
Table S4. Differentially regulated genes (up and down regulated) in the control compared with THyPRP silenced plants in FAZ at 8 h along with their expression values, fold changes, annotations, GO ids and terms.    

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

Upregulated 
        

Downregulated 
Line Array Details Time Treated vs. Cont  Set 

Control – New Yorker 254331010026_1_1 8h_5_AZ 8h

Control – New Yorker 254331010026_1_2 8h_6_AZ 8h

TAPG + TPRP 254331010035_1_1 8h_41_AZ 8h

TAPG + TPRP 254331010035_1_2 8h_42_AZ 8h

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

Sample Up Down 

Flagging Criteria: 8h_TPRP_ AZ vs. 8h_Control_AZ_Sense 1314 2139
Compromised: If the gProcessedSignal value is less than the background intensity 8h_TPRP_ AZ vs. 8h_Control_AZ_Antisense 424 1983
Detected:  If the gProcessedSignal value is above  background intensity

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

Worksheet 4 & 5

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

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

Treated

Set 3

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. 

Set3
For filtering  downregulation we consider  flag can be Detected or Compromised  in the treated sample and should be  Detected in the 
control sample and fold<=-0.8 in the individual replicates and fold<=-1 in the Geomean of treated samples. 

Control 



ProbeNamOrientatio Fold 8h Flag 8h 5Fold 8h Flag 8h 6Geomean  Fold 8h Flag 8h 4Fold 8h Flag 8h 4Geomean   P-value ProbeNamGeneNam Systemat DescriptioSequence Contig ID ITAG ID Parent Ge ITAG Des Ontology Ontology Contig ID Target ID Functiona GO termsTranscrip target ID  Symbols TAIR DescTAIR ChrogProcess gProcess gProcess gProcess gProcess gProcessedSignal 8h 42 AZ
A 96 P00 Sense -0.258 Detected 0.258 Detected 0.000 0.934 Detected 1.130 Detected 1.032 0.065 A 96 P00 TA37220 TA37220 Rep: Chro              GGAAAGCATTATACCTCTTTGGGAGGATCCTTTTCAGAAGCCCAGTTATCTTTTTGCATT 45.2336 50.5685 76.6549 73.6232 96.5485 106.768
A 96 P00 Sense -0.518 Detected 0.518 Detected 0.000 3.917 Detected 1.676 Detected 2.796 0.152 A 96 P00 Dea1 NM 00124Solanum       CTTATGAGCAATGTTCAAGTGTGTGGTAACTTCTTGTTTCCTTTGTAGCTTGAAATAAGT 79.2574 127.058 64.7581 137.866 1602.47 327.081
A 96 P00 Sense 0.030 Detected -0.030 Detected 0.000 1.607 Detected 1.029 Detected 1.318 0.045 A 96 P00 BI933609 BI933609 EST55349              AGGCGTGGGCTCTACTCCACAAATTCGGTGGACATGAACAATTCTTATCGAATGAGCTAA 308.173 231.049 540.909 526.934 859.347 555.647
A 96 P00 Sense -0.462 Detected 0.462 Detected 0.000 1.670 Detected 1.278 Detected 1.474 0.099 A 96 P00 AK247566 AK247566 Solanum        TTTTCCAGGAATTCTCCATATATAACATCCACTATTCTCTGGGTGTACTGGGGAGTTTGC 18.6288 27.6147 43.0165 51.1505 76.2648 56.1033
A 96 P00 Sense 0.204 Detected -0.204 Detected 0.000 1.288 Detected 1.298 Detected 1.293 0.024 A 96 P00 BI933865 BI933865 EST55375              TGGACAGTACCTCAATTCAGATGATGATTTCTTCAAAAACTCAGTTGTTAAGGGCTATTA 1074.67 632.989 1165.82 972 2129.11 2069.95
A 96 P00 Sense -0.070 Detected 0.070 Detected 0.000 1.490 Detected 1.642 Detected 1.566 0.004 A 96 P00 AK319641 AK319641 Solanum        CTCAGTAACTTCATACACACTGGGGCTCTTCATGATTGCCAAAGCTCCATGGTATCTACT 1341.92 1155.46 2212.86 2609.46 3695.43 3965
A 96 P01 Sense -0.023 Detected 0.023 Detected 0.000 1.612 Detected 1.610 Detected 1.611 0.000 A 96 P01 TA37845 TA37845 Rep: Chlo           ATCTGGCTTTCCCACTTATTTTGATTGGTGGTCTTTTCCTGCTATCAAGGCGGTCTAACG 570.21 459.916 883.58 1107.46 1653.97 1594.56
A 96 P01 Sense 0.106 Detected -0.106 Detected 0.000 1.581 Detected 0.966 Detected 1.274 0.059 A 96 P01 LOC10073NM 00124Solanum       CAAGGTGTGGTTATTCTGAACGTTTGTTGGTGTATTACTGATGAATTTAGTGGATGTAAT 623.08 420.24 1505.8 1015.6 1617.68 1020.18
A 96 P01 Sense -0.113 Detected 0.113 Detected 0.000 1.539 Detected 1.004 Detected 1.272 0.048 A 96 P01 LOC54384NM 00124Solanum      AATAATGATAGAGTAAGGAGGATGTCAATTCATGATCCCACACCCACCTACTGTAGGTAG 515.507 471.584 713.478 529.012 1514.41 1009.11
A 96 P02 Sense -0.078 Detected 0.078 Detected 0.000 1.530 Detected 1.320 Detected 1.425 0.008 A 96 P02 BI933568 BI933568 EST55345              TCTCACATTTGTTAGGGTATATTCAGGAAAGCTTAGTGCAGGATCGTATGTATTGAATGG 260.71 227.016 567.464 726.186 742.756 619.675
A 96 P02 Sense 0.117 Detected -0.117 Detected 0.000 1.309 Detected 1.180 Detected 1.244 0.011 A 96 P02 BI933475 BI933475 EST55336              CAGGTATGGGATGTCACAAGAAGTCAGCTTTTCATGGAGATGAGAGAGCATGAGAAACGT 373.002 247.994 563.866 627.627 796.279 703.214
A 96 P02 Sense 0.020 Detected -0.020 Detected 0.000 1.364 Detected 1.075 Detected 1.219 0.014 A 96 P02 AK325388 AK325388 Solanum        TTGGTACCTGCTGATCACATTAGCAGGAGTTACAATGACACATATTATGTGGATTCTCAA 27.5526 20.9537 45.913 43.0429 65.3506 51.641
A 96 P02 Sense 0.420 Detected -0.420 Detected 0.000 1.247 Detected 1.436 Detected 1.342 0.089 A 96 P02 BI923464 BI923464 EST54336             ATCCTCTTGGTCCCGTTTCTCAGGCAGATGATGATCTTGGTTTTCTTGATAGTAATCATG 149.475 65.2555 234.372 248.18 247.813 272.705
A 96 P02 Sense -0.079 Detected 0.079 Detected 0.000 1.247 Detected 1.035 Detected 1.141 0.013 A 96 P02 AK323645 AK323645 Solanum        CCTGATAATGATCCTGATAGTGATATTCCTCCTGATGACAAGAATTTGCTTAAAAATAGG 108.324 94.4508 201.972 229.17 253.681 211.464
A 96 P02 Sense -0.152 Detected 0.152 Detected 0.000 1.611 Detected 1.141 Detected 1.376 0.039 A 96 P02 AK321309 AK321309 Solanum        CAACATAATCGCTGTTTCTAGTTGCAAGGGAGGGGTTGGTAAATCAACTGTAGCTGTCAA 142.145 137.105 269.588 324.128 450.655 314.238
A 96 P02 Sense -0.170 Comprom 0.170 Comprom 0.000 1.859 Detected 1.739 Detected 1.799 0.010 A 96 P02 DB717894DB717894DB717894              AAGGACTGTGGTTGTTGCAACAAAGCTTGATACCAAAATACCTCAGTTTGCACGAGCTTC 5.25628 5.20062 16.1839 18.3827 20.0415 17.8029
A 96 P02 Sense 0.190 Detected -0.190 Detected 0.000 2.908 Detected 1.912 Detected 2.410 0.046 A 96 P02 AK321544 AK321544 Solanum        AACTTCTTCAAGAAATCATTTCACGTGCACCAACTGCGCATGATAGCGCTTGCTCACGTT 36.8381 22.13 68.113 126.608 226.493 109.656
A 96 P02 Sense -0.033 Detected 0.033 Detected 0.000 1.555 Detected 1.225 Detected 1.390 0.014 A 96 P02 BG127531BG127531EST47327    GAAAGAATGGAAAGTAATGGATGATTCTTGTCCTCATAGATATGCTCCACTTTCTGAAGG 221.894 181.501 354.759 459.839 623.013 478.592
A 96 P02 Sense -0.178 Comprom 0.178 Comprom 0.000 2.171 Detected 1.726 Detected 1.948 0.021 A 96 P02 BI927375 BI927375 EST54726                  ATTCCAAAAGCTTCAGCCTGAAGCAAATAGTGCAAGCAAGCGACTGGAGAATCTGTTGTC 8.75569 8.76142 25.5458 34.5561 41.6759 29.5673
A 96 P02 Sense 0.017 Detected -0.017 Detected 0.000 1.437 Detected 1.007 Detected 1.222 0.030 A 96 P02 TA44023 TA44023 Rep: Simi               TCCTACAAACAACAATATTCTTTTATCTGGTGATAAGAAAGGCCAACTTGGCATCTGGGA 19.9974 15.2606 23.0206 25.4449 49.9747 35.825
A 96 P02 Sense -0.088 Detected 0.088 Detected 0.000 1.369 Detected 1.051 Detected 1.210 0.022 A 96 P02 AW443970AW443970EST30890              GGAGTGCTTTACGTTACACAATATATGGGAAATCTGGTGTTTTTGATGCTGAAAGATTCA 323.853 286.06 498.613 582.461 830.66 643.416
A 96 P02 Sense -0.230 Detected 0.230 Detected 0.000 1.839 Detected 1.234 Detected 1.536 0.056 A 96 P02 AW093194AW093194EST28637             TATGTCTTCACCAGCAAGATCTCTTGGAGGAGCATCTCCTGGTAAGATGAGTATGAGTGT 62.0385 66.6979 142.34 170.868 243.136 154.359
A 96 P02 Sense 0.256 Detected -0.256 Detected 0.000 1.597 Detected 0.964 Detected 1.280 0.088 A 96 P02 AK320943 AK320943 Solanum        TAAAAGCTGGGATGGTGGAAGCTGTTATTTGTGTTCAGAGTGATCCAGAAGATCGATTTG 62.367 34.171 87.0432 83.4606 147.556 91.9011
A 96 P03 Sense 0.167 Detected -0.167 Detected 0.000 1.823 Detected 1.674 Detected 1.749 0.011 A 96 P03 BI931647 BI931647 EST55153                  ATTCCTGGAGGGACTGTGCAAGTATCTATCTTATAGCAAGCTGGAAGTGAAGGCTGACTT 249.263 154.507 456.085 457.344 734.067 639.01
A 96 P03 Sense -0.388 Detected 0.388 Detected 0.000 1.264 Detected 0.815 Detected 1.039 0.146 A 96 P03 BI931640 BI931640 EST55152                  TCTGAAGAGGATATGCAAGCAGCACGGAATTAAACGCTGGCCTTCTCGAAAGATCAAGAA 48.5785 64.9835 84.0114 97.2901 142.565 100.882
A 96 P03 Sense 0.137 Detected -0.137 Detected 0.000 1.173 Detected 1.219 Detected 1.196 0.013 A 96 P03 AK322190 AK322190 Solanum        AAACATTAATTGGACTGGCAGCCTCGACAGGCCTCGCTGTAATGATTGTGATTCTGTCAA 410.884 265.741 408.509 294.909 787.596 785.08
A 96 P03 Sense 0.169 Detected -0.169 Detected 0.000 1.289 Detected 0.996 Detected 1.143 0.036 A 96 P03 AW034273AW034273EST27784            ACATGTTCTCTTTGAGTGGGAATGGATTTTTCGATGCTGTTGGTCGTAGCATTAACTTGG 53.3597 33.0031 53.0539 69.573 108.35 85.4258
A 96 P03 Sense -0.196 Detected 0.196 Detected 0.000 1.661 Detected 1.317 Detected 1.489 0.029 A 96 P03 AI781253 AI781253 EST26213            CGGAGTGAACGTTTATCGGAAAAGGCCGGAGATGGGAAAATTACACTCTCTTCTTTTGCT 244.556 250.779 569.017 699.325 827.713 629.735
A 96 P03 Sense 0.100 Detected -0.100 Detected 0.000 1.240 Detected 0.905 Detected 1.072 0.031 A 96 P03 AK325592 AK325592 Solanum        AATCCTACAGGAAATGGGGATTTGAGAAACTAGTCTACAAGGACGTGAAGAGAGGAATAA 561.29 382.106 694.356 582.944 1155.89 884.954
A 96 P03 Sense -0.181 Detected 0.181 Detected 0.000 1.139 Detected 0.924 Detected 1.031 0.039 A 96 P03 BG130129BG130129EST47577    CAAGGGCTGAATGGATTGAAACACAGAATGCTGCATGGGAAAAGCAACAGAAGGAAATTG 446.346 448.129 845.825 1038.32 1040.72 865.942
A 96 P03 Sense 0.050 Detected -0.050 Detected 0.000 1.791 Detected 1.338 Detected 1.564 0.021 A 96 P03 AK319877 AK319877 Solanum        TATCCACCATAGGGGTTGTGATCACTGTAGCATTGCTGGACATTTTCTACATAAATCCAT 550.159 401.167 1023.23 1317.54 1717.68 1212.09
A 96 P03 Sense 0.334 Detected -0.334 Comprom 0.000 1.791 Detected 1.237 Detected 1.514 0.073 A 96 P03 AK324219 AK324219 Solanum        TAATAATAAGCCCATATCGAGCTACGGTGGCACCCTTGAATCTATAGTGAACCAAGCCAC 16.6868 8.20475 22.1152 48.8431 42.7832 28.1417
A 96 P03 Sense -0.147 Detected 0.147 Detected 0.000 1.974 Detected 1.607 Detected 1.791 0.017 A 96 P03 BP909156 BP909156 BP909156            AATTACTGAGGCATCACGTGGAGCAATATCATCTTCAGCACGGTCCAATGCAGCAATGTT 41.3482 39.6341 105.014 140.11 168.096 125.822
A 96 P04 Sense 0.117 Detected -0.117 Detected 0.000 1.289 Detected 1.020 Detected 1.154 0.023 A 96 P04 AK320473 AK320473 Solanum        TTTTGTTGCAGTTTATGCTGGACTAGAAATCCTTGCAATACCTGCCATTCCGTTGACCAT 563.316 374.446 612.393 655.39 1185.83 950.052
A 96 P04 Sense 0.396 Detected -0.396 Detected 0.000 1.234 Detected 0.947 Detected 1.091 0.122 A 96 P04 AK321800 AK321800 Solanum        ACTGCTCATTTAATGCATGAAAGCTTGCGTGTGAAGCATATGGCCTTAAAGGTAGAAGTA 159.611 72.0695 184.588 211.32 266.657 210.952
A 96 P04 Sense 0.202 Detected -0.202 Detected 0.000 1.121 Detected 1.036 Detected 1.079 0.035 A 96 P04 AK322051 AK322051 Solanum        TATTATATGAACCTATAACAACTCCCTGTGGACATTCTTTTTGCCGTGCATGCCTTTTCC 172.025 101.568 190.865 215.559 303.877 276.625
A 96 P04 Sense 0.084 Detected -0.084 Detected 0.000 1.120 Detected 0.932 Detected 1.026 0.015 A 96 P04 AK321641 AK321641 Solanum        TAACAACAGATTCCATGGTTAAGGCTTCTGTTTCAGTTGCTGATGTGGAGGAGATAGAGA 39.3944 27.3963 23.4656 34.9263 75.4384 63.9537
A 96 P04 Sense 0.140 Detected -0.140 Detected 0.000 1.222 Detected 1.152 Detected 1.187 0.014 A 96 P04 LOC10003NM 00124Solanum       TAATTGCTGGCCCGGAGAAGAAAAATGCTGTTGTCTCAGATGAGAAGAAGAAGCTGGTAG 1981.84 1276.14 2519.31 2966.46 3921.41 3605.17
A 96 P05 Sense -0.461 Comprom 0.461 Detected 0.000 1.438 Detected 1.088 Detected 1.263 0.125 A 96 P05 AK324536 AK324536 Solanum        AGTTCTTGGAACTGAATTACATGTTACAAAATCTGGACGTGCAACTGGATTTGTAACAAA 8.51472 12.6119 27.9886 28.4673 29.6833 22.4776
A 96 P05 Sense 0.113 Detected -0.113 Detected 0.000 1.484 Detected 1.206 Detected 1.345 0.017 A 96 P05 LOC77834NM 00124Solanum      CAAAAACTTCGACGAACTATACCTTTATTGTTATTATGTTGCTGGTACGGTTGGGTTGAT 1242.57 829.942 1761.34 2267.52 3002.85 2391.12
A 96 P05 Sense 0.130 Detected -0.130 Detected 0.000 1.803 Detected 0.916 Detected 1.359 0.099 A 96 P05 AK328094 AK328094 Solanum        CAGCTGAAGAAAAAGCTAAGTATTACAAAGAAAATGCTGGTGCTGATGAATCTGTGTTGT 103.735 67.716 164.788 183.901 309.008 161.39
A 96 P05 Sense -0.230 Detected 0.230 Detected 0.000 1.650 Detected 1.333 Detected 1.491 0.033 A 96 P05 DB693071DB693071DB693071              TTTCAACAGTTAATCGCTGCAGTCGATTTCTGTCATAGCCGTGATGTCTACCACCGTGAT 105.267 113.175 230.426 248.409 361.91 280.545
A 96 P05 Sense 0.054 Detected -0.054 Detected 0.000 1.474 Detected 1.224 Detected 1.349 0.010 A 96 P05 AK322830 AK322830 Solanum        TCGAAAAATTGAAGCTTTCAAGGGAATACCCGTAAAGATGGTTGCTGCCGGTGCTGAACA 253.096 183.604 409.796 369.003 632.956 513.652
A 96 P06 Sense 0.500 Detected -0.500 Detected 0.000 2.012 Detected 1.944 Detected 1.978 0.059 A 96 P06 AK322569 AK322569 Solanum        GAACTTTCGTTTTTTCTGATTCAATTCCATGGTTTGAATGGATGGATATTGGTGGACATA 744.398 290.831 473.57 496.527 1983.8 1826.27
A 96 P06 Sense -0.012 Detected 0.012 Detected 0.000 1.087 Detected 0.954 Detected 1.020 0.004 A 96 P06 DB685075DB685075DB685075              ATGCCAGATCATTACTAGAATGGCATACAGCATCACGTTTTTGTGGATTTTGTGGAGGTA 240.245 190.925 338.579 394.937 480.769 423.205
A 96 P06 Sense -0.178 Detected 0.178 Detected 0.000 1.105 Detected 0.997 Detected 1.051 0.030 A 96 P06 DB693091DB693091DB693091              GAATACTCGAGACCTTTCGTATCCCTTCGTAGATGAATTAAATTTGGTCTTATGTAACAT 1728.54 1729.69 4624.83 4188.28 3929.65 3520.15
A 96 P06 Sense 0.083 Detected -0.083 Detected 0.000 1.235 Detected 1.139 Detected 1.187 0.006 A 96 P06 AK322075 AK322075 Solanum        AGATGTGGAATTTATTGATGTAAAGAATGCTCCCTTTACTGTCCACAGTAGTGAACGTAA 34.6304 24.1202 35.5502 47.5336 71.8719 64.9318
A 96 P06 Sense -0.006 Detected 0.006 Detected 0.000 1.397 Detected 0.974 Detected 1.185 0.030 A 96 P06 DB688844DB688844DB688844              TGAAGAGCACACGTCCATTGAACTTAGTGGTACAGACAGACCTGGCTTATTGTCTGAAGT 46.4931 36.6439 89.9654 81.9636 114.866 82.6993
A 96 P06 Sense 0.427 Comprom -0.427 Comprom 0.000 3.711 Detected 3.046 Detected 3.379 0.025 A 96 P06 AK321255 AK321255 Solanum        TTTCCTCATCAGCATTTTGGACAGAGACATTATTTCCAAACTTTTCCAAGGCAGCCAAAT 4.96402 2.14537 13.4608 14.9229 45.174 27.5009
A 96 P06 Sense 0.589 Detected -0.589 Comprom 0.000 1.827 Detected 1.585 Detected 1.706 0.105 A 96 P06 DB712246DB712246DB712246              TATATCAATATGCATTGCATTAGCTGCACTGATTTTGCCATTTTTCATGAAGTCATTGGG 30.8207 10.6438 36.8374 45.9474 67.9282 55.4364
A 96 P06 Sense 0.099 Detected -0.099 Detected 0.000 1.437 Detected 0.968 Detected 1.202 0.042 A 96 P06 TA47822 TA47822 Rep: Chro              TTTCAGCCCATGCTTATGTTAGGCATCACAGTTGGTGTTTCTCTCAGTGTTGTTTTCCCC 761.497 519.083 1114.4 1450.03 1798.5 1254.95
A 96 P07 Sense -0.344 Detected 0.344 Detected 0.000 1.688 Detected 1.020 Detected 1.354 0.106 A 96 P07 DB711244DB711244DB711244              GTTAGCTCTATTGCAACACTATGTTTTCATGTCCCAATTTGTTGGTTATGTGTGTTCACC 71.549 90.0785 128.358 93.7701 273.437 166.063
A 96 P07 Sense -0.217 Detected 0.217 Detected 0.000 1.966 Detected 0.923 Detected 1.444 0.125 A 96 P07 AK323172 AK323172 Solanum        GCATAGGGGTTTCAACTATTCTTGCAGTTACCACTGTCGTTTATATCCAAGAGCGTTTTG 87.7466 92.6446 223.545 221.088 372.257 174.402
A 96 P07 Sense 0.036 Detected -0.036 Detected 0.000 1.872 Detected 1.693 Detected 1.783 0.003 A 96 P07 AK323039 AK323039 Solanum        GTATTTTTCCAGAATTAGCACAAAAGCAGGATTTTGCAGGGTGAGAGTTCCATTTTCTTC 528.872 393.063 858.579 1172.84 1764.41 1504.12
A 96 P07 Sense -1.056 Detected 1.056 Detected 0.000 2.523 Detected 1.322 Detected 1.922 0.254 A 96 P07 P69B NM 00124Solanum      GCCTAGTCAAAAATTGGCTATATAAGTGCATTAAGTACTCGGACATTTGAAAATGCTGTT 175.423 592.407 379.357 717.81 1958.7 822.105
A 96 P07 Sense -0.022 Detected 0.022 Detected 0.000 1.893 Detected 0.916 Detected 1.404 0.103 A 96 P07 BI926820 BI926820 EST54670                CTACAGGCATGCTGAAAATGGACATTTTTTGGTGACCTCAGTGCTGCATTTCATATTTGA 32.2458 25.9808 97.093 65.1214 113.588 55.733
A 96 P07 Sense 0.023 Detected -0.023 Detected 0.000 1.480 Detected 1.335 Detected 1.408 0.003 A 96 P07 BG128812BG128812EST47445    TTATCCAGCGACTGGAGCAAGGTGACCTTAAGCTTCGGGTTAGAGCTTTAGAATCTGAAA 1213.13 918.858 1992.75 2218.26 3113.03 2717.55
A 96 P07 Sense 0.206 Detected -0.206 Detected 0.000 1.510 Detected 1.177 Detected 1.343 0.037 A 96 P07 AK247809 AK247809 Solanum        AAGAGGAAAGGAGACTATTCACCAATTATATGGTACTAGAGTGGCAGTGCTGGCTGGTGA 256.338 150.537 320.423 417.646 591.091 453.336
A 96 P07 Sense -0.166 Detected 0.166 Detected 0.000 2.904 Detected 2.774 Detected 2.839 0.004 A 96 P07 AK247637 AK247637 Solanum        TGTGATGCACCTCATCTCTATCTCAAATGTATGAAATTTTTGCGGAGTAATTTCAGCAAA 25.2722 24.866 87.2449 99.0553 198.243 174.942
A 96 P08 Sense 0.065 Detected -0.065 Detected 0.000 2.059 Detected 1.105 Detected 1.582 0.081 A 96 P08 BI923850 BI923850 EST54373                TGTTGTAGCACTTGAGGTTGTTCTAGCTGATGGAAAGGTTGTTAGAGCTACAAAGGACAA 244.731 174.739 601.077 510.712 910.687 453.925
A 96 P08 Sense -0.191 Detected 0.191 Detected 0.000 1.539 Detected 1.190 Detected 1.364 0.034 A 96 P08 A 96 P08 A 96 P08 Unknown CGGCTCGCAAAATTGAAAGCCACTGATTCTCCACTTCCAACTGTGCCAAGTTATGATGTT 834.883 850.661 1274.87 1437.53 2587.62 1962.09
A 96 P08 Sense 0.294 Detected -0.294 Detected 0.000 1.449 Detected 1.300 Detected 1.375 0.045 A 96 P08 DB683919DB683919DB683919              CCGTGGATAACCAACCTCTATTTGAAGGTCGAACTGCTATCCAGATTTACAGCGACTACA 34.3613 17.8674 40.3906 38.266 71.506 62.2691
A 96 P08 Sense -0.386 Detected 0.386 Detected 0.000 1.976 Detected 1.621 Detected 1.798 0.052 A 96 P08 CAT2 NM 00124Solanum      TGCTCCTGTTTTTAATAACAATTCATCTCTTACGGTTGGTGCAAGAGGTCCTGTGTTGCT 15.6082 20.843 29.9995 41.9436 74.9689 56.6192
A 96 P08 Sense -0.342 Detected 0.342 Detected 0.000 1.852 Detected 0.868 Detected 1.360 0.151 A 96 P08 P69B NM 00124Solanum      TGATACACCATTCGAGGACTATGTACCTTATTTATGTGGTTTGAAGTACACAGATCAACA 197.064 247.601 298.155 408.988 842.774 411.352
A 96 P08 Sense 0.156 Detected -0.156 Detected 0.000 1.622 Detected 1.352 Detected 1.487 0.019 A 96 P08 Psy1 NM 00124Solanum      CAAACTAATAATGGACGGAAATTTTCTGTACGGTCTGCTATTTTGGCTACTCCATCTGGA 617.121 388.421 791.719 1061.97 1592.63 1274.82
A 96 P08 Sense 0.090 Detected -0.090 Detected 0.000 1.535 Detected 1.276 Detected 1.405 0.012 A 96 P08 Psy1 NM 00124Solanum      GGAAATTTTCTGTACGGTCTGCTATTTTGGCTACTCCATCTGGAGAACGGACGATGACAT 808.759 558.165 1003.22 1543.36 2057.04 1660.55
A 96 P08 Sense 0.179 Detected -0.179 Detected 0.000 1.602 Detected 1.350 Detected 1.476 0.021 A 96 P08 Psy1 NM 00124Solanum      TTGTTATGGGTTGTTTCTCCTTGTGACGTCTCAAATGGGACAAGTTTCATGGAATCAGTC 604.524 368.859 787.026 1091.91 1514.51 1228.64
A 96 P08 Sense -0.107 Detected 0.107 Detected 0.000 1.246 Detected 1.327 Detected 1.286 0.008 A 96 P08 TA36771 TA36771 Unknown TGATTTGGAGATCTTCATGGCTTTGGCTGATAAGATCAGGCGCATCAAGGTTATGGCAAA 2007.03 1819.46 2570.71 3052.47 4789.05 4890.87
A 96 P09 Sense 0.166 Detected -0.166 Detected 0.000 1.067 Detected 0.935 Detected 1.001 0.030 A 96 P09 ME1 NM 00124Solanum      AAGCTTCTTATTGACAATGTTGAGGAGCTTCTTCCGATAGTTTACACTCCAACTGTTGGT 534.448 331.922 646.604 587.905 932.613 821.444
A 96 P09 Sense 0.057 Detected -0.057 Detected 0.000 1.642 Detected 1.628 Detected 1.635 0.001 A 96 P09 BT013430 BT013430 Lycopers       AGAAAGTTTGGGGCAAAACTGGTTCAAAAATCTACGGCCCCAAAGCTGGACTGGATTATC 54.022 39.031 79.8752 72.349 151.45 144.776
A 96 P09 Sense 0.022 Detected -0.022 Detected 0.000 2.235 Detected 1.776 Detected 2.005 0.013 A 96 P09 TA37910 TA37910 Unknown AATATGTTGAACCAGGTCCTGGAAGGGGATCCATCAGAAATCCGAAAGTTTTGCCTACAG 167.296 126.835 420.174 532.325 724.631 508.909
A 96 P09 Sense 0.010 Detected -0.010 Detected 0.000 1.448 Detected 0.965 Detected 1.207 0.038 A 96 P09 AK319877 AK319877 Solanum        TCTACATCGTCTGGGCTGTAGTTATGTATAGTATACAGAATGTTGACATCTTATCTTTGT 62.4439 48.163 98.9421 143.043 158.173 109.232
A 96 P09 Sense 0.126 Detected -0.126 Detected 0.000 2.216 Detected 2.151 Detected 2.183 0.004 A 96 P09 TA39101 TA39101 Rep: Chro              CTCTACCCATTTTTAAATATGAAAGTAACGGTCTCGTGTCTCTTTCCCCCCAGGGACTCT 458.026 300.438 914.515 1038.35 1820.95 1681.24
A 96 P09 Sense 0.326 Detected -0.326 Detected 0.000 2.542 Detected 2.651 Detected 2.597 0.016 A 96 P09 AK247024 AK247024 Solanum        TCTTGATGACAAGAATGCTTCTGTGGGGGAGAACTCTTATAGCTATCCACTTGGTCCCAT 151.354 75.2843 406.887 361.928 656.981 684.165
A 96 P09 Sense 0.035 Detected -0.035 Detected 0.000 1.175 Detected 1.198 Detected 1.187 0.001 A 96 P09 AK319641 AK319641 Solanum        AGGAAAGGAATCGATTAAGTGAAAAATATGGTTTTAGACAAATTGGAGAACCACTACCTG 170.296 126.747 236.461 303.497 350.631 343.99
A 96 P09 Sense -0.048 Detected 0.048 Detected 0.000 1.043 Detected 0.966 Detected 1.004 0.004 A 96 P09 AK327271 AK327271 Solanum        ATGAAAGGGCGAAGAATGATATTGTGCTGCTTTCTCGGGAAATAATGAGAATGGATGCCC 324.639 271.039 564.523 617.696 645.812 591.13
A 96 P09 Sense -0.192 Detected 0.192 Detected 0.000 1.152 Detected 1.028 Detected 1.090 0.033 A 96 P09 TA41321 TA41321 Rep: Chro              TTGCATCAATAAGTTCTTATCAACTGTACGTGGAGGTTGTGTGTGAAGAGCTAGACTGGC 96.7962 98.731 174.304 200.191 229.526 203.355
A 96 P09 Sense 0.177 Detected -0.177 Detected 0.000 1.148 Detected 0.992 Detected 1.070 0.031 A 96 P09 AK247409 AK247409 Solanum        TTCAAATCTGATGGATATGACATAACTGGAGCATTGGGGTCTCTTATGTCATCGGAAGGG 57.0652 34.8841 56.2031 54.4955 104.521 90.5175
A 96 P10 Sense 0.010 Detected -0.010 Detected 0.000 1.350 Detected 0.931 Detected 1.141 0.032 A 96 P10 BT014116 BT014116 Lycopers       TCAGACCTCGATCTTGTAATTACCAAAGCCTACATATCCTCTGATGGTGGGTGGTTCATG 120.466 92.8078 178.808 184.707 284.941 205.765
A 96 P10 Sense -0.023 Detected 0.023 Detected 0.000 1.266 Detected 1.079 Detected 1.173 0.007 A 96 P10 TA45681 TA45681 Rep: Beta        GATGAGGAATTCAGAACATCCAGCTTATGCTAAGTCTGGCCCTCAAGAGCTAGTTCAACA 258.379 208.531 380.181 441.456 590.161 500.349
A 96 P10 Sense 0.189 Detected -0.189 Detected 0.000 1.765 Detected 1.090 Detected 1.428 0.066 A 96 P10 AK322844 AK322844 Solanum        GGACCTGATGCTTATCAGGAATATTACATTAGGCATATGGATGGGTACCCCCATTAGTTC 83.6621 50.2912 116.005 170.774 233.065 140.878
A 96 P10 Sense -0.217 Detected 0.217 Detected 0.000 1.164 Detected 1.322 Detected 1.243 0.033 A 96 P10 AK247727 AK247727 Solanum        TTCTTGTTTCTGCTTTGACTCTAGTTAGTCTACTAGAGCTATAGGGCTCGATGCTTTTTT 51.1957 54.0557 131.431 66.517 124.607 134.157
A 96 P10 Sense 0.006 Detected -0.006 Detected 0.000 1.713 Detected 1.629 Detected 1.671 0.001 A 96 P10 AK326710 AK326710 Solanum        CCTGGATGGACATGAGAAAGCAGTTACTTACATTAGATTTGTTGATGAACGTACTATTAT 143.856 111.524 255.394 317.63 438.806 399.705
A 96 P10 Sense 0.060 Detected -0.060 Detected 0.000 1.451 Detected 2.608 Detected 2.030 0.073 A 96 P10 BG129743BG129743EST47538    GTAGATGCCTGTTTGATGCCAAATGGGGTGATCTTAGACTATCAATTGTTGAAATGTTTA 20.7513 14.9251 37.6013 21.7668 50.867 109.467
A 96 P11 Sense -0.255 Detected 0.255 Detected 0.000 1.103 Detected 0.912 Detected 1.008 0.066 A 96 P11 AK321995 AK321995 Solanum        GCTTTGTTTTCCCAAGTCACAATGTTTTGTGTAAAGGGAAATACGCCTAACATATATTTC 143.873 160.198 262.177 325.344 344.754 291.436
A 96 P11 Sense 0.036 Detected -0.036 Detected 0.000 1.058 Detected 1.054 Detected 1.056 0.001 A 96 P11 FS197443 FS197443 FS197443              ATCAGTTATTCCAGCTCATCATGCCCTTCTGACTGTTGCATCTCCAGTTCTGGGAAATCT 289.557 215.294 355.133 366.356 549.232 528.886
A 96 P11 Sense 0.501 Detected -0.501 Comprom 0.000 1.481 Detected 1.448 Detected 1.464 0.100 A 96 P11 TA53565 TA53565 Rep: Chro              TCAGTACTTTACCATCATCACTGTGTGAGCTTTCGTTATTACAAGTGCTAATTTTGGAGA 17.6071 6.87427 21.8086 28.3282 32.4655 30.616
A 96 P11 Sense 0.121 Detected -0.121 Detected 0.000 1.020 Detected 0.999 Detected 1.009 0.014 A 96 P11 TA53897 TA53897 Rep: Diga          GGCTAGGACGTTAAATTTGAATGTCAACTTCATGAAAGGCAGAGACCACGCGGATGATTC 541.182 357.46 640.671 707.398 942.528 896.979
A 96 P11 Sense 0.099 Detected -0.099 Detected 0.000 1.590 Detected 1.042 Detected 1.316 0.046 A 96 P11 TA54078 TA54078 Rep: Chro              GCCAGTCAACCCCTAAATGCTCTAGCCTATATTTTTGATGGGCTACACTATGGTGTTTCG 105.691 71.9917 181.916 121.814 277.564 183.275
A 96 P11 Sense -0.088 Detected 0.088 Detected 0.000 1.278 Detected 0.968 Detected 1.123 0.024 A 96 P11 TA54294 TA54294 Rep: Chro              AGAAGTCTCATGGGATGCCACTTTAGACCCTGCGTCGTATTTTAAAATTGGCCAGATTGT 219.065 193.484 435.111 409.506 527.794 411.057
A 96 P11 Sense 0.119 Detected -0.119 Detected 0.000 1.239 Detected 1.207 Detected 1.223 0.010 A 96 P11 AK247496 AK247496 Solanum        CAACTGATGATTGTGGCTGTACAATACCTGTTCTTCATCTCAAATCTGATATTCTGGAAA 90.8282 60.1964 114.27 109.515 184.483 174.206
A 96 P11 Sense -0.007 Detected 0.007 Detected 0.000 1.070 Detected 0.967 Detected 1.019 0.003 A 96 P11 AK323143 AK323143 Solanum        AGGTTCTACTTCTGCATTAGCCTTGGATCTTTGTTTGCTGTGACTGTGCTAGTGTATATA 1528.07 1206.89 2190.39 2266.18 3013.91 2708.6
A 96 P12 Sense 0.004 Detected -0.004 Detected 0.000 1.464 Detected 1.210 Detected 1.337 0.009 A 96 P12 AJ243416 AJ243416 Lycopers          TGAATGCCGAGTTAGGCAACCTTTACGAGTTGTTCCACTTTTTGAGAAGTTGGCCGATCT 361.391 281.08 588.548 531.703 929.065 752.195
A 96 P12 Sense 0.065 Detected -0.065 Detected 0.000 1.320 Detected 1.139 Detected 1.230 0.008 A 96 P12 NP232858 NP232858 GB TTGACGACTGATTTCTTCATGCCTCCTTCAGATTTCGATAAAGAACGTTCTCGAGTCTAG 135.995 97.1925 176.096 162.778 303.398 258.317
A 96 P12 Sense -0.326 Comprom 0.326 Comprom 0.000 1.419 Detected 1.503 Detected 1.461 0.047 A 96 P12 NP928749 NP928749 GB CTCACGAGTCTGCTCGGATAATATACATGAGGACATGATTGACTGTAGTATTAACAAGAA 5.59349 6.86669 15.6871 6.14745 17.511 17.9236
A 96 P13 Sense 0.376 Detected -0.376 Detected 0.000 1.269 Detected 1.099 Detected 1.184 0.091 A 96 P13 SPM1 NM 00124Solanum      GAGAAAGATGAATGTGCCTATCAGGAGATGATAGCCCATCTTCCTCTTTTGTCAATCAAA 6859.69 3185.83 8368.2 6658.22 11905.9 10220.6
A 96 P13 Sense 0.285 Detected -0.285 Detected 0.000 1.221 Detected 1.281 Detected 1.251 0.049 A 96 P13 AI490908 AI490908 Unknown TCTATTGGAGATGGAGCTGCCCTCATGTCCTTCTTACTCTTTTGTTTTCGGACAACTTCG 1196.92 629.81 1794.61 1198.56 2138.78 2153.23
A 96 P13 Sense 0.524 Detected -0.524 Detected 0.000 1.151 Detected 0.891 Detected 1.021 0.199 A 96 P13 TFHS1 GO373573ctsb5f13 T             TCTCGATATCATAATAAGCAATGGCTCGTTCTTTCTCTAACTCTAAGACTCTCTCTGCTT 674.502 254.981 514.951 1429.07 973.521 784.578
A 96 P13 Sense -0.462 Detected 0.462 Detected 0.000 1.949 Detected 1.261 Detected 1.605 0.108 A 96 P13 BT013070 BT013070 Lycopers       TCCATCATCTCTACAGACAAAATCAACTTCAACAAGGTGCCCTTGGACTACAGAAATGTG 12.0886 17.9303 37.6132 26.2737 60.0764 36.005
A 96 P13 Sense 0.133 Detected -0.133 Detected 0.000 2.751 Detected 2.732 Detected 2.742 0.002 A 96 P13 AK319264 AK319264 Solanum        CATCAGCAACATCAATGCAAGTGGATGCCTGTCAACCTAGAGTAGACAAGAACGAAGGAA 407.309 264.935 1124.38 1192.43 2337.74 2227.63
A 96 P13 Sense -0.687 Comprom 0.687 Detected 0.000 4.724 Detected 2.397 Detected 3.561 0.119 A 96 P13 Dea1 NM 00124Solanum       ACGTCTCATTCCCAAATAAGTTGGGGTCACCTATATGAATGTTCATTCTATCACTACTAT 8.95187 18.1373 10.8118 16.8329 356.002 68.4607
A 96 P13 Sense 0.194 Detected -0.194 Detected 0.000 1.118 Detected 1.120 Detected 1.119 0.029 A 96 P13 AI779813 AI779813 Unknown TCCTTAAAGAGAATAAAAGGCTCCATGCAAGATGCTTGGGAATTGAGAAGGAGGAAGAGG 183.823 109.834 305.916 200.702 325.83 315.105
A 96 P13 Sense -0.082 Detected 0.082 Detected 0.000 1.404 Detected 0.824 Detected 1.114 0.066 A 96 P13 AK325903 AK325903 Solanum        TGCTATGATTGGTTTTGCTGCCTCTTTGTTGGGAGAAGCAATAACAGGAAAAGGTATTTT 6278.45 5500.19 11368.5 12048.2 16435.9 10618
A 96 P13 Sense -0.223 Detected 0.223 Detected 0.000 1.054 Detected 1.215 Detected 1.134 0.041 A 96 P13 AK320886 AK320886 Solanum        GAGGCTTTGAGGAATCTTGCTACTGCATTTATTGGTCTTGGATTTATGTTTCAAACATCA 156.826 167.069 314.335 303.147 355.087 383.419
A 96 P14 Sense 0.219 Detected -0.219 Detected 0.000 2.144 Detected 2.167 Detected 2.156 0.010 A 96 P14 AK247024 AK247024 Solanum        CAAGCACCACAATCGCTCTGAGGGTAAAAGAGGATGTGGTTATCTAGAAAATGGAGACAC 71.1968 41.0745 167.831 176.915 252.537 247.875
A 96 P14 Sense 0.086 Detected -0.086 Detected 0.000 1.724 Detected 0.944 Detected 1.334 0.079 A 96 P14 AW035722AW035722Unknown TCTCGCTCTTGGAAAGACATGGGATATTATGACGGTTACTTGGACGAGTGGCTACAACAT 312.158 216.709 547.493 635.909 908.28 510.426
A 96 P14 Sense -0.037 Detected 0.037 Detected 0.000 1.500 Detected 0.804 Detected 1.152 0.081 A 96 P14 AI778754 AI778754 EST25963            ACTTGTTGTTCACATCACCAAGAACTTCTTGACATTGCCCAACATCAAGGTTCCACTCAT 2658.39 2187.36 4341.11 5417.04 7208.56 4296.67
A 96 P15 Sense 0.343 Detected -0.343 Detected 0.000 2.237 Detected 2.314 Detected 2.275 0.022 A 96 P15 AK247024 AK247024 Solanum        GACCTACGTTGGCTATCATCATCAGATGTTATTGAAGGATCTGGATATGGATTGACGTCT 100.326 48.7334 259.799 231.316 348.307 354.655
A 96 P15 Sense -0.548 Detected 0.548 Detected 0.000 1.675 Detected 1.673 Detected 1.674 0.092 A 96 P15 BT014160 BT014160 Lycopers       CCATTGATAGTACCTCAGGGAGTAGTATCAGTTCCAGGATTTGCATACAGTGGTCAGATG 369.472 616.917 1078.33 969.144 1610.73 1553.26
A 96 P15 Sense 0.245 Detected -0.245 Detected 0.000 1.707 Detected 1.407 Detected 1.557 0.032 A 96 P15 Psy1 NM 00124Solanum      AAATCTTGGAATTGTGTTAGACAACCAAGGGTTTCTTGCTCAGAATGACTGTTGCCTTGT 121.818 67.7929 145.157 223.781 313.651 245.82
A 96 P15 Sense 0.356 Detected -0.356 Detected 0.000 1.515 Detected 2.124 Detected 1.820 0.060 A 96 P15 AK327759 AK327759 Solanum        TGTGTTCACCAGCGTAAAACCTGCAATTTCGAAGCTATTGCCAAGCTTATTGAGTTTAAT 51.0515 24.3655 25.8916 104.238 106.514 156.92
A 96 P15 Sense 0.080 Detected -0.080 Detected 0.000 1.213 Detected 0.953 Detected 1.083 0.019 A 96 P15 Psy1 NM 00124Solanum      ATTCCGGGGAATTTGGGCTTGTTGAGTGAAGCATATGATAAGTGTGGCGAAGTATGTGCA 1706.4 1193.72 2091.25 2680.16 3496.08 2818.45
A 96 P16 Sense 0.269 Detected -0.269 Detected 0.000 1.270 Detected 1.019 Detected 1.144 0.061 A 96 P16 AK324457 AK324457 Solanum        GTTTCAATTGATGTTGTTGTGTCTTGTCTTGCTAGTCGAAATGGTGGGGTAAAAGATTCT 166.433 89.5563 296.519 228.231 311.193 252.385
A 96 P16 Sense 0.090 Detected -0.090 Detected 0.000 1.049 Detected 0.964 Detected 1.007 0.010 A 96 P16 AK328087 AK328087 Solanum        TGTATGAACTCATGTTTCATTTGCTCTTAAACGCCGTGGCGATGGCGTATTGGGTTTGGA 63.8504 44.0524 60.6182 53.972 115.985 105.568
A 96 P16 Sense 0.071 Detected -0.071 Detected 0.000 1.594 Detected 0.929 Detected 1.262 0.065 A 96 P16 LOC10073NM 00124Solanum       TTCAGAAAGAGCAGTGCGATCTTATTTTGGCTTCTCCATTTACTCTCTTCTTTCCCTTAC 792.568 561.441 1784.8 1343.11 2127.98 1296.23
A 96 P16 Sense -0.199 Detected 0.199 Detected 0.000 1.686 Detected 1.314 Detected 1.500 0.031 A 96 P16 TA37652 TA37652 Unknown TATACTGATTATGGAAGTGTTGATGTTTTGAAGTTGGAGTCCAATGTTGCAGTTCCTGAC 439.363 452.355 748.717 901.831 1515.98 1130.71
A 96 P16 Sense -0.125 Detected 0.125 Detected 0.000 1.246 Detected 1.278 Detected 1.262 0.010 A 96 P16 AW930066AW930066Unknown CCTGAAGCATACAAAGAGCTTGTTGAGAACTGTGAGATTTTAGAGCGACATTATAAAGAT 149.068 138.603 246.188 292.106 360.304 355.601
A 96 P16 Sense -0.066 Detected 0.066 Detected 0.000 1.368 Detected 0.961 Detected 1.164 0.032 A 96 P16 AW930805AW930805Unknown AAAGGGTGAAAATGCAAACACCAATGTTCTGAAACTACTAACGGATATGGATAGGGCTAG 40.3143 34.5401 66.6911 80.2947 101.765 74.1285
A 96 P16 Sense 0.477 Detected -0.477 Detected 0.000 1.269 Detected 1.074 Detected 1.172 0.138 A 96 P16 AW932718AW932718Rep: Heat           AATAACCAATGGCGAATTCAAGCTCTAACTCTAAGACTCTCTCTGCTTTCGTCTCCGACT 442.669 178.523 335.685 997.098 716.025 603.851
A 96 P16 Sense 0.575 Detected -0.575 Comprom 0.000 1.807 Detected 1.218 Detected 1.513 0.144 A 96 P16 AW979373AW979373Unknown TGTCCATTTTCAGTCTCTTCTGAGTATTAAGTAAGTTGGCATCTCTGGTTTATGTATGCT 23.9197 8.42042 29.3096 24.9534 52.4843 33.694
A 96 P17 Sense 0.730 Detected -0.730 Detected 0.000 1.071 Detected 1.021 Detected 1.046 0.288 A 96 P17 GAD3 NM 00124Solanum       GTTAAATTTGGCATGATTTGAAACCACATGGATGGAACCAGAATGTGATAAGCTTATGAT 52.0626 14.8023 66.4302 60.8032 61.6305 57.4718
A 96 P17 Sense -0.015 Comprom 0.015 Comprom 0.000 1.187 Detected 1.502 Detected 1.345 0.014 A 96 P17 BE353515 BE353515 Unknown CTTTACCCTCGATGTTGCTGATCTAGAAAGCTGCCCTGACATTGACAGCTTCGTATATTT 10.7737 8.59365 15.9278 15.6336 23.1567 27.8111
A 96 P17 Sense -0.101 Detected 0.101 Detected 0.000 1.702 Detected 1.197 Detected 1.450 0.033 A 96 P17 AK319469 AK319469 Solanum        TAATACTGCCACAGTGGAGTATGAAACTGAAAATCGGCATTACGCTCATGTGGATTGCCC 80.3667 72.2437 178.205 144.782 261.983 178.304
A 96 P17 Sense -0.213 Detected 0.213 Detected 0.000 1.137 Detected 0.946 Detected 1.041 0.047 A 96 P17 TA37671 TA37671 Rep: Chro             GACCCAAATATCATCATCCCTTGAGGAGATCCGAAAATCTTTACTTTCCAAGAATGGGTG 70.9944 74.5735 128.325 108.556 169.072 142.996
A 96 P17 Sense -0.035 Detected 0.035 Detected 0.000 1.079 Detected 1.226 Detected 1.152 0.005 A 96 P17 AK323081 AK323081 Solanum        GCGGAACCAACTTTTACTAGTTTATGAGTACATGGAGAACAATAACCTTTCCCATGTTTT 165.191 135.466 221.319 284.852 333.939 357.004
A 96 P17 Sense 0.067 Detected -0.067 Detected 0.000 1.605 Detected 1.490 Detected 1.547 0.003 A 96 P17 AK319877 AK319877 Solanum        ATATATGACACGGGAATCACAGCCTTCATTGGAGGAGGGTAAAACACCCAAAGCAATGCA 459.662 327.365 712.923 904.891 1246.96 1111.51
A 96 P17 Sense -0.211 Detected 0.211 Detected 0.000 0.959 Detected 1.316 Detected 1.138 0.054 A 96 P17 Aiv-1 NM 00124Solanum     TCTACTTGCCTTTTGCCATGGTTCCTGATCAATGGTATGATTTTAACGGTGTCTGGACAG 96.595 101.195 167.327 196.995 203.108 251.244
A 96 P17 Sense -0.280 Detected 0.280 Detected 0.000 0.834 Detected 1.245 Detected 1.039 0.096 A 96 P17 Aiv-1 NM 00124Solanum     ACTTGCCTTTTGCCATGGCTCCTGATCAATGGTATGATATTAACGGAGTATGGACAGGGT 70.0539 80.7517 114.615 134.495 141.73 181.837
A 96 P17 Sense 0.153 Detected -0.153 Detected 0.000 1.489 Detected 1.243 Detected 1.366 0.020 A 96 P17 BE435347 BE435347 Unknown TTGCCCTGTTATGGGTTGATTCTCCTTGTGACCTCTCACATGGGACAAGTTTCATGGAAT 207.863 131.432 259.441 376.901 490.492 399.237
A 96 P17 Sense -0.281 Detected 0.281 Detected 0.000 0.981 Detected 1.283 Detected 1.132 0.071 A 96 P17 Aiv-1 NM 00124Solanum     GATCCACTGGCTATACTTGCCTTTCGCCATGGTTCCTGATCAATGGTATGATATTAACGG 77.0642 88.9311 122.666 151.804 172.644 205.605
A 96 P17 Sense -0.030 Detected 0.030 Detected 0.000 1.661 Detected 0.819 Detected 1.240 0.099 A 96 P17 BE450542 BE450542 Rep: Chro              CCACATTTGTTGTAGGTGAGAGTGGAACTTTATCTCTTATTGGGCATTCAGCTGGAGGGT 75.9154 61.8224 142.532 152.819 228.929 123.297
A 96 P17 Sense -0.650 Detected 0.650 Detected 0.000 4.783 Detected 2.627 Detected 3.705 0.099 A 96 P17 Dea1 NM 00124Solanum       CAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGTGAACAAACAAACAATAGCTACTACG 20.075 38.6188 27.3911 38.4861 810.273 175.469
A 96 P17 Sense 0.110 Detected -0.110 Detected 0.000 1.099 Detected 0.984 Detected 1.041 0.014 A 96 P17 BE458334 BE458334 Rep: Chro              AGAATGTGGAGCTTCTCTTCTAGTAACGGATTTCTCACCGTTGAGGGATGTTAGGAGTTG 35.8556 24.0602 63.3338 74.2272 66.4748 59.2757
A 96 P17 Sense 0.134 Detected -0.134 Detected 0.000 1.232 Detected 0.904 Detected 1.068 0.037 A 96 P17 AK247809 AK247809 Solanum        AGGAGACTATTCACCAATTATATGGTACTAGAGTGGCAGTACTGGCTGGCGATTTTATGT 295.538 191.735 330.81 410.092 591.05 454.566
A 96 P17 Sense -0.136 Detected 0.136 Detected 0.000 1.673 Detected 1.215 Detected 1.444 0.032 A 96 P17 TA37652 TA37652 Unknown CAAGTCTTGATTAAGATAGTCGCTGCTGCTCTTAACCCTGTTGATGTTAAACGACGGCTC 626.056 590.752 1074.87 1211.95 2049.94 1440.6
A 96 P18 Sense -0.074 Detected 0.074 Comprom 0.000 1.382 Detected 0.805 Detected 1.094 0.067 A 96 P18 BF096575 BF096575 Rep: Chro              TATGTTGGGTGATTCTCCCTTTTTTACATCTGTCCCTTCTGGGAGAGTTGGTTTTGGACC 11.6221 10.0673 28.4276 23.2766 29.8003 19.2863
A 96 P18 Sense 0.390 Detected -0.390 Detected 0.000 1.437 Detected 1.097 Detected 1.267 0.097 A 96 P18 GO372470GO372470ctsb1n5 T             AAACTATACTCAGGCAGTTGACACATTTCTGGAGGAAATGATTGTGCGCAGAGAGCTTTC 110.464 50.2565 131.952 168.662 213.26 162.61
A 96 P18 Sense 0.358 Detected -0.358 Detected 0.000 1.173 Detected 0.934 Detected 1.053 0.108 A 96 P18 BG132352BG132352Unknown GGTGGAGTTTCTAAGGAAATTTCTCGACATAACTCTGTGGAGCTGATTGATATTTGTGAG 13687.2 6510.88 18832 15713.7 22497.4 18396.9
A 96 P19 Sense 0.186 Detected -0.186 Detected 0.000 1.966 Detected 1.084 Detected 1.525 0.086 A 96 P19 NAC-NOR NM 00124Solanum       GTCGTCTTTCGACAACCTTATAATCAAGTTACTGGCATGAATTGGTACTCTTAAAGATAT 75.1953 45.4422 70.8244 100.685 241.407 126.456
A 96 P19 Sense 0.150 Detected -0.150 Detected 0.000 1.409 Detected 1.597 Detected 1.503 0.014 A 96 P19 BG642529BG642529Unknown GGGGTTTGTGTTGAGTTAACTAAATGGTATTCAAGTGATGTTGATAAAGAGGATGTGAAG 779.975 495.176 1228.2 1454.22 1744.76 1918.24
A 96 P19 Sense 0.239 Detected -0.239 Detected 0.000 1.196 Detected 0.856 Detected 1.026 0.073 A 96 P19 BG642831BG642831Rep: Zinc             AAATGTCATGGGCTATCCACTTCGCCCGGTTTGACTTCATTACCAGAACTATTGTTGAAT 184.396 103.531 219.564 225.193 334.569 255.129
A 96 P19 Sense -0.090 Detected 0.090 Detected 0.000 1.479 Detected 1.032 Detected 1.256 0.035 A 96 P19 CAT2 NM 00124Solanum      GTACAGACTCCAGTCATTGTGAGATTCTCTACTGTTATTCATGAAAGGGGTAGTCCTGAA 263.214 233.125 407.438 517.662 729.671 516.947
A 96 P19 Sense 0.540 Detected -0.540 Detected 0.000 1.290 Detected 1.012 Detected 1.151 0.175 A 96 P19 BG713789BG713789Unknown ATGTGAATTTTTTGTGTGTATGTACAGGCGTGGATATGCAGCGGCATCACAAGGTGCAGT 450.185 166.374 339.475 919.119 707.282 562.999
A 96 P19 Sense -0.673 Detected 0.673 Detected 0.000 4.472 Detected 2.051 Detected 3.262 0.143 A 96 P19 Dea1 NM 00124Solanum       TAAGCCTTCTTCTTAATGTTTGTGGCAAAAAAGCTCCATCTGGCTTTCAATGCCCTAAGT 26.6719 52.9914 27.1812 54.1769 881.849 158.97
A 96 P20 Sense 0.127 Detected -0.127 Detected 0.000 0.901 Detected 1.208 Detected 1.055 0.034 A 96 P20 BI924211 BI924211 Unknown AGAACGATAGTTCAAGAATTGCTGCTAGGCTCTCTCTGGATGCCAACAATGTTAGGTCAG 191.308 125.345 251.463 175.848 305.683 365.141
A 96 P20 Sense -0.086 Detected 0.086 Detected 0.000 1.465 Detected 1.340 Detected 1.403 0.006 A 96 P20 BI925559 BI925559 Unknown TTCAATGGTGGTGGTTTGCTGATTCGATTTTATTCTCTCGTGGGTTTTCTGCCCTTCCCA 239.347 210.738 535.223 737.708 655.433 580.1
A 96 P20 Sense 0.211 Detected -0.211 Detected 0.000 1.519 Detected 1.390 Detected 1.454 0.022 A 96 P20 SBT2 NM 00124Solanum      ATTGTCTGGAACTTCAATGTCATGTCCACATGTTAGTGGCATTGCTGCTTTGCTCAAGGC 112.574 65.6699 219.313 156.915 260.49 229.843
A 96 P20 Sense 0.329 Detected -0.329 Detected 0.000 1.803 Detected 1.832 Detected 1.818 0.031 A 96 P20 AK322569 AK322569 Solanum        ATGGAAGCTTCAGAGAGACTCGAGAATCTGGAAAGATCCGAATGAGTTTAACCAGAGAGA 3302.63 1635.01 1935.7 2248.48 8571.1 8441.5
A 96 P20 Sense -0.002 Detected 0.002 Detected 0.000 1.619 Detected 1.484 Detected 1.552 0.002 A 96 P20 BI929069 BI929069 Unknown GGCAACATTCATCACTTTTATGGCCATTGGTGGATTCTCCTCTTTTGTGGAAGAACTCAA 2933.19 2299.55 3547.95 4148.22 8428.81 7414.48
A 96 P20 Sense -0.053 Detected 0.053 Detected 0.000 1.617 Detected 1.041 Detected 1.329 0.045 A 96 P20 TA36061 TA36061 Rep: Ribu              ATCGCTCCTGCTTTCATGGACAAGCTTGTTGTTCACATCACCAAGAACTTCTTAACGTTG 2129.4 1790.8 3678.1 4858.93 6332.57 4099.13
A 96 P20 Sense 0.258 Detected -0.258 Comprom 0.000 1.826 Detected 1.747 Detected 1.787 0.021 A 96 P20 DB683919DB683919DB683919              TGACAATGTATTTCGGGACCAAGTTAAGTGTGAGAAGCAGTTCCAGGAACTGAGAGAAAG 12.7166 6.95057 21.6437 29.4748 35.2361 32.2023
A 96 P20 Sense 0.412 Detected -0.412 Comprom 0.000 1.982 Detected 1.680 Detected 1.831 0.053 A 96 P20 BP875984 BP875984 Unknown CTTTCAATCCTCTTCTTGTTTATGGATAACCCATTTATGTGTGTCAATGGATCCCCACTA 16.1545 7.13483 15.9909 13.792 44.8342 35.1088
A 96 P20 Sense 0.040 Detected -0.040 Detected 0.000 1.719 Detected 1.136 Detected 1.427 0.040 A 96 P20 LOC10073NM 00124Solanum       ACCAACCCCTCGGATTACAGTAACAGATCCAAAGCTAATAAAAGAAGTGGTGAACAGACA 219.093 162.044 572.126 460.056 655.371 422.542
A 96 P21 Sense -0.106 Detected 0.106 Detected 0.000 1.416 Detected 1.294 Detected 1.355 0.008 A 96 P21 AK247503 AK247503 Solanum        TCTTGTAATGGTGAAAAGCTAGCTGTTGAACCACCTTCTGCAAGTATCAAGCTGTTTGGA 691.994 626.259 1124.37 1375.52 1856.87 1646.59
A 96 P21 Sense 0.338 Detected -0.338 Detected 0.000 2.453 Detected 2.435 Detected 2.444 0.019 A 96 P21 BP880078 BP880078 Unknown CCAACACCTGCTAAGGTTGGTATCTTTAATTCTTAAAAGGTTCACATAGCTTTTGAATTC 108.395 53.0487 188.776 300.005 438.707 418.504
A 96 P21 Sense 0.067 Detected -0.067 Detected 0.000 1.405 Detected 0.918 Detected 1.161 0.044 A 96 P21 BP880700 BP880700 Unknown AGACCATGGTTAATTTACTTTCCAATACCATTTTTTCTAAGGATGTAGTGGACCCTTATG 42.4741 30.2755 69.3416 88.0487 100.364 69.114
A 96 P21 Sense 0.039 Detected -0.039 Detected 0.000 1.311 Detected 1.163 Detected 1.237 0.005 A 96 P21 BP882523 BP882523 Unknown CAGAGATGTTTTTGGTTCGTACAGATGGGTATTCGTGCACCAGAGAAAAGGTAACAGAAT 182.17 134.829 311.027 320.353 410.95 358.006
A 96 P21 Sense 0.206 Detected -0.206 Detected 0.000 1.772 Detected 1.394 Detected 1.583 0.030 A 96 P21 BP882790 BP882790 Unknown TGTTTCATATTATGTTGATGAGCTTGAAGGCCATGAAAGACTTAAAAGTGCACTTGCTCA 82.7192 48.5802 166.693 168.238 228.778 169.944
A 96 P21 Sense 0.001 Detected -0.001 Detected 0.000 1.860 Detected 1.725 Detected 1.793 0.001 A 96 P21 BP885341 BP885341 Unknown TACTGCAATAGTCCAACATGCAAGGAAGGGAAAACCTGCACTTGTGTATGTTCCCACTAG 58.5252 45.6577 130.689 116.215 198.368 174.421
A 96 P21 Sense 0.086 Detected -0.086 Detected 0.000 1.421 Detected 1.374 Detected 1.397 0.004 A 96 P21 TA37845 TA37845 Rep: FtsH            AGAAGGCCAAGGAAAATGCTCCTTGCATTGTATTTGTTGATGAAATTGATGCTGTTGGGC 589.319 408.829 794.295 883.566 1388.88 1297.9
A 96 P21 Sense -0.242 Detected 0.242 Detected 0.000 1.234 Detected 1.471 Detected 1.352 0.038 A 96 P21 Aiv-1 NM 00124Solanum     ACTGATGATTATGTGCAAGTGCAAAATCATGCGTACCCCGCCAACTTATCTGATCCTCTC 57.3854 62.7533 102.756 113.932 149.188 169.717
A 96 P21 Sense -0.172 Detected 0.172 Detected 0.000 1.380 Detected 1.393 Detected 1.387 0.015 A 96 P21 BP887926 BP887926 Unknown ATATGCACTAGCAGCAAGGAACAATGATGCTGAAGGGATTGGTCTATGCAGGACAAAACA 1347.98 1337.48 1905.98 2303.07 3693.62 3598.34
A 96 P21 Sense -0.166 Detected 0.166 Detected 0.000 1.525 Detected 1.083 Detected 1.304 0.042 A 96 P21 AUREA NM 00124Solanum      GAAGATTACAAGGAGAAGTACTATAAAGACTTGATTACTCTAGGCCTCAAGTATTCTAAG 20.4025 20.0714 52.0604 33.6672 61.5464 43.7513
A 96 P21 Sense 0.217 Detected -0.217 Detected 0.000 1.425 Detected 1.272 Detected 1.348 0.028 A 96 P21 BP899448 BP899448 Unknown TTACATTTAGTTCACCAGAAGAGCAGGAACTCTACATACGGAATTGGCTTGAGGAAAGAG 82.1403 47.5024 117.992 111.415 177.308 153.874
A 96 P21 Sense 0.082 Detected -0.082 Detected 0.000 2.611 Detected 2.581 Detected 2.596 0.001 A 96 P21 AK319264 AK319264 Solanum        TCAACCTAGAGTAGACAAGAACGAAGGAAGAGAGGGAACTCATGATTCTCCCCATGTTCA 247.107 172.323 620.181 614.884 1332.53 1260.09
A 96 P21 Sense -0.056 Comprom 0.056 Comprom 0.000 3.430 Detected 3.218 Detected 3.324 0.001 A 96 P21 AK320292 AK320292 Solanum        ATGCTCCTGTAGATGAAACCATTTTCGATGTTGAGAAGGAAATTGATGATTTGTTGCCTG 2.53101 2.13921 2.34753 2.94314 26.4987 22.0973
A 96 P21 Sense -0.101 Detected 0.101 Detected 0.000 1.317 Detected 0.920 Detected 1.118 0.037 A 96 P21 BG130129BG130129EST47577    ATTACTCGGATTATATTACCTCAAGGGCTGAATGGATTGAAACACAGAATGCTGCATGGG 253.476 227.982 452.298 677.99 632.783 464.105
A 96 P21 Sense 0.137 Detected -0.137 Detected 0.000 2.070 Detected 2.024 Detected 2.047 0.005 A 96 P21 AK322062 AK322062 Solanum        TATCTGATGACCTGGGAATCCATCAGATAGTACTTAATGACTGTGACCGAGGGGTTGATG 59.9006 38.7264 124.209 185.951 213.799 199.859
A 96 P21 Sense -0.249 Detected 0.249 Detected 0.000 0.999 Detected 1.358 Detected 1.179 0.062 A 96 P21 BP902391 BP902391 Unknown GTCTCTACCTAACAATAATCGGTGGTTGCGTGCACATCTCCTCCTCCCAACATTTTGATT 88.0819 97.1919 151.478 167.653 195.446 242.039
A 96 P22 Sense 0.094 Detected -0.094 Detected 0.000 1.534 Detected 1.052 Detected 1.293 0.038 A 96 P22 AK319877 AK319877 Solanum        CTGGTATAGGACCAACTTTTATATTATGGACATTCCCTGTGCTGGCGGATGGACCATTTG 58.214 39.9267 72.1285 94.5739 147.552 101.999
A 96 P22 Sense 0.020 Detected -0.020 Detected 0.000 1.417 Detected 1.072 Detected 1.244 0.019 A 96 P22 TA45681 TA45681 Rep: Beta        ATAATAATGTACCCGCCGAAACAGGATTCTTTGGACCAAATGGTACATACCTTACCGAGA 132.147 100.497 206.143 210.677 325.135 247.158
A 96 P22 Sense 0.058 Detected -0.058 Detected 0.000 2.086 Detected 2.026 Detected 2.056 0.001 A 96 P22 LOC10003NM 00124Solanum       TCTGAAGGTGAAGGGGGTAATGGGTTGTTTAGTGTTATTGGGAACTTGTTGTTCCCTATT 108.212 78.0314 226.398 260.207 412.366 381.747
A 96 P22 Sense 0.081 Detected -0.081 Detected 0.000 1.004 Detected 1.065 Detected 1.035 0.007 A 96 P22 BP909199 BP909199 Unknown AAAGTTGGTTCTTCTGCCAATAAAAGCTTGCAGTCATCCCATACTGATGAGGGATTGGTA 1605.58 1121.39 2202.29 2300.52 2845.06 2864.2
A 96 P22 Sense -0.080 Detected 0.080 Detected 0.000 1.009 Detected 1.150 Detected 1.080 0.010 A 96 P22 BP909889 BP909889 Unknown CTTAACAATGTTGGGGATTTAACAAGCCTTGGCTGGAAAATGGTGGAGTTCCCATTGGAT 65.0668 56.8034 115.409 91.2981 129.29 137.695
A 96 P22 Sense 0.219 Detected -0.219 Detected 0.000 1.497 Detected 1.482 Detected 1.490 0.021 A 96 P22 BP910532 BP910532 Rep: Chro              AGGTTTAAACAAGAATCGACCTATAATGATAATTCAAGGGCCTCCTGGCACAGGGAAGAC 106.523 61.4764 131.575 148.695 241.473 230.643
A 96 P22 Sense 0.138 Detected -0.138 Detected 0.000 1.854 Detected 1.558 Detected 1.706 0.014 A 96 P22 Psy1 NM 00124Solanum      TATTTTGGCTACTCCATCTGGAGAACGGACGATGACATCGGAACAGATGGTCTATGATGT 691.83 446.831 953.068 1237.84 2124.61 1670.4
A 96 P22 Sense 0.124 Detected -0.124 Detected 0.000 1.418 Detected 1.081 Detected 1.249 0.027 A 96 P22 CD003472CD003472Unknown TAGGAACTATGCTAATGACTTCCGAGAGAAGAAGGGCCATCAACAAGTTCATCTGTTCGA 382.366 251.699 485.457 663.841 876.138 669.451
A 96 P22 Sense 0.235 Comprom -0.235 Comprom 0.000 1.866 Detected 1.808 Detected 1.837 0.016 A 96 P22 CK715072CK715072Unknown TAGTATACACAGTGGTAAATACCCTGTGACAGAAGCTGGCAATTTGGTCATATCAGTTCA 4.12233 2.32665 8.17582 7.60243 11.9286 11.0673
A 96 P22 Sense -0.030 Detected 0.030 Detected 0.000 1.750 Detected 1.519 Detected 1.634 0.005 A 96 P22 AK326686 AK326686 Solanum        TTTGAGAAAAGTTGGTGCACATAAACCAAAATCTTTACAAACTGTCTTCCACAAAAGAGC 14.5257 11.834 27.2679 35.975 46.595 38.3374
A 96 P22 Sense -0.471 Detected 0.471 Detected 0.000 1.517 Detected 1.372 Detected 1.445 0.094 A 96 P22 CAS1 NM 00124Solanum      TGGTTCTGCTTTGAGCTATGTTACTCTGAGATTGCTTGGGGAAGGAGCTAATGATGGAGA 13.7057 20.5799 51.5344 39.8881 50.8127 44.3676
A 96 P22 Sense -0.039 Detected 0.039 Detected 0.000 1.454 Detected 1.025 Detected 1.240 0.030 A 96 P22 DB684955DB684955Unknown CATCATCTATTTCTTTCAAAGTAATAATGCAGGAATCATGGCAACTCCCTTTATGCTCTC 152.938 126.125 243.729 255.738 402.216 288.358
A 96 P22 Sense -0.188 Detected 0.188 Detected 0.000 1.291 Detected 1.213 Detected 1.252 0.023 A 96 P22 AK247503 AK247503 Solanum        CCCGACTTGTCTTGCCAATGAAAATGTGCTTAAGGCTAGGAAGCCTTATACCTTTACAAA 146.935 149.113 315.502 426.684 382.76 350.08
A 96 P23 Sense 0.213 Detected -0.213 Detected 0.000 1.382 Detected 0.909 Detected 1.145 0.069 A 96 P23 AK322951 AK322951 Solanum        TAAACAGATAATCGTGAGGACACGATAGATTACATACCAGGCGTTCAAGCTATTGAGCCA 27.6487 16.0854 29.0161 31.8099 58.0799 40.4011
A 96 P23 Sense -0.128 Detected 0.128 Detected 0.000 1.099 Detected 0.969 Detected 1.034 0.019 A 96 P23 AK327271 AK327271 Solanum        AACAGAAACACGCGACACTGAGACAGAGTGTGCCAGAAACAGTGATGATTGTTCCAATAT 193.061 180.106 373.528 418.072 422.185 372.418
A 96 P23 Sense -0.043 Detected 0.043 Detected 0.000 1.198 Detected 0.916 Detected 1.057 0.019 A 96 P23 DB703166DB703166Rep: Chro              TACTTGAACACAGTCTGCATATACGGAGGCGTTTCTTATGCTACGCAGCAAAATGCACTT 53.6894 44.5218 97.2995 84.6267 118.567 94.1371
A 96 P23 Sense 0.356 Detected -0.356 Detected 0.000 1.128 Detected 0.876 Detected 1.002 0.118 A 96 P23 SPM1 NM 00124Solanum      CATCTTCCTCTTTGTTCAATCAAATCTCCTAAGAAGGTTCTGGTTGTTGGGGGTGGTGAT 20118.4 9601.01 25271.9 21433 32100.7 26020.4
A 96 P23 Sense 0.283 Detected -0.283 Detected 0.000 2.025 Detected 1.905 Detected 1.965 0.021 A 96 P23 AK325575 AK325575 Solanum        TGGAGAGGTACCAAGACGAAATCAGAGATGAACGAAGACGATAAATGGTCTCTAGTCCAA 72.2454 38.1541 126.5 152.894 225.897 200.566
A 96 P23 Sense -0.008 Detected 0.008 Detected 0.000 1.153 Detected 1.074 Detected 1.113 0.001 A 96 P23 PPCK2 NM 00124Solanum        TGTTACTCGTCGGCGACCGGTGAGCTATTCGCCGTCAAGTCTATCGACAAGCGCCTAATC 243.843 192.86 337.487 217.129 509.531 465.759
A 96 P23 Sense -0.256 Comprom 0.256 Comprom 0.000 1.934 Detected 1.689 Detected 1.812 0.024 A 96 P23 AK326686 AK326686 Solanum        GCTGTAGGGAACAAATATGGCAATATAGGTTTCTGGAATGTTGATGCTCCACAGGAGGAT 8.5052 9.47403 27.0225 20.0511 36.252 29.5381
A 96 P23 Sense 0.045 Detected -0.045 Detected 0.000 1.240 Detected 0.960 Detected 1.100 0.017 A 96 P23 Fad7 NM 00124Solanum        CTTCCGTTTCTGTTTCCGCCACCAGTTTGAATTTGAGAAGAATTTCACCTTCACCTATAC 2433.66 1787.31 3172.22 3009.02 5205.27 4139.32
A 96 P23 Sense 0.131 Detected -0.131 Detected 0.000 1.606 Detected 1.583 Detected 1.594 0.007 A 96 P23 LOC54416AK327384 Solanum        CCAATACAGATACAGAGCAATGCATTGGCTGCTTTAGAAGCAATTGATTTGGATGTTGCT 44.3216 28.8931 55.2288 66.8848 115.128 109.361
A 96 P24 Sense -0.194 Comprom 0.194 Comprom 0.000 1.986 Detected 1.293 Detected 1.639 0.054 A 96 P24 AK328068 AK328068 Solanum        AGGGATACCTGATGAAATGAGGGACTTTACAGCTATTCAGAGTCCACATATGGGTATTAG 9.64955 9.86703 29.9989 25.243 40.8471 24.3896
A 96 P24 Sense 0.506 Detected -0.506 Detected 0.000 1.253 Detected 0.940 Detected 1.097 0.174 A 96 P24 SPM1 NM 00124Solanum      CCTACATCATTTGATGGTAAAGAGAAGGTACTGTACTTCAACAATCCAATGTGGCCAGGA 5815.15 2253.43 6434.15 5458.39 9120.5 7088.5
A 96 P25 Sense -0.101 Detected 0.101 Detected 0.000 1.497 Detected 0.832 Detected 1.165 0.079 A 96 P25 AK320519 AK320519 Solanum        TTATAGTGACTCCCGAGGCATTCCTGGTGTAAGGAAAGAAGTTGCAGAATTCATTGAGAG 383.851 345.371 616.054 673.138 1086.26 661.342
A 96 P25 Sense 0.147 Detected -0.147 Detected 0.000 1.572 Detected 1.351 Detected 1.461 0.015 A 96 P25 BT014378 BT014378 Lycopers       TTTTTCGAGAGAATTATTGTTGCAATGAAAACTCGTGGGGCAAAAGCGTTAACCATAGCA 705.305 449.636 1039.74 1155.35 1769.28 1465.35
A 96 P25 Sense -0.065 Detected 0.065 Detected 0.000 1.299 Detected 0.849 Detected 1.074 0.044 A 96 P25 CAT2 NM 00124Solanum      TGGTGTCCACACATTCACATTGATCAACAGGGCTGGAAAATCAACTTATGTGAAGTTCCA 1634.85 1398.92 2320.41 3081.71 3932.87 2779.52
A 96 P25 Sense -0.270 Detected 0.270 Detected 0.000 1.699 Detected 1.119 Detected 1.409 0.071 A 96 P25 DB693071DB693071DB693071              GAGGCTAATCAAACACCCAAATATTGTTCAGCTCTATGAGGTTATGGCTAGCAAAACAAA 59.5231 67.6692 164.878 182.184 217.828 140.656
A 96 P25 Sense -0.030 Detected 0.030 Comprom 0.000 2.054 Detected 0.913 Detected 1.484 0.122 A 96 P25 TC238985 TC238985 Unknown CACCATCAAGAACCAGACAGCTGTGAAAGAAGCAATACATCTTAGTGTAAAAATGCATGT 10.8125 8.81366 28.9535 40.263 42.8551 18.7612
A 96 P25 Sense -0.291 Detected 0.291 Detected 0.000 1.769 Detected 1.372 Detected 1.570 0.047 A 96 P25 AW093194AW093194EST28637             TCTCCCGGTAGTGAAGACTTTGATAATGCTTCTATAGACAGTTCCACTAGCAGATTTAGT 77.389 90.5179 188.168 237.543 301.379 221.016
A 96 P26 Sense -0.231 Detected 0.231 Detected 0.000 2.110 Detected 1.756 Detected 1.933 0.022 A 96 P26 AW443970AW443970EST30890              ATACCACCCTATTTTGCTTTAATAATTCGAGCAATAGGCGTGCTGGAGGGGATTGCACTG 95.5655 102.828 206.882 238.21 452.369 341.716
GT Sense Sense -0.646 Comprom 0.646 Detected 0.000 1.741 Detected 1.712 Detected 1.727 0.116 GT Sens contig101 contig101 Non-spec                    TTATGAT contig101 Solyc06g Solyc06g Non-specific lipid-transfer prot                   contig101 Solyc06g Non-specific lipid-tra                    SL2.40ch AT5G08150.1  unknown   chr5:262  7.88838 15.0881 12.2116 59.546 38.5474 36.4776
GT Sense Sense -0.339 Comprom 0.339 Comprom 0.000 1.496 Detected 1.774 Detected 1.635 0.047 GT Sens contig101 contig101 Late emb        AGAAGACcontig101 Solyc02g Solyc02g Late embryo abundance prote      contig101 Solyc02g Late embryo abunda       SL2.40ch AT1G09060.3  transcrip        chr1:292  4.28658 5.36043 7.22176 12.2785 14.2874 16.7293
