGTTTGGTATGGAAAGGATGTTTCC contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 55.2976 62.9257 44.7304 36.9416 35.4976 19.1133
GT Sense Sense 0.241 Detected -0.241 Detected 0.000 -0.926 Detected -2.131 Comprom -1.528 0.143 GT Sens contig432 contig432 Unknown   GAGATTTcontig432 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig432 Solyc00g Unknown Protein (A  SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  33.8707 28.8632 15.2386 16.9288 18.5419 6.74895
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.377 Detected -0.920 Detected -1.148 0.039 GT Sens contig432 contig432 Tabacco        GTCAGGTAGCACACTACATCTTTACACTGTCATCAAACGACCAGAGACT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 39.2526 43.593 25.4654 41.9495 17.946 20.6696
GT Sense Sense 0.349 Detected -0.349 Detected 0.000 -1.044 Detected -0.970 Detected -1.007 0.103 GT Sens contig433 contig433 Nicotia ta           CAGCTGCTTAATTCAAACTCTCATCTGCTTGAAACTACTATATATATACT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 136.432 100.058 79.8346 57.881 63.8331 56.4109
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -1.182 Detected -0.839 Detected -1.010 0.041 GT Sens contig433 contig433 Nicotia ta     GCACAACTGACTAGATCAATCTACTAGATCACTCTTGTATGCACTTGCT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 45.5795 64.2316 31.796 39.2054 26.8661 28.6026
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.066 Detected -1.175 Detected -1.120 0.003 GT Sens contig434 contig434 N.tabacum       GGTTCCTTGTTTTACCACAAAGCTCTATTCTTGATCAAAATTCATAACATcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 81.7327 100.579 88.398 99.882 48.7921 37.9738
GT Sense Sense -0.323 Detected 0.323 Detected 0.000 -2.414 Detected -4.140 Comprom -3.277 0.071 GT Sens contig434 contig434 Nicotia ta     TTTATCATTGTCTCTCGTAAATGAAAATGCCTCCTTTGACCTCAACATTAcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 101.4 188.805 15.9772 93.9192 29.2431 7.41909
GT Sense Sense 0.155 Detected -0.155 Detected 0.000 -1.101 Detected -1.464 Detected -1.282 0.033 GT Sens contig442 contig442 Unknown   CTTAGAAcontig442 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig442 Solyc09g Unknown Protein (A  SL2.40ch AT1G29700.1  unknown   chr1:103  63.5402 61.0096 41.5792 28.177 32.7046 21.3398
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -1.532 Detected -1.743 Detected -1.637 0.009 GT Sens contig443 contig443 Polyprote     CTCACACcontig443 Solyc07g Solyc07g Polyprotein (AHRD V1 **-- O491 contig443 Solyc07g Polyprotein (AHRD V   SL2.40ch AT5G4839ATZIP4  ATZIP4; b   chr5:196  859.67 878.024 483.565 304.076 338.481 245.475
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.444 Detected -1.372 Comprom -1.408 0.001 GT Sens contig443 contig443 Mutator-li                ATATGCT contig443 Solyc06g Solyc06g Mutator-li                GO:00082 GO:00082   contig443 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT1G03720.1 29.1258 34.3545 16.8584 11.2953 13.0944 11.5585
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -1.533 Comprom -1.132 Comprom -1.333 0.023 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  13.4535 17.1779 8.14389 11.2864 5.91773 6.55843
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -0.950 Detected -1.077 Detected -1.014 0.018 GT Sens contig456 contig456 BHLH tran              TGATCCAcontig456 Solyc09g Solyc09g BHLH tran              GO:00056 GO:00056       contig456 Solyc09g BHLH tran               GO:00037 SL2.40ch AT2G2018PIL5, PIF1  PIL5 (PHY               chr2:870  331.934 467.161 368.895 414.858 229.584 176.473
GT Sense Sense 0.736 Detected -0.736 Detected 0.000 -1.461 Detected -1.322 Detected -1.391 0.201 GT Sens contig464 contig464 Peroxidas               ATAGTACcontig464 Solyc06g Solyc06g Peroxidas               GO:00055 GO:00055   contig464 Solyc06g Peroxidas                GO:00055 SL2.40ch AT5G64120.1  peroxida    chr5:256  332.851 142.845 106.858 245.506 89.2379 82.4747
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.227 Detected -1.387 Detected -1.307 0.022 GT Sens contig467 contig467 Zinc knuc                 CGACACTcontig467 Solyc05g Solyc05g Zinc knuc                 GO:00082 GO:00082   contig467 Solyc05g Zinc knuc                  GO:00064 SL2.40ch AT5G20220.2  zinc knuc      chr5:682  86.8051 132.71 56.2407 95.2678 51.6435 38.8111
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.944 Detected -2.091 Detected -2.018 0.003 GT Sens contig471 contig471 Reverse t                 AGTTGATcontig471 Solyc07g Solyc07g Reverse t                 GO:00062 GO:00062   contig471 Solyc12g Unknown                GO:00160 SL2.40ch AT2G3047HSI2, VAL   HSI2 (HIG            chr2:129  437.326 462.813 191.167 155.575 131.735 99.8211
GT Sense Sense -0.846 Detected 0.846 Detected 0.000 -2.006 Comprom -2.422 Comprom -2.214 0.126 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  13.4436 51.7064 22.2438 12.6167 7.39375 4.65132
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -1.284 Detected -1.338 Detected -1.311 0.022 GT Sens contig472 contig472 PG1 prote      TTCCTTCcontig472 Solyc01g Solyc01g PG1 protein (Fragment) (AHRD   contig472 Solyc01g PG1 protein (Fragme     SL2.40ch AT3G23420.1  F-box fam    chr3:838  221.854 201.746 121.287 86.7112 97.8456 79.1459
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -1.860 Detected -1.469 Detected -1.664 0.015 GT Sens contig473 contig473 Pol polyp                AGAAGCGcontig473 Solyc03g Solyc03g Pol polyp                GO:00062 GO:00062   contig473 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT3G2633CYP71B3   CYP71B3               chr3:964  75.8477 81.3847 40.7911 29.132 24.387 26.8326
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 -0.965 Detected -1.278 Detected -1.122 0.044 GT Sens contig477 contig477 Magnesiu                 AAATCCAcontig477 Solyc04g Solyc04g Magnesiu                 GO:00159 GO:00159    contig477 Solyc04g Magnesiu                  GO:00198 SL2.40ch AT5G1363GUN5, CC     GUN5 (GE       chr5:438  3214.13 4943.28 3505.39 4012.36 2299.91 1554.01
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -2.212 Detected -2.630 Detected -2.421 0.018 GT Sens contig479 contig479 Acyl-prote              TTAAGCT contig479 Solyc08g Solyc08g Acyl-prote              GO:00084 GO:00084     contig479 Solyc08g Acyl-prote               GO:00084 SL2.40ch AT5G20060.3  phospho     chr5:677  790.34 662.953 568.072 753.248 176.002 110.556
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -1.351 Detected -3.440 Comprom -2.395 0.149 GT Sens contig482 contig482 Unknown   TCACCAAcontig482 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig482 Solyc09g Unknown Protein (A  SL2.40ch AT5G27870.1  pectinest     chr5:987  52.6809 59.9145 32.2469 21.7136 24.8033 4.89598
GT Sense Sense -0.612 Detected 0.612 Detected 0.000 -2.054 Detected -1.106 Detected -1.580 0.178 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  2083.55 5791.53 3292.97 3607.1 942.209 1525.71
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.233 Detected -2.810 Comprom -2.022 0.125 GT Sens contig498 contig498 Glutaredo              AATGTCT contig498 Solyc06g Solyc06g Glutaredo              GO:00454 GO:00454   contig498 Solyc06g Glutaredo               GO:00454 SL2.40ch AT3G21460.1  electron      chr3:755  90.1046 98.4337 52.2397 101.455 45.1292 12.6957
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -1.233 Detected -1.154 Detected -1.194 0.007 GT Sens contig504 contig504 Unknown   TCAGCAGcontig504 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig504 Solyc11g Unknown Protein (A  SL2.40ch AT5G02770.1  unknown   chr5:628  59.9677 62.8166 49.777 46.8756 29.4051 26.0715
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -1.559 Detected -1.087 Detected -1.323 0.056 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  568.012 495.104 413.464 743.421 202.751 235.99
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.287 Detected -1.162 Detected -1.225 0.006 GT Sens contig510 contig510 Homeobo              CCTGGTCcontig510 Solyc02g Solyc02g Homeobo              GO:00435 GO:00435      contig510 Solyc05g Homeobo                 GO:00435 SL2.40ch AT1G6978ATHB13  ATHB13;           chr1:262  70.2732 75.8256 50.2283 41.8384 33.69 30.8432
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 -1.895 Detected -2.235 Detected -2.065 0.050 GT Sens contig519 contig519 Ribulose-                  GCTGCACcontig519 Solyc09g Solyc09g Ribulose-                  GO:00055 GO:00055     contig519 Solyc09g Ribulose-                   GO:00468 SL2.40ch AT2G3973RCA  RCA (RUB               chr2:165  1683.24 3726.38 1467.91 1320.36 758.799 503.19
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -0.870 Detected -1.513 Detected -1.191 0.069 GT Sens contig519 contig519 DNA-direc                    TCACTCGcontig519 Solyc08g Solyc08g DNA-direc                    GO:0006350 contig519 Solyc08g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOC2  RNA poly     chrC:159  366.254 483.12 258.124 227.371 259.23 139.383
GT Sense Sense 0.337 Detected -0.337 Detected 0.000 -1.184 Comprom -1.526 Comprom -1.355 0.070 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  17.965 13.4028 16.1588 24.0297 7.69236 5.09495
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.319 Detected -1.412 Detected -1.366 0.009 GT Sens contig532 contig532 Unknown   ATTCGAAcontig532 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig532 Solyc03g Unknown Protein (A  SL2.40ch AT5G5693emb1789  emb1789            chr5:230  84.7548 85.2437 60.3543 44.6011 38.376 30.1916
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -0.967 Detected -1.668 Detected -1.317 0.067 GT Sens contig534 contig534 Polyprote     AGTGAACcontig534 Solyc03g Solyc03g Polyprotein (AHRD V1 **-- Q94Kcontig534 Solyc03g Polyprotein (AHRD V   SL2.40ch AT5G0712SNX2b  SNX2b (S          chr5:220  106.517 114.49 66.0885 42.172 63.6373 32.8675
GT Sense Sense -0.606 Detected 0.606 Detected 0.000 -1.819 Detected -0.970 Detected -1.395 0.200 GT Sens contig542 contig542 Polygalac                GAATAAAcontig542 Solyc09g Solyc09g Polygalac                GO:00055 GO:00055       contig542 Solyc09g Polygalac                 GO:00046 SL2.40ch AT5G03270.1  unknown   chr5:781  3844.84 10609.2 3366.15 9470.75 2038.47 3083.56
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 -1.120 Detected -1.074 Detected -1.097 0.051 GT Sens contig544 contig544 Dihydrofla             GGGTATCcontig544 Solyc02g Solyc02g Dihydrofla             GO:00040 GO:00040       contig544 Solyc02g Dihydrofla              GO:00040 SL2.40ch AT4G16960.1  disease r       chr4:954  744.035 1263.34 700.003 856.792 502.452 435.403
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.487 Detected -2.216 Detected -1.852 0.038 GT Sens contig546 contig546 Glutaredo               TGGTGCAcontig546 Solyc08g Solyc08g Glutaredo               GO:00454 GO:00454   contig546 Solyc08g Glutaredo                GO:00454 SL2.40ch AT4G10630.1  glutaredo     chr4:656  660.262 714.886 1141.9 1437.3 276.075 139.79
GT Sense Sense -0.310 Detected 0.310 Detected 0.000 -2.189 Detected -1.528 Detected -1.859 0.055 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  101.483 185.667 89.9383 214.613 33.9118 44.999
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.364 Detected -1.013 Detected -1.189 0.021 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  92.6008 108.339 65.1792 152.825 43.8235 46.9278
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -2.123 Detected -2.248 Detected -2.185 0.003 GT Sens contig561 contig561 Integrase        TCACTACcontig561 Solyc05g Solyc05g Integrase core domain contain      contig561 Solyc03g Pectinest              GO:00056 SL2.40ch AT5G42350.1  kelch rep      chr5:169  928.187 965.316 357.591 306.511 244.83 188.387
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.171 Detected -1.604 Detected -1.387 0.024 GT Sens contig563 contig563 Genomic          TTCAGCCcontig563 Solyc01g Solyc01g Genomic DNA chromosome 5       contig563 Solyc01g Genomic          GO:00311 SL2.40ch AT5G17670.1  hydrolas       chr5:582  298.071 346.214 214.216 270.165 160.74 99.9151
GT Sense Sense 0.580 Detected -0.580 Detected 0.000 -0.975 Detected -2.072 Comprom -1.524 0.196 GT Sens contig564 contig564 Unknown   CAAAGCTcontig564 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig564 Solyc10g Unknown Protein (A  SL2.40ch AT4G08310.1  unknown   chr4:524  41.8237 22.2827 26.4875 16.6156 17.4892 6.86619
GT Sense Sense 0.600 Detected -0.600 Detected 0.000 -1.706 Detected -1.263 Detected -1.484 0.146 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  2261.03 1170.99 1651.91 2135.63 561.943 640.99
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.024 Detected -1.482 Detected -1.253 0.055 GT Sens contig585 contig585 Unknown   CAACCCAcontig585 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig585 Solyc11g Unknown Protein (A  SL2.40ch AT3G49480.1 59.1318 53.184 33.26 35.2127 31.0685 18.9821
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.398 Detected -1.433 Detected -1.416 0.006 GT Sens contig587 contig587 NBS-codi                ACAGATT contig587 Solyc05g Solyc05g NBS-codi                GO:00069 GO:00069  contig587 Solyc05g Cc-nbs, re   GO:00069 SL2.40ch AT4G05523.1 1542.81 1585.05 677.664 552.297 668.278 547.456
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -2.845 Detected -1.296 Detected -2.071 0.120 GT Sens contig614 contig614 Expansin                   CTAAATGcontig614 Solyc06g Solyc06g Expansin                   GO:00055 GO:00055  contig614 Solyc06g Expansin                    GO:00055 SL2.40ch AT1G6953ATEXPA1         ATEXPA1      chr1:261  6880.02 10266.5 3019.79 8980.73 1317.84 3235.2
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.065 Detected -1.025 Detected -1.045 0.013 GT Sens contig614 contig614 Unknown   ATGCGAGcontig614 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig614 Solyc00g011130.1.1 AT2G30870.1 3541.72 3587 2377.98 2272.64 1919.67 1656.19
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -1.570 Detected -1.242 Detected -1.406 0.036 GT Sens contig616 contig616 Hydrolase                  TGTGAAAcontig616 Solyc04g Solyc04g Hydrolase                  GO:00167 GO:00167  contig616 Solyc04g Hydrolase                   GO:00167 SL2.40ch AT3G03990.1  esterase/     chr3:103  1260.88 2034.74 1415.89 2305.63 607.867 640.153
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.229 Detected -1.183 Detected -1.206 0.004 GT Sens contig619 contig619 Polyprote                TTGATCAcontig619 Solyc10g Solyc10g Polyprote                GO:00062 GO:00062   contig619 Solyc10g Polyprote                 GO:00062 SL2.40ch AT2G25620.1  protein p        chr2:109  67.4241 73.0598 42.9656 36.4436 33.7274 29.2233
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -2.565 Detected -0.984 Detected -1.774 0.160 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  2173.46 3278.84 1699.68 2701.33 508.217 1276.4
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.221 Detected -1.335 Detected -1.278 0.015 GT Sens contig622 contig622 Unknown   GTGACGAcontig622 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig622 Solyc10g Unknown Protein (A  SL2.40ch AT4G31680.1  transcrip       chr4:153  111.714 108.277 57.3821 49.8365 53.1493 41.2075
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -1.576 Detected -0.871 Detected -1.224 0.091 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  98.2881 150.314 82.3234 142.647 45.9289 62.8204
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 -1.216 Detected -0.818 Detected -1.017 0.037 GT Sens contig624 contig624 Unknown   TAATGGAcontig624 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig624 Solyc04g Unknown Protein (A  SL2.40ch AT5G50460.1  protein tr        chr5:205  32.0618 39.8242 19.5533 17.6317 17.3236 19.1592
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 -2.730 Detected -1.295 Detected -2.013 0.109 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  3944.43 5530.04 4235.15 6876.21 793.098 1799.18
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -2.634 Detected -1.579 Detected -2.106 0.063 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  80.9608 122.611 31.6798 70.0578 18.0847 31.5414
GT Sense Sense -0.383 Detected 0.383 Detected 0.000 -0.934 Detected -3.258 Detected -2.096 0.229 GT Sens contig635 contig635 Cellulose                AGGAAGCcontig635 Solyc07g Solyc07g Cellulose                GO:00167 GO:00167   contig635 Solyc07g Cellulose                 GO:00167 SL2.40ch AT5G1742IRX3, CES     IRX3 (IRR       chr5:573  310.983 629.219 290.938 310.744 260.865 43.7335
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -1.866 Detected -1.895 Detected -1.881 0.000 GT Sens contig640 contig640 Unknown   AATGACGcontig640 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig640 Solyc11g Unknown Protein (A  SL2.40ch AT2G4448BGLU17  BGLU17             chr2:183  66.4601 78.7938 33.6191 22.4382 22.3582 18.3996
GT Sense Sense -0.034 Detected 0.034 Detected 0.000 -1.974 Detected -1.542 Detected -1.758 0.015 GT Sens contig647 contig647 Integrase        CAGCATTcontig647 Solyc06g Solyc06g Integrase core domain contain      contig647 Solyc06g Integrase core doma       SL2.40ch AT5G46380.1  unknown   chr5:188  155.841 194.517 63.1992 48.8183 49.9133 56.543
GT Sense Sense -1.159 Detected 1.159 Detected 0.000 -2.790 Detected -1.608 Detected -2.199 0.233 GT Sens contig650 contig650 Unknown   TTGGAATcontig650 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig650 Solyc08g Unknown Protein (A  SL2.40ch AT5G42660.1  unknown   chr5:171  26.4937 157.351 23.1942 23.1739 10.5184 20.0265
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 -3.434 Comprom -1.935 Comprom -2.685 0.076 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  37.4845 61.4309 17.8985 86.2135 5.00028 11.8671
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.554 Detected -1.345 Detected -1.450 0.011 GT Sens contig664 contig664 Unknown   GCAATAT contig664 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig664 Solyc02g Unknown Protein (A  SL2.40ch AT1G8007SUS2, EM     SUS2 (AB     chr1:301  243.313 246.36 129.018 103.508 93.9211 91.1219
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 -1.561 Detected -1.999 Detected -1.780 0.020 GT Sens contig674 contig674 MYB tran                  TCCTAGAcontig674 Solyc10g Solyc10g MYB tran                  GO:00036 GO:00036  contig674 Solyc10g Late elong      GO:00055 SL2.40ch AT1G0106LHY, LHY   LHY (LAT          chr1:339  228.419 225.877 144.252 163.975 86.7482 53.7215
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 -1.664 Detected -2.090 Detected -1.877 0.028 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  151.667 252.137 134.958 193.766 69.5276 43.4227
GT Sense Sense 0.494 Detected -0.494 Detected 0.000 -3.000 Detected -2.441 Detected -2.721 0.041 GT Sens contig681 contig681 Hydroxyc                 CTACGACcontig681 Solyc06g Solyc06g Hydroxyc                 GO:00471 GO:00471             contig681 Solyc06g Hydroxyc                  GO:00472 SL2.40ch AT1G1428PKS2  PKS2 (PH      chr1:487  1843.19 1106.22 464.455 526.018 201.023 248.562
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -1.170 Detected -1.416 Detected -1.293 0.042 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  1790.82 2986.34 1932.67 2229.75 1158.11 819.156
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -2.064 Comprom -1.688 Comprom -1.876 0.012 GT Sens contig687 contig687 Os05g027       TTTATGGcontig687 Solyc02g Solyc02g Os05g0272200 protein (Fragm     contig687 Solyc02g Os05g0272200 prote      SL2.40ch AT1G17030.1  unknown   chr1:582  17.6786 23.5127 2.10656 13.0274 5.49072 5.98292
GT Sense Sense 0.525 Detected -0.525 Detected 0.000 -1.214 Detected -2.179 Comprom -1.697 0.140 GT Sens contig691 contig691 Lipase (C       AGCAAAAcontig691 Solyc07g Solyc07g Lipase (Class 3)-like protein (A    contig691 Solyc07g Lipase (Class 3)-like     SL2.40ch AT5G50890.1  LOCATE                                                               chr5:207  56.0606 32.2495 14.3268 30.2617 20.6457 8.87876
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.824 Comprom -1.166 Comprom -1.495 0.049 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  14.8424 20.2551 4.96366 7.4144 5.51743 7.30646
GT Sense Sense 0.303 Detected -0.303 Detected 0.000 -1.032 Detected -3.309 Comprom -2.170 0.207 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  34.4508 26.9356 22.4185 26.0985 16.7825 2.90619
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.009 Detected -1.019 Detected -1.014 0.013 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  339.387 343.804 265.721 301.047 191.149 159.351
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -2.340 Detected -2.508 Detected -2.424 0.003 GT Sens contig723 contig723 Retroelem                  TGACGAGcontig723 Solyc12g Solyc12g Retroelement pol polyprotein-l                 contig723 Solyc12g Retroelement pol po                 SL2.40ch ATMG008 ORF170  hypothet    chrM:228  371.187 377.961 121.669 73.355 83.3507 62.2549
GT Sense Sense 0.743 Detected -0.743 Detected 0.000 -1.738 Detected -1.036 Detected -1.387 0.233 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  775.329 329.707 410.478 347.365 170.75 233.124
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -2.100 Detected -2.007 Detected -2.054 0.008 GT Sens contig737 contig737 Early ligh       TAGTGTTcontig737 Solyc09g Solyc09g Early light-induced protein 7 (A    contig737 Solyc09g Early ligh       GO:00161 SL2.40ch AT5G651 ACX2, AT   ACX2 (AC       chr5:260  1849.46 1714.83 1074.93 978.67 468.022 418.848
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -2.393 Detected -1.900 Detected -2.146 0.014 GT Sens contig740 contig740 Unknown   GTTAGAAcontig740 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig740 Solyc05g Unknown Protein (A  SL2.40ch AT2G20050.1  ATP bind              chr2:864  2991.06 3290.93 1037.46 688.049 673.065 795.051
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 -1.238 Detected -1.293 Comprom -1.265 0.050 GT Sens contig747 contig747 Patatin-lik              GGGGGA contig747 Solyc04g Solyc04g Patatin-lik              GO:00162 GO:00162      contig747 Solyc04g Patatin-lik               GO:00457 SL2.40ch AT4G3706PLP5, PLA   PLP5 (PA       chr4:174  33.1709 26.3013 29.475 33.6729 14.1088 11.401
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.868 Detected -2.120 Detected -1.994 0.006 GT Sens contig764 contig764 Unknown   TTGGCTTcontig764 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig764 Solyc02g Unknown Protein (A  SL2.40ch AT2G27630.1  ubiquitin    chr2:117  4321.07 4549.47 2487.94 1883.65 1368.41 964.226
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 -1.058 Detected -1.773 Detected -1.416 0.085 GT Sens contig764 contig764 Heme-bin                AGGAGTAcontig764 Solyc07g Solyc07g Heme-bin                GO:00200 GO:00200  contig764 Solyc07g Heme-bin                 GO:00200 SL2.40ch AT5G52940.1  unknown   chr5:214  194.52 331.83 188.033 303.1 137.463 70.2651
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.175 Detected -1.015 Detected -1.095 0.017 GT Sens contig768 contig768 Unknown   GCCTAGGcontig768 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig768 Solyc11g Unknown Protein (A  SL2.40ch AT5G0597NEDD1  NEDD1 (N            chr5:179  73.6149 74.0891 34.5359 26.7655 36.8395 34.5596
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.090 Detected -1.179 Detected -1.135 0.008 GT Sens contig768 contig768 Phosphoa               ACAAGGGcontig768 Solyc02g Solyc02g Phosphoa               GO:00099 GO:00099    contig768 Solyc02g Phosphoa                GO:00099 SL2.40ch AT4G046 APR1, AP     APR1 (AP       chr4:232  682.022 924.654 523.516 692.057 420.185 331.584
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.057 Detected -1.300 Detected -1.178 0.013 GT Sens contig776 contig776 Unknown   AGGCAGAcontig776 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig776 Solyc05g Unknown Protein (A  SL2.40ch AT4G23220.1  kinase  chr4:121  895.176 979.314 675.346 493.904 507.083 359.602
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 -0.962 Detected -1.139 Detected -1.051 0.179 GT Sens contig788 contig788 Lachryma              TGATGGAcontig788 Solyc08g Solyc08g Lachrymatory-factor synthase             contig788 Solyc08g Lachrymatory-facto               SL2.40ch AT2G25770.2  unknown   chr2:109  1364.33 3289.65 1687.86 2277.39 1225.35 909.26
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 -1.298 Detected -1.475 Detected -1.386 0.023 GT Sens contig794 contig794 Unknown   CGCATCAcontig794 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig794 Solyc11g Unknown Protein (A  SL2.40ch AT5G35926.1 2086.89 1896.11 1300.98 920.568 911.393 676.648
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 -1.741 Detected -1.964 Detected -1.852 0.016 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  111.753 178.45 90.1604 137.852 47.5964 34.2235
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -3.194 Detected -0.976 Detected -2.085 0.202 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  370.233 503.919 289.383 972.845 53.1772 207.597
GT Sense Sense -0.755 Detected 0.755 Detected 0.000 -2.039 Detected -1.546 Detected -1.792 0.153 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  523.985 1775.68 492.246 1294.57 264.421 312.34
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -4.272 Comprom -3.089 Comprom -3.680 0.025 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  69.5872 83.2281 19.7426 52.6353 4.43844 8.45932
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.480 Comprom -1.324 Comprom -1.402 0.019 GT Sens contig821 contig821 Unknown   TAGGAAGcontig821 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig821 Solyc01g Unknown Protein (A  SL2.40ch AT5G60390.3  elongatio       chr5:242  13.7032 12.6808 6.91837 6.72857 5.3216 4.97897
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -1.170 Detected -2.198 Comprom -1.684 0.094 GT Sens contig822 contig822 F7.9 (AHR    GCAGAACcontig822 Solyc06g Solyc06g F7.9 (AHRD V1 ***- Q9XI11 ARAcontig822 Solyc06g F7.9 (AHRD V1 ***- Q SL2.40ch AT5G4568ATFKBP1    FK506-bi      chr5:185  23.6381 20.8372 23.6236 22.4987 11.1079 4.57375
GT Sense Sense 0.413 Detected -0.413 Detected 0.000 -1.220 Detected -1.220 Detected -1.220 0.098 GT Sens contig822 contig822 Unknown   ATAGCCTcontig822 Solyc10g Solyc10g Unknown Protein (AHRD V1);O contig822 Solyc08g N-acetyltr              GO:00081 SL2.40ch AT5G36670.1  PHD finge     chr5:144  85.0779 57.1245 44.919 45.1258 33.7119 28.2924
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.233 Detected -0.984 Detected -1.108 0.012 GT Sens contig823 contig823 Unknown   GTTAGGAcontig823 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig823 Solyc01g Unknown Protein (A  SL2.40ch AT3G05520.2  F-actin ca        chr3:159  52.2226 62.4507 35.0081 38.871 27.3695 27.3031
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -2.011 Detected -1.486 Detected -1.749 0.029 GT Sens contig831 contig831 Transpos                   TGCAAACcontig831 Solyc12g Solyc12g Transposon Ty1-BL Gag-Pol p                 contig831 Solyc12g Transposon Ty1-BL                  SL2.40ch AT5G5634ATCRT1  zinc finge        chr5:228  65.5963 63.384 20.9104 18.3218 18.017 21.7592
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -2.335 Detected -1.598 Detected -1.966 0.033 GT Sens contig845 contig845 Unknown   AAAGGAAcontig845 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig845 Solyc03g Unknown Protein (A  SL2.40ch AT4G27580.1  unknown   chr4:137  378.533 447.661 142.187 239.877 91.9078 128.578
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -4.341 Comprom -2.215 Detected -3.278 0.091 GT Sens contig847 contig847 Pentatrico                    AATACTA contig847 Solyc07g Solyc07g Pentatricopeptide (PPR) repea                   contig847 Solyc07g Pentatricopeptide (P                    SL2.40ch AT5G43690.1  sulfotran     chr5:175  81.888 90.4893 247.903 192.563 4.78475 17.5323
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.304 Detected -1.166 Detected -1.235 0.003 GT Sens contig848 contig848 High mob                 TGCTTAAcontig848 Solyc09g Solyc09g High mob                 GO:00056 GO:00056 contig848 Solyc09g High mob                  GO:00056 SL2.40ch AT1G04880.1  high mob            chr1:137  138.029 160.962 88.5064 125.556 68.0029 62.7937
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -1.012 Detected -1.525 Comprom -1.269 0.046 GT Sens contig858 contig858 UDP-gluc            GAAGCATcontig858 Solyc04g Solyc04g UDP-gluc            GO:00081 GO:00081   contig858 Solyc04g UDP-gluc             GO:00150 SL2.40ch AT4G0045CRP  CRP (CRY    chr4:202  30.045 30.2872 56.8409 32.3183 16.8474 9.90835
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -0.942 Detected -1.339 Comprom -1.141 0.032 GT Sens contig868 contig868 Unknown   TACTTCT contig868 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig868 Solyc00g Unknown Protein (A  SL2.40ch AT3G57830.1  leucine-r        chr3:214  19.1851 20.8709 16.5222 18.6343 11.7292 7.48119
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.861 Detected -1.776 Detected -1.819 0.004 GT Sens contig890 contig890 Transpos                   AGGGATGcontig890 Solyc12g Solyc12g Transposon Ty1-A Gag-Pol po                 contig890 Solyc12g Transposon Ty1-A G                  SL2.40ch AT2G20320.1  FUNCTIO                                                                               chr2:876  483.399 499.995 224.497 168.128 152.467 135.687
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 -1.782 Detected -1.653 Detected -1.717 0.020 GT Sens contig891 contig891 Gag/pol p     AAAGATT contig891 Solyc03g Solyc03g Gag/pol polyprotein (AHRD V1  contig891 Solyc03g Gag/pol polyprotein    SL2.40ch AT3G1905POK2  POK2 (PH           chr3:657  116.526 99.9953 47.3576 35.1523 35.3696 32.4616
GT Sense Sense 0.030 Detected -0.030 Detected 0.000 -2.157 Comprom -2.660 Comprom -2.408 0.011 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  20.6038 23.5292 13.1074 18.044 5.56312 3.29403
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 -1.948 Detected -2.103 Detected -2.026 0.001 GT Sens contig905 contig905 Transpos        AGAAGAAcontig905 Solyc03g Solyc03g Transposon Ty3-I Gag-Pol pol     contig905 Solyc10g Pol polyp                 GO:00036 SL2.40ch AT5G42860.1  unknown   chr5:171  545.248 654.179 257.198 203.813 174.4 131.416
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 -2.334 Detected -1.245 Detected -1.789 0.096 GT Sens contig914 contig914 Disease r                 GTGTTTAcontig914 Solyc10g Solyc10g Disease resistance response (                contig914 Solyc10g Disease resistance                 SL2.40ch AT5G5426MRE11, A   MRE11 (m               chr5:220  2244.29 3748.22 2301.77 5224.41 648.064 1157.31
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 -1.785 Comprom -1.100 Comprom -1.443 0.063 GT Sens contig918 contig918 Unknown   AGGGCTCcontig918 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig918 Solyc12g Mpv17 pr             GO:00160 SL2.40ch AT3G47890.1  ubiquitin      chr3:176  15.5923 23.2467 4.58054 28.8525 6.2212 8.39619
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 -2.054 Detected -1.088 Detected -1.571 0.095 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  70797.2 111527 33713.9 80882 24111.5 39518.9
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -2.049 Detected -2.143 Detected -2.096 0.001 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  5330.99 5949.62 2748.98 3740.09 1533.46 1205.72
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -1.340 Detected -1.319 Detected -1.329 0.013 GT Sens contig953 contig953 Unknown   TGCTGTTcontig953 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig953 Solyc01g Unknown Protein (A  SL2.40ch AT5G6603ATGRIP, G   ATGRIP;    chr5:264  131.221 126.417 106.284 74.9413 57.3186 48.8209
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -1.339 Detected -1.020 Detected -1.180 0.022 GT Sens contig955 contig955 Ring finge                 TTAGTAT contig955 Solyc07g Solyc07g Ring finge                 GO:00082 GO:00082   contig955 Solyc07g Ring finge                  GO:00082 SL2.40ch AT1G74410.1  zinc finge        chr1:279  40.1063 53.2073 26.5828 48.2877 20.5639 21.5332
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.882 Detected -2.370 Detected -2.126 0.013 GT Sens contig959 contig959 Orf146 pr     GAATTTGcontig959 Solyc01g Solyc01g Orf146 protein (AHRD V1 ***- Q contig959 Solyc01g Orf146 protein (AHR    SL2.40ch AT5G0418ATACA3,   ACA3 (AL           chr5:114  542.117 634.561 215.887 146.463 179.295 107.266
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.325 Detected -0.878 Detected -1.102 0.042 GT Sens contig962 contig962 GTP bind                 GATTGTGcontig962 Solyc03g Solyc03g GTP binding protein (AHRD V1              contig962 Solyc03g GTP binding protein                SL2.40ch AT3G15810.1  unknown   chr3:534  9859.56 12854.7 9670.32 17657.9 5060.6 5791.79
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.314 Detected -1.339 Detected -1.326 0.010 GT Sens contig970 contig970 D-xylose-                ATACTCCcontig970 Solyc07g Solyc07g D-xylose-                GO:00155 GO:00155   contig970 Solyc07g D-xylose-                 GO:00155 SL2.40ch AT1G67300.1  hexose tr    chr1:251  718.235 711.479 377.003 479.847 323.981 267.17
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.242 Detected -1.734 Detected -1.488 0.027 GT Sens contig971 contig971 Ycf2 (AHR            TTGATTGcontig971 Solyc01g Solyc01g Ycf2 (AHR            GO:00095 GO:00095 contig971 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  649.196 722.684 373.304 307.132 326.146 194.745
GT Sense Sense -0.218 Detected 0.218 Detected 0.000 -1.408 Detected -1.859 Detected -1.634 0.035 GT Sens contig977 contig977 Cyclin-like     TTGAACCcontig977 Solyc01g Solyc01g Cyclin-like protein (AHRD V1 **  contig977 Solyc01g Cyclin-like protein (A    SL2.40ch AT5G21080.1  FUNCTIO                                                         chr5:715  75.5126 121.689 62.7165 66.1368 40.6914 24.9829
GT Sense Sense 1.207 Detected -1.207 Detected 0.000 -2.604 Detected -0.987 Detected -1.795 0.342 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  135.468 30.2646 27.8782 48.8069 11.8653 30.5503
GT Sense Sense 0.429 Detected -0.429 Detected 0.000 -1.374 Detected -1.657 Detected -1.516 0.079 GT Sens contig986 contig986 Ent-kaure                GCCTATGcontig986 Solyc08g Solyc08g Ent-kaure                GO:00168 GO:00168  contig986 Solyc08g Ent-kaure                 GO:00168 SL2.40ch AT2G04190.1  meprin a           chr2:142  468.835 307.759 389.608 258.434 165.042 113.865
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.781 Detected -2.895 Detected -2.338 0.052 GT Sens contig991 contig991 Unknown   GTTGAAAcontig991 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig991 Solyc01g Unknown Protein (A  SL2.40ch AT2G15020.1  unknown   chr2:649  367.811 440.027 181.122 290.215 131.894 51.121
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -0.949 Detected -1.122 Detected -1.035 0.021 GT Sens contig999 contig999 Group 3 la                  CGTTGAAcontig999 Solyc09g Solyc09g Group 3 late embryogenesis a                 contig999 Solyc09g Group 3 late embryo                  SL2.40ch AT2G3664ATECP63  ATECP63      chr2:153  34.6553 34.6012 14.2265 25.4308 20.2006 15.0475
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 -1.636 Detected -1.326 Detected -1.481 0.043 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  109.125 190.531 85.5078 249.229 52.2573 54.3988
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -1.322 Detected -0.917 Detected -1.120 0.054 GT Sens contig101 contig101 Pol polyp                   GGGTGC contig101 Solyc10g Solyc10g Pol polyp                GO:00062 GO:00062   contig101 Solyc10g Pol polyp                 GO:00065 SL2.40ch AT4G103 HKT1, AT   HKT1 (HIG          chr4:639  125.367 116.166 52.8869 43.775 54.3682 60.4304
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -2.124 Detected -2.186 Detected -2.155 0.005 GT Sens contig102 contig102 Integrase           TAGCCCGcontig102 Solyc01g Solyc01g Integrase core domain contain      contig102 Solyc05g Unknown Protein (A  SL2.40ch AT5G02990.1  kelch rep      chr5:700  870.178 843.582 336.978 262.664 221.378 178.042
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -1.625 Detected -2.032 Detected -1.828 0.013 GT Sens contig103 contig103 Pol polyp                   ATCCAAT contig103 Solyc11g Solyc11g Pol polyp                GO:00062 GO:00062   contig103 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT5G42242.1 77.3738 98.167 35.7423 32.5783 31.8329 20.1545
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.292 Detected -1.269 Detected -1.281 0.008 GT Sens contig103 contig103 Unknown      TGCATGGcontig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g049090.1.1 AT3G29060.1  LOCATE                                                                                  chr3:110  5847.57 5927.75 3997.49 3704.17 2708.28 2309.15
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -2.079 Detected -1.780 Detected -1.929 0.007 GT Sens contig103 contig103 Pol polyp                 GAGAAAGcontig103 Solyc11g Solyc11g Pol polyp              GO:00150 GO:00150  contig103 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G08990.1  DNA (cyto    chr4:576  3188.63 3553.56 1208.86 888.219 897.477 926.946
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 -2.109 Comprom -1.210 Detected -1.660 0.068 GT Sens contig105 contig105 Retroviru              TAGGGTTcontig105 Solyc00g Solyc00g Retrovirus-related Pol polypro         contig105 Solyc09g Gag-Pol polyprotein    SL2.40ch AT5G44390.1  FAD-bind     chr5:178  31.9457 42.3428 20.3797 19.0973 9.60628 15.0282
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.073 Detected -1.330 Detected -1.201 0.016 GT Sens contig105 contig105 30S ribos                    ACCGAGTcontig105 Solyc09g Solyc09g 30S ribos                 GO:00037 GO:00037  contig105 Solyc09g 30S ribos                  GO:00037 SL2.40ch ATCG003 RPS4  Chloropla       chrC:452  344.851 462.188 259.46 222.446 213.833 150.157
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.814 Detected -1.741 Detected -1.777 0.002 GT Sens contig108 contig108 Retrotran                        TTATGAAcontig108 Solyc12g Solyc12g Retrotran                     GO:00036 GO:00036   contig108 Solyc12g Retrotran                      GO:00036 SL2.40ch AT1G28300.1 1405.54 1523.75 617.792 471.67 468.864 413.994
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -2.486 Detected -2.038 Detected -2.262 0.011 GT Sens contig108 contig108 Retrotran                    ATGGTTAcontig108 Solyc10g Solyc10g Retrotransposon gag protein (              contig108 Solyc10g Retrotransposon ga                SL2.40ch AT3G51120.1  DNA bind              chr3:189  5231.85 5580.42 1783.9 1143.36 1086.5 1244.24
GT Sense Sense 0.439 Detected -0.439 Detected 0.000 -5.219 Comprom -3.190 Detected -4.204 0.063 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  179.281 116.2 147.214 257.953 4.36644 14.9581
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -2.329 Detected -2.425 Detected -2.377 0.000 GT Sens contig110 contig110 Pol polyp        AGACTGCcontig110 Solyc03g Solyc03g Pol polyprotein (AHRD V1 ***- Qcontig110 Solyc03g093580.1.1 AT1G7404IMS1, MA    IMS1 (2-IS       chr1:278  704.803 836.636 228.725 176.385 172.175 135.208
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -2.019 Detected -1.964 Detected -1.991 0.004 GT Sens contig111 contig111 Pol polyp        GCAGTCAcontig111 Solyc12g Solyc12g Pol polyprotein (AHRD V1 ***- Qcontig111 Solyc12g Pol polyprotein (AHR    SL2.40ch AT5G63900.1  PHD finge     chr5:255  970.018 976.147 419.044 308.808 270.483 235.839
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -2.091 Detected -2.230 Detected -2.161 0.002 GT Sens contig111 contig111 Unknown      ACAAGAT contig111 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig111 Solyc06g Unknown Protein (A  SL2.40ch AT5G03870.1  glutaredo     chr5:103  703.915 754.257 174.61 118.532 192.641 146.869
GT Sense Sense -0.421 Detected 0.421 Detected 0.000 -0.819 Detected -1.212 Detected -1.016 0.160 GT Sens contig112 contig112 Cortical c                       CTTAGCTcontig112 Solyc08g Solyc08g Cortical c                    GO:00082 GO:00082   contig112 Solyc08g Cortical c                     GO:00082 SL2.40ch AT2G45180.1  protease         chr2:186  1504.48 3209.22 1067.09 2105.79 1402.65 896.785
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -0.960 Detected -1.091 Detected -1.025 0.010 GT Sens contig113 contig113 Mutator-li                  AGATTGGcontig113 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig113 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G63595.1 45.4603 48.2845 25.5895 23.8921 27.1349 20.7954
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -1.874 Detected -1.827 Detected -1.850 0.004 GT Sens contig114 contig114 Serine/thr                        CCCACACcontig114 Solyc00g Solyc00g Serine/threonine-protein phos                    contig114 Solyc11g Serine/threonine-pro                     SL2.40ch AT4G1239PME1  PME1 (PE           chr4:733  10721.8 10932 4260.72 3014.86 3327.72 2885.28
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.435 Detected -1.870 Detected -1.653 0.017 GT Sens contig114 contig114 NADH deh                   ATTTTGGcontig114 Solyc02g Solyc02g NADH deh                GO:00551 GO:00551  contig114 Solyc11g NADH deh                   GO:00551 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  321.897 399.697 155.165 143.247 149.395 92.7752
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -2.009 Detected -2.174 Detected -2.092 0.002 GT Sens contig115 contig115 Ycf15 (AH                   ATATTCA contig115 Solyc11g Solyc11g Ycf15 (AHRD V1 ***- D2KLP6 O             contig115 Solyc11g Ycf15 (AHRD V1 ***-             SL2.40ch ATCG012 ORF77.2  hypothet    chrC:144  758.327 896.516 215.935 188.126 230.688 172.813
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -1.529 Detected -1.471 Detected -1.500 0.005 GT Sens contig116 contig116 Unknown      AAACGGCcontig116 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig116 Solyc00g Unknown Protein (A  SL2.40ch AT5G1812ATAPRL7  ATAPRL7    chr5:599  12693.1 13207.6 7617.45 6815.97 5052.45 4415.3
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.305 Detected -1.223 Detected -1.264 0.003 GT Sens contig116 contig116 Gag-pol p        AGACCTAcontig116 Solyc10g Solyc10g Gag-pol polyprotein (AHRD V1  contig116 Solyc10g Gag-pol polyprotein    SL2.40ch AT2G0186EMB975  EMB975     chr2:388  622.925 686.068 437.103 324.893 298.122 264.76
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.386 Detected -1.716 Detected -1.551 0.018 GT Sens contig117 contig117 Unknown      TGGATCAcontig117 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig117 Solyc11g Unknown Protein (A  SL2.40ch AT2G45380.1  FUNCTIO                                                                         chr2:186  323.844 320.779 158.657 123.348 138.875 92.7549
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -2.003 Detected -2.182 Detected -2.092 0.002 GT Sens contig121 contig121 Ycf15 (AH                   CAAACAAcontig121 Solyc01g Solyc01g Ycf15 (AHRD V1 ***- D2KLP6 O             contig121 Solyc01g007650.2.1 ATCG012 ORF77.2  hypothet    chrC:144  552.789 687.696 196.317 143.376 173.321 128.489
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.627 Detected -1.139 Detected -1.383 0.033 GT Sens contig121 contig121 Retrotran                       AGGAATAcontig121 Solyc07g Solyc07g Retrotran                    GO:00150 GO:00150  contig121 Solyc00g Pol polyp               GO:00036 SL2.40ch AT5G66790.1 287.622 381.974 130.654 123.338 120.847 142.265
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -1.408 Detected -1.413 Detected -1.410 0.003 GT Sens contig122 contig122 NAD(P)H-q            GACGAAAcontig122 Solyc01g Solyc01g NAD(P)H-quinone oxidoreducta        contig122 Solyc01g035220.1.1 ATCG012 NDHB.2  NADH de    chrC:141  630.87 832.336 402.318 357.715 307.6 257.311
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -2.066 Detected -1.846 Detected -1.956 0.004 GT Sens contig124 contig124 Polyprote                  AGTTTAAcontig124 Solyc08g Solyc08g Polyprotein (AHRD V1 ***- Q0ZL           contig124 Solyc08g Polyprotein (AHRD V             SL2.40ch AT1G55590.1  F-box fam    chr1:207  4692.05 5183.23 1767.43 1289.43 1326.87 1296.91
GT Sense Sense -0.411 Detected 0.411 Detected 0.000 -1.305 Detected -1.320 Detected -1.312 0.086 GT Sens contig125 contig125 Disease r                TAATCCGcontig125 Solyc04g Solyc04g Disease r             GO:00055 GO:00055    contig125 Solyc04g Cc-nbs-lr   GO:00055 SL2.40ch AT4G1904EDR2  EDR2; lip    chr4:104  29.7107 62.542 26.3448 25.7584 19.6515 16.327
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -1.064 Detected -1.397 Detected -1.230 0.018 GT Sens contig126 contig126 Hypotheti                  CATACAAcontig126 Solyc10g Solyc10g Hypothetical chloroplast RF1 (A            contig126 Solyc10g Hypothetical chlorop              SL2.40ch ATCG010 YCF1.1  hypothet    chrC:109  472.122 536.224 370.941 300.816 271.055 180.711
GT Sense Sense 1.801 Detected -1.801 Detected 0.000 -1.911 Detected -1.888 Detected -1.900 0.402 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  567.552 55.6444 152.342 104.489 53.2183 45.3862
GT Sense Sense -0.194 Detected 0.194 Detected 0.000 -2.168 Detected -1.583 Detected -1.875 0.033 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  222.85 347.167 204.466 273.053 69.715 87.8146
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.672 Detected -1.290 Detected -1.481 0.019 GT Sens contig128 contig128 Polyprote                 GGTGACTcontig128 Solyc12g Solyc12g Polyprote              GO:00150 GO:00150  contig128 Solyc11g Pol polyp               GO:00036 SL2.40ch AT3G08800.1  binding  chr3:267  780.597 826.407 411.883 282.498 283.839 310.463
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -2.033 Detected -1.854 Detected -1.944 0.005 GT Sens contig128 contig128 Polyprote                   TGCAGATcontig128 Solyc10g Solyc10g Polyprote                GO:00062 GO:00062   contig128 Solyc10g Polyprote                 GO:00062 SL2.40ch AT3G0330DCL2  DCL2 (DI                       chr3:768  5604.94 5780.21 2317.08 1624.92 1566.6 1488.4
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 -1.429 Detected -1.314 Detected -1.371 0.012 GT Sens contig129 contig129 Unknown      TTGCAGAcontig129 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig129 Solyc05g Unknown Protein (A  SL2.40ch AT5G08500.1  transmem      chr5:274  187.364 184.265 104.665 73.97 77.7558 70.646
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 -0.969 Comprom -1.478 Comprom -1.224 0.055 GT Sens contig129 contig129 Serine/thr                        TTGCGACcontig129 Solyc06g Solyc06g Serine/threonine-protein phos                    contig129 Solyc10g Serine/threonine-pro                     SL2.40ch AT1G0195ARK2  armadillo           chr1:325  12.5816 18.6468 7.62792 3.90816 8.81387 5.19767
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.584 Detected -1.364 Detected -1.474 0.013 GT Sens contig131 contig131 Unknown      AGGTGTGcontig131 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig131 Solyc01g015160.1.1 AT5G20140.1  SOUL he     chr5:679  775.698 775.84 356.735 282.764 291.428 284.974
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -1.824 Detected -1.530 Comprom -1.677 0.009 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  34.1942 44.4227 16.3423 24.4948 12.402 12.7596
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 -1.040 Detected -1.013 Detected -1.027 0.052 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  46.0947 76.9249 31.2696 81.4972 32.615 27.9026
GT Sense Sense 0.819 Detected -0.819 Detected 0.000 -4.336 Detected -4.085 Detected -4.211 0.037 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  785.966 300.776 995.013 1436.34 27.1209 27.0857
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.786 Detected -1.636 Detected -1.711 0.003 GT Sens contig133 contig133 Unknown      TGTGACGcontig133 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig133 Solyc05g025610.1.1 AT3G031 XPO1B, C   XPO1B; b      chr3:708  1785.04 1974.31 873.603 640.061 613.192 571.292
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -2.167 Detected -1.759 Detected -1.963 0.011 GT Sens contig134 contig134 Polyprote                 TACAGAT contig134 Solyc01g Solyc01g Polyprote              GO:00056 GO:00056 contig134 Solyc01g Polyprote               GO:00056 SL2.40ch AT4G3859BGAL14  glycosyl      chr4:180  8510.53 9568.29 3031.18 2111.69 2263.89 2521.56
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -1.965 Detected -1.266 Detected -1.616 0.044 GT Sens contig135 contig135 Gag-Pol p        AGTCTTCcontig135 Solyc04g Solyc04g Gag-Pol polyprotein (AHRD V1  contig135 Solyc11g Transpos                    GO:00036 SL2.40ch AT2G1543RBP36A,      NRPB3; D          chr2:673  57.179 64.5511 19.9244 18.9776 17.5283 23.8845
GT Sense Sense 0.691 Detected -0.691 Detected 0.000 -1.521 Detected -1.177 Detected -1.349 0.199 GT Sens contig136 contig136 UDP-gluc               AACCGTTcontig136 Solyc10g Solyc10g UDP-gluc            GO:00081 GO:00081  contig136 Solyc10g UDP-gluc             GO:00081 SL2.40ch AT5G38040.1  UDP-gluc      chr5:151  83.7602 38.2423 74.1577 32.5009 22.219 23.6672
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -1.891 Detected -1.621 Detected -1.756 0.008 GT Sens contig136 contig136 Pol polyp                   TAACCAT contig136 Solyc11g Solyc11g Pol polyp                GO:00062 GO:00062   contig136 Solyc11g Pol polyp                 GO:00062 SL2.40ch AT5G1017ATMIPS3    MIPS3 (M          chr5:318  3027.39 3214.68 1366.74 1002.34 947.665 958.739
GT Sense Sense -0.762 Detected 0.762 Detected 0.000 -2.163 Detected -0.814 Detected -1.489 0.281 GT Sens contig139 contig139 Auxin-ind                    TCCCGAGcontig139 Solyc01g Solyc01g Auxin-ind                 GO:00055 GO:00055  contig139 Solyc01g Auxin-ind                  GO:00055 SL2.40ch AT4G34760.1  auxin-res     chr4:165  29.1683 99.8001 52.7409 67.9007 13.5699 29.0083
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.058 Detected -1.259 Detected -1.158 0.012 GT Sens contig140 contig140 Chloroph                   TACCCTT contig140 Solyc11g Solyc11g Chloroph                GO:00551 GO:00551  contig140 Solyc11g Chloroph                 GO:00081 SL2.40ch AT1G4444CH1, ATC    CH1 (CHL       chr1:168  384.283 513.438 285.722 372.891 240.366 175.496
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -2.174 Detected -1.183 Detected -1.679 0.077 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  1031.92 1223.58 634.213 1294.44 280.478 467.864
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -2.894 Detected -1.648 Detected -2.271 0.069 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  2263.16 3058.93 1580.97 2590.85 398.744 793.987
GT Sense Sense 0.321 Detected -0.321 Detected 0.000 -0.933 Comprom -2.402 Comprom -1.668 0.173 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  18.0507 13.7634 10.5535 13.854 9.29661 2.81923
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -1.610 Detected -1.507 Detected -1.558 0.013 GT Sens contig144 contig144 Pol polyp                 TGACTTAcontig144 Solyc10g Solyc10g Pol polyp              GO:00062 GO:00062   contig144 Solyc10g Pol polyp               GO:00036 SL2.40ch AT1G27170.2  ATP bind         chr1:943  483.374 452.485 246.669 180.263 172.615 155.614
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -2.011 Detected -1.674 Detected -1.842 0.009 GT Sens contig146 contig146 Retroviru             TGCCGCCcontig146 Solyc09g Solyc09g Retrovirus-related Pol polypro        contig146 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G08990.1  DNA (cyto    chr4:576  3814.35 4158.1 1569.86 995.043 1113.42 1180.1
GT Sense Sense 0.431 Detected -0.431 Detected 0.000 -1.006 Detected -1.034 Comprom -1.020 0.142 GT Sens contig148 contig148 Limkain-b                    CCTCGTCcontig148 Solyc10g Solyc10g Limkain-b1 (AHRD V1 *--- LKAP             contig148 Solyc01g Limkain b1-like prot                 SL2.40ch AT5G11830.1  FUNCTIO                                                                 chr5:381  23.9409 15.6841 20.4988 22.8238 10.8716 8.94632
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -2.140 Detected -2.078 Comprom -2.109 0.010 GT Sens contig148 contig148 Pol polyp                   CGTCAAAcontig148 Solyc11g Solyc11g Pol polyp                GO:00150 GO:00150  contig148 Solyc11g Transpos                    GO:00036 SL2.40ch AT5G12220.1  las1-like    chr5:395  50.4498 45.0613 13.99 18.2672 12.188 10.6767
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -2.055 Detected -1.754 Detected -1.905 0.008 GT Sens contig148 contig148 Retroviru             AAATTCT contig148 Solyc08g Solyc08g Retrovirus-related Pol polypro        contig148 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G45720.1  ATP bind             chr5:185  6414.11 6739.95 2530.81 1834.22 1782.44 1842.58
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.832 Detected -1.771 Detected -1.801 0.002 GT Sens contig148 contig148 Unknown      GACATAGcontig148 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig148 Solyc03g &aposchromo&apos                 SL2.40ch AT3G51120.1  DNA bind              chr3:189  4480.92 4798.76 2187.91 1447.99 1467.12 1284.77
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.649 Detected -1.776 Detected -1.712 0.002 GT Sens contig151 contig151 Photosys                         GAGGATTcontig151 Solyc04g Solyc04g Photosys                      GO:00160 GO:00160   contig151 Solyc04g Photosys                       GO:00160 SL2.40ch ATCG003 PSAB  Encodes             chrC:373  771.326 953.733 356.774 337.756 308.152 236.802
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -1.217 Detected -1.336 Detected -1.276 0.003 GT Sens contig154 contig154 Ycf2 (AHR       AATGATT contig154 Solyc06g Solyc06g Ycf2 (AHRD V1 ***- A6Y9V5 CE contig154 Solyc06g018000.1.1 ATCG012 YCF2.2  hypothet    chrC:145  976.935 1235.57 557.749 472.944 532.444 411.573
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.672 Detected -2.043 Detected -1.858 0.011 GT Sens contig154 contig154 Unknown      GATACCGcontig154 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig154 Solyc03g Unknown Protein (A  SL2.40ch AT1G5020ALATS, A   ALATS (A                      chr1:185  873.294 943.335 425.501 294.596 320.831 208.191
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -2.278 Detected -1.853 Detected -2.065 0.011 GT Sens contig154 contig154 %26aposc                   TACAGAT contig154 Solyc11g Solyc11g %26aposc                GO:00056 GO:00056 contig154 Solyc11g &aposchr                 GO:00056 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  7543.59 8711.07 2577.81 1971.95 1882.9 2121.61
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -1.314 Detected -1.752 Detected -1.533 0.020 GT Sens contig156 contig156 Gag-Pol p        GATACCAcontig156 Solyc09g Solyc09g Gag-Pol polyprotein (AHRD V1  contig156 Solyc09g Gag-Pol polyprotein    SL2.40ch AT1G7552SRS5  SRS5 (SH     chr1:283  131.575 148.673 72.7247 54.7619 63.3573 39.2601
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.183 Detected -1.619 Detected -1.401 0.024 GT Sens contig157 contig157 Ycf2 (AHR       GGATCTTcontig157 Solyc04g Solyc04g Ycf2 (AHRD V1 ***- A6YA39 9M contig157 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  469.778 584.856 286.443 218.47 260.12 161.341
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.887 Detected -1.507 Detected -1.697 0.021 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  2635.21 3902.06 1858.63 4754.39 976.326 1066.81
GT Sense Sense -0.812 Detected 0.812 Detected 0.000 -3.961 Comprom -3.184 Comprom -3.572 0.058 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  15.2929 56.1175 6.40308 29.891 2.11977 3.0484
GT Sense Sense -0.306 Detected 0.306 Detected 0.000 -1.511 Detected -1.622 Detected -1.567 0.037 GT Sens contig159 contig159 (R)-limone                   ATATTAT contig159 Solyc01g Solyc01g (R)-limone                GO:00168 GO:00168  contig159 Solyc01g (E)-beta-o                 GO:00347 SL2.40ch AT1G6092agl55  agl55 (AG         chr1:224  41.8504 76.1931 30.2532 34.036 22.3167 17.3451
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -0.854 Detected -1.388 Detected -1.121 0.052 GT Sens contig159 contig159 DNA-direc            TATCCCAcontig159 Solyc12g Solyc12g DNA-directed RNA polymerase      contig159 Solyc12g DNA-directed RNA p       SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  217.418 262.613 157.59 161.498 148.884 86.3003
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -1.366 Detected -1.325 Detected -1.345 0.030 GT Sens contig160 contig160 Glutathion                   TTTACAGcontig160 Solyc01g Solyc01g Glutathione S-transferase (AHR              contig160 Solyc01g Glutathione S-transf               SL2.40ch AT2G2949ATGSTU1    ATGSTU         chr2:126  166.984 142.99 108.857 119.49 67.5485 58.3179
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.832 Detected -1.604 Detected -1.718 0.009 GT Sens contig161 contig161 Reverse t                    TAACTAT contig161 Solyc05g Solyc05g Reverse t                 GO:00062 GO:00062   contig161 Solyc12g Pol polyp                 GO:00062 SL2.40ch AT5G1017ATMIPS3    MIPS3 (M          chr5:318  1813.28 1834.81 857.006 611.794 576.961 567.209
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.202 Detected -1.144 Detected -1.173 0.003 GT Sens contig164 contig164 Ycf2 (AHR       AGGATCAcontig164 Solyc01g Solyc01g Ycf2 (AHRD V1 ***- A6YA48 9M contig164 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  481.158 617.566 250.468 215.247 266.923 233.242
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -1.061 Detected -1.191 Detected -1.126 0.005 GT Sens contig164 contig164 Ycf2 (AHR               CCTGAATcontig164 Solyc03g Solyc03g Ycf2 (AHR            GO:00095 GO:00095 contig164 Solyc03g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  661.781 842.691 380.597 345.852 403.185 309.281
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -0.994 Detected -1.128 Detected -1.061 0.004 GT Sens contig164 contig164 %26aposc                   GCAGGTTcontig164 Solyc12g Solyc12g %26aposc                GO:00056 GO:00056 contig164 Solyc00g Pol polyp               GO:00036 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  1842.19 2204.66 1449.18 1203.9 1140.21 872.04
GT Sense Sense -0.198 Detected 0.198 Detected 0.000 -1.075 Detected -1.161 Detected -1.118 0.031 GT Sens contig166 contig166 NAD(P)H-q            CCCTTTAcontig166 Solyc12g Solyc12g NAD(P)H-quinone oxidoreducta        contig166 Solyc12g NAD(P)H-quinone ox        SL2.40ch ATCG012 NDHB.2  NADH de    chrC:141  137.493 215.375 102.071 90.723 92.0418 72.7813
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -2.303 Detected -2.330 Detected -2.316 0.001 GT Sens contig168 contig168 Pol polyp        AGAAGAGcontig168 Solyc06g Solyc06g Pol polyprotein (AHRD V1 ***- Qcontig168 Solyc06g051490.1.1 AT5G63900.1  PHD finge     chr5:255  1154.07 1233.95 498.79 306.529 272.487 224.39
GT Sense Sense 0.530 Detected -0.530 Detected 0.000 -1.134 Detected -1.317 Detected -1.226 0.150 GT Sens contig169 contig169 Sulfotrans                 GAAGAGCcontig169 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig169 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  595.733 340.248 604.271 438.821 231.052 170.852
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -2.212 Detected -1.752 Detected -1.982 0.013 GT Sens contig170 contig170 Pol polyp                 TACAGAT contig170 Solyc11g Solyc11g Pol polyp              GO:00150 GO:00150  contig170 Solyc11g Pol polyp               GO:00036 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  7961.97 9337.94 2890.61 1961.38 2096.91 2420.09
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -1.895 Detected -1.547 Detected -1.721 0.012 GT Sens contig170 contig170 Pol polyp                 GTTAGCCcontig170 Solyc10g Solyc10g Pol polyp              GO:00150 GO:00150  contig170 Solyc10g Pol polyp               GO:00036 SL2.40ch AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  2067.14 2201.43 936.935 699.073 645.983 690.222
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.496 Detected -1.501 Detected -1.498 0.001 GT Sens contig170 contig170 Retrotran                   TGGTGG contig170 Solyc08g Solyc08g Retrotran                GO:00082 GO:00082   contig170 Solyc08g Retrotran                 GO:00082 SL2.40ch AT5G02150.1 2782.82 3067.35 1399.46 1012.49 1167.03 975.905
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -1.257 Detected -1.176 Detected -1.216 0.002 GT Sens contig171 contig171 DNA-direc            CGAATTAcontig171 Solyc07g Solyc07g DNA-directed RNA polymerase      contig171 Solyc07g039230.1.1 ATCG001 RPOC1  RNA poly     chrC:202  356.03 450.77 263.215 170.551 188.846 167.671
GT Sense Sense 0.032 Detected -0.032 Detected 0.000 -1.836 Detected -1.452 Detected -1.644 0.014 GT Sens contig173 contig173 Pol polyp        TTCTGGTcontig173 Solyc05g Solyc05g Pol polyprotein (AHRD V1 ***- P contig173 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G3966AGT2  AGT2 (AL             chr4:184  2132.69 2428.06 919.272 652.205 718.05 786.288
GT Sense Sense 0.479 Detected -0.479 Detected 0.000 -1.111 Detected -0.951 Detected -1.031 0.168 GT Sens contig175 contig175 Pectinest                AATGTTAcontig175 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig175 Solyc02g080200.2.1 AT1G02810.1  pectinest     chr1:618  154.717 94.8022 155.818 97.0277 63.1612 59.2486
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.620 Detected -1.519 Detected -1.570 0.007 GT Sens contig175 contig175 Unknown      TGTGACGcontig175 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig175 Solyc00g Unknown Protein (A  SL2.40ch AT5G20140.1  SOUL he     chr5:679  930.881 929.612 425.258 337.223 340.952 306.877
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -2.169 Detected -1.766 Detected -1.967 0.011 GT Sens contig176 contig176 %26aposc                   ACAGATT contig176 Solyc04g Solyc04g %26aposc                GO:00056 GO:00056 contig176 Solyc04g014660.1.1 AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  8335.34 9241.12 2902.99 2189.97 2198.88 2440.63
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.874 Detected -1.852 Detected -1.863 0.002 GT Sens contig178 contig178 Retrotran                   CCTTCAAcontig178 Solyc01g Solyc01g Retrotran                GO:00082 GO:00082   contig178 Solyc01g Retrotran                 GO:00082 SL2.40ch AT3G25210.1  FUNCTIO                                                                         chr3:918  292.453 307.163 139.02 124.857 92.1274 78.4978
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -1.268 Detected -1.244 Detected -1.256 0.024 GT Sens contig180 contig180 %26aposc                    TGTATAGcontig180 Solyc00g Solyc00g %26aposc                 GO:00065 GO:00065 contig180 Solyc00g &aposchr                  GO:00065 SL2.40ch AT4G3399EMB2758  EMB2758     chr4:162  1141.2 1032.6 726.538 637.557 507.81 433.256
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 -2.626 Detected -1.612 Detected -2.119 0.063 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  47.592 78.0395 35.4502 71.5432 11.1174 18.856



GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.420 Detected -2.095 Detected -1.757 0.037 GT Sens contig182 contig182 DNA-direc                       TGAATCCcontig182 Solyc04g Solyc04g DNA-direc                    GO:0006350 contig182 Solyc04g049730.1.1 ATCG001 RPOC2  RNA poly     chrC:159  317.627 418.11 156.206 148.97 153.463 80.6648
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.243 Detected -1.010 Detected -1.126 0.021 GT Sens contig184 contig184 Unknown      GATGGG contig184 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig184 Solyc05g Unknown Protein (A  SL2.40ch AT5G26749.1 171.615 173.666 126.635 112.479 82.1611 81.0589
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -1.623 Detected -1.113 Detected -1.368 0.036 GT Sens contig186 contig186 Pol polyp        TGAGAGTcontig186 Solyc01g Solyc01g Pol polyprotein (AHRD V1 ***- Qcontig186 Solyc01g Pol polyprotein (AHR    SL2.40ch AT3G52561.1 109.6 116.861 62.459 50.1946 41.3913 49.4893
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.484 Detected -1.661 Detected -1.572 0.003 GT Sens contig187 contig187 Ycf2 (AHR               TGTGGG contig187 Solyc04g Solyc04g Ycf2 (AHR            GO:00095 GO:00095 contig187 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  570.316 661.955 270.027 209.615 247.447 183.745
GT Sense Sense 0.555 Detected -0.555 Detected 0.000 -0.957 Detected -1.076 Detected -1.016 0.210 GT Sens contig188 contig188 Sulfotrans                 GAAGAGCcontig188 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig188 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  794.788 438.259 730.575 491.262 342.496 264.685
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -1.519 Detected -1.142 Detected -1.331 0.024 GT Sens contig189 contig189 Unknown                TGAATCGcontig189 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3           contig189 Solyc01g Unknown Protein (A            SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  39.9784 54.0862 27.0886 26.2868 18.2743 19.9228
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.676 Detected -0.937 Detected -1.306 0.086 GT Sens contig190 contig190 Unknown      CATGGGAcontig190 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig190 Solyc01g Disease resistance                  SL2.40ch AT3G13650.1 4724.41 7213.83 3695.05 9402.31 2058.2 2882.91
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.738 Detected -1.552 Detected -1.645 0.007 GT Sens contig190 contig190 Gag-Pol p                    CATTTGAcontig190 Solyc01g Solyc01g Gag-Pol polyprotein (AHRD V1              contig190 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G52561.1 280.694 288.668 130.144 112.142 96.1526 91.8055
GT Sense Sense -0.472 Detected 0.472 Detected 0.000 -2.015 Detected -2.018 Detected -2.016 0.051 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  1285.15 2943.73 1015.6 2083.96 542.28 453.951
GT Sense Sense -0.510 Detected 0.510 Detected 0.000 -1.783 Detected -0.908 Detected -1.346 0.183 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  2296.97 5543.04 1096.29 3126.67 1167.59 1798.18
GT Sense Sense 0.530 Detected -0.530 Detected 0.000 -1.064 Detected -1.102 Detected -1.083 0.178 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  881.322 502.972 365.628 572.149 358.787 293.212
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.262 Detected -1.414 Detected -1.338 0.003 GT Sens contig194 contig194 Gag-Pol p        TCATCTAcontig194 Solyc07g Solyc07g Gag-Pol polyprotein (AHRD V1  contig194 Solyc10g Gag-Pol polyprotein    SL2.40ch AT5G11250.1  disease r       chr5:358  563.296 651.672 295.264 231.774 284.621 215.003
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -1.199 Detected -1.562 Detected -1.381 0.030 GT Sens contig195 contig195 Ycf1 (AHR               AAGCGACcontig195 Solyc01g Solyc01g Ycf1 (AHRD V1 *--- D2KLR1 OL         contig195 Solyc11g Unknown Protein (A  SL2.40ch AT2G45380.1  FUNCTIO                                                                         chr2:186  192.54 183.007 88.7853 82.9515 92.0897 60.1204
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -2.014 Comprom -1.829 Comprom -1.921 0.004 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  15.7461 16.7787 6.51092 9.43809 4.53427 4.32635
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.680 Detected -1.624 Detected -1.652 0.004 GT Sens contig199 contig199 Unknown      CCTGTGAcontig199 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig199 Solyc10g Unknown Protein (A  SL2.40ch AT4G2973NFC5, MS   NFC5 (Nu        chr4:145  6965.77 7225.97 3590.84 2822.47 2494.12 2176.98
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.013 Detected -1.350 Detected -1.182 0.020 GT Sens contig202 contig202 Ycf2 (AHR               GCAATTCcontig202 Solyc04g Solyc04g Ycf2 (AHR            GO:00095 GO:00095 contig202 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  1311.81 1520.81 732.776 701.874 788.339 523.881
GT Sense Sense -0.061 Detected 0.061 Detected 0.000 -1.188 Detected -1.474 Detected -1.331 0.013 GT Sens contig203 contig203 Orf146 pr        TGAAGTTcontig203 Solyc11g Solyc11g Orf146 protein (AHRD V1 ***- Q contig203 Solyc11g Orf146 protein (AHR    SL2.40ch AT1G4524ABF2, AR   ABF2 (AB                  chr1:171  172.097 222.879 96.5204 76.1345 96.8612 66.643
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 -1.944 Detected -1.879 Detected -1.912 0.007 GT Sens contig205 contig205 %26aposc                     GCCAACAcontig205 Solyc04g Solyc04g %26aposchromo%26apos dom                 contig205 Solyc04g &aposchromo&apos                 SL2.40ch AT3G51120.1  DNA bind              chr3:189  2799 2692.41 1237.17 899.893 803.886 705.486
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.954 Detected -1.857 Detected -1.905 0.002 GT Sens contig205 contig205 %26aposc                    AATTGTCcontig205 Solyc07g Solyc07g %26aposc                 GO:00082 GO:00082   contig205 Solyc07g &aposchr                  GO:00082 SL2.40ch AT1G20220.1  nucleic a    chr1:700  2557.64 2732.7 1050.29 773.055 768.753 690.275
GT Sense Sense -0.947 Detected 0.947 Detected 0.000 -2.430 Detected -1.120 Detected -1.775 0.263 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  289.364 1280.59 360.881 951.95 127.26 264.906
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -0.925 Detected -1.078 Detected -1.001 0.019 GT Sens contig207 contig207 Sieve elem          GCATACTcontig207 Solyc03g Solyc03g Sieve element-occluding prote      contig207 Solyc03g Sieve element-occlu       SL2.40ch AT5G01320.1  pyruvate    chr5:129  8599.71 8699.02 9699.08 7322.25 5132.66 3874.52
GT Sense Sense 1.162 Detected -1.162 Detected 0.000 -0.907 Detected -1.164 Detected -1.036 0.469 GT Sens contig210 contig210 Endochiti                   TTCTTTGcontig210 Solyc10g Solyc10g Endochiti                GO:00059 GO:00059    contig210 Solyc10g Endochiti                 GO:00088 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  77.2414 18.3605 26.6455 19.0216 22.6285 15.8861
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.230 Detected -1.071 Detected -1.151 0.006 GT Sens contig210 contig210 Polyprote        AGTGAAGcontig210 Solyc05g Solyc05g Polyprotein (AHRD V1 ***- Q9XEcontig210 Solyc05g Polyprotein (AHRD V   SL2.40ch AT3G185 RTFL20, D   RTFL20 (     chr3:636  325.985 366.456 210.703 150.887 165.944 155.546
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.538 Detected -1.245 Detected -1.392 0.019 GT Sens contig210 contig210 Unknown      AAATGAGcontig210 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig210 Solyc04g Unknown Protein (A  SL2.40ch AT3G17920.2  protein b   chr3:613  66964.9 66513.4 38051.3 28870.6 25891.3 26618.5
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.436 Detected -0.900 Detected -1.168 0.050 GT Sens contig213 contig213 Gag-Pol p        TGATAGCcontig213 Solyc09g Solyc09g Gag-Pol polyprotein (AHRD V1  contig213 Solyc09g Gag-Pol polyprotein    SL2.40ch AT1G09750.1  chloropla      chr1:315  43.954 48.8147 30.5692 21.5815 19.2871 23.4654
GT Sense Sense -0.623 Detected 0.623 Detected 0.000 -0.863 Detected -1.770 Detected -1.317 0.230 GT Sens contig214 contig214 Proline-ric                       CTTAGCTcontig214 Solyc08g Solyc08g Proline-ric                    GO:00082 GO:00082   contig214 Solyc08g078920.1.1 AT2G45180.1  protease         chr2:186  1420.67 4011.32 864.39 2358.87 1478.38 661.786
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -2.862 Comprom -3.163 Comprom -3.013 0.003 GT Sens contig214 contig214 Unknown                GCAGTTGcontig214 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3           contig214 Solyc03g Unknown Protein (A            SL2.40ch AT3G16010.1  pentatric      chr3:543  55.9995 64.911 6.26477 8.03918 9.34292 6.36341
GT Sense Sense -1.097 Detected 1.097 Detected 0.000 -3.087 Detected -2.896 Detected -2.992 0.113 GT Sens contig215 contig215 Hydroxyc                  ACAACGCcontig215 Solyc12g Solyc12g Hydroxyc               GO:00167 GO:00167         contig215 Solyc12g Hydroxyc                GO:00167 SL2.40ch AT4G15390.1  transfera     chr4:879  246.233 1341 122.443 285.878 76.1806 72.9898
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -1.737 Detected -1.415 Detected -1.576 0.023 GT Sens contig216 contig216 Mutator-li                  AGTATCAcontig216 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig216 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G59450.1  scarecro       chr5:239  65.1488 60.0793 28.8367 22.3823 21.144 22.1892
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.500 Detected -1.518 Detected -1.509 0.005 GT Sens contig216 contig216 NAD(P)H-q            CTACTAT contig216 Solyc11g Solyc11g NAD(P)H-quinone oxidoreducta        contig216 Solyc11g NAD(P)H-quinone ox        SL2.40ch ATCG012 NDHB.2  NADH de    chrC:141  296.612 409.253 173.231 167.638 138.763 115.017
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.148 Detected -1.462 Detected -1.305 0.024 GT Sens contig217 contig217 Pol polyp        ATAGCTGcontig217 Solyc07g Solyc07g Pol polyprotein (AHRD V1 ***- Qcontig217 Solyc07g Pol polyprotein (AHR    SL2.40ch AT5G11250.1  disease r       chr5:358  374.658 371.685 201.641 181.603 189.7 128.049
GT Sense Sense -0.525 Detected 0.525 Detected 0.000 -1.632 Detected -0.930 Detected -1.281 0.180 GT Sens contig218 contig218 Aldose-1-                AAGTCAGcontig218 Solyc02g Solyc02g Aldose-1-             GO:00193 GO:00193      contig218 Solyc02g Aldose-1-              GO:00055 SL2.40ch AT3G47800.1  aldose 1-     chr3:176  928.615 2287.49 763.253 1158.54 529.54 723.314
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.914 Detected -2.061 Detected -1.988 0.004 GT Sens contig220 contig220 Pol polyp        TTGACACcontig220 Solyc11g Solyc11g Pol polyprotein (AHRD V1 ***- Qcontig220 Solyc12g Transposon Ty1-A G                  SL2.40ch AT1G6236STM, BUM       STM (SHO      chr1:230  888.821 918.961 411.654 272.484 270.066 204.744
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.259 Detected -1.556 Detected -1.408 0.012 GT Sens contig221 contig221 NADH-qui                   TTATTTG contig221 Solyc01g Solyc01g NADH-qui                GO:00551 GO:00551  contig221 Solyc01g NADH-qui                 GO:00551 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  456.304 502.304 256.641 229.005 225.318 153.956
GT Sense Sense 1.112 Detected -1.112 Detected 0.000 -1.706 Detected -1.140 Detected -1.423 0.341 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  6131.25 1562.8 2669.5 2384.64 1068.77 1328.4
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.756 Detected -2.141 Detected -1.949 0.011 GT Sens contig223 contig223 Unknown      GGGCAAAcontig223 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig223 Solyc11g Unknown Protein (A  SL2.40ch AT3G0643EMB2750  EMB2750     chr3:195  230.31 248.374 138.374 103.635 79.7436 51.2629
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.420 Detected -1.664 Detected -1.542 0.010 GT Sens contig224 contig224 Unknown      CAGGCAGcontig224 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig224 Solyc09g Unknown Protein (A  SL2.40ch AT4G3705PLP4, PLA   PLP4 (PA       chr4:174  2451.36 2532.88 1558.76 1236.18 1048.92 743.272
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -0.941 Detected -1.129 Detected -1.035 0.011 GT Sens contig226 contig226 NADH-qui                     AGAATTGcontig226 Solyc12g Solyc12g NADH-qui                  GO:00551 GO:00551  contig226 Solyc12g NADH-qui                   GO:00551 SL2.40ch ATCG011 NDHH  Encodes                      chrC:122  505.702 647.281 387.64 385.087 335.66 247.291
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.527 Detected -1.244 Detected -1.386 0.019 GT Sens contig227 contig227 Pol polyp                   ATGTGTAcontig227 Solyc11g Solyc11g Pol polyp                GO:00062 GO:00062   contig227 Solyc11g Pol polyp                 GO:00062 SL2.40ch AT3G2378NRPD2A,      NRPD2A;        chr3:856  602.303 596.137 314.193 227.861 234.187 239.135
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.060 Detected -1.034 Detected -1.047 0.013 GT Sens contig228 contig228 UDP-gluc               ATAGTGAcontig228 Solyc10g Solyc10g UDP-gluc            GO:00081 GO:00081  contig228 Solyc10g UDP-gluc             GO:00081 SL2.40ch AT5G38040.1  UDP-gluc      chr5:151  31.5518 31.8377 24.7209 28.9363 17.1204 14.6317
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -2.215 Detected -1.710 Detected -1.962 0.017 GT Sens contig230 contig230 Unknown      GCTACGGcontig230 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig230 Solyc12g Unknown Protein (A  SL2.40ch AT5G18570.1  GTP1/OB     chr5:617  1763.34 1979.8 602.408 335.666 453.384 540.172
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -2.351 Detected -1.981 Detected -2.166 0.007 GT Sens contig231 contig231 Pro-Pol p                 ATTCAGGcontig231 Solyc01g Solyc01g Pro-Pol p              GO:00150 GO:00150  contig231 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  8895.6 10259.5 3139.6 2203.13 2109.37 2288.25
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 -1.523 Detected -1.479 Detected -1.501 0.008 GT Sens contig232 contig232 Unknown      CACGCAGcontig232 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig232 Solyc11g Unknown Protein (A  SL2.40ch AT2G30870.1 24776.1 24439.4 15457.1 14343 9646.69 8344.77
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -1.581 Detected -1.367 Detected -1.474 0.014 GT Sens contig235 contig235 Reverse t         ATGAGTTcontig235 Solyc01g Solyc01g Reverse transcriptase (Fragme     contig235 Solyc10g Polyprote                 GO:00062 SL2.40ch AT4G2118ATERDJ2   ATERDJ2           chr4:112  2407.08 2357.22 1181.01 740.626 897.001 873.304
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 -1.329 Detected -0.971 Detected -1.150 0.035 GT Sens contig238 contig238 Unknown      ACACGGTcontig238 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig238 Solyc00g Unknown Protein (A  SL2.40ch AT1G27850.1  unknown   chr1:969  33627.3 33456.2 18265.2 14351.8 15036.8 16179
GT Sense Sense -0.841 Detected 0.841 Detected 0.000 -1.224 Detected -1.102 Detected -1.163 0.302 GT Sens contig239 contig239 Histone-ly                  CTGAGGAcontig239 Solyc08g Solyc08g Histone-lysine N-methyltransfe              contig239 Solyc08g Histone-lysine N-me              SL2.40ch AT5G4688HB-7, HDG   HB-7 (HO        chr5:190  238.065 910.027 140.463 430.136 224.514 205.057
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 -0.915 Detected -1.203 Detected -1.059 0.054 GT Sens contig240 contig240 ATP synth                       TAGTAACcontig240 Solyc11g Solyc11g ATP synth                    GO:00452 GO:00452       contig240 Solyc11g ATP synth                     GO:00452 SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  4833.9 7708.66 6225.66 5999.84 3647.65 2507.51
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -2.060 Detected -2.256 Detected -2.158 0.003 GT Sens contig240 contig240 Reverse t                    AGCTAAGcontig240 Solyc06g Solyc06g Reverse t                 GO:00062 GO:00062   contig240 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  75.7668 83.4734 22.1099 23.7661 21.4846 15.7455
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.500 Detected -2.031 Detected -1.765 0.026 GT Sens contig240 contig240 Transpos                    CAAGATGcontig240 Solyc01g Solyc01g Transpos                 GO:00036 GO:00036   contig240 Solyc01g Transpos                  GO:00036 SL2.40ch AT1G4934ATPI4K A   ATPI4K A         chr1:182  87.8988 89.5089 45.804 27.2572 35.3363 20.5271
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.202 Detected -1.533 Detected -1.368 0.017 GT Sens contig240 contig240 Receptor-         GCTATGGcontig240 Solyc12g Solyc12g Receptor-like kinase (AHRD V1  contig240 Solyc12g Receptor-like kinase    SL2.40ch AT2G37050.3  kinase  chr2:155  62.2299 66.4285 70.6755 92.7354 31.4726 21.0124
GT Sense Sense -0.852 Detected 0.852 Detected 0.000 -2.545 Detected -1.084 Detected -1.815 0.247 GT Sens contig241 contig241 Peroxidas                 AAGAATCcontig241 Solyc05g Solyc05g Peroxidas              GO:00055 GO:00055    contig241 Solyc05g046020.2.1 AT3G21770.1  peroxida       chr3:767  223.316 866.731 265.153 644.633 84.935 196.179
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -2.249 Detected -2.304 Detected -2.276 0.001 GT Sens contig241 contig241 Pol polyp        TCACAAAcontig241 Solyc09g Solyc09g Pol polyprotein (AHRD V1 ***- Qcontig241 Solyc09g Pol polyprotein (AHR    SL2.40ch AT3G09120.1  unknown   chr3:279  745.533 807.938 278.96 161.064 183.965 148.65
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.688 Detected -3.151 Comprom -2.419 0.083 GT Sens contig245 contig245 Transpos                    ACAGCGTcontig245 Solyc03g Solyc03g Transpos                 GO:00150 GO:00150  contig245 Solyc03g043670.1.1 AT2G40935.3  unknown   chr2:170  41.8646 41.0515 21.6251 16.8307 14.4924 4.4138
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.896 Detected -1.480 Detected -1.688 0.016 GT Sens contig245 contig245 Gag-pol (A               AGAAAAAcontig245 Solyc11g Solyc11g Gag-pol (A            GO:00056 GO:00056 contig245 Solyc11g Gag-pol (A             GO:00056 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  2427.58 3108.05 1089.66 799.478 831.582 931.078
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.067 Detected -1.616 Detected -1.341 0.040 GT Sens contig247 contig247 DNA-direc                       CACAATAcontig247 Solyc10g Solyc10g DNA-direc                    GO:0006350 contig247 Solyc10g DNA-direc                     GO:00063 SL2.40ch ATCG001 RPOC2  RNA poly     chrC:159  262.525 325.032 161.01 143.686 157.024 90.1314
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.844 Detected -1.447 Detected -1.645 0.018 GT Sens contig248 contig248 Polyprote                   CTTGTGTcontig248 Solyc01g Solyc01g Polyprote                GO:00062 GO:00062   contig248 Solyc11g Pol polyp                 GO:00062 SL2.40ch AT5G1017ATMIPS3    MIPS3 (M          chr5:318  3098.7 3194.2 1377.38 819.279 987.232 1091.26
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -1.747 Detected -1.191 Detected -1.469 0.036 GT Sens contig248 contig248 Aldose-1-                TCCTTACcontig248 Solyc02g Solyc02g Aldose-1-             GO:00059 GO:00059      contig248 Solyc02g Aldose-1-              GO:00055 SL2.40ch AT3G47800.1  aldose 1-     chr3:176  590.083 778.058 407.991 550.387 227.457 280.543
GT Sense Sense -0.445 Detected 0.445 Detected 0.000 -2.597 Detected -1.238 Detected -1.917 0.142 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  2008.82 4430.12 1219.14 1731.9 555.501 1196.01
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -2.490 Detected -2.059 Detected -2.274 0.010 GT Sens contig251 contig251 Unknown      AGACAAGcontig251 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig251 Solyc10g Unknown Protein (A  SL2.40ch AT5G115 MYB3R-4    MYB3R-4             chr5:368  1931.46 2024.67 583.708 387.43 396.416 448.861
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.391 Detected -1.736 Detected -1.563 0.012 GT Sens contig253 contig253 Elongatio                      AGTAGTTcontig253 Solyc12g Solyc12g Elongatio                   GO:00055 GO:00055  contig253 Solyc08g Elongatio                  GO:00039 SL2.40ch AT1G6275ATSCO1,    SCO1 (SN                chr1:232  1330 1661.18 794.355 1110.7 638.667 421.967
GT Sense Sense 0.700 Detected -0.700 Detected 0.000 -3.186 Comprom -1.821 Comprom -2.504 0.125 GT Sens contig257 contig257 Alpha-gal                TTTCATC contig257 Solyc03g Solyc03g Alpha-gal             GO:00472 GO:00472   contig257 Solyc03g Alpha-gal              GO:00472 SL2.40ch AT5G4039SIP1  SIP1 (see           chr5:161  25.7073 11.5896 9.53034 12.4442 2.1362 4.61975
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.286 Detected -1.000 Detected -1.143 0.015 GT Sens contig259 contig259 NAD(P)H-q                    ATCGAAT contig259 Solyc01g Solyc01g NAD(P)H-q                 GO:00551 GO:00551  contig259 Solyc12g NAD(P)H-quinone ox        SL2.40ch ATCG012 NDHB.2  NADH de    chrC:141  139.042 164.289 92.1758 93.4484 69.8325 71.4458
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -1.142 Detected -1.457 Detected -1.300 0.014 GT Sens contig260 contig260 Unknown      CTTAGTGcontig260 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig260 Solyc03g Unknown Protein (A  SL2.40ch AT5G18570.1  GTP1/OB     chr5:617  861.191 1035.93 636.149 400.725 482.038 325.195
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.073 Detected -1.088 Detected -1.080 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  264.285 319.185 228.107 347.972 155.561 129.213
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.138 Detected -0.967 Detected -1.052 0.007 GT Sens contig261 contig261 Unknown      ACTCCAGcontig261 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig261 Solyc11g021100.1.1 ATCG012 NDHB.2  NADH de    chrC:141  992.87 1195.2 713.783 714.399 557.549 527.004
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -1.950 Detected -1.920 Detected -1.935 0.005 GT Sens contig261 contig261 Early ligh          CTAGCTGcontig261 Solyc09g Solyc09g Early light-induced protein 7 (A    contig261 Solyc09g Early ligh       GO:00161 SL2.40ch AT4G1469ELIP2  ELIP2 (EA        chr4:841  2040.94 1999.07 1480.87 1121.47 588.808 504.829
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -1.051 Detected -1.436 Detected -1.244 0.065 GT Sens contig262 contig262 ATP synth           GTATATGcontig262 Solyc06g Solyc06g ATP synthase subunit alpha ch     contig262 Solyc06g ATP synthase subu       SL2.40ch ATCG001 ATPA  Encodes                                           chrC:993  5337.66 9273.49 6449.61 6998.67 3823.98 2458.69
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.129 Detected -1.265 Detected -1.197 0.010 GT Sens contig264 contig264 Unknown      TGGCTGAcontig264 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig264 Solyc11g Unknown Protein (A  SL2.40ch AT4G16880.1 99.0156 102.6 87.7266 64.6556 51.9051 39.6452
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.731 Detected -0.840 Detected -1.286 0.108 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  146.668 147.38 157.961 165.712 49.8892 77.6394
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -2.094 Detected -1.912 Detected -2.003 0.003 GT Sens contig267 contig267 Pol polyp        CCGCGAGcontig267 Solyc01g Solyc01g Pol polyprotein (AHRD V1 ***- P contig267 Solyc01g020250.1.1 AT4G2118ATERDJ2   ATERDJ2           chr4:112  7736.94 8320.78 3188.1 2382.85 2117.01 2016.53
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 -2.233 Detected -0.966 Detected -1.600 0.148 GT Sens contig268 contig268 Hydroxyc           TTCAGCTcontig268 Solyc03g Solyc03g Hydroxycinnamoyl-CoA shikim       contig268 Solyc03g Hydroxycinnamoyl-C        SL2.40ch AT5G65460.1  kinesin m    chr5:261  2743.52 4832.98 2293.69 3776.66 872.343 1762.83
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -1.299 Detected -0.905 Detected -1.102 0.037 GT Sens contig268 contig268 Pol polyp        CAGTACTcontig268 Solyc10g Solyc10g Pol polyprotein (AHRD V1 ***- P contig268 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G29750.1  RNA bind   chr4:145  458.154 479.998 255.721 197.06 214.703 236.774
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.620 Detected -1.299 Detected -1.459 0.012 GT Sens contig27 contig27 Retrotran                  AAATCTGcontig27 Solyc01g Solyc01g Retrotran               GO:00056 GO:00056 contig27 Solyc01g049700.2.1 AT3G58090.1  FUNCTIO                                            chr3:215  6203.97 7264.83 3297.88 2361.67 2460.49 2580.35
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.180 Detected -1.252 Detected -1.216 0.002 GT Sens contig270 contig270 Tir-nbs-lr                   TCACTTCcontig270 Solyc12g Solyc12g Tir-nbs-lr                GO:00312 GO:00312   contig270 Solyc12g Tir, resist   GO:00312 SL2.40ch AT2G2715AAO3  AAO3 (Ab             chr2:116  100.841 126.414 93.5271 210.814 56.1457 44.8377
GT Sense Sense -0.751 Detected 0.751 Detected 0.000 -0.917 Detected -1.663 Detected -1.290 0.264 GT Sens contig270 contig270 Purple ac                   TATAAGGcontig270 Solyc07g Solyc07g Purple ac                GO:00055 GO:00055       contig270 Solyc07g Purple ac                 GO:00047 SL2.40ch AT5G5040ATPAP27    PAP27 (P           chr5:205  958.971 3231.5 997.862 1067.53 1050.27 525.727
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -1.213 Detected -0.995 Detected -1.104 0.012 GT Sens contig271 contig271 Zinc finge                      TGCTAACcontig271 Solyc10g Solyc10g Zinc finge                   GO:00036 GO:00036   contig271 Solyc10g Zinc finge                    GO:00036 SL2.40ch AT3G51950.2  zinc finge            chr3:192  164.289 212.093 153.763 166.801 90.7103 88.5313
GT Sense Sense 1.872 Detected -1.872 Detected 0.000 -2.160 Detected -1.657 Detected -1.908 0.419 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  1036.15 92.0047 265.83 195.893 77.8238 92.5835
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.831 Detected -1.229 Detected -1.530 0.037 GT Sens contig272 contig272 Pol polyp                 CTATTCAcontig272 Solyc10g Solyc10g Pol polyp              GO:00150 GO:00150  contig272 Solyc00g Pol polyp               GO:00036 SL2.40ch AT5G59980.2  RNase P      chr5:241  720.269 812.34 269.364 173.044 242.164 308.588
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -0.971 Detected -1.382 Detected -1.176 0.029 GT Sens contig273 contig273 Ycf2 (AHR       GATCTCAcontig273 Solyc11g Solyc11g Ycf2 (AHRD V1 ***- D2KLP5 OL contig273 Solyc11g062050.1.1 ATCG012 YCF2.2  hypothet    chrC:145  560.822 663.303 392.306 368.622 350.482 221.286
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.397 Detected -1.468 Detected -1.433 0.004 GT Sens contig274 contig274 Gag-Pol p        GTCTTGGcontig274 Solyc06g Solyc06g Gag-Pol polyprotein (AHRD V1  contig274 Solyc06g Gag-Pol polyprotein    SL2.40ch AT5G05400.1  disease r       chr5:159  346.004 366.181 221.36 166.506 152.239 121.667
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -2.247 Detected -1.704 Detected -1.976 0.022 GT Sens contig276 contig276 Unknown      ACAAGAT contig276 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig276 Solyc03g051630.1.1 AT5G25580.1  FUNCTIO                                                                     chr5:890  625.65 634.316 216.394 145.49 149.448 182.85
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -3.452 Detected -1.216 Detected -2.334 0.176 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  93.8691 146.884 46.7971 129.443 12.0902 47.7938
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.841 Detected -1.388 Detected -1.615 0.022 GT Sens contig281 contig281 Pol polyp                   ACATTGGcontig281 Solyc00g Solyc00g Pol polyp                GO:00150 GO:00150  contig281 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT3G01880.1  unknown   chr3:307  443.045 470.275 210.951 149.835 143.496 164.91
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -1.353 Detected -1.791 Detected -1.572 0.019 GT Sens contig281 contig281 NADH deh                      TTTGTTGcontig281 Solyc05g Solyc05g NADH deh                   GO:00551 GO:00551  contig281 Solyc01g NADH deh                    GO:00551 SL2.40ch AT5G18350.1  ATP bind             chr5:607  377.068 442.358 182.768 184.708 180.071 111.56
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -0.940 Detected -1.064 Detected -1.002 0.013 GT Sens contig282 contig282 Cytochro            TTTTTGCcontig282 Solyc02g Solyc02g Cytochrome c biogenesis prot      contig282 Solyc02g Cytochrome c bioge       SL2.40ch ATCG010 YCF5  hypothet    chrC:114  37.0285 50.2848 22.1733 22.0307 25.3303 19.5153
GT Sense Sense -0.780 Detected 0.780 Detected 0.000 -2.126 Detected -0.801 Detected -1.463 0.289 GT Sens contig284 contig284 Cytochro                    ATTAAGAcontig284 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198     contig284 Solyc07g055440.1.1 AT3G1463CYP72A9  CYP72A9               chr3:491  100.637 353.437 95.295 330.759 48.6661 102.372
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.814 Detected -1.383 Detected -1.598 0.023 GT Sens contig284 contig284 Polyprote        CTACTGAcontig284 Solyc11g Solyc11g Polyprotein (AHRD V1 ***- Q6ATcontig284 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G29750.1  RNA bind   chr4:145  1671.76 1691.81 647.245 489.767 538.818 609.736
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -2.119 Detected -1.735 Detected -1.927 0.010 GT Sens contig284 contig284 Polyprote         TTTTGTAcontig284 Solyc12g Solyc12g Polyprotein (Fragment) (AHRD   contig284 Solyc11g Pol polyp               GO:00036 SL2.40ch ATMG00750.1 4122.13 4653.87 1457.69 1046.38 1135.51 1244.41
GT Sense Sense 0.194 Detected -0.194 Detected 0.000 -1.120 Detected -1.413 Detected -1.266 0.035 GT Sens contig286 contig286 Mutator-li                    GTGCGTTcontig286 Solyc03g Solyc03g Mutator-like transposase (AHR               contig286 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT3G48630.1 48.6261 44.2338 27.5548 13.6115 24.0367 16.4704
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.124 Detected -1.692 Detected -1.908 0.014 GT Sens contig287 contig287 Retrotran                        GCATGGGcontig287 Solyc08g Solyc08g Retrotran                     GO:00150 GO:00150  contig287 Solyc11g Pol polyp               GO:00036 SL2.40ch AT4G2664WRKY20,   WRKY20;    chr4:134  5918.06 6476.07 2267.42 1557.53 1599.76 1811.72
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.184 Detected -1.120 Detected -1.152 0.004 GT Sens contig287 contig287 Unknown      AGATTCCcontig287 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig287 Solyc07g Unknown Protein (A  SL2.40ch AT5G0987CESA5  CESA5 (C           chr5:307  96.1725 104.434 57.9785 46.166 49.6895 43.5895
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.483 Detected -1.340 Detected -1.412 0.011 GT Sens contig288 contig288 LINE-type                 CAGCCGCcontig288 Solyc00g Solyc00g LINE-type retrotransposon LIb            contig288 Solyc09g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 266.679 263.979 134.812 80.2809 106.895 99.0803
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -1.894 Detected -1.676 Detected -1.785 0.006 GT Sens contig289 contig289 Pol polyp                   GGATGTGcontig289 Solyc12g Solyc12g Pol polyp                GO:00062 GO:00062   contig289 Solyc12g Pol polyp                 GO:00062 SL2.40ch AT4G36210.3  unknown   chr4:171  1727.79 1835.43 727.155 607.453 539.921 526.853
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -0.946 Detected -1.072 Detected -1.009 0.004 GT Sens contig291 contig291 Photosys                         TGGGCC contig291 Solyc12g Solyc12g Photosys                      GO:00160 GO:00160   contig291 Solyc12g Photosys                       GO:00160 SL2.40ch ATCG003 PSAB  Encodes             chrC:373  369.548 453.843 288.891 290.34 239.464 184.132
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 -1.252 Detected -0.917 Detected -1.084 0.060 GT Sens contig292 contig292 Acetyl coe                   CTACTCAcontig292 Solyc05g Solyc05g Acetyl coe                GO:00103 GO:00103            contig292 Solyc05g Acetyl coe                 GO:00103 SL2.40ch AT5G17540.1  transfera     chr5:578  33.6014 54.4359 15.1834 44.4973 20.2295 21.4228
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 -1.924 Detected -1.610 Detected -1.767 0.016 GT Sens contig294 contig294 Unknown      AAACCTCcontig294 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig294 Solyc10g035570.1.1 AT3G51120.1  DNA bind              chr3:189  5678.35 5401.05 2442.12 1697.78 1644.42 1715.96
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.651 Detected -1.300 Detected -1.475 0.015 GT Sens contig294 contig294 Gag-Pol p                    ACGTACCcontig294 Solyc07g Solyc07g Gag-Pol polyprotein (AHRD V1              contig294 Solyc07g Gag-Pol polyprotein                SL2.40ch AT5G0127CPL2, AT   CPL2; do       chr5:108  75.5181 84.3916 45.2054 48.1664 28.6446 30.6493
GT Sense Sense -0.290 Detected 0.290 Detected 0.000 -1.182 Detected -1.101 Detected -1.141 0.060 GT Sens contig295 contig295 Serine ca                   AGCTCCAcontig295 Solyc06g Solyc06g Serine ca                GO:00065 GO:00065   contig295 Solyc06g Serine ca                 GO:00428 SL2.40ch AT4G129 scpl20  scpl20 (s       chr4:755  1273.14 2265.59 940.758 1201 843.355 748.5
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -2.127 Detected -1.758 Detected -1.942 0.011 GT Sens contig296 contig296 Pro-Pol p                 ACTTTAC contig296 Solyc05g Solyc05g Pro-Pol p              GO:00150 GO:00150  contig296 Solyc05g Pro-Pol p               GO:00036 SL2.40ch AT1G79990.5  protein b      chr1:300  4144.54 4374.4 1607.18 1133.64 1098.35 1190.53
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 -1.165 Detected -1.378 Detected -1.271 0.007 GT Sens contig296 contig296 Ycf2 (AHR               ATCAAAT contig296 Solyc09g Solyc09g Ycf2 (AHR            GO:00095 GO:00095 contig296 Solyc09g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  574.684 683.587 362.107 344.374 314.948 228.092
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 -0.972 Detected -1.191 Detected -1.082 0.047 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  132.067 212.029 196.973 188.02 96.1012 69.2975
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.289 Detected -1.340 Comprom -1.314 0.011 GT Sens contig303 contig303 Transpos        ACTCTTAcontig303 Solyc07g Solyc07g Transposase (AHRD V1 **-- Q6 contig303 Solyc08g Transposase (AHRD   SL2.40ch AT3G28510.1  AAA-type     chr3:106  26.3946 25.9145 10.2652 9.36813 12.0554 9.77058
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -1.716 Detected -1.333 Detected -1.525 0.019 GT Sens contig305 contig305 Reverse t                    AGCATGCcontig305 Solyc06g Solyc06g Reverse t                 GO:00062 GO:00062   contig305 Solyc03g Pol polyp                 GO:00062 SL2.40ch AT5G4254XRN2  XRN2 (EX           chr5:170  63.4617 85.6602 38.6969 37.6022 25.2789 27.6662
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.856 Detected -1.458 Detected -1.657 0.017 GT Sens contig306 contig306 Pol polyp                   TCTCCTT contig306 Solyc08g Solyc08g Pol polyp                GO:00062 GO:00062   contig306 Solyc08g Pol polyp                 GO:00062 SL2.40ch AT5G0354ATEXO70   ATEXO70           chr5:890  2869.89 2999.45 1076.36 779.647 913.21 1009.56
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.541 Detected -1.077 Detected -1.309 0.030 GT Sens contig306 contig306 Pol polyp                 AGTTTAGcontig306 Solyc00g Solyc00g Pol polyp              GO:00036 GO:00036   contig306 Solyc00g Pol polyp               GO:00036 SL2.40ch AT5G43110.1 1509.31 1735.69 827.183 505.074 626.695 725.624
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -1.247 Detected -0.865 Detected -1.056 0.033 GT Sens contig308 contig308 Unknown      AATGCAAcontig308 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig308 Solyc07g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 79.3337 88.8419 43.4737 28.2611 39.8343 43.582
GT Sense Sense 0.189 Detected -0.189 Detected 0.000 -1.216 Detected -2.016 Comprom -1.616 0.067 GT Sens contig308 contig308 Gag-Pol p                 AAGACAT contig308 Solyc02g Solyc02g Gag-Pol p              GO:00082 GO:00082   contig308 Solyc12g Transpos                  GO:00036 SL2.40ch AT5G45510.2  leucine-r      chr5:184  48.7462 44.6476 24.3325 23.643 22.6212 10.9093
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.839 Detected -1.422 Detected -1.631 0.016 GT Sens contig310 contig310 Polyprote                  TTGATCCcontig310 Solyc10g Solyc10g Polyprote               GO:00036 GO:00036   contig310 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT2G03740.1 531.218 627.732 220.892 151.633 181.778 203.818
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.178 Detected -1.264 Detected -1.221 0.012 GT Sens contig311 contig311 Unknown      ACAGACTcontig311 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig311 Solyc11g Unknown Protein (A  SL2.40ch AT4G0674RAP2.9  RAP2.9 (r           chr4:407  2354.42 2356.23 1609.16 1260.43 1173.02 927.453
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.633 Detected -1.472 Detected -1.552 0.005 GT Sens contig314 contig314 Pol polyp                 ATCTGAAcontig314 Solyc00g Solyc00g Pol polyp              GO:00036 GO:00036   contig314 Solyc00g Pol polyp               GO:00036 SL2.40ch AT3G1274ALIS1  ALIS1 (AL       chr3:404  5882.24 6280.6 3292.79 2282.3 2207.8 2071.77
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 -1.176 Detected -1.088 Detected -1.132 0.045 GT Sens contig323 contig323 Indole-3-a                     AATGGGGcontig323 Solyc00g Solyc00g Indole-3-acetic acid-amido syn                contig323 Solyc10g GH3 famil                GO:00801 SL2.40ch AT5G38340.1  disease r       chr5:153  143.758 239.994 191.39 179.496 92.5731 82.6145
GT Sense Sense -0.630 Detected 0.630 Detected 0.000 -1.860 Detected -1.299 Detected -1.580 0.149 GT Sens contig323 contig323 Beta-gala                  TTAATGGcontig323 Solyc11g Solyc11g Beta-gala               GO:00059 GO:00059   contig323 Solyc11g Beta-gala                GO:00059 SL2.40ch AT5G6380MUM2, BG   MUM2 (M     chr5:255  51.2114 146.111 35.4549 83.3052 26.842 33.2391
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -1.033 Detected -1.225 Detected -1.129 0.014 GT Sens contig329 contig329 Ycf1 (Frag                CTGGAACcontig329 Solyc11g Solyc11g Ycf1 (Fragment) (AHRD V1 ***- A         contig329 Solyc10g Hypothetical chlorop              SL2.40ch ATMG003 ORF199  hypothet    chrM:104  159.308 217.155 147.311 119.577 102.364 75.2119
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 -1.471 Detected -1.568 Detected -1.519 0.015 GT Sens contig330 contig330 Unknown      CCATTGTcontig330 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig330 Solyc12g Unknown Protein (A  SL2.40ch AT5G05840.1  unknown   chr5:175  12029 11090.4 7155.25 5874.69 4692.86 3684.41
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -2.423 Detected -2.597 Detected -2.510 0.002 GT Sens contig333 contig333 Transcrip                     GGAAGAGcontig333 Solyc02g Solyc02g Transcription factor CYCLOID                contig333 Solyc02g Transcription factor                SL2.40ch AT1G54740.1  FUNCTIO                                                                  chr1:204  1692.15 1877.82 659.403 919.719 374.389 278.633
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.467 Detected -1.144 Detected -1.306 0.029 GT Sens contig348 contig348 Unknown      CGTCGG contig348 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig348 Solyc06g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 29035.2 27753.7 15451.5 11923.7 11568.2 12143.1
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 -1.337 Detected -0.987 Detected -1.162 0.022 GT Sens contig361 contig361 Ycf2 (AHR       GGTTATCcontig361 Solyc00g Solyc00g Ycf2 (AHRD V1 ***- A6YA23 9M contig361 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  494.711 574.858 263.988 254.821 237.802 254.323
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.459 Detected -1.654 Detected -1.557 0.012 GT Sens contig365 contig365 Unknown      GCATGGCcontig365 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig365 Solyc12g Unknown Protein (A  SL2.40ch AT2G1817ATMPK7,   ATMPK7          chr2:790  4154.67 4042.06 3012.77 2245.04 1678.74 1231.2
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -2.034 Detected -1.600 Detected -1.817 0.015 GT Sens contig366 contig366 Pol polyp                   ATGCTTCcontig366 Solyc11g Solyc11g Pol polyp                GO:00082 GO:00082   contig366 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  2454.14 2685.84 1014.62 733.468 706.203 800.808
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -2.307 Detected -1.816 Detected -2.061 0.015 GT Sens contig371 contig371 Pol polyp                   TCGCTATcontig371 Solyc08g Solyc08g Pol polyp                GO:00062 GO:00062   contig371 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G40450.2  unknown   chr5:161  3759.67 4097.68 1285.49 1001.41 893.74 1054.2
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.546 Detected -1.478 Detected -1.512 0.005 GT Sens contig374 contig374 Unknown      AACCTCAcontig374 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig374 Solyc11g Unknown Protein (A  SL2.40ch AT2G45990.4  unknown   chr2:189  737.528 768.101 386.515 206.708 290.37 255.47
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.601 Detected -1.278 Detected -1.439 0.019 GT Sens contig381 contig381 Unknown      GGGGCT contig381 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig381 Solyc09g Unknown Protein (A  SL2.40ch AT1G14225.1 39719.3 40136.7 22021.9 14714.8 14823.9 15572.1
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -1.550 Detected -1.191 Detected -1.370 0.027 GT Sens contig383 contig383 Gag-pol p                    GATCTTCcontig383 Solyc12g Solyc12g Gag-pol polyprotein (AHRD V1              contig383 Solyc12g Gag-pol polyprotein                SL2.40ch AT5G65910.1  BSD dom    chr5:263  95.0827 93.1119 28.8829 25.5765 36.1979 38.9746
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -2.466 Detected -2.341 Detected -2.403 0.015 GT Sens contig383 contig383 Pol polyp                   CAACCAAcontig383 Solyc00g Solyc00g Pol polyp                GO:00062 GO:00062   contig383 Solyc00g Pol polyp                 GO:00062 SL2.40ch AT2G3503URED  URED (ur         chr2:147  76.7376 136.404 27.3742 32.7437 20.8615 19.093
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 -1.637 Detected -0.926 Detected -1.282 0.084 GT Sens contig387 contig387 Lipoxyge                TTGGTTGcontig387 Solyc01g Solyc01g Lipoxyge             GO:00161 GO:00161   contig387 Solyc01g Lipoxyge              GO:00161 SL2.40ch AT3G2240LOX5  LOX5; ele                             chr3:792  18658.7 17440.2 7762.73 9556.62 6532.3 8975.29
GT Sense Sense -0.376 Detected 0.376 Detected 0.000 -2.185 Detected -1.581 Detected -1.883 0.060 GT Sens contig402 contig402 Long-cha                      ATAGCAGcontig402 Solyc09g Solyc09g Long-cha                   GO:00081 GO:00081      contig402 Solyc09g Long-cha                    GO:00044 SL2.40ch AT3G0597LACS6, A   LACS6 (lo        chr3:178  72.6853 145.829 106.648 128.48 25.4969 32.5422
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.157 Detected -1.399 Detected -1.278 0.019 GT Sens contig405 contig405 Unannota    TAATCTCCTTTGCAAAATTTATGTCTCAACACAGAGAACCCCTTTTCTCCcontig405 Solyc07g LRR recep    GO:00046 SL2.40ch AT5G27240.1  DNAJ hea       chr5:959  38.1818 37.8434 17.5589 10.6976 19.1992 13.6258
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -0.958 Detected -1.414 Detected -1.186 0.038 GT Sens contig409 contig409 Ycf2 (AHR       TGCAGAGcontig409 Solyc03g Solyc03g Ycf2 (AHRD V1 ***- D2KLP5 OL contig409 Solyc12g Ycf2 (AHR    GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  1178 1272.61 769.108 690.351 710.243 434.434
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -1.244 Detected -2.071 Detected -1.657 0.067 GT Sens contig413 contig413 Unannota    GAAGAACCGAAGTCAAGCAACTACTTCTCCAATGCCTTTCCTTTTCTTA contig413 Solyc02g014100.1.1 AT4G24880.1  unknown   chr4:128  126.24 116.976 68.4189 61.8296 57.8101 27.3511
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -2.056 Detected -1.808 Detected -1.932 0.006 GT Sens contig422 contig422 Unannota    ATAGGGATCTGGCGAGGTTAAATTCCCATATACGCTAGCATGTTATTGAcontig422 Solyc02g Lipase (A               GO:00048 SL2.40ch AT5G02850.1  hydroxyp      chr5:652  478.817 511.25 259.241 211.973 134.045 133.607
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -1.633 Detected -1.045 Detected -1.339 0.067 GT Sens contig426 contig426 Lipoxyge                TTGCAACcontig426 Solyc01g Solyc01g Lipoxyge             GO:00161 GO:00161    contig426 Solyc01g099150.2.1 AT3G2240LOX5  LOX5; ele                             chr3:792  5518.67 4852.1 2098.86 2426.35 1879.75 2370.81
GT Sense Sense -2.003 Detected 2.003 Detected 0.000 -1.920 Detected -1.152 Detected -1.536 0.530 GT Sens contig427 contig427 ORMDL d          ACAGTGATATGTGACAAGGAAATGAGCGAGATTGACAATAGTCCATGCCcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 22.1152 422.818 32.8952 42.4711 28.7934 41.1538
GT Sense Sense -0.311 Detected 0.311 Detected 0.000 -1.659 Detected -1.190 Detected -1.424 0.067 GT Sens contig427 contig427 Uncharac          ATTAGGCGTCGAAAAATCCGGGAGAAATGCTGAAGGAGATTCATGGTTGcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 115.516 211.571 115.463 125.217 55.7486 64.809
GT Sense Sense -0.296 Detected 0.296 Detected 0.000 -1.226 Detected -0.818 Detected -1.022 0.105 GT Sens contig429 contig429 Probable           GAGAGGTTGAGTTACTTTGGTATAGCCACAAGTTTGATCATTTACCTAA contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 159.563 286.272 102.448 268.364 102.899 114.654
GT Sense Sense -0.543 Detected 0.543 Detected 0.000 -1.424 Detected -1.291 Detected -1.358 0.131 GT Sens contig429 contig429 Nicotia ta          CAAGTAAGAATCCTTCTCAAATTGTTATTTGTGCATCTTGATCATCATGTcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 139.34 352.301 116.58 236.542 93.0157 85.6065
GT Sense Sense -0.507 Detected 0.507 Detected 0.000 -1.657 Detected -1.038 Detected -1.348 0.151 GT Sens contig430 contig430 Nicotia ta             AGAGGCCATACCATCCTCCACCAACACCATATCATCCCACACCAGTTTA contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 298.101 717.087 155.487 425.861 165.147 212.844
GT Sense Sense -0.373 Detected 0.373 Detected 0.000 -1.043 Detected -1.265 Detected -1.154 0.097 GT Sens contig446 contig446 Auxin-ind                    CATGATAcontig446 Solyc03g Solyc03g Auxin-ind                 GO:00055 GO:00055  contig446 Solyc03g Auxin-ind                  GO:00055 SL2.40ch AT2G21220.1  auxin-res     chr2:908  466.926 932.387 536.755 798.584 360.68 259.636
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 -1.628 Detected -1.799 Detected -1.713 0.004 GT Sens contig454 contig454 Gag-Pol p        AAGGTTAcontig454 Solyc10g Solyc10g Gag-Pol polyprotein (AHRD V1  contig454 Solyc05g Nucleored                     GO:00047 SL2.40ch AT2G28940.2  protein k     chr2:124  316.408 345.627 155.022 95.349 120.529 89.8639
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -1.449 Detected -1.544 Detected -1.496 0.002 GT Sens contig456 contig456 Ycf2 (AHR       GGGGAT contig456 Solyc04g Solyc04g Ycf2 (AHRD V1 ***- A6Y9X1 HA contig456 Solyc04g024580.1.1 ATCG012 YCF2.2  hypothet    chrC:145  641.488 807.692 295.619 279.884 296.997 233.477
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -1.555 Detected -1.485 Detected -1.520 0.003 GT Sens contig457 contig457 NAD(P)H-q            ACTATAC contig457 Solyc09g Solyc09g NAD(P)H-quinone oxidoreducta        contig457 Solyc09g NAD(P)H-quinone ox        SL2.40ch ATCG012 NDHB.2  NADH de    chrC:141  296.778 393.594 171.525 166.36 130.985 115.467
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.481 Detected -1.060 Detected -1.271 0.034 GT Sens contig460 contig460 Reverse t                    TATACTGcontig460 Solyc02g Solyc02g Reverse t                 GO:00062 GO:00062   contig460 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT4G2922PFK1  PFK1 (PH     chr4:144  215.707 217.948 131.858 93.2477 87.4955 98.3309
GT Sense Sense 0.545 Detected -0.545 Detected 0.000 -1.166 Detected -1.220 Detected -1.193 0.160 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  327.61 183.223 149.986 210.169 123.011 99.4376
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.298 Detected -0.950 Detected -1.124 0.027 GT Sens contig504 contig504 Pol polyp                   TTGTGAAcontig504 Solyc10g Solyc10g Pol polyp                GO:00062 GO:00062   contig504 Solyc10g Pol polyp                 GO:00062 SL2.40ch AT5G40450.2  unknown   chr5:161  563.843 608.278 311.547 211.807 268.323 286.653
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -1.021 Detected -1.244 Detected -1.132 0.010 GT Sens contig512 contig512 Topoisom            TTGAGACcontig512 Solyc11g Solyc11g Topoisomerase 6 subunit B-lik      contig512 Solyc11g Topoisomerase 6 su       SL2.40ch AT3G2940ATEXO70   ATEXO70           chr3:112  56.004 68.3825 40.9997 41.9468 34.3585 24.7059
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 -1.298 Detected -0.966 Detected -1.132 0.038 GT Sens contig526 contig526 Reverse t                    AGAATGGcontig526 Solyc01g Solyc01g Reverse t                 GO:00062 GO:00062   contig526 Solyc09g Polyprote               GO:00082 SL2.40ch AT5G1248CPK7  CPK7 (ca                      chr5:404  755.483 723.942 417.779 342.223 338.827 357.843
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.928 Detected -1.698 Detected -1.813 0.005 GT Sens contig545 contig545 Retrotran          ATATTGGcontig545 Solyc08g Solyc08g Retrotransposon gag protein (    contig545 Solyc08g022190.1.1 AT5G14050.1  transduc          chr5:453  2908.74 3219.09 1187.03 862.575 906.105 891.45
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.745 Detected -1.651 Detected -1.698 0.005 GT Sens contig545 contig545 Polyprote                   ACACTTCcontig545 Solyc05g Solyc05g Polyprote                GO:00062 GO:00062   contig545 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G40450.2  unknown   chr5:161  2540.93 2586.57 1297.11 930.394 861.288 771.661
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -2.261 Detected -1.982 Detected -2.121 0.004 GT Sens contig547 contig547 Unknown      GGCGGG contig547 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig547 Solyc12g Unknown Protein (A  SL2.40ch AT5G18570.1  GTP1/OB     chr5:617  1633.63 1903.89 626.935 418.22 414.555 422.111
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 -1.578 Comprom -0.849 Comprom -1.214 0.097 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  24.4972 22.6203 6.046 5.52805 8.88024 12.3564
GT Sense Sense 0.670 Detected -0.670 Detected 0.000 -3.837 Detected -3.155 Detected -3.496 0.043 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  2621.55 1232.23 3795.89 5116.28 141.644 190.843
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 -1.865 Comprom -1.182 Comprom -1.524 0.048 GT Sens contig605 contig605 Retroviru              GTTTGAAcontig605 Solyc07g Solyc07g Retrovirus-related Pol polypro         contig605 Solyc07g Retrovirus-related P          SL2.40ch AT2G3268AtRLP23  AtRLP23         chr2:138  17.6388 23.063 13.8752 16.295 6.23725 8.40318
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.800 Detected -1.626 Detected -1.713 0.003 GT Sens contig606 contig606 Unknown      ACAGACCcontig606 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig606 Solyc12g Unknown Protein (A  SL2.40ch AT4G2915IQD25  IQD25 (IQ      chr4:143  3290.6 3692.22 1654.82 1277.75 1127.36 1067.53
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -0.835 Detected -2.540 Comprom -1.688 0.189 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  15.1204 21.5123 15.3171 10.279 11.3853 2.93119
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -0.950 Detected -1.120 Detected -1.035 0.018 GT Sens contig640 contig640 Unknown      TAAGCGCcontig640 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig640 Solyc07g Unknown Protein (A  SL2.40ch AT5G1742IRX3, CES     IRX3 (IRR       chr5:573  48.9892 49.775 45.4128 43.437 28.7859 21.4793
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.649 Comprom -1.384 Comprom -1.517 0.010 GT Sens contig644 contig644 Unknown      TCTGCTGcontig644 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig644 Solyc05g Unknown Protein (A  SL2.40ch AT4G1709CT-BMY,    CT-BMY     chr4:960  15.3761 16.6022 5.39323 18.802 5.73978 5.78714
GT Sense Sense 0.405 Detected -0.405 Detected 0.000 -1.627 Detected -2.082 Detected -1.855 0.057 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  460.29 312.416 334.941 207.412 138.273 84.6586
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 -1.372 Detected -1.505 Detected -1.438 0.083 GT Sens contig691 contig691 Serine ca                   AGACAGAcontig691 Solyc06g Solyc06g Serine ca                GO:00055 GO:00055  contig691 Solyc06g Serine ca                 GO:00055 SL2.40ch AT4G129 scpl20  scpl20 (s       chr4:755  442.052 967.109 289.378 403.951 284.548 217.874
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.309 Detected -1.063 Detected -1.186 0.011 GT Sens contig694 contig694 NAD(P)H-q                    TTCCTCT contig694 Solyc09g Solyc09g NAD(P)H-q                 GO:00551 GO:00551  contig694 Solyc01g NAD(P)H-q                    GO:00551 SL2.40ch ATCG012 NDHB.2  NADH de    chrC:141  241.866 297.757 127.667 154.203 121.969 121.49
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.348 Detected -0.828 Detected -1.088 0.059 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  90.7408 94.785 77.0277 78.5848 41.039 49.3951
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 -0.963 Detected -1.054 Detected -1.009 0.039 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  28.1062 44.1759 28.4655 24.426 20.3642 16.0427
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -2.038 Detected -3.187 Detected -2.613 0.047 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  202.097 282.133 63.4818 121.481 65.4938 24.7904
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.736 Detected -1.475 Detected -1.605 0.007 GT Sens contig729 contig729 Pol polyp        CCTCCGTcontig729 Solyc08g Solyc08g Pol polyprotein (AHRD V1 ***- P contig729 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT2G43110.1 1551.39 1728.08 782.102 514.096 553.823 557.003
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -2.460 Detected -1.768 Detected -2.114 0.026 GT Sens contig730 contig730 Retrotran                        TAGTACT contig730 Solyc09g Solyc09g Retrotran                     GO:00150 GO:00150  contig730 Solyc09g Retrotran                      GO:00036 SL2.40ch AT3G63320.1 945.359 1085.56 361.34 244.901 207.373 281.274
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 -0.922 Detected -1.338 Detected -1.130 0.036 GT Sens contig737 contig737 NADH-qui                      TGCTTAT contig737 Solyc03g Solyc03g NADH-qui                   GO:00551 GO:00551  contig737 Solyc03g NADH-qui                    GO:00551 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  88.2075 116.792 57.37 53.9125 60.3519 37.9668
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.536 Detected -1.544 Detected -1.540 0.000 GT Sens contig739 contig739 Retrotran                   CTTTGTGcontig739 Solyc10g Solyc10g Retrotran                GO:00082 GO:00082   contig739 Solyc10g Retrotran                 GO:00065 SL2.40ch AT2G1817ATMPK7,   ATMPK7          chr2:790  1420.95 1682.89 863.534 715.678 600.597 501.566
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.728 Detected -2.073 Detected -1.900 0.008 GT Sens contig744 contig744 Ycf1 (Frag                ATCAATT contig744 Solyc05g Solyc05g Ycf1 (Fragment) (AHRD V1 ***- A         contig744 Solyc05g Ycf1 (Fragment) (AH            SL2.40ch ATMG003 ORF199  hypothet    chrM:104  604.388 734.221 320.89 314.72 226.524 149.713
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -2.233 Detected -0.911 Detected -1.572 0.150 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  28728.6 44954.3 15039.3 30105.4 8614.23 18070.9
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.468 Detected -1.440 Detected -1.454 0.004 GT Sens contig768 contig768 Unknown      GAAGAGAcontig768 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig768 Solyc09g Unknown Protein (A  SL2.40ch AT5G13820.1 3360.93 3511.56 1547.33 1175.64 1399.19 1197.25
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -1.949 Detected -1.646 Detected -1.798 0.011 GT Sens contig791 contig791 Polyprote        GAATGGCcontig791 Solyc01g Solyc01g Polyprotein (AHRD V1 ***- A5JS contig791 Solyc01g Polyprotein (AHRD V   SL2.40ch AT4G1923CYP707A   CYP707A        chr4:105  2216.84 2254.25 976.943 675.602 652.287 675.187
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.664 Detected -1.628 Detected -1.646 0.004 GT Sens contig812 contig812 Unknown      TGCAGGCcontig812 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig812 Solyc10g Unknown Protein (A  SL2.40ch AT5G63750.1 5299.13 5442.36 2989.27 2401.89 1908.94 1642.78
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 -1.148 Detected -1.634 Detected -1.391 0.054 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  230.535 378.201 329.826 316.562 150.082 89.9642
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.872 Detected -1.786 Detected -1.829 0.007 GT Sens contig816 contig816 Unknown      TTCAGAGcontig816 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig816 Solyc01g Unknown Protein (A  SL2.40ch AT4G0674RAP2.9  RAP2.9 (r           chr4:407  1635.72 1585.85 743.637 521.192 495.771 441.595
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -3.129 Detected -3.185 Detected -3.157 0.002 GT Sens contig843 contig843 Glutathion                  GGCGTATcontig843 Solyc01g Solyc01g Glutathione-S-transferase (AHR              contig843 Solyc01g Glutathione-S-transf               SL2.40ch AT3G4924emb1796  emb1796       chr3:182  6549.22 6501.04 1369.5 1256.64 840.406 678.168
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.584 Detected -1.555 Detected -1.569 0.003 GT Sens contig875 contig875 Unknown      TGCCGTTcontig875 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig875 Solyc00g010110.1.1 AT4G24680.1  FUNCTIO                                                         chr4:127  4983.52 5304.55 3019.55 2319.58 1932.15 1654.4
GT Sense Sense 0.418 Detected -0.418 Detected 0.000 -1.568 Detected -1.834 Detected -1.701 0.060 GT Sens contig883 contig883 Protease                          AATGCGGcontig883 Solyc05g Solyc05g Protease                       GO:00082 GO:00082  contig883 Solyc05g Protease                        GO:00082 SL2.40ch AT3G60270.1  uclacyan    chr3:222  141.218 94.2301 89.4861 65.0235 43.8148 30.5829
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 -1.143 Detected -1.218 Detected -1.181 0.027 GT Sens contig883 contig883 Unknown      AGCAGAGcontig883 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig883 Solyc04g Unknown Protein (A  SL2.40ch AT2G37420.1  kinesin m    chr2:157  236.368 215.459 205.153 203.377 115.121 91.7161
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.295 Detected -1.280 Detected -1.287 0.003 GT Sens contig903 contig903 Ribulose                        AGATGAAcontig903 Solyc12g Solyc12g Ribulose                     GO:00095 GO:00095 contig903 Solyc12g Ribulose                      GO:00095 SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  127.105 168.069 79.9916 84.6881 67.1159 56.9146
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.521 Detected -1.722 Detected -1.622 0.005 GT Sens contig907 contig907 NADH-qui                      TACACGAcontig907 Solyc01g Solyc01g NADH-qui                   GO:00551 GO:00551  contig907 Solyc03g NADH-qui                    GO:00551 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  290.628 324.757 142.827 136.721 120.577 88.0329
GT Sense Sense 0.313 Detected -0.313 Detected 0.000 -1.118 Detected -1.424 Detected -1.271 0.067 GT Sens contig921 contig921 Reverse t         GATCGCAcontig921 Solyc11g Solyc11g Reverse transcriptase (Fragme     contig921 Solyc11g Pol polyp                 GO:00062 SL2.40ch AT1G33030.1  O-methyl      chr1:119  60.3842 46.6124 25.0431 20.424 27.5409 18.7001
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 -1.994 Detected -1.958 Detected -1.976 0.001 GT Sens contig922 contig922 Retrotran                        CGGAGTTcontig922 Solyc02g Solyc02g Retrotran                     GO:00150 GO:00150  contig922 Solyc12g Retrotran                      GO:00036 SL2.40ch AT5G52000.1 170.641 188.494 81.4958 68.2986 50.7216 43.661
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -1.656 Detected -0.891 Detected -1.274 0.080 GT Sens contig927 contig927 Unknown      AGGATTGcontig927 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig927 Solyc03g Unknown Protein (A  SL2.40ch AT3G1459NTMC2TY    NTMC2T                                                                chr3:490  234.139 294.924 2017.22 3388.18 93.9365 133.957
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -1.639 Detected -0.936 Detected -1.288 0.067 GT Sens contig930 contig930 Mutator-li                  ATAGTGAcontig930 Solyc08g Solyc08g Mutator-li               GO:00082 GO:00082   contig930 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT1G03720.1 56.0811 68.223 27.2946 17.3425 22.3726 30.5609
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -2.295 Detected -1.796 Detected -2.045 0.016 GT Sens contig931 contig931 Pol polyp                 ACATCTGcontig931 Solyc03g Solyc03g Pol polyp              GO:00150 GO:00150  contig931 Solyc10g Pol polyp               GO:00036 SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  7333.23 7746.62 2470.67 1812.14 1729.98 2052.91
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.487 Detected -1.287 Detected -1.387 0.006 GT Sens contig931 contig931 Pol polyp                 GTGACTTcontig931 Solyc07g Solyc07g Pol polyp              GO:00150 GO:00150  contig931 Solyc10g Pol polyp               GO:00036 SL2.40ch AT5G56460.1  protein k    chr5:228  338.597 380.615 166.221 139.311 144.264 139.119
GT Sense Sense -0.238 Detected 0.238 Detected 0.000 -2.366 Detected -1.039 Detected -1.702 0.137 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  582.943 965.204 534.921 894.7 163.959 345.254
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.917 Detected -1.510 Detected -1.713 0.015 GT Sens contig943 contig943 Polyprote        TTCTTGGcontig943 Solyc11g Solyc11g Polyprotein (AHRD V1 ***- Q0ZLcontig943 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G3966AGT2  AGT2 (AL             chr4:184  8348.68 9064.31 3580.34 2661.63 2594.6 2888.64