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 1.052 Detected 0.975 Detected 1.014 0.007 GT Sens contig101 contig101 Cell divisi                  CATCACAcontig101 Solyc04g Solyc04g Cell divisi                  GO:00160 GO:00160 contig101 Solyc04g ATP-depe                    GO:00065 SL2.40ch AT5G4227VAR1, FTS   VAR1 (VA        chr5:169  10409 7334.71 14388.5 16498.6 19140.9 17530.6
GT Sense Sense -0.646 Detected 0.646 Detected 0.000 0.973 Detected 1.144 Detected 1.058 0.246 GT Sens contig101 contig101 Harpin-ind                  TTATAAG contig101 Solyc11g Solyc11g Harpin-induced protein 1 conta                contig101 Solyc11g Harpin-induced prot                  SL2.40ch AT1G5499AXR4, RG    AXR4 (AU     chr1:205  1917.49 3670.89 4656.91 4230.5 5502.41 5984
GT Sense Sense -0.240 Detected 0.240 Detected 0.000 1.150 Detected 0.989 Detected 1.069 0.052 GT Sens contig101 contig101 DMI1 prot      GTGGTAGcontig101 Solyc03g Solyc03g DMI1 protein (Fragment) (AHRD   contig101 Solyc03g DMI1 protein (Fragm     SL2.40ch AT5G49960.1  binding /   chr5:203  17.5056 19.085 38.346 43.6444 42.863 37.0196
GT Sense Sense 0.396 Detected -0.396 Comprom 0.000 0.991 Detected 1.083 Detected 1.037 0.122 GT Sens contig102 contig102 Chromod              TGGCGTTcontig102 Solyc01g Solyc01g Chromod              GO:00055 GO:00055  contig102 Solyc01g Chromod               GO:00055 SL2.40ch AT2G44980.2  transcrip       chr2:185  14.1911 6.40403 14.7813 7.78795 20.0272 20.6068
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.104 Detected 1.266 Detected 1.185 0.013 GT Sens contig103 contig103 Aquapori               ATTACTA contig103 Solyc01g Solyc01g Aquapori               GO:00160 GO:00160   contig103 Solyc01g Aquapori                GO:00152 SL2.40ch AT3G5695SIP2;1, SI   SIP2;1; tr   chr3:210  838.98 563.245 1590.98 1324.28 1562.03 1686.49
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 1.061 Detected 1.450 Detected 1.255 0.038 GT Sens contig103 contig103 Unknown   TGGGGA contig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g Unknown Protein (A  SL2.40ch AT4G0154ANAC068    NTM1 (NA          chr4:670  1537.17 1498.59 2146.49 1372.89 3346.16 4231.19
GT Sense Sense 0.396 Comprom -0.396 Comprom 0.000 1.273 Detected 1.089 Detected 1.181 0.101 GT Sens contig104 contig104 Cullin 1B            CATTGGGcontig104 Solyc06g Solyc06g Cullin 1B            GO:00303 GO:00303     contig104 Solyc06g Cullin 1B             GO:00303 SL2.40ch AT4G0257ATCUL1,    ATCUL1        chr4:112  8.94094 4.03472 10.0985 11.4677 15.3444 13.0374
GT Sense Sense 0.199 Detected -0.199 Detected 0.000 1.085 Detected 1.216 Detected 1.151 0.032 GT Sens contig104 contig104 KH domai                 ATTTCCAcontig104 Solyc04g Solyc04g KH domai                 GO:00037 GO:00037    contig104 Solyc04g KH domai                  GO:00036 SL2.40ch AT1G01320.1  tetratrico      chr1:121  324.156 192.251 487.941 411.899 559.66 591.868
GT Sense Sense 0.724 Comprom -0.724 Comprom 0.000 1.517 Detected 1.456 Detected 1.486 0.177 GT Sens contig105 contig105 Targeting                   CTTTCGAcontig105 Solyc12g Solyc12g Targeting protein for Xklp2 co                 contig105 Solyc12g Targeting protein fo                   SL2.40ch AT1G0378TPX2  targeting   chr1:948  7.52145 2.15503 14.5421 9.55907 12.1741 11.2727
GT Sense Sense 0.431 Detected -0.431 Comprom 0.000 0.926 Detected 1.512 Detected 1.219 0.144 GT Sens contig105 contig105 heat shoc                AGGAGAGcontig105 Solyc03g Solyc03g heat shoc                GO:00055 GO:00055    contig105 Solyc03g heat shoc                 GO:00510 SL2.40ch AT3G1258HSP70  HSP70 (h        chr3:399  14.5952 6.27644 12.0584 15.7202 19.2147 27.8546
GT Sense Sense -0.788 Detected 0.788 Detected 0.000 1.083 Detected 1.143 Detected 1.113 0.293 GT Sens contig105 contig105 Zinc finge      AGTTCTGcontig105 Solyc06g Solyc06g Zinc finger RING-type (AHRD V   contig105 Solyc06g Zinc finger RING-typ     SL2.40ch AT5G64710.2  unknown   chr5:258  1958.14 4560.32 5480 5268.6 6689.32 6732.67
GT Sense Sense 0.723 Comprom -0.723 Comprom 0.000 0.991 Detected 1.345 Detected 1.168 0.257 GT Sens contig106 contig106 Dynamin               ATGTTTGcontig106 Solyc07g Solyc07g Dynamin               GO:00055 GO:00055  contig106 Solyc07g Dynamin                GO:00055 SL2.40ch AT1G53140.1  dynamin    chr1:197  8.34805 2.39615 14.95 9.83947 9.39722 11.5896
GT Sense Sense 0.503 Detected -0.503 Detected 0.000 1.310 Detected 2.213 Detected 1.761 0.121 GT Sens contig106 contig106 Beta-gluc               GTAAGGTcontig106 Solyc07g Solyc07g Beta-gluc               GO:00059 GO:00059      contig106 Solyc07g Beta-gluc                GO:00171 SL2.40ch AT5G5457BGLU41  BGLU41             chr5:221  884.389 344.251 907.635 1431.23 1445.78 2610.12
GT Sense Sense 0.682 Detected -0.682 Detected 0.000 1.062 Detected 1.055 Detected 1.059 0.261 GT Sens contig107 contig107 Plant vira                  TCTTGTGcontig107 Solyc10g Solyc10g Plant vira                  GO:00068 GO:00068 contig107 Solyc10g Plant vira                   GO:00068 SL2.40ch AT1G49470.1  unknown   chr1:183  620.297 188.481 593.672 841.361 754.484 724.969
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 1.681 Detected 1.684 Detected 1.683 0.002 GT Sens contig108 contig108 Unknown   GTGAAGCcontig108 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig108 Solyc07g Unknown Protein (A  SL2.40ch AT5G5549ATGEX1,   GEX1 (GA      chr5:224  20.8779 14.7161 26.0516 11.5879 59.4069 57.4789
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 1.039 Detected 1.431 Detected 1.235 0.033 GT Sens contig109 contig109 ATP bind                 TACTCAT contig109 Solyc12g Solyc12g ATP bind                 GO:00055 GO:00055      contig109 Solyc12g ATP bind                  GO:00055 SL2.40ch AT2G07180.1  protein k    chr2:298  89.9366 82.9653 135.219 101.988 187.627 237.65
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 1.272 Detected 1.028 Detected 1.150 0.012 GT Sens contig109 contig109 RCC1 and                    CTTGGGGcontig109 Solyc05g Solyc05g RCC1 and                    GO:00050 GO:00050      contig109 Solyc05g RCC1 and                     GO:00050 SL2.40ch AT5G11580.1  UVB-resi            chr5:371  164.341 122.759 270.796 275.379 362.454 295.588
GT Sense Sense 0.370 Detected -0.370 Detected 0.000 1.104 Detected 1.090 Detected 1.097 0.097 GT Sens contig109 contig109 Sister-chr        GCAGAATcontig109 Solyc05g Solyc05g Sister-chromatide cohesion pr      contig109 Solyc05g Sister-chromatide co       SL2.40ch AT2G4798SCC3, AT   SCC3 (SI       chr2:196  86.8493 40.6742 109.428 112.126 135.017 129.081
GT Sense Sense 0.483 Detected -0.483 Detected 0.000 1.575 Detected 2.684 Detected 2.130 0.101 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  64.3698 25.7459 20.3267 7.85667 128.225 267.001
GT Sense Sense 0.589 Detected -0.589 Detected 0.000 1.169 Detected 0.847 Detected 1.008 0.241 GT Sens contig109 contig109 Receptor-                TAGATACcontig109 Solyc03g Solyc03g Receptor-                GO:00047 GO:00047        contig109 Solyc03g Receptor   GO:00047 SL2.40ch AT5G58150.1  leucine-r        chr5:235  73.5078 25.381 108.702 119.6 102.669 79.2513
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 1.380 Detected 1.047 Detected 1.214 0.021 GT Sens contig110 contig110 Unknown   GTAAGCAcontig110 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig110 Solyc01g Unknown Protein (A  SL2.40ch AT5G6102ECT3  ECT3  chr5:245  3539.03 2544.48 5550.64 6666.93 8255.18 6327.14
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 1.139 Detected 1.489 Detected 1.314 0.088 GT Sens contig111 contig111 Unknown   TTGCTAT contig111 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig111 Solyc08g Unknown Protein (A  SL2.40ch AT5G21910.1  unknown   chr5:724  77.3103 35.7777 125.642 93.2187 122.418 150.604
GT Sense Sense 0.242 Comprom -0.242 Comprom 0.000 2.049 Detected 1.355 Detected 1.702 0.057 GT Sens contig111 contig111 Cyclin D2            TCGATGCcontig111 Solyc11g Solyc11g Cyclin D2            GO:00056 GO:00056 contig111 Solyc11g Cyclin D2             GO:00056 SL2.40ch AT5G6542CYCD4;1  CYCD4;1        chr5:261  7.2274 4.04186 1.87215 2.2949 23.6447 14.1043
GT Sense Sense -0.069 Detected 0.069 Detected 0.000 1.169 Detected 0.861 Detected 1.015 0.026 GT Sens contig111 contig111 Receptor-               TGGATGAcontig111 Solyc09g Solyc09g Receptor-               GO:00055 GO:00055     contig111 Solyc09g Receptor   GO:00046 SL2.40ch AT3G2466TMKL1  TMKL1 (t            chr3:900  54.2806 46.6793 84.7213 54.1657 119.601 93.289
GT Sense Sense 0.281 Detected -0.281 Detected 0.000 1.558 Detected 1.222 Detected 1.390 0.051 GT Sens contig111 contig111 Ovarian c                    TACATGAcontig111 Solyc05g Solyc05g Ovarian cancer-associated ge                    contig111 Solyc05g Ovarian cancer-asso                     SL2.40ch AT5G50310.1  kelch rep    chr5:204  1270.32 672.241 1797.62 2728.94 2875.35 2199.4
GT Sense Sense -0.589 Comprom 0.589 Comprom 0.000 2.553 Detected 1.236 Detected 1.895 0.165 GT Sens contig111 contig111 Unknown   TTTGTTGcontig111 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig111 Solyc12g Unknown Protein (A  SL2.40ch AT3G2586LTA2, PLE   LTA2; dih    chr3:946  3.54706 6.27422 2.3701 10.8522 29.2657 11.34
GT Sense Sense 0.513 Comprom -0.513 Comprom 0.000 1.264 Detected 1.471 Detected 1.368 0.120 GT Sens contig112 contig112 AT-hook D                CAGCAACcontig112 Solyc01g Solyc01g AT-hook D                GO:00036 GO:00036   contig112 Solyc01g AT-hook D                 GO:00036 SL2.40ch AT3G04570.1  DNA-bind    chr3:123  8.83455 3.39181 19.7013 16.7514 13.8955 15.4873
GT Sense Sense 0.672 Detected -0.672 Detected 0.000 1.328 Detected 0.920 Detected 1.124 0.251 GT Sens contig112 contig112 Genomic                      CAACAAAcontig112 Solyc07g Solyc07g Genomic DNA chromosome 5                    contig112 Solyc07g Genomic DNA chrom                      SL2.40ch AT5G57770.1  FUNCTIO                                                                 chr5:234  42.6806 13.1453 31.7238 89.4819 62.8318 45.7347
GT Sense Sense -0.424 Detected 0.424 Detected 0.000 1.273 Detected 0.968 Detected 1.121 0.131 GT Sens contig112 contig112 Folate/bio                   ATATGTCcontig112 Solyc06g Solyc06g Folate/bio                   GO:00152 GO:00152   contig112 Solyc06g Folate/bio                    GO:00152 SL2.40ch AT2G32040.1  integral m      chr2:136  11.7087 16.4729 28.7412 13.2064 35.4699 27.721
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 1.150 Detected 1.033 Detected 1.091 0.007 GT Sens contig112 contig112 Kinesin (A             ATGAGGTcontig112 Solyc01g Solyc01g Kinesin (A             GO:00055 GO:00055      contig112 Solyc01g Kinesin (A              GO:00055 SL2.40ch AT1G0195ARK2  armadillo           chr1:325  222.107 191.297 424.65 309.229 483.313 430.434
GT Sense Sense 0.236 Detected -0.236 Detected 0.000 1.181 Detected 1.252 Detected 1.216 0.036 GT Sens contig113 contig113 Laccase-2               GTAGGG contig113 Solyc07g Solyc07g Laccase-2               GO:00551 GO:00551  contig113 Solyc07g Laccase-2                GO:00551 SL2.40ch AT4G220 sks4  sks4 (SK          chr4:116  101.872 57.4141 177.515 123.01 183.213 185.836
GT Sense Sense -0.166 Comprom 0.166 Comprom 0.000 2.382 Detected 1.698 Detected 2.040 0.033 GT Sens contig113 contig113 Oligopept                 ATATTGT contig113 Solyc12g Solyc12g Oligopept                 GO:00550 GO:00550  contig113 Solyc12g Oligopept                  GO:00550 SL2.40ch AT5G4407CAD1, AR     CAD1 (CA               chr5:177  4.317 4.24926 2.36355 10.1232 23.5919 14.1821
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 2.523 Detected 1.824 Detected 2.173 0.029 GT Sens contig113 contig113 Chloroph                    TTGAAGCcontig113 Solyc03g Solyc03g Chloroph                    GO:00160 GO:00160 contig113 Solyc03g Chloroph                     GO:00160 SL2.40ch AT3G4747LHCA4, C   LHCA4 (L          chr3:174  145.451 93.4073 424.778 481.749 707.928 421.021
GT Sense Sense -0.634 Detected 0.634 Detected 0.000 1.054 Detected 1.221 Detected 1.137 0.217 GT Sens contig113 contig113 SAC3/GAN               ATGCAGTcontig113 Solyc05g Solyc05g SAC3/GANP domain-containing              contig113 Solyc05g SAC3/GANP domain               SL2.40ch AT2G39340.1  SAC3/GA     chr2:164  612.384 1152.5 1647.37 1489.61 1843.27 1998.17
GT Sense Sense 0.095 Comprom -0.095 Comprom 0.000 1.992 Detected 1.337 Detected 1.664 0.040 GT Sens contig113 contig113 Os04g063       TAATAAG contig113 Solyc06g Solyc06g Os04g0630700 protein (Fragm     contig113 Solyc06g Os04g0630700 prote      SL2.40ch AT2G30230.1  unknown   chr2:128  7.44479 5.09768 14.3254 13.0924 25.8904 15.8763
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 1.552 Detected 1.208 Detected 1.380 0.016 GT Sens contig113 contig113 TraB fam               GGGGGA contig113 Solyc03g Solyc03g TraB family protein (AHRD V1 *            contig113 Solyc03g TraB family protein              SL2.40ch AT3G56570.1  SET dom    chr3:209  545.604 445.729 895.722 925.93 1528.34 1162.67
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 1.870 Detected 1.437 Detected 1.654 0.051 GT Sens contig114 contig114 3-oxoacy             CCAGCATcontig114 Solyc10g Solyc10g 3-oxoacy             GO:00081 GO:00081  contig114 Solyc10g 3-oxoacy              GO:00081 SL2.40ch AT5G1807DRT101  DRT101 (           chr5:598  635.228 317.664 828.359 1083.45 1735.8 1240.77
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 1.130 Detected 0.971 Detected 1.051 0.008 GT Sens contig115 contig115 Nucleoba                ATTGTTAcontig115 Solyc11g Solyc11g Nucleoba                GO:00160 GO:00160 contig115 Solyc11g Nucleoba                 GO:00160 SL2.40ch AT2G27810.3  xanthine/      chr2:118  350.366 256.324 457.947 440.614 693.377 599.236
GT Sense Sense 0.545 Detected -0.545 Detected 0.000 1.279 Detected 1.385 Detected 1.332 0.136 GT Sens contig115 contig115 Calcium io               TGCTTCAcontig115 Solyc02g Solyc02g Calcium io               GO:00055 GO:00055   contig115 Solyc02g Calcium io                GO:00160 SL2.40ch AT5G09860.1  nuclear m    chr5:306  267.991 98.3898 320.717 285.969 416.425 432.704
GT Sense Sense 0.816 Detected -0.816 Comprom 0.000 1.537 Detected 1.728 Detected 1.632 0.185 GT Sens contig116 contig116 Endogluc                TCCAGCCcontig116 Solyc12g Solyc12g Endogluc                GO:00038 GO:00038   contig116 Solyc12g Endogluc                 GO:00088 SL2.40ch AT1G6439AtGH9C2  AtGH9C2               chr1:239  25.2324 6.36736 41.1804 30.8124 38.8659 42.8346
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GT Sense Sense -0.435 Detected 0.435 Detected 0.000 2.316 Detected 0.901 Detected 1.608 0.192 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  21.5983 30.8442 13.3753 65.8284 135.803 49.1646
GT Sense Sense 0.269 Detected -0.269 Detected 0.000 1.626 Detected 1.499 Detected 1.562 0.030 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  11231.9 6048.89 15724.2 17988.4 26879.6 23772.4
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.705 Detected 1.524 Detected 1.614 0.007 GT Sens contig117 contig117 IBR finger               TATTTAC contig117 Solyc06g Solyc06g IBR finger               GO:00082 GO:00082   contig117 Solyc06g IBR finger                GO:00082 SL2.40ch AT4G19670.2  zinc finge        chr4:106  56.4161 51.0359 175.595 102.765 184.866 157.448
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 1.532 Detected 1.153 Detected 1.343 0.065 GT Sens contig117 contig117 Sodium/c                TAATAGT contig117 Solyc03g Solyc03g Sodium/c                GO:00055 GO:00055   contig117 Solyc03g Sodium/c                 GO:00055 SL2.40ch AT5G27440.1  unknown   chr5:968  42.7521 21.9068 62.1344 58.9817 93.5506 69.4562
GT Sense Sense -0.215 Comprom 0.215 Comprom 0.000 1.526 Detected 1.649 Detected 1.588 0.019 GT Sens contig118 contig118 Cell morp      TTTCTGT contig118 Solyc02g Solyc02g Cell morphogenesis protein (A    contig118 Solyc02g Cell morphogenesis     SL2.40ch AT5G15680.1  binding  chr5:510  9.91064 10.4408 25.1871 24.9353 30.9677 32.5486
GT Sense Sense 0.428 Detected -0.428 Comprom 0.000 1.634 Detected 0.988 Detected 1.311 0.135 GT Sens contig119 contig119 Unknown   GGCATGAcontig119 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig119 Solyc06g Unknown Protein (A  SL2.40ch AT5G22760.1  PHD finge     chr5:757  12.9719 5.59955 11.3315 16.834 27.9535 17.2424
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 1.381 Detected 1.331 Detected 1.356 0.002 GT Sens contig120 contig120 Cytochro                 CACATCAcontig120 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198      contig120 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G4534CYP707A   CYP707A        chr5:183  86.551 62.9491 77.7134 170.695 203.132 189.453
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 1.496 Detected 1.589 Detected 1.542 0.010 GT Sens contig120 contig120 Unknown   GCTTGTTcontig120 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig120 Solyc05g Unknown Protein (A  SL2.40ch AT2G3134emb1381  emb1381     chr2:133  33.6497 32.3468 69.985 67.7276 98.3402 101.248
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 1.241 Detected 1.039 Detected 1.140 0.026 GT Sens contig120 contig120 Unknown   AATTTGAcontig120 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig120 Solyc05g Unknown Protein (A  SL2.40ch AT1G27270.1 62.6114 39.2598 84.903 143.529 123.837 103.976
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 1.502 Detected 1.254 Detected 1.378 0.008 GT Sens contig120 contig120 Magnesiu                     GAGTGATcontig120 Solyc10g Solyc10g Magnesiu                     GO:00485 GO:00485         contig120 Solyc10g Magnesiu                      GO:00036 SL2.40ch AT3G5694CRD1, CH    CRD1 (CO               chr3:210  7213.15 5546.92 12254.5 13258.4 18933 15388.5
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 1.018 Detected 1.001 Detected 1.010 0.001 GT Sens contig121 contig121 RNA ligas        TTTCTTC contig121 Solyc11g Solyc11g RNA ligase isoform 2 (Fragmen     contig121 Solyc11g RNA ligas        GO:00041 SL2.40ch AT1G079 ATRNL, R   RNL (RNA          chr1:244  334.504 275.582 469.026 432.088 650.024 620.145
GT Sense Sense 0.577 Comprom -0.577 Comprom 0.000 2.306 Detected 1.658 Detected 1.982 0.096 GT Sens contig122 contig122 Pentatrico               GAGGTTCcontig122 Solyc01g Solyc01g Pentatricopeptide repeat-conta               contig122 Solyc01g Pentatricopeptide re               SL2.40ch AT4G39530.1  pentatric      chr4:183  6.28273 2.20551 10.4506 10.2219 19.4499 11.9892
GT Sense Sense -0.255 Comprom 0.255 Comprom 0.000 1.036 Detected 0.986 Detected 1.011 0.059 GT Sens contig122 contig122 Os01g091                  AAGGATAcontig122 Solyc09g Solyc09g Os01g091                  GO:00038 GO:00038  contig122 Solyc09g Os01g091                   GO:00038 SL2.40ch AT3G07210.1  unknown   chr3:229  7.26201 8.08061 17.5211 13.3056 16.6003 15.4822
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.755 Detected 1.470 Detected 1.613 0.008 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  102.808 76.5005 234.584 249.305 316.405 250.681
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 1.651 Detected 1.597 Detected 1.624 0.022 GT Sens contig123 contig123 Os01g049       TTGGCTTcontig123 Solyc04g Solyc04g Os01g0498200 protein (Fragm     contig123 Solyc04g Os01g0498200 prote      SL2.40ch AT3G02860.2  zinc ion b   chr3:625  1362.61 760.175 2377.31 2425.58 3378.8 3141.83
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 1.035 Detected 1.229 Detected 1.132 0.044 GT Sens contig123 contig123 Aldose-1-             TATGCACcontig123 Solyc02g Solyc02g Aldose-1-             GO:00059 GO:00059      contig123 Solyc02g Aldose-1-              GO:00055 SL2.40ch AT5G5513CNX5, SIR   CNX5 (CO             chr5:223  96.2581 55.0537 90.3524 114.027 157.66 174.107
GT Sense Sense 0.886 Detected -0.886 Detected 0.000 1.199 Detected 1.183 Detected 1.191 0.311 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  787.732 180.409 563.512 621.852 914.78 873.582
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 1.389 Detected 0.819 Detected 1.104 0.178 GT Sens contig123 contig123 Myb famil                GTTGCATcontig123 Solyc07g Solyc07g Myb famil                GO:00037 GO:00037        contig123 Solyc07g Myb famil                 GO:00055 SL2.40ch AT1G5665PAP1, MY     PAP1 (PR            chr1:212  15.2452 22.5012 37.7494 22.6536 51.2646 33.337
GT Sense Sense -0.694 Detected 0.694 Detected 0.000 1.340 Detected 0.852 Detected 1.096 0.275 GT Sens contig123 contig123 Histidine                   ACTAGCTcontig123 Solyc01g Solyc01g Histidine                   GO:00099 GO:00099       contig123 Solyc01g Histidine                    GO:00099 SL2.40ch AT3G215 AHP1  AHP1 (HIS        chr3:757  187.099 382.655 796.675 740.796 715.737 492.957
GT Sense Sense -0.488 Detected 0.488 Detected 0.000 1.203 Detected 0.924 Detected 1.064 0.171 GT Sens contig123 contig123 Transcrip              AATTGTT contig123 Solyc03g Solyc03g Transcrip              GO:00056 GO:00056 contig123 Solyc03g Transcrip               GO:00056 SL2.40ch AT4G3654BEE2  BEE2 (BR          chr4:172  18.2177 28.0095 49.0705 56.6681 54.9676 43.7304
GT Sense Sense 0.433 Detected -0.433 Detected 0.000 1.850 Detected 1.880 Detected 1.865 0.050 GT Sens contig124 contig124 Unknown   CACGAACcontig124 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig124 Solyc05g Unknown Protein (A  SL2.40ch ATCG006 PSBB  encodes           chrC:723  1118.65 479.493 1733.95 2256.1 2789.71 2751.01
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.489 Detected 1.791 Detected 1.640 0.019 GT Sens contig125 contig125 Acidic ch                 ATAGCAGcontig125 Solyc01g Solyc01g Acidic ch                 GO:00059 GO:00059   contig125 Solyc01g Acidic ch                  GO:00059 SL2.40ch AT5G24090.1  acidic en    chr5:814  20.9435 12.8397 19.8932 12.6679 48.6483 57.89
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 1.210 Detected 0.908 Detected 1.059 0.023 GT Sens contig125 contig125 Cc-nbs-lr              ATTGCAAcontig125 Solyc10g Solyc10g Cc-nbs-lr              GO:00069 GO:00069  contig125 Solyc10g Cc-nbs-lr   GO:00055 SL2.40ch AT5G11890.1  FUNCTIO                                                                      chr5:383  235.91 200.136 309.442 310.867 531.23 416.086
GT Sense Sense 0.371 Detected -0.371 Detected 0.000 2.226 Detected 1.807 Detected 2.016 0.042 GT Sens contig125 contig125 CONSTAN                 AAGATGAcontig125 Solyc12g Solyc12g CONSTAN                 GO:00056 GO:00056 contig125 Solyc12g CONSTAN                  GO:00056 SL2.40ch AT2G17740.1 1244.67 582.052 1560.84 1383.32 4207.75 3038.69
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.224 Detected 1.302 Detected 1.263 0.020 GT Sens contig127 contig127 RING fing                ACAAGTT contig127 Solyc12g Solyc12g RING fing                GO:00082 GO:00082   contig127 Solyc12g RING fing                 GO:00082 SL2.40ch AT4G30400.1  zinc finge        chr4:148  2685.37 1646.26 3881.36 5795.41 5190.09 5290.11
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 1.443 Detected 1.144 Detected 1.294 0.021 GT Sens contig127 contig127 Photosys                     AGAGGCTcontig127 Solyc06g Solyc06g Photosys                     GO:00095 GO:00095 contig127 Solyc06g Photosys                      GO:00095 SL2.40ch AT2G2026PSAE-2  PSAE-2 (       chr2:873  1724.07 1587.31 2682.42 2932.8 4754.28 3730.32
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 1.808 Detected 1.162 Detected 1.485 0.133 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  55.9205 88.5725 140.67 100.128 260.422 160.735
GT Sense Sense 0.708 Detected -0.708 Comprom 0.000 1.285 Detected 1.350 Detected 1.318 0.204 GT Sens contig128 contig128 Targeting                   TATCAAA contig128 Solyc07g Solyc07g Targeting                   GO:00080 GO:00080  contig128 Solyc07g Targeting                    GO:00080 SL2.40ch AT1G0378TPX2  targeting   chr1:947  13.0058 3.80826 22.278 17.5005 18.1302 18.3111
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 1.346 Detected 1.022 Detected 1.184 0.036 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  504.584 494.314 842.025 994.199 1342.17 1035.1
GT Sense Sense 0.519 Detected -0.519 Detected 0.000 1.271 Detected 1.406 Detected 1.339 0.125 GT Sens contig129 contig129 Unknown   GAAGAGCcontig129 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig129 Solyc07g Unknown Protein (A  SL2.40ch AT5G56120.1  unknown   chr5:227  124.672 47.4456 255.194 156.368 196.209 207.963
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 1.225 Detected 1.263 Detected 1.244 0.070 GT Sens contig129 contig129 pH-respo               TTATAGT contig129 Solyc04g Solyc04g pH-response regulator protein             contig129 Solyc04g pH-response regula               SL2.40ch AT1G15130.1  hydroxyp      chr1:520  174.97 221.463 367.774 309.053 486.145 482.067
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 0.964 Detected 1.194 Detected 1.079 0.012 GT Sens contig129 contig129 Ubiquilin-            TCTCCTAcontig129 Solyc02g Solyc02g Ubiquilin-            GO:00199 GO:00199  contig129 Solyc02g Ubiquilin-             GO:00199 SL2.40ch AT2G17200.1  ubiquitin    chr2:748  204.325 166.33 319.381 267.298 379.974 430.256
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 1.378 Detected 0.895 Detected 1.136 0.075 GT Sens contig130 contig130 Os01g061                  ATCATGT contig130 Solyc08g Solyc08g Os01g0611000 protein (Fragm                 contig130 Solyc08g Os01g0611000 prote                  SL2.40ch AT4G32460.2  FUNCTIO                                                                                 chr4:156  10249.2 5868.82 16216.5 13667.9 21302.1 14712.3
GT Sense Sense -0.510 Detected 0.510 Detected 0.000 1.312 Detected 1.569 Detected 1.441 0.111 GT Sens contig130 contig130 COBRA-li               AACACTT contig130 Solyc03g Solyc03g COBRA-like protein (AHRD V1 *            contig130 Solyc03g COBRA-like protein              SL2.40ch AT5G6092COB  COB (CO   chr5:245  262.852 416.37 362.699 413.84 867.914 1001.81
GT Sense Sense -0.360 Detected 0.360 Detected 0.000 1.147 Detected 1.326 Detected 1.236 0.080 GT Sens contig131 contig131 Nucleopo              ATTGAACcontig131 Solyc07g Solyc07g Nucleoporin Nup43 (AHRD V1 *           contig131 Solyc07g Nucleoporin Nup43             SL2.40ch AT4G30840.1  WD-40 re     chr4:150  333.021 429.036 638.758 553.082 884.727 966.832
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 1.230 Detected 1.153 Detected 1.192 0.003 GT Sens contig131 contig131 GATA tran                 GACTCTTcontig131 Solyc05g Solyc05g GATA tran                 GO:00063 GO:00063    contig131 Solyc05g GATA tran                  GO:00056 SL2.40ch AT3G548 BME3-ZF,   zinc finge       chr3:202  572.068 414.006 780.662 747.276 1206.57 1104.18
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 1.360 Detected 0.830 Detected 1.095 0.054 GT Sens contig131 contig131 Acid phos            CAAGGTTcontig131 Solyc03g Solyc03g Acid phos            GO:00167 GO:00167     contig131 Solyc03g Acid phos             GO:00047 SL2.40ch AT2G0188PAP7, AT   PAP7 (PU           chr2:391  40.956 32.0532 38.2699 36.6055 98.3239 65.7198
GT Sense Sense 0.318 Detected -0.318 Comprom 0.000 1.645 Detected 0.991 Detected 1.318 0.102 GT Sens contig132 contig132 Mitochon                    CAAGCTTcontig132 Solyc10g Solyc10g Mitochon                    GO:00054 GO:00054 contig132 Solyc10g Mitochon                     GO:00054 SL2.40ch AT3G5709BIGYIN, F   BIGYIN; b   chr3:211  13.5383 6.80814 21.5715 24.6332 31.7308 19.4694
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.151 Detected 1.114 Detected 1.133 0.001 GT Sens contig132 contig132 Fructokin               AGATCAAcontig132 Solyc05g Solyc05g Fructokinase-like protein 2 (AH             contig132 Solyc05g Fructokinase-like pr               SL2.40ch AT1G69200.1  kinase  chr1:260  215.35 177.792 363.365 318.726 459.321 432.21
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 1.102 Detected 0.908 Detected 1.005 0.061 GT Sens contig132 contig132 LRR recep                 GATTTAAcontig132 Solyc01g Solyc01g LRR recep                 GO:00055 GO:00055       contig132 Solyc01g LRR recep    GO:00046 SL2.40ch AT1G1925FMO1  FMO1 (FL                   chr1:665  431.156 471.109 993.836 841.628 1022.36 862.87
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 1.392 Detected 0.921 Detected 1.157 0.041 GT Sens contig132 contig132 Thioredox               AATCCAAcontig132 Solyc00g Solyc00g Thioredox               GO:00454 GO:00454              contig132 Solyc00g Thioredox                GO:00166 SL2.40ch AT4G2967ACHT2  thioredox     chr4:145  1626.18 1190.59 2351.78 3143.62 3860.63 2687.98
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 1.231 Detected 1.044 Detected 1.137 0.008 GT Sens contig133 contig133 ABC trans                  TTGTTCT contig133 Solyc01g Solyc01g ABC trans                  GO:00168 GO:00168    contig133 Solyc01g ABC trans                   GO:00085 SL2.40ch AT3G52310.1  ABC tran     chr3:193  14123.8 10381.3 16710.2 19714.2 30030.6 25471.3
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 1.359 Detected 0.958 Detected 1.159 0.062 GT Sens contig134 contig134 Glucan en              ACACCAAcontig134 Solyc12g Solyc12g Glucan endo-1 3-beta-glucosid              contig134 Solyc12g Glucan endo-1 3-bet              SL2.40ch AT4G13600.1  EXPRESS                                                                     chr4:791  43.4674 24.8483 63.7882 58.3464 89.1032 65.1403
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 1.917 Detected 1.878 Detected 1.897 0.001 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  99.6107 72.6608 208.521 268.176 339.575 318.976
GT Sense Sense -0.115 Comprom 0.115 Comprom 0.000 1.526 Detected 1.360 Detected 1.443 0.010 GT Sens contig135 contig135 Long-cha                GGGGAT contig135 Solyc08g Solyc08g Long-cha                GO:00081 GO:00081      contig135 Solyc08g Long-cha                 GO:00044 SL2.40ch AT4G11030.1  long-cha          chr4:673  4.32911 3.971 14.1125 14.9967 12.6174 10.8602
GT Sense Sense 0.416 Detected -0.416 Detected 0.000 1.702 Detected 1.602 Detected 1.652 0.059 GT Sens contig135 contig135 Lipase (F              GATATTGcontig135 Solyc02g Solyc02g Lipase (F              GO:00066 GO:00066   contig135 Solyc02g Lipase (F               GO:00066 SL2.40ch AT1G06250.1  lipase cla      chr1:191  608.716 267.124 897.719 1265.22 1386.28 1248.92
GT Sense Sense 0.650 Detected -0.650 Comprom 0.000 1.638 Detected 1.609 Detected 1.623 0.130 GT Sens contig135 contig135 DNA topo                TTTGTCT contig135 Solyc05g Solyc05g DNA topo                GO:00056 GO:00056 contig135 Solyc05g DNA topo                 GO:00056 SL2.40ch AT5G63920.1  DNA topo      chr5:255  14.3018 4.5428 17.774 21.4552 26.5043 25.0843
GT Sense Sense -0.448 Detected 0.448 Detected 0.000 1.087 Detected 0.956 Detected 1.022 0.153 GT Sens contig136 contig136 Unknown   AAGAAACcontig136 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig136 Solyc06g Unknown Protein (A  SL2.40ch AT5G1585COL1, AT   COL1 (co         chr5:517  44.0878 64.1402 88.5018 53.0398 119.403 105.29
GT Sense Sense -0.367 Comprom 0.367 Comprom 0.000 1.233 Detected 1.051 Detected 1.142 0.094 GT Sens contig137 contig137 Unknown   CATTGACcontig137 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig137 Solyc04g Unknown Protein (A  SL2.40ch AT3G11070.1  outer me      chr3:346  5.18118 6.73668 13.3697 5.78331 14.6804 12.4897
GT Sense Sense -0.346 Comprom 0.346 Comprom 0.000 1.517 Detected 1.211 Detected 1.364 0.069 GT Sens contig137 contig137 Serine/thr               ACTCTTCcontig137 Solyc03g Solyc03g Serine/thr               GO:00191 GO:00191        contig137 Solyc03g Serine/thr                GO:00191 SL2.40ch AT4G27300.1  S-locus p     chr4:136  6.42161 8.10773 25.7397 34.2027 21.8176 17.0422
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 0.833 Detected 1.833 Detected 1.333 0.119 GT Sens contig138 contig138 cDNA clon         GAACTGCcontig138 Solyc02g Solyc02g cDNA clone J20 full insert sequ     contig138 Solyc02g cDNA clone J20 full      SL2.40ch AT3G50430.1  unknown   chr3:187  38.4911 26.725 63.1019 63.949 60.3843 116.612
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 1.262 Detected 1.791 Detected 1.526 0.033 GT Sens contig139 contig139 Cysteine-       AGAAGCAcontig139 Solyc05g Solyc05g Cysteine-rich extensin-like pro     contig139 Solyc05g Cysteine-rich extens      SL2.40ch AT4G24320.1  ubiquitin   chr4:126  706.469 634.676 1018.32 296.782 1697.04 2364.47
GT Sense Sense 0.328 Comprom -0.328 Comprom 0.000 1.447 Detected 1.452 Detected 1.450 0.048 GT Sens contig140 contig140 Sulfotrans              AAGAGGGcontig140 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081      contig140 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT2G0376ST, ATST     ST; brass     chr2:114  7.18693 3.56451 11.135 11.8813 14.5881 14.1322
GT Sense Sense 0.116 Comprom -0.116 Comprom 0.000 3.900 Detected 4.058 Detected 3.979 0.001 GT Sens contig142 contig142 BZIP trans                ATTTGAGcontig142 Solyc10g Solyc10g BZIP trans                GO:00037 GO:00037         contig142 Solyc10g BZIP trans                 GO:00037 SL2.40ch AT4G12050.1  DNA-bind    chr4:722  3.52195 2.34437 2.02686 10.8239 45.3223 48.8468
GT Sense Sense -0.597 Detected 0.597 Detected 0.000 1.215 Detected 1.078 Detected 1.146 0.196 GT Sens contig142 contig142 Peroxired                   AATTGCAcontig142 Solyc10g Solyc10g Peroxired                   GO:00454 GO:00454   contig142 Solyc10g Peroxired                    GO:00164 SL2.40ch AT5G06292-Cys Prx   2-Cys Prx        chr5:191  154.491 276.117 480.397 399.763 506.555 445.027
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 0.930 Detected 1.387 Detected 1.158 0.039 GT Sens contig143 contig143 Pectinest                   TTTGTGAcontig143 Solyc07g Solyc07g Pectinest                   GO:00305 GO:00305  contig143 Solyc07g Pectinest                    GO:00056 SL2.40ch AT1G1158ATPMEPC    PMEPCR         chr1:388  54.2151 39.0673 53.2578 53.8193 92.6439 122.791
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 1.322 Detected 1.493 Detected 1.408 0.095 GT Sens contig143 contig143 Aquapori              TCAAAGGcontig143 Solyc08g Solyc08g Aquapori              GO:00160 GO:00160   contig143 Solyc08g Aquapori               GO:00152 SL2.40ch AT4G1038NIP5;1, NL    NIP5;1; a         chr4:643  2208.61 3263.3 8486.49 7888.1 7094.86 7712.33
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 1.197 Detected 0.968 Detected 1.083 0.040 GT Sens contig144 contig144 Zinc finge                 TTCCTGAcontig144 Solyc01g Solyc01g Zinc finge                 GO:00056 GO:00056 contig144 Solyc01g Zinc finge                  GO:00056 SL2.40ch AT2G21320.1  zinc finge       chr2:912  2094.5 1257.84 2659.25 2870.85 3933.55 3239.1
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.215 Detected 0.936 Detected 1.075 0.027 GT Sens contig144 contig144 Inositol 1               ATTCTGAcontig144 Solyc06g Solyc06g Inositol 1 4 5-trisphosphate 5-p              contig144 Solyc06g Inositol 1 4 5-trispho               SL2.40ch AT1G3412IP5PI, AT5    IP5PI (INO           chr1:124  21.362 19.5504 19.4969 20.7234 50.1283 39.897
GT Sense Sense -0.838 Detected 0.838 Detected 0.000 1.659 Detected 1.597 Detected 1.628 0.192 GT Sens contig144 contig144 Pleckstrin        AGTTTAT contig144 Solyc11g Solyc11g Pleckstrin homology (PH) dom      contig144 Solyc11g Pleckstrin homology       SL2.40ch AT5G19390.4  pleckstri           chr5:653  119.634 298.672 498.127 474.553 630.75 583.308
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.408 Detected 1.289 Detected 1.349 0.006 GT Sens contig144 contig144 Unknown   TACTTGT contig144 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig144 Solyc03g Lipid tran                     GO:00068 SL2.40ch AT5G02160.1  unknown   chr5:426  1377.67 1207.8 2158.28 2598.99 3617.75 3216.43
GT Sense Sense 0.627 Detected -0.627 Detected 0.000 2.538 Detected 2.646 Detected 2.592 0.054 GT Sens contig144 contig144 Ulp1 prote           AGTATTT contig144 Solyc08g Solyc08g Ulp1 protease family C-termina         contig144 Solyc08g Ulp1 protease family         SL2.40ch AT1G24250.1 41.0452 13.4568 61.1658 80.4169 144.248 150.122
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 2.139 Detected 2.389 Detected 2.264 0.008 GT Sens contig144 contig144 Pseudo re              AAATGTGcontig144 Solyc04g Solyc04g Pseudo re              GO:00165 GO:00165      contig144 Solyc04g Pseudo re               GO:00165 SL2.40ch AT5G028 PRR7, AP   PRR7 (PS          chr5:638  120.523 118.493 214.618 211.119 556.19 638.882
GT Sense Sense -0.494 Comprom 0.494 Comprom 0.000 1.287 Detected 0.849 Detected 1.068 0.187 GT Sens contig144 contig144 Unknown   GCTCAGTcontig144 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig144 Solyc11g Unknown Protein (A  SL2.40ch AT5G05650.1 5.08061 7.87746 14.012 14.1638 16.3104 11.6234
GT Sense Sense 0.366 Detected -0.366 Detected 0.000 1.071 Detected 0.957 Detected 1.014 0.112 GT Sens contig145 contig145 Receptor                AGAAAAAcontig145 Solyc05g Solyc05g Receptor                GO:00046 GO:00046         contig145 Solyc05g Receptor   GO:00046 SL2.40ch AT5G1600NIK1  NIK1 (NS      chr5:522  129.053 60.6936 123.472 120.305 196.472 175.291
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 1.327 Detected 1.006 Detected 1.167 0.035 GT Sens contig145 contig145 Acid phos                 CATCAGTcontig145 Solyc01g Solyc01g Acid phosphatase/vanadium-d                  contig145 Solyc01g Acid phosphatase/v                  SL2.40ch AT3G61770.1  FUNCTIO                                                                           chr3:228  290.542 281.424 421.328 461.783 758.098 586.028
GT Sense Sense 1.300 Detected -1.300 Comprom 0.000 1.096 Detected 1.002 Detected 1.049 0.505 GT Sens contig145 contig145 UDP-gluc               GTTCTAT contig145 Solyc01g Solyc01g UDP-gluc               GO:00800 GO:00800    contig145 Solyc01g UDP-gluc                GO:00800 SL2.40ch AT3G5316UGT73C7  UGT73C7          chr3:197  18.0845 2.33281 5.93017 12.5329 14.6717 13.2732
GT Sense Sense 0.105 Detected -0.105 Detected 0.000 1.392 Detected 1.125 Detected 1.259 0.018 GT Sens contig146 contig146 Rad51 DN                 AGCATCCcontig146 Solyc11g Solyc11g Rad51 DN                 GO:00062 GO:00062   contig146 Solyc11g Rad51 DN                  GO:00062 SL2.40ch AT5G42740.1  glucose-6      chr5:171  176.455 119.23 452.442 369.653 402.384 322.833
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 1.102 Detected 0.966 Detected 1.034 0.009 GT Sens contig146 contig146 Unknown   AAAGCAAcontig146 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig146 Solyc10g Unknown Protein (A  SL2.40ch AT1G4255PMI1  PMI1 (PL     chr1:159  1991.39 1405.24 2591.61 3363.64 3794.34 3335.3
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.115 Detected 0.924 Detected 1.020 0.010 GT Sens contig146 contig146 Proton gr       TTGTTGTcontig146 Solyc09g Solyc09g Proton gradient regulation 5 (A    contig146 Solyc09g Proton gr       GO:00090 SL2.40ch AT2G0562PGR5  PGR5 (pr        chr2:208  1536.45 1267.46 3092.45 3427.93 3194.65 2701.47
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.316 Detected 1.013 Detected 1.164 0.025 GT Sens contig146 contig146 Receptor                 TTTCCCAcontig146 Solyc09g Solyc09g Receptor                 GO:00055 GO:00055   contig146 Solyc09g Receptor                  GO:00055 SL2.40ch AT1G3249EMB2733    ESP3 (EN                  chr1:117  41.9856 28.1718 57.1075 63.1873 90.5118 70.8061
GT Sense Sense -0.672 Comprom 0.672 Detected 0.000 2.754 Detected 0.863 Detected 1.808 0.259 GT Sens contig147 contig147 Unknown   ATGGAAAcontig147 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig147 Solyc06g Unknown Protein (A  SL2.40ch AT1G07710.1  ankyrin r     chr1:238  6.96189 13.8091 2.08096 42.1943 69.8806 18.1982
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 0.980 Detected 1.561 Detected 1.271 0.070 GT Sens contig147 contig147 Gibberelli               TGCATGTcontig147 Solyc03g Solyc03g Gibberellin-regulated protein (A              contig147 Solyc03g Gibberellin-regulate                SL2.40ch AT1G74670.1  gibberell     chr1:280  21.6093 22.4438 21.5386 20.9735 45.9096 66.3162
GT Sense Sense 0.607 Detected -0.607 Comprom 0.000 2.130 Detected 1.282 Detected 1.706 0.148 GT Sens contig147 contig147 Integrin-li                  TGGAAAGcontig147 Solyc01g Solyc01g Integrin-li                  GO:00038 GO:00038     contig147 Solyc01g Integrin-li                   GO:00047 SL2.40ch AT3G16800.1  protein p        chr3:572  12.9101 4.34859 9.69912 10.3194 34.6611 18.5897
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 1.105 Detected 0.912 Detected 1.008 0.040 GT Sens contig147 contig147 Nup133 n                ATGCAGCcontig147 Solyc07g Solyc07g Nup133 n                GO:00055 GO:00055  contig147 Solyc07g Nup133 n                 GO:00055 SL2.40ch AT2G05120.1  LOCATE                                                        chr2:184  138.496 83.8591 151.952 135.298 244.919 206.86
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 1.573 Detected 1.360 Detected 1.467 0.008 GT Sens contig148 contig148 3-oxo-5-a                 TCTTATT contig148 Solyc11g Solyc11g 3-oxo-5-a                 GO:00160 GO:00160   contig148 Solyc11g 3-oxo-5-a                  GO:00160 SL2.40ch AT4G13750.1  ATP bind   chr4:797  1223.35 1062.3 1745.43 2792.28 3584.64 2986.38
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 1.681 Detected 0.894 Detected 1.287 0.098 GT Sens contig148 contig148 Heat shoc               CAAATGAcontig148 Solyc07g Solyc07g Heat shoc               GO:00195 GO:00195   contig148 Solyc07g Heat shoc                GO:00195 SL2.40ch AT5G57130.1  protein b   chr5:231  107.695 65.1865 148.282 81.2339 283.866 158.839
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.194 Detected 1.163 Detected 1.179 0.000 GT Sens contig148 contig148 F-box/ank               CAAATTGcontig148 Solyc12g Solyc12g F-box/ankyrin repeat protein S             contig148 Solyc12g F-box/ankyrin repea               SL2.40ch AT2G44090.2  FUNCTIO                                                                         chr2:182  286.879 220.881 397.841 414.853 608.693 575.186
GT Sense Sense -0.225 Comprom 0.225 Comprom 0.000 0.891 Detected 1.111 Detected 1.001 0.057 GT Sens contig148 contig148 Zinc finge         GGACAGTcontig148 Solyc09g Solyc09g Zinc finger CCCH domain-cont       contig148 Solyc09g Zinc finger CCCH do       SL2.40ch AT3G5000CKA2, AT   CKA2 (CA         chr3:185  6.41748 6.85551 11.626 9.7735 13.0004 14.6137
GT Sense Sense -0.290 Comprom 0.290 Comprom 0.000 1.500 Detected 1.594 Detected 1.547 0.034 GT Sens contig149 contig149 Resistanc               GATAATT contig149 Solyc05g Solyc05g Resistanc               GO:00069 GO:00069  contig149 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT4G0033RHB1A  RHB1A; p        chr4:146  6.67264 7.79393 16.2166 24.0689 21.5514 22.2129
GT Sense Sense 0.854 Detected -0.854 Detected 0.000 1.732 Detected 2.394 Detected 2.063 0.153 GT Sens contig151 contig151 Myb famil                AAAGACAcontig151 Solyc10g Solyc10g Myb famil                GO:00037 GO:00037       contig151 Solyc10g Myb famil                 GO:00037 SL2.40ch AT2G2165MEE3, AT   MEE3 (M            chr2:925  123.177 29.4867 68.3031 37.4115 211.625 323.218
GT Sense Sense 1.810 Detected -1.810 Comprom 0.000 1.660 Detected 1.426 Detected 1.543 0.484 GT Sens contig151 contig151 Extensin-       CCCGGAGcontig151 Solyc03g Solyc03g Extensin-like protein Dif54 (AH    contig151 Solyc03g Extensin-like protein     SL2.40ch AT5G35190.1 34.8265 2.21505 12.1367 10.5679 29.3305 24.0812
GT Sense Sense -0.241 Detected 0.241 Detected 0.000 1.227 Detected 1.089 Detected 1.158 0.044 GT Sens contig152 contig152 Os12g023       ATTTTAT contig152 Solyc02g Solyc02g Os12g0236050 protein (Fragm     contig152 Solyc02g Os12g0236050 prote      SL2.40ch AT5G43230.1  unknown   chr5:173  264.422 288.789 552.289 441.016 683.737 599.742
GT Sense Sense 0.459 Detected -0.459 Detected 0.000 1.300 Detected 1.966 Detected 1.633 0.102 GT Sens contig152 contig152 Nodulin-li                  ATGTTTT contig152 Solyc06g Solyc06g Nodulin-like protein (AHRD V1               contig152 Solyc06g Nodulin-like protein                 SL2.40ch AT4G3740CYP81F3  CYP81F3               chr4:175  435.544 180.249 318.26 753.916 729.112 1117.31
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.879 Detected 1.597 Detected 1.738 0.009 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  349.959 243.664 590.983 679.758 1134.96 901.318
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 2.001 Detected 1.238 Detected 1.619 0.051 GT Sens contig153 contig153 Formamid            AGGTCAAcontig153 Solyc02g Solyc02g Formamid            GO:00043 GO:00043   contig153 Solyc02g Formamid             GO:00043 SL2.40ch AT4G37560.1  formamid        chr4:176  116.217 91.7076 276.204 269.812 436.618 248.384
GT Sense Sense -0.479 Comprom 0.479 Comprom 0.000 3.397 Detected 1.717 Detected 2.557 0.118 GT Sens contig153 contig153 Rapid alka                ATGAAAAcontig153 Solyc02g Solyc02g Rapid alka                GO:00048 GO:00048   contig153 Solyc02g Rapid alka                 GO:00048 SL2.40ch AT3G04560.1  unknown   chr3:122  3.00303 4.56206 1.85877 9.68584 41.1979 12.4128
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 0.991 Detected 1.204 Detected 1.098 0.009 GT Sens contig153 contig153 Unknown              TTCGATAcontig153 Solyc04g Solyc04g Unknown Protein (AHRD V1)%3             contig153 Solyc04g Unknown Protein (A              SL2.40ch AT1G49270.1  protein k     chr1:182  259.465 201.458 376.954 285.671 480.401 537.473
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 1.063 Detected 1.027 Detected 1.045 0.004 GT Sens contig155 contig155 NADH pyr              TTTGCAAcontig155 Solyc06g Solyc06g NADH pyr              GO:00167 GO:00167  contig155 Solyc06g NADH pyr               GO:00167 SL2.40ch AT5G2007ATNUDT1    ATNUDX1             chr5:677  1691.88 1442.41 2320.23 2526.26 3450.24 3247.86
GT Sense Sense 0.364 Detected -0.364 Detected 0.000 1.349 Detected 0.968 Detected 1.158 0.106 GT Sens contig155 contig155 Unknown   CCAGAAAcontig155 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig155 Solyc09g Unknown Protein (A  SL2.40ch AT5G50130.1  short-cha       chr5:203  547.047 258.003 853.012 736.423 1011.48 749.59
GT Sense Sense -1.398 Detected 1.398 Detected 0.000 1.831 Detected 1.977 Detected 1.904 0.307 GT Sens contig156 contig156 Pentatrico               TCAGCCAcontig156 Solyc04g Solyc04g Pentatricopeptide repeat-conta               contig156 Solyc04g Pentatricopeptide re               SL2.40ch AT1G73400.1  pentatric      chr1:275  19.2448 104.433 166.852 129.229 168.522 180.124
GT Sense Sense -0.129 Comprom 0.129 Comprom 0.000 1.730 Detected 2.372 Detected 2.051 0.027 GT Sens contig156 contig156 Receptor-              ACTACAAcontig156 Solyc11g Solyc11g Receptor-              GO:00055 GO:00055    contig156 Solyc11g LRR recep    GO:00046 SL2.40ch AT5G52380.1  zinc knuc      chr5:212  8.30113 7.75773 4.54403 11.3304 28.1297 42.3756
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 1.251 Detected 1.012 Detected 1.131 0.053 GT Sens contig156 contig156 Glucan en                 CTCTTCCcontig156 Solyc12g Solyc12g Glucan en                 GO:00059 GO:00059   contig156 Solyc12g Glucan en                  GO:00059 SL2.40ch AT1G32860.1  glycosyl      chr1:119  2492.74 2732.52 5071.45 3939.33 6563.17 5370.89
GT Sense Sense 0.422 Detected -0.422 Detected 0.000 2.023 Detected 1.674 Detected 1.848 0.056 GT Sens contig156 contig156 Chloroph                    GCACTTCcontig156 Solyc10g Solyc10g Chloroph                    GO:00160 GO:00160 contig156 Solyc10g Chloroph                     GO:00160 SL2.40ch AT1G6152LHCA3  LHCA3; c    chr1:227  166.019 72.3173 204.646 252.699 470.55 356.751
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 1.770 Detected 1.573 Detected 1.672 0.006 GT Sens contig156 contig156 Disease r             TTGTATT contig156 Solyc11g Solyc11g Disease r             GO:00069 GO:00069  contig156 Solyc11g Cc-nbs-lr   GO:00055 SL2.40ch AT1G58807.2  disease r           chr1:217  24.708 21.4918 51.9977 53.3054 83.0598 69.976
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 1.270 Detected 1.618 Detected 1.444 0.035 GT Sens contig157 contig157 Subtilisin               CAATAAT contig157 Solyc04g Solyc04g Subtilisin               GO:00042 GO:00042       contig157 Solyc04g Subtilisin                GO:00042 SL2.40ch AT5G59130.1  subtilase    chr5:238  223.34 129.242 168.752 141.855 432.873 532.24
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 1.226 Detected 1.077 Detected 1.151 0.010 GT Sens contig157 contig157 Multidrug                  ATATGGAcontig157 Solyc02g Solyc02g Multidrug                  GO:00152 GO:00152    contig157 Solyc02g Multidrug                   GO:00155 SL2.40ch AT1G61890.1  MATE eff     chr1:228  390.535 270.042 805.403 641.117 802.777 699.082
GT Sense Sense -0.637 Comprom 0.637 Comprom 0.000 3.423 Detected 2.089 Detected 2.756 0.096 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  1.96762 3.72103 1.87662 14.2023 30.6673 11.7501
GT Sense Sense -0.520 Detected 0.520 Detected 0.000 1.219 Detected 0.887 Detected 1.053 0.194 GT Sens contig157 contig157 Peptide tr                 GGCAATAcontig157 Solyc05g Solyc05g Peptide tr                 GO:00800 GO:00800        contig157 Solyc05g Peptide tr                  GO:00800 SL2.40ch AT3G16180.1  proton-de        chr3:548  14.183 22.7942 58.099 54.4727 44.2217 33.9276
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 1.122 Detected 0.911 Detected 1.017 0.032 GT Sens contig158 contig158 Polyaden               ACCACCAcontig158 Solyc03g Solyc03g Polyaden               GO:00170 GO:00170     contig158 Solyc03g Polyaden                GO:00170 SL2.40ch AT2G185 emb2444  emb2444              chr2:803  181.638 175.965 298.209 252.42 411.343 342.995
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 1.600 Detected 1.169 Detected 1.385 0.035 GT Sens contig158 contig158 Calmodul                TTTATGAcontig158 Solyc03g Solyc03g Calmodul                GO:00055 GO:00055  contig158 Solyc03g Calmodul                 GO:00055 SL2.40ch AT5G6207IQD23  IQD23 (IQ      chr5:249  343.202 333.052 574.486 487.483 1083.42 775.874
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 0.834 Detected 1.970 Detected 1.402 0.161 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  176.034 208.825 729.604 479.392 361.271 766.278
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 0.871 Detected 1.178 Detected 1.024 0.027 GT Sens contig158 contig158 Alcohol d               CATTGGAcontig158 Solyc11g Solyc11g Alcohol d               GO:00164 GO:00164  contig158 Solyc11g Alcohol d                GO:00081 SL2.40ch AT4G3798ELI3-1, EL     ELI3-1 (E            chr4:178  4540.34 3959.32 3843.74 4965.31 8193.25 9790.84