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
11776 GO:0019825 oxygen binding 0.00 22 3.7225041 389 1.1234008
3048 GO:0004364 glutathione transferase activi 0.00 9 1.5228426 84 0.24258527

25094 GO:0050789|GO:0050791 regulation of biological proce 0.00 108 18.27411 4315 12.461374
11931 GO:0020037 heme binding 0.00 24 4.0609136 550 1.5883559
3872 GO:0005506 iron ion binding 0.00 24 4.0609136 563 1.6258988

28364 GO:0065007 biological regulation 0.00 108 18.27411 4376 12.637537
25098 GO:0050794|GO:0051244 regulation of cellular process 0.00 100 16.920473 3987 11.514136
11224 GO:0019222 regulation of metabolic proce 0.00 81 13.705584 3115 8.995871
4530 GO:0006355|GO:0032583|Gregulation of transcription, DN 0.00 70 11.844332 2591 7.4826

25544 GO:0051252 regulation of RNA metabolic 0.00 70 11.844332 2593 7.488376
22409 GO:0046906 tetrapyrrole binding 0.00 24 4.0609136 596 1.7212002
32213 GO:2000112 regulation of cellular macrom   0.00 70 11.844332 2605 7.523031
13756 GO:0031326 regulation of cellular biosynth  0.00 70 11.844332 2605 7.523031
7141 GO:0009889 regulation of biosynthetic pro 0.00 70 11.844332 2605 7.523031
7772 GO:0010556 regulation of macromolecule  0.00 70 11.844332 2605 7.523031
7692 GO:0010468 regulation of gene expression 0.00 70 11.844332 2635 7.6096687

19590 GO:0043295 glutathione binding 0.00 5 0.8460237 31 0.08952551
7074 GO:0009815 1-aminocyclopropane-1-carb   0.00 6 1.0152284 49 0.14150807

27228 GO:0060255 regulation of macromolecule  0.00 70 11.844332 2660 7.6818666
13753 GO:0031323 regulation of cellular metabol  0.00 72 12.182741 2770 7.999538
25468 GO:0051171 regulation of nitrogen compo   0.00 70 11.844332 2675 7.7251854
11221 GO:0019219 regulation of nucleobase, nuc       0.00 70 11.844332 2675 7.7251854
31465 GO:0080090 regulation of primary metabo  0.00 70 11.844332 2710 7.826263
19479 GO:0043176 amine binding 0.00 7 1.1844332 80 0.2310336
9682 GO:0016597 amino acid binding 0.00 7 1.1844332 80 0.2310336

30700 GO:0072341 modified amino acid binding 0.00 6 1.0152284 59 0.17038727
2986 GO:0004252 serine-type endopeptidase ac 0.00 9 1.5228426 144 0.41586044
6888 GO:0009611|GO:0002245 response to wounding 0.00 6 1.0152284 66 0.1906027
9722 GO:0016641 oxidoreductase activity, actin          0.00 6 1.0152284 69 0.19926646
5766 GO:0008236 serine-type peptidase activity 0.00 11 1.8612521 214 0.6180149
4641 GO:0006508 proteolysis 0.00 30 5.0761423 965 2.7868426

13829 GO:0031406 carboxylic acid binding 0.00 7 1.1844332 98 0.28301615
10103 GO:0017171 serine hydrolase activity 0.00 11 1.8612521 220 0.63534236
9768 GO:0016706 oxidoreductase activity, actin                          0.00 9 1.5228426 175 0.505386
9719 GO:0016638 oxidoreductase activity, actin       0.00 6 1.0152284 89 0.25702485
9767 GO:0016705 oxidoreductase activity, actin           0.00 13 2.1996615 329 0.95012563
9818 GO:0016765|GO:0016766 transferase activity, transferr        0.00 9 1.5228426 185 0.53426516
5704 GO:0008150|GO:0000004|Gbiological_process 0.01 409 69.204735 22215 64.155136

20342 GO:0044092 negative regulation of molecu  0.01 9 1.5228426 188 0.54292893
19393 GO:0043086 negative regulation of catalyt  0.01 9 1.5228426 188 0.54292893
22375 GO:0046872 metal ion binding 0.01 69 11.675127 2985 8.6204405
19470 GO:0043167 ion binding 0.01 69 11.675127 2997 8.655096
19472 GO:0043169 cation binding 0.01 69 11.675127 2997 8.655096

716 GO:0001071 nucleic acid binding transcrip   0.01 37 6.2605753 1417 4.0921826
2643 GO:0003700|GO:0000130 sequence-specific DNA bind    0.01 37 6.2605753 1417 4.0921826
3356 GO:0004737 pyruvate decarboxylase activ 0.01 2 0.33840948 8 0.023103358
9600 GO:0016491 oxidoreductase activity 0.01 43 7.2758036 1724 4.9787736
5097 GO:0007049 cell cycle 0.01 4 0.67681897 52 0.15017183
5678 GO:0008113|GO:0033742 peptide-methionine-(S)-S-oxi   0.01 2 0.33840948 10 0.0288792
4526 GO:0006351|GO:0006350|Gtranscription, DNA-dependen 0.01 39 6.5989847 1575 4.548474

15176 GO:0032774 RNA biosynthetic process 0.01 39 6.5989847 1575 4.548474
2870 GO:0004064 arylesterase activity 0.01 3 0.5076142 30 0.086637594

13809 GO:0031386 protein tag 0.01 2 0.33840948 11 0.03176712
26959 GO:0055114 oxidation-reduction process 0.01 57 9.6446705 2490 7.1909204
5715 GO:0008171 O-methyltransferase activity 0.02 4 0.67681897 57 0.16461143

12516 GO:0022804 active transmembrane transp  0.02 22 3.7225041 787 2.2727928
3464 GO:0004857 enzyme inhibitor activity 0.02 7 1.1844332 157 0.4534034

18633 GO:0042277 peptide binding 0.02 5 0.8460237 95 0.27435237
3318 GO:0004693|GO:0016537 cyclin-dependent protein kina  0.03 3 0.5076142 37 0.10685303

12805 GO:0030246 carbohydrate binding 0.03 9 1.5228426 251 0.7248679
3801 GO:0005342 organic acid transmembrane  0.03 6 1.0152284 136 0.3927571

22444 GO:0046943 carboxylic acid transmembra   0.03 6 1.0152284 136 0.3927571
13435 GO:0030976 thiamine pyrophosphate bind 0.03 2 0.33840948 16 0.046206716
18757 GO:0042409 caffeoyl-CoA O-methyltransf  0.03 2 0.33840948 16 0.046206716
22412 GO:0046910 pectinesterase inhibitor activi 0.03 2 0.33840948 16 0.046206716
22415 GO:0046914 transition metal ion binding 0.03 57 9.6446705 2599 7.5057034
18738 GO:0042389 omega-3 fatty acid desaturas  0.03 2 0.33840948 17 0.049094636
3719 GO:0005201 extracellular matrix structural 0.03 1 0.16920474 2 0.00577584
5907 GO:0008413 8-oxo-7,8-dihydroguanosine t   0.03 1 0.16920474 2 0.00577584
7409 GO:0010177 2-(2'-methylthio)ethylmalate s  0.03 1 0.16920474 2 0.00577584
7470 GO:0010241 ent-kaurene oxidation to kaur  0.03 1 0.16920474 2 0.00577584
8509 GO:0015093 ferrous iron transmembrane  0.03 1 0.16920474 2 0.00577584
8612 GO:0015204|GO:0015287 urea transmembrane transpo  0.03 1 0.16920474 2 0.00577584
8953 GO:0015684 ferrous iron transport 0.03 1 0.16920474 2 0.00577584
9106 GO:0015840 urea transport 0.03 1 0.16920474 2 0.00577584

11186 GO:0019177 dihydroneopterin triphosphate  0.03 1 0.16920474 2 0.00577584
15726 GO:0033331 ent-kaurene metabolic proce 0.03 1 0.16920474 2 0.00577584
19204 GO:0042887 amide transmembrane transp  0.03 1 0.16920474 2 0.00577584
30280 GO:0071918 urea transmembrane transpo 0.03 1 0.16920474 2 0.00577584
10899 GO:0018858 benzoate-CoA ligase activity 0.04 2 0.33840948 18 0.051982556
22917 GO:0047429 nucleoside-triphosphate diph  0.04 2 0.33840948 18 0.051982556
31431 GO:0080054 low affinity nitrate transmemb   0.04 3 0.5076142 45 0.1299564
2975 GO:0004175|GO:0016809 endopeptidase activity 0.05 10 1.6920474 320 0.9241344

19758 GO:0043492 ATPase activity, coupled to m   0.05 8 1.3536379 235 0.67866117
5921 GO:0008428 ribonuclease inhibitor activity 0.05 1 0.16920474 3 0.00866376

11784 GO:0019838 growth factor binding 0.05 3 0.5076142 49 0.14150807
31421 GO:0080044 quercetin 7-O-glucosyltransfe  0.05 3 0.5076142 49 0.14150807
3874 GO:0005509 calcium ion binding 0.05 9 1.5228426 279 0.8057296
9114 GO:0015849 organic acid transport 0.05 6 1.0152284 156 0.45051548

22443 GO:0046942 carboxylic acid transport 0.05 6 1.0152284 156 0.45051548
8584 GO:0015171|GO:0015359 amino acid transmembrane t  0.05 5 0.8460237 118 0.34077454
2521 GO:0003333 amino acid transmembrane t 0.05 5 0.8460237 118 0.34077454
8489 GO:0015066 alpha-amylase inhibitor activi 0.05 2 0.33840948 22 0.06353424

12608 GO:0030001 metal ion transport 0.06 11 1.8612521 374 1.080082
9806 GO:0016752 sinapoyltransferase activity 0.06 2 0.33840948 23 0.06642216
9807 GO:0016753 O-sinapoyltransferase activity 0.06 2 0.33840948 23 0.06642216
9808 GO:0016754 sinapoylglucose-malate O-sin  0.06 2 0.33840948 23 0.06642216
4951 GO:0006865|GO:0006866 amino acid transport 0.06 5 0.8460237 123 0.35521415

19473 GO:0043170|GO:0043283 macromolecule metabolic pr 0.06 127 21.489002 6553 18.92454
8559 GO:0015146 pentose transmembrane tran  0.06 2 0.33840948 24 0.06931008
8561 GO:0015148 D-xylose transmembrane tra  0.06 2 0.33840948 24 0.06931008
8829 GO:0015519 D-xylose:hydrogen symporte  0.06 2 0.33840948 24 0.06931008
9019 GO:0015750 pentose transport 0.06 2 0.33840948 24 0.06931008
9022 GO:0015753 D-xylose transport 0.06 2 0.33840948 24 0.06931008
5702 GO:0008146 sulfotransferase activity 0.06 3 0.5076142 54 0.15594767
3761 GO:0005275|GO:0005279 amine transmembrane transp  0.07 5 0.8460237 126 0.3638779

11522 GO:0019538|GO:0006411 protein metabolic process 0.07 83 14.043993 4134 11.938661
4039 GO:0005751|GO:0005752 mitochondrial respiratory cha   0.07 1 0.16920474 4 0.011551679
7511 GO:0010285|GO:0043742 L,L-diaminopimelate aminotr  0.07 1 0.16920474 4 0.011551679
8594 GO:0015184 L-cystine transmembrane tra  0.07 1 0.16920474 4 0.011551679
9080 GO:0015811 L-cystine transport 0.07 1 0.16920474 4 0.011551679

20901 GO:0045277|GO:0045287 respiratory chain complex IV 0.07 1 0.16920474 4 0.011551679
21300 GO:0045703 ketoreductase activity 0.07 1 0.16920474 4 0.011551679
31418 GO:0080041 ADP-ribose pyrophosphohyd  0.07 1 0.16920474 4 0.011551679
31507 GO:0080132 fatty acid alpha-hydroxylase a 0.07 1 0.16920474 4 0.011551679



75 GO:0000099 sulfur amino acid transmemb   0.07 1 0.16920474 4 0.011551679
77 GO:0000101 sulfur amino acid transport 0.07 1 0.16920474 4 0.011551679

21145 GO:0045543 gibberellin 2-beta-dioxygenas  0.07 2 0.33840948 25 0.072197996
18956 GO:0042626 ATPase activity, coupled to t    0.07 7 1.1844332 211 0.6093511
17024 GO:0034645|GO:0034961 cellular macromolecule biosy  0.07 43 7.2758036 1999 5.7729516
30066 GO:0071702 organic substance transport 0.07 14 2.3688664 529 1.5277096
9744 GO:0016671 oxidoreductase activity, actin          0.07 2 0.33840948 26 0.075085916
9861 GO:0016820 hydrolase activity, acting on a       0.07 7 1.1844332 212 0.612239
6428 GO:0009059|GO:0043284 macromolecule biosynthetic 0.07 43 7.2758036 2003 5.7845035
9308 GO:0016070 RNA metabolic process 0.08 40 6.7681894 1855 5.3570914
8749 GO:0015399 primary active transmembran   0.08 8 1.3536379 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-driven tr   0.08 8 1.3536379 260 0.75085914

17617 GO:0035251 UDP-glucosyltransferase act 0.08 7 1.1844332 218 0.62956655
9103 GO:0015837 amine transport 0.08 5 0.8460237 135 0.38986918

14850 GO:0032442 phenylcoumaran benzylic eth   0.08 1 0.16920474 5 0.0144396
21949 GO:0046424 ferulate 5-hydroxylase activity 0.08 1 0.16920474 5 0.0144396
11787 GO:0019842 vitamin binding 0.08 6 1.0152284 177 0.5111618
8526 GO:0015112 nitrate transmembrane transp  0.09 3 0.5076142 61 0.1761631
8975 GO:0015706|GO:0006872 nitrate transport 0.09 3 0.5076142 61 0.1761631

16430 GO:0034046 poly(G) RNA binding 0.09 4 0.67681897 100 0.28879198
3603 GO:0005030 neurotrophin receptor activity 0.09 2 0.33840948 30 0.086637594
6216 GO:0008810 cellulase activity 0.09 2 0.33840948 30 0.086637594

19425 GO:0043121 neurotrophin binding 0.09 2 0.33840948 30 0.086637594
22049 GO:0046527 glucosyltransferase activity 0.09 8 1.3536379 270 0.77973837
25820 GO:0051536 iron-sulfur cluster binding 0.10 3 0.5076142 64 0.18482687
25824 GO:0051540 metal cluster binding 0.10 3 0.5076142 64 0.18482687
3197 GO:0004550 nucleoside diphosphate kinas  0.10 1 0.16920474 6 0.01732752
3413 GO:0004802 transketolase activity 0.10 1 0.16920474 6 0.01732752
4375 GO:0006165 nucleoside diphosphate phos 0.10 1 0.16920474 6 0.01732752
7250 GO:0010012 steroid 22-alpha hydroxylase 0.10 1 0.16920474 6 0.01732752
9333 GO:0016101 diterpenoid metabolic proces 0.10 1 0.16920474 6 0.01732752
9772 GO:0016710 trans-cinnamate 4-monooxyg  0.10 1 0.16920474 6 0.01732752

19203 GO:0042886 amide transport 0.10 1 0.16920474 6 0.01732752
30707 GO:0072348 sulfur compound transport 0.10 1 0.16920474 6 0.01732752
2702 GO:0003852 2-isopropylmalate synthase a 0.10 1 0.16920474 6 0.01732752
2713 GO:0003863 3-methyl-2-oxobutanoate deh   0.10 1 0.16920474 6 0.01732752
3073 GO:0004397 histidine ammonia-lyase activ 0.10 1 0.16920474 6 0.01732752
5732 GO:0008194 UDP-glycosyltransferase act 0.10 9 1.5228426 322 0.9299102

21041 GO:0045431 flavonol synthase activity 0.10 2 0.33840948 32 0.09241343
25836 GO:0051552 flavone metabolic process 0.10 2 0.33840948 32 0.09241343
25837 GO:0051553 flavone biosynthetic process 0.10 2 0.33840948 32 0.09241343
25838 GO:0051554 flavonol metabolic process 0.10 2 0.33840948 32 0.09241343
25839 GO:0051555 flavonol biosynthetic process 0.10 2 0.33840948 32 0.09241343
3473 GO:0004867 serine-type endopeptidase in  0.10 3 0.5076142 66 0.1906027

23515 GO:0048037 cofactor binding 0.11 9 1.5228426 327 0.94434977
24968 GO:0050662 coenzyme binding 0.11 6 1.0152284 191 0.5515927
7691 GO:0010467 gene expression 0.11 41 6.937394 1974 5.7007537
5114 GO:0007067 mitosis 0.11 1 0.16920474 7 0.020215439

16115 GO:0033729 anthocyanidin reductase activ 0.11 1 0.16920474 7 0.020215439
21149 GO:0045548 phenylalanine ammonia-lyase 0.11 1 0.16920474 7 0.020215439
23710 GO:0048285 organelle fission 0.11 1 0.16920474 7 0.020215439

64 GO:0000087 M phase of mitotic cell cycle 0.11 1 0.16920474 7 0.020215439
213 GO:0000279 M phase 0.11 1 0.16920474 7 0.020215439
214 GO:0000280 nuclear division 0.11 1 0.16920474 7 0.020215439

31420 GO:0080043 quercetin 3-O-glucosyltransfe  0.11 3 0.5076142 69 0.19926646
7690 GO:0010466 negative regulation of peptida  0.12 4 0.67681897 110 0.31767118

12946 GO:0030414 peptidase inhibitor activity 0.12 4 0.67681897 110 0.31767118
25636 GO:0051346 negative regulation of hydrola  0.12 4 0.67681897 110 0.31767118
8679 GO:0015297 antiporter activity 0.12 5 0.8460237 152 0.4389638
8682 GO:0015300 solute:solute antiporter activit 0.12 5 0.8460237 152 0.4389638

21146 GO:0045544 gibberellin 20-oxidase activity 0.12 2 0.33840948 35 0.10107719
9740 GO:0016667 oxidoreductase activity, actin       0.13 3 0.5076142 72 0.20793022

26711 GO:0052547 regulation of peptidase activi 0.13 4 0.67681897 112 0.32344702
28100 GO:0061134 peptidase regulator activity 0.13 4 0.67681897 112 0.32344702
29081 GO:0070717 poly-purine tract binding 0.13 4 0.67681897 112 0.32344702
8739 GO:0015385|GO:0015502 sodium:hydrogen antiporter a 0.13 2 0.33840948 36 0.10396511
3402 GO:0004791 thioredoxin-disulfide reductas  0.13 1 0.16920474 8 0.023103358
3803 GO:0005344|GO:0015033 oxygen transporter activity 0.13 1 0.16920474 8 0.023103358
4035 GO:0005746 mitochondrial respiratory cha 0.13 1 0.16920474 8 0.023103358
6497 GO:0009132 nucleoside diphosphate meta  0.13 1 0.16920474 8 0.023103358
7003 GO:0009737 response to abscisic acid stim 0.13 1 0.16920474 8 0.023103358
7843 GO:0010628 positive regulation of gene ex 0.13 1 0.16920474 8 0.023103358
8725 GO:0015367 oxoglutarate:malate antiporte  0.13 1 0.16920474 8 0.023103358
8940 GO:0015669 gas transport 0.13 1 0.16920474 8 0.023103358
8942 GO:0015671 oxygen transport 0.13 1 0.16920474 8 0.023103358
9011 GO:0015742 alpha-ketoglutarate transport 0.13 1 0.16920474 8 0.023103358
9680 GO:0016595 glutamate binding 0.13 1 0.16920474 8 0.023103358

21461 GO:0045893|GO:0043193|Gpositive regulation of transcri  0.13 1 0.16920474 8 0.023103358
22702 GO:0047209 coniferyl-alcohol glucosyltran  0.13 1 0.16920474 8 0.023103358
28833 GO:0070469 respiratory chain 0.13 1 0.16920474 8 0.023103358
30696 GO:0072337 modified amino acid transpor 0.13 1 0.16920474 8 0.023103358
30708 GO:0072349 modified amino acid transme   0.13 1 0.16920474 8 0.023103358
3022 GO:0004338 glucan exo-1,3-beta-glucosid  0.13 1 0.16920474 8 0.023103358
9832 GO:0016782 transferase activity, transferr   0.13 3 0.5076142 74 0.21370606

30069 GO:0071705 nitrogen compound transport 0.13 6 1.0152284 202 0.5833598
26845 GO:0052689 carboxylic ester hydrolase ac 0.13 13 2.1996615 538 1.5537009
9637 GO:0016538|GO:0003751|Gcyclin-dependent protein kina   0.14 2 0.33840948 38 0.10974095

24966 GO:0050660 flavin adenine dinucleotide bi 0.14 4 0.67681897 118 0.34077454
7225 GO:0009978 allene oxide synthase activity 0.14 1 0.16920474 9 0.025991278

13224 GO:0030755 quercetin 3-O-methyltransfer  0.14 1 0.16920474 9 0.025991278
19342 GO:0043027 caspase inhibitor activity 0.14 1 0.16920474 9 0.025991278
19343 GO:0043028 caspase regulator activity 0.14 1 0.16920474 9 0.025991278
19458 GO:0043154|GO:0001719 negative regulation of caspas  0.14 1 0.16920474 9 0.025991278
19579 GO:0043281|GO:0043026 regulation of caspase activity 0.14 1 0.16920474 9 0.025991278
5891 GO:0008395|GO:0008394 steroid hydroxylase activity 0.15 2 0.33840948 40 0.1155168
7072 GO:0009813 flavonoid biosynthetic proces 0.15 2 0.33840948 40 0.1155168

21058 GO:0045454|GO:0030503|Gcell redox homeostasis 0.15 6 1.0152284 211 0.6093511
3856 GO:0005471|GO:0005349 ATP:ADP antiporter activity 0.16 1 0.16920474 10 0.0288792
4878 GO:0006772 thiamine metabolic process 0.16 1 0.16920474 10 0.0288792
6592 GO:0009228 thiamine biosynthetic process 0.16 1 0.16920474 10 0.0288792
7175 GO:0009924 octadecanal decarbonylase a 0.16 1 0.16920474 10 0.0288792
9741 GO:0016668|GO:0016654 oxidoreductase activity, actin            0.16 1 0.16920474 10 0.0288792

26022 GO:0051740 ethylene binding 0.16 1 0.16920474 10 0.0288792
30135 GO:0071771 aldehyde decarbonylase acti 0.16 1 0.16920474 10 0.0288792
30687 GO:0072328 alkene binding 0.16 1 0.16920474 10 0.0288792
22376 GO:0046873 metal ion transmembrane tra  0.16 6 1.0152284 213 0.6151269
3718 GO:0005200 structural constituent of cytos 0.16 2 0.33840948 42 0.121292636
4911 GO:0006812|GO:0006819|Gcation transport 0.16 15 2.5380712 662 1.9118029
9849 GO:0016803 ether hydrolase activity 0.17 1 0.16920474 11 0.03176712

12469 GO:0022402 cell cycle process 0.17 1 0.16920474 11 0.03176712
12470 GO:0022403 cell cycle phase 0.17 1 0.16920474 11 0.03176712
16183 GO:0033799 myricetin 3'-O-methyltransfer  0.17 1 0.16920474 11 0.03176712

212 GO:0000278 mitotic cell cycle 0.17 1 0.16920474 11 0.03176712
2989 GO:0004301 epoxide hydrolase activity 0.17 1 0.16920474 11 0.03176712
7071 GO:0009812 flavonoid metabolic process 0.17 2 0.33840948 44 0.12706847
3476 GO:0004872|GO:0019041 receptor activity 0.18 15 2.5380712 672 1.9406822
8666 GO:0015276 ligand-gated ion channel acti 0.18 2 0.33840948 45 0.1299564

12530 GO:0022834 ligand-gated channel activity 0.18 2 0.33840948 45 0.1299564
4786 GO:0006664 glycolipid metabolic process 0.19 1 0.16920474 12 0.03465504
6610 GO:0009247 glycolipid biosynthetic proces 0.19 1 0.16920474 12 0.03465504
7526 GO:0010301|GO:0033710 xanthoxin dehydrogenase ac 0.19 1 0.16920474 12 0.03465504
9704 GO:0016621 cinnamoyl-CoA reductase ac 0.19 1 0.16920474 12 0.03465504



14848 GO:0032440 2-alkenal reductase activity 0.19 1 0.16920474 12 0.03465504
19047 GO:0042723 thiamine-containing compoun   0.19 1 0.16920474 12 0.03465504
19048 GO:0042724 thiamine-containing compoun   0.19 1 0.16920474 12 0.03465504
21503 GO:0045935 positive regulation of nucleob        0.19 1 0.16920474 12 0.03465504
21992 GO:0046467 membrane lipid biosynthetic 0.19 1 0.16920474 12 0.03465504
25470 GO:0051173 positive regulation of nitrogen   0.19 1 0.16920474 12 0.03465504
25546 GO:0051254 positive regulation of RNA m  0.19 1 0.16920474 12 0.03465504
6427 GO:0009058 biosynthetic process 0.19 54 9.137055 2796 8.074624
4032 GO:0005743 mitochondrial inner membran 0.19 3 0.5076142 88 0.25413695
3475 GO:0004871|GO:0005062|Gsignal transducer activity 0.19 17 2.8764806 787 2.2727928

27063 GO:0060089 molecular transducer activity 0.19 17 2.8764806 787 2.2727928
12547 GO:0022857|GO:0005386|Gtransmembrane transporter a 0.19 30 5.0761423 1483 4.282785
4990 GO:0006915|GO:0008632 apoptosis 0.19 6 1.0152284 227 0.6555578

21331 GO:0045735 nutrient reservoir activity 0.19 3 0.5076142 89 0.25702485
3449 GO:0004842|GO:0004840|Gubiquitin-protein ligase activit 0.20 8 1.3536379 326 0.94146186
7551 GO:0010327 acetyl CoA:(Z)-3-hexen-1-ol a  0.20 1 0.16920474 13 0.037542958
8149 GO:0010941 regulation of cell death 0.20 1 0.16920474 13 0.037542958

13443 GO:0030984 kininogen binding 0.20 1 0.16920474 13 0.037542958
19298 GO:0042981 regulation of apoptosis 0.20 1 0.16920474 13 0.037542958
19381 GO:0043067|GO:0043070 regulation of programmed ce  0.20 1 0.16920474 13 0.037542958
25095 GO:0050790 regulation of catalytic activity 0.20 11 1.8612521 480 1.3862015
4909 GO:0006810|GO:0015457|Gtransport 0.20 45 7.614213 2315 6.6855345

25529 GO:0051234 establishment of localization 0.20 45 7.614213 2315 6.6855345
3844 GO:0005451 monovalent cation:hydrogen  0.20 2 0.33840948 49 0.14150807
6483 GO:0009116 nucleoside metabolic proces 0.20 2 0.33840948 49 0.14150807

25476 GO:0051179 localization 0.20 45 7.614213 2319 6.697086
28366 GO:0065009 regulation of molecular functi 0.21 11 1.8612521 484 1.3977532
9654 GO:0016567 protein ubiquitination 0.21 8 1.3536379 332 0.9587894

14854 GO:0032446 protein modification by small  0.21 8 1.3536379 332 0.9587894
29011 GO:0070647 protein modification by small    0.21 8 1.3536379 332 0.9587894
4408 GO:0006200 ATP catabolic process 0.21 14 2.3688664 641 1.8511566
9918 GO:0016887|GO:0004002 ATPase activity 0.21 14 2.3688664 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.21 14 2.3688664 641 1.8511566
4910 GO:0006811 ion transport 0.21 20 3.3840947 959 2.769515

28378 GO:0070011 peptidase activity, acting on L   0.21 12 2.0304568 537 1.550813
11695 GO:0019725 cellular homeostasis 0.21 6 1.0152284 234 0.67577326
5195 GO:0007165|GO:0023033 signal transduction 0.21 20 3.3840947 961 2.775291

12602 GO:0023052|GO:0023046 signaling 0.21 20 3.3840947 961 2.775291
7660 GO:0010436 carotenoid dioxygenase activ 0.21 1 0.16920474 14 0.040430877
8553 GO:0015140 malate transmembrane trans  0.21 1 0.16920474 14 0.040430877
8859 GO:0015556 C4-dicarboxylate transmemb   0.21 1 0.16920474 14 0.040430877
9009 GO:0015740 C4-dicarboxylate transport 0.21 1 0.16920474 14 0.040430877
9012 GO:0015743 malate transport 0.21 1 0.16920474 14 0.040430877
9399 GO:0016174 NAD(P)H oxidase activity 0.21 1 0.16920474 14 0.040430877
9847 GO:0016801 hydrolase activity, acting on e  0.21 1 0.16920474 14 0.040430877
9879 GO:0016841 ammonia-lyase activity 0.21 1 0.16920474 14 0.040430877

11157 GO:0019144 ADP-sugar diphosphatase ac 0.21 1 0.16920474 14 0.040430877
17616 GO:0035250 UDP-galactosyltransferase a 0.21 1 0.16920474 14 0.040430877
21150 GO:0045549 9-cis-epoxycarotenoid dioxyg  0.21 1 0.16920474 14 0.040430877
24970 GO:0050664 oxidoreductase activity, actin        0.21 1 0.16920474 14 0.040430877
29787 GO:0071423 malate transmembrane trans 0.21 1 0.16920474 14 0.040430877
31408 GO:0080031 methyl salicylate esterase ac 0.21 1 0.16920474 14 0.040430877
3808 GO:0005351|GO:0005403 sugar:hydrogen symporter ac 0.22 3 0.5076142 94 0.27146447
3835 GO:0005402 cation:sugar symporter activi 0.22 3 0.5076142 94 0.27146447

11803 GO:0019866 organelle inner membrane 0.22 3 0.5076142 94 0.27146447
2657 GO:0003727|GO:0003728 single-stranded RNA binding 0.22 5 0.8460237 188 0.54292893
3472 GO:0004866 endopeptidase inhibitor activ 0.22 3 0.5076142 95 0.27435237
8159 GO:0010951 negative regulation of endope  0.22 3 0.5076142 95 0.27435237

11712 GO:0019748 secondary metabolic process 0.22 3 0.5076142 95 0.27435237
26712 GO:0052548 regulation of endopeptidase 0.22 3 0.5076142 95 0.27435237
28101 GO:0061135 endopeptidase regulator activ 0.22 3 0.5076142 95 0.27435237
6965 GO:0009699 phenylpropanoid biosynthetic 0.22 2 0.33840948 52 0.15017183
2809 GO:0003993 acid phosphatase activity 0.22 2 0.33840948 52 0.15017183

18925 GO:0042592 homeostatic process 0.22 6 1.0152284 238 0.68732494
11747 GO:0019787|GO:0008639|Gsmall conjugating protein liga  0.22 8 1.3536379 339 0.9790048
5756 GO:0008219 cell death 0.23 6 1.0152284 239 0.69021285
8209 GO:0012501|GO:0016244 programmed cell death 0.23 6 1.0152284 239 0.69021285
9462 GO:0016265 death 0.23 6 1.0152284 239 0.69021285
7520 GO:0010294 abscisic acid glucosyltransfer  0.23 1 0.16920474 15 0.043318797

10079 GO:0017134 fibroblast growth factor bindin 0.23 1 0.16920474 15 0.043318797
14101 GO:0031683 G-protein beta/gamma-subun   0.23 1 0.16920474 15 0.043318797
2868 GO:0004062 aryl sulfotransferase activity 0.23 1 0.16920474 15 0.043318797
8677 GO:0015295 solute:hydrogen symporter a 0.23 3 0.5076142 98 0.28301615
8681 GO:0015299 solute:hydrogen antiporter ac 0.23 3 0.5076142 98 0.28301615

20499 GO:0044249 cellular biosynthetic process 0.24 50 8.460237 2635 7.6096687
2897 GO:0004091|GO:0004302|Gcarboxylesterase activity 0.24 5 0.8460237 194 0.5602564
3382 GO:0004768|GO:0016214|Gstearoyl-CoA 9-desaturase a 0.24 1 0.16920474 16 0.046206716
3742 GO:0005242 inward rectifier potassium ch  0.24 1 0.16920474 16 0.046206716
3782 GO:0005310|GO:0005312|Gdicarboxylic acid transmemb   0.24 1 0.16920474 16 0.046206716
3829 GO:0005381|GO:0005382|Giron ion transmembrane trans  0.24 1 0.16920474 16 0.046206716
4767 GO:0006643 membrane lipid metabolic pr 0.24 1 0.16920474 16 0.046206716
4928 GO:0006835|GO:0006841 dicarboxylic acid transport 0.24 1 0.16920474 16 0.046206716
7178 GO:0009927 histidine phosphotransfer kina  0.24 1 0.16920474 16 0.046206716
9386 GO:0016157 sucrose synthase activity 0.24 1 0.16920474 16 0.046206716
9427 GO:0016215 CoA desaturase activity 0.24 1 0.16920474 16 0.046206716
9878 GO:0016840 carbon-nitrogen lyase activity 0.24 1 0.16920474 16 0.046206716

17134 GO:0034755 iron ion transmembrane trans 0.24 1 0.16920474 16 0.046206716
31396 GO:0080019 fatty-acyl-CoA reductase (alc  0.24 1 0.16920474 16 0.046206716
9533 GO:0016405 CoA-ligase activity 0.24 2 0.33840948 55 0.15883559
5874 GO:0008374 O-acyltransferase activity 0.25 3 0.5076142 102 0.29456782

12794 GO:0030234 enzyme regulator activity 0.25 9 1.5228426 403 1.1638317
4446 GO:0006241 CTP biosynthetic process 0.25 1 0.16920474 17 0.049094636
6507 GO:0009142 nucleoside triphosphate biosy  0.25 1 0.16920474 17 0.049094636
6513 GO:0009148 pyrimidine nucleoside triphos   0.25 1 0.16920474 17 0.049094636
6565 GO:0009201 ribonucleoside triphosphate b  0.25 1 0.16920474 17 0.049094636
6572 GO:0009208 pyrimidine ribonucleoside trip   0.25 1 0.16920474 17 0.049094636
6573 GO:0009209 pyrimidine ribonucleoside trip   0.25 1 0.16920474 17 0.049094636
8585 GO:0015172 acidic amino acid transmemb   0.25 1 0.16920474 17 0.049094636
9069 GO:0015800 acidic amino acid transport 0.25 1 0.16920474 17 0.049094636

21602 GO:0046036|GO:0006243 CTP metabolic process 0.25 1 0.16920474 17 0.049094636
9910 GO:0016878 acid-thiol ligase activity 0.25 2 0.33840948 57 0.16461143
4913 GO:0006814|GO:0006834|Gsodium ion transport 0.26 2 0.33840948 58 0.16749935
8499 GO:0015081|GO:0022816 sodium ion transmembrane t  0.26 2 0.33840948 58 0.16749935
8558 GO:0015145 monosaccharide transmemb   0.26 2 0.33840948 58 0.16749935
9018 GO:0015749 monosaccharide transport 0.26 2 0.33840948 58 0.16749935

11820 GO:0019887 protein kinase regulator activ 0.26 2 0.33840948 58 0.16749935
18086 GO:0035725 sodium ion transmembrane t 0.26 2 0.33840948 58 0.16749935
29800 GO:0071436 sodium ion export 0.26 2 0.33840948 58 0.16749935
5763 GO:0008233 peptidase activity 0.26 12 2.0304568 565 1.6316746
4357 GO:0006139|GO:0055134 nucleobase, nucleoside, nucl      0.26 61 10.321489 3285 9.486816
8673 GO:0015291|GO:0015290|Gsecondary active transmemb   0.26 9 1.5228426 407 1.1753833

26931 GO:0055085 transmembrane transport 0.26 30 5.0761423 1548 4.4705
3832 GO:0005388 calcium-transporting ATPase 0.27 1 0.16920474 18 0.051982556
4134 GO:0005874 microtubule 0.27 1 0.16920474 18 0.051982556
4225 GO:0005985 sucrose metabolic process 0.27 1 0.16920474 18 0.051982556
7773 GO:0010557 positive regulation of macrom   0.27 1 0.16920474 18 0.051982556

12887 GO:0030332 cyclin binding 0.27 1 0.16920474 18 0.051982556
19253 GO:0042936 dipeptide transporter activity 0.27 3 0.5076142 105 0.3032316
19255 GO:0042938 dipeptide transport 0.27 3 0.5076142 105 0.3032316
3333 GO:0004712 protein serine/threonine/tyros   0.27 2 0.33840948 59 0.17038727

31895 GO:0090304 nucleic acid metabolic proces 0.27 44 7.4450083 2340 6.7577324
4840 GO:0006720|GO:0016096 isoprenoid metabolic process 0.27 2 0.33840948 60 0.17327519



6964 GO:0009698 phenylpropanoid metabolic p 0.27 2 0.33840948 60 0.17327519
14811 GO:0032403 protein complex binding 0.27 2 0.33840948 60 0.17327519
28375 GO:0070008 serine-type exopeptidase act 0.27 2 0.33840948 60 0.17327519
2980 GO:0004185 serine-type carboxypeptidase 0.27 2 0.33840948 60 0.17327519
3290 GO:0004656 procollagen-proline 4-dioxyge  0.28 1 0.16920474 19 0.054870475

11752 GO:0019798 procollagen-proline dioxygen  0.28 1 0.16920474 19 0.054870475
13966 GO:0031543 peptidyl-proline dioxygenase 0.28 1 0.16920474 19 0.054870475
13968 GO:0031545 peptidyl-proline 4-dioxygenas  0.28 1 0.16920474 19 0.054870475
5705 GO:0008152 metabolic process 0.28 305 51.607445 17432 50.34222
4954 GO:0006869 lipid transport 0.28 5 0.8460237 208 0.6006873
8085 GO:0010876 lipid localization 0.28 5 0.8460237 208 0.6006873

20488 GO:0044238 primary metabolic process 0.28 163 27.580372 9167 26.47356
3888 GO:0005529 sugar binding 0.28 4 0.67681897 158 0.45629135
6018 GO:0008559|GO:0005226|Gxenobiotic-transporting ATPa  0.29 2 0.33840948 62 0.17905103

11210 GO:0019207 kinase regulator activity 0.29 2 0.33840948 62 0.17905103
19225 GO:0042908 xenobiotic transport 0.29 2 0.33840948 62 0.17905103
19227 GO:0042910 xenobiotic transporter activity 0.29 2 0.33840948 62 0.17905103
2978 GO:0004180 carboxypeptidase activity 0.29 2 0.33840948 62 0.17905103
4921 GO:0006826|GO:0015681 iron ion transport 0.29 1 0.16920474 20 0.0577584
9707 GO:0016624 oxidoreductase activity, actin            0.29 1 0.16920474 20 0.0577584
9799 GO:0016744|GO:0016745 transferase activity, transferr     0.29 1 0.16920474 20 0.0577584
8680 GO:0015298 solute:cation antiporter activit 0.30 3 0.5076142 112 0.32344702
9730 GO:0016651 oxidoreductase activity, actin     0.30 3 0.5076142 112 0.32344702
3364 GO:0004745 retinol dehydrogenase activit 0.30 1 0.16920474 21 0.060646318
3474 GO:0004869|GO:0004870 cysteine-type endopeptidase  0.30 1 0.16920474 21 0.060646318
4420 GO:0006213 pyrimidine nucleoside metab  0.30 1 0.16920474 21 0.060646318
5878 GO:0008378 galactosyltransferase activity 0.30 1 0.16920474 21 0.060646318
6582 GO:0009218 pyrimidine ribonucleotide me  0.30 1 0.16920474 21 0.060646318
6584 GO:0009220 pyrimidine ribonucleotide bios  0.30 1 0.16920474 21 0.060646318

21697 GO:0046131 pyrimidine ribonucleoside me  0.30 1 0.16920474 21 0.060646318
9933 GO:0016903 oxidoreductase activity, actin         0.30 3 0.5076142 113 0.32633495
9710 GO:0016628 oxidoreductase activity, actin            0.30 2 0.33840948 65 0.18771479

14379 GO:0031966 mitochondrial membrane 0.31 3 0.5076142 114 0.32922286
9422 GO:0016209 antioxidant activity 0.31 4 0.67681897 165 0.47650677
5840 GO:0008324 cation transmembrane transp  0.31 11 1.8612521 538 1.5537009
7143 GO:0009891 positive regulation of biosynth  0.32 1 0.16920474 22 0.06353424
8774 GO:0015431 glutathione S-conjugate-expo   0.32 1 0.16920474 22 0.06353424

10032 GO:0017075 syntaxin-1 binding 0.32 1 0.16920474 22 0.06353424
12660 GO:0030077 plasma membrane light-harv  0.32 1 0.16920474 22 0.06353424
13038 GO:0030551 cyclic nucleotide binding 0.32 1 0.16920474 22 0.06353424
13758 GO:0031328 positive regulation of cellular  0.32 1 0.16920474 22 0.06353424
18438 GO:0042054 histone methyltransferase ac 0.32 1 0.16920474 22 0.06353424
19040 GO:0042716 plasma membrane-derived c 0.32 1 0.16920474 22 0.06353424
19325 GO:0043008 ATP-dependent protein bindi 0.32 1 0.16920474 22 0.06353424
30359 GO:0071997 glutathione S-conjugate-trans   0.32 1 0.16920474 22 0.06353424
4609 GO:0006464 protein modification process 0.32 51 8.629441 2781 8.031305
2674 GO:0003824 catalytic activity 0.32 189 31.979696 10750 31.045137
3986 GO:0005681 spliceosomal complex 0.33 1 0.16920474 23 0.06642216
5636 GO:0008061 chitin binding 0.33 1 0.16920474 23 0.06642216
6512 GO:0009147 pyrimidine nucleoside triphos   0.33 1 0.16920474 23 0.06642216
7527 GO:0010302 2-oxoglutarate-dependent dio  0.33 1 0.16920474 23 0.06642216

22414 GO:0046912 transferase activity, transferr          0.33 1 0.16920474 23 0.06642216
25416 GO:0051119 sugar transmembrane transp  0.33 3 0.5076142 118 0.34077454
9795 GO:0016740 transferase activity 0.33 68 11.505922 3764 10.870131
3620 GO:0005057 receptor signaling protein act 0.33 2 0.33840948 69 0.19926646

21710 GO:0046148 pigment biosynthetic process 0.33 2 0.33840948 69 0.19926646
8943 GO:0015672 monovalent inorganic cation 0.33 8 1.3536379 383 1.1060733
3156 GO:0004497 monooxygenase activity 0.34 4 0.67681897 172 0.49672222
3213 GO:0004568 chitinase activity 0.34 1 0.16920474 24 0.06931008
6248 GO:0008843 endochitinase activity 0.34 1 0.16920474 24 0.06931008
9779 GO:0016717 oxidoreductase activity, actin                       0.34 1 0.16920474 24 0.06931008