GT Sense Sense -0.201 Detected 0.201 Detected 0.000 1.064 Detected 0.956 Detected 1.010 0.040 GT Sens contig158 contig158 Pentatrico               ATTCAAA contig158 Solyc02g Solyc02g Pentatrico               GO:00065 GO:00065   contig158 Solyc02g Pentatrico                GO:00340 SL2.40ch AT1G56690.1  pentatric      chr1:212  11.3914 11.7694 20.2712 18.1441 25.5763 22.9255
GT Sense Sense 0.233 Detected -0.233 Detected 0.000 1.334 Detected 0.910 Detected 1.122 0.070 GT Sens contig158 contig158 B3 domai                GAGAATCcontig158 Solyc07g Solyc07g B3 domai                GO:00063 GO:00063    contig158 Solyc07g B3 domai                 GO:00063 SL2.40ch AT3G1899VRN1, RE   VRN1 (RE        chr3:654  160.514 90.8814 179.887 199.987 321.76 231.535
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 1.294 Detected 1.149 Detected 1.221 0.045 GT Sens contig158 contig158 Unknown   ATATTTG contig158 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig158 Solyc04g Unknown Protein (A  SL2.40ch AT2G12190.1  cytochro     chr2:489  64.7719 35.426 118.883 81.1113 124.15 108.368
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 1.411 Detected 1.173 Detected 1.292 0.014 GT Sens contig159 contig159 Cytochro              CGAATAAcontig159 Solyc11g Solyc11g Cytochro              GO:00200 GO:00200  contig159 Solyc11g Genomic DNA chrom         SL2.40ch AT5G41580.1  zinc ion b   chr5:166  17.7179 15.8507 23.3573 22.532 47.1056 38.5629
GT Sense Sense -0.792 Detected 0.792 Detected 0.000 1.113 Detected 1.227 Detected 1.170 0.279 GT Sens contig159 contig159 Calcium d                 ATAAGACcontig159 Solyc03g Solyc03g Calcium d                 GO:00046 GO:00046     contig159 Solyc03g Calcium d                  GO:00046 SL2.40ch AT1G1258PEPKR1  PEPKR1               chr1:428  1257.37 2947.24 3778.75 2940.34 4401.94 4597.98
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 1.285 Detected 1.116 Detected 1.201 0.023 GT Sens contig159 contig159 Os03g021                  AGTATCAcontig159 Solyc03g Solyc03g Os03g0210500 protein (Fragm                 contig159 Solyc03g Os03g0210500 prote                  SL2.40ch AT2G03350.1  unknown   chr2:101  273.916 268.441 497.795 527.487 698.591 599.778
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 1.123 Detected 1.165 Detected 1.144 0.001 GT Sens contig160 contig160 Ferritin (A            AAAGTGGcontig160 Solyc06g Solyc06g Ferritin (A            GO:00068 GO:00068        contig160 Solyc06g Ferritin (A             GO:00081 SL2.40ch AT3G1105ATFER2  ATFER2 (               chr3:346  629.23 513.361 824.232 836.979 1308.15 1300.71
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 2.562 Detected 2.118 Detected 2.340 0.010 GT Sens contig160 contig160 Chloroph                    TGTCCGTcontig160 Solyc05g Solyc05g Chloroph                    GO:00160 GO:00160 contig160 Solyc05g Chloroph                     GO:00160 SL2.40ch AT3G5489LHCA1  LHCA1; c    chr3:203  428.391 380.8 1085.54 962.289 2521.19 1789.17
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 0.819 Detected 1.278 Detected 1.048 0.097 GT Sens contig160 contig160 NAD(P)H-q                 TACATCAcontig160 Solyc00g Solyc00g NAD(P)H-q                 GO:00515 GO:00515   contig160 Solyc00g NAD(P)H-q                  GO:00515 SL2.40ch ATCG010 NDHI  Encodes         chrC:119  156.382 84.4215 100.704 124.358 214.192 284.243
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 1.653 Detected 0.915 Detected 1.284 0.116 GT Sens contig161 contig161 Galactino                TACAATA contig161 Solyc01g Solyc01g Galactino                GO:00167 GO:00167         contig161 Solyc01g Galactino                 GO:00167 SL2.40ch AT2G4718AtGolS1  AtGolS1 (                chr2:193  177.948 91.0365 250.389 233.071 423.174 244.794
GT Sense Sense 0.273 Detected -0.273 Detected 0.000 1.876 Detected 1.912 Detected 1.894 0.020 GT Sens contig161 contig161 Os01g049       CTCCCACcontig161 Solyc01g Solyc01g Os01g0498200 protein (Fragm     contig161 Solyc01g Os01g0498200 prote      SL2.40ch AT5G64170.2  dentin sia   chr5:256  2038.46 1091.49 3523.01 3783.58 5785.65 5727.87
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 1.901 Detected 2.114 Detected 2.008 0.013 GT Sens contig161 contig161 Regulator                    ACAAGTAcontig161 Solyc09g Solyc09g Regulator                    GO:00036 GO:00036    contig161 Solyc09g Regulator                     GO:00036 SL2.40ch AT3G55580.1  regulator        chr3:206  808.983 473.115 897.556 930.21 2442.04 2733.17
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 2.415 Detected 1.184 Detected 1.800 0.105 GT Sens contig161 contig161 Nodulin-li                  GCCATTGcontig161 Solyc04g Solyc04g Nodulin-li                  GO:00160 GO:00160 contig161 Solyc04g Nodulin-li                   GO:00160 SL2.40ch AT1G43650.1  integral m        chr1:164  52.8625 51.0211 115.476 51.5626 292.711 120.402
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 1.502 Detected 1.301 Detected 1.401 0.005 GT Sens contig162 contig162 Polyribon                  GATCAGTcontig162 Solyc09g Solyc09g Polyribon                  GO:00037 GO:00037     contig162 Solyc09g Polyribon                   GO:00423 SL2.40ch AT3G23700.1  S1 RNA-b     chr3:853  1678.04 1351.08 2885.4 3632 4505.97 3785.03
GT Sense Sense 0.425 Comprom -0.425 Comprom 0.000 1.484 Detected 1.826 Detected 1.655 0.069 GT Sens contig162 contig162 Pentatrico         ACTACTGcontig162 Solyc07g Solyc07g Pentatricopeptide repeat-conta        contig162 Solyc07g Pentatricopeptide re        SL2.40ch AT4G02160.1  unknown   chr4:955  7.5515 3.27311 13.2882 15.76 14.6988 17.9854
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 1.527 Detected 1.162 Detected 1.344 0.030 GT Sens contig162 contig162 Solute ca                    GTCGTTAcontig162 Solyc06g Solyc06g Solute ca                    GO:00160 GO:00160     contig162 Solyc06g Solute ca                     GO:00085 SL2.40ch AT5G26250.1  sugar tra    chr5:919  237.331 149.948 291.782 616.924 574.463 430.766
GT Sense Sense 0.524 Detected -0.524 Comprom 0.000 1.013 Detected 1.085 Detected 1.049 0.184 GT Sens contig163 contig163 Alcohol d                ATTACTT contig163 Solyc04g Solyc04g Alcohol d                GO:00040 GO:00040     contig163 Solyc04g Alcohol d                 GO:00040 SL2.40ch AT1G22430.2 16.718 6.32288 4.18714 11.2641 21.9352 22.2617
GT Sense Sense -0.390 Detected 0.390 Detected 0.000 1.003 Detected 1.191 Detected 1.097 0.112 GT Sens contig163 contig163 Flowering        GGTGTTTcontig163 Solyc01g Solyc01g Flowering promoting factor-lik       contig163 Solyc01g Flowering promoting       SL2.40ch AT2G42270.1  U5 small      chr2:176  179.401 240.859 218.224 161.683 440.276 484.146
GT Sense Sense -0.532 Comprom 0.532 Comprom 0.000 3.403 Detected 2.078 Detected 2.741 0.084 GT Sens contig164 contig164 Cysteine-                 GTCAACTcontig164 Solyc12g Solyc12g Cysteine-rich protein (AHRD V1              contig164 Solyc12g Cysteine-rich protei                 SL2.40ch AT1G7928NUA  NUA (NUC     chr1:298  5.07265 8.28493 1.95926 29.2893 72.4917 27.9301
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 1.434 Detected 1.294 Detected 1.364 0.004 GT Sens contig165 contig165 Conserve                  TATAAGGcontig165 Solyc06g Solyc06g Conserve                  GO:00160 GO:00160   contig165 Solyc06g Conserve                   GO:00160 SL2.40ch AT1G73650.4  oxidored          chr1:276  2461.69 2061.17 4077.04 4673.03 6432.62 5635.98
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 2.015 Detected 0.884 Detected 1.449 0.132 GT Sens contig165 contig165 TMV resp      CTGTCAAcontig165 Solyc02g Solyc02g TMV response-related protein    contig165 Solyc02g TMV resp      GO:00055 SL2.40ch AT2G23690.1  unknown   chr2:100  270.041 168.977 441.46 206.78 912.204 402.33
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.034 Detected 1.012 Detected 1.023 0.007 GT Sens contig165 contig165 NAC dom                  TTGAGTGcontig165 Solyc03g Solyc03g NAC dom                  GO:00037 GO:00037      contig165 Solyc03g NAC dom                   GO:00037 SL2.40ch AT3G0406anac046  anac046          chr3:105  1121.31 983.302 2368.11 2396.31 2272 2160.77
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 1.161 Detected 1.313 Detected 1.237 0.009 GT Sens contig167 contig167 ClpB chap                  AGGGCTTcontig167 Solyc03g Solyc03g ClpB chap                  GO:00055 GO:00055  contig167 Solyc03g ClpB chap                   GO:00195 SL2.40ch AT1G743 ATHSP10     ATHSP10                   chr1:279  2761.34 1904.89 1885.56 3029.78 5420.7 5815.87
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 1.074 Detected 1.194 Detected 1.134 0.097 GT Sens contig167 contig167 WD-repea               AGATCACcontig167 Solyc09g Solyc09g WD-repeat protein-like (AHRD V             contig167 Solyc09g WD-repeat protein-li               SL2.40ch AT5G44850.1  FUNCTIO                                                                                        chr5:181  61.1903 28.3349 76.6359 73.5248 92.6241 97.1983
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 1.270 Detected 0.933 Detected 1.101 0.023 GT Sens contig167 contig167 Light harv       AAGTTGAcontig167 Solyc08g Solyc08g Light harvesting-like protein 3    contig167 Solyc08g Light harvesting-like      SL2.40ch AT5G47110.1  lil3 prote    chr5:191  1570.37 1205.38 2010.97 2075.02 3506.53 2679.42
GT Sense Sense 1.015 Detected -1.015 Comprom 0.000 2.230 Detected 1.555 Detected 1.892 0.219 GT Sens contig168 contig168 Cytokinin                  CCCAGCCcontig168 Solyc11g Solyc11g Cytokinin riboside 5%26apos%                  contig168 Solyc11g Cytokinin riboside 5                  SL2.40ch AT2G28305.1  unknown   chr2:120  11.4013 2.18064 6.19109 12.925 24.7145 14.9478
GT Sense Sense 0.599 Detected -0.599 Detected 0.000 1.152 Detected 1.450 Detected 1.301 0.170 GT Sens contig168 contig168 Nup98 (Fr              ATGCCAAcontig168 Solyc02g Solyc02g Nup98 (Fr              GO:00056 GO:00056   contig168 Solyc02g Nup98 (Fr               GO:00052 SL2.40ch AT5G37475.1  translatio     chr5:148  255.824 87.1585 304.314 249.167 350.669 416.371
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.523 Detected 0.908 Detected 1.216 0.067 GT Sens contig169 contig169 Allene ox                 CAAGAGAcontig169 Solyc01g Solyc01g Allene ox                 GO:00198 GO:00198      contig169 Solyc01g cytochrom  GO:00198 SL2.40ch AT5G22840.1  protein k     chr5:763  534.455 352.348 1202.22 740.368 1318.21 831.003
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 0.947 Detected 1.581 Detected 1.264 0.063 GT Sens contig169 contig169 Beta-xylo                 TGCTTGCcontig169 Solyc11g Solyc11g Beta-xylo                 GO:00059 GO:00059   contig169 Solyc11g Beta-xylo                  GO:00059 SL2.40ch AT5G4936BXL1, AT   BXL1 (BE        chr5:200  1903.97 1704.11 2134.92 3941.93 3669.18 5499.48
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 1.104 Detected 1.048 Detected 1.076 0.010 GT Sens contig169 contig169 ATP-depe                     TGATAAGcontig169 Solyc07g Solyc07g ATP-depe                     GO:00041 GO:00041   contig169 Solyc07g ATP-depe                      GO:00041 SL2.40ch AT2G3095VAR2, FTS   VAR2 (VA           chr2:131  7267.69 4894.33 8866.43 9640.96 13547.2 12582.6
GT Sense Sense -0.531 Comprom 0.531 Comprom 0.000 1.714 Detected 2.245 Detected 1.979 0.079 GT Sens contig169 contig169 Unknown   ACATATGcontig169 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig169 Solyc02g Unknown Protein (A  SL2.40ch AT4G10360.2  FUNCTIO                                                                              chr4:642  2.42606 3.9597 7.978 7.8514 10.7473 14.9877
GT Sense Sense 0.057 Comprom -0.057 Comprom 0.000 5.388 Detected 6.741 Detected 6.064 0.012 GT Sens contig169 contig169 Os01g061                  AAGTTACcontig169 Solyc04g Solyc04g Os01g0611000 protein (Fragm                 contig169 Solyc04g Os01g0611000 prote                  SL2.40ch AT2G41800.1  FUNCTIO                                                                                          chr2:174  3.34207 2.41291 4.40996 2.6425 125.674 309.881
GT Sense Sense -0.516 Detected 0.516 Detected 0.000 2.654 Detected 1.316 Detected 1.985 0.143 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  10.7546 17.1864 2.50998 34.6938 90.4628 34.5441
GT Sense Sense -0.179 Detected 0.179 Detected 0.000 1.340 Detected 0.877 Detected 1.109 0.063 GT Sens contig170 contig170 Uracil pho              ATAAAGGcontig170 Solyc09g Solyc09g Uracil pho              GO:00048 GO:00048     contig170 Solyc09g Uracil pho               GO:00055 SL2.40ch AT3G53900.2  uracil ph           chr3:199  35.0754 35.1522 84.7628 76.783 93.9698 65.8084
GT Sense Sense -0.355 Comprom 0.355 Comprom 0.000 0.951 Detected 1.131 Detected 1.041 0.105 GT Sens contig170 contig170 Pentatrico               GCAATGAcontig170 Solyc02g Solyc02g Pentatrico               GO:00045 GO:00045  contig170 Solyc02g Pentatrico                GO:00045 SL2.40ch AT1G71420.1  pentatric      chr1:269  6.74718 8.6271 12.4399 13.7029 15.5887 17.0549
GT Sense Sense 0.245 Comprom -0.245 Comprom 0.000 1.951 Detected 2.036 Detected 1.993 0.015 GT Sens contig171 contig171 Pentatrico              GATGTGCcontig171 Solyc02g Solyc02g Pentatricopeptide repeat (AHR             contig171 Solyc02g Pentatricopeptide re              SL2.40ch AT5G46100.1  pentatric      chr5:186  3.98287 2.21696 9.18996 4.948 12.1433 12.4314
GT Sense Sense 0.849 Comprom -0.849 Comprom 0.000 1.463 Detected 1.251 Detected 1.357 0.254 GT Sens contig174 contig174 Pentatrico               CCTGGTAcontig174 Solyc11g Solyc11g Pentatricopeptide repeat-conta               contig174 Solyc11g Pentatricopeptide re               SL2.40ch AT1G77360.1  pentatric      chr1:290  9.02069 2.17212 5.61287 10.188 12.9004 10.7519
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 1.552 Detected 1.258 Detected 1.405 0.020 GT Sens contig174 contig174 Unknown   TTTTCTT contig174 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig174 Solyc12g Unknown Protein (A  SL2.40ch AT5G21030.1  PAZ dom        chr5:713  37.2842 35.4373 35.2826 51.1721 112.637 88.7097
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 1.189 Detected 0.853 Detected 1.021 0.031 GT Sens contig175 contig175 Phytochro              TATTGAAcontig175 Solyc01g Solyc01g Phytochro              GO:00055 GO:00055         contig175 Solyc01g Phytochro  GO:00428 SL2.40ch AT2G1879PHYB, HY    PHYB (PH                 chr2:814  274.86 194.823 380.841 369.368 557.749 426.353
GT Sense Sense 0.134 Detected -0.134 Detected 0.000 0.964 Detected 1.050 Detected 1.007 0.019 GT Sens contig175 contig175 Receptor               GAGCATTcontig175 Solyc04g Solyc04g Receptor               GO:00055 GO:00055      contig175 Solyc04g Receptor   GO:00055 SL2.40ch AT4G24710.1  ATP bind        chr4:127  282.072 183.016 366.386 397.448 468.331 480.065
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 1.114 Detected 1.037 Detected 1.076 0.061 GT Sens contig176 contig176 Diacylglyc                 TCAAACGcontig176 Solyc01g Solyc01g Diacylglycerol O-acyltransfera                 contig176 Solyc01g Diacylglycerol O-acy                 SL2.40ch AT5G53380.1  unknown   chr5:216  5040.65 2684.86 7317.11 4715.26 8416.6 7704.4
GT Sense Sense 0.463 Comprom -0.463 Comprom 0.000 1.527 Detected 1.943 Detected 1.735 0.076 GT Sens contig176 contig176 Pentatrico               ATTCTTT contig176 Solyc04g Solyc04g Pentatricopeptide repeat-conta               contig176 Solyc04g Pentatricopeptide re               SL2.40ch AT3G26540.1  pentatric      chr3:974  6.24593 2.56994 4.14017 6.67692 12.201 15.7208
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 2.605 Detected 2.475 Detected 2.540 0.001 GT Sens contig176 contig176 BTB/POZ               AAAGAGTcontig176 Solyc06g Solyc06g BTB/POZ               GO:00055 GO:00055    contig176 Solyc06g BTB/POZ                GO:00305 SL2.40ch AT3G2382GAE6  GAE6 (UD        chr3:860  144.802 106.523 414.856 457.706 798.479 704.599
GT Sense Sense -0.306 Comprom 0.306 Comprom 0.000 1.453 Detected 0.966 Detected 1.210 0.091 GT Sens contig177 contig177 CBL-inter                 AAGAAAAcontig177 Solyc05g Solyc05g CBL-inter                 GO:00064 GO:00064  contig177 Solyc05g CBL-inter                  GO:00064 SL2.40ch AT1G01140.1 4.97226 5.94296 12.0653 7.99142 15.7284 10.8382
GT Sense Sense -0.349 Detected 0.349 Detected 0.000 3.852 Detected 1.739 Detected 2.795 0.129 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  30.3798 38.5008 23.0008 38.9182 521.929 116.46
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 1.432 Detected 1.453 Detected 1.443 0.015 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  363.079 221.006 473.594 631.311 808.025 791.517
GT Sense Sense 0.154 Detected -0.154 Detected 0.000 1.209 Detected 0.935 Detected 1.072 0.035 GT Sens contig178 contig178 1-aminocy                 GGTATATcontig178 Solyc02g Solyc02g 1-aminocy                 GO:00166 GO:00166                              contig178 Solyc02g 1-aminocy                  GO:00167 SL2.40ch AT1G1702SRG1, AT   SRG1 (SE                                    chr1:582  3475.11 2194.04 3691.83 5074.91 6745.12 5385.74
GT Sense Sense -0.305 Comprom 0.305 Comprom 0.000 2.587 Detected 1.449 Detected 2.018 0.089 GT Sens contig179 contig179 Acid phos            GTTCAAAcontig179 Solyc06g Solyc06g Acid phos            GO:00167 GO:00167  contig179 Solyc06g Acid phos             GO:00167 SL2.40ch AT2G0188PAP7, AT   PAP7 (PU           chr2:391  3.82969 4.56571 2.21439 15.9217 26.5557 11.6466
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 1.230 Detected 0.816 Detected 1.023 0.039 GT Sens contig180 contig180 Pentatrico               ATGGGTCcontig180 Solyc07g Solyc07g Pentatricopeptide repeat-conta               contig180 Solyc07g Pentatricopeptide re               SL2.40ch AT5G21222.1  protein k     chr5:720  2149.71 1609.71 3429.12 4060.2 4611.45 3342.1
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 1.074 Detected 0.948 Detected 1.011 0.008 GT Sens contig180 contig180 Unknown   AGAATGCcontig180 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig180 Solyc11g Unknown Protein (A  SL2.40ch AT4G10740.1  F-box fam    chr4:661  125.03 107.4 167.704 172.54 257.754 228.047
GT Sense Sense 0.330 Detected -0.330 Detected 0.000 1.470 Detected 1.754 Detected 1.612 0.046 GT Sens contig181 contig181 Poly poly                    GCCTACAcontig181 Solyc05g Solyc05g Poly poly                    GO:00039 GO:00039   contig181 Solyc05g Poly poly                     GO:00039 SL2.40ch AT5G56190.2  WD-40 re     chr5:227  384.355 190.217 619.283 595.014 791.358 930.318
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 2.105 Detected 1.918 Detected 2.012 0.002 GT Sens contig181 contig181 Unknown   AGTCACAcontig181 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig181 Solyc12g Unknown Protein (A  SL2.40ch AT1G48330.1  unknown   chr1:178  31.2696 23.7459 78.4906 109.865 123.887 105.102
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 0.844 Detected 1.440 Detected 1.142 0.094 GT Sens contig182 contig182 Kunitz-typ                 CGACTATcontig182 Solyc03g Solyc03g Kunitz-typ                 GO:00048 GO:00048   contig182 Solyc03g Kunitz-typ                  GO:00048 SL2.40ch AT2G45120.1  zinc finge       chr2:186  2959.72 1677.04 758.474 2273.74 4227.92 6166.21
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 1.820 Detected 2.092 Detected 1.956 0.019 GT Sens contig182 contig182 Transcrip                 GAATTGGcontig182 Solyc08g Solyc08g Transcrip                 GO:00036 GO:00036       contig182 Solyc08g Transcrip                  GO:00055 SL2.40ch AT5G1126HY5, TED   HY5 (ELO              chr5:359  819.042 458.992 1333.93 1550.16 2287.52 2666.45
GT Sense Sense 0.729 Detected -0.729 Comprom 0.000 2.349 Detected 1.493 Detected 1.921 0.151 GT Sens contig182 contig182 Auxin Effl               AGTGACAcontig182 Solyc01g Solyc01g Auxin Effl               GO:00096 GO:00096     contig182 Solyc01g Auxin Effl                GO:00096 SL2.40ch AT5G1653PIN5  PIN5 (PIN       chr5:540  19.3363 5.50157 16.4351 6.75964 55.5246 29.6276
GT Sense Sense 0.220 Detected -0.220 Detected 0.000 1.091 Detected 1.400 Detected 1.245 0.044 GT Sens contig182 contig182 Cytochro                 ACTGAAT contig182 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig182 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G4828CYP71A2   CYP71A2               chr3:178  158.961 91.5463 85.5481 121.349 271.496 324.792
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 1.803 Detected 1.271 Detected 1.537 0.036 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  318.449 302.477 1071.6 508.156 1144.27 764.334
GT Sense Sense 0.209 Comprom -0.209 Comprom 0.000 1.821 Detected 1.126 Detected 1.474 0.068 GT Sens contig184 contig184 Abc trans                CTGTTAT contig184 Solyc10g Solyc10g Abc transporter family protein              contig184 Solyc10g Abc transporter fam                SL2.40ch AT3G52700.1  unknown   chr3:195  6.06088 3.54496 7.30499 12.5227 17.3087 10.3249
GT Sense Sense 1.141 Detected -1.141 Comprom 0.000 3.459 Detected 1.640 Detected 2.549 0.223 GT Sens contig184 contig184 TPR doma              TAAAGTT contig184 Solyc07g Solyc07g TPR doma              GO:00054 GO:00054 contig184 Solyc07g TPR doma               GO:00054 SL2.40ch AT1G80130.1  binding  chr1:301  46.7922 7.52291 17.4343 18.2213 217.993 59.6639
GT Sense Sense 0.297 Detected -0.297 Comprom 0.000 1.275 Detected 1.536 Detected 1.405 0.049 GT Sens contig184 contig184 Sucrose s                     GTGCTCAcontig184 Solyc12g Solyc12g Sucrose s                     GO:00161 GO:00161     contig184 Solyc12g Sucrose s                      GO:00161 SL2.40ch AT3G4319SUS4, AT   SUS4; UD         chr3:151  12.9035 6.67764 17.9467 13.477 23.7416 27.46
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.052 Detected 0.955 Detected 1.004 0.012 GT Sens contig184 contig184 Vesicular                   TTCTTTGcontig184 Solyc07g Solyc07g Vesicular                   GO:00053 GO:00053      contig184 Solyc07g Vesicular                    GO:00053 SL2.40ch AT5G2038PHT4;5  PHT4;5;      chr5:688  1128.09 770.29 1111.19 1444.99 2043.32 1843.96
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 2.385 Detected 0.905 Detected 1.645 0.169 GT Sens contig184 contig184 Leucine-r                   GTGTGG contig184 Solyc01g Solyc01g Leucine-r                   GO:00055 GO:00055  contig184 Solyc01g LRR recep    GO:00046 SL2.40ch AT4G2849RLK5, HA   HAE (HAE            chr4:140  13.5414 14.747 2.0367 35.5203 78.0195 27.0022
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 1.978 Detected 1.300 Detected 1.639 0.060 GT Sens contig184 contig184 One-helix     AGAAGAAcontig184 Solyc12g Solyc12g One-helix protein (AHRD V1 **-  contig184 Solyc12g One-helix protein (A    SL2.40ch AT1G3400OHP2  OHP2 (ON     chr1:123  31.4493 34.7322 92.8493 101.691 137.615 83.0346
GT Sense Sense 0.180 Comprom -0.180 Comprom 0.000 1.516 Detected 1.077 Detected 1.296 0.045 GT Sens contig185 contig185 Cytochro              TTTCAAT contig185 Solyc02g Solyc02g Cytochro              GO:00200 GO:00200  contig185 Solyc02g Cytochro  GO:00198 SL2.40ch AT4G32950.1 8.42166 5.12569 18.8962 24.7187 19.8564 14.1402
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.764 Detected 1.206 Detected 1.485 0.034 GT Sens contig185 contig185 Non-symb              CTTTGAGcontig185 Solyc07g Solyc07g Non-symb              GO:00198 GO:00198     contig185 Solyc07g Non-symb               GO:00053 SL2.40ch AT2G1606GLB1, AH       AHB1 (AR          chr2:698  37.0442 29.5568 12.565 6.32061 118.813 77.9136
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 1.651 Detected 0.960 Detected 1.305 0.083 GT Sens contig186 contig186 Peptide tr                 TCTAGGTcontig186 Solyc04g Solyc04g Peptide tr                 GO:00800 GO:00800        contig186 Solyc04g Peptide tr                  GO:00800 SL2.40ch AT1G52190.1  proton-de        chr1:194  474.745 280.105 857.093 690.422 1210.08 723.854
GT Sense Sense -0.307 Detected 0.307 Detected 0.000 1.149 Detected 0.947 Detected 1.048 0.083 GT Sens contig186 contig186 Nitrogen r                          TATCAGAcontig186 Solyc06g Solyc06g Nitrogen r                          GO:00055 GO:00055        contig186 Solyc06g Nitrogen r                           GO:00055 SL2.40ch AT5G05113.1  unknown   chr5:150  165.578 198.037 337.897 336.202 424.525 356.104
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 2.154 Detected 2.603 Detected 2.379 0.009 GT Sens contig186 contig186 1-aminocy                 GTCCTGCcontig186 Solyc09g Solyc09g 1-aminocy                 GO:00103 |GO:00164    contig186 Solyc09g 1-aminocy                  GO:00103 SL2.40ch AT2G30840.1  2-oxoglu     chr2:131  24.6909 17.9262 94.15 122.166 98.9791 130.462
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 1.305 Detected 1.826 Detected 1.566 0.027 GT Sens contig187 contig187 ABC trans                  TTACTGGcontig187 Solyc08g Solyc08g ABC trans                  GO:00311 GO:00311      contig187 Solyc08g ABC trans                   GO:00053 SL2.40ch AT1G31770.1  ABC tran     chr1:113  47.3701 34.9334 96.2349 56.4047 106.257 147.206
GT Sense Sense 0.368 Detected -0.368 Detected 0.000 1.318 Detected 1.376 Detected 1.347 0.068 GT Sens contig187 contig187 Zeaxanth                   CATCCAT contig187 Solyc02g Solyc02g Zeaxanth                   GO:00095 GO:00095    contig187 Solyc02g Zeaxanth   GO:00095 SL2.40ch AT5G6703ABA1, LO        ABA1 (AB       chr5:267  2805.19 1316.56 3019.09 3747.97 5063 5088.23
GT Sense Sense -0.570 Comprom 0.570 Detected 0.000 1.831 Detected 3.194 Detected 2.512 0.106 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  6.73319 11.5914 2.72388 12.6186 33.21 82.5071
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 1.329 Detected 1.079 Detected 1.204 0.011 GT Sens contig188 contig188 Pre-mRNA               TAGACCCcontig188 Solyc04g Solyc04g Pre-mRNA               GO:00054 GO:00054 contig188 Solyc04g Pre-mRNA                GO:00054 SL2.40ch AT3G1704HCF107  HCF107 (       chr3:580  500.667 410.862 974.938 1119.17 1204.46 977.843
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 1.136 Detected 0.924 Detected 1.030 0.023 GT Sens contig188 contig188 F-box fam              GAGAAGGcontig188 Solyc02g Solyc02g F-box family protein (AHRD V1           contig188 Solyc02g F-box family protein             SL2.40ch AT3G07020.1  UDP-gluc     chr3:221  32.2879 21.3857 82.8646 34.4348 61.044 50.8757
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 1.108 Detected 1.003 Detected 1.055 0.003 GT Sens contig188 contig188 Acetyltran             GTACATAcontig188 Solyc05g Solyc05g Acetyltran             GO:00081 GO:00081  contig188 Solyc05g Acetyltran              GO:00081 SL2.40ch AT2G06025.1  GCN5-rel       chr2:235  362.089 288.753 438.374 351.765 736.411 661.166
GT Sense Sense 0.592 Detected -0.592 Comprom 0.000 0.985 Detected 1.945 Detected 1.465 0.194 GT Sens contig188 contig188 Receptor               ACATGTGcontig188 Solyc02g Solyc02g Receptor               GO:00055 GO:00055       contig188 Solyc02g Receptor   GO:00055 SL2.40ch AT4G35030.2  protein k     chr4:166  12.0156 4.13552 22.3916 21.7701 14.7478 27.6859
GT Sense Sense 0.838 Detected -0.838 Comprom 0.000 1.080 Detected 1.283 Detected 1.182 0.297 GT Sens contig189 contig189 Receptor               AATTAGAcontig189 Solyc07g Solyc07g Receptor               GO:00055 GO:00055       contig189 Solyc07g Receptor   GO:00055 SL2.40ch AT1G6927RPK1  RPK1 (RE               chr1:260  40.1022 9.80317 46.8085 51.7847 44.2896 49.2419
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.031 Detected 1.114 Detected 1.072 0.027 GT Sens contig189 contig189 Cryptoch                        CCTACAT contig189 Solyc04g Solyc04g Cryptoch                        GO:00062 GO:00062    contig189 Solyc04g Cryptoch  GO:00428 SL2.40ch AT4G0892CRY1, BL      CRY1 (CR              chr4:572  2178.31 1336.18 2414.65 2631.08 3683.77 3768.18
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 1.059 Detected 1.065 Detected 1.062 0.025 GT Sens contig189 contig189 Seed spe       ATCATCAcontig189 Solyc06g Solyc06g Seed specific protein Bn15D1B    contig189 Solyc06g Seed specific protei      SL2.40ch AT1G19710.1  glycosyl      chr1:681  2870.82 1768.51 5133.98 4493.27 4961.07 4809.41
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 1.840 Detected 1.816 Detected 1.828 0.018 GT Sens contig190 contig190 Cytochro                 ATGCTAAcontig190 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig190 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  6638.6 3667.7 4726.17 5531.23 18674.7 17723.9
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 1.021 Detected 1.205 Detected 1.113 0.012 GT Sens contig191 contig191 MAPprote                  AGAATACcontig191 Solyc02g Solyc02g MAPprote                  GO:00059 GO:00059   contig191 Solyc02g MAPprote                   GO:00230 SL2.40ch AT5G67130.1  phospho       chr5:267  171.203 149.723 177.129 163.158 343.321 376.504
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 1.309 Detected 1.420 Detected 1.365 0.031 GT Sens contig191 contig191 Glucosylt             TGGTATTcontig191 Solyc05g Solyc05g Glucosylt             GO:00800 GO:00800    contig191 Solyc05g Glucosylt              GO:00800 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  657.754 368.84 911.666 1095.08 1289.7 1344.96
GT Sense Sense -0.608 Comprom 0.608 Comprom 0.000 1.418 Detected 1.529 Detected 1.474 0.137 GT Sens contig192 contig192 Cathepsin                GGAGCTTcontig192 Solyc07g Solyc07g Cathepsin                GO:00041 GO:00041    contig192 Solyc07g Cathepsin                 GO:00309 SL2.40ch AT3G45310.2  cysteine    chr3:166  3.29042 5.9734 4.06426 8.80283 12.5243 13.0527
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 1.241 Detected 0.973 Detected 1.107 0.046 GT Sens contig192 contig192 DNA-bind                TTTGTTAcontig192 Solyc05g Solyc05g DNA-bind                GO:00063 GO:00063      contig192 Solyc05g DNA-bind                 GO:00421 SL2.40ch AT2G0274ATWHY3,    WHY3 (W      chr2:769  92.098 95.672 133.644 113.811 234.44 188.03
GT Sense Sense 0.936 Detected -0.936 Comprom 0.000 0.825 Detected 1.247 Detected 1.036 0.393 GT Sens contig193 contig193 Os03g029                   ATTTCTA contig193 Solyc02g Solyc02g Os03g029                   GO:00065 GO:00065 contig193 Solyc02g Os03g029                    GO:00065 SL2.40ch AT2G38320.1  unknown   chr2:160  25.4025 5.42574 16.8991 45.6163 21.9844 28.4376
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 1.291 Detected 1.441 Detected 1.366 0.003 GT Sens contig193 contig193 Unknown   GCTACAGcontig193 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig193 Solyc09g Unknown Protein (A  SL2.40ch AT2G23142.1  FUNCTIO                                                                 chr2:985  270.909 215.429 686.048 565.752 624.708 669.301
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 0.850 Detected 1.173 Detected 1.012 0.036 GT Sens contig196 contig196 BZIP trans        AAATGTT contig196 Solyc11g Solyc11g BZIP transcription factor family     contig196 Solyc11g BZIP transcription fa       SL2.40ch AT1G5196IQD27  IQD27 (IQ      chr1:193  207.393 189.887 1526.47 864.231 378.152 456.676
GT Sense Sense 0.546 Detected -0.546 Detected 0.000 2.356 Detected 1.192 Detected 1.774 0.156 GT Sens contig196 contig196 Peptide tr                  CAGAAGTcontig196 Solyc08g Solyc08g Peptide tr                  GO:00160 GO:00160   contig196 Solyc08g Peptide tr                   GO:00429 SL2.40ch AT4G21680.1  proton-de        chr4:115  94.9446 34.8123 192.371 90.3153 310.967 134.062
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 1.612 Detected 1.209 Detected 1.411 0.021 GT Sens contig196 contig196 Os02g020                CAAAAAA contig196 Solyc02g Solyc02g Os02g0200800 protein (Fragm               contig196 Solyc02g Os02g0200800 prote                SL2.40ch AT5G40700.3  unknown   chr5:162  349.762 256.342 446.996 390.027 967.445 706.405
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 2.372 Detected 1.825 Detected 2.098 0.017 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  413.416 315.459 1031.19 1401.19 1975.76 1305.24
GT Sense Sense 0.027 Comprom -0.027 Comprom 0.000 1.424 Detected 1.117 Detected 1.271 0.015 GT Sens contig197 contig197 Cyclin B2                 TTGTTCCcontig197 Solyc02g Solyc02g Cyclin B2                 GO:00056 GO:00056       contig197 Solyc02g Cyclin B2                  GO:00047 SL2.40ch AT4G3562CYCB2;2  CYCB2;2        chr4:169  9.45494 7.12246 24.119 10.7112 23.2776 18.1583
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 1.316 Detected 1.138 Detected 1.227 0.013 GT Sens contig197 contig197 F-box/LRR              ATCTTAT contig197 Solyc07g Solyc07g F-box/LRR-repeat protein At3g             contig197 Solyc07g F-box/LRR-repeat pr              SL2.40ch AT4G14103.1  F-box fam    chr4:812  48.5267 32.6968 83.0942 79.4047 104.801 89.4396
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 1.337 Detected 1.078 Detected 1.208 0.017 GT Sens contig198 contig198 ATP/GTP                ATCAGCAcontig198 Solyc07g Solyc07g ATP/GTP                GO:00171 GO:00171  contig198 Solyc07g ATP/GTP                 GO:00171 SL2.40ch AT5G56220.1  nucleosid     chr5:227  12.474 11.0949 15.7717 20.4701 31.402 25.3496
GT Sense Sense -0.498 Detected 0.498 Detected 0.000 1.470 Detected 1.107 Detected 1.288 0.136 GT Sens contig198 contig198 ATP-depe                                     GTCCTGCcontig198 Solyc02g Solyc02g ATP-depe                                     GO:00041 GO:00041   contig198 Solyc02g ATP-depe                                            GO:00041 SL2.40ch AT5G1525FTSH6, AT   FTSH6 (F             chr5:495  20.3327 31.6853 41.0823 68.5532 74.3167 55.7695
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 2.273 Detected 2.081 Detected 2.177 0.009 GT Sens contig198 contig198 Caroteno                TCAACACcontig198 Solyc05g Solyc05g Caroteno                GO:00164 GO:00164  contig198 Solyc05g Caroteno  GO:00164 SL2.40ch AT1G57770.1  amine ox    chr1:213  474.931 285.379 966.394 1350.98 1879.97 1589.45
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 1.158 Detected 1.637 Detected 1.397 0.058 GT Sens contig198 contig198 Metal ion                ATTGGCGcontig198 Solyc08g Solyc08g Metal ion                GO:00300 GO:00300   contig198 Solyc08g Metal ion                 GO:00300 SL2.40ch AT2G18196.1  metal ion   chr2:792  174.141 95.0315 302.896 213.72 303.337 408.151
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.222 Detected 1.024 Detected 1.123 0.012 GT Sens contig198 contig198 Serine/thr                ATGATAGcontig198 Solyc03g Solyc03g Serine/thr                GO:00191 GO:00191        contig198 Solyc03g Serine/thr                 GO:00191 SL2.40ch AT4G2138ARK3  ARK3 (A.            chr4:113  46.9642 40.4893 63.3821 70.3429 107.536 90.4881
GT Sense Sense 0.176 Detected -0.176 Detected 0.000 0.975 Detected 1.065 Detected 1.020 0.030 GT Sens contig198 contig198 Pentatrico               ATGATTGcontig198 Solyc02g Solyc02g Pentatrico               GO:00045 GO:00045  contig198 Solyc02g Pentatrico                GO:00045 SL2.40ch AT4G13650.1  pentatric      chr4:793  32.9697 20.1956 47.5943 40.7661 53.6184 55.0986
GT Sense Sense -0.916 Comprom 0.916 Detected 0.000 2.033 Detected 0.878 Detected 1.456 0.311 GT Sens contig199 contig199 Unknown           GTCAAGAcontig199 Solyc02g Solyc02g Unknown           GO:00305 GO:00305  contig199 Solyc02g Unknown            GO:00305 SL2.40ch AT5G22020.1  strictosid      chr5:728  6.84049 19.0269 6.05599 25.6817 49.3607 21.3945
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 1.322 Detected 1.038 Detected 1.180 0.015 GT Sens contig199 contig199 Genomic          ACTGCACcontig199 Solyc01g Solyc01g Genomic DNA chromosome 5       contig199 Solyc01g Genomic DNA chrom         SL2.40ch AT5G07020.1  proline-ri     chr5:218  3005.32 2210.24 4988.57 5395.79 6808.68 5400.64
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 1.225 Detected 1.013 Detected 1.119 0.030 GT Sens contig199 contig199 Chloroph                TCAACAAcontig199 Solyc06g Solyc06g Chloroph                GO:00102 GO:00102      contig199 Solyc06g Chloroph                 GO:00102 SL2.40ch AT1G4444CH1, ATC    CH1 (CHL       chr1:168  343.414 212.242 423.79 475.012 667.016 556.023
GT Sense Sense -0.350 Detected 0.350 Detected 0.000 1.570 Detected 2.533 Detected 2.051 0.075 GT Sens contig200 contig200 Laccase-2               ACAATGGcontig200 Solyc02g Solyc02g Laccase-2               GO:00551 GO:00551  contig200 Solyc02g Laccase-2                GO:00551 SL2.40ch AT4G220 sks4  sks4 (SK          chr4:116  111.369 141.494 291.703 275.446 393.965 741.177
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 1.238 Detected 1.208 Detected 1.223 0.005 GT Sens contig200 contig200 Pectate ly              CTGCCATcontig200 Solyc05g Solyc05g Pectate ly              GO:00168 GO:00168  contig200 Solyc05g Pectate ly               GO:00168 SL2.40ch AT1G67750.1  pectate ly     chr1:254  242 213.571 480.172 312.913 566.831 536.016
GT Sense Sense 0.071 Comprom -0.071 Comprom 0.000 1.899 Detected 1.950 Detected 1.925 0.002 GT Sens contig200 contig200 Glycogen                  TTCTCCCcontig200 Solyc11g Solyc11g Glycogen                  GO:00059 GO:00059   contig200 Solyc11g Glycogen                   GO:00059 SL2.40ch AT5G0436ATPU1, A    ATLDA (L        chr5:122  3.21389 2.27774 3.39504 3.50298 10.6649 10.6687
GT Sense Sense 0.116 Comprom -0.116 Comprom 0.000 1.862 Detected 1.467 Detected 1.665 0.018 GT Sens contig200 contig200 Sterile alp        TGTGAATcontig200 Solyc03g Solyc03g Sterile alpha motif domain-con      contig200 Solyc03g Sterile alpha motif d      SL2.40ch AT5G23680.1  sterile alp       chr5:798  4.48189 2.9846 12.904 9.6925 14.0546 10.316
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 1.652 Detected 1.286 Detected 1.469 0.030 GT Sens contig201 contig201 Pheophor                ATTGGAAcontig201 Solyc04g Solyc04g Pheophor                GO:00324 GO:00324       contig201 Solyc04g Pheophor                 GO:00515 SL2.40ch AT4G2565ACD1-LIK   ACD1-LIK              chr4:130  1750 1766.01 3348.5 4143.48 5839.39 4373.99
GT Sense Sense 0.566 Detected -0.566 Detected 0.000 3.676 Detected 3.637 Detected 3.656 0.023 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  90.8356 32.3807 232.345 359.403 732.403 688.287
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 0.885 Detected 1.200 Detected 1.043 0.022 GT Sens contig201 contig201 Unknown   CGTCAAGcontig201 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig201 Solyc09g Unknown Protein (A  SL2.40ch AT5G08230.1  PWWP do    chr5:264  573.781 447.091 939.292 846.304 988.768 1187.38
GT Sense Sense 0.911 Detected -0.911 Comprom 0.000 2.287 Detected 2.035 Detected 2.161 0.143 GT Sens contig202 contig202 Ammoniu              CATGGAGcontig202 Solyc04g Solyc04g Ammoniu              GO:00153 GO:00153        contig202 Solyc04g Ammoniu               GO:00153 SL2.40ch AT4G2870AMT1;4  AMT1;4 (               chr4:141  28.7096 6.34685 82.7906 34.8746 69.6446 56.4397
GT Sense Sense -0.425 Detected 0.425 Detected 0.000 1.605 Detected 2.474 Detected 2.039 0.078 GT Sens contig202 contig202 Glutathion                GGAATTGcontig202 Solyc10g Solyc10g Glutathione S-transferase-like               contig202 Solyc10g Glutathione S-transf                SL2.40ch AT2G2942ATGSTU7    ATGSTU7          chr2:126  64.281 90.5166 261.398 272.426 245.151 432.433
GT Sense Sense -0.421 Detected 0.421 Detected 0.000 1.995 Detected 1.692 Detected 1.844 0.054 GT Sens contig202 contig202 ACI112 (A    TTACAGAcontig202 Solyc01g Solyc01g ACI112 (AHRD V1 ***- Q3SC80 contig202 Solyc01g ACI112 (AHRD V1 ***  SL2.40ch AT5G51410.2  LUC7 N t     chr5:208  738.414 1034.55 2124.65 2654.05 3681.78 2882.16
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 1.640 Detected 0.986 Detected 1.313 0.082 GT Sens contig202 contig202 Unknown   GAGTCTCcontig202 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig202 Solyc10g Genomic DNA chrom         SL2.40ch AT1G32460.1 1527.94 1644.09 4148.01 2884.43 5219.83 3202.4
GT Sense Sense 0.590 Detected -0.590 Comprom 0.000 1.424 Detected 2.226 Detected 1.825 0.125 GT Sens contig203 contig203 Glutaredo                TACAGTAcontig203 Solyc01g Solyc01g Glutaredo                GO:00454 GO:00454   contig203 Solyc01g Glutaredo                 GO:00454 SL2.40ch AT3G62930.1  glutaredo     chr3:232  18.2345 6.29337 25.0754 53.8895 30.3888 51.1466
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.537 Detected 1.145 Detected 1.341 0.043 GT Sens contig203 contig203 Chloroph                    TATGTTAcontig203 Solyc10g Solyc10g Chloroph                    GO:00160 GO:00160 contig203 Solyc10g Chloroph                     GO:00160 SL2.40ch AT3G6147LHCA2  LHCA2; c    chr3:227  12142.5 7072.08 21617.4 24612.4 28428 20917.3
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 1.342 Detected 1.164 Detected 1.253 0.060 GT Sens contig204 contig204 Endogluc                                   AATGCAGcontig204 Solyc09g Solyc09g Endogluc                                   GO:00059 GO:00059    contig204 Solyc09g Endogluc                                    GO:00088 SL2.40ch AT1G0280ATCEL2,   ATCEL2;       chr1:613  99.1315 118.848 164.348 105.241 290.781 248.255
GT Sense Sense 0.381 Detected -0.381 Comprom 0.000 1.448 Detected 0.940 Detected 1.194 0.121 GT Sens contig205 contig205 Non-spec                    CGGAATCcontig205 Solyc09g Solyc09g Non-specific lipid-transfer prot                   contig205 Solyc09g Non-specific lipid-tra                    SL2.40ch AT3G5472AMP1, CO     AMP1 (AL        chr3:202  12.84 5.91545 7.22103 39.3713 25.1322 17.0571
GT Sense Sense 0.575 Detected -0.575 Detected 0.000 2.532 Detected 0.925 Detected 1.729 0.222 GT Sens contig205 contig205 UDP-gluc             GAGCTTGcontig205 Solyc12g Solyc12g UDP-gluc             GO:00081 GO:00081  contig205 Solyc12g UDP-gluc              GO:00081 SL2.40ch AT1G10400.1  UDP-glyc       chr1:341  48.3472 17.0357 86.6016 71.8092 175.451 55.5976
GT Sense Sense -0.910 Comprom 0.910 Comprom 0.000 1.518 Detected 1.241 Detected 1.379 0.273 GT Sens contig205 contig205 Unknown   TCAATCAcontig205 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig205 Solyc12g Unknown Protein (A  SL2.40ch AT1G0550SYTE, AT     NTMC2T   chr1:162  3.09134 8.52858 14.3034 43.6932 15.5378 12.3818
GT Sense Sense 0.023 Comprom -0.023 Comprom 0.000 0.847 Detected 1.613 Detected 1.230 0.085 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  5.60716 4.24646 10.9407 7.64143 9.27798 15.2289
GT Sense Sense 0.346 Detected -0.346 Detected 0.000 1.021 Detected 1.081 Detected 1.051 0.094 GT Sens contig206 contig206 Serine/thr                TCACTAGcontig206 Solyc10g Solyc10g Serine/thr                GO:00064 GO:00064  contig206 Solyc10g Serine/thr                 GO:00064 SL2.40ch AT3G2086ATNEK5  ATNEK5                chr3:730  780.728 377.941 827.059 599.158 1164.75 1172.92
GT Sense Sense -0.105 Comprom 0.105 Comprom 0.000 3.183 Detected 2.132 Detected 2.658 0.038 GT Sens contig207 contig207 Pectinest             GAAGGATcontig207 Solyc12g Solyc12g Pectinest             GO:00305 GO:00305  contig207 Solyc12g Pectinest              GO:00056 SL2.40ch AT3G6217VGDH2  VGDH2 (V         chr3:230  3.9866 3.60351 1.90057 15.0738 36.3798 16.9558
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 1.031 Detected 1.042 Detected 1.037 0.013 GT Sens contig207 contig207 Aquapori            TAGGAAAcontig207 Solyc03g Solyc03g Aquapori            GO:00160 GO:00160   contig207 Solyc03g Aquapori             GO:00152 SL2.40ch AT1G8076NIP6;1, NI    NIP6;1 (N                  chr1:303  850.118 565.064 783.124 607.274 1497.2 1456.65
GT Sense Sense 1.025 Detected -1.025 Comprom 0.000 1.424 Detected 1.217 Detected 1.321 0.328 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  26.7185 5.04467 18.9851 2.81798 32.924 27.5394
GT Sense Sense -0.835 Comprom 0.835 Detected 0.000 3.728 Detected 2.195 Detected 2.961 0.121 GT Sens contig208 contig208 Pectinest             GGAACAAcontig208 Solyc06g Solyc06g Pectinest             GO:00305 GO:00305  contig208 Solyc06g Pectinest              GO:00056 SL2.40ch AT5G46150.1  LEM3 (lig           chr5:187  7.58718 18.8784 1.99786 79.584 167.57 55.8985
GT Sense Sense 0.448 Detected -0.448 Detected 0.000 1.218 Detected 0.913 Detected 1.065 0.153 GT Sens contig208 contig208 O-acyltran                 CAGTGACcontig208 Solyc07g Solyc07g O-acyltransferase WSD1 (AHRD               contig208 Solyc07g O-acyltransferase W                 SL2.40ch AT5G0799TT7, CYP    TT7 (TRA         chr5:256  504.485 211.935 541.923 879.414 803.942 628.102
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.628 Detected 1.028 Detected 1.328 0.062 GT Sens contig208 contig208 Sex-linked                TTACTGGcontig208 Solyc06g Solyc06g Sex-linked protein 9 (Fragmen               contig208 Solyc06g Sex-linked protein 9               SL2.40ch AT1G0838PSAO  PSAO (ph      chr1:264  3339.09 3317.73 6539.9 8230.83 10871.9 6923.99
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 1.322 Detected 1.019 Detected 1.171 0.032 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  5266.77 3342.26 7561.45 9508.06 11084.4 8677.54
GT Sense Sense 0.160 Detected -0.160 Detected 0.000 0.994 Detected 1.025 Detected 1.010 0.024 GT Sens contig209 contig209 Pentatrico               AAATCTA contig209 Solyc02g Solyc02g Pentatricopeptide repeat-conta               contig209 Solyc02g Pentatricopeptide re               SL2.40ch AT2G37310.1  pentatric      chr2:156  20.0422 12.5516 18.7914 16.6824 33.3858 32.9414
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 1.338 Detected 0.954 Detected 1.146 0.028 GT Sens contig210 contig210 Elongatio                    TTTTACA contig210 Solyc03g Solyc03g Elongatio                    GO:00055 GO:00055     contig210 Solyc03g Elongatio                     GO:00037 SL2.40ch AT4G2036ATRAB8D    ATRABE1               chr4:109  2451.91 1842.45 3436.87 3780.33 5679.3 4201.4
GT Sense Sense -0.452 Comprom 0.452 Detected 0.000 1.248 Detected 1.803 Detected 1.526 0.103 GT Sens contig211 contig211 Unknown   TTTCTTT contig211 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig211 Solyc06g Glycine-rich protein     SL2.40ch AT5G57070.1  hydroxyp      chr5:230  7.47653 10.9356 27.3321 22.1506 22.6967 32.2038
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 1.346 Detected 1.139 Detected 1.243 0.029 GT Sens contig211 contig211 BCL-2 bin             GGGGTG contig211 Solyc02g Solyc02g BCL-2 binding anthanogene-1            contig211 Solyc02g BCL-2 binding antha             SL2.40ch AT5G14360.1  ubiquitin    chr5:463  21.3313 21.7009 22.1363 14.4831 57.8208 48.3464
GT Sense Sense 0.049 Comprom -0.049 Comprom 0.000 1.940 Detected 2.897 Detected 2.418 0.037 GT Sens contig213 contig213 Unknown   AGATTGGcontig213 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig213 Solyc01g Unknown Protein (A  SL2.40ch AT5G4280DFR, TT3    DFR (DIH      chr5:171  3.00949 2.19854 2.78814 3.04862 10.4305 19.5505
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.308 Detected 1.127 Detected 1.218 0.006 GT Sens contig213 contig213 Chaperon                  GCTTCAAcontig213 Solyc09g Solyc09g Chaperon                  GO:00310 GO:00310    contig213 Solyc09g Chaperon                   GO:00310 SL2.40ch AT1G56300.1  DNAJ hea       chr1:210  308.41 237.556 430.079 592.002 708.37 603.224
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 1.351 Detected 4.470 Detected 2.911 0.204 GT Sens contig214 contig214 Pathogen               ATAGTGTcontig214 Solyc07g Solyc07g Pathogen               GO:00055 GO:00055   contig214 Solyc07g Pathogen                GO:00055 SL2.40ch AT3G19690.1  pathogen     chr3:684  29.0013 27.226 45.9515 34.5964 75.7601 635.42
GT Sense Sense 0.375 Detected -0.375 Comprom 0.000 1.366 Detected 1.341 Detected 1.353 0.069 GT Sens contig214 contig214 Unknown   ATGGTCGcontig214 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig214 Solyc08g Unknown Protein (A  SL2.40ch AT3G18610.1 12.5272 5.82226 17.1245 16.9565 23.2618 22.0707
GT Sense Sense 0.203 Detected -0.203 Comprom 0.000 1.276 Detected 1.336 Detected 1.306 0.024 GT Sens contig214 contig214 Ring finge                CCCTAGTcontig214 Solyc11g Solyc11g Ring finge                GO:00082 GO:00082   contig214 Solyc11g Ring finge                 GO:00082 SL2.40ch AT3G10910.1  zinc finge        chr3:341  14.8658 8.76748 28.4422 28.366 29.2204 29.4154
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.432 Detected 1.536 Detected 1.484 0.001 GT Sens contig216 contig216 Pseudo-re       GGGCCT contig216 Solyc04g Solyc04g Pseudo-response regulator 7 (    contig216 Solyc04g Pseudo-response re      SL2.40ch AT1G60560.1  SWIM zin      chr1:223  94.7854 75.6015 162.66 157.856 241.337 250.406
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 1.081 Detected 1.510 Detected 1.295 0.041 GT Sens contig216 contig216 Tir-nbs-lr              TTGAACGcontig216 Solyc01g Solyc01g Tir-nbs-lr              GO:00312 GO:00312   contig216 Solyc01g Tir-nbs-lr   GO:00069 SL2.40ch AT4G19520.1  disease r       chr4:106  102.169 63.6028 109.051 74.3061 180.189 234.203
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 2.723 Detected 2.460 Detected 2.592 0.003 GT Sens contig217 contig217 Ubiquitin-                  GTATAACcontig217 Solyc07g Solyc07g Ubiquitin-conjugating enzyme-                  contig217 Solyc07g Ubiquitin-conjugatin                   SL2.40ch AT4G27030.1  small con     chr4:135  138.893 103.993 453.446 734.447 838.799 674.6
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.455 Detected 0.948 Detected 1.202 0.053 GT Sens contig217 contig217 Transmem                  CGGCTATcontig217 Solyc06g Solyc06g Transmem                  GO:00160 GO:00160   contig217 Solyc06g Transmem                   GO:00160 SL2.40ch AT5G35160.1  LOCATE                                                                     chr5:134  104.069 67.4938 210.103 238.993 242.856 165.013
GT Sense Sense -0.936 Comprom 0.936 Detected 0.000 1.857 Detected 2.387 Detected 2.122 0.161 GT Sens contig217 contig217 Cytochro                 GATTTGAcontig217 Solyc11g Solyc11g Cytochro                 GO:00200 GO:00200  contig217 Solyc11g Cytochro  GO:00198 SL2.40ch AT4G1377CYP83A1    CYP83A1                                 chr4:799  4.19199 11.9898 3.06018 7.22938 27.1463 37.8322
GT Sense Sense -0.431 Comprom 0.431 Comprom 0.000 1.618 Detected 2.675 Detected 2.146 0.088 GT Sens contig217 contig217 Resistanc               TTTATGGcontig217 Solyc05g Solyc05g Resistanc               GO:00458 GO:00458     contig217 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT5G1138DXPS3  DXPS3 (1        chr5:363  4.938 7.01194 21.3285 19.5792 19.0914 38.3308