22440 GO:0046939 nucleotide phosphorylation 0.34 1 0.16920474 24 0.06931008
31407 GO:0080030 methyl indole-3-acetate ester  0.34 1 0.16920474 24 0.06931008
2821 GO:0004012|GO:0008557 phospholipid-translocating AT  0.34 1 0.16920474 24 0.06931008
8494 GO:0015075 ion transmembrane transport  0.34 16 2.7072759 827 2.3883097
8675 GO:0015293 symporter activity 0.34 4 0.67681897 173 0.49961013
3723 GO:0005215|GO:0005478 transporter activity 0.35 34 5.752961 1844 5.325324
9482 GO:0016291|GO:0008778|Gacyl-CoA thioesterase activity 0.35 1 0.16920474 25 0.072197996

31493 GO:0080118 brassinosteroid sulfotransfera  0.35 1 0.16920474 25 0.072197996
16603 GO:0034220 ion transmembrane transport 0.35 16 2.7072759 833 2.4056373
9913 GO:0016881 acid-amino acid ligase activit 0.35 8 1.3536379 391 1.1291766
9812 GO:0016758 transferase activity, transferr   0.35 10 1.6920474 501 1.4468478
9703 GO:0016620 oxidoreductase activity, actin              0.35 2 0.33840948 73 0.21081814

18786 GO:0042440 pigment metabolic process 0.35 2 0.33840948 73 0.21081814
11202 GO:0019199 transmembrane receptor pro   0.36 10 1.6920474 504 1.4555116
9194 GO:0015935 small ribosomal subunit 0.36 1 0.16920474 26 0.075085916
9421 GO:0016208 AMP binding 0.36 1 0.16920474 26 0.075085916
9658 GO:0016571 histone methylation 0.36 1 0.16920474 26 0.075085916
126 GO:0000160 two-component signal transd   0.36 1 0.16920474 26 0.075085916

13082 GO:0030599 pectinesterase activity 0.36 4 0.67681897 178 0.5140497
12741 GO:0030170 pyridoxal phosphate binding 0.36 3 0.5076142 126 0.3638779
28643 GO:0070279 vitamin B6 binding 0.36 3 0.5076142 126 0.3638779
8810 GO:0015491 cation:cation antiporter activit 0.37 2 0.33840948 75 0.21659398
4612 GO:0006468 protein phosphorylation 0.37 40 6.7681894 2205 6.367863
3329 GO:0004708 MAP kinase kinase activity 0.37 1 0.16920474 27 0.077973835
3725 GO:0005217 intracellular ligand-gated ion  0.37 1 0.16920474 27 0.077973835
8919 GO:0015645 fatty acid ligase activity 0.37 1 0.16920474 27 0.077973835
9541 GO:0016413 O-acetyltransferase activity 0.37 1 0.16920474 27 0.077973835

12573 GO:0022891 substrate-specific transmemb   0.37 23 3.8917089 1241 3.5839086
6563 GO:0009199 ribonucleoside triphosphate m  0.37 15 2.5380712 790 2.2814567
3877 GO:0005516 calmodulin binding 0.38 5 0.8460237 236 0.6815491
6529 GO:0009165 nucleotide biosynthetic proce 0.38 2 0.33840948 77 0.22236982
4916 GO:0006818 hydrogen transport 0.38 6 1.0152284 292 0.84327257
9246 GO:0015992 proton transport 0.38 6 1.0152284 292 0.84327257
3284 GO:0004650 polygalacturonase activity 0.38 1 0.16920474 28 0.080861755
4374 GO:0006164 purine nucleotide biosynthetic 0.38 1 0.16920474 28 0.080861755
7145 GO:0009893 positive regulation of metabo  0.38 1 0.16920474 28 0.080861755
7819 GO:0010604 positive regulation of macrom   0.38 1 0.16920474 28 0.080861755
9827 GO:0016776 phosphotransferase activity,    0.38 1 0.16920474 28 0.080861755

13634 GO:0031177 phosphopantetheine binding 0.38 1 0.16920474 28 0.080861755
13755 GO:0031325 positive regulation of cellular  0.38 1 0.16920474 28 0.080861755
6506 GO:0009141 nucleoside triphosphate meta  0.38 15 2.5380712 796 2.2987843
9909 GO:0016877 ligase activity, forming carbo  0.39 2 0.33840948 78 0.22525774

30865 GO:0072509 divalent inorganic cation tran   0.39 2 0.33840948 78 0.22525774
25998 GO:0051716 cellular response to stimulus 0.39 21 3.5532994 1138 3.2864528
25195 GO:0050896|GO:0051869 response to stimulus 0.39 34 5.752961 1881 5.432177
20510 GO:0044260|GO:0034960 cellular macromolecule meta  0.39 98 16.582064 5577 16.105928
4427 GO:0006221 pyrimidine nucleotide biosynt  0.39 1 0.16920474 29 0.083749674
4841 GO:0006721 terpenoid metabolic process 0.39 1 0.16920474 29 0.083749674

11834 GO:0019905 syntaxin binding 0.39 1 0.16920474 29 0.083749674
3955 GO:0005634 nucleus 0.40 26 4.399323 1433 4.138389

18674 GO:0042325 regulation of phosphorylation 0.40 2 0.33840948 81 0.23392151
5916 GO:0008422|GO:0016983 beta-glucosidase activity 0.40 1 0.16920474 30 0.086637594
6814 GO:0009526 plastid envelope 0.40 1 0.16920474 30 0.086637594
7188 GO:0009941 chloroplast envelope 0.40 1 0.16920474 30 0.086637594
8683 GO:0015301|GO:0015380|Ganion:anion antiporter activity 0.40 1 0.16920474 30 0.086637594
5712 GO:0008168|GO:0004480 methyltransferase activity 0.40 5 0.8460237 244 0.7046524
3242 GO:0004601|GO:0016685|Gperoxidase activity 0.41 3 0.5076142 135 0.38986918
9754 GO:0016684 oxidoreductase activity, actin     0.41 3 0.5076142 135 0.38986918

29202 GO:0070838 divalent metal ion transport 0.41 2 0.33840948 82 0.23680943
4373 GO:0006163 purine nucleotide metabolic p 0.41 15 2.5380712 810 2.339215

30884 GO:0072528 pyrimidine-containing compo   0.41 1 0.16920474 31 0.08952551



6622 GO:0009259|GO:0009121 ribonucleotide metabolic proc 0.41 15 2.5380712 812 2.344991
3787 GO:0005319 lipid transporter activity 0.42 2 0.33840948 83 0.23969735
4912 GO:0006813|GO:0015458 potassium ion transport 0.42 2 0.33840948 84 0.24258527

30168 GO:0071804 cellular potassium ion transpo 0.42 2 0.33840948 84 0.24258527
30169 GO:0071805 potassium ion transmembran  0.42 2 0.33840948 84 0.24258527
30867 GO:0072511 divalent inorganic cation tran 0.42 2 0.33840948 84 0.24258527
3304 GO:0004672|GO:0050222 protein kinase activity 0.42 24 4.0609136 1333 3.8495972
3265 GO:0004630 phospholipase D activity 0.42 1 0.16920474 32 0.09241343
4614 GO:0006470 protein dephosphorylation 0.42 1 0.16920474 32 0.09241343
6942 GO:0009674 potassium:sodium symporter 0.42 1 0.16920474 32 0.09241343

12522 GO:0022820 potassium ion symporter acti 0.42 1 0.16920474 32 0.09241343
23914 GO:0048522|GO:0051242 positive regulation of cellular 0.42 1 0.16920474 32 0.09241343
4942 GO:0006855 drug transmembrane transpo 0.42 3 0.5076142 139 0.40142086
8607 GO:0015197|GO:0015637 peptide transporter activity 0.42 3 0.5076142 139 0.40142086
8608 GO:0015198 oligopeptide transporter activ 0.42 3 0.5076142 139 0.40142086
8642 GO:0015238|GO:0015239|Gdrug transmembrane transpo  0.42 3 0.5076142 139 0.40142086
9154 GO:0015893 drug transport 0.42 3 0.5076142 139 0.40142086

18832 GO:0042493|GO:0017035 response to drug 0.42 3 0.5076142 139 0.40142086
11222 GO:0019220 regulation of phosphate meta  0.43 2 0.33840948 85 0.24547319
25471 GO:0051174 regulation of phosphorus me  0.43 2 0.33840948 85 0.24547319
25626 GO:0051336 regulation of hydrolase activit 0.43 4 0.67681897 196 0.5660323
19684 GO:0043412 macromolecule modification 0.43 51 8.629441 2900 8.374968
5768 GO:0008238 exopeptidase activity 0.43 2 0.33840948 86 0.24836111
4944 GO:0006857 oligopeptide transport 0.43 3 0.5076142 141 0.4071967
8676 GO:0015294 solute:cation symporter activ 0.43 3 0.5076142 141 0.4071967
9099 GO:0015833 peptide transport 0.43 3 0.5076142 141 0.4071967
4493 GO:0006298|GO:0006300 mismatch repair 0.43 1 0.16920474 33 0.09530135

30878 GO:0072522 purine-containing compound  0.43 1 0.16920474 33 0.09530135
18953 GO:0042623 ATPase activity, coupled 0.43 10 1.6920474 537 1.550813
30877 GO:0072521 purine-containing compound  0.44 15 2.5380712 827 2.3883097
8557 GO:0015144 carbohydrate transmembran   0.44 3 0.5076142 143 0.41297254

16602 GO:0034219 carbohydrate transmembran  0.44 3 0.5076142 143 0.41297254
3749 GO:0005249 voltage-gated potassium cha  0.44 1 0.16920474 34 0.09818927
5270 GO:0007264 small GTPase mediated sign  0.44 1 0.16920474 34 0.09818927
6486 GO:0009119 ribonucleoside metabolic pro 0.44 1 0.16920474 34 0.09818927

11208 GO:0019205 nucleobase, nucleoside, nucl   0.44 1 0.16920474 34 0.09818927
11831 GO:0019902 phosphatase binding 0.44 1 0.16920474 34 0.09818927
11832 GO:0019903 protein phosphatase binding 0.44 1 0.16920474 34 0.09818927
12574 GO:0022892 substrate-specific transporter 0.44 26 4.399323 1463 4.2250266
26932 GO:0055086 nucleobase, nucleoside and   0.45 17 2.8764806 944 2.7261963
4405 GO:0006195 purine nucleotide catabolic p 0.45 14 2.3688664 773 2.232362
6508 GO:0009143 nucleoside triphosphate cata  0.45 14 2.3688664 773 2.232362
6509 GO:0009144 purine nucleoside triphospha   0.45 14 2.3688664 773 2.232362
6511 GO:0009146 purine nucleoside triphospha   0.45 14 2.3688664 773 2.232362
6519 GO:0009154 purine ribonucleotide catabol  0.45 14 2.3688664 773 2.232362
6530 GO:0009166 nucleotide catabolic process 0.45 14 2.3688664 773 2.232362
6567 GO:0009203 ribonucleoside triphosphate c  0.45 14 2.3688664 773 2.232362
6569 GO:0009205 purine ribonucleoside triphos   0.45 14 2.3688664 773 2.232362
6571 GO:0009207 purine ribonucleoside triphos   0.45 14 2.3688664 773 2.232362
6624 GO:0009261 ribonucleotide catabolic proc 0.45 14 2.3688664 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, nucl      0.45 14 2.3688664 773 2.232362
17035 GO:0034656 nucleobase, nucleoside and   0.45 14 2.3688664 773 2.232362
22209 GO:0046700 heterocycle catabolic proces 0.45 14 2.3688664 773 2.232362
30879 GO:0072523 purine-containing compound  0.45 14 2.3688664 773 2.232362
14380 GO:0031967 organelle envelope 0.45 4 0.67681897 201 0.5804719
4426 GO:0006220 pyrimidine nucleotide metabo  0.45 1 0.16920474 35 0.10107719
9480 GO:0016289 CoA hydrolase activity 0.45 1 0.16920474 35 0.10107719

12806 GO:0030247 polysaccharide binding 0.45 1 0.16920474 35 0.10107719
1169 GO:0001871 pattern binding 0.45 1 0.16920474 35 0.10107719

28365 GO:0065008 regulation of biological quality 0.45 6 1.0152284 316 0.9125827
20520 GO:0044270 cellular nitrogen compound c  0.46 14 2.3688664 777 2.2439137
6071 GO:0008643|GO:0006861|Gcarbohydrate transport 0.46 3 0.5076142 147 0.42452422
9796 GO:0016741 transferase activity, transferr   0.46 5 0.8460237 261 0.7537471
6794 GO:0009505 plant-type cell wall 0.46 1 0.16920474 36 0.10396511

12626 GO:0030029 actin filament-based process 0.46 1 0.16920474 36 0.10396511
12633 GO:0030036 actin cytoskeleton organizatio 0.46 1 0.16920474 36 0.10396511
20649 GO:0044455 mitochondrial membrane par 0.46 1 0.16920474 36 0.10396511
9579 GO:0016462 pyrophosphatase activity 0.46 17 2.8764806 954 2.7550755

14387 GO:0031975 envelope 0.46 4 0.67681897 205 0.59202355
9859 GO:0016818 hydrolase activity, acting on a     0.47 17 2.8764806 956 2.7608514

16785 GO:0034404 nucleobase, nucleoside and   0.47 2 0.33840948 92 0.26568863
17033 GO:0034654 nucleobase, nucleoside, nucl      0.47 2 0.33840948 92 0.26568863
11426 GO:0019438 aromatic compound biosynth  0.47 3 0.5076142 149 0.43030006
3758 GO:0005267 potassium channel activity 0.47 1 0.16920474 37 0.10685303
8934 GO:0015662 ATPase activity, coupled to t      0.47 1 0.16920474 37 0.10685303
8980 GO:0015711 organic anion transport 0.47 1 0.16920474 37 0.10685303
9858 GO:0016817 hydrolase activity, acting on a  0.47 17 2.8764806 959 2.769515
5018 GO:0006950 response to stress 0.47 11 1.8612521 611 1.764519
9811 GO:0016757|GO:0016932 transferase activity, transferr   0.48 13 2.1996615 729 2.1052935
4029 GO:0005740 mitochondrial envelope 0.48 3 0.5076142 151 0.4360759
5066 GO:0007010 cytoskeleton organization 0.48 1 0.16920474 38 0.10974095
6749 GO:0009414 response to water deprivation 0.48 1 0.16920474 38 0.10974095
8501 GO:0015085 calcium ion transmembrane t  0.48 1 0.16920474 38 0.10974095
8588 GO:0015175 neutral amino acid transmem   0.48 1 0.16920474 38 0.10974095
9073 GO:0015804 neutral amino acid transport 0.48 1 0.16920474 38 0.10974095

12538 GO:0022843 voltage-gated cation channel 0.48 1 0.16920474 38 0.10974095
117 GO:0000149 SNARE binding 0.48 1 0.16920474 38 0.10974095

6515 GO:0009150 purine ribonucleotide metabo  0.48 14 2.3688664 791 2.2843447
6623 GO:0009260 ribonucleotide biosynthetic pr 0.49 1 0.16920474 39 0.11262887

30883 GO:0072527 pyrimidine-containing compo   0.49 1 0.16920474 39 0.11262887
6424 GO:0009055|GO:0009053|Gelectron carrier activity 0.49 3 0.5076142 154 0.44473964
8517 GO:0015103 inorganic anion transmembra   0.49 3 0.5076142 154 0.44473964
4867 GO:0006753 nucleoside phosphate metab  0.49 16 2.7072759 914 2.6395588
6484 GO:0009117 nucleotide metabolic process 0.49 16 2.7072759 914 2.6395588
8495 GO:0015077 monovalent inorganic cation   0.50 4 0.67681897 214 0.6180149

23910 GO:0048518|GO:0043119 positive regulation of biologic  0.50 1 0.16920474 40 0.1155168
12572 GO:0022890|GO:0015082 inorganic cation transmembr   0.50 6 1.0152284 332 0.9587894
22007 GO:0046483 heterocycle metabolic proces 0.50 19 3.21489 1094 3.1593843
20627 GO:0044433 cytoplasmic vesicle part 0.51 1 0.16920474 41 0.118404716
3716 GO:0005198 structural molecule activity 0.51 7 1.1844332 393 1.1349525

17020 GO:0034641 cellular nitrogen compound m  0.51 63 10.659899 3678 10.621769
3490 GO:0004888|GO:0004926 transmembrane receptor act 0.51 10 1.6920474 571 1.6490022
4874 GO:0006767 water-soluble vitamin metabo  0.51 1 0.16920474 42 0.121292636
8461 GO:0015020|GO:0003981 glucuronosyltransferase activ 0.51 1 0.16920474 42 0.121292636

12659 GO:0030076 light-harvesting complex 0.51 1 0.16920474 42 0.121292636
13884 GO:0031461 cullin-RING ubiquitin ligase c 0.51 1 0.16920474 42 0.121292636
18713 GO:0042364 water-soluble vitamin biosynt  0.51 1 0.16920474 42 0.121292636
8496 GO:0015078 hydrogen ion transmembrane  0.52 3 0.5076142 160 0.4620672
9911 GO:0016879 ligase activity, forming carbo  0.52 8 1.3536379 456 1.3168914
9870 GO:0016830 carbon-carbon lyase activity 0.52 3 0.5076142 161 0.4649551
3900 GO:0005548|GO:0008497 phospholipid transporter activ 0.52 1 0.16920474 43 0.124180555
8589 GO:0015179 L-amino acid transmembrane  0.52 1 0.16920474 43 0.124180555
9076 GO:0015807 L-amino acid transport 0.52 1 0.16920474 43 0.124180555
9174 GO:0015914 phospholipid transport 0.52 1 0.16920474 43 0.124180555

13833 GO:0031410 cytoplasmic vesicle 0.52 1 0.16920474 43 0.124180555
14393 GO:0031982 vesicle 0.52 1 0.16920474 43 0.124180555
4873 GO:0006766 vitamin metabolic process 0.53 1 0.16920474 44 0.12706847
4914 GO:0006816 calcium ion transport 0.53 1 0.16920474 44 0.12706847
5797 GO:0008276 protein methyltransferase act 0.53 1 0.16920474 44 0.12706847
6477 GO:0009110 vitamin biosynthetic process 0.53 1 0.16920474 44 0.12706847
9186 GO:0015926 glucosidase activity 0.53 1 0.16920474 44 0.12706847
9753 GO:0016682 oxidoreductase activity, actin           0.53 1 0.16920474 44 0.12706847



20522 GO:0044272 sulfur compound biosynthetic 0.53 1 0.16920474 44 0.12706847
28952 GO:0070588 calcium ion transmembrane t 0.53 1 0.16920474 44 0.12706847
9709 GO:0016627 oxidoreductase activity, actin       0.53 2 0.33840948 104 0.30034366
5055 GO:0006996 organelle organization 0.53 3 0.5076142 164 0.47361887

20623 GO:0044429 mitochondrial part 0.54 3 0.5076142 165 0.47650677
14667 GO:0032259 methylation 0.54 5 0.8460237 285 0.8230572
5692 GO:0008134 transcription factor binding 0.54 1 0.16920474 45 0.1299564
8787 GO:0015450 P-P-bond-hydrolysis-driven p    0.54 1 0.16920474 45 0.1299564

11780 GO:0019829 cation-transporting ATPase a 0.54 1 0.16920474 45 0.1299564
4476 GO:0006278 RNA-dependent DNA replica 0.54 3 0.5076142 166 0.4793947
3942 GO:0005618 cell wall 0.55 2 0.33840948 107 0.30900744
4906 GO:0006807 nitrogen compound metaboli  0.55 63 10.659899 3725 10.757502
8497 GO:0015079|GO:0022817 potassium ion transmembran   0.55 1 0.16920474 47 0.13573223
4188 GO:0005938 cell cortex 0.56 1 0.16920474 48 0.13862015

14591 GO:0032183 SUMO binding 0.56 1 0.16920474 48 0.13862015
20642 GO:0044448 cell cortex part 0.56 1 0.16920474 48 0.13862015

113 GO:0000145 exocyst 0.56 1 0.16920474 48 0.13862015
20498 GO:0044248 cellular catabolic process 0.56 15 2.5380712 894 2.5818002
12868 GO:0030312 external encapsulating struct 0.57 2 0.33840948 111 0.3205591
9906 GO:0016874 ligase activity 0.57 10 1.6920474 597 1.7240882
3756 GO:0005261|GO:0015281|Gcation channel activity 0.57 1 0.16920474 49 0.14150807
6750 GO:0009415 response to water 0.57 1 0.16920474 49 0.14150807
8909 GO:0015630 microtubule cytoskeleton 0.57 1 0.16920474 49 0.14150807
9493 GO:0016310 phosphorylation 0.57 42 7.106599 2504 7.2313514
4622 GO:0006479 protein methylation 0.58 1 0.16920474 50 0.14439599
5750 GO:0008213 protein alkylation 0.58 1 0.16920474 50 0.14439599

20517 GO:0044267 cellular protein metabolic pro 0.58 54 9.137055 3225 9.313541
8967 GO:0015698 inorganic anion transport 0.58 3 0.5076142 176 0.5082739
9871 GO:0016831 carboxy-lyase activity 0.59 2 0.33840948 115 0.3321108
6166 GO:0008757 S-adenosylmethionine-depen   0.60 3 0.5076142 180 0.5198256

20532 GO:0044282 small molecule catabolic proc 0.60 14 2.3688664 854 2.4662836
9750 GO:0016679 oxidoreductase activity, actin        0.60 1 0.16920474 53 0.15305975
9836 GO:0016787 hydrolase activity 0.60 62 10.490694 3723 10.751725
5981 GO:0008509 anion transmembrane transp  0.60 4 0.67681897 245 0.70754033

17918 GO:0035556|GO:0007242|Gintracellular signal transductio 0.61 1 0.16920474 54 0.15594767
4917 GO:0006820|GO:0006822 anion transport 0.61 4 0.67681897 247 0.7133162

20505 GO:0044255 cellular lipid metabolic proces 0.61 3 0.5076142 184 0.53137726
4894 GO:0006790 sulfur compound metabolic p 0.61 1 0.16920474 55 0.15883559
4844 GO:0006725 cellular aromatic compound m  0.61 3 0.5076142 185 0.53426516
3200 GO:0004553|GO:0016800 hydrolase activity, hydrolyzing  0.62 5 0.8460237 312 0.90103096

12532 GO:0022836 gated channel activity 0.62 2 0.33840948 122 0.3523262
4224 GO:0005984 disaccharide metabolic proce 0.62 1 0.16920474 56 0.16172351
9369 GO:0016137 glycoside metabolic process 0.62 1 0.16920474 56 0.16172351
7229 GO:0009987|GO:0008151|Gcellular process 0.62 178 30.118443 10601 30.614838
5964 GO:0008483 transaminase activity 0.63 1 0.16920474 57 0.16461143
9813 GO:0016759 cellulose synthase activity 0.63 1 0.16920474 57 0.16461143
9821 GO:0016769 transferase activity, transferr   0.63 1 0.16920474 57 0.16461143
3323 GO:0004702 receptor signaling protein ser   0.63 1 0.16920474 58 0.16749935
5819 GO:0008299|GO:0009241 isoprenoid biosynthetic proce 0.63 1 0.16920474 58 0.16749935
6665 GO:0009311 oligosaccharide metabolic pr 0.63 1 0.16920474 58 0.16749935
2831 GO:0004022 alcohol dehydrogenase (NAD  0.64 1 0.16920474 59 0.17038727
2626 GO:0003674|GO:0005554 molecular_function 0.64 413 69.88155 24394 70.447914

10058 GO:0017111 nucleoside-triphosphatase ac 0.64 14 2.3688664 878 2.5355935
3306 GO:0004674|GO:0004695|Gprotein serine/threonine kinas  0.64 17 2.8764806 1062 3.0669708

30206 GO:0071842 cellular component organizat    0.64 3 0.5076142 193 0.5573685
5652 GO:0008081|GO:0004434|Gphosphoric diester hydrolase 0.64 1 0.16920474 60 0.17327519
9824 GO:0016773 phosphotransferase activity,    0.65 24 4.0609136 1493 4.311664
2818 GO:0004003 ATP-dependent DNA helicas  0.65 1 0.16920474 61 0.1761631
4849 GO:0006730|GO:0019753|Gone-carbon metabolic proces 0.65 5 0.8460237 325 0.93857396
9488 GO:0016301 kinase activity 0.65 28 4.737733 1740 5.0249805

22479 GO:0046983 protein dimerization activity 0.66 8 1.3536379 517 1.4930545
3340 GO:0004721 phosphoprotein phosphatase 0.66 3 0.5076142 199 0.57469606

10244 GO:0018130 heterocycle biosynthetic proc 0.66 3 0.5076142 199 0.57469606
19126 GO:0042803 protein homodimerization act 0.66 4 0.67681897 265 0.7652988
22416 GO:0046915 transition metal ion transmem   0.67 1 0.16920474 64 0.18482687
15436 GO:0033036 macromolecule localization 0.67 6 1.0152284 397 1.1465042
9838 GO:0016790 thiolester hydrolase activity 0.67 1 0.16920474 65 0.18771479
5791 GO:0008270 zinc ion binding 0.67 30 5.0761423 1880 5.4292893
9765 GO:0016702 oxidoreductase activity, actin               0.68 1 0.16920474 66 0.1906027
2629 GO:0003678|GO:0003679 DNA helicase activity 0.68 1 0.16920474 67 0.19349062
4897 GO:0006793 phosphorus metabolic proces 0.69 47 7.952623 2925 8.4471655
4900 GO:0006796 phosphate metabolic process 0.69 47 7.952623 2925 8.4471655

18955 GO:0042625 ATPase activity, coupled to t    0.69 1 0.16920474 68 0.19637854
32 GO:0000041 transition metal ion transport 0.69 1 0.16920474 68 0.19637854

3724 GO:0005216 ion channel activity 0.69 2 0.33840948 140 0.40430877
6046 GO:0008610 lipid biosynthetic process 0.70 2 0.33840948 141 0.4071967
5726 GO:0008187 poly-pyrimidine tract binding 0.70 1 0.16920474 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.70 1 0.16920474 70 0.20215438
5838 GO:0008320 protein transmembrane trans  0.70 1 0.16920474 70 0.20215438

12568 GO:0022884 macromolecule transmembra   0.70 1 0.16920474 70 0.20215438
9771 GO:0016709 oxidoreductase activity, actin                        0.71 1 0.16920474 71 0.2050423
3744 GO:0005244 voltage-gated ion channel ac 0.71 1 0.16920474 72 0.20793022
9764 GO:0016701 oxidoreductase activity, actin         0.71 1 0.16920474 72 0.20793022

12528 GO:0022832 voltage-gated channel activity 0.71 1 0.16920474 72 0.20793022
15280 GO:0032879 regulation of localization 0.71 1 0.16920474 72 0.20793022
17141 GO:0034762 regulation of transmembrane 0.71 1 0.16920474 72 0.20793022
17144 GO:0034765 regulation of ion transmembr  0.71 1 0.16920474 72 0.20793022
19568 GO:0043269 regulation of ion transport 0.71 1 0.16920474 72 0.20793022
25348 GO:0051049 regulation of transport 0.71 1 0.16920474 72 0.20793022
3311 GO:0004683|GO:0004684|Gcalmodulin-dependent protei   0.72 1 0.16920474 74 0.21370606

20628 GO:0044434 chloroplast part 0.72 1 0.16920474 74 0.21370606
20629 GO:0044435 plastid part 0.72 1 0.16920474 74 0.21370606
4028 GO:0005739 mitochondrion 0.72 3 0.5076142 219 0.63245445

25510 GO:0051213 dioxygenase activity 0.73 1 0.16920474 75 0.21659398
5019 GO:0006952|GO:0002217|Gdefense response 0.73 3 0.5076142 221 0.63823026
5663 GO:0008094|GO:0004011 DNA-dependent ATPase act 0.73 1 0.16920474 76 0.2194819
5604 GO:0008017 microtubule binding 0.73 1 0.16920474 77 0.22236982

13656 GO:0031224 intrinsic to membrane 0.74 18 3.0456853 1193 3.4452884
4460 GO:0006260|GO:0055133 DNA replication 0.74 3 0.5076142 224 0.64689404

13547 GO:0031090 organelle membrane 0.74 3 0.5076142 224 0.64689404
9697 GO:0016614 oxidoreductase activity, actin      0.74 4 0.67681897 293 0.84616053
5681 GO:0008116 prostaglandin-I synthase activ 0.74 1 0.16920474 78 0.22525774
9800 GO:0016746 transferase activity, transferr   0.75 7 1.1844332 498 1.438184
9655 GO:0016568 chromatin modification 0.75 1 0.16920474 80 0.2310336
9656 GO:0016569 covalent chromatin modificat 0.75 1 0.16920474 80 0.2310336
9657 GO:0016570 histone modification 0.75 1 0.16920474 80 0.2310336
9875 GO:0016836 hydro-lyase activity 0.75 1 0.16920474 80 0.2310336
3307 GO:0004675 transmembrane receptor pro    0.75 5 0.8460237 367 1.0598665

19526 GO:0043227 membrane-bounded organel 0.75 33 5.5837564 2142 6.185924
19530 GO:0043231 intracellular membrane-boun  0.75 33 5.5837564 2142 6.185924
6991 GO:0009725 response to hormone stimulu 0.76 1 0.16920474 82 0.23680943

20487 GO:0044237 cellular metabolic process 0.76 133 22.50423 8185 23.637625
4643 GO:0006511 ubiquitin-dependent protein c  0.76 1 0.16920474 84 0.24258527

11864 GO:0019941 modification-dependent prote   0.76 1 0.16920474 84 0.24258527
19898 GO:0043632 modification-dependent mac   0.76 1 0.16920474 84 0.24258527
20507 GO:0044257 cellular protein catabolic proc 0.76 1 0.16920474 84 0.24258527
25887 GO:0051603 proteolysis involved in cellula    0.76 1 0.16920474 84 0.24258527
9837 GO:0016788 hydrolase activity, acting on e  0.77 23 3.8917089 1534 4.430069
2628 GO:0003677 DNA binding 0.77 18 3.0456853 1224 3.534814
6985 GO:0009719 response to endogenous stim 0.77 1 0.16920474 86 0.24836111

12734 GO:0030163 protein catabolic process 0.77 1 0.16920474 86 0.24836111
19952 GO:0043687 post-translational protein mod 0.77 1 0.16920474 86 0.24836111



20515 GO:0044265|GO:0034962 cellular macromolecule catab  0.77 1 0.16920474 86 0.24836111
9267 GO:0016021 integral to membrane 0.78 16 2.7072759 1103 3.1853757

20624 GO:0044430 cytoskeletal part 0.78 1 0.16920474 88 0.25413695
119 GO:0000151 ubiquitin ligase complex 0.78 1 0.16920474 88 0.25413695

14590 GO:0032182 small conjugating protein bin 0.79 1 0.16920474 90 0.2599128
2982 GO:0004197 cysteine-type endopeptidase 0.79 1 0.16920474 90 0.2599128
3644 GO:0005102 receptor binding 0.79 1 0.16920474 91 0.2628007
3341 GO:0004722|GO:0000158|Gprotein serine/threonine phos  0.79 2 0.33840948 171 0.4938343
9801 GO:0016747 transferase activity, transferr       0.79 6 1.0152284 456 1.3168914
2660 GO:0003735|GO:0003736|Gstructural constituent of ribos 0.79 3 0.5076142 246 0.7104283
6425 GO:0009056 catabolic process 0.79 15 2.5380712 1051 3.0352037
4067 GO:0005783 endoplasmic reticulum 0.80 2 0.33840948 174 0.50249803

18582 GO:0042221 response to chemical stimulu 0.81 4 0.67681897 328 0.94723773
9845 GO:0016798 hydrolase activity, acting on g  0.82 5 0.8460237 401 1.1580559
5809 GO:0008289 lipid binding 0.82 3 0.5076142 258 0.74508333

30306 GO:0071944 cell periphery 0.82 3 0.5076142 259 0.74797124
7271 GO:0010033 response to organic substanc 0.82 1 0.16920474 100 0.28879198
5280 GO:0007275 multicellular organismal deve 0.82 1 0.16920474 101 0.2916799
9285 GO:0016043 cellular component organizat 0.82 3 0.5076142 261 0.7537471
9486 GO:0016298 lipase activity 0.83 2 0.33840948 185 0.53426516
9699 GO:0016616 oxidoreductase activity, actin            0.83 3 0.5076142 266 0.7681867

14909 GO:0032501|GO:0050874 multicellular organismal proc 0.84 1 0.16920474 105 0.3032316
9823 GO:0016772 transferase activity, transferr   0.84 28 4.737733 1932 5.579461
6426 GO:0009057|GO:0043285 macromolecule catabolic pro 0.84 1 0.16920474 106 0.3061195
9869 GO:0016829 lyase activity 0.84 6 1.0152284 488 1.4093049
8910 GO:0015631 tubulin binding 0.84 1 0.16920474 107 0.30900744
9494 GO:0016311 dephosphorylation 0.85 5 0.8460237 425 1.227366
4512 GO:0006325 chromatin organization 0.86 1 0.16920474 112 0.32344702
5070 GO:0007017 microtubule-based process 0.86 1 0.16920474 112 0.32344702
5071 GO:0007018 microtubule-based movemen 0.86 1 0.16920474 112 0.32344702

25568 GO:0051276|GO:0007001|Gchromosome organization 0.86 1 0.16920474 112 0.32344702
19686 GO:0043414 macromolecule methylation 0.86 1 0.16920474 113 0.32633495
22478 GO:0046982 protein heterodimerization ac 0.86 1 0.16920474 114 0.32922286
6020 GO:0008565|GO:0015463 protein transporter activity 0.86 1 0.16920474 115 0.3321108
9535 GO:0016407 acetyltransferase activity 0.86 1 0.16920474 115 0.3321108

30205 GO:0071841 cellular component organizat      0.87 3 0.5076142 285 0.8230572
14910 GO:0032502 developmental process 0.88 1 0.16920474 121 0.3494383
18912 GO:0042578 phosphoric ester hydrolase a 0.88 5 0.8460237 444 1.2822365
4755 GO:0006629 lipid metabolic process 0.88 7 1.1844332 590 1.7038727
3260 GO:0004620 phospholipase activity 0.88 1 0.16920474 123 0.35521415
4121 GO:0005856 cytoskeleton 0.89 1 0.16920474 126 0.3638779