GT Sense Sense -0.056 Detected 0.056 Detected 0.000 1.272 Detected 0.927 Detected 1.100 0.026 GT Sens contig218 contig218 ATP-depe                      ATACCAGcontig218 Solyc03g Solyc03g ATP-depe                      GO:00301 GO:00301   contig218 Solyc03g ATP-depe                       GO:00301 SL2.40ch AT1G68660.1  FUNCTIO                                                                       chr1:257  717.528 605.872 1290.76 1534.29 1682.36 1279.48
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 1.568 Detected 1.000 Detected 1.284 0.058 GT Sens contig218 contig218 Signal pe                 TTTAAAA contig218 Solyc03g Solyc03g Signal pe                 GO:00065 GO:00065 contig218 Solyc03g Signal pe                  GO:00065 SL2.40ch AT1G7399SPPA  SPPA; se    chr1:278  31.1054 19.5774 49.3072 40.7126 77.3528 50.3748
GT Sense Sense 0.276 Detected -0.276 Detected 0.000 1.199 Detected 1.248 Detected 1.223 0.048 GT Sens contig218 contig218 Macropha                    TCAAGAGcontig218 Solyc10g Solyc10g Macropha                    GO:00041 GO:00041   contig218 Solyc10g Macropha                     GO:00041 SL2.40ch AT3G51660.1  macroph            chr3:191  522.673 278.484 469.699 589.348 925.439 924.781
GT Sense Sense 0.244 Detected -0.244 Detected 0.000 1.121 Detected 1.087 Detected 1.104 0.046 GT Sens contig218 contig218 BHLH tran              TATGATGcontig218 Solyc02g Solyc02g BHLH tran              GO:0045449 contig218 Solyc02g BHLH tran               GO:00056 SL2.40ch AT3G192 ATRAD54    ATRAD54                chr3:665  199.209 111.041 297.27 253.17 341.919 322.452
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 1.444 Detected 1.239 Detected 1.342 0.015 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  21.4039 13.9605 38.7759 19.7872 49.7192 41.634
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 1.579 Detected 1.092 Detected 1.336 0.032 GT Sens contig220 contig220 Fasciclin-                AACTCTAcontig220 Solyc01g Solyc01g Fasciclin-                GO:00055 GO:00055  contig220 Solyc01g Fasciclin-                 GO:00055 SL2.40ch AT2G4547FLA8, AG   FLA8 (FA      chr2:187  870.236 643.95 1491.98 1041.1 2364.13 1628.44
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 1.335 Detected 0.867 Detected 1.101 0.043 GT Sens contig220 contig220 BHLH tran              CCTCAAT contig220 Solyc03g Solyc03g BHLH tran              GO:0045449 contig220 Solyc03g BHLH tran               GO:00056 SL2.40ch AT4G0005UNE10  UNE10 (u           chr4:178  256.286 197.3 359.407 460.272 599.594 418.356
GT Sense Sense -1.921 Comprom 1.921 Detected 0.000 1.495 Detected 1.845 Detected 1.670 0.478 GT Sens contig221 contig221 Unknown   GATAAAGcontig221 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig221 Solyc07g Unknown Protein (A  SL2.40ch AT1G74055.1  unknown   chr1:278  5.04814 56.5693 113.757 68.2294 50.3422 61.9651
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 1.303 Detected 0.858 Detected 1.080 0.056 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  18.7458 11.9326 19.185 22.8608 38.9911 27.662
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 1.388 Detected 1.085 Detected 1.236 0.015 GT Sens contig222 contig222 GDSL est              GAAGCTGcontig222 Solyc02g Solyc02g GDSL est              GO:00066 GO:00066   contig222 Solyc02g GDSL est               GO:00066 SL2.40ch AT1G31550.2 104.541 80.5862 194.12 199.387 253.808 198.667
GT Sense Sense -0.245 Detected 0.245 Detected 0.000 1.067 Detected 1.149 Detected 1.108 0.047 GT Sens contig222 contig222 Defective              TAATCAA contig222 Solyc10g Solyc10g Defective in exine formation (A            contig222 Solyc10g Defective in exine fo             SL2.40ch AT3G0909DEX1  DEX1 (DE          chr3:278  106.932 117.388 183.128 175.098 248.022 253.541
GT Sense Sense -0.173 Comprom 0.173 Comprom 0.000 1.151 Detected 1.047 Detected 1.099 0.026 GT Sens contig224 contig224 Unknown   TCAACACcontig224 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig224 Solyc02g Unknown Protein (A  SL2.40ch AT5G1024ASN3  ASN3 (AS        chr5:321  8.59169 8.53409 29.1599 22.1742 20.0912 18.0562
GT Sense Sense -0.390 Comprom 0.390 Comprom 0.000 4.203 Detected 2.520 Detected 3.362 0.068 GT Sens contig224 contig224 Pectinest             AACACTAcontig224 Solyc01g Solyc01g Pectinest             GO:00056 GO:00056  contig224 Solyc01g Pectinest              GO:00056 SL2.40ch AT4G1002AtHSD5  AtHSD5 (         chr4:626  3.95282 5.30696 2.00839 33.8508 89.1753 26.8049
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 1.760 Detected 1.722 Detected 1.741 0.004 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  164.614 110.315 221.261 283.873 482.499 453.748
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 1.289 Detected 1.068 Detected 1.178 0.011 GT Sens contig225 contig225 Bzip trans                 TTTGTCAcontig225 Solyc10g Solyc10g Bzip transcription factor-like (A                contig225 Solyc10g Bzip transcription fa                 SL2.40ch AT2G17110.1  unknown   chr2:744  31.5226 26.716 57.7384 52.367 74.9356 62.0578
GT Sense Sense -1.683 Detected 1.683 Detected 0.000 1.449 Detected 1.797 Detected 1.623 0.439 GT Sens contig225 contig225 Chaperon                  ATGAAGGcontig225 Solyc06g Solyc06g Chaperon                  GO:00510 GO:00510      contig225 Solyc06g Chaperon                   GO:00510 SL2.40ch AT3G47940.1  DNAJ hea      chr3:176  57.4983 463.345 488 420.074 470.855 578.551
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 1.657 Detected 1.348 Detected 1.502 0.012 GT Sens contig225 contig225 CAS1 dom              TTTATTC contig225 Solyc01g Solyc01g CAS1 dom              GO:00164 GO:00164  contig225 Solyc01g CAS1 dom               GO:00164 SL2.40ch AT5G46340.1  O-acetylt   chr5:187  38.838 32.7226 88.0319 65.9218 118.822 92.5727
GT Sense Sense -0.753 Comprom 0.753 Comprom 0.000 1.167 Detected 1.477 Detected 1.322 0.228 GT Sens contig226 contig226 Receptor               TTTGATGcontig226 Solyc04g Solyc04g Receptor               GO:00055 GO:00055    contig226 Solyc04g LRR recep    GO:00428 SL2.40ch AT1G17750.1  leucine-r        chr1:610  3.36084 7.45791 7.74739 7.50658 11.8829 14.2155
GT Sense Sense 0.586 Detected -0.586 Comprom 0.000 0.916 Detected 1.086 Detected 1.001 0.233 GT Sens contig227 contig227 F-box fam              TCGTGGAcontig227 Solyc07g Solyc07g F-box family protein (AHRD V1           contig227 Solyc07g F-box family protein             SL2.40ch AT3G2265ATSFL61     CEG (CEG   chr3:801  18.3859 6.38154 26.0093 23.5673 21.6073 23.4634
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 2.431 Detected 1.059 Detected 1.745 0.128 GT Sens contig227 contig227 Hydroxyc               TAAAAAG contig227 Solyc07g Solyc07g Hydroxyc               GO:00167 GO:00167         contig227 Solyc07g Hydroxyc                GO:00167 SL2.40ch AT5G484 ATGLR1.3    ATGLR1.       chr5:196  284.391 250.959 901.586 451.365 1523.09 568.004
GT Sense Sense -0.643 Comprom 0.643 Comprom 0.000 1.589 Detected 0.820 Detected 1.205 0.249 GT Sens contig228 contig228 Clathrin a             TGTACCTcontig228 Solyc01g Solyc01g Clathrin a             GO:00055 GO:00055  contig228 Solyc01g Clathrin a              GO:00301 SL2.40ch AT4G31710.1 4.77161 9.0974 16.6898 10.242 20.9459 11.8703
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 1.182 Detected 0.848 Detected 1.015 0.065 GT Sens contig228 contig228 Receptor       ATGTGGAcontig228 Solyc02g Solyc02g Receptor protein kinase-like pr     contig228 Solyc02g Receptor protein kin      SL2.40ch AT4G17080.1  FUNCTIO                                                                                  chr4:960  216.293 125.696 174.628 140.155 395.43 302.933
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 1.109 Detected 0.911 Detected 1.010 0.012 GT Sens contig228 contig228 Pentatrico               AATATTT contig228 Solyc08g Solyc08g Pentatricopeptide repeat-conta               contig228 Solyc08g Pentatricopeptide re               SL2.40ch AT4G31180.2  aspartyl-         chr4:151  149.342 125.914 254.442 230.368 312.531 263.017
GT Sense Sense -0.236 Comprom 0.236 Comprom 0.000 2.582 Detected 1.730 Detected 2.156 0.047 GT Sens contig228 contig228 Chloroph                    ATCCACCcontig228 Solyc05g Solyc05g Chloroph                    GO:00160 GO:00160 contig228 Solyc05g Chloroph                     GO:00160 SL2.40ch AT3G5489LHCA1  LHCA1; c    chr3:203  6.44147 6.98613 14.0525 25.4408 42.4516 22.7102
GT Sense Sense -1.336 Comprom 1.336 Detected 0.000 3.451 Detected 1.871 Detected 2.661 0.229 GT Sens contig229 contig229 Lysine/his                GGCTTTTcontig229 Solyc12g Solyc12g Lysine/histidine transporter (A               contig229 Solyc12g Lysine/histidine tran                SL2.40ch AT1G2440LHT2, AAT   LHT2 (LY                    chr1:865  2.72999 13.6004 6.25402 30.7722 70.4049 22.7456
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 0.871 Detected 1.488 Detected 1.180 0.063 GT Sens contig229 contig229 Myb famil                  ATGAACT contig229 Solyc06g Solyc06g Myb famil                  GO:0045449 contig229 Solyc06g Myb famil                   GO:00454 SL2.40ch AT5G45580.1  transcrip    chr5:184  186.297 155.926 296.535 158.505 329.497 487.806
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 1.158 Detected 1.049 Detected 1.103 0.023 GT Sens contig230 contig230 Novel pro                CAGAATCcontig230 Solyc10g Solyc10g Novel protein (AHRD V1 *-*- B8J             contig230 Solyc10g Novel protein (AHRD               SL2.40ch AT5G44670.1  unknown   chr5:180  54.7425 34.1273 63.4233 56.0393 101.963 91.2229
GT Sense Sense 0.383 Detected -0.383 Detected 0.000 1.951 Detected 0.845 Detected 1.398 0.173 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  35.6274 16.3807 14.5391 72.1785 98.7225 44.2642
GT Sense Sense -0.427 Comprom 0.427 Comprom 0.000 1.860 Detected 1.979 Detected 1.920 0.047 GT Sens contig232 contig232 Arf-GAP w                       AGATGTTcontig232 Solyc12g Solyc12g Arf-GAP w                       GO:00323 GO:00323      contig232 Solyc12g Arf-GAP w                        GO:00305 SL2.40ch AT5G1330SFC, VAN    SFC (SCA        chr5:425  6.98137 9.86269 14.8583 25.4895 31.8394 33.3769
GT Sense Sense 0.382 Detected -0.382 Detected 0.000 1.034 Detected 3.165 Detected 2.100 0.205 GT Sens contig233 contig233 2-oxoglut                TATCGGTcontig233 Solyc01g Solyc01g 2-oxoglut                GO:00164 GO:00164  contig233 Solyc01g 2-oxoglut                 GO:00164 SL2.40ch AT5G22620.2  phospho      chr5:751  23.4702 10.8005 14.9114 12.5822 34.4663 145.732
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 1.585 Detected 1.102 Detected 1.343 0.084 GT Sens contig235 contig235 Extracellu               TTGCAGAcontig235 Solyc03g Solyc03g Extracellular calcium sensing             contig235 Solyc03g Extracellular calcium              SL2.40ch AT5G23060.1 1748.93 2190.65 4342.47 5059.51 6206.07 4285.84
GT Sense Sense 0.339 Comprom -0.339 Comprom 0.000 0.920 Detected 1.109 Detected 1.015 0.102 GT Sens contig235 contig235 cDNA clon                  GGGTTG contig235 Solyc07g Solyc07g cDNA clone J013074B07 full in                contig235 Solyc09g Mutator-like transpo               SL2.40ch AT3G15115.1  unknown   chr3:508  7.40401 3.61888 5.97967 6.98555 10.3529 11.394
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 0.988 Detected 1.097 Detected 1.042 0.049 GT Sens contig235 contig235 Lipase cla      CCGTCTGcontig235 Solyc03g Solyc03g Lipase class 3-like (AHRD V1 **  contig235 Solyc03g Lipase class 3-like (A    SL2.40ch AT5G24230.1  LOCATE                                                     chr5:822  26.3809 14.9475 24.3119 29.1941 41.6213 43.3298
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 1.366 Detected 1.250 Detected 1.308 0.002 GT Sens contig235 contig235 S-recepto               TCAATGAcontig235 Solyc04g Solyc04g S-recepto               GO:00055 GO:00055   contig235 Solyc04g S-recepto                GO:00055 SL2.40ch AT5G35370.1  ATP bind                  chr5:135  204.961 155.158 357.431 273.399 485.754 432.813
GT Sense Sense 0.325 Detected -0.325 Detected 0.000 1.945 Detected 1.788 Detected 1.867 0.031 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  2175.85 1084.37 3178.92 4089.53 6249.93 5414.12
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 1.114 Detected 1.091 Detected 1.102 0.059 GT Sens contig236 contig236 Unknown   ACGTAAGcontig236 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig236 Solyc06g Unknown Protein (A  SL2.40ch AT4G09860.1  unknown   chr4:619  24.3166 12.9111 51.5445 44.9746 40.5245 38.5138
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 2.270 Detected 2.094 Detected 2.182 0.009 GT Sens contig237 contig237 GDSL est              CTAGATGcontig237 Solyc04g Solyc04g GDSL est              GO:00162 GO:00162    contig237 Solyc04g GDSL est               GO:00162 SL2.40ch AT1G5392GLIP5  GLIP5; ca    chr1:201  20.8546 21.29 69.5578 55.4233 107.437 91.8049
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.000 Detected 1.821 Detected 1.410 0.075 GT Sens contig237 contig237 AT1G1862       ATGGTACcontig237 Solyc02g Solyc02g AT1G18620 protein (Fragment     contig237 Solyc02g AT1G18620 protein     SL2.40ch AT1G18620.1  unknown   chr1:641  60.3482 48.1846 88.7383 73.3403 113.947 194.453
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 1.109 Detected 1.091 Detected 1.100 0.000 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  174.604 134.668 429.966 426.422 349.443 333.233
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 1.261 Detected 0.985 Detected 1.123 0.019 GT Sens contig239 contig239 Retinol de              TAATATT contig239 Solyc03g Solyc03g Retinol de              GO:00047 GO:00047      contig239 Solyc03g Retinol de               GO:00047 SL2.40ch AT5G53090.1  binding /    chr5:215  232.144 162.672 411.841 326.456 492.206 392.438
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 1.409 Detected 0.868 Detected 1.138 0.055 GT Sens contig240 contig240 Photosys                     CTTTACAcontig240 Solyc08g Solyc08g Photosys                     GO:00426 GO:00426   contig240 Solyc08g Photosys                      GO:00055 SL2.40ch AT5G6404PSAN  PSAN; ca    chr5:256  5501.07 4713.55 12262.6 12248.1 14293.2 9481.44
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 0.928 Detected 1.291 Detected 1.109 0.037 GT Sens contig240 contig240 AT2G4538       TTTGCAAcontig240 Solyc01g Solyc01g AT2G45380 protein (Fragment     contig240 Solyc01g AT2G45380 protein     SL2.40ch AT5G35960.1  protein k    chr5:141  6235.8 4103.46 6124.39 4726.08 10169.5 12631.7
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 2.113 Detected 1.288 Detected 1.700 0.093 GT Sens contig241 contig241 Unknown   AGCTCAAcontig241 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig241 Solyc05g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  27.1115 35.6137 64.1444 82.6377 142.032 77.4306
GT Sense Sense 0.163 Detected -0.163 Detected 0.000 1.343 Detected 1.192 Detected 1.268 0.019 GT Sens contig241 contig241 Unknown   TGCACATcontig241 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig241 Solyc01g Unknown Protein (A  SL2.40ch AT3G02890.1  PHD finge    chr3:641  205.859 128.384 289.67 391.084 435.906 379.108
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 0.959 Detected 1.092 Detected 1.026 0.005 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  43.801 33.1226 50.6372 31.6883 78.2755 82.841
GT Sense Sense -0.605 Detected 0.605 Detected 0.000 1.162 Detected 1.170 Detected 1.166 0.194 GT Sens contig241 contig241 Endonucl              GAAAGTTcontig241 Solyc09g Solyc09g Endonuclease/exonuclease/ph               contig241 Solyc09g Endonuclease/exon               SL2.40ch AT2G48030.1  endonuc     chr2:196  111.594 201.75 328.027 315.372 354.931 344.488
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 1.347 Detected 1.149 Detected 1.248 0.080 GT Sens contig242 contig242 YABBY-lik                  TCTACAAcontig242 Solyc06g Solyc06g YABBY-lik                  GO:00037 GO:00037      contig242 Solyc06g YABBY-lik                   GO:00037 SL2.40ch AT1G0846YAB2  YAB2 (YA     chr1:267  215.757 279.304 478.605 419.207 659.79 555.557
GT Sense Sense 0.276 Detected -0.276 Detected 0.000 1.125 Detected 0.885 Detected 1.005 0.079 GT Sens contig242 contig242 Unknown   AAATGGGcontig242 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig242 Solyc03g Unknown Protein (A  SL2.40ch AT3G60300.1  RWD dom    chr3:222  86.465 46.0867 121.515 100.854 145.508 118.928
GT Sense Sense -0.496 Comprom 0.496 Comprom 0.000 0.961 Detected 1.117 Detected 1.039 0.174 GT Sens contig243 contig243 Pentatrico               TATTGGTcontig243 Solyc01g Solyc01g Pentatrico               GO:00037 GO:00037  contig243 Solyc01g Pentatrico                GO:00037 SL2.40ch AT2G02150.1  pentatric      chr2:547  4.31141 6.7013 12.9502 11.8504 11.062 11.8992
GT Sense Sense -0.125 Comprom 0.125 Comprom 0.000 1.092 Detected 1.481 Detected 1.286 0.031 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  8.55773 7.95159 18.4443 10.4203 18.578 23.5
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 0.964 Detected 1.121 Detected 1.042 0.022 GT Sens contig244 contig244 Leucine R                  GAGTTTTcontig244 Solyc07g Solyc07g Leucine R                  GO:00055 GO:00055   contig244 Solyc07g LRR recep    GO:00163 SL2.40ch AT1G15385.1  unknown   chr1:529  269.363 174.315 270.753 363.419 446.676 480.79
GT Sense Sense 0.344 Detected -0.344 Comprom 0.000 1.077 Detected 1.291 Detected 1.184 0.081 GT Sens contig244 contig244 Sympleki             TGGAACCcontig244 Solyc09g Solyc09g Sympleki             GO:00054 GO:00054 contig244 Solyc09g Sympleki              GO:00054 SL2.40ch AT5G0140ESP4  ESP4 (EN       chr5:162  18.7686 9.10782 22.4922 19.8256 29.1531 32.6398
GT Sense Sense -0.726 Comprom 0.726 Detected 0.000 2.518 Detected 1.509 Detected 2.014 0.151 GT Sens contig244 contig244 Pectinest             TCTGGAAcontig244 Solyc07g Solyc07g Pectinest             GO:00305 GO:00305  contig244 Solyc07g Pectinest              GO:00056 SL2.40ch AT1G5384ATPME1  ATPME1    chr1:201  5.40909 11.5738 2.88395 22.1586 47.9116 22.9788
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 1.080 Detected 1.344 Detected 1.212 0.056 GT Sens contig244 contig244 Serine ca                AGATTCT contig244 Solyc06g Solyc06g Serine ca                GO:00041 GO:00041    contig244 Solyc06g Serine ca                 GO:00055 SL2.40ch AT1G281 SCPL45  SCPL45 (        chr1:980  241.719 130.326 252.992 169.341 396.532 459.833
GT Sense Sense -0.394 Comprom 0.394 Comprom 0.000 2.303 Detected 2.333 Detected 2.318 0.028 GT Sens contig245 contig245 Mutator-li               ATTGCAT contig245 Solyc05g Solyc05g Mutator-li               GO:00082 GO:00082   contig245 Solyc07g Mutator-li                 GO:00082 SL2.40ch AT5G53100.1  oxidored    chr5:215  2.18051 2.94368 1.98789 1.90537 13.215 13.0262
GT Sense Sense -0.734 Detected 0.734 Detected 0.000 2.790 Detected 1.144 Detected 1.967 0.216 GT Sens contig245 contig245 Laccase-2              AGAGATGcontig245 Solyc01g Solyc01g Laccase-2              GO:00551 GO:00551  contig245 Solyc01g Laccase-2               GO:00551 SL2.40ch AT1G55560.1 12.8308 27.7423 3.0379 61.5061 137.866 42.55
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 1.444 Detected 1.122 Detected 1.283 0.024 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  862.378 801.103 1159.9 1554.7 2390.04 1846.37
GT Sense Sense -0.138 Detected 0.138 Detected 0.000 1.863 Detected 0.962 Detected 1.412 0.096 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  272.29 257.806 325.117 405.822 1018.44 526.637
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 2.050 Detected 1.327 Detected 1.689 0.046 GT Sens contig246 contig246 Unknown   GATGAGCcontig246 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig246 Solyc10g Unknown Protein (A  SL2.40ch AT3G63300.2  phospho    chr3:233  1290.62 1150.09 3748.83 4188.98 5332.06 3119.81
GT Sense Sense -0.882 Detected 0.882 Detected 0.000 1.382 Detected 1.418 Detected 1.400 0.253 GT Sens contig247 contig247 CBS dom                ACATGACcontig247 Solyc06g Solyc06g CBS domain containing protei               contig247 Solyc06g CBS domain contain                SL2.40ch AT5G63490.1  CBS dom         chr5:254  613.52 1629.36 2519.23 2492.39 2754.9 2726.03
GT Sense Sense -0.712 Comprom 0.712 Detected 0.000 3.269 Detected 2.124 Detected 2.697 0.098 GT Sens contig247 contig247 Pectinest             TATGAAGcontig247 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig247 Solyc01g Pectinest              GO:00056 SL2.40ch AT5G49180.1  pectinest     chr5:199  6.35915 13.3346 6.80956 31.5826 93.8428 40.9679
GT Sense Sense 0.505 Comprom -0.505 Comprom 0.000 1.577 Detected 1.782 Detected 1.680 0.083 GT Sens contig249 contig249 Receptor-               GTGATTAcontig249 Solyc07g Solyc07g Receptor-               GO:00064 GO:00064  contig249 Solyc07g Receptor-                GO:00064 SL2.40ch AT3G57750.2  protein k    chr3:213  5.91062 2.2947 2.88352 3.50502 11.6145 12.9274
GT Sense Sense -0.685 Comprom 0.685 Comprom 0.000 2.132 Detected 1.804 Detected 1.968 0.108 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  4.66262 9.42447 42.9829 25.7642 30.709 23.6172
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 1.983 Detected 2.354 Detected 2.169 0.009 GT Sens contig249 contig249 GIGANTE      GCAGCAGcontig249 Solyc12g Solyc12g GIGANTEA (Fragment) (AHRD V   contig249 Solyc12g Tomato G  GO:00055 SL2.40ch AT1G2277GI, FB  GI (GIGAN   chr1:806  568.893 509.756 956.869 949.809 2249.64 2810.08
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 1.161 Detected 0.960 Detected 1.061 0.009 GT Sens contig251 contig251 Abhydrola                 TATTTAC contig251 Solyc07g Solyc07g Abhydrola                 GO:00160 GO:00160 contig251 Solyc07g Abhydrola                  GO:00160 SL2.40ch AT2G03140.1  CAAX am       chr2:942  651.161 523.566 860.579 1062.33 1380.12 1158.8
GT Sense Sense -0.724 Detected 0.724 Detected 0.000 1.514 Detected 1.483 Detected 1.499 0.174 GT Sens contig251 contig251 DNAJ cha               ATTTGAT contig251 Solyc05g Solyc05g DNAJ cha               GO:00507 GO:00507        contig251 Solyc05g DNAJ cha                GO:00507 SL2.40ch AT3G441 ATJ3, ATJ  ATJ3; pro    chr3:158  2480.36 5287.83 9555.92 8645.96 10934 10332.3
GT Sense Sense 0.521 Detected -0.521 Comprom 0.000 1.335 Detected 1.194 Detected 1.265 0.138 GT Sens contig251 contig251 Metal ion                CCTCCTAcontig251 Solyc07g Solyc07g Metal ion                GO:00300 GO:00300     contig251 Solyc07g Metal ion                 GO:00055 SL2.40ch AT1G06330.1  copper-b     chr1:193  13.3867 5.08219 14.6508 6.95011 21.9902 19.257
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 1.538 Detected 1.350 Detected 1.444 0.005 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  1242.77 1020.91 2015.96 2462.77 3457.84 2930.15
GT Sense Sense 0.386 Detected -0.386 Detected 0.000 1.709 Detected 1.209 Detected 1.459 0.087 GT Sens contig253 contig253 Pectate ly               TTCAAAC contig253 Solyc06g Solyc06g Pectate ly               GO:00168 GO:00168  contig253 Solyc06g Pectate ly                GO:00168 SL2.40ch AT5G48900.1  pectate ly     chr5:198  55.6745 25.477 120.725 98.2646 130.176 88.859
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 1.442 Detected 0.873 Detected 1.157 0.125 GT Sens contig253 contig253 MYB tran               AACTCGGcontig253 Solyc01g Solyc01g MYB tran               GO:00037 GO:00037       contig253 Solyc01g MYB tran                GO:00037 SL2.40ch AT3G6125AtMYB17  AtMYB17           chr3:226  16.4091 20.898 49.2933 27.0196 53.1694 34.5957
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.571 Detected 1.303 Detected 1.437 0.013 GT Sens contig253 contig253 Soul hem                AGTCTTAcontig253 Solyc12g Solyc12g Soul hem                GO:00054 GO:00054 contig253 Solyc12g Soul hem                 GO:00054 SL2.40ch AT5G20140.1  SOUL he     chr5:679  1570.61 1080.99 2312.53 2915.19 4091.08 3279.71
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 1.209 Detected 0.989 Detected 1.099 0.031 GT Sens contig254 contig254 Mitochon                   ATTAAGT contig254 Solyc12g Solyc12g Mitochondrial transcription ter                  contig254 Solyc12g Mitochondrial transc                   SL2.40ch AT5G55580.1  mitochon            chr5:225  137.623 135.009 200.781 215.799 332.923 276.146
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 1.005 Detected 1.313 Detected 1.159 0.032 GT Sens contig254 contig254 Phosphor                TTTCAAA contig254 Solyc03g Solyc03g Phosphoribosylanthranilate tra                contig254 Solyc03g Phosphoribosylanth                 SL2.40ch AT5G12970.1  C2 doma    chr5:410  772.972 493.601 1149.45 901.62 1310.31 1566.33
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 1.559 Detected 0.929 Detected 1.244 0.082 GT Sens contig255 contig255 Cc-nbs-lr              TCAGTAT contig255 Solyc04g Solyc04g Cc-nbs-lr              GO:00069 GO:00069  contig255 Solyc04g Cc-nbs, re   GO:00069 SL2.40ch AT3G14470.1  disease r       chr3:485  85.8202 50.1025 154.586 159.351 204.237 127.373
GT Sense Sense 0.708 Detected -0.708 Comprom 0.000 0.861 Detected 1.886 Detected 1.374 0.257 GT Sens contig255 contig255 Transcrip                  AGAGCATcontig255 Solyc04g Solyc04g Transcrip                  GO:00056 GO:00056      contig255 Solyc04g Transcrip                   GO:00037 SL2.40ch AT5G09620.1  octicosap      chr5:298  11.8716 3.47843 3.81634 3.42374 12.3364 24.2422
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 1.634 Detected 0.899 Detected 1.267 0.107 GT Sens contig255 contig255 Receptor-                 TGTTAACcontig255 Solyc03g Solyc03g Receptor-                 GO:00046 GO:00046       contig255 Solyc03g Receptor   GO:00046 SL2.40ch AT3G4967BAM2  BAM2 (BA                 chr3:184  15.8636 17.8141 16.6526 17.9866 55.1426 31.9929
GT Sense Sense -0.257 Detected 0.257 Detected 0.000 1.367 Detected 1.252 Detected 1.309 0.038 GT Sens contig255 contig255 Lipid tran                    TACTCACcontig255 Solyc03g Solyc03g Lipid tran                    GO:00068 GO:00068  contig255 Solyc03g Lipid tran                     GO:00068 SL2.40ch AT2G47230.1  agenet do    chr2:193  423.084 471.973 625.856 832.142 1217.75 1086.05
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 0.964 Detected 1.048 Detected 1.006 0.022 GT Sens contig256 contig256 Protein ph                 ATGGGAAcontig256 Solyc12g Solyc12g Protein ph                 GO:00038 GO:00038  contig256 Solyc12g Protein ph                  GO:00038 SL2.40ch AT3G16560.1  protein p      chr3:563  766.585 489.759 951.259 701.364 1263.07 1292.32
GT Sense Sense -0.233 Comprom 0.233 Comprom 0.000 4.466 Detected 4.553 Detected 4.510 0.003 GT Sens contig256 contig256 1-aminocy                 TGACAACcontig256 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164    contig256 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT1G78550.1  oxidored       chr1:295  1.98924 2.14764 31.2225 33.6919 48.2823 49.5078
GT Sense Sense 0.379 Detected -0.379 Detected 0.000 1.211 Detected 1.540 Detected 1.375 0.080 GT Sens contig257 contig257 Lipase (A              TTTTTGAcontig257 Solyc03g Solyc03g Lipase (A              GO:00066 GO:00066     contig257 Solyc03g Lipase (A               GO:00048 SL2.40ch AT3G12150.1  unknown   chr3:387  119.276 55.1006 172.551 80.2036 198.369 240.465
GT Sense Sense -0.889 Detected 0.889 Detected 0.000 1.308 Detected 1.317 Detected 1.312 0.278 GT Sens contig257 contig257 50S ribos                CGGTTGCcontig257 Solyc07g Solyc07g 50S ribos                GO:00058 GO:00058 contig257 Solyc07g 50S ribos                 GO:00058 SL2.40ch AT5G27820.1  ribosoma       chr5:986  264.289 708.939 1109.38 1030.21 1132.3 1100.66
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 1.682 Detected 1.546 Detected 1.614 0.002 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  186.064 140 285.906 406.696 547.24 480.907
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 1.699 Detected 0.898 Detected 1.298 0.084 GT Sens contig258 contig258 Peptidyl-p                 ACTTCTCcontig258 Solyc03g Solyc03g Peptidyl-p                 GO:00064 GO:00064  contig258 Solyc03g Peptidyl-p                  GO:00064 SL2.40ch AT1G74070.1  peptidyl-        chr1:278  171.179 127.588 400.869 367.98 507.111 280.907
GT Sense Sense -0.202 Comprom 0.202 Comprom 0.000 2.239 Detected 1.864 Detected 2.051 0.018 GT Sens contig258 contig258 GRAS fam                CGGATGAcontig258 Solyc02g Solyc02g GRAS fam                GO:00037 GO:00037      contig258 Solyc02g GRAS fam                 GO:00037 SL2.40ch AT3G49950.1 2.642 2.73256 3.39624 10.005 13.4012 9.97646
GT Sense Sense 0.204 Detected -0.204 Detected 0.000 1.070 Detected 0.938 Detected 1.004 0.043 GT Sens contig258 contig258 Genomic                   GACTTTT contig258 Solyc09g Solyc09g Genomic                   GO:00082 GO:00082   contig258 Solyc09g Genomic                    GO:00056 SL2.40ch AT5G4363TZP  TZP; DNA           chr5:175  799.228 470.663 1032.73 1409.72 1361.25 1198.78
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 0.851 Detected 1.460 Detected 1.156 0.068 GT Sens contig259 contig259 Unknown   ATAAAAA contig259 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig259 Solyc10g Unknown Protein (A  SL2.40ch AT3G06180.1  structura      chr3:187  76.4615 67.919 106.74 101.415 137.399 202.33
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 2.137 Detected 3.642 Detected 2.889 0.085 GT Sens contig260 contig260 Pectinest             CAGAAGGcontig260 Solyc01g Solyc01g Pectinest             GO:00305 GO:00305  contig260 Solyc01g Pectinest              GO:00056 SL2.40ch AT3G05610.1  pectinest     chr3:162  169.529 66.4687 129.816 207.949 493.425 1351.71
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 1.296 Detected 0.953 Detected 1.124 0.042 GT Sens contig260 contig260 Receptor-                TAAAATG contig260 Solyc08g Solyc08g Receptor-                GO:00046 GO:00046       contig260 Solyc08g Receptor   GO:00046 SL2.40ch AT1G17230.1  ATP bind               chr1:589  176.375 173.704 295.115 263.803 454.204 345.64
GT Sense Sense 0.341 Detected -0.341 Detected 0.000 0.916 Detected 1.113 Detected 1.015 0.104 GT Sens contig261 contig261 Patatin-lik              GGCAAACcontig261 Solyc09g Solyc09g Patatin-lik              GO:00066 GO:00066     contig261 Solyc09g Patatin-lik               GO:00457 SL2.40ch AT3G6320PLP9, PLA   PLP9 (PA       chr3:233  5239.17 2552.15 3398.17 2294 7292.45 8071.1
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 1.217 Detected 0.923 Detected 1.070 0.025 GT Sens contig262 contig262 Erect pan      AATATCT contig262 Solyc12g Solyc12g Erect panical 2 (AHRD V1 *--- B contig262 Solyc12g Erect panical 2 (AHR    SL2.40ch AT3G14172.1  FUNCTIO                                                          chr3:469  98.1516 86.9383 175.644 162.703 226.93 178.706
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 1.030 Detected 1.064 Detected 1.047 0.017 GT Sens contig262 contig262 Ribosome               TACAGAAcontig262 Solyc01g Solyc01g Ribosome               GO:00056 GO:00056 contig262 Solyc01g Ribosome                GO:00056 SL2.40ch AT2G40360.1  transduc          chr2:168  92.2672 59.7941 102.767 88.9251 160.305 158.449
GT Sense Sense -0.676 Detected 0.676 Detected 0.000 1.603 Detected 1.592 Detected 1.598 0.142 GT Sens contig262 contig262 Unknown   CCCACTTcontig262 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig262 Solyc01g Unknown Protein (A  SL2.40ch AT4G27010.2  unknown   chr4:135  13.931 27.8013 84.9457 60.0926 63.1934 60.5561
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 1.481 Detected 1.133 Detected 1.307 0.023 GT Sens contig263 contig263 CAA30371       CTTCCAT contig263 Solyc11g Solyc11g CAA30371.1 protein (Fragment     contig263 Solyc11g CAA30371.1 protein     SL2.40ch AT5G59000.1  zinc finge        chr5:238  43.423 39.2576 60.3377 43.7082 121.766 92.3611
GT Sense Sense -0.343 Detected 0.343 Detected 0.000 2.603 Detected 1.373 Detected 1.988 0.106 GT Sens contig263 contig263 Pollen alle                    TAACCGTcontig263 Solyc10g Solyc10g Pollen alle                    GO:00056 GO:00056  contig263 Solyc10g Pollen alle                     GO:00056 SL2.40ch AT2G46040.1  ARID/BRI          chr2:189  18.1814 22.8595 3.15904 60.6439 130.935 53.8621
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 1.081 Detected 0.995 Detected 1.038 0.076 GT Sens contig263 contig263 Lipid A ex                GGACAAAcontig263 Solyc02g Solyc02g Lipid A ex                GO:00103 GO:00103       contig263 Solyc02g Lipid A ex                 GO:00103 SL2.40ch AT3G28345.1  ABC tran     chr3:105  84.3356 100.05 120.842 112.904 205.322 186.842
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 2.262 Detected 1.238 Detected 1.750 0.089 GT Sens contig263 contig263 Plant-spe                     CCATGGAcontig263 Solyc11g Solyc11g Plant-specific domain TIGR016                    contig263 Solyc11g Plant-specific doma                     SL2.40ch AT3G29060.1  LOCATE                                                                                  chr3:110  64.2947 36.7303 87.6288 159.787 246.318 116.923
GT Sense Sense -1.020 Comprom 1.020 Detected 0.000 3.245 Detected 1.040 Detected 2.143 0.290 GT Sens contig264 contig264 Pectate ly              CCAAGGGcontig264 Solyc03g Solyc03g Pectate ly              GO:00168 GO:00168  contig264 Solyc03g Pectate ly               GO:00168 SL2.40ch AT2G02720.1  pectate ly     chr2:763  6.4222 20.6404 5.24252 47.272 115.358 24.1641
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 1.151 Detected 1.227 Detected 1.189 0.002 GT Sens contig264 contig264 Mannan e                CCTTCAAcontig264 Solyc02g Solyc02g Mannan e                GO:00059 GO:00059   contig264 Solyc02g Mannan e                 GO:00059 SL2.40ch AT5G66460.1  (1-4)-beta     chr5:265  5696.65 4203.2 6958.65 6585.67 11485.1 11688.2
GT Sense Sense -1.204 Detected 1.204 Detected 0.000 0.933 Detected 1.081 Detected 1.007 0.492 GT Sens contig264 contig264 Leucine-r                  TATTAAG contig264 Solyc03g Solyc03g Leucine-r                  GO:00055 GO:00055    contig264 Solyc03g Lrr,  resis   GO:00199 SL2.40ch AT5G07910.1  leucine-r      chr5:252  110.228 457.102 374.613 341.034 452.984 484.448
GT Sense Sense -0.795 Detected 0.795 Detected 0.000 1.158 Detected 1.218 Detected 1.188 0.274 GT Sens contig265 contig265 Genomic                     ATGTAAGcontig265 Solyc06g Solyc06g Genomic DNA chromosome 5 T                   contig265 Solyc06g Genomic DNA chrom                     SL2.40ch AT4G32930.1  unknown   chr4:158  228.582 538.018 751.26 669.159 826.865 832.113
GT Sense Sense 0.284 Comprom -0.284 Comprom 0.000 1.251 Detected 1.049 Detected 1.150 0.062 GT Sens contig265 contig265 Unknown   ATGGAAAcontig265 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig265 Solyc10g Unknown Protein (A  SL2.40ch AT1G77122.1  unknown   chr1:289  6.43634 3.39212 10.8079 4.91853 11.7562 9.86621
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 3.307 Detected 2.265 Detected 2.786 0.037 GT Sens contig265 contig265 AE family                AAGCATAcontig265 Solyc01g Solyc01g AE family                GO:00054 GO:00054      contig265 Solyc01g AE family                 GO:00054 SL2.40ch AT3G62270.1  anion exc     chr3:230  62.9968 62.5015 103.82 86.7447 656.435 307.653
GT Sense Sense 0.968 Detected -0.968 Detected 0.000 1.094 Detected 1.663 Detected 1.379 0.305 GT Sens contig265 contig265 Potassium             GGCAGG contig265 Solyc08g Solyc08g Potassium             GO:00428 GO:00428   contig265 Solyc08g Potassium              GO:00428 SL2.40ch AT5G4624KAT1  KAT1 (PO                chr5:187  717.858 146.708 602.582 724.795 732.048 1048.74
GT Sense Sense 0.573 Detected -0.573 Comprom 0.000 1.157 Detected 0.855 Detected 1.006 0.232 GT Sens contig266 contig266 Nodulin-li                  AGATCAGcontig266 Solyc09g Solyc09g Nodulin-li                  GO:00160 GO:00160 contig266 Solyc09g Nodulin-li                   GO:00160 SL2.40ch AT2G18570.1  UDP-gluc      chr2:806  12.609 4.45068 16.4728 9.97414 17.6547 13.8233
GT Sense Sense -0.326 Detected 0.326 Detected 0.000 2.819 Detected 1.089 Detected 1.954 0.169 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  14.2387 17.4784 1.85327 51.7252 117.633 34.2321
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 1.410 Detected 1.244 Detected 1.327 0.006 GT Sens contig266 contig266 Mate efflu                  TTAAATC contig266 Solyc04g Solyc04g Mate efflu                  GO:00160 GO:00160 contig266 Solyc04g Mate efflu                   GO:00160 SL2.40ch AT1G73700.1  MATE eff     chr1:277  28.0766 24.1096 50.2001 32.3926 73.0605 62.8867
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 1.415 Detected 1.085 Detected 1.250 0.017 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  3517.77 2683.87 5307.54 6446.87 8662.4 6648.77
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 1.394 Detected 1.394 Detected 1.394 0.000 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  742.723 586.451 993.027 622.411 1833.32 1769.74
GT Sense Sense 0.551 Detected -0.551 Detected 0.000 1.147 Detected 0.944 Detected 1.046 0.203 GT Sens contig269 contig269 Cell divisi                 TCTCAGGcontig269 Solyc03g Solyc03g Cell divisi                 GO:00163 GO:00163   contig269 Solyc03g Cell divisi                  GO:00163 SL2.40ch AT1G74330.2  ATP bind            chr1:279  68.5603 24.9687 90.1714 69.1224 96.8544 81.2037
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 1.334 Detected 1.028 Detected 1.181 0.017 GT Sens contig269 contig269 Uncharac       TACATTC contig269 Solyc03g Solyc03g Uncharacterized conserved pr     contig269 Solyc03g Uncharacterized con      SL2.40ch AT3G2219IQD5  IQD5 (IQ-      chr3:783  93.1934 75.2577 168.793 194.363 223.196 174.301
GT Sense Sense 0.449 Detected -0.449 Detected 0.000 2.440 Detected 1.789 Detected 2.114 0.062 GT Sens contig269 contig269 Cytochro                 TCCTTTAcontig269 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig269 Solyc03g Cytochro  GO:00198 SL2.40ch AT4G133 CYP71A2   CYP71A2               chr4:775  30.7551 12.9068 22.7922 37.3301 114.256 70.2319
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 2.199 Detected 0.805 Detected 1.502 0.164 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  21.0216 16.3728 7.07168 38.3594 90.0315 33.073
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 1.205 Detected 0.945 Detected 1.075 0.071 GT Sens contig270 contig270 5%26apos                ATGCAGCcontig270 Solyc12g Solyc12g 5%26apos                GO:00055 GO:00055  contig270 Solyc12g 5&apos-A                 GO:00055 SL2.40ch AT3G01510.1  5'-AMP-a       chr3:198  14.3957 16.4606 38.2391 31.4865 37.5172 30.2296
GT Sense Sense 0.608 Comprom -0.608 Comprom 0.000 0.955 Detected 1.161 Detected 1.058 0.228 GT Sens contig271 contig271 Unknown   ATTAATC contig271 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig271 Solyc09g Unknown Protein (A  SL2.40ch AT3G29320.1  glucan p    chr3:112  9.10784 3.06604 11.0547 3.95132 10.8273 12.0566
GT Sense Sense -1.483 Detected 1.483 Detected 0.000 1.442 Detected 1.595 Detected 1.518 0.414 GT Sens contig271 contig271 26S prote              ATTGACAcontig271 Solyc03g Solyc03g 26S proteasome regulatory su             contig271 Solyc03g 26S proteasome reg              SL2.40ch AT1G48790.1  mov34 fa    chr1:180  384.104 2346.82 2705.5 2183.31 2726.1 2925.62
GT Sense Sense 0.247 Comprom -0.247 Comprom 0.000 1.603 Detected 1.359 Detected 1.481 0.033 GT Sens contig272 contig272 Defensin             TTTTGTT contig272 Solyc04g Solyc04g Defensin             GO:00304 GO:00304    contig272 Solyc04g Defensin              GO:00304 SL2.40ch AT2G0213PDF2.3, L   LCR68 (L       chr2:540  7.06421 3.9185 8.38847 3.79739 16.8935 13.7678
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 1.746 Detected 0.852 Detected 1.299 0.148 GT Sens contig274 contig274 Urea activ                CTGAATGcontig274 Solyc08g Solyc08g Urea activ                GO:00152 GO:00152    contig274 Solyc08g Urea activ                 GO:00152 SL2.40ch AT5G4538ATDUR3,   sodium:s      chr5:183  30.7315 14.9265 41.7676 95.8181 75.9139 39.4494
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 1.404 Detected 1.359 Detected 1.381 0.021 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  432.336 448.787 760.708 884.966 1231.61 1153.1
GT Sense Sense -0.588 Detected 0.588 Detected 0.000 1.415 Detected 1.312 Detected 1.364 0.147 GT Sens contig277 contig277 Fas-assoc               GGAAATTcontig277 Solyc03g Solyc03g Fas-associated factor 1-like pr             contig277 Solyc03g Fas-associated facto               SL2.40ch AT5G56000.1  heat shoc      chr5:226  277.211 489.509 1051.52 685.244 1038.17 933.231
GT Sense Sense -0.400 Comprom 0.400 Comprom 0.000 3.779 Detected 2.082 Detected 2.930 0.089 GT Sens contig277 contig277 Laccase-2              TTCAATC contig277 Solyc11g Solyc11g Laccase-2              GO:00551 GO:00551  contig277 Solyc11g Laccase-2               GO:00551 SL2.40ch AT5G4845sks3  sks3 (SK          chr5:196  2.23307 3.03863 1.85473 13.9724 37.7832 11.2549
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 1.201 Detected 1.243 Detected 1.222 0.008 GT Sens contig277 contig277 MutL DNA                 ATTGTTGcontig277 Solyc09g Solyc09g MutL DNA                 GO:00055 GO:00055  contig277 Solyc09g MutL DNA                  GO:00055 SL2.40ch AT4G0246PMS1  PMS1 (PO           chr4:107  26.944 18.1778 36.9156 33.4424 53.7811 53.4656