13018 GO:0030529 ribonucleoprotein complex 0.89 9 1.5228426 741 2.1399486
12533 GO:0022838 substrate-specific channel ac 0.89 2 0.33840948 221 0.63823026
9839 GO:0016791|GO:0016302 phosphatase activity 0.89 4 0.67681897 383 1.1060733
4109 GO:0005840|GO:0033279 ribosome 0.90 8 1.3536379 682 1.9695613
8660 GO:0015267|GO:0015249|Gchannel activity 0.90 2 0.33840948 226 0.6526699

12515 GO:0022803 passive transmembrane tran  0.90 2 0.33840948 226 0.6526699
6796 GO:0009507 chloroplast 0.90 2 0.33840948 229 0.6613336

20531 GO:0044281 small molecule metabolic pro 0.91 24 4.0609136 1788 5.1636004
19125 GO:0042802 identical protein binding 0.91 8 1.3536379 697 2.01288
3873 GO:0005507 copper ion binding 0.92 1 0.16920474 146 0.42163628
9895 GO:0016860 intramolecular oxidoreductas  0.92 1 0.16920474 146 0.42163628
5909 GO:0008415 acyltransferase activity 0.92 3 0.5076142 330 0.95301354
4478 GO:0006281 DNA repair 0.92 1 0.16920474 149 0.43030006
5037 GO:0006974|GO:0034984 response to DNA damage st 0.92 1 0.16920474 149 0.43030006
6824 GO:0009536 plastid 0.93 2 0.33840948 247 0.7133162

19525 GO:0043226 organelle 0.93 42 7.106599 3013 8.701303
19528 GO:0043229 intracellular organelle 0.93 42 7.106599 3013 8.701303
19831 GO:0043565 sequence-specific DNA bind 0.94 1 0.16920474 159 0.45917925
20533 GO:0044283 small molecule biosynthetic p 0.94 3 0.5076142 347 1.0021082
5764 GO:0008234|GO:0004220 cysteine-type peptidase activ 0.94 1 0.16920474 163 0.47073093

20619 GO:0044425 membrane part 0.94 19 3.21489 1523 4.398302
3178 GO:0004519 endonuclease activity 0.94 3 0.5076142 356 1.0280994
6899 GO:0009628 response to abiotic stimulus 0.95 1 0.16920474 170 0.49094638

30204 GO:0071840 cellular component organizat   0.95 3 0.5076142 362 1.045427
4605 GO:0006457|GO:0007022|Gprotein folding 0.95 1 0.16920474 173 0.49961013

15949 GO:0033554 cellular response to stress 0.95 1 0.16920474 173 0.49961013
20521 GO:0044271 cellular nitrogen compound b  0.95 3 0.5076142 367 1.0598665
4215 GO:0005975 carbohydrate metabolic proc 0.95 11 1.8612521 990 2.8590407
3904 GO:0005576 extracellular region 0.95 1 0.16920474 178 0.5140497

20622 GO:0044428 nuclear part 0.95 1 0.16920474 178 0.5140497
4572 GO:0006412|GO:0006416|Gtranslation 0.96 1 0.16920474 180 0.5198256
5610 GO:0008026 ATP-dependent helicase act 0.96 1 0.16920474 183 0.52848935

28401 GO:0070035 purine NTP-dependent helica  0.96 1 0.16920474 183 0.52848935
8466 GO:0015031|GO:0015831 protein transport 0.96 1 0.16920474 185 0.53426516

20820 GO:0045184 establishment of protein loca 0.96 1 0.16920474 185 0.53426516
20640 GO:0044446 intracellular organelle part 0.96 7 1.1844332 710 2.0504231
20616 GO:0044422 organelle part 0.96 7 1.1844332 712 2.0561988
5669 GO:0008104 protein localization 0.96 1 0.16920474 189 0.54581684
3068 GO:0004386 helicase activity 0.96 1 0.16920474 189 0.54581684
9874 GO:0016835 carbon-oxygen lyase activity 0.97 1 0.16920474 202 0.5833598
4459 GO:0006259|GO:0055132 DNA metabolic process 0.97 4 0.67681897 493 1.4237444
3863 GO:0005488 binding 0.97 215 36.379017 13903 40.15075
9266 GO:0016020 membrane 0.98 50 8.460237 3741 10.803708

19527 GO:0043228 non-membrane-bounded org 0.98 9 1.5228426 923 2.66555
19531 GO:0043232 intracellular non-membrane-b  0.98 9 1.5228426 923 2.66555
4558 GO:0006396|GO:0006394 RNA processing 0.98 1 0.16920474 219 0.63245445
3177 GO:0004518 nuclease activity 0.98 3 0.5076142 427 1.2331418

13531 GO:0031072 heat shock protein binding 0.98 1 0.16920474 230 0.6642216
2627 GO:0003676 nucleic acid binding 0.98 30 5.0761423 2453 7.0840673

11828 GO:0019899 enzyme binding 0.98 1 0.16920474 237 0.684437
2653 GO:0003723 RNA binding 0.98 7 1.1844332 797 2.3016722

13041 GO:0030554 adenyl nucleotide binding 0.99 4 0.67681897 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide binding 0.99 4 0.67681897 550 1.5883559
20512 GO:0044262|GO:0006092 cellular carbohydrate metabo  0.99 1 0.16920474 248 0.7162041
5661 GO:0008092 cytoskeletal protein binding 0.99 1 0.16920474 249 0.719092
4649 GO:0006520|GO:0006519 cellular amino acid metabolic 0.99 1 0.16920474 277 0.7999538
3884 GO:0005524 ATP binding 0.99 3 0.5076142 524 1.51327

20356 GO:0044106 cellular amine metabolic proc 0.99 1 0.16920474 303 0.8750397
9889 GO:0016853 isomerase activity 0.99 1 0.16920474 306 0.8837035
6662 GO:0009308 amine metabolic process 1.00 1 0.16920474 314 0.9068068

20638 GO:0044444 cytoplasmic part 1.00 16 2.7072759 1644 4.7477403
19533 GO:0043234 protein complex 1.00 6 1.0152284 848 2.448956
15392 GO:0032991 macromolecular complex 1.00 15 2.5380712 1616 4.666878
4320 GO:0006082 organic acid metabolic proce 1.00 1 0.16920474 369 1.0656425

11716 GO:0019752 carboxylic acid metabolic pro 1.00 1 0.16920474 369 1.0656425
19707 GO:0043436 oxoacid metabolic process 1.00 1 0.16920474 369 1.0656425
20618 GO:0044424 intracellular part 1.00 45 7.614213 3853 11.127155
18541 GO:0042180 cellular ketone metabolic pro 1.00 1 0.16920474 375 1.0829699
3945 GO:0005622 intracellular 1.00 56 9.475466 4751 13.720507

14959 GO:0032553 ribonucleotide binding 1.00 4 0.67681897 795 2.2958963
14961 GO:0032555 purine ribonucleotide binding 1.00 4 0.67681897 795 2.2958963
10033 GO:0017076 purine nucleotide binding 1.00 4 0.67681897 797 2.3016722
3876 GO:0005515|GO:0045308 protein binding 1.00 88 14.890017 6933 20.021948
4027 GO:0005737 cytoplasm 1.00 17 2.8764806 2001 5.7787275

18000 GO:0035639 purine ribonucleoside triphos  1.00 3 0.5076142 769 2.2208104
3946 GO:0005623 cell 1.00 105 17.766497 8227 23.758917

20657 GO:0044464 cell part 1.00 105 17.766497 8227 23.758917
3903 GO:0005575|GO:0008372 cellular_component 1.00 108 18.27411 8515 24.590637
131 GO:0000166 nucleotide binding 1.00 6 1.0152284 1213 3.5030468



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
6427 GO:0009058 biosynthetic process 0.00 42 15.730337 2796 8.074624

17024 GO:0034645|GO:0034961cellular macromolecule bio  0.00 31 11.610487 1999 5.7729516
6428 GO:0009059|GO:0043284macromolecule biosynthet  0.00 31 11.610487 2003 5.7845035

20499 GO:0044249 cellular biosynthetic proce 0.00 37 13.857677 2635 7.6096687
4476 GO:0006278 RNA-dependent DNA repl 0.00 7 2.621723 166 0.4793947
4109 GO:0005840|GO:0033279ribosome 0.00 14 5.243446 682 1.9695613
6613 GO:0009250 glucan biosynthetic proces 0.00 2 0.7490637 8 0.023103358
4460 GO:0006260|GO:0055133DNA replication 0.00 7 2.621723 224 0.64689404

13018 GO:0030529 ribonucleoprotein complex 0.00 14 5.243446 741 2.1399486
2837 GO:0004028 3-chloroallyl aldehyde deh  0.00 2 0.7490637 9 0.025991278

31895 GO:0090304 nucleic acid metabolic pro 0.00 31 11.610487 2340 6.7577324
6275 GO:0008878 glucose-1-phosphate aden  0.00 2 0.7490637 10 0.0288792

26959 GO:0055114 oxidation-reduction proces 0.00 32 11.985019 2490 7.1909204
5624 GO:0008047 enzyme activator activity 0.00 4 1.4981273 85 0.24547319
4459 GO:0006259|GO:0055132DNA metabolic process 0.01 10 3.7453184 493 1.4237444

19527 GO:0043228 non-membrane-bounded o 0.01 15 5.6179776 923 2.66555
19531 GO:0043232 intracellular non-membran  0.01 15 5.6179776 923 2.66555

8493 GO:0015074 DNA integration 0.01 3 1.1235955 47 0.13573223
16081 GO:0033692 cellular polysaccharide bio  0.01 2 0.7490637 15 0.043318797

206 GO:0000271 polysaccharide biosynthet  0.01 2 0.7490637 16 0.046206716
25635 GO:0051345 positive regulation of hydr  0.01 3 1.1235955 53 0.15305975
19392 GO:0043085 positive regulation of cata  0.01 4 1.4981273 104 0.30034366
20343 GO:0044093 positive regulation of mole  0.01 4 1.4981273 104 0.30034366

2662 GO:0003746|GO:0008182translation elongation fact  0.01 2 0.7490637 22 0.06353424
4574 GO:0006414|GO:0006442translational elongation 0.01 2 0.7490637 22 0.06353424
4357 GO:0006139|GO:0055134nucleobase, nucleoside, n      0.01 37 13.857677 3285 9.486816

17016 GO:0034637 cellular carbohydrate bios  0.01 3 1.1235955 63 0.18193895
9293 GO:0016051|GO:0006093carbohydrate biosynthetic 0.01 3 1.1235955 64 0.18482687
9767 GO:0016705 oxidoreductase activity, ac           0.01 7 2.621723 329 0.95012563
4311 GO:0006073 cellular glucan metabolic p 0.01 2 0.7490637 24 0.06931008

20293 GO:0044042 glucan metabolic process 0.01 2 0.7490637 24 0.06931008
3309 GO:0004677 DNA-dependent protein ki  0.02 1 0.37453184 2 0.00577584
4600 GO:0006448 regulation of translational 0.02 1 0.37453184 2 0.00577584
4602 GO:0006450|GO:0000029regulation of translational 0.02 1 0.37453184 2 0.00577584

14849 GO:0032441 pheophorbide a oxygenas  0.02 1 0.37453184 2 0.00577584
24925 GO:0050619 phytochromobilin:ferredox   0.02 1 0.37453184 2 0.00577584
26020 GO:0051738 xanthophyll binding 0.02 1 0.37453184 2 0.00577584

5809 GO:0008289 lipid binding 0.02 6 2.247191 258 0.74508333
17020 GO:0034641 cellular nitrogen compoun   0.02 40 14.981274 3678 10.621769

3896 GO:0005544 calcium-dependent phosp  0.02 2 0.7490637 26 0.075085916
9194 GO:0015935 small ribosomal subunit 0.02 2 0.7490637 26 0.075085916
9771 GO:0016709 oxidoreductase activity, ac                        0.02 3 1.1235955 71 0.2050423
9703 GO:0016620 oxidoreductase activity, ac              0.02 3 1.1235955 73 0.21081814
4906 GO:0006807 nitrogen compound metab  0.02 40 14.981274 3725 10.757502

20487 GO:0044237 cellular metabolic process 0.02 78 29.213484 8185 23.637625
4526 GO:0006351|GO:0006350transcription, DNA-depend 0.02 20 7.490637 1575 4.548474

15176 GO:0032774 RNA biosynthetic process 0.02 20 7.490637 1575 4.548474
20510 GO:0044260|GO:0034960cellular macromolecule m  0.02 56 20.973783 5577 16.105928
11827 GO:0019898|GO:0030396extrinsic to membrane 0.02 2 0.7490637 30 0.086637594

3895 GO:0005543 phospholipid binding 0.02 4 1.4981273 140 0.40430877
20514 GO:0044264 cellular polysaccharide me  0.02 2 0.7490637 31 0.08952551

4358 GO:0006140 regulation of nucleotide m  0.02 3 1.1235955 80 0.2310336
7146 GO:0009894 regulation of catabolic pro 0.02 3 1.1235955 80 0.2310336

13278 GO:0030811 regulation of nucleotide ca  0.02 3 1.1235955 80 0.2310336
13759 GO:0031329 regulation of cellular catab  0.02 3 1.1235955 80 0.2310336
15521 GO:0033121 regulation of purine nucleo   0.02 3 1.1235955 80 0.2310336

2632 GO:0003682 chromatin binding 0.03 2 0.7490637 33 0.09530135
2985 GO:0004222 metalloendopeptidase act 0.03 2 0.7490637 34 0.09818927
2805 GO:0003989 acetyl-CoA carboxylase ac 0.03 1 0.37453184 4 0.011551679
3033 GO:0004349 glutamate 5-kinase activity 0.03 1 0.37453184 4 0.011551679
3057 GO:0004373 glycogen (starch) synthas  0.03 1 0.37453184 4 0.011551679
3100 GO:0004430 1-phosphatidylinositol 4-ki  0.03 1 0.37453184 4 0.011551679
3466 GO:0004859 phospholipase inhibitor ac 0.03 1 0.37453184 4 0.011551679
3640 GO:0005098 Ran GTPase activator act 0.03 1 0.37453184 4 0.011551679
4218 GO:0005978 glycogen biosynthetic proc 0.03 1 0.37453184 4 0.011551679
4859 GO:0006743 ubiquinone metabolic proc 0.03 1 0.37453184 4 0.011551679
4860 GO:0006744 ubiquinone biosynthetic pr 0.03 1 0.37453184 4 0.011551679
5729 GO:0008191 metalloendopeptidase inh  0.03 1 0.37453184 4 0.011551679
7792 GO:0010576 metalloenzyme regulator a 0.03 1 0.37453184 4 0.011551679
8911 GO:0015633 zinc transporting ATPase 0.03 1 0.37453184 4 0.011551679
9718 GO:0016636 oxidoreductase activity, ac           0.03 1 0.37453184 4 0.011551679
9790 GO:0016730 oxidoreductase activity, ac      0.03 1 0.37453184 4 0.011551679

10039 GO:0017084 delta1-pyrroline-5-carboxy   0.03 1 0.37453184 4 0.011551679
11781 GO:0019834 phospholipase A2 inhibito  0.03 1 0.37453184 4 0.011551679
11857 GO:0019932 second-messenger-media  0.03 1 0.37453184 4 0.011551679
14425 GO:0032015 regulation of Ran protein s  0.03 1 0.37453184 4 0.011551679
14724 GO:0032316 regulation of Ran GTPase 0.03 1 0.37453184 4 0.011551679
15254 GO:0032853 positive regulation of Ran  0.03 1 0.37453184 4 0.011551679
20918 GO:0045300 acyl-[acyl-carrier-protein] d  0.03 1 0.37453184 4 0.011551679
23493 GO:0048015 phosphatidylinositol-media  0.03 1 0.37453184 4 0.011551679
23495 GO:0048017 inositol lipid-mediated sign 0.03 1 0.37453184 4 0.011551679
23942 GO:0048551 metalloenzyme inhibitor ac 0.03 1 0.37453184 4 0.011551679
26947 GO:0055102 lipase inhibitor activity 0.03 1 0.37453184 4 0.011551679

7691 GO:0010467 gene expression 0.03 23 8.614232 1974 5.7007537
13791 GO:0031361 integral to thylakoid memb 0.04 1 0.37453184 5 0.0144396

3638 GO:0005096 GTPase activator activity 0.04 2 0.7490637 41 0.118404716
19813 GO:0043547 positive regulation of GTP  0.04 2 0.7490637 41 0.118404716

5607 GO:0008022 protein C-terminus binding 0.04 2 0.7490637 42 0.121292636
3029 GO:0004345 glucose-6-phosphate dehy  0.05 1 0.37453184 6 0.01732752
3208 GO:0004563 beta-N-acetylhexosaminid  0.05 1 0.37453184 6 0.01732752
3342 GO:0004723|GO:0008596calcium-dependent protein   0.05 1 0.37453184 6 0.01732752
5810 GO:0008290 F-actin capping protein co 0.05 1 0.37453184 6 0.01732752
7220 GO:0009973 adenylyl-sulfate reductase 0.05 1 0.37453184 6 0.01732752
9248 GO:0015994 chlorophyll metabolic proc 0.05 1 0.37453184 6 0.01732752
9249 GO:0015995 chlorophyll biosynthetic pr 0.05 1 0.37453184 6 0.01732752
9435 GO:0016231 beta-N-acetylglucosaminid  0.05 1 0.37453184 6 0.01732752
9825 GO:0016774 phosphotransferase activi     0.05 1 0.37453184 6 0.01732752

13832 GO:0031409 pigment binding 0.05 1 0.37453184 6 0.01732752
14264 GO:0031849 olfactory receptor binding 0.05 1 0.37453184 6 0.01732752
18724 GO:0042375 quinone cofactor metaboli  0.05 1 0.37453184 6 0.01732752
21036 GO:0045426 quinone cofactor biosynth  0.05 1 0.37453184 6 0.01732752

9600 GO:0016491 oxidoreductase activity 0.05 20 7.490637 1724 4.9787736
14726 GO:0032318 regulation of Ras GTPase 0.05 2 0.7490637 45 0.1299564
22096 GO:0046578 regulation of Ras protein s  0.05 2 0.7490637 45 0.1299564
25355 GO:0051056 regulation of small GTPas    0.05 2 0.7490637 45 0.1299564
19253 GO:0042936 dipeptide transporter activ 0.05 3 1.1235955 105 0.3032316
19255 GO:0042938 dipeptide transport 0.05 3 1.1235955 105 0.3032316



3904 GO:0005576 extracellular region 0.05 4 1.4981273 178 0.5140497
9308 GO:0016070 RNA metabolic process 0.05 21 7.8651686 1855 5.3570914

20638 GO:0044444 cytoplasmic part 0.05 19 7.116105 1644 4.7477403
28930 GO:0070566 adenylyltransferase activit 0.05 2 0.7490637 48 0.13862015

4216 GO:0005976 polysaccharide metabolic 0.06 2 0.7490637 50 0.14439599
5096 GO:0007047 cellular cell wall organizati 0.06 2 0.7490637 50 0.14439599
6932 GO:0009664 plant-type cell wall organiz 0.06 2 0.7490637 50 0.14439599
9783 GO:0016722 oxidoreductase activity, ox   0.06 2 0.7490637 50 0.14439599

20857 GO:0045229 external encapsulating str  0.06 2 0.7490637 50 0.14439599
30033 GO:0071669 plant-type cell wall organiz   0.06 2 0.7490637 50 0.14439599

9933 GO:0016903 oxidoreductase activity, ac         0.06 3 1.1235955 113 0.32633495
18912 GO:0042578 phosphoric ester hydrolas  0.06 7 2.621723 444 1.2822365

7213 GO:0009966|GO:0035466regulation of signal transd 0.06 2 0.7490637 51 0.14728391
12601 GO:0023051 regulation of signaling 0.06 2 0.7490637 51 0.14728391

3051 GO:0004367 glycerol-3-phosphate dehy   0.06 1 0.37453184 8 0.023103358
3257 GO:0004617 phosphoglycerate dehydro  0.06 1 0.37453184 8 0.023103358
5635 GO:0008060 ARF GTPase activator act 0.06 1 0.37453184 8 0.023103358
6684 GO:0009331 glycerol-3-phosphate dehy  0.06 1 0.37453184 8 0.023103358
9549 GO:0016421 CoA carboxylase activity 0.06 1 0.37453184 8 0.023103358
9916 GO:0016885 ligase activity, forming car  0.06 1 0.37453184 8 0.023103358

29246 GO:0070882 cellular cell wall organizati   0.06 2 0.7490637 53 0.15305975
25626 GO:0051336 regulation of hydrolase ac 0.07 4 1.4981273 196 0.5660323

3158 GO:0004499|GO:0047076flavin-containing monooxy  0.07 1 0.37453184 9 0.025991278
6670 GO:0009317 acetyl-CoA carboxylase co 0.07 1 0.37453184 9 0.025991278

11785 GO:0019840 isoprenoid binding 0.07 1 0.37453184 9 0.025991278
19254 GO:0042937 tripeptide transporter activ 0.07 1 0.37453184 9 0.025991278

3340 GO:0004721 phosphoprotein phosphata  0.07 4 1.4981273 199 0.57469606
5767 GO:0008237 metallopeptidase activity 0.07 2 0.7490637 56 0.16172351

23973 GO:0048583 regulation of response to s 0.07 2 0.7490637 57 0.16461143
29919 GO:0071555 cell wall organization 0.07 2 0.7490637 58 0.16749935
11205 GO:0019202 amino acid kinase activity 0.07 1 0.37453184 10 0.0288792
15183 GO:0032781 positive regulation of ATP  0.07 1 0.37453184 10 0.0288792
19728 GO:0043462 regulation of ATPase activ 0.07 1 0.37453184 10 0.0288792
21148 GO:0045547 dehydrodolichyl diphospha   0.07 1 0.37453184 10 0.0288792
27563 GO:0060590 ATPase regulator activity 0.07 1 0.37453184 10 0.0288792
31441 GO:0080065 4-alpha-methyl-delta7-ster   0.07 1 0.37453184 10 0.0288792

196 GO:0000254 C-4 methylsterol oxidase a 0.07 1 0.37453184 10 0.0288792
983 GO:0001664 G-protein-coupled recepto  0.07 1 0.37453184 10 0.0288792
989 GO:0001671 ATPase activator activity 0.07 1 0.37453184 10 0.0288792

9839 GO:0016791|GO:0016302phosphatase activity 0.08 6 2.247191 383 1.1060733
25095 GO:0050790 regulation of catalytic activ 0.08 7 2.621723 480 1.3862015
12579 GO:0022900 electron transport chain 0.08 1 0.37453184 11 0.03176712
19256 GO:0042939 tripeptide transport 0.08 1 0.37453184 11 0.03176712
19473 GO:0043170|GO:0043283macromolecule metabolic 0.08 60 22.47191 6553 18.92454
28366 GO:0065009 regulation of molecular fun 0.08 7 2.621723 484 1.3977532

6018 GO:0008559|GO:0005226xenobiotic-transporting AT  0.08 2 0.7490637 62 0.17905103
19225 GO:0042908 xenobiotic transport 0.08 2 0.7490637 62 0.17905103
19227 GO:0042910 xenobiotic transporter acti 0.08 2 0.7490637 62 0.17905103
25820 GO:0051536 iron-sulfur cluster binding 0.09 2 0.7490637 64 0.18482687
25824 GO:0051540 metal cluster binding 0.09 2 0.7490637 64 0.18482687

3386 GO:0004773 steryl-sulfatase activity 0.09 1 0.37453184 12 0.03465504
4217 GO:0005977 glycogen metabolic proces 0.09 1 0.37453184 12 0.03465504
4344 GO:0006112 energy reserve metabolic 0.09 1 0.37453184 12 0.03465504
5965 GO:0008484 sulfuric ester hydrolase ac 0.09 1 0.37453184 12 0.03465504
8607 GO:0015197|GO:0015637peptide transporter activity 0.09 3 1.1235955 139 0.40142086
8608 GO:0015198 oligopeptide transporter ac 0.09 3 1.1235955 139 0.40142086

12794 GO:0030234 enzyme regulator activity 0.09 6 2.247191 403 1.1638317
2628 GO:0003677 DNA binding 0.09 14 5.243446 1224 3.534814
7551 GO:0010327 acetyl CoA:(Z)-3-hexen-1-   0.10 1 0.37453184 13 0.037542958
4944 GO:0006857 oligopeptide transport 0.10 3 1.1235955 141 0.4071967
9099 GO:0015833 peptide transport 0.10 3 1.1235955 141 0.4071967

21710 GO:0046148 pigment biosynthetic proce 0.10 2 0.7490637 69 0.19926646
15524 GO:0033124 regulation of GTP catabol  0.10 2 0.7490637 70 0.20215438
19394 GO:0043087 regulation of GTPase activ 0.10 2 0.7490637 70 0.20215438

3641 GO:0005099 Ras GTPase activator act 0.10 1 0.37453184 14 0.040430877
14728 GO:0032320 positive regulation of Ras  0.10 1 0.37453184 14 0.040430877
25040 GO:0050734 hydroxycinnamoyltransfer  0.10 1 0.37453184 14 0.040430877

9740 GO:0016667 oxidoreductase activity, ac       0.11 2 0.7490637 72 0.20793022
5705 GO:0008152 metabolic process 0.11 145 54.307117 17432 50.34222

18786 GO:0042440 pigment metabolic proces 0.11 2 0.7490637 73 0.21081814
9494 GO:0016311 dephosphorylation 0.11 6 2.247191 425 1.227366

27562 GO:0060589 nucleoside-triphosphatase  0.11 3 1.1235955 152 0.4389638
3382 GO:0004768|GO:0016214stearoyl-CoA 9-desaturase 0.12 1 0.37453184 16 0.046206716
7521 GO:0010295 (+)-abscisic acid 8'-hydrox  0.12 1 0.37453184 16 0.046206716
9189 GO:0015929 hexosaminidase activity 0.12 1 0.37453184 16 0.046206716
9427 GO:0016215 CoA desaturase activity 0.12 1 0.37453184 16 0.046206716

19338 GO:0043022|GO:0030376ribosome binding 0.12 1 0.37453184 16 0.046206716
15392 GO:0032991 macromolecular complex 0.12 17 6.367041 1616 4.666878

3885 GO:0005525 GTP binding 0.12 4 1.4981273 245 0.70754033
11032 GO:0019001 guanyl nucleotide binding 0.12 4 1.4981273 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide bind 0.12 4 1.4981273 245 0.70754033

9923 GO:0016892 endoribonuclease activity,  0.12 1 0.37453184 17 0.049094636
9925 GO:0016894 endonuclease activity, act          0.12 1 0.37453184 17 0.049094636

16281 GO:0033897 ribonuclease T2 activity 0.12 1 0.37453184 17 0.049094636
15189 GO:0032787 monocarboxylic acid meta  0.13 2 0.7490637 81 0.23392151

2659 GO:0003730 mRNA 3'-UTR binding 0.13 1 0.37453184 18 0.051982556
4576 GO:0006417|GO:0006445regulation of translation 0.13 1 0.37453184 18 0.051982556
5776 GO:0008252 nucleotidase activity 0.13 1 0.37453184 18 0.051982556
8469 GO:0015036 disulfide oxidoreductase a 0.13 1 0.37453184 18 0.051982556
2658 GO:0003729 mRNA binding 0.13 2 0.7490637 82 0.23680943
3290 GO:0004656 procollagen-proline 4-diox  0.14 1 0.37453184 19 0.054870475

11752 GO:0019798 procollagen-proline dioxyg  0.14 1 0.37453184 19 0.054870475
13966 GO:0031543 peptidyl-proline dioxygena  0.14 1 0.37453184 19 0.054870475
13968 GO:0031545 peptidyl-proline 4-dioxyge  0.14 1 0.37453184 19 0.054870475

2627 GO:0003676 nucleic acid binding 0.14 24 8.988764 2453 7.0840673
4327 GO:0006091 generation of precursor m   0.14 2 0.7490637 84 0.24258527

18000 GO:0035639 purine ribonucleoside triph  0.14 9 3.3707864 769 2.2208104
4027 GO:0005737 cytoplasm 0.14 20 7.490637 2001 5.7787275
9784 GO:0016723 oxidoreductase activity, ox        0.14 1 0.37453184 20 0.0577584

225 GO:0000293 ferric-chelate reductase ac 0.14 1 0.37453184 20 0.0577584
3341 GO:0004722|GO:0000158protein serine/threonine ph  0.15 3 1.1235955 171 0.4938343
3156 GO:0004497 monooxygenase activity 0.15 3 1.1235955 172 0.49672222
4605 GO:0006457|GO:0007022protein folding 0.15 3 1.1235955 173 0.49961013
9768 GO:0016706 oxidoreductase activity, ac                          0.15 3 1.1235955 175 0.505386
3831 GO:0005385 zinc ion transmembrane tr  0.16 1 0.37453184 22 0.06353424
4882 GO:0006778 porphyrin metabolic proce 0.16 1 0.37453184 22 0.06353424
4883 GO:0006779 porphyrin biosynthetic pro 0.16 1 0.37453184 22 0.06353424
4924 GO:0006829 zinc ion transport 0.16 1 0.37453184 22 0.06353424
7823 GO:0010608 posttranscriptional regulat    0.16 1 0.37453184 22 0.06353424

29941 GO:0071577 zinc ion transmembrane tr 0.16 1 0.37453184 22 0.06353424
5693 GO:0008135 translation factor activity,   0.16 2 0.7490637 92 0.26568863

14959 GO:0032553 ribonucleotide binding 0.16 9 3.3707864 795 2.2958963



14961 GO:0032555 purine ribonucleotide bind 0.16 9 3.3707864 795 2.2958963
10033 GO:0017076 purine nucleotide binding 0.17 9 3.3707864 797 2.3016722

3262 GO:0004622|GO:0045126lysophospholipase activity 0.17 1 0.37453184 24 0.06931008
8559 GO:0015146 pentose transmembrane t  0.17 1 0.37453184 24 0.06931008
8561 GO:0015148 D-xylose transmembrane  0.17 1 0.37453184 24 0.06931008
8829 GO:0015519 D-xylose:hydrogen sympo  0.17 1 0.37453184 24 0.06931008
9019 GO:0015750 pentose transport 0.17 1 0.37453184 24 0.06931008
9022 GO:0015753 D-xylose transport 0.17 1 0.37453184 24 0.06931008
9779 GO:0016717 oxidoreductase activity, ac                       0.17 1 0.37453184 24 0.06931008

13657 GO:0031225 anchored to membrane 0.17 1 0.37453184 24 0.06931008
25578 GO:0051287|GO:0051288NAD binding 0.17 1 0.37453184 24 0.06931008
22357 GO:0046854|GO:0046837phosphatidylinositol phosp 0.18 1 0.37453184 25 0.072197996
19393 GO:0043086 negative regulation of cata  0.18 3 1.1235955 188 0.54292893
20342 GO:0044092 negative regulation of mol  0.18 3 1.1235955 188 0.54292893

3415 GO:0004805 trehalose-phosphatase ac 0.18 1 0.37453184 26 0.075085916
9884 GO:0016847|GO:00341001-aminocyclopropane-1-ca   0.18 1 0.37453184 26 0.075085916

10911 GO:0018871 1-aminocyclopropane-1-ca   0.18 1 0.37453184 26 0.075085916
18579 GO:0042218 1-aminocyclopropane-1-ca   0.18 1 0.37453184 26 0.075085916
30689 GO:0072330 monocarboxylic acid biosy  0.18 1 0.37453184 26 0.075085916
24968 GO:0050662 coenzyme binding 0.18 3 1.1235955 191 0.5515927

9541 GO:0016413 O-acetyltransferase activit 0.19 1 0.37453184 27 0.077973835
22340 GO:0046834 lipid phosphorylation 0.19 1 0.37453184 27 0.077973835

1029 GO:0001727 lipid kinase activity 0.19 1 0.37453184 27 0.077973835
9238 GO:0015980 energy derivation by oxida    0.19 1 0.37453184 28 0.080861755

19337 GO:0043021 ribonucleoprotein binding 0.20 1 0.37453184 29 0.083749674
2870 GO:0004064 arylesterase activity 0.21 1 0.37453184 30 0.086637594
3009 GO:0004322 ferroxidase activity 0.21 1 0.37453184 30 0.086637594
9785 GO:0016724 oxidoreductase activity, ox      0.21 1 0.37453184 30 0.086637594

15414 GO:0033013 tetrapyrrole metabolic proc 0.21 1 0.37453184 30 0.086637594
15415 GO:0033014 tetrapyrrole biosynthetic p 0.21 1 0.37453184 30 0.086637594

3626 GO:0005083 small GTPase regulator ac 0.21 2 0.7490637 111 0.3205591
14422 GO:0032012 regulation of ARF protein  0.21 1 0.37453184 31 0.08952551
14720 GO:0032312 regulation of ARF GTPase 0.21 1 0.37453184 31 0.08952551
29918 GO:0071554 cell wall organization or bi 0.21 2 0.7490637 112 0.32344702

3265 GO:0004630 phospholipase D activity 0.22 1 0.37453184 32 0.09241343
4757 GO:0006633|GO:0000037fatty acid biosynthetic proc 0.22 1 0.37453184 32 0.09241343
6942 GO:0009674 potassium:sodium sympor  0.22 1 0.37453184 32 0.09241343

12522 GO:0022820 potassium ion symporter a 0.22 1 0.37453184 32 0.09241343
21041 GO:0045431 flavonol synthase activity 0.22 1 0.37453184 32 0.09241343
25836 GO:0051552 flavone metabolic process 0.22 1 0.37453184 32 0.09241343
25837 GO:0051553 flavone biosynthetic proce 0.22 1 0.37453184 32 0.09241343
25838 GO:0051554 flavonol metabolic proces 0.22 1 0.37453184 32 0.09241343
25839 GO:0051555 flavonol biosynthetic proce 0.22 1 0.37453184 32 0.09241343

7229 GO:0009987|GO:0008151cellular process 0.22 88 32.9588 10601 30.614838
18956 GO:0042626 ATPase activity, coupled t     0.22 3 1.1235955 211 0.6093511

9861 GO:0016820 hydrolase activity, acting o        0.22 3 1.1235955 212 0.612239
24966 GO:0050660 flavin adenine dinucleotide 0.23 2 0.7490637 118 0.34077454
11206 GO:0019203 carbohydrate phosphatase 0.24 1 0.37453184 35 0.10107719
12817 GO:0030258 lipid modification 0.24 1 0.37453184 35 0.10107719
22012 GO:0046488|GO:0030384phosphatidylinositol metab  0.24 1 0.37453184 35 0.10107719