GT Sense Sense 0.922 Detected -0.922 Detected 0.000 1.507 Detected 1.331 Detected 1.419 0.265 GT Sens contig278 contig278 Ribose-ph              CAAAAAA contig278 Solyc06g Solyc06g Ribose-ph              GO:00091 GO:00091     contig278 Solyc06g Ribose-ph               GO:00428 SL2.40ch AT1G32380.1  ribose-ph           chr1:116  65.3344 14.2172 66.1883 26.7779 91.5339 78.2236
GT Sense Sense 0.329 Comprom -0.329 Comprom 0.000 1.094 Detected 1.447 Detected 1.270 0.077 GT Sens contig279 contig279 Dedicator       TTTACAA contig279 Solyc08g Solyc08g Dedicator of cytokinesis 8 (AH    contig279 Solyc08g Dedicator of cytokin      SL2.40ch AT4G1634SPK1  SPK1 (SP            chr4:922  9.65164 4.78286 13.054 13.7784 15.3233 18.9004
GT Sense Sense -0.094 Comprom 0.094 Comprom 0.000 2.949 Detected 1.204 Detected 2.076 0.142 GT Sens contig279 contig279 Glucan en                  TTGCCTGcontig279 Solyc05g Solyc05g Glucan en                  GO:00059 GO:00059   contig279 Solyc05g Glucan en                   GO:00059 SL2.40ch #N/A #N/A #N/A #N/A 6.42075 5.72038 2.97393 14.3327 49.4449 14.2462
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 1.267 Detected 1.652 Detected 1.460 0.068 GT Sens contig279 contig279 Chloride c                GCTATTCcontig279 Solyc10g Solyc10g Chloride c                GO:00055 GO:00055  contig279 Solyc10g Chloride c                 GO:00055 SL2.40ch AT1G5562CLC-F, AT   CLC-F (C          chr1:207  50.2917 24.1065 74.2472 61.2034 88.5901 111.67
GT Sense Sense -0.331 Comprom 0.331 Comprom 0.000 1.443 Detected 3.426 Detected 2.435 0.145 GT Sens contig279 contig279 Senescen             CGTTCATcontig279 Solyc06g Solyc06g Senescen             GO:00160 GO:00160   contig279 Solyc06g Senescen              GO:00160 SL2.40ch AT2G0384TET13  TET13 (T   chr2:117  4.1742 5.16065 5.88018 5.26219 13.3391 50.8904
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.445 Detected 0.873 Detected 1.159 0.062 GT Sens contig280 contig280 MYB tran               TTGAAGGcontig280 Solyc06g Solyc06g MYB transcription factor (AHR              contig280 Solyc06g MYB transcription fa               SL2.40ch AT5G5978MYB59, A   MYB59 (M           chr5:240  39.621 26.8701 74.8725 161.724 93.8925 60.9824
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 1.090 Detected 1.008 Detected 1.049 0.006 GT Sens contig281 contig281 Non-LTR                    AAACAGT contig281 Solyc05g Solyc05g Non-LTR retroelement reverse                   contig281 Solyc07g Cytochrome B561-re                 SL2.40ch #N/A #N/A #N/A #N/A 19.8643 17.0578 37.1402 39.2938 41.4218 37.7842
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 1.353 Detected 1.219 Detected 1.286 0.018 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  2761.4 1723.88 4183.05 5274.09 5888.93 5182.79
GT Sense Sense 0.060 Comprom -0.060 Comprom 0.000 2.033 Detected 6.346 Detected 4.189 0.192 GT Sens contig282 contig282 Cortical c                    CTATGTAcontig282 Solyc01g Solyc01g Cortical c                    GO:00082 GO:00082   contig282 Solyc01g Cortical c                     GO:00082 SL2.40ch AT1G5203MBP2, MB    MBP2 (M          chr1:193  3.57069 2.56976 24.6927 14.1779 13.1039 251.384
GT Sense Sense 0.308 Detected -0.308 Detected 0.000 1.514 Detected 1.233 Detected 1.373 0.056 GT Sens contig282 contig282 WD repea               ACATGACcontig282 Solyc02g Solyc02g WD repea               GO:00001 GO:00001  contig282 Solyc02g WD repea                GO:00001 SL2.40ch AT1G55546.1  unknown   chr1:207  287.729 146.723 380.326 349.651 620.027 492.789
GT Sense Sense -0.251 Detected 0.251 Detected 0.000 1.337 Detected 2.564 Detected 1.950 0.099 GT Sens contig282 contig282 High affin                 CAAATCCcontig282 Solyc04g Solyc04g High affin                 GO:00153 GO:00153      contig282 Solyc04g High affin                  GO:00153 SL2.40ch AT5G1018AST68, SU   AST68; s     chr5:319  11.2528 12.46 23.5958 11.6363 31.6105 71.4242
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 1.400 Detected 1.087 Detected 1.243 0.018 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  1509.94 1289.63 1855.57 3309.76 3891.01 3024.82
GT Sense Sense 0.585 Comprom -0.585 Comprom 0.000 1.719 Detected 1.412 Detected 1.566 0.122 GT Sens contig282 contig282 MYB tran               TCGTCTGcontig282 Solyc05g Solyc05g MYB tran               GO:00037 GO:00037       contig282 Solyc05g MYB tran                GO:00037 SL2.40ch AT5G1028MYB92, A    ATMYB9            chr5:323  7.29186 2.53436 4.25144 2.86704 14.9617 11.6688
GT Sense Sense -1.008 Detected 1.008 Detected 0.000 1.087 Detected 1.275 Detected 1.181 0.364 GT Sens contig283 contig283 Unknown   TCAGCAAcontig283 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig283 Solyc01g Unknown Protein (A  SL2.40ch AT5G20950.2  glycosyl      chr5:710  8441.37 26693.6 33247.9 26756.9 33707.7 37068.9
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 1.416 Detected 1.719 Detected 1.568 0.023 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  10.6809 10.8334 11.9429 2.81456 30.3446 36.1264
GT Sense Sense -0.224 Comprom 0.224 Comprom 0.000 3.082 Detected 1.728 Detected 2.405 0.078 GT Sens contig283 contig283 Unknown   TGGGATCcontig283 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig283 Solyc11g Unknown Protein (A  SL2.40ch AT1G1298ESR1, DR   ESR1 (EN               chr1:442  3.08693 3.29164 5.73157 4.23674 28.5262 10.7746
GT Sense Sense 0.360 Detected -0.360 Comprom 0.000 1.205 Detected 1.007 Detected 1.106 0.098 GT Sens contig283 contig283 tRNA-spec                 TTTTTCT contig283 Solyc03g Solyc03g tRNA-spec                 GO:00038 GO:00038       contig283 Solyc03g tRNA-spec                  GO:00469 SL2.40ch AT5G24670.1  catalytic/      chr5:844  19.3553 9.17974 34.4672 29.0953 32.4713 27.3386
GT Sense Sense 0.344 Detected -0.344 Detected 0.000 1.796 Detected 2.189 Detected 1.992 0.037 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  49.1163 23.8369 513.675 515.757 125.579 159.153
GT Sense Sense 0.709 Detected -0.709 Comprom 0.000 1.134 Detected 1.169 Detected 1.151 0.246 GT Sens contig284 contig284 Unknown   GTACACCcontig284 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig284 Solyc02g Unknown Protein (A  SL2.40ch AT2G3515EXL1  EXL1 (EX     chr2:148  13.1307 3.84296 13.6495 10.0816 16.4708 16.2941
GT Sense Sense 0.119 Comprom -0.119 Comprom 0.000 0.873 Detected 1.412 Detected 1.143 0.060 GT Sens contig285 contig285 Pentatrico               CATTCCT contig285 Solyc02g Solyc02g Pentatrico               GO:00045 GO:00045      contig285 Solyc02g Pentatrico                GO:00045 SL2.40ch AT1G0614EMB1444  EMB1444     chr1:186  5.88962 3.90436 10.4978 2.6285 9.28411 13.0188
GT Sense Sense 0.705 Detected -0.705 Comprom 0.000 1.593 Detected 1.467 Detected 1.530 0.163 GT Sens contig285 contig285 Myb (AHR             ACCTTCAcontig285 Solyc11g Solyc11g Myb (AHR             GO:0045449 contig285 Solyc11g Myb (AHR              GO:00036 SL2.40ch AT5G115 MYB3R-4  MYB3R-4             chr5:368  17.3517 5.10496 38.2331 25.1581 30.0056 26.548
GT Sense Sense -0.405 Comprom 0.405 Comprom 0.000 1.202 Detected 1.706 Detected 1.454 0.093 GT Sens contig285 contig285 Pectinest             GATGAAAcontig285 Solyc08g Solyc08g Pectinest             GO:00305 GO:00305   contig285 Solyc08g Pectinest              GO:00305 SL2.40ch AT5G47500.1  pectinest     chr5:192  4.15972 5.70383 16.1871 5.27827 11.8467 16.2184
GT Sense Sense -0.726 Comprom 0.726 Comprom 0.000 2.943 Detected 1.168 Detected 2.056 0.215 GT Sens contig286 contig286 Unknown   CTCACTGcontig286 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig286 Solyc06g Unknown Protein (A  SL2.40ch AT5G19950.3  unknown   chr5:674  3.22803 6.90745 1.9333 23.9509 38.3736 10.8277
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 1.070 Detected 1.044 Detected 1.057 0.000 GT Sens contig287 contig287 Pheophor                 TTCTAGT contig287 Solyc12g Solyc12g Pheophor                 GO:00551 GO:00551  contig287 Solyc12g Pheophor                  GO:00551 SL2.40ch AT2G2482TIC55  TIC55 (TR                     chr2:105  5338.09 4136.25 6482.88 7382.14 10423.3 9883.78
GT Sense Sense 0.030 Detected -0.030 Detected 0.000 1.707 Detected 0.880 Detected 1.293 0.089 GT Sens contig288 contig288 Histidine                 CATGCAAcontig288 Solyc02g Solyc02g Histidine                 GO:00063 GO:00063    contig288 Solyc02g Histidine                  GO:00063 SL2.40ch AT2G1782ATHK1, A   ATHK1 (h            chr2:774  40.7669 30.5856 73.0666 59.7739 121.829 66.2988
GT Sense Sense 0.600 Detected -0.600 Detected 0.000 0.998 Detected 1.924 Detected 1.461 0.194 GT Sens contig288 contig288 Multidrug                  GGAAAGCcontig288 Solyc01g Solyc01g Multidrug                  GO:00152 GO:00152    contig288 Solyc01g Multidrug                   GO:00155 SL2.40ch AT5G1554EMB2773     EMB2773             chr5:504  461.784 157.009 141.453 158.642 568.195 1042.63
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.038 Detected 1.125 Detected 1.082 0.002 GT Sens contig288 contig288 Acetyl-co                 GCTAATGcontig288 Solyc12g Solyc12g Acetyl-co                 GO:00081 GO:00081  contig288 Solyc12g Acetyl-co                  GO:00081 SL2.40ch AT3G16170.1  acyl-activ      chr3:547  72.109 56.1349 97.6396 81.059 138.058 141.602
GT Sense Sense 0.379 Detected -0.379 Detected 0.000 1.118 Detected 1.043 Detected 1.081 0.105 GT Sens contig288 contig288 Unknown   GTGATCCcontig288 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig288 Solyc03g Unknown Protein (A  SL2.40ch AT1G5982ALA3  ALA3 (Am                chr1:220  91.2564 42.1964 109.813 130.088 142.372 130.465
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 1.222 Detected 0.944 Detected 1.083 0.021 GT Sens contig289 contig289 Glucose-1                     TCAATCAcontig289 Solyc01g Solyc01g Glucose-1                     GO:00059 GO:00059     contig289 Solyc01g Glucose-1                      GO:00088 SL2.40ch AT2G2159APL4  APL4; glu    chr2:923  364.166 255.767 429.947 402.803 752.323 599.198
GT Sense Sense -0.442 Detected 0.442 Detected 0.000 1.499 Detected 1.821 Detected 1.660 0.072 GT Sens contig289 contig289 Unknown   CAAATTT contig289 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig289 Solyc02g Unknown Protein (A  SL2.40ch AT5G4598WOX8, ST   WOX8 (W           chr5:186  10.1006 14.5697 8.51794 24.0786 36.2388 43.7486
GT Sense Sense -0.415 Comprom 0.415 Comprom 0.000 1.090 Detected 1.346 Detected 1.218 0.107 GT Sens contig289 contig289 GEX1 (Fra     ACACAAGcontig289 Solyc11g Solyc11g GEX1 (Fragment) (AHRD V1 ***  contig289 Solyc11g GEX1 (Fragment) (A    SL2.40ch AT1G14410.1 4.10183 5.69907 5.38601 3.36549 10.8768 12.5448
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 1.433 Detected 1.694 Detected 1.564 0.021 GT Sens contig289 contig289 Growth-re              CAGTCTCcontig289 Solyc01g Solyc01g Growth-re              GO:00056 GO:00056 contig289 Solyc01g Growth-re               GO:00056 SL2.40ch AT2G4548AtGRF9  AtGRF9 (       chr2:187  158.4 161.163 252.529 305.354 456.064 527.435
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 1.220 Detected 0.857 Detected 1.039 0.047 GT Sens contig290 contig290 Os06g018       GTAGATGcontig290 Solyc12g Solyc12g Os06g0183700 protein (Fragm     contig290 Solyc12g Os06g0183700 prote      SL2.40ch AT4G3452FAE1, KC   KCS18; a      chr4:164  379.931 364.377 559.157 591.641 916.042 687.75
GT Sense Sense -0.936 Comprom 0.936 Detected 0.000 2.653 Detected 0.905 Detected 1.779 0.299 GT Sens contig290 contig290 5-dehydro                 GATGCACcontig290 Solyc10g Solyc10g 5-dehydro                 GO:00060 GO:00060   contig290 Solyc10g 5-dehydro                  GO:00060 SL2.40ch AT5G51830.1  pfkB-type      chr5:210  7.35338 21.0528 2.15532 28.0255 82.726 23.7674
GT Sense Sense -0.253 Detected 0.253 Detected 0.000 1.033 Detected 0.985 Detected 1.009 0.058 GT Sens contig292 contig292 Unknown   TCAAGTT contig292 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig292 Solyc08g Unknown Protein (A  SL2.40ch AT5G25500.1  unknown   chr5:888  121.5 134.822 194.999 177.006 276.779 258.397
GT Sense Sense -0.354 Detected 0.354 Detected 0.000 1.125 Detected 1.261 Detected 1.193 0.080 GT Sens contig293 contig293 Maf-like p              GGCTTGAcontig293 Solyc04g Solyc04g Maf-like p              GO:00057 GO:00057 contig293 Solyc04g Maf-like p               GO:00057 SL2.40ch AT2G25500.1  FUNCTIO                                                                chr2:108  454.82 580.753 2870.16 2217.53 1184.56 1256.61
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 2.150 Detected 1.541 Detected 1.846 0.028 GT Sens contig293 contig293 AT5g4758     GCACAGAcontig293 Solyc08g Solyc08g AT5g47580/MNJ7 17 (AHRD V1  contig293 Solyc08g AT5g47580/MNJ7 1     SL2.40ch AT5G5028EMB1006  EMB1006     chr5:204  38.1933 33.4227 63.2343 72.2949 167.634 106.12
GT Sense Sense 0.335 Detected -0.335 Detected 0.000 1.449 Detected 1.362 Detected 1.406 0.053 GT Sens contig294 contig294 Fasciclin-                TAAAACA contig294 Solyc07g Solyc07g Fasciclin-                GO:00047 GO:00047  contig294 Solyc07g Fasciclin-                 GO:00047 SL2.40ch AT5G39140.1  unknown   chr5:156  68.6622 33.7316 105.194 213.014 138.911 126.241
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.537 Detected 1.381 Detected 1.459 0.007 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  1920.71 1310.53 5902.68 4857.92 4866.04 4217.23
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 1.341 Detected 0.949 Detected 1.145 0.055 GT Sens contig294 contig294 Alpha-gal              TTCCACT contig294 Solyc03g Solyc03g Alpha-gal              GO:00059 GO:00059     contig294 Solyc03g Alpha-gal               GO:00045 SL2.40ch AT3G56310.1  alpha-ga           chr3:208  84.62 87.1781 148.092 214.009 229.999 169.161
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 1.499 Detected 1.006 Detected 1.252 0.039 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  94.126 67.6441 207.901 104.846 238.319 163.517
GT Sense Sense 0.454 Detected -0.454 Detected 0.000 2.690 Detected 2.404 Detected 2.547 0.033 GT Sens contig294 contig294 Pseudo-re                   AGTGTGAcontig294 Solyc10g Solyc10g Pseudo-re                   GO:00063 GO:00063    contig294 Solyc10g Pseudo-re                    GO:00063 SL2.40ch AT5G2447APRR5, P   APRR5 (A           chr5:835  123.194 51.2935 207.974 245.748 542.067 429.255
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 1.213 Detected 1.140 Detected 1.176 0.014 GT Sens contig294 contig294 CONSTAN                 TCTTTGAcontig294 Solyc06g Solyc06g CONSTAN                 GO:00056 GO:00056 contig294 Solyc06g CONSTAN                  GO:00056 SL2.40ch AT1G671 CYP735A   CYP735A               chr1:250  1955.56 1842.16 3086.55 3027.8 4648.56 4269.14
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 1.018 Detected 1.131 Detected 1.074 0.027 GT Sens contig294 contig294 Phosphat              TTAAAAT contig294 Solyc11g Solyc11g Phosphat              GO:00480 GO:00480  contig294 Solyc11g Phosphat               GO:00480 SL2.40ch AT1G4934ATPI4K A   ATPI4K A         chr1:182  48.1539 47.8288 71.4902 80.0789 102.702 107.22
GT Sense Sense 0.503 Detected -0.503 Detected 0.000 2.611 Detected 3.668 Detected 3.139 0.050 GT Sens contig295 contig295 UDP-gluc             TATCTAA contig295 Solyc07g Solyc07g UDP-gluc             GO:00800 GO:00800     contig295 Solyc07g UDP-gluc              GO:00150 SL2.40ch AT1G0142UGT72B3  UGT72B3            chr1:154  41.2846 16.0787 89.2364 78.3198 166.355 334.103
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 0.888 Detected 1.143 Detected 1.015 0.064 GT Sens contig295 contig295 Genomic          CTTGAAAcontig295 Solyc11g Solyc11g Genomic DNA chromosome 5       contig295 Solyc11g Genomic DNA chrom         SL2.40ch AT5G16610.2  unknown   chr5:544  91.5265 51.4641 147.543 171.45 134.241 154.626
GT Sense Sense -0.405 Detected 0.405 Detected 0.000 1.000 Detected 1.701 Detected 1.350 0.128 GT Sens contig295 contig295 Rhamnog              CTCTTTCcontig295 Solyc04g Solyc04g Rhamnog              GO:00302 GO:00302   contig295 Solyc04g Rhamnog               GO:00168 SL2.40ch AT4G24430.1  lyase  chr4:126  1142.72 1566.66 2213.76 1123.98 2828.09 4437.33
GT Sense Sense 0.049 Detected -0.049 Detected 0.000 0.995 Detected 1.073 Detected 1.034 0.004 GT Sens contig295 contig295 Conserve                  GATGAGGcontig295 Solyc07g Solyc07g Conserve                  GO:00160 GO:00160 contig295 Solyc07g Conserve                   GO:00160 SL2.40ch AT1G73430.2  sec34-lik     chr1:276  178.679 130.499 256.558 250.543 321.741 327.713
GT Sense Sense 0.341 Detected -0.341 Detected 0.000 1.370 Detected 1.009 Detected 1.190 0.091 GT Sens contig296 contig296 Pistil exte                     AAGCAGAcontig296 Solyc02g Solyc02g Pistil exte                     GO:00051 GO:00051     contig296 Solyc02g Pistil exte                      GO:00051 SL2.40ch AT2G3379ATAGP30    AGP30 (A    chr2:142  699.014 340.609 1061.57 999.227 1333.3 1002.04
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 1.293 Detected 0.864 Detected 1.078 0.038 GT Sens contig296 contig296 Aquapori             CTTTTCT contig296 Solyc05g Solyc05g Aquapori             GO:00160 GO:00160   contig296 Solyc05g Aquapori              GO:00152 SL2.40ch AT4G2340PIP1D, PIP   PIP1;5 (P         chr4:122  187.224 151.767 511.091 483.099 436.422 313.057
GT Sense Sense -0.101 Comprom 0.101 Comprom 0.000 1.976 Detected 2.048 Detected 2.012 0.003 GT Sens contig297 contig297 Multidrug                 CAATTGT contig297 Solyc12g Solyc12g Multidrug                 GO:00160 GO:00160   contig297 Solyc12g Multidrug                  GO:00171 SL2.40ch AT1G304 ATMRP13  ATMRP13          chr1:107  2.50996 2.25727 4.43619 3.05135 9.89916 10.0441
GT Sense Sense -0.285 Detected 0.285 Detected 0.000 0.894 Detected 1.344 Detected 1.119 0.091 GT Sens contig297 contig297 Pentatrico               GGGAATAcontig297 Solyc05g Solyc05g Pentatrico               GO:00037 GO:00037    contig297 Solyc05g Pentatrico                GO:00037 SL2.40ch AT2G17210.1  pentatric      chr2:748  33.985 39.4552 79.5039 54.0094 71.9232 94.842
GT Sense Sense 0.258 Detected -0.258 Comprom 0.000 0.970 Detected 1.138 Detected 1.054 0.060 GT Sens contig298 contig298 Caffeoyl-C               GCTATGCcontig298 Solyc03g Solyc03g Caffeoyl-C               GO:00424 GO:00424    contig298 Solyc03g Caffeoyl-C                GO:00424 SL2.40ch AT5G1363GUN5, CC     GUN5 (GE       chr5:438  19.0546 10.4163 45.7641 51.4134 29.1629 31.6416
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 1.356 Detected 1.320 Detected 1.338 0.004 GT Sens contig298 contig298 Strictosid                TTTGGATcontig298 Solyc10g Solyc10g Strictosid                GO:00090 GO:00090  contig298 Solyc10g Strictosid                 GO:00090 SL2.40ch AT3G57030.1  strictosid      chr3:211  3838.97 2676.46 6035.91 6647.06 8673.31 8167.92
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 1.102 Detected 1.189 Detected 1.146 0.002 GT Sens contig298 contig298 Exocyst c       AGACTCCcontig298 Solyc12g Solyc12g Exocyst complex component 2    contig298 Solyc12g Exocyst complex co      SL2.40ch AT1G7685SEC5A  SEC5A (E      chr1:288  62.8224 50.4561 107.824 89.892 127.757 130.949
GT Sense Sense 0.519 Detected -0.519 Detected 0.000 1.326 Detected 1.385 Detected 1.355 0.121 GT Sens contig298 contig298 Protein FA       GCTAATT contig298 Solyc03g Solyc03g Protein FAR1-RELATED SEQU      contig298 Solyc10g SEC14 cy                   GO:00052 SL2.40ch AT4G01510.1 548.361 208.671 841.453 581.631 896.051 901.379
GT Sense Sense -0.496 Detected 0.496 Detected 0.000 1.531 Detected 1.142 Detected 1.337 0.129 GT Sens contig299 contig299 Cationic a                 TATGTTCcontig299 Solyc11g Solyc11g Cationic a                 GO:00160 GO:00160 contig299 Solyc11g Cationic a                  GO:00160 SL2.40ch AT3G1060CAT7  CAT7 (CA            chr3:331  46.9767 73.025 213.309 194.976 178.834 131.933
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 1.198 Detected 0.961 Detected 1.079 0.037 GT Sens contig299 contig299 Chaperon                  CCAAGGCcontig299 Solyc11g Solyc11g Chaperon                  GO:00064 GO:00064  contig299 Solyc11g Chaperon                   GO:00064 SL2.40ch AT1G11040.1  DNAJ cha      chr1:367  50.1863 30.6346 91.9592 112.054 95.0845 77.8674
GT Sense Sense -0.435 Detected 0.435 Detected 0.000 1.007 Detected 1.336 Detected 1.172 0.128 GT Sens contig300 contig300 Xylanase              TATCAAC contig300 Solyc03g Solyc03g Xylanase              GO:00065 GO:00065 contig300 Solyc03g Xylanase               GO:00065 SL2.40ch AT5G62270.1  FUNCTIO                                                         chr5:250  140.615 200.773 169.754 183.008 356.834 432.876
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 2.305 Detected 1.619 Detected 1.962 0.036 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  37.8588 23.5845 81.3794 39.7427 156.011 93.6499
GT Sense Sense -0.329 Detected 0.329 Detected 0.000 2.105 Detected 1.022 Detected 1.564 0.132 GT Sens contig301 contig301 Pollen alle                   ACATGTCcontig301 Solyc06g Solyc06g Pollen allergen Ole e 6 (AHRD V               contig301 Solyc06g Pollen allergen Ole e                 SL2.40ch AT1G6695PDR11, AT   PDR11 (P             chr1:249  12.6679 15.6195 4.32195 40.2501 63.9746 29.1541
GT Sense Sense 0.164 Comprom -0.164 Comprom 0.000 2.485 Detected 1.238 Detected 1.861 0.102 GT Sens contig301 contig301 U-box dom               CACTTCAcontig301 Solyc12g Solyc12g U-box dom               GO:00001 GO:00001     contig301 Solyc12g U-box dom                GO:00048 SL2.40ch AT5G42340.1  binding /    chr5:169  6.01642 3.74399 2.30298 7.82614 28.0722 11.4209
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 1.214 Detected 0.988 Detected 1.101 0.011 GT Sens contig302 contig302 Unknown   TCAAAGCcontig302 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig302 Solyc02g Unknown Protein (A  SL2.40ch AT4G22760.1  pentatric      chr4:119  361.487 272.246 724.846 726.96 769.26 634.945
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 1.210 Detected 1.081 Detected 1.145 0.025 GT Sens contig302 contig302 Subtilisin                               AAGGTCAcontig302 Solyc03g Solyc03g Subtilisin                               GO:00042 GO:00042   contig302 Solyc03g Subtilisin                                GO:00042 SL2.40ch AT5G5175ATSBT1.3    ATSBT1.             chr5:210  333.201 204.697 592.477 428.63 638.49 563.594
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 1.248 Detected 1.118 Detected 1.183 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  21.0541 13.8793 41.847 50.7718 42.9131 37.8517
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 1.395 Detected 0.842 Detected 1.119 0.062 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  16.7742 11.5488 24.206 24.9121 38.689 25.4568
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 2.826 Detected 2.261 Detected 2.544 0.013 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  26.1116 18.5019 39.3083 24.2792 164.71 107.531
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 0.870 Detected 1.392 Detected 1.131 0.050 GT Sens contig305 contig305 At5g2428       AGATTGAcontig305 Solyc03g Solyc03g At5g24280-like protein (Fragme     contig305 Solyc03g At5g24280-like prote      SL2.40ch AT2G16485.1  DNA bind              chr2:713  91.8423 67.8158 137.8 170.08 152.475 211.266
GT Sense Sense -0.328 Detected 0.328 Detected 0.000 2.214 Detected 0.914 Detected 1.564 0.165 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  27.0646 33.3416 14.3105 48.5571 147.316 57.754
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 1.597 Detected 1.524 Detected 1.560 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  821.524 543.91 1316.48 1893.48 2136.86 1961.07
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 1.056 Detected 1.358 Detected 1.207 0.053 GT Sens contig305 contig305 class IV h                 CTTCCAAcontig305 Solyc01g Solyc01g class IV heat shock protein (AH               contig305 Solyc01g class IV heat shock                SL2.40ch AT4G1025ATHSP22   ATHSP22   chr4:637  29.6872 16.4862 15.1619 33.5076 48.6251 57.8627
GT Sense Sense -1.031 Detected 1.031 Detected 0.000 1.592 Detected 1.319 Detected 1.455 0.297 GT Sens contig306 contig306 Unknown   TTTTTTG contig306 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig306 Solyc03g Unknown Protein (A  SL2.40ch AT2G20880.1  AP2 dom      chr2:898  634.387 2070.22 2673.67 2927.09 3650.34 2917.9
GT Sense Sense -0.341 Comprom 0.341 Comprom 0.000 1.227 Detected 1.808 Detected 1.518 0.077 GT Sens contig306 contig306 Pentatrico               AGGGGA contig306 Solyc10g Solyc10g Pentatricopeptide repeat-conta               contig306 Solyc10g Pentatricopeptide re               SL2.40ch AT5G22400.1  rac GTPa      chr5:742  3.66923 4.60255 13.7401 10.3428 10.1684 14.6869
GT Sense Sense -0.083 Comprom 0.083 Comprom 0.000 2.290 Detected 1.576 Detected 1.933 0.034 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  6.7348 5.90929 28.1004 24.8406 32.6102 19.1857
GT Sense Sense -0.117 Detected 0.117 Comprom 0.000 0.969 Detected 1.456 Detected 1.213 0.046 GT Sens contig307 contig307 Nucleopo       TTCAATGcontig307 Solyc11g Solyc11g Nucleoporin NUP188 homolog    contig307 Solyc11g Nucleoporin NUP188     SL2.40ch AT4G38760.1  unknown   chr4:180  9.79275 9.00316 13.0291 9.96353 19.4308 26.2884
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 1.643 Detected 1.162 Detected 1.403 0.034 GT Sens contig308 contig308 RNA polym                   TGGGAG contig308 Solyc06g Solyc06g RNA polym                   GO:00055 GO:00055     contig308 Solyc06g RNA polym                    GO:00055 SL2.40ch AT1G6486SIGA, SIG      SIGA (SIG               chr1:240  191.647 174.373 362.486 470.254 603.522 417.336
GT Sense Sense 0.549 Detected -0.549 Comprom 0.000 3.369 Detected 3.212 Detected 3.290 0.027 GT Sens contig309 contig309 Unknown   TTCAACAcontig309 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig309 Solyc12g Unknown Protein (A  SL2.40ch AT5G08695.1  nucleic a       chr5:282  14.9909 5.47158 33.8874 43.332 98.8813 85.625
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 1.413 Detected 0.849 Detected 1.131 0.059 GT Sens contig310 contig310 CONSTAN                GAATTAGcontig310 Solyc07g Solyc07g CONSTAN                GO:00305 GO:00305   contig310 Solyc07g CONSTAN                 GO:00305 SL2.40ch AT5G5718CIA2  CIA2 (CH        chr5:231  879.482 750.653 1467.73 1978.94 2286.35 1493.42
GT Sense Sense -0.482 Detected 0.482 Detected 0.000 1.256 Detected 1.399 Detected 1.327 0.112 GT Sens contig310 contig310 DsRNA-bi               ATGGGG contig310 Solyc02g Solyc02g DsRNA-bi               GO:00056 GO:00056 contig310 Solyc02g DsRNA-bi                GO:00056 SL2.40ch AT1G31670.1  copper a     chr1:113  270.596 412.563 755.401 665.763 843.136 898.949
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 2.125 Detected 1.943 Detected 2.034 0.004 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  21.299 14.5232 26.7442 24.2263 81.1064 68.9952
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 1.791 Detected 0.876 Detected 1.333 0.117 GT Sens contig311 contig311 Xylogluca               TCTTATC contig311 Solyc02g Solyc02g Xylogluca               GO:00059 GO:00059        contig311 Solyc02g Xylogluca                GO:00167 SL2.40ch AT5G65730.1  xylogluca             chr5:262  302.68 315.284 932.718 907.258 1129.54 578.488
GT Sense Sense 0.376 Detected -0.376 Detected 0.000 1.309 Detected 1.245 Detected 1.277 0.078 GT Sens contig311 contig311 CONSTAN              CTTCTTT contig311 Solyc07g Solyc07g CONSTAN              GO:00037 GO:00037      contig311 Solyc07g CONSTAN               GO:00037 SL2.40ch AT5G5766ATCOL5,   zinc finge       chr5:233  177.984 82.5525 226.029 318.802 317.322 293.147
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 1.192 Detected 1.156 Detected 1.174 0.007 GT Sens contig311 contig311 Protochlo                 AGCAATCcontig311 Solyc07g Solyc07g Protochlo                 GO:00469 GO:00469    contig311 Solyc07g Protochlo                  GO:00469 SL2.40ch AT5G5419PORA  PORA; ox     chr5:219  160.985 110.316 279.442 194.174 321.857 302.939
GT Sense Sense -1.302 Comprom 1.302 Detected 0.000 2.790 Detected 1.520 Detected 2.155 0.275 GT Sens contig312 contig312 Laccase-2              AAATGTGcontig312 Solyc01g Solyc01g Laccase-2              GO:00551 GO:00551  contig312 Solyc01g Laccase-2               GO:00551 SL2.40ch AT3G1339sks11  sks11 (SK          chr3:435  3.74761 17.7989 2.38263 22.8168 59.716 23.895
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 1.740 Detected 1.359 Detected 1.549 0.047 GT Sens contig312 contig312 Hydrolase                 AACTTTGcontig312 Solyc12g Solyc12g Hydrolase alpha/beta fold fami                contig312 Solyc12g Hydrolase alpha/bet                  SL2.40ch AT5G19850.1  hydrolas       chr5:670  147.658 172.893 338.674 435.528 564.085 418.122
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 1.419 Detected 0.946 Detected 1.183 0.043 GT Sens contig313 contig313 Unannota TGTTTTCTTTAGTTGAGAGTTATTCGTGGAATGATAAATGATTAAGAGG contig313 Solyc03g082340.1.1 AT2G2835ARF10  ARF10 (A           chr2:121  30.9086 21.3823 124.807 84.31 72.6625 50.5352
GT Sense Sense 0.963 Detected -0.963 Comprom 0.000 1.352 Detected 1.083 Detected 1.217 0.337 GT Sens contig313 contig313 Unannota CAGCAAGCAAACAACTTTGAGTATCAAAAGAAAATGCCTTTTTGGACAC contig313 Solyc08g022010.1.1 AT5G4480CHR4  CHR4 (CH                         chr5:180  11.2207 2.30798 11.1185 18.1092 13.7249 10.9986
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 0.901 Detected 1.228 Detected 1.064 0.035 GT Sens contig314 contig314 Unannota TTCAGAGGGAGTTGAGTACCCCACCAGTTTGGTGACGATGAAAACATGTcontig314 Solyc10g RNA Bind                 GO:00055 SL2.40ch AT5G42825.1 15.963 14.8413 31.8564 20.3392 30.3704 36.7856
GT Sense Sense -0.033 Comprom 0.033 Comprom 0.000 2.570 Detected 2.385 Detected 2.478 0.002 GT Sens contig314 contig314 Unannota TTGTACACAAAACAATTCCTCGCACACCTGATTTCTCTGTCTTATGTTCCcontig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  2.57527 2.10709 14.6722 12.3134 14.621 12.419
GT Sense Sense 0.190 Comprom -0.190 Comprom 0.000 1.602 Detected 1.563 Detected 1.582 0.014 GT Sens contig314 contig314 Unannota TCCCCAAAGCCCTATCTGGGCCATCTCACCACAACGTTCTAGGAAAGTT contig314 Solyc07g Unknown Protein (A  SL2.40ch AT2G45870.1  unknown   chr2:188  5.72405 3.44054 12.8856 12.1861 14.237 13.3765
GT Sense Sense 1.749 Detected -1.749 Comprom 0.000 1.921 Detected 1.701 Detected 1.811 0.410 GT Sens contig314 contig314 Unannota CTTGCACCAAAAACCCTAAAGAAAAAGGAACAAAAATGGTTTAGGTAGT contig314 Solyc06g Transmem                   GO:00055 SL2.40ch AT3G1535UBC25, P   UBC25 (U         chr3:518  36.1364 2.50032 13.0674 15.076 38.0351 31.5408
GT Sense Sense -0.365 Comprom 0.365 Detected 0.000 1.986 Detected 1.133 Detected 1.560 0.109 GT Sens contig315 contig315 Unannota GTGATTTATGGAAGCCAGACTTGATGAATCCTTGTAGACAGGCTTTGACcontig315 Solyc09g GTPase o               GO:00055 SL2.40ch AT5G46510.1 8.84144 11.4644 19.8759 17.811 42.15 22.5325
GT Sense Sense 0.445 Detected -0.445 Comprom 0.000 0.994 Detected 1.006 Detected 1.000 0.154 GT Sens contig316 contig316 Unannota ATCTTCAAATAGTTATCTGGTAGAGTTAGACTATCTATAGGGCGTGACC contig316 Solyc10g NADH-qui                   GO:00551 SL2.40ch ATCG011 NDHH  Encodes                      chrC:122  11.8865 5.01064 14.3825 19.4881 16.2424 15.8192
GT Sense Sense -0.729 Comprom 0.729 Comprom 0.000 2.657 Detected 2.842 Detected 2.750 0.065 GT Sens contig317 contig317 Unannota GGGAGTCGTTTGACAGGTTTAATTGAATAATGCAAAATGAGACAACAGA contig317 Solyc04g WD-40 repeat family               SL2.40ch AT1G36070.1 2.5325 5.43802 2.68582 2.53391 24.7377 27.1541
GT Sense Sense -0.381 Comprom 0.381 Comprom 0.000 1.099 Detected 1.154 Detected 1.127 0.098 GT Sens contig318 contig318 Unannota TTGATTCTACTAAAAACCATCTCTCATCTCAGCCTTACAGCTCGACACAGcontig318 Solyc05g Rhamnog               GO:00168 SL2.40ch AT1G35467.1 4.3277 5.73846 6.10402 9.27122 11.2838 11.3148
GT Sense Sense 0.570 Detected -0.570 Comprom 0.000 1.519 Detected 1.648 Detected 1.584 0.110 GT Sens contig318 contig318 Unannota TTGAACAGGAAAAATCTTCTTACCACCAAGATTTTACTCTTGTGGGCCT contig318 Solyc11g Interactor of constit        SL2.40ch AT5G60430.2  antiporte     chr5:243  14.1158 5.00762 10.4249 10.0357 25.4694 26.8826
GT Sense Sense 0.327 Comprom -0.327 Comprom 0.000 1.623 Detected 1.405 Detected 1.514 0.048 GT Sens contig318 contig318 Unannota TTATACCCTTGCAGATGAAATGGAAGGGAGAAACTATGAAAGAGCAGCAcontig318 Solyc02g Photosys                    GO:00515 SL2.40ch ATCG010 PSAC  Encodes        chrC:117  5.66112 2.81201 14.6327 10.8812 12.9853 10.7799
GT Sense Sense 0.183 Comprom -0.183 Comprom 0.000 0.881 Detected 1.280 Detected 1.081 0.057 GT Sens contig318 contig318 Unannota AATATCAGTTAAGGTGTATAATTTCTATAATAGATCAACCCGTCAACCTCcontig318 Solyc12g Exostosin              GO:00160 SL2.40ch AT5G42140.1  zinc finge             chr5:168  6.94026 4.20673 11.1805 6.02495 10.519 13.3873
GT Sense Sense 0.319 Comprom -0.319 Comprom 0.000 3.758 Detected 1.973 Detected 2.865 0.094 GT Sens contig318 contig318 Unannota GGAGAAAAGGGAAGAAAACCCATTACCGTTCCAAGTAAATATTTCTTAA contig318 Solyc02g DCN1-like protein 1               SL2.40ch AT5G16680.1  PHD finge     chr5:546  4.27588 2.14725 5.84558 3.00959 43.3302 12.1338
GT Sense Sense 0.418 Comprom -0.418 Comprom 0.000 1.975 Detected 1.229 Detected 1.602 0.104 GT Sens contig319 contig319 Unannota TGCCAATGTGAAGACAAGATTTTAGTTCAATGTTGCTTGTTCACCTTTT contig319 Solyc05g ABC trans                   GO:00171 SL2.40ch AT2G01320.1  ABC tran     chr2:154  8.06331 3.53096 12.3726 16.2047 22.1707 12.761
GT Sense Sense 0.101 Detected -0.101 Comprom 0.000 1.065 Detected 1.133 Detected 1.099 0.009 GT Sens contig320 contig320 Unannota CTTTCCCATGCTCATTTGTGTTAGCAGACTGAATAGTTACCTATCCTGT contig320 Solyc03g Sec-indep                     GO:00150 SL2.40ch AT4G11540.1 14.1743 9.63834 18.0751 24.2741 25.8406 26.1481
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 1.084 Detected 1.144 Detected 1.114 0.008 GT Sens contig320 contig320 Glucose/s                TATTCAC contig320 Solyc05g Solyc05g Glucose/sorbosone dehydrog                contig320 Solyc05g Glucose/sorbosone                SL2.40ch AT1G74790.1  catalytic  chr1:280  28.6802 25.6897 30.2986 30.3939 60.7984 61.2015
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 1.233 Detected 1.315 Detected 1.274 0.004 GT Sens contig320 contig320 Unannota TAGTTAGGATAATGACTAGACATGTACACCAACTGGGGATTCGCAAGAT contig320 Solyc11g Aluminum-activated                  SL2.40ch AT3G4264AHA8  AHA8 (Ar      chr3:147  22.3079 15.8457 26.7741 21.5433 46.7019 47.7285
GT Sense Sense 1.143 Detected -1.143 Comprom 0.000 1.882 Detected 1.649 Detected 1.766 0.264 GT Sens contig322 contig322 Unannota ATTTTTATCACTCTTGGAGCTTGAACAGTGGCTACTAGCATTACTCTCC contig322 Solyc03g Xylogluca                GO:00167 SL2.40ch AT5G65570.1  pentatric      chr5:262  15.9643 2.5572 20.7864 15.9375 24.8949 20.4526
GT Sense Sense 0.305 Detected -0.305 Comprom 0.000 1.373 Detected 1.371 Detected 1.372 0.046 GT Sens contig322 contig322 Unannota GTCTATTAATCTCAACTTCACCTAGTACATACGGCCTGGCAGCTTAACT contig322 Solyc03g Xylogluca                GO:00167 SL2.40ch AT5G65570.1  pentatric      chr5:262  17.0304 8.71849 31.2066 31.2503 33.3606 32.155
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 1.069 Detected 1.019 Detected 1.044 0.034 GT Sens contig322 contig322 Unannota GAAATTTAATGTGGGCCCCAACATCTGTAAGCCATGAATTGGTATAGGCcontig322 Solyc08g Kinase pf                GO:00055 SL2.40ch AT4G27570.1 18.0448 18.4937 33.1125 26.1104 40.5028 37.764
GT Sense Sense -0.786 Comprom 0.786 Comprom 0.000 1.441 Detected 1.336 Detected 1.388 0.220 GT Sens contig322 contig322 Unannota CCTGAATTTTGCTACCAATATGCTTCTTCTGCAGTTAATGATTTGTAGC contig322 Solyc11g Glycosyltransferase                  SL2.40ch AT2G0315emb1579  emb1579          chr2:952  3.63883 8.45126 33.4012 30.0273 15.9116 14.2845
GT Sense Sense -0.243 Comprom 0.243 Comprom 0.000 1.034 Detected 1.424 Detected 1.229 0.059 GT Sens contig322 contig322 Unannota GCGTCCTTGAGTTATACAACTATTCAGTGCTCGTTTGGTTGGGAATAAGcontig322 Solyc11g WD-40 repeat protei                 SL2.40ch AT2G24420.2  DNA repa    chr2:103  10.253 11.2309 17.3192 17.7968 23.2309 29.3846
GT Sense Sense -0.809 Comprom 0.809 Comprom 0.000 3.646 Detected 2.503 Detected 3.074 0.090 GT Sens contig322 contig322 Hydroxyc               GGTTAATcontig322 Solyc02g Solyc02g Hydroxyc               GO:00167 GO:00167          contig322 Solyc02g Hydroxyc                GO:00167 SL2.40ch AT1G6709RBCS1A  RBCS1A              chr1:250  1.99514 4.78974 11.5956 31.6794 40.8911 17.8832
GT Sense Sense -0.697 Comprom 0.697 Detected 0.000 1.043 Detected 1.316 Detected 1.179 0.239 GT Sens contig322 contig322 Unannota ATTACCAGAACCAACAAGAAAAAGCATCCAATACAGCTAGGGGAGCACG contig322 Solyc07g Glycogen                GO:00167 SL2.40ch AT2G34380.1  FUNCTIO                                                                 chr2:145  5.6742 11.653 14.969 13.993 17.7031 20.6569
GT Sense Sense -0.067 Comprom 0.067 Comprom 0.000 1.820 Detected 1.914 Detected 1.867 0.002 GT Sens contig322 contig322 Unannota GAAAAGGAATTATGAGAAATGTTGGGCCTCCAGAATAAGACCAATTGCA contig322 Solyc07g Glycogen                GO:00167 SL2.40ch AT2G34380.1  FUNCTIO                                                                 chr2:145  5.25067 4.50595 15.9902 11.9494 18.1484 18.6993
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 1.238 Detected 0.903 Detected 1.070 0.029 GT Sens contig323 contig323 Unannota GAGATTCGGCAATTAATAAGCAAGGATTTTATTAATTGGACTCAGGACC contig323 Solyc09g WD-repeat protein-li               SL2.40ch AT5G11170.1  ATP bind          chr5:355  26.0942 22.9374 47.2008 55.5707 60.9757 46.6648
GT Sense Sense 1.549 Detected -1.549 Comprom 0.000 1.608 Detected 1.293 Detected 1.450 0.450 GT Sens contig323 contig323 Unannota TATAGTGTATGATGACGGAGGAGGTAGTCAAGCTGAGCAGAAAGTGAA contig323 Solyc12g Multidrug                  GO:00171 SL2.40ch AT2G13600.1  pentatric      chr2:567  28.442 2.59699 22.9174 25.2386 27.6815 21.4889
GT Sense Sense -0.482 Comprom 0.482 Comprom 0.000 1.687 Detected 0.939 Detected 1.313 0.164 GT Sens contig323 contig323 Unannota GTGCACATCCAAAATTAAGAGTCATAGTTACCAACTGACGAGTTAAGGG contig323 Solyc03g Phosphog                   GO:00081 SL2.40ch AT3G26840.1 5.28862 8.06067 15.8156 16.4797 22.215 12.7739
GT Sense Sense -0.025 Detected 0.025 Comprom 0.000 2.151 Detected 1.545 Detected 1.848 0.026 GT Sens contig323 contig323 Unannota GAGTGTAAAAGAAAACAGACTATCTACCTTCTTGGTACAGAGCTAAGGT contig323 Solyc03g Phosphog                   GO:00081 SL2.40ch AT3G26840.1 11.0959 8.98059 34.2258 27.6078 46.8424 29.7139
GT Sense Sense 0.072 Detected -0.072 Comprom 0.000 0.937 Detected 1.075 Detected 1.006 0.010 GT Sens contig323 contig323 Unannota CTAGCTATTGGAAAAATGCATCGCAGTACTATAGTGTGTTATACGAAAG contig323 Solyc04g Unknown Protein (A  SL2.40ch AT5G38130.1  transfera     chr5:152  12.4511 8.80983 19.872 22.625 21.1881 22.5132
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 1.117 Detected 0.977 Detected 1.047 0.006 GT Sens contig324 contig324 Phosphat                ACAAAAGcontig324 Solyc01g Solyc01g Phosphat                GO:00038 GO:00038  contig324 Solyc01g Phosphat                 GO:00038 SL2.40ch AT5G65240.1  kinase  chr5:260  214.341 159.238 378.297 360.467 423.606 371.05
GT Sense Sense -0.072 Detected 0.072 Comprom 0.000 1.405 Detected 1.391 Detected 1.398 0.003 GT Sens contig324 contig324 Unannota GAACACAATCTTGTCACTTGACATAGGTCAGAAAGATTGGATCTTTCAA contig324 Solyc02g Mercapto               GO:00047 SL2.40ch AT4G35560.1  FUNCTIO                                                                                            chr4:168  11.7186 10.1221 9.78886 24.9272 30.4861 29.1469
GT Sense Sense 0.849 Detected -0.849 Comprom 0.000 2.229 Detected 1.991 Detected 2.110 0.133 GT Sens contig324 contig324 Unannota AAATGTATGTATTCTTATCAGAATACTTCTAGCTTGGCTATAGAAATGGAcontig324 Solyc02g Mercapto               GO:00047 SL2.40ch AT4G35560.1  FUNCTIO                                                                                            chr4:168  10.4922 2.52738 21.5881 17.378 25.5073 20.8873
GT Sense Sense -0.523 Comprom 0.523 Comprom 0.000 0.886 Detected 1.215 Detected 1.051 0.195 GT Sens contig325 contig325 Unannota GGTAAAAATGCTTCCTCGTAAAAGCAATATCATTCTGAATACTCAAACTCcontig325 Solyc10g Fasciclin-like arabin                SL2.40ch AT3G1170FLA18  FLA18 (F       chr3:369  4.47254 7.2152 11.4089 2.78611 11.0982 13.4525
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 0.956 Detected 1.475 Detected 1.216 0.059 GT Sens contig325 contig325 Unannota GAAATTTGATACTCTCTATAGTATAGGAGTACTGTTTTGATGTAGAACA contig325 Solyc12g Germacre                 GO:00168 SL2.40ch AT5G16300.3  FUNCTIO                                                                chr5:533  25.911 25.5729 68.1293 34.9325 52.7796 73.0181
GT Sense Sense 0.717 Comprom -0.717 Comprom 0.000 2.580 Detected 1.917 Detected 2.248 0.104 GT Sens contig325 contig325 Unannota ATGCTTAAAAGGGTTGTTTTTCTTCAAGTTCTTGAAATAGTTTGTTAAAAcontig325 Solyc10g Centrin 2              GO:00316 SL2.40ch AT4G10200.1 7.50777 2.17243 7.77347 11.1099 25.5153 15.5564
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.317 Detected 0.928 Detected 1.123 0.029 GT Sens contig326 contig326 Unannota GTAACGTTCTGTCATGGAACGCACATCACTGAATAGCTTCTTGTTGATC contig326 Solyc07g LanC-like                GO:00104 SL2.40ch AT3G49601.1  FUNCTIO                                                                  chr3:183  33.0937 25.3515 37.6101 31.7152 76.2934 56.2171