4232 GO:0005992 trehalose biosynthetic pro 0.24 1 0.37453184 36 0.10396511
9393 GO:0016165 lipoxygenase activity 0.24 1 0.37453184 36 0.10396511
3260 GO:0004620 phospholipase activity 0.25 2 0.7490637 123 0.35521415

25485 GO:0051188 cofactor biosynthetic proc 0.25 2 0.7490637 123 0.35521415
20488 GO:0044238 primary metabolic process 0.25 76 28.46442 9167 26.47356

4231 GO:0005991 trehalose metabolic proce 0.25 1 0.37453184 38 0.10974095
7072 GO:0009813 flavonoid biosynthetic proc 0.27 1 0.37453184 40 0.1155168
4851 GO:0006733 oxidoreduction coenzyme  0.27 1 0.37453184 41 0.118404716

19758 GO:0043492 ATPase activity, coupled t    0.27 3 1.1235955 235 0.67866117
3877 GO:0005516 calmodulin binding 0.27 3 1.1235955 236 0.6815491
2653 GO:0003723 RNA binding 0.27 8 2.9962547 797 2.3016722
4756 GO:0006631 fatty acid metabolic proce 0.28 1 0.37453184 42 0.121292636
6666 GO:0009312 oligosaccharide biosynthe  0.28 1 0.37453184 42 0.121292636
9370 GO:0016138 glycoside biosynthetic pro 0.28 1 0.37453184 42 0.121292636

21880 GO:0046351 disaccharide biosynthetic 0.28 1 0.37453184 42 0.121292636
14676 GO:0032268 regulation of cellular prote   0.28 1 0.37453184 43 0.124180555
25538 GO:0051246 regulation of protein meta  0.28 1 0.37453184 43 0.124180555

7071 GO:0009812 flavonoid metabolic proce 0.29 1 0.37453184 44 0.12706847
9753 GO:0016682 oxidoreductase activity, ac           0.29 1 0.37453184 44 0.12706847
4942 GO:0006855 drug transmembrane trans 0.29 2 0.7490637 139 0.40142086
8642 GO:0015238|GO:0015239drug transmembrane trans  0.29 2 0.7490637 139 0.40142086
9154 GO:0015893 drug transport 0.29 2 0.7490637 139 0.40142086

18832 GO:0042493|GO:0017035response to drug 0.29 2 0.7490637 139 0.40142086
31431 GO:0080054 low affinity nitrate transme   0.29 1 0.37453184 45 0.1299564
13164 GO:0030695 GTPase regulator activity 0.30 2 0.7490637 142 0.4100846
20512 GO:0044262|GO:0006092cellular carbohydrate meta  0.30 3 1.1235955 248 0.7162041

9396 GO:0016168 chlorophyll binding 0.30 1 0.37453184 46 0.13284431
4773 GO:0006650|GO:0006652glycerophospholipid meta  0.31 1 0.37453184 47 0.13573223
8497 GO:0015079|GO:0022817potassium ion transmemb   0.31 1 0.37453184 47 0.13573223

22010 GO:0046486 glycerolipid metabolic proc 0.31 1 0.37453184 47 0.13573223
3307 GO:0004675 transmembrane receptor p    0.31 4 1.4981273 367 1.0598665

31421 GO:0080044 quercetin 7-O-glucosyltran  0.32 1 0.37453184 49 0.14150807
9829 GO:0016779 nucleotidyltransferase act 0.32 2 0.7490637 148 0.42741212
8749 GO:0015399 primary active transmemb   0.32 3 1.1235955 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-drive    0.32 3 1.1235955 260 0.75085914
4897 GO:0006793 phosphorus metabolic pro 0.32 25 9.363296 2925 8.4471655
4900 GO:0006796 phosphate metabolic proc 0.32 25 9.363296 2925 8.4471655
3099 GO:0004428 inositol or phosphatidylino   0.33 1 0.37453184 51 0.14728391
3293 GO:0004659 prenyltransferase activity 0.33 1 0.37453184 51 0.14728391
8908 GO:0015629 actin cytoskeleton 0.33 1 0.37453184 51 0.14728391

18541 GO:0042180 cellular ketone metabolic p 0.33 4 1.4981273 375 1.0829699
2809 GO:0003993 acid phosphatase activity 0.33 1 0.37453184 52 0.15017183
6965 GO:0009699 phenylpropanoid biosynth  0.33 1 0.37453184 52 0.15017183
6424 GO:0009055|GO:0009053electron carrier activity 0.33 2 0.7490637 154 0.44473964

131 GO:0000166 nucleotide binding 0.33 11 4.11985 1213 3.5030468
9750 GO:0016679 oxidoreductase activity, ac        0.34 1 0.37453184 53 0.15305975
9699 GO:0016616 oxidoreductase activity, ac            0.34 3 1.1235955 266 0.7681867
3464 GO:0004857 enzyme inhibitor activity 0.34 2 0.7490637 157 0.4534034

17918 GO:0035556|GO:0007242intracellular signal transdu 0.34 1 0.37453184 54 0.15594767
4224 GO:0005984 disaccharide metabolic pr 0.35 1 0.37453184 56 0.16172351
9369 GO:0016137 glycoside metabolic proce 0.35 1 0.37453184 56 0.16172351
9883 GO:0016846 carbon-sulfur lyase activity 0.35 1 0.37453184 56 0.16172351
6441 GO:0009072 aromatic amino acid famil   0.36 1 0.37453184 57 0.16461143

25483 GO:0051186 cofactor metabolic proces 0.36 2 0.7490637 164 0.47361887
6665 GO:0009311 oligosaccharide metabolic 0.36 1 0.37453184 58 0.16749935
8558 GO:0015145 monosaccharide transmem   0.36 1 0.37453184 58 0.16749935
9018 GO:0015749 monosaccharide transport 0.36 1 0.37453184 58 0.16749935

18981 GO:0042651 thylakoid membrane 0.37 1 0.37453184 59 0.17038727
2980 GO:0004185 serine-type carboxypeptid  0.37 1 0.37453184 60 0.17327519
5652 GO:0008081|GO:0004434phosphoric diester hydrola  0.37 1 0.37453184 60 0.17327519
6964 GO:0009698 phenylpropanoid metaboli  0.37 1 0.37453184 60 0.17327519

28375 GO:0070008 serine-type exopeptidase 0.37 1 0.37453184 60 0.17327519
4768 GO:0006644 phospholipid metabolic pr 0.38 1 0.37453184 61 0.1761631



8526 GO:0015112 nitrate transmembrane tra  0.38 1 0.37453184 61 0.1761631
8975 GO:0015706|GO:0006872nitrate transport 0.38 1 0.37453184 61 0.1761631
3884 GO:0005524 ATP binding 0.38 5 1.8726592 524 1.51327
2978 GO:0004180 carboxypeptidase activity 0.38 1 0.37453184 62 0.17905103

17457 GO:0035091 phosphatidylinositol bindin 0.38 1 0.37453184 62 0.17905103
8675 GO:0015293 symporter activity 0.39 2 0.7490637 173 0.49961013
5704 GO:0008150|GO:0000004biological_process 0.39 174 65.16854 22215 64.155136

22416 GO:0046915 transition metal ion transm   0.39 1 0.37453184 64 0.18482687
9697 GO:0016614 oxidoreductase activity, ac      0.39 3 1.1235955 293 0.84616053

11616 GO:0019637 organophosphate metabo  0.40 1 0.37453184 65 0.18771479
25314 GO:0051015 actin filament binding 0.40 1 0.37453184 65 0.18771479
18953 GO:0042623 ATPase activity, coupled 0.40 5 1.8726592 537 1.550813

3180 GO:0004521 endoribonuclease activity 0.40 1 0.37453184 66 0.1906027
9765 GO:0016702 oxidoreductase activity, ac               0.40 1 0.37453184 66 0.1906027
9837 GO:0016788 hydrolase activity, acting o   0.40 13 4.8689137 1534 4.430069
4572 GO:0006412|GO:0006416translation 0.40 2 0.7490637 180 0.5198256

32 GO:0000041 transition metal ion transp 0.41 1 0.37453184 68 0.19637854
5610 GO:0008026 ATP-dependent helicase a 0.41 2 0.7490637 183 0.52848935

28401 GO:0070035 purine NTP-dependent he  0.41 2 0.7490637 183 0.52848935
20505 GO:0044255 cellular lipid metabolic pro 0.42 2 0.7490637 184 0.53137726

4844 GO:0006725 cellular aromatic compoun   0.42 2 0.7490637 185 0.53426516
9486 GO:0016298 lipase activity 0.42 2 0.7490637 185 0.53426516
5726 GO:0008187 poly-pyrimidine tract bindin 0.42 1 0.37453184 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.42 1 0.37453184 70 0.20215438

23522 GO:0048046 apoplast 0.42 1 0.37453184 70 0.20215438
13041 GO:0030554 adenyl nucleotide binding 0.42 5 1.8726592 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide bind 0.42 5 1.8726592 550 1.5883559

6475 GO:0009108 coenzyme biosynthetic pro 0.43 1 0.37453184 72 0.20793022
9764 GO:0016701 oxidoreductase activity, ac         0.43 1 0.37453184 72 0.20793022
3068 GO:0004386 helicase activity 0.43 2 0.7490637 189 0.54581684
3306 GO:0004674|GO:0004695protein serine/threonine ki  0.43 9 3.3707864 1062 3.0669708
3311 GO:0004683|GO:0004684calmodulin-dependent pro   0.44 1 0.37453184 74 0.21370606

25510 GO:0051213 dioxygenase activity 0.44 1 0.37453184 75 0.21659398
28365 GO:0065008 regulation of biological qu 0.44 3 1.1235955 316 0.9125827

2897 GO:0004091|GO:0004302carboxylesterase activity 0.44 2 0.7490637 194 0.5602564
2819 GO:0004004 ATP-dependent RNA helic  0.45 1 0.37453184 78 0.22525774
5725 GO:0008186|GO:0004010RNA-dependent ATPase a 0.45 1 0.37453184 78 0.22525774

30865 GO:0072509 divalent inorganic cation t   0.45 1 0.37453184 78 0.22525774
2654 GO:0003724 RNA helicase activity 0.46 1 0.37453184 80 0.2310336

23515 GO:0048037 cofactor binding 0.46 3 1.1235955 327 0.94434977
29202 GO:0070838 divalent metal ion transpo 0.47 1 0.37453184 82 0.23680943
16738 GO:0034357 photosynthetic membrane 0.47 1 0.37453184 83 0.23969735

4954 GO:0006869 lipid transport 0.48 2 0.7490637 208 0.6006873
8085 GO:0010876 lipid localization 0.48 2 0.7490637 208 0.6006873
4912 GO:0006813|GO:0015458potassium ion transport 0.48 1 0.37453184 84 0.24258527

30168 GO:0071804 cellular potassium ion tran 0.48 1 0.37453184 84 0.24258527
30169 GO:0071805 potassium ion transmemb  0.48 1 0.37453184 84 0.24258527
30867 GO:0072511 divalent inorganic cation t 0.48 1 0.37453184 84 0.24258527

9295 GO:0016053 organic acid biosynthetic p 0.49 2 0.7490637 211 0.6093511
21058 GO:0045454|GO:0030503cell redox homeostasis 0.49 2 0.7490637 211 0.6093511
21922 GO:0046394 carboxylic acid biosynthet  0.49 2 0.7490637 211 0.6093511

5768 GO:0008238 exopeptidase activity 0.49 1 0.37453184 86 0.24836111
22376 GO:0046873 metal ion transmembrane  0.49 2 0.7490637 213 0.6151269
20624 GO:0044430 cytoskeletal part 0.49 1 0.37453184 88 0.25413695
20630 GO:0044436 thylakoid part 0.50 1 0.37453184 90 0.2599128
17617 GO:0035251 UDP-glucosyltransferase a 0.50 2 0.7490637 218 0.62956655

3644 GO:0005102 receptor binding 0.51 1 0.37453184 91 0.2628007
3808 GO:0005351|GO:0005403sugar:hydrogen symporter 0.52 1 0.37453184 94 0.27146447
3835 GO:0005402 cation:sugar symporter ac 0.52 1 0.37453184 94 0.27146447
6863 GO:0009579 thylakoid 0.52 1 0.37453184 94 0.27146447

10058 GO:0017111 nucleoside-triphosphatase 0.52 7 2.621723 878 2.5355935
3472 GO:0004866 endopeptidase inhibitor ac 0.52 1 0.37453184 95 0.27435237
8159 GO:0010951 negative regulation of end  0.52 1 0.37453184 95 0.27435237

11712 GO:0019748 secondary metabolic proc 0.52 1 0.37453184 95 0.27435237
26712 GO:0052548 regulation of endopeptidas  0.52 1 0.37453184 95 0.27435237
28101 GO:0061135 endopeptidase regulator a 0.52 1 0.37453184 95 0.27435237

6796 GO:0009507 chloroplast 0.53 2 0.7490637 229 0.6613336
13531 GO:0031072 heat shock protein binding 0.53 2 0.7490637 230 0.6642216

8677 GO:0015295 solute:hydrogen symporte  0.53 1 0.37453184 98 0.28301615
25379 GO:0051082 unfolded protein binding 0.53 1 0.37453184 98 0.28301615

4612 GO:0006468 protein phosphorylation 0.54 17 6.367041 2205 6.367863
11695 GO:0019725 cellular homeostasis 0.54 2 0.7490637 234 0.67577326

4320 GO:0006082 organic acid metabolic pro 0.54 3 1.1235955 369 1.0656425
11716 GO:0019752 carboxylic acid metabolic 0.54 3 1.1235955 369 1.0656425
19707 GO:0043436 oxoacid metabolic process 0.54 3 1.1235955 369 1.0656425
11202 GO:0019199 transmembrane receptor p   0.55 4 1.4981273 504 1.4555116

5874 GO:0008374 O-acyltransferase activity 0.55 1 0.37453184 102 0.29456782
18925 GO:0042592 homeostatic process 0.55 2 0.7490637 238 0.68732494

4405 GO:0006195 purine nucleotide cataboli  0.55 6 2.247191 773 2.232362
6508 GO:0009143 nucleoside triphosphate c  0.55 6 2.247191 773 2.232362
6509 GO:0009144 purine nucleoside triphosp   0.55 6 2.247191 773 2.232362
6511 GO:0009146 purine nucleoside triphosp   0.55 6 2.247191 773 2.232362
6519 GO:0009154 purine ribonucleotide cata  0.55 6 2.247191 773 2.232362
6530 GO:0009166 nucleotide catabolic proce 0.55 6 2.247191 773 2.232362
6567 GO:0009203 ribonucleoside triphospha   0.55 6 2.247191 773 2.232362
6569 GO:0009205 purine ribonucleoside triph   0.55 6 2.247191 773 2.232362
6571 GO:0009207 purine ribonucleoside triph   0.55 6 2.247191 773 2.232362
6624 GO:0009261 ribonucleotide catabolic pr 0.55 6 2.247191 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, n      0.55 6 2.247191 773 2.232362
17035 GO:0034656 nucleobase, nucleoside an    0.55 6 2.247191 773 2.232362
22209 GO:0046700 heterocycle catabolic proc 0.55 6 2.247191 773 2.232362
30879 GO:0072523 purine-containing compou   0.55 6 2.247191 773 2.232362

4408 GO:0006200 ATP catabolic process 0.55 5 1.8726592 641 1.8511566
9918 GO:0016887|GO:0004002ATPase activity 0.55 5 1.8726592 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.55 5 1.8726592 641 1.8511566
19525 GO:0043226 organelle 0.55 23 8.614232 3013 8.701303
19528 GO:0043229 intracellular organelle 0.55 23 8.614232 3013 8.701303

9709 GO:0016627 oxidoreductase activity, ac       0.55 1 0.37453184 104 0.30034366
20520 GO:0044270 cellular nitrogen compoun   0.56 6 2.247191 777 2.2439137

2668 GO:0003779 actin binding 0.56 1 0.37453184 105 0.3032316
3195 GO:0004540 ribonuclease activity 0.56 1 0.37453184 106 0.3061195
9493 GO:0016310 phosphorylation 0.56 19 7.116105 2504 7.2313514
6824 GO:0009536 plastid 0.57 2 0.7490637 247 0.7133162
6563 GO:0009199 ribonucleoside triphospha   0.57 6 2.247191 790 2.2814567
6515 GO:0009150 purine ribonucleotide meta  0.57 6 2.247191 791 2.2843447
7690 GO:0010466 negative regulation of pep  0.57 1 0.37453184 110 0.31767118

12946 GO:0030414 peptidase inhibitor activity 0.57 1 0.37453184 110 0.31767118
25636 GO:0051346 negative regulation of hyd  0.57 1 0.37453184 110 0.31767118

6506 GO:0009141 nucleoside triphosphate m  0.58 6 2.247191 796 2.2987843
3304 GO:0004672|GO:0050222protein kinase activity 0.58 10 3.7453184 1333 3.8495972

26711 GO:0052547 regulation of peptidase ac 0.58 1 0.37453184 112 0.32344702
28100 GO:0061134 peptidase regulator activit 0.58 1 0.37453184 112 0.32344702

4850 GO:0006732|GO:0006752coenzyme metabolic proce 0.58 1 0.37453184 113 0.32633495



9535 GO:0016407 acetyltransferase activity 0.59 1 0.37453184 115 0.3321108
4373 GO:0006163 purine nucleotide metabol  0.60 6 2.247191 810 2.339215

26845 GO:0052689 carboxylic ester hydrolase 0.60 4 1.4981273 538 1.5537009
6622 GO:0009259|GO:0009121ribonucleotide metabolic p 0.60 6 2.247191 812 2.344991
9285 GO:0016043 cellular component organi 0.60 2 0.7490637 261 0.7537471

25416 GO:0051119 sugar transmembrane tran  0.60 1 0.37453184 118 0.34077454
9824 GO:0016773 phosphotransferase activi     0.60 11 4.11985 1493 4.311664
9579 GO:0016462 pyrophosphatase activity 0.61 7 2.621723 954 2.7550755
9859 GO:0016818 hydrolase activity, acting o      0.61 7 2.621723 956 2.7608514

19126 GO:0042803 protein homodimerization 0.61 2 0.7490637 265 0.7652988
22007 GO:0046483 heterocycle metabolic pro 0.61 8 2.9962547 1094 3.1593843

9858 GO:0016817 hydrolase activity, acting o   0.61 7 2.621723 959 2.769515
6884 GO:0009607 response to biotic stimulus 0.61 1 0.37453184 122 0.3523262

30877 GO:0072521 purine-containing compou   0.62 6 2.247191 827 2.3883097
22049 GO:0046527 glucosyltransferase activit 0.62 2 0.7490637 270 0.77973837

4121 GO:0005856 cytoskeleton 0.62 1 0.37453184 126 0.3638779
19125 GO:0042802 identical protein binding 0.63 5 1.8726592 697 2.01288

4649 GO:0006520|GO:0006519cellular amino acid metab  0.63 2 0.7490637 277 0.7999538
9823 GO:0016772 transferase activity, transf   0.63 14 5.243446 1932 5.579461
3874 GO:0005509 calcium ion binding 0.64 2 0.7490637 279 0.8057296
2758 GO:0003924 GTPase activity 0.64 1 0.37453184 132 0.3812054
4394 GO:0006184 GTP catabolic process 0.64 1 0.37453184 132 0.3812054

21605 GO:0046039 GTP metabolic process 0.64 1 0.37453184 132 0.3812054
4215 GO:0005975 carbohydrate metabolic pr 0.64 7 2.621723 990 2.8590407
3490 GO:0004888|GO:0004926transmembrane receptor a 0.64 4 1.4981273 571 1.6490022

20532 GO:0044282 small molecule catabolic p 0.65 6 2.247191 854 2.4662836
30205 GO:0071841 cellular component organi      0.65 2 0.7490637 285 0.8230572

9811 GO:0016757|GO:0016932transferase activity, transf   0.66 5 1.8726592 729 2.1052935
6046 GO:0008610 lipid biosynthetic process 0.67 1 0.37453184 141 0.4071967
8676 GO:0015294 solute:cation symporter ac 0.67 1 0.37453184 141 0.4071967
8557 GO:0015144 carbohydrate transmembr   0.67 1 0.37453184 143 0.41297254

16602 GO:0034219 carbohydrate transmembr  0.67 1 0.37453184 143 0.41297254
3873 GO:0005507 copper ion binding 0.68 1 0.37453184 146 0.42163628

20356 GO:0044106 cellular amine metabolic p 0.68 2 0.7490637 303 0.8750397
6071 GO:0008643|GO:0006861carbohydrate transport 0.68 1 0.37453184 147 0.42452422

20517 GO:0044267 cellular protein metabolic 0.68 23 8.614232 3225 9.313541
9801 GO:0016747 transferase activity, transf       0.69 3 1.1235955 456 1.3168914

11426 GO:0019438 aromatic compound biosy  0.69 1 0.37453184 149 0.43030006
20498 GO:0044248 cellular catabolic process 0.69 6 2.247191 894 2.5818002

9488 GO:0016301 kinase activity 0.69 12 4.494382 1740 5.0249805
3200 GO:0004553|GO:0016800hydrolase activity, hydroly   0.70 2 0.7490637 312 0.90103096
5791 GO:0008270 zinc ion binding 0.70 13 4.8689137 1880 5.4292893
8517 GO:0015103 inorganic anion transmem   0.70 1 0.37453184 154 0.44473964

11224 GO:0019222 regulation of metabolic pro 0.70 22 8.2397 3115 8.995871
6662 GO:0009308 amine metabolic process 0.70 2 0.7490637 314 0.9068068

13656 GO:0031224 intrinsic to membrane 0.70 8 2.9962547 1193 3.4452884
2975 GO:0004175|GO:0016809endopeptidase activity 0.71 2 0.7490637 320 0.9241344
4867 GO:0006753 nucleoside phosphate me  0.71 6 2.247191 914 2.6395588
6484 GO:0009117 nucleotide metabolic proc 0.71 6 2.247191 914 2.6395588
5732 GO:0008194 UDP-glycosyltransferase a 0.71 2 0.7490637 322 0.9299102

18582 GO:0042221 response to chemical stim 0.72 2 0.7490637 328 0.94723773
12572 GO:0022890|GO:0015082inorganic cation transmem   0.73 2 0.7490637 332 0.9587894
12516 GO:0022804 active transmembrane tra  0.73 5 1.8726592 787 2.2727928
20618 GO:0044424 intracellular part 0.73 27 10.11236 3853 11.127155

6077 GO:0008652 cellular amino acid biosyn  0.73 1 0.37453184 169 0.48805845
26932 GO:0055086 nucleobase, nucleoside an    0.74 6 2.247191 944 2.7261963

9800 GO:0016746 transferase activity, transf   0.74 3 1.1235955 498 1.438184
4067 GO:0005783 endoplasmic reticulum 0.74 1 0.37453184 174 0.50249803

20619 GO:0044425 membrane part 0.74 10 3.7453184 1523 4.398302
8967 GO:0015698 inorganic anion transport 0.74 1 0.37453184 176 0.5082739

20533 GO:0044283 small molecule biosynthet  0.75 2 0.7490637 347 1.0021082
6166 GO:0008757 S-adenosylmethionine-dep   0.75 1 0.37453184 180 0.5198256
5195 GO:0007165|GO:0023033signal transduction 0.75 6 2.247191 961 2.775291

12602 GO:0023052|GO:0023046signaling 0.75 6 2.247191 961 2.775291
6663 GO:0009309 amine biosynthetic proces 0.75 1 0.37453184 181 0.5227135
9818 GO:0016765|GO:0016766transferase activity, transf        0.76 1 0.37453184 185 0.53426516

22479 GO:0046983 protein dimerization activit 0.76 3 1.1235955 517 1.4930545
3476 GO:0004872|GO:0019041receptor activity 0.76 4 1.4981273 672 1.9406822
2657 GO:0003727|GO:0003728single-stranded RNA bind 0.77 1 0.37453184 188 0.54292893

30204 GO:0071840 cellular component organi   0.77 2 0.7490637 362 1.045427
30066 GO:0071702 organic substance transpo 0.78 3 1.1235955 529 1.5277096
20521 GO:0044271 cellular nitrogen compoun   0.78 2 0.7490637 367 1.0598665
31465 GO:0080090 regulation of primary meta  0.78 18 6.741573 2710 7.826263
28378 GO:0070011 peptidase activity, acting o    0.79 3 1.1235955 537 1.550813
12608 GO:0030001 metal ion transport 0.79 2 0.7490637 374 1.080082

5840 GO:0008324 cation transmembrane tra  0.79 3 1.1235955 538 1.5537009
10244 GO:0018130 heterocycle biosynthetic p 0.79 1 0.37453184 199 0.57469606

9836 GO:0016787 hydrolase activity 0.80 25 9.363296 3723 10.751725
8943 GO:0015672 monovalent inorganic cati  0.80 2 0.7490637 383 1.1060733
9266 GO:0016020 membrane 0.80 25 9.363296 3741 10.803708

13753 GO:0031323 regulation of cellular meta  0.81 18 6.741573 2770 7.999538
5766 GO:0008236 serine-type peptidase acti 0.81 1 0.37453184 214 0.6180149
8495 GO:0015077 monovalent inorganic cati    0.81 1 0.37453184 214 0.6180149

25094 GO:0050789|GO:0050791regulation of biological pro 0.81 29 10.8614235 4315 12.461374
4609 GO:0006464 protein modification proce 0.81 18 6.741573 2781 8.031305

15436 GO:0033036 macromolecule localizatio 0.81 2 0.7490637 397 1.1465042
5763 GO:0008233 peptidase activity 0.81 3 1.1235955 565 1.6316746
9845 GO:0016798 hydrolase activity, acting o   0.82 2 0.7490637 401 1.1580559
4558 GO:0006396|GO:0006394RNA processing 0.82 1 0.37453184 219 0.63245445

20531 GO:0044281 small molecule metabolic 0.82 11 4.11985 1788 5.1636004
10103 GO:0017171 serine hydrolase activity 0.82 1 0.37453184 220 0.63534236

6425 GO:0009056 catabolic process 0.82 6 2.247191 1051 3.0352037
8673 GO:0015291|GO:0015290secondary active transme   0.82 2 0.7490637 407 1.1753833

11221 GO:0019219 regulation of nucleobase,       0.83 17 6.367041 2675 7.7251854
25468 GO:0051171 regulation of nitrogen com   0.83 17 6.367041 2675 7.7251854

4990 GO:0006915|GO:0008632apoptosis 0.83 1 0.37453184 227 0.6555578
28364 GO:0065007 biological regulation 0.83 29 10.8614235 4376 12.637537

4755 GO:0006629 lipid metabolic process 0.84 3 1.1235955 590 1.7038727
9906 GO:0016874 ligase activity 0.84 3 1.1235955 597 1.7240882

11828 GO:0019899 enzyme binding 0.84 1 0.37453184 237 0.684437
5756 GO:0008219 cell death 0.84 1 0.37453184 239 0.69021285
8209 GO:0012501|GO:0016244programmed cell death 0.84 1 0.37453184 239 0.69021285
9462 GO:0016265 death 0.84 1 0.37453184 239 0.69021285

25098 GO:0050794|GO:0051244regulation of cellular proce 0.84 26 9.737827 3987 11.514136
11522 GO:0019538|GO:0006411protein metabolic process 0.85 27 10.11236 4134 11.938661

5712 GO:0008168|GO:0004480methyltransferase activity 0.85 1 0.37453184 244 0.7046524
5981 GO:0008509 anion transmembrane tran  0.85 1 0.37453184 245 0.70754033
4917 GO:0006820|GO:0006822anion transport 0.85 1 0.37453184 247 0.7133162
5661 GO:0008092 cytoskeletal protein bindin 0.86 1 0.37453184 249 0.719092

12805 GO:0030246 carbohydrate binding 0.86 1 0.37453184 251 0.7248679
3475 GO:0004871|GO:0005062signal transducer activity 0.86 4 1.4981273 787 2.2727928

27063 GO:0060089 molecular transducer activ 0.86 4 1.4981273 787 2.2727928
19684 GO:0043412 macromolecule modificatio 0.86 18 6.741573 2900 8.374968



9795 GO:0016740 transferase activity 0.86 24 8.988764 3764 10.870131
9796 GO:0016741 transferase activity, transf   0.87 1 0.37453184 261 0.7537471

25998 GO:0051716 cellular response to stimu 0.88 6 2.247191 1138 3.2864528
8494 GO:0015075 ion transmembrane transp  0.88 4 1.4981273 827 2.3883097

16603 GO:0034220 ion transmembrane transp 0.89 4 1.4981273 833 2.4056373
4911 GO:0006812|GO:0006819cation transport 0.89 3 1.1235955 662 1.9118029

14667 GO:0032259 methylation 0.89 1 0.37453184 285 0.8230572
4916 GO:0006818 hydrogen transport 0.90 1 0.37453184 292 0.84327257
9246 GO:0015992 proton transport 0.90 1 0.37453184 292 0.84327257
9812 GO:0016758 transferase activity, transf   0.90 2 0.7490637 501 1.4468478

22415 GO:0046914 transition metal ion bindin 0.91 15 5.6179776 2599 7.5057034
7141 GO:0009889 regulation of biosynthetic 0.91 15 5.6179776 2605 7.523031
7772 GO:0010556 regulation of macromolecu   0.91 15 5.6179776 2605 7.523031

13756 GO:0031326 regulation of cellular biosy  0.91 15 5.6179776 2605 7.523031
32213 GO:2000112 regulation of cellular macr   0.91 15 5.6179776 2605 7.523031
20640 GO:0044446 intracellular organelle part 0.91 3 1.1235955 710 2.0504231
20616 GO:0044422 organelle part 0.91 3 1.1235955 712 2.0561988

7692 GO:0010468 regulation of gene express 0.92 15 5.6179776 2635 7.6096687
4849 GO:0006730|GO:0019753one-carbon metabolic proc 0.92 1 0.37453184 325 0.93857396
3449 GO:0004842|GO:0004840ubiquitin-protein ligase act 0.92 1 0.37453184 326 0.94146186

27228 GO:0060255 regulation of macromolecu   0.92 15 5.6179776 2660 7.6818666
5909 GO:0008415 acyltransferase activity 0.92 1 0.37453184 330 0.95301354
2643 GO:0003700|GO:0000130sequence-specific DNA bi    0.92 7 2.621723 1417 4.0921826

716 GO:0001071 nucleic acid binding transc   0.92 7 2.621723 1417 4.0921826
9654 GO:0016567 protein ubiquitination 0.92 1 0.37453184 332 0.9587894

14854 GO:0032446 protein modification by sm   0.92 1 0.37453184 332 0.9587894
29011 GO:0070647 protein modification by sm     0.92 1 0.37453184 332 0.9587894

3903 GO:0005575|GO:0008372cellular_component 0.93 56 20.973783 8515 24.590637
22375 GO:0046872 metal ion binding 0.93 17 6.367041 2985 8.6204405
11747 GO:0019787|GO:0008639small conjugating protein  0.93 1 0.37453184 339 0.9790048

9267 GO:0016021 integral to membrane 0.93 5 1.8726592 1103 3.1853757
19470 GO:0043167 ion binding 0.93 17 6.367041 2997 8.655096
19472 GO:0043169 cation binding 0.93 17 6.367041 2997 8.655096

2674 GO:0003824 catalytic activity 0.94 72 26.966291 10750 31.045137
3178 GO:0004519 endonuclease activity 0.94 1 0.37453184 356 1.0280994
4910 GO:0006811 ion transport 0.94 4 1.4981273 959 2.769515
4530 GO:0006355|GO:0032583regulation of transcription, 0.94 14 5.243446 2591 7.4826

25544 GO:0051252 regulation of RNA metabo  0.94 14 5.243446 2593 7.488376
4641 GO:0006508 proteolysis 0.94 4 1.4981273 965 2.7868426

12547 GO:0022857|GO:0005386transmembrane transporte  0.94 7 2.621723 1483 4.282785
22409 GO:0046906 tetrapyrrole binding 0.95 2 0.7490637 596 1.7212002

3723 GO:0005215|GO:0005478transporter activity 0.95 9 3.3707864 1844 5.325324
9913 GO:0016881 acid-amino acid ligase act 0.95 1 0.37453184 391 1.1291766
3945 GO:0005622 intracellular 0.95 28 10.486892 4751 13.720507

26931 GO:0055085 transmembrane transport 0.96 7 2.621723 1548 4.4705
25195 GO:0050896|GO:0051869response to stimulus 0.96 9 3.3707864 1881 5.432177

3946 GO:0005623 cell 0.96 52 19.475655 8227 23.758917
20657 GO:0044464 cell part 0.96 52 19.475655 8227 23.758917
19533 GO:0043234 protein complex 0.96 3 1.1235955 848 2.448956

3177 GO:0004518 nuclease activity 0.96 1 0.37453184 427 1.2331418
12574 GO:0022892 substrate-specific transpo  0.97 6 2.247191 1463 4.2250266

9911 GO:0016879 ligase activity, forming car  0.97 1 0.37453184 456 1.3168914
4909 GO:0006810|GO:0015457transport 0.97 11 4.11985 2315 6.6855345

25529 GO:0051234 establishment of localizati 0.97 11 4.11985 2315 6.6855345
25476 GO:0051179 localization 0.97 11 4.11985 2319 6.697086

3863 GO:0005488 binding 0.98 92 34.45693 13903 40.15075
9869 GO:0016829 lyase activity 0.98 1 0.37453184 488 1.4093049

11931 GO:0020037 heme binding 0.99 1 0.37453184 550 1.5883559
3955 GO:0005634 nucleus 0.99 5 1.8726592 1433 4.138389

12573 GO:0022891 substrate-specific transme   0.99 4 1.4981273 1241 3.5839086
3872 GO:0005506 iron ion binding 0.99 1 0.37453184 563 1.6258988

19526 GO:0043227 membrane-bounded organ 0.99 8 2.9962547 2142 6.185924
19530 GO:0043231 intracellular membrane-bo  0.99 8 2.9962547 2142 6.185924

3876 GO:0005515|GO:0045308protein binding 1.00 34 12.734082 6933 20.021948
2626 GO:0003674|GO:0005554molecular_function 1.00 157 58.8015 24394 70.447914
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