GT Sense Sense -0.702 Comprom 0.702 Detected 0.000 0.918 Detected 1.485 Detected 1.202 0.253 GT Sens contig327 contig327 Unannota CCCTTTGAATTCACCATTTGTATGATTGGGAAGTAAATAGCAGTTCACC contig327 Solyc08g Signal pe                  GO:00082 SL2.40ch AT3G53380.1  lectin pro      chr3:197  5.91244 12.2262 15.5653 10.7916 16.9808 24.2831
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 1.502 Detected 1.362 Detected 1.432 0.003 GT Sens contig327 contig327 Unannota TCCGATGTGAAGCATATACTCTTTGTCAAGGAGCCATTACTATGTGAAG contig327 Solyc10g Receptor-                GO:00046 SL2.40ch AT5G35400.1  tRNA pse      chr5:135  40.0845 30.3434 72.5296 79.9652 104.378 91.4748
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 1.410 Detected 1.050 Detected 1.230 0.024 GT Sens contig327 contig327 Unannota GGCCGAGGATACCATGGTTACCATTTTAGATCACAACTAAATGGATTAG contig327 Solyc10g Receptor-                GO:00046 SL2.40ch AT5G35400.1  tRNA pse      chr5:135  63.9925 45.5294 104.812 113.922 151.579 114.075
GT Sense Sense -0.732 Comprom 0.732 Comprom 0.000 0.972 Detected 1.289 Detected 1.130 0.270 GT Sens contig327 contig327 Unannota GGGAATCTTGCTTATGTTATACAGTTCCAATAGGGCAGGATTAGTCTGAcontig327 Solyc02g Unknown Protein (A  SL2.40ch AT2G11626.1 3.19198 6.88545 14.957 4.7982 9.71784 11.6882
GT Sense Sense 0.237 Comprom -0.237 Comprom 0.000 1.315 Detected 0.862 Detected 1.089 0.080 GT Sens contig327 contig327 Unannota AAACCTCATGACACAAAAGAAGGGTCAAACTAGAGCAAACTCGACATTC contig327 Solyc12g Ethylene-                     GO:00036 SL2.40ch AT4G04950.1  thioredox     chr4:251  9.0785 5.10886 12.1037 16.306 17.909 12.6295
GT Sense Sense 0.254 Comprom -0.254 Comprom 0.000 1.262 Detected 1.164 Detected 1.213 0.043 GT Sens contig327 contig327 Unannota AGGAGAATAAAAAAGAAGAGGAAGGTGGAGAGAGAGTTACGCCTTCGC contig327 Solyc08g029040.1.1 AT4G12050.1  DNA-bind    chr4:722  6.22527 3.41949 15.6166 10.7971 11.6914 10.5466
GT Sense Sense 0.196 Comprom -0.196 Comprom 0.000 2.204 Detected 1.619 Detected 1.911 0.032 GT Sens contig328 contig328 Unannota CTGTATTCAAATTCCATTCCCCATGATTTATCCCCAAACAATTTACAATT contig328 Solyc06g Myosin X                GO:00600 SL2.40ch AT1G23360.2 4.86936 2.89858 6.34189 10.2318 18.2926 11.7747
GT Sense Sense -0.542 Detected 0.542 Detected 0.000 1.078 Detected 1.146 Detected 1.112 0.177 GT Sens contig328 contig328 Unannota GAAGAAGCTAGCATGGTGGAAAGCCCAATACTTATCACTTGAGGGAAACcontig328 Solyc03g Kunitz try                GO:00048 SL2.40ch AT5G05570.1  transduc          chr5:165  14.5135 24.0532 35.922 67.6461 41.6733 42.1903
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 1.577 Detected 1.140 Detected 1.358 0.027 GT Sens contig328 contig328 Unannota TCAGGACCTCTTACATCTCATTGCGTGTAGGACTATGTTGTTCCACACT contig328 Solyc01g Nucleic ac                   GO:00036 SL2.40ch AT4G03200.2  catalytic  chr4:140  15.2875 10.9419 31.1796 29.459 40.7825 29.0738
GT Sense Sense 0.804 Detected -0.804 Comprom 0.000 1.348 Detected 1.195 Detected 1.271 0.256 GT Sens contig329 contig329 Unannota CTGAGGAAATTTCAAATATTTGTGACATGAATATCTCTCGTGGTCGATC contig329 Solyc02g Pyrroline                GO:00428 SL2.40ch AT1G3050NF-YA7  NF-YA7 (N            chr1:108  16.6224 4.26219 18.4319 18.9701 22.637 19.6599
GT Sense Sense -0.412 Detected 0.412 Detected 0.000 1.349 Detected 1.452 Detected 1.401 0.078 GT Sens contig329 contig329 Unannota CAAGCCACTTTGAGCTGATTGAACAAAACCAATTGCTACACAAGATTGA contig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  23.4411 32.4517 65.6673 55.7972 74.2662 76.9867
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 1.293 Detected 1.558 Detected 1.426 0.038 GT Sens contig329 contig329 Unannota GGGAGCTACACTTGAAGAAAGTGAAAATTGAGAGCAATTGGGAAGATATcontig329 Solyc09g Unknown Protein (A  SL2.40ch AT5G5759BIO1  BIO1 (bio       chr5:233  24.8789 27.7189 79.0955 56.0034 68.027 78.9232
GT Sense Sense 0.769 Detected -0.769 Detected 0.000 1.341 Detected 0.914 Detected 1.128 0.293 GT Sens contig331 contig331 Unannota CCATATCACATTAGATCCGTGACAGAAAAACCCTAAAGCTTACAAGAAG contig331 Solyc12g019900.1.1 AT5G16550.1  unknown   chr5:540  44.4067 11.9457 14.8196 14.1769 61.6648 44.2958
GT Sense Sense -0.073 Comprom 0.073 Comprom 0.000 1.213 Detected 1.065 Detected 1.139 0.008 GT Sens contig331 contig331 Unannota TCAGAGAGGCCCAGTGGCAATTTCTTCAAGGGACCATAGTTCATGGCTGcontig331 Solyc01g Acyl-CoA                GO:00066 SL2.40ch AT4G00520.3  acyl-CoA     chr4:227  5.77066 4.99422 4.3368 14.2048 13.1542 11.4638
GT Sense Sense 0.735 Detected -0.735 Comprom 0.000 0.953 Detected 2.900 Detected 1.926 0.255 GT Sens contig332 contig332 Unannota AATAGATTCATCTACATATACAAAAATCTTCAATAAACCCTTAATTTTGA contig332 Solyc01g Subtilisin                 GO:00065 SL2.40ch AT4G04320.2  malonyl-C      chr4:211  14.4891 4.08608 18.0744 12.6613 15.7411 58.5936
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 1.471 Detected 0.987 Detected 1.229 0.064 GT Sens contig332 contig332 Peptide tr                 TTAGCAGcontig332 Solyc03g Solyc03g Peptide tr                 GO:00160 GO:00160   contig332 Solyc03g Peptide tr                  GO:00429 SL2.40ch AT3G47960.1  proton-de        chr3:176  4792.2 2764.93 8854.04 9327.51 10663.1 7360.11
GT Sense Sense -0.110 Comprom 0.110 Comprom 0.000 0.975 Detected 1.027 Detected 1.001 0.012 GT Sens contig332 contig332 Endonucl     AAGGAAAcontig332 Solyc11g Solyc11g Endonuclease/exonuclease/ph     contig332 Solyc11g Endonuclease/exon     SL2.40ch AT1G02020.2  nitroredu     chr1:353  5.66095 5.15192 13.6648 6.24296 11.217 11.2306
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.230 Detected 0.859 Detected 1.044 0.036 GT Sens contig332 contig332 Unannota CTTGAAACACTATTTTTGGCTTTGGATTTTCAGACATCTCTAAGAGATTCcontig332 Solyc06g Unknown Protein (A  SL2.40ch AT3G02450.1  cell divis      chr3:502  26.0084 18.1306 37.4156 47.2778 53.8321 40.182
GT Sense Sense 0.393 Comprom -0.393 Comprom 0.000 1.797 Detected 1.418 Detected 1.607 0.067 GT Sens contig333 contig333 Unannota CATCTTGTAGACTGACCATTACTAACTTGATATGGTTTTATACCGTAGA contig333 Solyc06g Baculovir                   GO:00082 SL2.40ch AT3G52700.1  unknown   chr3:195  5.40911 2.45042 3.33927 11.379 13.3723 9.92298
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 1.964 Detected 1.810 Detected 1.887 0.030 GT Sens contig333 contig333 Unknown   TTATTGGcontig333 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig333 Solyc01g Unknown Protein (A  SL2.40ch AT2G4665B5 #1, AT    CB5-C (C        chr2:191  2900.8 1447.87 5671.18 5764.31 8451.55 7332.43
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 1.307 Detected 0.908 Detected 1.107 0.041 GT Sens contig333 contig333 Unannota AGTTGCTTTAGTTTGGTCTGAGCATGTGCTAGAGCTATAGCTGATGTGAcontig333 Solyc05g Inositol-3               GO:00428 SL2.40ch AT4G3980MI-1-P SY     MIPS1 (M       chr4:184  188.757 125.246 173.265 317.716 401.955 294.375
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 1.444 Detected 1.007 Detected 1.226 0.032 GT Sens contig333 contig333 Unannota GTAATTTCCTTCATCTGTGGTCCAAGATAAATTAGAAATGATGCCAACA contig333 Solyc05g Inositol-3               GO:00428 SL2.40ch AT4G3980MI-1-P SY     MIPS1 (M       chr4:184  132.943 96.9205 143.174 255.083 326.479 232.726
GT Sense Sense 1.030 Detected -1.030 Comprom 0.000 0.979 Detected 2.941 Detected 1.960 0.302 GT Sens contig333 contig333 Unannota CGACCAAGAGCTACAAGGATACTGTTTACTCTAATATTTGGCATGTTAT contig333 Solyc12g Ribosoma        GO:00055 SL2.40ch AT5G11870.1  FUNCTIO                                                                       chr5:382  11.9158 2.23266 8.78136 11.8523 10.7433 40.4275
GT Sense Sense -0.019 Comprom 0.019 Comprom 0.000 1.831 Detected 1.021 Detected 1.426 0.072 GT Sens contig334 contig334 Unannota CGACTTGCCATCGTTGTTCACTTAACTATGATGTTTTCAGAGTCCACGT contig334 Solyc02g DNA mism                   GO:00055 SL2.40ch AT4G04480.1  LOCATE                                                              chr4:222  6.27117 5.03249 6.46506 6.24851 21.1227 11.6336
GT Sense Sense -0.260 Comprom 0.260 Comprom 0.000 1.054 Detected 1.500 Detected 1.277 0.065 GT Sens contig335 contig335 Unannota TTCCTTGCCCACAAAAAGATACCAACTACGTATATTGCTCTATATAGCAGcontig335 Solyc05g Alpha-sol                  GO:00199 SL2.40ch AT5G1862CHR17  CHR17 (C                             chr5:619  3.81262 4.27109 6.68179 7.57065 8.85326 11.6439
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 1.744 Detected 1.166 Detected 1.455 0.050 GT Sens contig335 contig335 Rhodanes             AAGTATCcontig335 Solyc10g Solyc10g Rhodanes             GO:00055 GO:00055   contig335 Solyc10g Rhodanes              GO:00055 SL2.40ch AT4G01050.1  hydroxyp      chr4:455  169.317 168.409 423.994 437.263 597.891 386.506
GT Sense Sense -0.171 Comprom 0.171 Comprom 0.000 2.471 Detected 2.288 Detected 2.380 0.007 GT Sens contig335 contig335 Unannota TAATTCACCTGAAGGCTCTTATGTTATTACTTTGGCTTATTTACAATATAcontig335 Solyc02g Protein tr                   GO:00055 SL2.40ch AT5G22920.1  zinc finge        chr5:766  2.65106 2.62481 12.8838 9.38871 15.4592 13.147
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.589 Detected 1.482 Detected 1.535 0.002 GT Sens contig335 contig335 Unannota GAAACTGCATACGCTATCCTTGAAGTGCATTGAAGGTAATCTTTAAGTA contig335 Solyc11g Magnesiu                  GO:00160 SL2.40ch AT5G17640.1  unknown   chr5:581  88.4665 65.7493 173.007 227.775 242.452 217.379
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 1.233 Detected 1.139 Detected 1.186 0.040 GT Sens contig335 contig335 Unannota GCCAGGCTGCCCTATACATTAAAATATATCTATCATAACCTAAATTTGATcontig335 Solyc09g Lysine ketoglutarate                    SL2.40ch AT3G18970.1 29.5951 32.335 67.3698 60.8306 76.8526 69.5323
GT Sense Sense -0.712 Comprom 0.712 Comprom 0.000 1.157 Detected 1.195 Detected 1.176 0.240 GT Sens contig336 contig336 Unannota AGTTCCCACACCAGCAGGAACACAAAGAGAAGAGGACACATAGGTAGAGcontig336 Solyc12g Arginine/serine-rich       SL2.40ch AT3G56720.1  unknown   chr3:210  2.92142 6.12525 10.6065 5.23273 9.97117 9.87846
GT Sense Sense -0.144 Comprom 0.144 Comprom 0.000 1.425 Detected 1.072 Detected 1.249 0.032 GT Sens contig337 contig337 Unannota CGTTGTTCACTCTCTTCTGGCCATTTACATGTTTTTAGTTATTAATACAAcontig337 Solyc10g FAD dependent oxid              SL2.40ch AT3G23730.1  xylogluca             chr3:855  6.96519 6.64699 17.1061 18.9244 19.3131 14.5962
GT Sense Sense -0.582 Comprom 0.582 Comprom 0.000 1.467 Detected 1.899 Detected 1.683 0.113 GT Sens contig338 contig338 Unannota CCTTGTACTGATGATGCATAGATTATCCAAATCAACTATGGATAGACTT contig338 Solyc05g Phosphat                GO:00160 SL2.40ch AT3G30200.1 2.71263 4.75398 8.18614 10.455 10.4921 13.6703
GT Sense Sense 0.353 Comprom -0.353 Comprom 0.000 1.796 Detected 1.776 Detected 1.786 0.037 GT Sens contig338 contig338 Unannota CGAGCTGACAAATAGTAAACATCAACATTACACATGTAACTTCTTGGTTGcontig338 Solyc05g Phosphat                GO:00160 SL2.40ch AT3G30200.1 7.40244 3.54875 12.9843 14.7553 18.8061 17.9134
GT Sense Sense 0.446 Detected -0.446 Comprom 0.000 1.748 Detected 1.922 Detected 1.835 0.056 GT Sens contig338 contig338 Unannota TACCAACTGCAATCCTGAGGTGGAGTATGTTCCCAAATATCATCATTTT contig338 Solyc09g Unknown Protein (A  SL2.40ch AT5G37160.1  tRNA-spli      chr5:147  15.2572 6.42377 20.9335 13.4415 35.1482 38.2772
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 1.331 Detected 0.826 Detected 1.079 0.057 GT Sens contig338 contig338 Unannota AAGCTTGCAAATCAAATGCACTGGAGAATCCACAGCATTAGCACTGGTT contig338 Solyc11g Os01g0873900 prote                  SL2.40ch AT5G48945.1 25.365 22.5034 56.46 73.508 63.5179 43.2293
GT Sense Sense -0.268 Detected 0.268 Detected 0.000 1.549 Detected 1.382 Detected 1.466 0.035 GT Sens contig338 contig338 Unannota CTCTCATTGTAACCTTGGGCTAGTTCTGCTATTTATTGCTTATTACTCA contig338 Solyc03g Hydrolase                  GO:00046 SL2.40ch AT4G11900.1  S-locus le       chr4:715  49.5202 56.1342 97.013 137.236 163.092 140.221
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 1.788 Detected 1.270 Detected 1.529 0.039 GT Sens contig338 contig338 Unannota TGTAACGTGTAAATAGTTCTTTACCAATTTTAATCCTTTGGGAATGTCG contig338 Solyc03g Hydrolase                  GO:00046 SL2.40ch AT4G11900.1  S-locus le       chr4:715  16.9508 16.8264 39.3345 48.0756 61.6592 41.5434
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 1.175 Detected 1.003 Detected 1.089 0.010 GT Sens contig339 contig339 Unannota TGAAAATGACTCTCTCCAGTGGCACCACACAAAGGGCATGTATGATACAcontig339 Solyc02g Cyclin delta-3 (AHRD   SL2.40ch AT2G3208PUR ALPH   PUR ALP      chr2:136  17.3938 14.9056 16.5539 22.5186 38.4153 32.9263
GT Sense Sense -0.478 Comprom 0.478 Comprom 0.000 1.666 Detected 1.871 Detected 1.768 0.069 GT Sens contig339 contig339 NBS-codi                ATGGACAcontig339 Solyc04g Solyc04g NBS-codi                GO:00069 GO:00069  contig339 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G45200.1  disease r       chr5:182  2.48794 3.77363 3.76441 4.78808 10.2733 11.4345
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.049 Detected 1.295 Detected 1.172 0.019 GT Sens contig339 contig339 Heat shoc                GGAAATAcontig339 Solyc03g Solyc03g Heat shoc                GO:00055 GO:00055  contig339 Solyc03g Heat shoc                 GO:00055 SL2.40ch AT2G18938.1 48.3338 32.4548 72.5969 66.0177 86.6284 99.1839
GT Sense Sense 1.546 Detected -1.546 Comprom 0.000 1.297 Detected 1.459 Detected 1.378 0.467 GT Sens contig340 contig340 Unannota CATTAATGTTTTCATTCTAGAGCCTGACTCAACCCTAAATCCTCTTCAAGcontig340 Solyc04g Transposase family               SL2.40ch AT5G1513WRKY72,   WRKY72;    chr5:490  50.7761 4.65479 16.4753 20.0247 39.9125 43.1274
GT Sense Sense -0.223 Comprom 0.223 Comprom 0.000 1.324 Detected 3.689 Detected 2.506 0.173 GT Sens contig341 contig341 Unannota GTATCATTGTGTAGAGAACATTATGAGACAATTGAGCTCATAAGTGACA contig341 Solyc03g CYCLOIDEA-like (Fr               SL2.40ch AT2G03500.1  myb fami     chr2:105  3.98414 4.24392 6.11519 5.22184 10.8804 54.1107
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 0.877 Detected 1.574 Detected 1.225 0.076 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  771.018 538.929 668.689 498.959 1251.32 1957.89
GT Sense Sense 0.242 Detected -0.242 Comprom 0.000 0.997 Detected 1.023 Detected 1.010 0.053 GT Sens contig341 contig341 Unannota CTTGCTGTGCATTCTAAATTGCTTAAGCAATCTTTTGCAATTCATGCAC contig341 Solyc09g Aromatic                GO:00040 SL2.40ch AT2G20240.1 17.1614 9.59559 20.4844 17.1576 27.071 26.6094
GT Sense Sense 0.445 Detected -0.445 Comprom 0.000 0.812 Detected 1.712 Detected 1.262 0.184 GT Sens contig341 contig341 Unannota ATCTTTTTAGGGGAAGGATCTGGGACAACGAGCTTAACCACAAAGAGCTcontig341 Solyc01g066790.1.1 AT3G45800.1 14.7108 6.20454 66.0258 35.4883 17.7317 31.94
GT Sense Sense 0.180 Detected -0.180 Comprom 0.000 0.923 Detected 1.381 Detected 1.152 0.058 GT Sens contig342 contig342 Unannota TTTAACAACCTCCGAGTTAGCTGAAAGTAGCTTTTTGAAACCCTTTTAC contig342 Solyc11g044640.1.1 AT1G69280.1  unknown   chr1:260  14.0064 8.53353 22.9104 26.8922 21.9133 29.0562
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 1.212 Detected 0.887 Detected 1.049 0.049 GT Sens contig342 contig342 Unannota TTAAATTTTAAATTTTGACTTCGCTTTGTGTGACTATACAATTACAGAAA contig342 Solyc10g Plant-specific doma                     SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  14.9101 14.964 24.565 44.6385 36.5613 28.1911
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 1.292 Detected 0.848 Detected 1.070 0.086 GT Sens contig342 contig342 Unannota CCATTGTTGAAAGAGAGGGTGGAATTTGTAAGTCAAGAAACAGGTTACT contig342 Solyc10g Plant-specific doma                     SL2.40ch AT5G0365SBE2.2  SBE2.2 (s         chr5:931  153.252 169.869 283.281 427.324 417.485 296.353
GT Sense Sense 0.000 Comprom 0.000 Comprom 0.000 3.522 Detected 2.466 Detected 2.994 0.030 GT Sens contig343 contig343 Unannota GCTCTTGATAGGTTGAATGGTTCAAACCCATATTAGCAGACCTAAATTC contig343 Solyc07g Polyprotein (AHRD V   SL2.40ch AT1G80130.1  binding  chr1:301  3.087 2.414 2.28443 2.04564 33.1359 15.3922
GT Sense Sense 0.175 Comprom -0.175 Comprom 0.000 3.313 Detected 2.575 Detected 2.944 0.019 GT Sens contig343 contig343 Unannota GTGGGTTCGGCCCAATCCAGTAGCTAGCTTTAATCCAATATATTTGTAT contig343 Solyc07g Polyprotein (AHRD V   SL2.40ch AT1G80130.1  binding  chr1:301  5.93124 3.63748 3.22994 6.35221 48.7727 28.2412
GT Sense Sense 0.245 Detected -0.245 Detected 0.000 1.029 Detected 1.094 Detected 1.061 0.050 GT Sens contig343 contig343 MutL DNA                 ACTTGAT contig343 Solyc09g Solyc09g MutL DNA                 GO:00062 GO:00062  contig343 Solyc09g MutL DNA                  GO:00062 SL2.40ch AT4G0246PMS1  PMS1 (PO           chr4:107  123.868 68.9277 133.748 145.998 199.222 201.192
GT Sense Sense 0.982 Detected -0.982 Comprom 0.000 1.175 Detected 1.126 Detected 1.150 0.362 GT Sens contig343 contig343 Unannota TTTTACCACGTACCTTATTTGTGTGTATTGCATTTAAAAGCACAACTTTTcontig343 Solyc04g RNA-bind                  GO:00082 SL2.40ch AT5G20470.1  myosin, p   chr5:691  15.1352 3.03265 13.5257 11.7106 16.1697 15.0822
GT Sense Sense 0.028 Comprom -0.028 Comprom 0.000 2.305 Detected 1.465 Detected 1.885 0.046 GT Sens contig344 contig344 Unannota CCAGCCAAAACAGCGTTTACTTTTTGAGTTAGAAAATGCAGTAATGACG contig344 Solyc03g PAR-1c protein (AHR            SL2.40ch AT5G61140.1  DEAD bo      chr5:245  4.51129 3.39226 13.9831 11.2497 20.4334 11.0198
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 1.121 Detected 1.517 Detected 1.319 0.035 GT Sens contig345 contig345 Unannota GGACTTTGTTTAGTTCCCATTTCATGTACCCCTCAAATATATCATGAGA contig345 Solyc06g BHLH tran                GO:00305 SL2.40ch AT1G31050.1 101.292 63.7956 95.692 116.499 184.753 234.673
GT Sense Sense 0.305 Comprom -0.305 Comprom 0.000 1.927 Detected 1.807 Detected 1.867 0.027 GT Sens contig345 contig345 Unannota GTGGTATGCATGAAGTAGTCGTCTTGTTACTGGCAGGTGAGTTCATAG contig345 Solyc11g Unknown Protein (A  SL2.40ch AT5G1328AK-LYS1,    AK-LYS1       chr5:424  5.29299 2.71141 2.9049 10.9298 15.2222 13.5281
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.399 Detected 1.054 Detected 1.226 0.022 GT Sens contig345 contig345 Unannota CATCTATGAGGTTGCGTTGGACTGGTTTTCCTGAGCTAAGGACTCAGAAcontig345 Solyc01g Nitroredu             GO:00166 SL2.40ch AT5G15560.1  unknown   chr5:506  26.95 19.2238 36.0939 34.8804 63.4276 48.2268
GT Sense Sense 0.286 Detected -0.286 Comprom 0.000 0.988 Detected 1.059 Detected 1.024 0.071 GT Sens contig345 contig345 Unannota CGGCTTCAGTACCATCTCTGTCACATGTTATTCATTTACCTATCTTGTC contig345 Solyc12g Jasmonat                GO:00055 SL2.40ch AT4G14820.1  pentatric      chr4:850  15.3619 8.07918 16.8955 11.0393 23.3589 23.681
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 1.564 Detected 1.069 Detected 1.317 0.043 GT Sens contig345 contig345 Uncharac                 CAAAAAA contig345 Solyc09g Solyc09g Uncharac                 GO:00064 GO:00064  contig345 Solyc09g Uncharac                  GO:00064 SL2.40ch AT3G24190.1  ABC1 fam    chr3:874  1919.74 1818.45 2903.23 3659.38 5839.26 4000.66
GT Sense Sense 0.072 Comprom -0.072 Comprom 0.000 2.047 Detected 1.765 Detected 1.906 0.007 GT Sens contig345 contig345 Unannota TGTTTAGTCCAAGAATCTACTTCTACCCCTTATACCTGAGCAATCACTTTcontig345 Solyc03g Uncharac                  GO:00167 SL2.40ch AT2G4054KT2, ATK       KT2 (POT         chr2:169  6.04122 4.27152 17.1116 16.9883 22.1903 17.6137
GT Sense Sense 0.027 Comprom -0.027 Comprom 0.000 1.225 Detected 1.448 Detected 1.337 0.007 GT Sens contig346 contig346 Unannota ATAGACTATACTGCCGAGGACATCAAGCATGCGGATCTGTCTGTTGTGAcontig346 Solyc02g Unknown Protein (A  SL2.40ch AT4G37550.2  formamid        chr4:176  4.67447 3.51835 16.9112 7.17254 10.0205 11.2904
GT Sense Sense 0.325 Detected -0.325 Detected 0.000 1.711 Detected 1.429 Detected 1.570 0.047 GT Sens contig346 contig346 Unannota AATTGTCCACCAGATGCATGCAGGAATGGTATCCTACCGTTCTGTTTGGcontig346 Solyc08g Processiv                GO:00465 SL2.40ch AT1G03760.1  prefoldin     chr1:941  34.3224 17.0974 60.387 51.0191 83.8323 66.5724
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 1.322 Detected 1.107 Detected 1.215 0.065 GT Sens contig347 contig347 Unannota GAGTGCTTTTAGTTCTTGTAGCATTTCAGAATAGGTATTGTTCTAGTGT contig347 Solyc00g Unknown Protein (A  SL2.40ch AT2G28620.1 43.7425 22.3608 35.0081 33.2453 82.6579 68.7194
GT Sense Sense -0.197 Comprom 0.197 Comprom 0.000 1.526 Detected 1.167 Detected 1.346 0.037 GT Sens contig347 contig347 Unannota CCCATTTTAGTGTCCATGACCCAAACTCAATTAGAAGAGTTAAAATAACTcontig347 Solyc02g Riboflavin              GO:00039 SL2.40ch AT1G78480.1  prenyltra      chr1:295  4.51362 4.63544 4.61273 6.61464 13.9197 10.4779
GT Sense Sense 0.607 Comprom -0.607 Comprom 0.000 1.189 Detected 1.695 Detected 1.442 0.160 GT Sens contig348 contig348 Unannota TCATACAAACAAGCTCTGATTAATGGTGGACATTAGTGGTGGAAGAACT contig348 Solyc04g054620.1.1 AT4G23500.1  glycoside           chr4:122  7.92778 2.67272 13.0107 18.5091 11.0903 15.2028
GT Sense Sense 0.079 Comprom -0.079 Comprom 0.000 1.170 Detected 1.143 Detected 1.156 0.005 GT Sens contig348 contig348 Unannota CGAAGCATCTCAAAATCGCAGTGTAAACTAGTTCCACTTGACAATGTAG contig348 Solyc04g Cytochro  GO:00198 SL2.40ch AT2G24810.1 7.1157 4.98768 4.42108 6.7716 14.1624 13.4276
GT Sense Sense -0.148 Comprom 0.148 Comprom 0.000 1.414 Detected 1.192 Detected 1.303 0.020 GT Sens contig349 contig349 Unannota AGGCCTTGTCATTTATTGTGTCCCCTCTTACTGAAACTTGAAGTTCCAT contig349 Solyc09g Genomic DNA chrom         SL2.40ch AT1G55720.1 8.75169 8.39646 8.62913 4.43817 24.1462 19.9801
GT Sense Sense 0.323 Detected -0.323 Comprom 0.000 1.872 Detected 1.670 Detected 1.771 0.035 GT Sens contig350 contig350 Unknown   AGGATAAcontig350 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig350 Solyc03g Unknown Protein (A  SL2.40ch AT5G42720.1  glycosyl      chr5:171  15.2461 7.61371 27.9877 24.5286 41.6758 34.9898
GT Sense Sense 0.959 Detected -0.959 Comprom 0.000 2.088 Detected 1.456 Detected 1.772 0.221 GT Sens contig351 contig351 Unannota CTAAACCCCATTTCTCTATATGGTATCATAGAAAGTCATTATCAACCCCCcontig351 Solyc12g027570.1.1 AT3G28560.1 15.5495 3.21521 13.5406 15.8508 31.7604 19.7923
GT Sense Sense 0.384 Detected -0.384 Comprom 0.000 1.476 Detected 1.292 Detected 1.384 0.073 GT Sens contig352 contig352 Unannota TCTACAAGTCTTTCTTATTTTGAGGTGTTCAAGAAGACCTTATTGCAGG contig352 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT5G1495GMII, ATG   GMII (GO      chr5:483  11.5783 5.31259 24.1248 15.5166 23.0547 19.6012
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 0.967 Detected 1.053 Detected 1.010 0.002 GT Sens contig352 contig352 Unannota GGAGTGATTGGAGTTAAACCATGTAGCTATCAGTTGTAGTTGTACTTTT contig352 Solyc10g UDP-gluc              GO:00081 SL2.40ch AT5G1495GMII, ATG   GMII (GO      chr5:483  27.6369 21.4674 38.3135 28.0367 50.3057 51.5679
GT Sense Sense -0.550 Comprom 0.550 Detected 0.000 0.907 Detected 1.476 Detected 1.191 0.194 GT Sens contig353 contig353 Unannota GGCGACACTTTTCAGTCTTTGTTTCTAGTTATTACATGACTAGCTTTAG contig353 Solyc10g Transcrip               GO:00056 SL2.40ch AT2G3134emb1381  emb1381     chr2:133  9.9639 16.7055 29.8096 19.5118 25.5623 36.6252
GT Sense Sense 0.035 Detected -0.035 Comprom 0.000 1.418 Detected 1.504 Detected 1.461 0.001 GT Sens contig353 contig353 Unannota AAACATGTATGAAATAATCTTCCTGACGTTCAAAACTTCTGATCATTTCCcontig353 Solyc10g Transcrip               GO:00056 SL2.40ch AT2G3134emb1381  emb1381     chr2:133  12.8312 9.55947 20.5464 15.4686 31.2831 32.0523
GT Sense Sense 0.275 Comprom -0.275 Comprom 0.000 1.258 Detected 1.017 Detected 1.138 0.063 GT Sens contig353 contig353 Unannota CTTCACTCCATTACAAACCACCTAAATGAAGTTAAAGTTTCCAACTTCCTcontig353 Solyc10g Unknown Protein (A  SL2.40ch AT3G1626TRZ4  TRZ4 (TR         chr3:550  7.83768 4.18294 10.928 10.4192 14.4717 11.8259
GT Sense Sense 0.136 Comprom -0.136 Comprom 0.000 1.568 Detected 1.096 Detected 1.332 0.039 GT Sens contig354 contig354 Unannota ACTTGAAGGCTTTAGATGCAGACAACCAACTTTATCCTCTTCACAAGGG contig354 Solyc09g TspO and                GO:00160 SL2.40ch AT2G05210.3 7.71658 4.99755 12.5249 7.36206 19.4622 13.548
GT Sense Sense 0.683 Detected -0.683 Comprom 0.000 0.848 Detected 1.280 Detected 1.064 0.276 GT Sens contig354 contig354 Unannota CATTTACTTCCATTTTTAGCTTCTAATTGGGTTCACTTTGCAACATGAGAcontig354 Solyc03g Kelch-like                GO:00055 SL2.40ch AT2G38740.1  haloacid      chr2:161  14.0894 4.27228 16.0133 19.0572 14.7611 19.221
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 1.087 Detected 0.923 Detected 1.005 0.019 GT Sens contig355 contig355 Unannota AGCTCACAGCCTAGGTCATTCATGGCCCAGCTTCATATGTTTTGAGTTCcontig355 Solyc09g Os08g0482100 prote              SL2.40ch AT3G05920.1 73.3559 48.9115 104.65 109.008 134.479 115.91
GT Sense Sense 0.042 Comprom -0.042 Comprom 0.000 1.020 Detected 1.087 Detected 1.053 0.003 GT Sens contig356 contig356 Low-temp        GAAAACAcontig356 Solyc01g Solyc01g Low-temperature-induced 65 k      contig356 Solyc12g Serine/threonine-pro                    SL2.40ch AT1G6455ATGCN3  ATGCN3;   chr1:239  6.0275 4.44752 5.36456 11.0443 11.0948 11.2242
GT Sense Sense -0.477 Comprom 0.477 Comprom 0.000 2.814 Detected 3.214 Detected 3.014 0.028 GT Sens contig356 contig356 Unannota ATAACCTTTAGTTCATGACAAGTGACAAATTAAGTCGAGTGTGAAAAGG contig356 Solyc09g Tir-nbs-lr   GO:00069 SL2.40ch AT4G37850.1 1.99771 3.02635 1.89607 2.16691 18.272 23.2807
GT Sense Sense -0.208 Comprom 0.208 Comprom 0.000 1.426 Detected 1.908 Detected 1.667 0.035 GT Sens contig356 contig356 Unannota GCTTTACTGAACTGGCATGTCATTTATAACAATTTCAGTACTATGACCTAcontig356 Solyc01g DNA poly                GO:00038 SL2.40ch AT3G12640.1  RNA bind          chr3:401  4.01728 4.18708 7.22166 4.94926 11.6441 15.7061
GT Sense Sense 0.768 Detected -0.768 Comprom 0.000 0.839 Detected 1.167 Detected 1.003 0.330 GT Sens contig357 contig357 Unannota GAGTAGTACAATTAACTATATAAGAAATAGATAACCCCAAGGCCCTCATCcontig357 Solyc07g Heavy me                    GO:00300 SL2.40ch AT1G61240.4  unknown   chr1:225  9.94605 2.68195 3.9746 4.62335 9.7624 11.8331
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 1.402 Detected 0.993 Detected 1.198 0.045 GT Sens contig357 contig357 Unannota GCTAAGTAGAACTATATTTAAGTGGGAAATTGGCTCAGTGATGAAGCTGcontig357 Solyc12g Arf-GAP w                        GO:00305 SL2.40ch AT2G17670.1  pentatric      chr2:767  46.4705 45.8647 94.4917 104.926 128.913 93.7818
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 2.157 Detected 1.886 Detected 2.022 0.005 GT Sens contig357 contig357 Unannota ACCCTTTTTCTGAATTTTCTGTAAAACGGGATGTTCTGTGTACCGAACT contig357 Solyc12g Unknown                GO:00160 SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  151.685 111.433 421.382 611.651 612.937 490.328
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 2.162 Detected 1.804 Detected 1.983 0.009 GT Sens contig357 contig357 Unannota CGATAAATTTGTTTCCGTGTGATTTATACGTCAAGGGTTCAAGCCGTGCcontig357 Solyc12g Unknown                GO:00160 SL2.40ch AT5G094 EICBP.B  EICBP.B              chr5:292  124.995 88.0462 330.617 508.669 496.231 373.646
GT Sense Sense 0.806 Comprom -0.806 Comprom 0.000 1.478 Detected 3.030 Detected 2.254 0.182 GT Sens contig358 contig358 Unannota CCCTTTGTTTATTTGATTATTTCAGCTCTCTGGTATACCAGAGGAGTCA contig358 Solyc05g Unknown Protein (A  SL2.40ch AT5G50010.1  transcrip      chr5:203  8.57039 2.19236 10.5797 12.9167 12.7584 36.1372
GT Sense Sense -0.211 Comprom 0.211 Comprom 0.000 2.329 Detected 2.116 Detected 2.223 0.011 GT Sens contig358 contig358 Unannota GTAGATCATTTGTCGAGTTTTCATAGGAGACGACGGGTAATAATGTTTGcontig358 Solyc12g Cytochro  GO:00198 SL2.40ch AT3G49400.1 2.41268 2.52519 2.3487 2.25021 13.104 10.9207
GT Sense Sense -0.049 Comprom 0.049 Comprom 0.000 1.851 Detected 2.035 Detected 1.943 0.003 GT Sens contig358 contig358 Unannota GTGATAAAGAAGCTAAGAAGTTTGACAAATTGCTGGAAGAAACAGGACGcontig358 Solyc12g Cytochro  GO:00198 SL2.40ch AT3G49400.1 2.95905 2.47587 2.17231 1.91659 10.3194 11.3148
GT Sense Sense 0.362 Detected -0.362 Detected 0.000 0.882 Detected 1.372 Detected 1.127 0.123 GT Sens contig360 contig360 Unannota GTTCCTCAACCAAACAAGCATATGCAAGTGTCTAAATACCTAATTGTACAcontig360 Solyc02g Unknown Protein (A  SL2.40ch AT3G2156UGT84A2  UGT84A2      chr3:759  63.5368 30.0581 63.1218 58.0676 85.1256 115.415
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 0.995 Detected 1.504 Detected 1.250 0.062 GT Sens contig360 contig360 Unannota CTTCTGAATTTGACACAGCAGATGTCAGCAACGTAATTGGAACCATGCC contig360 Solyc02g Unknown Protein (A  SL2.40ch AT3G2156UGT84A2  UGT84A2      chr3:759  39.7616 23.4554 42.0121 39.4602 64.345 88.3779
GT Sense Sense 0.467 Detected -0.467 Comprom 0.000 0.928 Detected 1.801 Detected 1.365 0.166 GT Sens contig361 contig361 Malate sy              AGCTATGcontig361 Solyc03g Solyc03g Malate sy              GO:00060 GO:00060      contig361 Solyc03g Malate sy               GO:00044 SL2.40ch AT5G0386MLS  MLS (MA      chr5:103  14.937 6.11047 14.3713 21.7237 19.2117 33.9732
GT Sense Sense -0.618 Comprom 0.618 Comprom 0.000 1.129 Detected 1.056 Detected 1.092 0.219 GT Sens contig362 contig362 Unannota TATGAAAAACGGAAGGCATAGTCCTTGCTCCATAGAAAACGCTAAGTTA contig362 Solyc11g Pectinest                GO:00056 SL2.40ch AT3G52700.1  unknown   chr3:195  3.44701 6.34228 1.84053 3.57744 10.8054 9.91879
GT Sense Sense -0.140 Detected 0.140 Detected 0.000 1.248 Detected 1.092 Detected 1.170 0.018 GT Sens contig364 contig364 UDP-gluc             CAATCCT contig364 Solyc11g Solyc11g UDP-gluc             GO:00081 GO:00081  contig364 Solyc11g UDP-gluc              GO:00081 SL2.40ch AT1G10400.1  UDP-glyc       chr1:341  17.6634 16.7643 29.9834 22.4153 43.2024 37.4326
GT Sense Sense -0.632 Comprom 0.632 Comprom 0.000 0.979 Detected 1.142 Detected 1.061 0.238 GT Sens contig364 contig364 Unannota TGTTTAGATTCTGAGTTTAGTTAATCAGGTGCTGTTAAAGCCCTAAATT contig364 Solyc09g Mitochon                         GO:00154 SL2.40ch AT1G7800SULTR1;2    SULTR1;         chr1:293  3.81435 7.16281 14.3344 13.1684 10.8919 11.7717
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 1.416 Detected 1.051 Detected 1.233 0.021 GT Sens contig365 contig365 Phytoene             AGATTCCcontig365 Solyc03g Solyc03g Phytoene             GO:00090 GO:00090      contig365 Solyc03g Phytoene  GO:00469 SL2.40ch AT5G1723PSY  phytoene        chr5:565  5167.07 4030.25 7708.26 10084.4 12870.1 9646.45
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 1.251 Detected 0.984 Detected 1.118 0.025 GT Sens contig366 contig366 Unannota TAGGATGTTGCAGGTATCCAGTAGATTCGTCAAGATCGTGCTAGTTAAGcontig366 Solyc03g Aldo/keto                GO:00551 SL2.40ch AT1G19980.1 29.3169 27.1112 47.024 47.7417 70.9245 56.9138
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 1.114 Detected 0.915 Detected 1.015 0.127 GT Sens contig366 contig366 Unannota TGTTAACACCACCGATTCAAGCATTGTTAGTGGTCATCAAATACCAATA contig366 Solyc03g Aldo/keto                GO:00551 SL2.40ch AT1G19980.1 19.5524 26.1914 35.0133 38.9885 51.7799 43.547
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 1.029 Detected 1.062 Detected 1.046 0.021 GT Sens contig366 contig366 Unannota TAAAAATTGATTCCCGTGGTCGACTTCTACTGTTGTTTCTTACTGTCTT contig366 Solyc11g BZIP trans                GO:00056 SL2.40ch AT5G49870.1  jacalin le     chr5:202  24.1714 23.411 40.4421 38.985 51.3197 50.6708
GT Sense Sense 0.515 Detected -0.515 Comprom 0.000 1.003 Detected 1.875 Detected 1.439 0.166 GT Sens contig366 contig366 Unannota GAGTGACAGAGTTCTTACAGATCCTACAAAGTATCAGAGACTTGTAGGCcontig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 20.0615 7.68319 31.53 25.5785 26.3018 46.4522
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.576 Detected 1.977 Detected 1.776 0.013 GT Sens contig366 contig366 Unannota TCTCACCATGACAAGACCAGACTTAGCTTTCTCTACTCAAGTTTTAAGT contig366 Solyc06g Unknown Protein (A  SL2.40ch AT2G02380.1 28.5477 22.1845 81.0735 63.5347 79.2831 101.087
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 1.056 Detected 1.128 Detected 1.092 0.004 GT Sens contig367 contig367 Unannota ACACAAAGTTACGCTTCGCATCTAAAGTATTGGGTTTAGATGATCATGG contig367 Solyc11g Metal ion                 GO:00300 SL2.40ch AT3G01980.3 19.2528 16.3361 25.0649 17.1717 38.9777 39.5362
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 1.342 Detected 1.223 Detected 1.283 0.010 GT Sens contig367 contig367 Alpha ma                GAACTCAcontig367 Solyc06g Solyc06g Alpha ma                GO:00517 GO:00517   contig367 Solyc06g Alpha ma                 GO:00517 SL2.40ch AT5G43710.1  glycoside      chr5:175  126.266 115.719 184.562 161.264 323.938 287.838
GT Sense Sense -0.941 Detected 0.941 Detected 0.000 1.517 Detected 1.682 Detected 1.599 0.232 GT Sens contig369 contig369 HAT famil                  CAAAAAT contig369 Solyc12g Solyc12g HAT famil                  GO:00036 GO:00036  contig369 Solyc12g HAT famil                   GO:00036 SL2.40ch AT3G42170.1  DNA bind   chr3:143  217.457 626.215 959.817 644.544 1116.22 1208.03
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.462 Detected 1.526 Detected 1.494 0.001 GT Sens contig369 contig369 Unannota AGTTACACACTTGTAGATTTGTGTATACTTCTGGATGACCTTTTTCGTG contig369 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G0517CESA3, IX      CEV1 (CO             chr5:153  40.4323 32.5791 63.5881 72.4416 105.646 106.682
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.403 Detected 1.381 Detected 1.392 0.022 GT Sens contig369 contig369 Unannota TGCAAGAGGTAGTCAAGTGATCCAGTATATATAGGTGGTCATATATGTT contig369 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G0517CESA3, IX      CEV1 (CO             chr5:153  59.8307 34.8748 93.6079 92.4297 127.63 121.404
GT Sense Sense 0.266 Detected -0.266 Comprom 0.000 1.100 Detected 1.144 Detected 1.122 0.052 GT Sens contig369 contig369 Unannota GCTCTATGTACAGAATTTCCCTGAAGTTTTCTTGAGTTGATAATGAAGG contig369 Solyc01g Phosphor               GO:00046 SL2.40ch AT1G071 F2KP, AT    F2KP (FR     chr1:217  11.5343 6.23889 22.5006 19.0149 19.2235 19.1334
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 1.315 Detected 1.129 Detected 1.222 0.006 GT Sens contig371 contig371 Unannota TCATATTCTTGGACATGGGAGGGGCAATTTCGGACGGTCTTCACTATTTcontig371 Solyc12g Class III homeodom               SL2.40ch AT3G5532PGP20  PGP20 (P           chr3:205  41.6602 33.6978 77.0015 68.1338 98.5464 83.5892
GT Sense Sense -0.494 Comprom 0.494 Comprom 0.000 1.665 Detected 2.677 Detected 2.171 0.092 GT Sens contig371 contig371 Unannota GGTATCATTGCATCTTTGAGACTTCACACTCGTATTGATGCAATAAAAA contig371 Solyc09g031670.1.1 AT4G35270.1  RWP-RK    chr4:167  2.12693 3.29758 2.05834 2.35984 8.87589 17.2796
GT Sense Sense -0.088 Comprom 0.088 Comprom 0.000 1.073 Detected 1.044 Detected 1.058 0.007 GT Sens contig371 contig371 Unannota ATCAGAAAGACGCACAACGCTTCGCAACTCAAATGATTGAAAGTTGTTT contig371 Solyc12g Nup205 protein (Fra     SL2.40ch AT2G3856TFIIS  TFIIS (TR                 chr2:161  8.45218 7.45976 16.0192 12.7757 17.6504 16.7087
GT Sense Sense 0.233 Comprom -0.233 Comprom 0.000 1.816 Detected 1.232 Detected 1.524 0.055 GT Sens contig371 contig371 Unannota TGAGGCGAAGTTTTTACTTGGTCAATGAGAGTTACATGTTGATCACACA contig371 Solyc01g Receptor-                GO:00055 SL2.40ch AT4G11845.1 6.95921 3.93691 12.9115 7.72694 19.4817 12.5452
GT Sense Sense 0.363 Comprom -0.363 Comprom 0.000 2.714 Detected 2.495 Detected 2.605 0.021 GT Sens contig372 contig372 Unannota GCATGCATGCAATCCCATTAGTACTGTACTACACTACTAATGAAGTAGA contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  6.8743 3.24783 16.4866 36.3654 32.7771 27.1798
GT Sense Sense 0.991 Detected -0.991 Comprom 0.000 2.644 Detected 2.959 Detected 2.802 0.108 GT Sens contig372 contig372 Unannota GCCACGGTGGCTACATTCCTTGAACTTTCATAACTTTGTACTATAAAAG contig372 Solyc08g Unknown   GO:00058 SL2.40ch AT5G1547GAUT14  GAUT14               chr5:502  11.5242 2.27881 28.9567 47.3598 33.8622 40.6596
GT Sense Sense 0.068 Comprom -0.068 Comprom 0.000 2.045 Detected 2.533 Detected 2.289 0.012 GT Sens contig372 contig372 Unannota CTGACAAAGTCTAAGTACTCCGAATAACTTCAAATTTAGCCCAAACATGGcontig372 Solyc01g Unknown Protein (A  SL2.40ch AT1G53350.1  ATP bind   chr1:199  5.22213 3.71351 20.8194 29.2624 19.2113 26.0066
GT Sense Sense 0.426 Detected -0.426 Detected 0.000 1.541 Detected 1.533 Detected 1.537 0.069 GT Sens contig372 contig372 Unannota AAACACTCGCCACTGAAAATCAATACTCACGGAGAACTTCGCCGGAGAT contig372 Solyc01g Unknown Protein (A  SL2.40ch AT1G53350.1  ATP bind   chr1:199  46.5071 20.1383 64.677 71.2061 94.1272 90.3358
GT Sense Sense 0.396 Detected -0.396 Comprom 0.000 1.196 Detected 1.130 Detected 1.163 0.100 GT Sens contig372 contig372 Unannota GATTTTAATGTGGTTGCGGAAAACGTAAAGGAAACTGACGTCAATATTT contig372 Solyc06g YbaK/prolyl-tRNA sy                SL2.40ch AT3G61960.2  protein k     chr3:229  14.9036 6.73004 15.9496 16.9815 24.2455 22.3645
GT Sense Sense -0.086 Comprom 0.086 Comprom 0.000 1.026 Detected 1.713 Detected 1.369 0.061 GT Sens contig372 contig372 Unannota TCGATGTTGCATCCTTTTTGTTCCTTAGCTGTGCATCGAACCTTTAGGT contig372 Solyc01g Unknown Protein (A  SL2.40ch AT5G07610.1  F-box fam    chr5:240  7.05151 6.20932 23.7885 15.5869 14.236 22.1412
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 1.140 Detected 1.255 Detected 1.197 0.006 GT Sens contig373 contig373 Unannota GGTAGGGTTGATGTCCAAAAGTCAGTAACTATAGTGACATTAACATCTC contig373 Solyc06g Conserve                   GO:00160 SL2.40ch ATMG000 RPL16  encodes                chrM:250  320.536 227.043 437.403 564.686 628.149 656.732
GT Sense Sense 0.174 Detected -0.174 Detected 0.000 1.260 Detected 1.308 Detected 1.284 0.018 GT Sens contig373 contig373 Unannota TGGATCTGGTATTTGAACATTATGCTTGGAAGAGATCTAGAGAGCGGCTcontig373 Solyc06g Conserve                   GO:00160 SL2.40ch ATMG000 RPL16  encodes                chrM:250  513.073 314.974 666.131 863.233 1017.46 1015.53
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 1.765 Detected 1.407 Detected 1.586 0.035 GT Sens contig373 contig373 Unannota GTTCTTGGATGCACCTTTTTTACTTCAAGATAAAGTGGATGTTCATGAC contig373 Solyc05g Ovarian cancer-asso                     SL2.40ch AT5G2598TGG2, BG   TGG2 (G           chr5:907  45.8478 25.4692 67.9931 118.069 122.769 92.4846
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 1.727 Detected 1.336 Detected 1.532 0.049 GT Sens contig373 contig373 Unannota CCCTACTATGAATGGTTCCAATCTACTGAGGACTTCAAGGAAATTTACA contig373 Solyc05g Ovarian cancer-asso                     SL2.40ch AT5G2598TGG2, BG   TGG2 (G           chr5:907  86.04 44.7664 113.592 182.8 217.174 159.856
GT Sense Sense 0.462 Comprom -0.462 Comprom 0.000 1.244 Detected 0.957 Detected 1.101 0.151 GT Sens contig373 contig373 Unannota ATGCTCAACGAGAAAAGTAGATATTATCATAGAGCTAGCTGAGACCATT contig373 Solyc03g B3 domain-containin                   SL2.40ch AT2G0186EMB975  EMB975     chr2:388  9.71548 4.00213 12.4879 12.6672 15.6125 12.351
GT Sense Sense 0.016 Comprom -0.016 Comprom 0.000 3.144 Detected 1.308 Detected 2.226 0.136 GT Sens contig376 contig376 Unannota ACGAGCCATAGCCATTGAACTTGTATCCTGTACAAAGAAGGAGAATTGT contig376 Solyc07g Phosphat                  GO:00054 SL2.40ch AT1G53800.2  endonuc   chr1:200  4.29857 3.28623 10.5745 7.08033 35.1161 9.49679
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 1.035 Detected 1.022 Detected 1.028 0.010 GT Sens contig376 contig376 Unannota TCATAGATGGTTACAGTGACTTATGCGAAGTTGAGATTACTTCCAAACC contig376 Solyc07g054610.2.1 AT2G27610.1  pentatric      chr2:117  45.6336 30.9554 64.414 63.9302 81.388 77.8759
GT Sense Sense 0.894 Detected -0.894 Comprom 0.000 1.577 Detected 1.685 Detected 1.631 0.210 GT Sens contig378 contig378 Unannota CAGTGTTACAAAATTGTTGGTTACCCTGCTGATTTTAAGGCTAAAAGAA contig378 Solyc06g NAC dom                   GO:00037 SL2.40ch AT1G1358LAG13  LAG13 (L       chr1:464  23.4575 5.30628 45.3193 24.7328 35.1893 36.5994
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 1.049 Detected 1.118 Detected 1.084 0.008 GT Sens contig379 contig379 Unannota AACTTGAAATATGCCGGCGAAAGTCAAAAGGGTGCATATATTTTTATGT contig379 Solyc12g Homeobo                GO:00056 SL2.40ch AT5G30520.1 99.2895 88.3636 155.978 213.227 204.897 207.448
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.634 Detected 1.394 Detected 1.514 0.009 GT Sens contig379 contig379 Unannota CAACATTTGGCAATTAGTGTTAGATAAATCGCAAGTTCTGAATGCTTTG contig379 Solyc02g COL domain class tr      SL2.40ch AT4G38960.2  zinc finge       chr4:181  1156.15 805.135 2145.62 2783.69 3165.24 2586.38
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 1.630 Detected 1.282 Detected 1.456 0.018 GT Sens contig379 contig379 Unannota TTAAGAAATTGCCTGCTGAAAGTAGCTGATGTAACTGAAGTTTATGATG contig379 Solyc02g COL domain class tr      SL2.40ch AT4G38960.2  zinc finge       chr4:181  1188.94 813.241 2084.88 2805.23 3217.33 2439.87
GT Sense Sense 0.707 Comprom -0.707 Comprom 0.000 1.230 Detected 1.519 Detected 1.374 0.197 GT Sens contig379 contig379 Unannota AGATGTAACACTTCCTTTGAGATGTGATCACCTTTAAATTGGGGAAACA contig379 Solyc02g Wound responsive p                  SL2.40ch AT1G1452MIOX1  MIOX1 (M       chr1:496  7.26136 2.13026 10.6028 19.329 9.75101 11.4975
GT Sense Sense 0.481 Detected -0.481 Comprom 0.000 1.321 Detected 0.959 Detected 1.140 0.157 GT Sens contig379 contig379 Unannota GCTGTAGCAAATGTTCACCAACATGAGAGAGATTAAATGGGTGAAATTA contig379 Solyc07g Dimethyla                 GO:00044 SL2.40ch AT5G14290.1 13.2102 5.3009 14.9929 12.3324 22.0998 16.6025
GT Sense Sense -0.288 Comprom 0.288 Comprom 0.000 1.073 Detected 1.151 Detected 1.112 0.062 GT Sens contig379 contig379 Unannota TTTTGGTACTGCAGGTTCTTAACCACACTGCAGTTTATTTGGTAATTGC contig379 Solyc02g ATP-depe                    GO:00080 SL2.40ch AT5G6725SKIP2, VF   SKIP2 (S        chr5:268  4.94781 5.76522 9.8067 10.9344 11.8792 12.1034
GT Sense Sense 0.116 Comprom -0.116 Comprom 0.000 2.344 Detected 2.190 Detected 2.267 0.004 GT Sens contig380 contig380 Unannota ACAGTCTCAATATTTCTTGATAATCTTGCTCTTCTCCAGACCATGGAGG contig380 Solyc05g Pto-like, S     GO:00046 SL2.40ch AT5G48205.1 3.23692 2.15562 10.9146 4.81143 14.1785 12.2975
GT Sense Sense -0.911 Comprom 0.911 Comprom 0.000 1.251 Detected 1.524 Detected 1.387 0.271 GT Sens contig381 contig381 Unannota CACTAGGTGGGTCTAAATTTAACCTGGAGCAAACTGCTATACTTCAATT contig381 Solyc02g Palmitoylt                GO:00164 SL2.40ch AT5G41060.1 3.32135 9.18309 27.2558 9.21909 13.8944 16.2011
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 1.292 Detected 1.171 Detected 1.231 0.035 GT Sens contig381 contig381 Unannota AGAGGAACATGTAACAAACAGACATTGGAAACAAATGATCCACCTGCCT contig381 Solyc12g Unknown   GO:00091 SL2.40ch AT5G56120.1  unknown   chr5:227  426.961 243.113 708.35 824.446 833.791 740.171
GT Sense Sense -0.527 Comprom 0.527 Comprom 0.000 1.019 Detected 1.042 Detected 1.030 0.190 GT Sens contig382 contig382 Unannota GAGGCAGTAGCGGATCCAGGATTATCATTAAGGAGTGTTAATTGTTGTAcontig382 Solyc07g Riboflavin                GO:00047 SL2.40ch AT5G28220.1 4.78778 7.76816 4.62405 10.4487 13.0647 12.8092
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 1.179 Detected 1.068 Detected 1.124 0.032 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  6798.11 4028.94 8426.13 7799.78 12522.7 11197.8
GT Sense Sense -0.263 Detected 0.263 Detected 0.000 1.160 Detected 1.031 Detected 1.095 0.056 GT Sens contig386 contig386 Unannota TCGTATTCTGGCATGTTAGCTACTCAGTAGGCTGGAGTGCAATCTATGTcontig386 Solyc07g Pit1 protein (AHRD V   SL2.40ch AT2G24740.1 134.33 151.128 139.233 162.483 336.374 297.085
GT Sense Sense -0.994 Comprom 0.994 Comprom 0.000 2.117 Detected 1.113 Detected 1.615 0.284 GT Sens contig386 contig386 Unannota CCCATTTTGAATCAGTACTTGGTAGAGAAGACCATTTAAACGAAAAGAA contig386 Solyc07g ATP-bind                GO:00055 SL2.40ch AT4G20840.1  FAD-bind     chr4:111  2.71505 8.42109 13.6043 15.8384 21.9182 10.5531
GT Sense Sense 0.527 Detected -0.527 Comprom 0.000 1.308 Detected 1.712 Detected 1.510 0.116 GT Sens contig388 contig388 Unannota CTTATGAACAGCAGGTGGAAGTGGACAGAACTAGAGTGTGTGCTAGAT contig388 Solyc01g Zinc finge                   GO:00082 SL2.40ch AT5G55330.1 10.9745 4.13336 11.494 10.461 17.6278 22.5067
GT Sense Sense 0.281 Detected -0.281 Comprom 0.000 1.374 Detected 1.305 Detected 1.340 0.042 GT Sens contig389 contig389 Unannota TGCAATAATCCACAGTAAACAGATAACAAAATGCTTGCATTGTCATCTTAcontig389 Solyc09g tRNA-spec                 GO:00048 SL2.40ch AT4G02405.2 10.4472 5.53082 15.5378 23.7206 20.825 19.1644
GT Sense Sense 0.265 Detected -0.265 Detected 0.000 1.154 Detected 0.942 Detected 1.048 0.067 GT Sens contig390 contig390 Unannota GCTAACCCTTCTTTGTATTAGTCCTCTGTATGTGTATTGATATATCAAG contig390 Solyc04g ABC-1 do              GO:00052 SL2.40ch AT2G20030.1 2779.6 1503.82 3039.44 3594.65 4807.91 4008.57
GT Sense Sense -0.197 Comprom 0.197 Comprom 0.000 1.035 Detected 1.160 Detected 1.098 0.034 GT Sens contig391 contig391 Unannota GCCAATAATGGACCAGAAATCAGAGGTACACTGAAGCTGATGGACAGTTcontig391 Solyc04g F-box family protein    SL2.40ch AT5G5016ATFRO8,   FRO8 (FE         chr5:204  6.50678 6.67885 11.8226 11.4773 14.2779 15.0325
GT Sense Sense 0.406 Comprom -0.406 Comprom 0.000 1.081 Detected 1.289 Detected 1.185 0.106 GT Sens contig392 contig392 Unannota CACAAGACTTCAGTAATGCCTAAATGATCTTTGATCCATGACATAACAAAcontig392 Solyc02g PsaB tran                   GO:00037 SL2.40ch AT1G28210.2 8.75419 3.89512 15.3865 17.6189 13.0586 14.5627
GT Sense Sense 0.307 Detected -0.307 Detected 0.000 1.161 Detected 1.122 Detected 1.141 0.065 GT Sens contig392 contig392 Unannota TTTTCATGTAAATTAAATCTATCAAGTCACTTCCAAAATAGTATATAATA contig392 Solyc01g Unknown Protein (A  SL2.40ch AT5G42880.1  unknown   chr5:171  47.0378 24.0389 29.5777 66.3918 79.4436 74.6879
GT Sense Sense 0.259 Detected -0.259 Detected 0.000 1.457 Detected 1.404 Detected 1.430 0.032 GT Sens contig392 contig392 Unannota CAGGGGTTTATCATGCATGTGGTATCATGTACTGTCTCTTCTTCTTTAA contig392 Solyc01g Unknown Protein (A  SL2.40ch AT5G42880.1  unknown   chr5:171  657.075 358.696 504.432 940.07 1408.16 1311.23
GT Sense Sense 0.822 Detected -0.822 Comprom 0.000 1.280 Detected 1.033 Detected 1.156 0.299 GT Sens contig392 contig392 Unannota CCCTACTTCACTAGCATCACCCTCTTATCCGAAAATGACATTTAATTTGAcontig392 Solyc03g (-)-ent-kau                 GO:00168 SL2.40ch AT1G6875ATPPC4  ATPPC4;    chr1:258  11.2737 2.81924 15.8153 17.9104 14.469 11.7688
GT Sense Sense 0.052 Comprom -0.052 Comprom 0.000 2.000 Detected 3.248 Detected 2.624 0.053 GT Sens contig392 contig392 F-box fam              GAGTAAGcontig392 Solyc02g Solyc02g F-box fam              GO:00322 GO:00322 contig392 Solyc02g F-box fam               GO:00322 SL2.40ch AT2G18193.1  AAA-type     chr2:791  2.96924 2.15944 1.84616 2.70422 10.7042 24.5478
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 1.416 Detected 1.446 Detected 1.431 0.002 GT Sens contig393 contig393 LRR recep                 TCATGGAcontig393 Solyc12g Solyc12g LRR recep                 GO:00055 GO:00055       contig393 Solyc12g LRR recep    GO:00046 SL2.40ch AT3G01240.1  unknown   chr3:785  15.3567 10.9558 29.2944 25.4219 36.5711 36.056
GT Sense Sense 0.046 Comprom -0.046 Comprom 0.000 1.095 Detected 1.159 Detected 1.127 0.002 GT Sens contig393 contig393 Unannota ATAGTCATTAAGGAGGATAGGGGTTGAAGAAAATCTTGAGGCTGGTGTGcontig393 Solyc08g Phosphat                     GO:00044 SL2.40ch AT4G23940.1  FtsH prot    chr4:124  6.18359 4.53242 6.89402 6.33379 11.9494 12.0619
GT Sense Sense -0.206 Comprom 0.206 Comprom 0.000 1.614 Detected 2.091 Detected 1.853 0.028 GT Sens contig393 contig393 Unannota TGTCTATCCATTAGTTAAGGATTCAACTAAACTGACTTCCAGATTGTCG contig393 Solyc12g Pheophor                  GO:00551 SL2.40ch AT5G46250.3  RNA reco      chr5:187  3.54693 3.69027 10.3706 13.4912 11.7058 15.7329
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 1.173 Detected 0.866 Detected 1.020 0.031 GT Sens contig393 contig393 Unannota CCTCTCTCACATCTTCATTTTTCTCAATTTTGCGCCCTAGTTTTGACACAcontig393 Solyc10g Genomic DNA chrom         SL2.40ch AT5G2774EMB2775  EMB2775           chr5:982  69.3401 62.5563 95.119 91.3635 156.962 122.474
GT Sense Sense 0.120 Comprom -0.120 Comprom 0.000 2.201 Detected 1.992 Detected 2.097 0.006 GT Sens contig393 contig393 Unknown   ATATTTC contig393 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig393 Solyc10g Unknown Protein (A  SL2.40ch AT5G19050.1  unknown   chr5:636  6.33498 4.19273 6.94778 1.89147 25.0413 20.9242
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 1.128 Detected 1.015 Detected 1.072 0.009 GT Sens contig394 contig394 Unannota CTTCCACTCCAGCTAATGTTAATGAGGCTCATGCATCAGTTTCGGATGAcontig394 Solyc08g Unknown Protein (A  SL2.40ch AT5G10070.1  RNase L    chr5:314  97.1727 67.8144 100.334 110.176 187.528 167.376
GT Sense Sense 0.699 Comprom -0.699 Comprom 0.000 0.875 Detected 1.255 Detected 1.065 0.279 GT Sens contig395 contig395 Unannota CTGGGATGAAAAATCATCTCAAACATCTCAATTTAAACACAGGCAAGAATcontig395 Solyc07g Glutathion                 GO:00155 SL2.40ch AT5G52050.1 9.19257 2.72646 16.5203 11.5964 9.70139 12.193
GT Sense Sense 0.385 Detected -0.385 Comprom 0.000 2.102 Detected 1.173 Detected 1.638 0.113 GT Sens contig395 contig395 Unannota TATTTTCTAAGGCAGGTGGCAGAGCCATCTATCCTTTTGTATTTCCCTC contig395 Solyc05g050870.2.1 AT5G52120.1 18.4368 8.45413 30.5855 25.7791 56.6606 28.7267
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 1.053 Detected 1.083 Detected 1.068 0.009 GT Sens contig396 contig396 Solute ca                    CAACAACcontig396 Solyc07g Solyc07g Solute carrier family 35 membe                  contig396 Solyc07g Solute carrier family                   SL2.40ch AT5G55950.1  transport   chr5:226  424.915 287.764 583.501 466.145 767.01 756.061
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 1.450 Detected 0.814 Detected 1.132 0.098 GT Sens contig396 contig396 Unannota AATTTCATTGGCTTTGCAAGAGCCACGTGGATGTCTAATGGACTCAGCTcontig396 Solyc12g Unknown Protein (A  SL2.40ch AT4G00960.1  protein k     chr4:414  65.2599 37.9363 76.9788 53.1908 143.686 89.2336
GT Sense Sense 0.405 Comprom -0.405 Comprom 0.000 4.364 Detected 3.345 Detected 3.855 0.027 GT Sens contig397 contig397 Unannota TCTACCATGGATATAGCTGCAGATTCACAGTAGTTCTTGTATTCACCCC contig397 Solyc11g Unknown Protein (A              SL2.40ch AT2G04030.2 4.83438 2.15614 1.85262 4.03905 70.2483 33.482
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 1.130 Detected 0.873 Detected 1.001 0.047 GT Sens contig397 contig397 Unannota CTTGGTAACGATTATTCCACCTTGTGATAACGATAACCTATTCCAGTAC contig397 Solyc07g Squamos                  GO:00037 SL2.40ch AT2G3846ATIREG1  ATIREG1      chr2:161  28.5673 28.7899 44.4952 21.304 66.3385 53.5772
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 1.757 Detected 1.535 Detected 1.646 0.006 GT Sens contig397 contig397 Unannota CTGCCAAGATTAATAACCAAACAAAACAGGGCTATTTATGCTTCTGACA contig397 Solyc07g Squamos                  GO:00037 SL2.40ch AT2G3846ATIREG1  ATIREG1      chr2:161  22.3342 19.2765 34.8331 26.9327 74.144 61.3411
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 0.967 Detected 1.243 Detected 1.105 0.140 GT Sens contig397 contig397 Unannota GACAGCGGATGTATCATCTTTATTAAGTTCTAATAAGAGTAGCACATGA contig397 Solyc01g NAD depe                  GO:00442 SL2.40ch AT5G1572GLIP7  GLIP7; ca    chr5:512  851.34 1230.37 2000.23 1641.08 2114.76 2471.62
GT Sense Sense -1.035 Detected 1.035 Detected 0.000 1.365 Detected 1.498 Detected 1.432 0.302 GT Sens contig397 contig397 Unannota GGCTGCACAAATTTACCTGACTAGAGTGTGATATTTTATTACTTGGTAG contig397 Solyc07g Fanconi anemia E (A    SL2.40ch AT5G604 ATSIZ1, S   SIZ1; DNA      chr5:242  347.127 1139.78 1741.23 1875.15 1712.58 1812.61
GT Sense Sense 1.162 Detected -1.162 Comprom 0.000 2.356 Detected 1.946 Detected 2.151 0.210 GT Sens contig397 contig397 Unannota GCTGTTGTAAGCTCAGTTTGAGTTTTTACTAGGCTTAGTTTGAACCTTG contig397 Solyc08g ATP-depe                   GO:00055 SL2.40ch ATCG010 YCF5  hypothet    chrC:114  17.838 2.78297 26.7343 30.2469 38.1117 27.7063
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 1.975 Detected 1.565 Detected 1.770 0.019 GT Sens contig397 contig397 Unannota GGGTATGTTATGTATCAGTATGCACCTATTCATAACAATCCACCTTTGA contig397 Solyc03g Auxin-ind                  GO:00055 SL2.40ch AT3G04210.1  disease r       chr3:110  13.8634 13.0579 12.9942 23.5574 55.9051 40.619
GT Sense Sense 0.095 Detected -0.095 Detected 0.000 2.068 Detected 1.995 Detected 2.031 0.002 GT Sens contig397 contig397 Unannota TAAGGATGCAAAATCAACAGCAGAATGTAGGTCTCGTACCGTAGTAAGAcontig397 Solyc03g Auxin-ind                  GO:00055 SL2.40ch AT3G04210.1  disease r       chr3:110  24.6746 16.9148 27.5111 38.2443 90.5049 83.1075
GT Sense Sense 0.875 Detected -0.875 Comprom 0.000 4.846 Detected 4.668 Detected 4.757 0.033 GT Sens contig397 contig397 Unknown   GGGACATcontig397 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig397 Solyc04g Unknown Protein (A  SL2.40ch AT1G53040.2  unknown   chr1:197  26.1947 6.0865 316.225 269.373 383.885 327.613
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 1.060 Detected 1.015 Detected 1.038 0.003 GT Sens contig399 contig399 Unannota GGAATCTTTTTTCAGCAGGCCAAGGATTGAGCAGTGCTTATTCTTAAGT contig399 Solyc01g Unknown Protein (A  SL2.40ch AT5G05340.1  peroxida    chr5:157  81.6906 59.7943 135.008 106.818 154.002 144.127
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 1.762 Detected 1.524 Detected 1.643 0.021 GT Sens contig400 contig400 Unannota ATGAGAGATATCACCAAGGCCTTTGTAAGTGGCAATGTTTAGTTTGTCT contig400 Solyc10g HAD supe                     GO:00081 SL2.40ch AT1G0416XIB, ATXI     XIB (MYO      chr1:108  5119.83 2997.14 7640.71 9111.18 14045.5 11493.2
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 1.804 Detected 1.620 Detected 1.712 0.007 GT Sens contig400 contig400 Unannota GCTACAGAAATTTGGTCTCTCAATGCCCTATTTTTGTAGCCTCTTTTTG contig400 Solyc10g HAD supe                     GO:00081 SL2.40ch AT1G0416XIB, ATXI     XIB (MYO      chr1:108  4925.01 3307.75 7263.97 8830.69 14898 12656.9
GT Sense Sense -0.279 Comprom 0.279 Comprom 0.000 1.568 Detected 2.049 Detected 1.809 0.039 GT Sens contig401 contig401 Unannota GTCATCTCTATCATTAAGTTTTATTCCCAGTCAAGAAGATTTGATAACGCcontig401 Solyc11g Sentrin sp                 GO:00065 SL2.40ch AT3G17770.1  dihydrox      chr3:608  2.82266 3.24904 7.48614 10.3395 9.49191 12.7897
GT Sense Sense -1.623 Comprom 1.623 Detected 0.000 1.163 Detected 1.319 Detected 1.241 0.525 GT Sens contig401 contig401 Unknown   ATATTAC contig401 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig401 Solyc09g Unknown Protein (A  SL2.40ch AT5G14370.1  LOCATE                                                                chr5:463  2.02002 14.9714 1.89712 1.95002 13.0175 14.0037
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 1.216 Detected 1.141 Detected 1.179 0.041 GT Sens contig401 contig401 Unannota CATTGTCGTTTTTTGATTCTCGAGTTTTGATTTCTCAGATGGTCACTTA contig401 Solyc01g BEL1-like               GO:00036 SL2.40ch AT2G2376BLH4, SA   BLH4 (BE          chr2:101  16.4755 18.0432 39.2526 41.0853 42.3311 38.7962
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 1.287 Detected 0.910 Detected 1.099 0.065 GT Sens contig401 contig401 Unannota TCTGAGAAATCGACTCTTGGATTCTCTGGTTTCTGGTTTTTACTAAGTT contig401 Solyc01g BEL1-like               GO:00036 SL2.40ch AT2G2376BLH4, SA   BLH4 (BE          chr2:101  32.6246 34.8745 64.442 71.0477 87.0087 64.6683
GT Sense Sense -1.147 Comprom 1.147 Detected 0.000 1.995 Detected 0.974 Detected 1.484 0.359 GT Sens contig401 contig401 Unannota CTTCTAAACTCAAAACTGGTTTGAAATGCCCATTTTGAGCTGGTTCAGG contig401 Solyc10g ATP synth                   GO:00452 SL2.40ch AT5G55770.1  DC1 dom    chr5:225  3.01725 11.5652 4.79469 4.62365 24.8787 11.8402
GT Sense Sense -1.295 Comprom 1.295 Detected 0.000 1.115 Detected 1.677 Detected 1.396 0.403 GT Sens contig401 contig401 Unannota CGCTTATCTAGATTTCACTAATTGTGAGCTTCTGTTATTTTGGTCATTTCcontig401 Solyc10g ATP synth                   GO:00452 SL2.40ch AT5G55770.1  DC1 dom    chr5:225  2.77741 13.0727 9.71469 5.78618 13.7942 19.6566
GT Sense Sense -0.070 Comprom 0.070 Comprom 0.000 1.983 Detected 1.875 Detected 1.929 0.002 GT Sens contig401 contig401 Unannota ATCAAGTTGTAATCTACAGAAAATCTTACAGTTTTCTTATTACTTACTCA contig401 Solyc01g Os01g0498200 prote      SL2.40ch AT4G04790.1  FUNCTIO                                                                          chr4:243  6.86096 5.90804 25.6148 34.8945 26.5918 23.8295
GT Sense Sense 0.836 Detected -0.836 Comprom 0.000 1.771 Detected 1.642 Detected 1.707 0.179 GT Sens contig401 contig401 Unannota GAAGCTTTGAGAAATTTGCGCGAAAATCATTTTTAACAGCGATTGTGTT contig401 Solyc01g Os01g0498200 prote      SL2.40ch AT4G04790.1  FUNCTIO                                                                          chr4:243  16.3884 4.02088 26.9582 17.798 29.2808 25.8549
GT Sense Sense -0.151 Comprom 0.151 Comprom 0.000 1.040 Detected 1.331 Detected 1.186 0.030 GT Sens contig402 contig402 Unannota GGTGTGAAACCATGCTGAAACAGGATAGATCTAAAATCACATTGAATGA contig402 Solyc10g Os06g0207500 prote                   SL2.40ch AT5G41390.2  FUNCTIO                                                                chr5:165  5.05341 4.86827 14.1917 15.0823 10.7799 12.735
GT Sense Sense 0.078 Comprom -0.078 Comprom 0.000 2.069 Detected 2.036 Detected 2.053 0.002 GT Sens contig402 contig402 Unannota GGGCGTTGAGTTACGCAACCCAAGATCCATTCTTTAACAACTATTATTA contig402 Solyc07g Glycosylt                  GO:00167 SL2.40ch AT4G31550.2 4.3001 3.01627 12.4217 7.23857 15.9747 15.0671
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 1.775 Detected 1.516 Detected 1.646 0.027 GT Sens contig402 contig402 HAD supe                    TTCATGT contig402 Solyc10g Solyc10g HAD supe                    GO:00081 GO:00081  contig402 Solyc10g HAD supe                     GO:00081 SL2.40ch AT2G41250.1  haloacid      chr2:172  4737 2645.99 6362.21 7719.59 12804.3 10334.6
GT Sense Sense 0.290 Detected -0.290 Comprom 0.000 1.748 Detected 1.344 Detected 1.546 0.048 GT Sens contig402 contig402 Unannota ACTATCCAATCTTTTGTCAAAATTTCCTAGCTCATTTCTGGATGTTCATGcontig402 Solyc02g Oxygen-e                       GO:00082 SL2.40ch AT3G5082PSBO2, P    PSBO2 (P          chr3:188  11.7833 6.16528 15.9967 29.282 30.2503 22.0696
GT Sense Sense 0.567 Comprom -0.567 Comprom 0.000 1.977 Detected 2.146 Detected 2.062 0.069 GT Sens contig402 contig402 Unannota GACAAGCATCAATAGTTCTATAAAGATGAACTAGTTTGCAGATTCTGTC contig402 Solyc02g Oxygen-e                       GO:00082 SL2.40ch AT3G5082PSBO2, P    PSBO2 (P          chr3:188  7.91845 2.81984 12.2159 11.8948 19.6622 21.3441
GT Sense Sense 0.319 Comprom -0.319 Comprom 0.000 1.406 Detected 1.296 Detected 1.351 0.053 GT Sens contig403 contig403 Unannota TACTGTAATAGAATGGATTAGACCTTGTTTCACTTCTCGTCTTATAAATTcontig403 Solyc02g Kinesin-li                  GO:00055 SL2.40ch AT1G20460.1  unknown   chr1:709  7.13922 3.58513 16.3141 14.7581 14.1735 12.6723
GT Sense Sense 0.136 Comprom -0.136 Comprom 0.000 1.120 Detected 1.429 Detected 1.274 0.025 GT Sens contig403 contig403 Unannota TCAGCATGAAGTAAACCTCTCTGATTCTCATCATCAGAGTCAAAATTGT contig403 Solyc03g Lipid a ex                   GO:00428 SL2.40ch AT5G3904ATTAP2,   ATTAP2;           chr5:156  6.4395 4.1699 9.86327 15.4514 11.9026 14.2356
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 0.803 Detected 1.447 Detected 1.125 0.077 GT Sens contig403 contig403 Unannota TCAGATTGTGCTTCTATAGCCAGTCACATCCCACAAGATTAAAACAAGT contig403 Solyc03g Lipid a ex                   GO:00428 SL2.40ch AT5G3904ATTAP2,   ATTAP2;           chr5:156  14.3689 12.4917 29.3781 26.0386 24.7056 37.2788
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 1.338 Detected 0.927 Detected 1.132 0.037 GT Sens contig403 contig403 Unannota GCTCTTTTTACATAGTATTGTCGCGGGGTTAATTATTGGTGACAATAAC contig403 Solyc11g Protein tyrosine pho                SL2.40ch AT4G010 ATCNGC1    ATCNGC            chr4:434  49.0465 33.8057 102.558 91.69 108.764 78.9792
GT Sense Sense -0.344 Comprom 0.344 Comprom 0.000 1.466 Detected 0.826 Detected 1.146 0.135 GT Sens contig404 contig404 Unannota ATTAACAATTTCTCCTATGATGATAATGTTTCTCATAAGTACTTATCTTT contig404 Solyc12g Alcohol d                 GO:00081 SL2.40ch AT5G0456DME  DME (DE          chr5:130  4.90557 6.17565 16.8178 14.1949 16.072 9.95848
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 1.159 Detected 1.148 Detected 1.154 0.035 GT Sens contig405 contig405 Unannota CTGCATTCTTCAGACTATTTGAAACCAGTTTGTAACGTATTTCCTCTTTTcontig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G11000.1  unknown   chr5:347  29.3746 16.9081 59.6339 47.4464 52.6082 50.3948
GT Sense Sense -0.083 Comprom 0.083 Comprom 0.000 1.064 Detected 1.089 Detected 1.076 0.006 GT Sens contig405 contig405 Unannota GGTTAGACCAAGTGTTCTAACAACTAACTATTATGTTGCTTAAGGATTG contig405 Solyc12g Mitochon                  GO:00160 SL2.40ch AT5G65170.1  VQ motif-    chr5:260  4.87848 4.27734 4.51627 4.82053 10.0952 9.91204
GT Sense Sense 0.485 Detected -0.485 Comprom 0.000 1.108 Detected 1.285 Detected 1.197 0.136 GT Sens contig406 contig406 Unannota GAAGAATTACCAATCGGGGACTTAATAGCCAAGAAAACACTGCATAGGGcontig406 Solyc02g Exoribon                 GO:00001 SL2.40ch AT5G44050.1 17.4338 6.95599 16.4707 19.6378 25.0874 27.3895
GT Sense Sense 0.183 Detected -0.183 Detected 0.000 1.092 Detected 1.130 Detected 1.111 0.026 GT Sens contig406 contig406 Unannota GAATCGCTTGTTGGTCGAGTTTTGATATTTGTGCTCAATAGGTCTCAAA contig406 Solyc02g DNA poly                   GO:00038 SL2.40ch AT4G01890.1  glycoside           chr4:816  33.1802 20.1344 63.8521 73.4573 58.2404 57.7305
GT Sense Sense -0.285 Comprom 0.285 Comprom 0.000 1.315 Detected 1.313 Detected 1.314 0.044 GT Sens contig406 contig406 Unannota TGAGAACTTAGTCAGATGGTTCATTGGACATGATAGACAGGAACATCCAcontig406 Solyc01g Glycogen                GO:00046 SL2.40ch AT3G45851.1 4.31608 5.00579 6.11292 4.32924 12.2223 11.784
GT Sense Sense 0.731 Detected -0.731 Comprom 0.000 1.090 Detected 0.995 Detected 1.042 0.291 GT Sens contig407 contig407 Unannota GGCTTCGCAGAGGTCAGTTTGTTTTTCTCACCAAACCACCCTTGTGTTGcontig407 Solyc02g Unknown Protein (A  SL2.40ch AT5G251 CIPK25, S   CIPK25 (C               chr5:865  11.378 3.22687 8.13041 4.42488 13.6284 12.3201
GT Sense Sense 0.387 Comprom -0.387 Comprom 0.000 1.270 Detected 1.714 Detected 1.492 0.079 GT Sens contig408 contig408 Unannota GTCTTAAACATAGGGATATGCTCAGCATCGTAAGCACGGGGTTCAAATGcontig408 Solyc06g Transcrip                 GO:00037 SL2.40ch AT5G12410.1 7.05107 3.22158 12.3692 4.49236 12.146 15.9581
GT Sense Sense 0.660 Detected -0.660 Detected 0.000 1.007 Detected 1.309 Detected 1.158 0.229 GT Sens contig409 contig409 Unannota CTCAAAGATCAAAATTGAAGGAATAGGTACGATTTCGATATCTTGTAAATcontig409 Solyc03g Os01g0584100 prote      SL2.40ch AT3G19790.2 505.07 158.096 191.371 61.833 600.399 714.203
GT Sense Sense 0.605 Detected -0.605 Detected 0.000 0.927 Detected 1.411 Detected 1.169 0.215 GT Sens contig409 contig409 Unannota ATGAAGATAAAAATCATCAGTCAATCAAAGATCGTGGACGTGGTCAACG contig409 Solyc03g Os01g0584100 prote      SL2.40ch AT3G19790.2 592.134 200.187 199.267 87.2532 691.605 934.082
GT Sense Sense 0.257 Detected -0.257 Detected 0.000 1.002 Detected 1.015 Detected 1.009 0.059 GT Sens contig410 contig410 Unannota ATGGCCGGTGGACCACCGAACAAACAAAATATATCTCTTCTCCCAAACC contig410 Solyc11g NAC dom                   GO:00454 SL2.40ch AT5G1827ANAC087  ANAC087     chr5:604  61.0887 33.4332 69.966 59.9589 95.6668 93.2189
GT Sense Sense 0.116 Comprom -0.116 Comprom 0.000 0.918 Detected 1.366 Detected 1.142 0.045 GT Sens contig410 contig410 Unannota TTTGTAGGATGAGAGGCACCGTCATAAATTATGTGCCACTCATGCCAGAcontig410 Solyc02g CTP synt              GO:00038 SL2.40ch AT5G45200.1  disease r       chr5:182  5.47181 3.6418 13.0867 9.94566 8.91532 11.7416
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.349 Detected 1.128 Detected 1.238 0.009 GT Sens contig410 contig410 Unannota AGAAAAGCTGATTGCTGCCTCTATGATTGCCATGGTTGTTTTCTTTGCT contig410 Solyc06g YLP motif containing     SL2.40ch AT5G62760.1 38.9083 28.9431 68.5304 70.3672 90.3133 74.8139
GT Sense Sense -0.829 Comprom 0.829 Comprom 0.000 2.778 Detected 0.849 Detected 1.814 0.290 GT Sens contig411 contig411 Unannota TTTCCAGTTCCGGCGATCGTCGGAAAGTTGAGTTTAATACGGCAACCTAcontig411 Solyc03g Receptor                   GO:00055 SL2.40ch AT3G128 PIE1, SRC    PIE1 (PHO                chr3:406  3.54549 8.74391 5.07819 3.58746 40.3617 10.2354
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 1.039 Detected 1.217 Detected 1.128 0.040 GT Sens contig411 contig411 Unannota CTGTTCCATCAGCTTCCTTCAACAAGGTTTAGTGACAACATTAAAGATA contig411 Solyc05g Organic a                  GO:00085 SL2.40ch AT2G15420.1 105.819 61.42 113.943 121.283 175.096 191.232
GT Sense Sense -0.378 Detected 0.378 Detected 0.000 0.957 Detected 1.424 Detected 1.191 0.116 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  306.349 404.385 512.74 381.45 722.31 963.572
GT Sense Sense 0.356 Detected -0.356 Detected 0.000 1.477 Detected 1.645 Detected 1.561 0.051 GT Sens contig411 contig411 Unannota TTCAAGTAGGGTACCTTGATAGGCATTCATGGGTTCCGGTCAATGAAGTcontig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  1058.36 504.805 1029.67 973.583 2151.08 2333.28
GT Sense Sense 0.314 Detected -0.314 Detected 0.000 1.281 Detected 1.308 Detected 1.294 0.054 GT Sens contig411 contig411 Unannota GCGATGCCACTATCTAAATTATGGAGTTGCTTTTAGTTAAAGACTTCTA contig411 Solyc09g Unknown Protein (A  SL2.40ch AT4G33170.1  pentatric      chr4:159  1068.59 540.395 1036.08 995.257 1951.63 1919.24
GT Sense Sense 0.759 Detected -0.759 Comprom 0.000 0.825 Detected 1.229 Detected 1.027 0.321 GT Sens contig411 contig411 Unannota ATCAAAGGAAGCAACTTAATAACATCACATGGCTGAGTTGCTATGGAAA contig411 Solyc03g 50S ribos                  GO:00037 SL2.40ch AT4G28730.1  glutaredo     chr4:141  13.8491 3.77777 7.64197 11.9764 13.541 17.297
GT Sense Sense -0.467 Detected 0.467 Detected 0.000 1.079 Detected 0.996 Detected 1.037 0.157 GT Sens contig412 contig412 Unannota AGCCTTGGACGGAATTCACCGCCCGATTTGGGCTGCATTCCCAAACAACcontig412 Solyc06g Unknown Protein (A  SL2.40ch AT1G01480.1 448.556 669.742 705.129 726.884 1223.56 1115.12
GT Sense Sense -0.557 Comprom 0.557 Comprom 0.000 1.587 Detected 1.369 Detected 1.478 0.121 GT Sens contig412 contig412 Unannota GAAAACTGTGGATTACATGGGGATTTTCCTGCGAATTAGTATGAAAATT contig412 Solyc00g Cysteine                 GO:00048 SL2.40ch AT4G39250.1 3.65192 6.17818 3.73409 10.5652 15.0826 12.5192
GT Sense Sense 0.390 Detected -0.390 Comprom 0.000 1.855 Detected 1.540 Detected 1.698 0.056 GT Sens contig412 contig412 Unannota CTCTATGAACAACATCTAGTTAGTATAACTCTGTACTACCAGAGGTTTTAcontig412 Solyc11g F-box family protein             SL2.40ch AT3G0137ATCFM2,   ATCFM2        chr3:139  18.1065 8.24754 30.411 32.3647 46.7131 36.2687
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 1.052 Detected 1.082 Detected 1.067 0.013 GT Sens contig412 contig412 Short-cha                GTTAAAGcontig412 Solyc03g Solyc03g Short-cha                GO:00469 GO:00469    contig412 Solyc03g Short-cha                 GO:00469 SL2.40ch AT4G23420.2  short-cha       chr4:122  106.736 98.7384 180.013 180.028 224.888 221.731
GT Sense Sense -0.242 Comprom 0.242 Comprom 0.000 0.997 Detected 1.226 Detected 1.112 0.053 GT Sens contig413 contig413 Unannota TGTTGGGAATTCCAAGCACGGGTTTAATCTGGTTGTTGACATTGATTACcontig413 Solyc11g RNA splic                GO:00036 SL2.40ch AT5G09880.1  RNA reco      chr5:308  6.43505 7.03792 11.8759 10.0755 14.2001 16.0607
GT Sense Sense 0.385 Comprom -0.385 Comprom 0.000 2.036 Detected 1.874 Detected 1.955 0.038 GT Sens contig413 contig413 Unannota GACATTCTTTCCTTTTAGTTCTTTTTGGTCTGACAAGCTAAGAATGACA contig413 Solyc11g Os01g0841200 prote                   SL2.40ch AT1G5449AIN1, EIN5     XRN4 (EX           chr1:203  4.93077 2.25904 15.2378 15.2237 14.4688 12.4867
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 1.525 Detected 1.201 Detected 1.363 0.018 GT Sens contig414 contig414 Unannota AAATGTCTAAGCGGTAGTCAATGTCGCGTTCTCTACTCCGTTTTTCGTA contig414 Solyc06g Unknown Protein (A  SL2.40ch AT4G00890.1  proline-ri     chr4:374  39.3972 34.7843 87.4673 88.8927 112.615 86.8387
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 1.335 Detected 0.995 Detected 1.165 0.027 GT Sens contig414 contig414 Unannota GTGTGTGTGAAACCTAGGTTAGCCTTTGAACCAAAATGGGAAATAACAT contig414 Solyc06g Unknown Protein (A  SL2.40ch AT4G00890.1  proline-ri     chr4:374  35.7181 31.732 74.9399 69.7147 89.7815 68.4619
GT Sense Sense -0.850 Comprom 0.850 Comprom 0.000 0.930 Detected 1.376 Detected 1.153 0.320 GT Sens contig414 contig414 Unannota ATAAGTCTTCTTTTCTACACCCTACTCAATCTTATGTACTCTTGTGACGTcontig414 Solyc02g DNA mism                   GO:00055 SL2.40ch AT5G10650.2 3.07254 7.80725 14.1297 12.8126 9.86102 12.9705
GT Sense Sense 0.113 Comprom -0.113 Comprom 0.000 1.666 Detected 1.006 Detected 1.336 0.062 GT Sens contig415 contig415 Unannota ACTAAAAGAAAGAACCTTCTTGCTCTTTCTGCTTACAATATTGTTTCTTT contig415 Solyc06g DNAJ hea                     GO:00310 SL2.40ch AT3G0118AtSS2  AtSS2 (st         chr3:624  7.17949 4.80063 6.83832 3.70011 19.6875 12.0327
GT Sense Sense -0.258 Detected 0.258 Detected 0.000 1.222 Detected 0.950 Detected 1.086 0.065 GT Sens contig415 contig415 Unannota CAACACCACGTAGGTGAAAGTCTACGGAACTGGGAAAGATTATCCAAGCcontig415 Solyc08g Nodule in                 GO:00037 SL2.40ch AT5G4526RRS1, AT    RRS1 (RE            chr5:183  11.385 12.7177 20.9642 25.9301 29.6743 23.7224
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.283 Detected 1.202 Detected 1.242 0.009 GT Sens contig416 contig416 Unannota TAATTTGCTTTGATGCGGGTAACCAGGATCAATATCGAGCGCCTCGTTAcontig416 Solyc06g Transmem                   GO:00055 SL2.40ch AT4G31250.1  leucine-r        chr4:151  248.216 166.575 393.073 364.152 522.893 477.236
GT Sense Sense -0.412 Comprom 0.412 Comprom 0.000 1.141 Detected 1.007 Detected 1.074 0.124 GT Sens contig416 contig416 Unannota TTGCCCAAATACTATGTGGGTAAAGAAGTTATTTGGCAACCAAGATTGC contig416 Solyc12g Unknown Protein (A  SL2.40ch AT1G62810.1  copper a     chr1:232  4.47301 6.18949 11.7936 10.2627 12.2631 10.7881
GT Sense Sense -0.409 Comprom 0.409 Comprom 0.000 1.852 Detected 1.328 Detected 1.590 0.082 GT Sens contig416 contig416 Unannota GGCATTATCTCCTTTTGGAGATACTATCTTGGTCTCTGTTTTAAAAAAC contig416 Solyc08g Unknown Protein (A  SL2.40ch AT1G2939COR314-T   COR314-   chr1:102  5.39949 7.43659 12.2312 13.1644 24.1786 16.2362
GT Sense Sense -0.012 Comprom 0.012 Comprom 0.000 1.242 Detected 1.937 Detected 1.590 0.045 GT Sens contig417 contig417 Unannota GAGGAGTTACAATATTGGTTTTAGCTTACAAGGAACAGGTTACTTGTTA contig417 Solyc01g RING fing                 GO:00082 SL2.40ch AT1G20100.2 4.54061 3.61088 5.96703 5.85643 10.1245 15.8172
GT Sense Sense -0.145 Comprom 0.145 Comprom 0.000 1.320 Detected 1.263 Detected 1.291 0.013 GT Sens contig418 contig418 Unannota TATATAGAGCACTTGACTTGTCGCAGCAAATTTGATGCACGTTCTGAAT contig418 Solyc01g F-box/LRR-repeat pr               SL2.40ch AT5G52600.1 4.39881 4.20311 12.6934 13.656 11.3452 10.5266
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 1.640 Detected 1.077 Detected 1.358 0.043 GT Sens contig418 contig418 Unannota TGGAGTTCTGGAAACCTCTTTGAGCTCTGGCCATTCTTCTGTATTTGCT contig418 Solyc07g HAT family dimerisa        SL2.40ch AT3G44440.1 26.4756 22.9603 47.8069 27.1929 81.1881 53.0687
GT Sense Sense 0.271 Comprom -0.271 Comprom 0.000 2.033 Detected 1.611 Detected 1.822 0.034 GT Sens contig418 contig418 Unannota GCGACATCTGTTAGGTCATAATATTTGCTGAAATGTATTTCTGATGTTG contig418 Solyc02g Heterogen                    GO:00036 SL2.40ch AT5G60840.1  unknown   chr5:244  6.8319 3.66951 14.0523 15.8174 21.6519 15.6107
GT Sense Sense -0.643 Comprom 0.643 Comprom 0.000 1.545 Detected 3.635 Detected 2.590 0.169 GT Sens contig419 contig419 Unannota TGAAGCATGCAAACAAGTCCTACAATGTACACCATAATCATCATCCATATcontig419 Solyc09g C2 domain-containin                 SL2.40ch AT3G06040.3  ribosoma       chr3:182  2.53569 4.83215 2.33656 2.59638 10.7925 44.3789
GT Sense Sense -0.286 Comprom 0.286 Comprom 0.000 1.191 Detected 0.878 Detected 1.035 0.087 GT Sens contig419 contig419 Unannota GCATGCATCTTCTTATCACATGCCCGAATCATCTCAAACTTGTTTTTCG contig419 Solyc01g Vacuolar               GO:00055 SL2.40ch AT1G22000.1 6.42249 7.45957 14.1753 14.5836 16.7072 12.9794
GT Sense Sense 0.129 Detected -0.129 Detected 0.000 0.937 Detected 1.184 Detected 1.060 0.027 GT Sens contig419 contig419 Unannota GCTACTTCATCCGTATTGTCACCATTGATTAGTTTATTCGGAACGACAA contig419 Solyc04g Spermidin               GO:00047 SL2.40ch AT4G08395.1 22.6043 14.7734 23.2264 28.2049 36.9747 42.3618
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 1.222 Detected 1.414 Detected 1.318 0.017 GT Sens contig419 contig419 Unannota GCTAAGATCTTCTTGTTCAATAGCTCTTCGCTGTTGTTTGTAGATGCCG contig419 Solyc01g ATP-depe                     GO:00055 SL2.40ch AT1G32910.1  transfera     chr1:119  33.639 32.2418 76.4387 50.7807 81.1663 89.5189
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 1.405 Detected 1.699 Detected 1.552 0.014 GT Sens contig419 contig419 Unannota TTCAACTTATCATTCCTTTACTCCGAGACGGCAAAATCCTTTAATTGGATcontig419 Solyc01g ATP-depe                     GO:00055 SL2.40ch AT1G32910.1  transfera     chr1:119  114.243 105.259 351.977 268.794 306.896 363.259
GT Sense Sense -0.534 Comprom 0.534 Comprom 0.000 1.487 Detected 2.293 Detected 1.890 0.106 GT Sens contig420 contig420 Unannota TGGAAAATATGGAGGAAGAGAAGTAGTAGTTTGTGGGTCGAATGTCCAAcontig420 Solyc07g Zinc finge                    GO:00036 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  2.42899 3.98091 3.28217 6.17336 9.20989 15.5485
GT Sense Sense 0.165 Detected -0.165 Comprom 0.000 1.212 Detected 1.356 Detected 1.284 0.019 GT Sens contig420 contig420 Unannota CAATATGTGAGCTTCTATGAGGTCTTAGGGATTATGTCCTTCGACGGAAcontig420 Solyc05g Unknown Protein (A  SL2.40ch AT5G06100.3 13.1198 8.16106 23.0709 22.0139 25.3264 27.0199
GT Sense Sense 0.218 Comprom -0.218 Comprom 0.000 1.280 Detected 0.914 Detected 1.097 0.061 GT Sens contig420 contig420 Unannota CCTTGGATAGTGAGATCTGCGCTTTCTAAATTTCGCATTTTCATCATCT contig420 Solyc08g Unknown Protein (A  SL2.40ch AT5G6243CDF1  CDF1 (CY              chr5:250  7.83291 4.52687 8.54683 14.9736 15.278 11.4482
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 1.155 Detected 1.728 Detected 1.442 0.049 GT Sens contig420 contig420 Unknown   TCCAACGcontig420 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig420 Solyc01g Unknown Protein (A  SL2.40ch AT1G06250.1  lipase cla      chr1:191  37.4368 23.1316 75.1995 54.3909 69.2784 99.4357
GT Sense Sense 0.124 Detected -0.124 Detected 0.000 1.058 Detected 0.979 Detected 1.018 0.016 GT Sens contig421 contig421 Unannota GGTTTTGGACGAGTCTAGTAACTTTTGCTTAGATGGAAGATCATTGAAT contig421 Solyc09g Ammoniu               GO:00153 SL2.40ch AT1G6439AtGH9C2  AtGH9C2               chr1:239  57.3373 37.7596 76.9049 70.9799 102.409 93.555
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 1.069 Detected 1.252 Detected 1.160 0.006 GT Sens contig421 contig421 Unannota TTCAACAACATTCAAAACCCGTGAACATCAAATTCTGATTACGCCTCTGGcontig421 Solyc09g Ammoniu               GO:00153 SL2.40ch AT1G6439AtGH9C2  AtGH9C2               chr1:239  50.8638 39.0993 72.4968 74.1726 98.8497 108.376
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 1.002 Detected 1.361 Detected 1.182 0.023 GT Sens contig422 contig422 Unannota TATTCTCCGTCATATTTCTGGGACATTGGTGTCCTTTCCGTTCAAAATC contig422 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT5G3764UBQ9  UBQ9; pr    chr5:149  59.6831 48.9869 116.595 99.0042 114.471 141.746
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 0.885 Detected 1.121 Detected 1.003 0.025 GT Sens contig422 contig422 Unannota TACCTTTTACTCTGACGGATGACTGAATAGGAGCACATGGCACAATCTT contig422 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT5G3764UBQ9  UBQ9; pr    chr5:149  71.3488 65.0206 127.696 93.7792 132.965 151.121
GT Sense Sense 0.687 Detected -0.687 Comprom 0.000 1.101 Detected 0.930 Detected 1.016 0.280 GT Sens contig422 contig422 Unannota GTGGTTATTTCAACTTCAATACAAGTGTGCTAGGTTGTCCTTATCAACC contig422 Solyc03g CYCLOIDEA-like (Fr               SL2.40ch AT5G6285AtVEX1  AtVEX1 (V     chr5:252  11.7906 3.55536 15.6224 12.827 14.6827 12.5843
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 0.966 Detected 1.171 Detected 1.068 0.044 GT Sens contig422 contig422 Unannota TTATATTTTGTTGAGAGGGGGGAGAGGTACTAAATTAACCTTCGAAGTGcontig422 Solyc01g Calcium b                GO:00055 SL2.40ch AT3G16600.1  SNF2 dom             chr3:565  601.357 353.115 445.154 413.543 951.122 1058.45
GT Sense Sense 0.788 Detected -0.788 Comprom 0.000 1.605 Detected 0.862 Detected 1.233 0.292 GT Sens contig423 contig423 Unannota GGGTGAGCACATGGTGTTTTATACAATTTAAGTCTCCATCCATATATAT contig423 Solyc04g Beige/BEACH doma               SL2.40ch AT5G59930.1  DC1 dom         chr5:241  13.716 3.59817 53.5496 79.1929 22.5868 13.0252
GT Sense Sense 0.287 Comprom -0.287 Comprom 0.000 1.213 Detected 1.348 Detected 1.280 0.049 GT Sens contig424 contig424 Unannota TTTTCGCTGCCAATTTTCCTTCTCATAACTGCTCTGCTTAGCTGCACTA contig424 Solyc03g E3 ubiqui                 GO:00082 SL2.40ch AT5G10290.1  leucine-r           chr5:323  6.86086 3.60187 15.0291 13.2343 12.1762 12.9114
GT Sense Sense -0.626 Comprom 0.626 Comprom 0.000 1.761 Detected 1.327 Detected 1.544 0.145 GT Sens contig424 contig424 Unannota GGCAAGGTTAAACCCAAGGACACAGTCCTAATGATCAACGAAGTGGGTGcontig424 Solyc02g Nuclear S                  GO:00036 SL2.40ch AT4G35785.3  nucleic a       chr4:169  2.86637 5.33586 11.5219 3.15861 14.0132 10.0097
GT Sense Sense 1.238 Detected -1.238 Detected 0.000 1.807 Detected 0.905 Detected 1.356 0.412 GT Sens contig425 contig425 Glutaredo                TAAGAACcontig425 Solyc06g Solyc06g Glutaredo                GO:00454 GO:00454   contig425 Solyc06g Glutaredo                 GO:00454 SL2.40ch AT3G62930.1  glutaredo     chr3:232  300.359 42.1938 624.579 428.992 416.398 215.157
GT Sense Sense -0.176 Comprom 0.176 Comprom 0.000 1.271 Detected 1.435 Detected 1.353 0.020 GT Sens contig425 contig425 Unannota ACACAGGACCTTGGGAGGACAAATTCGCAGAGTATAAAGCATAGGGATGcontig425 Solyc06g Genomic DNA chrom                     SL2.40ch AT4G04500.1  protein k     chr4:223  3.79107 3.78154 11.9922 6.76787 9.65573 10.4464
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 1.091 Detected 1.106 Detected 1.098 0.012 GT Sens contig426 contig426 Putative A         CAGGATGCTGTTGATTACCTAACATGGACCTTCATGTATAGGAGGCTGAcontig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 526.811 348.243 724.857 667.532 964.028 940.79
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 1.300 Detected 0.910 Detected 1.105 0.032 GT Sens contig426 contig426 Putative p        CTTTCAGATATATTGGGTTCTGAAGATGCATCAGGAGATATGGATTTCA contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 23.4047 16.8936 31.6527 39.8259 51.7616 38.1216
GT Sense Sense 0.353 Detected -0.353 Comprom 0.000 0.840 Detected 1.306 Detected 1.073 0.126 GT Sens contig426 contig426 AT3G6272       AACTCAACCTCAGGATGTGATAGCAAAAGCTTCCTAAGCAAAGGCAATT contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 13.0936 6.27819 10.2353 12.5816 17.1485 22.8715
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 1.255 Detected 1.286 Detected 1.271 0.025 GT Sens contig427 contig427 Probable        CATTCGTCTTTGTGCTGGAAAGCAGAAGACAATACAGGAACTATTTGCA contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 19.8407 11.6796 16.3863 7.54853 38.3967 37.8855



GT Sense Sense 0.138 Detected -0.138 Comprom 0.000 1.198 Detected 1.029 Detected 1.113 0.020 GT Sens contig427 contig427 FACT com        TTGTTAAGACTGTTTCAAGCCAGCAGGATACCAACCGTAACTGTTATAT contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 13.0491 8.4232 19.0521 15.732 25.4181 21.8302
GT Sense Sense -0.608 Detected 0.608 Detected 0.000 1.336 Detected 1.467 Detected 1.402 0.149 GT Sens contig427 contig427 Putative u        TCAGTACCGGGCCTGATGTAAGGCCCGGTGACTGGTACTGCAATGTTG contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 92.301 167.6 159.396 107.966 331.898 350.851
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 0.893 Detected 1.236 Detected 1.064 0.083 GT Sens contig428 contig428 O-Glycos          TGTTCAAGGACACAGTCACCTCTGATGATGAATTTGTACCCTTATTATG contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 38.0097 20.1676 38.3943 34.1027 54.3232 66.5505
GT Sense Sense 0.174 Detected -0.174 Comprom 0.000 1.536 Detected 1.368 Detected 1.452 0.017 GT Sens contig428 contig428 Zinc finge          TTTCTGATTCATCTGGGAGTGATCCCACAGTGTCAGAGTTGGTAACTGAcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 11.5029 7.06318 15.6083 20.8776 27.6337 23.7331
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 1.656 Detected 1.199 Detected 1.427 0.030 GT Sens contig429 contig429 Uncharac                    TCTTGGAcontig429 Solyc06g Solyc06g Uncharac                    GO:00165 GO:00165     contig429 Solyc06g Uncharac                     GO:00165 SL2.40ch AT2G2723LHW  LHW (LO          chr2:116  90.8965 61.1495 156.794 116.45 248.29 174.596
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 1.186 Detected 0.956 Detected 1.071 0.013 GT Sens contig430 contig430 Unknown AGGAAAATGGCAGTAAGAGCCAGAGACACTCTTTTTCCTGCTGAGTGGTcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 23.4515 19.3515 28.3665 27.0577 51.2371 42.1756
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 1.490 Detected 1.217 Detected 1.353 0.020 GT Sens contig430 contig430 Unknown TTGAACCGAATTCTAGGATGTATACGACTTTAATGAAAGGTTATATGAA contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 33.8432 21.7814 53.0004 58.1361 80.5792 64.3836
GT Sense Sense 0.297 Comprom -0.297 Comprom 0.000 1.253 Detected 1.047 Detected 1.150 0.067 GT Sens contig431 contig431 Nicotia ta      ACTCCTATCTTTATAAGCTGAAAGGAAACCTGCCGATTTCTCGAGCGAT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 8.77487 4.54528 5.85745 5.7264 15.9038 13.3131
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 1.321 Detected 1.067 Detected 1.194 0.011 GT Sens contig431 contig431 Nicotia ta     GCATAGAGGACACACTCCCTTGTATTATCTTGATAATCTAGAATGAATT contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 12752.8 9707.93 20388.1 23222.8 29378.7 23784.2
GT Sense Sense 0.484 Comprom -0.484 Comprom 0.000 1.560 Detected 1.303 Detected 1.432 0.104 GT Sens contig432 contig432 Nicotia ta       CCTTAAAGATAATGAGTAGAGCCTTCATTGTCTTCTTCCCTCTAGAAGA contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 8.63243 3.44822 10.888 11.1889 17.004 13.7391
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.310 Detected 1.142 Detected 1.226 0.027 GT Sens contig433 contig433 Nicotia ta       CTAGTGTTTTGCTTTTGGCCAAAACCAATGTAATCTACTGTAAAGGCCT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 204.095 123.251 343.353 223.597 415.502 357.235
GT Sense Sense 0.195 Detected -0.195 Detected 0.000 1.423 Detected 0.870 Detected 1.147 0.077 GT Sens contig434 contig434 N.tabacum       GGTTCCTTGTTTTACCACAAAGCTCTATTCTTGATCAAAATTCATAACATcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 20.6695 12.331 49.3281 64.9418 45.2439 29.7723
GT Sense Sense -1.069 Comprom 1.069 Detected 0.000 1.212 Detected 0.994 Detected 1.103 0.413 GT Sens contig434 contig434 Nicotia ta      GGTTTCTCCTAAAAACCTAAAACTTTTCAATTTTTTCGGTGTCGATTCTCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4.75727 16.3715 10.1796 12.213 21.6046 17.9332
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 1.114 Detected 1.043 Detected 1.079 0.012 GT Sens contig434 contig434 Nicotia ta        GGACCTGCAAAGAATTGATCAGATCAGAGAGTATATGATCCATCATGTT contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1023.81 684.672 1687.99 1534.02 1914.75 1760.82
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 2.890 Detected 2.396 Detected 2.643 0.012 GT Sens contig434 contig434 Chloroph                    ATTAGGAcontig434 Solyc07g Solyc07g Chloroph                    GO:00161 GO:00161  contig434 Solyc07g Chloroph                     GO:00161 SL2.40ch AT2G0507LHCB2.2,   LHCB2.2     chr2:179  1083.86 688.587 2280.88 2415.91 6769.16 4639.04
GT Sense Sense -0.457 Detected 0.457 Detected 0.000 1.189 Detected 0.986 Detected 1.088 0.146 GT Sens contig434 contig434 Nicotia ta      TCTCCGGAAACAGCTGGGAATTTTGCTTTTGGCTTGTACGATCTTGTAGcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 39.814 58.6634 75.1404 101.143 116.475 97.7025
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 1.293 Detected 1.053 Detected 1.173 0.052 GT Sens contig434 contig434 Mitochon                GTCTCTAcontig434 Solyc08g Solyc08g Mitochon                GO:00160 GO:00160 contig434 Solyc08g Mitochon                 GO:00160 SL2.40ch AT4G11440.1  binding  chr4:695  46.8368 51.8923 90.9533 72.5283 127.693 104.395
GT Sense Sense 0.433 Detected -0.433 Comprom 0.000 3.024 Detected 2.140 Detected 2.582 0.053 GT Sens contig435 contig435 Leucine-r          CTGGAAAcontig435 Solyc01g Solyc01g Leucine-rich repeat receptor-li        contig435 Solyc01g LRR recep    GO:00046 SL2.40ch AT1G1204LRX1  LRX1 (LE                chr1:407  18.0733 7.74857 38.6865 42.3238 101.715 53.2389
GT Sense Sense -0.131 Comprom 0.131 Comprom 0.000 2.590 Detected 2.549 Detected 2.569 0.003 GT Sens contig445 contig445 Unknown   CTCAGCTcontig445 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig445 Solyc09g Unknown Protein (A  SL2.40ch AT4G32375.1 2.31151 2.16773 5.34729 2.02188 14.2442 13.3625
GT Sense Sense -1.395 Comprom 1.395 Detected 0.000 1.731 Detected 2.296 Detected 2.013 0.293 GT Sens contig452 contig452 Reverse t                  CGCCTCAcontig452 Solyc11g Solyc11g Reverse t                  GO:00062 GO:00062   contig452 Solyc10g Serine/thr                GO:00054 SL2.40ch #N/A #N/A #N/A #N/A 2.08041 11.2468 1.90295 1.89667 16.9693 24.2344
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 1.086 Detected 1.174 Detected 1.130 0.002 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  657.568 493.994 1194.83 1319.11 1278.3 1312
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 1.748 Detected 1.744 Detected 1.746 0.010 GT Sens contig457 contig457 NHL repea               GCAATTCcontig457 Solyc05g Solyc05g NHL repeat-containing protein              contig457 Solyc05g NHL repeat-containi                SL2.40ch AT1G70280.2  NHL repe    chr1:264  136.061 134.995 343.373 214.245 481.06 463.134
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 1.090 Detected 1.023 Detected 1.056 0.009 GT Sens contig459 contig459 Unknown   GGTGTTGcontig459 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig459 Solyc07g Unknown Protein (A  SL2.40ch AT4G01895.1  systemic        chr4:819  8478.82 7575.78 11941.6 14092.6 18031.9 16614.5
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 1.222 Detected 1.139 Detected 1.180 0.006 GT Sens contig460 contig460 Formin 3            GACAGTAcontig460 Solyc06g Solyc06g Formin 3            GO:00300 GO:00300   contig460 Solyc06g Formin 3             GO:00300 SL2.40ch AT3G2550AFH1, FH1     AFH1 (FO              chr3:925  467.712 324.62 745.203 533.25 960.312 875.51
GT Sense Sense -0.201 Comprom 0.201 Comprom 0.000 1.018 Detected 1.330 Detected 1.174 0.044 GT Sens contig462 contig462 Cation/H+             GCATCTTcontig462 Solyc08g Solyc08g Cation/H+             GO:00153 GO:00153     contig462 Solyc08g Cation/H+              GO:00153 SL2.40ch AT3G1763ATCHX19    ATCHX19          chr3:602  7.53151 7.77764 15.5723 6.13831 16.3835 19.6393
GT Sense Sense 0.065 Comprom -0.065 Comprom 0.000 3.614 Detected 3.700 Detected 3.657 0.000 GT Sens contig466 contig466 UPF0497                    TTTGGTAcontig466 Solyc01g Solyc01g UPF0497                    GO:00055 GO:00055  contig466 Solyc01g UPF0497                     GO:00055 SL2.40ch AT4G31490.1  coatome             chr4:152  4.98091 3.55761 7.13457 13.2142 54.4689 55.8113
GT Sense Sense -0.604 Detected 0.604 Detected 0.000 2.269 Detected 0.977 Detected 1.623 0.208 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  11.9966 21.6585 21.2288 50.7962 82.1222 32.373
GT Sense Sense 0.184 Detected -0.184 Detected 0.000 1.229 Detected 0.896 Detected 1.062 0.051 GT Sens contig474 contig474 Nodulin M                   CTCCATCcontig474 Solyc01g Solyc01g Nodulin M                   GO:00160 GO:00160 contig474 Solyc01g Nodulin M                    GO:00160 SL2.40ch AT3G30340.1  nodulin M     chr3:119  327.203 198.1 500.011 336.169 630.62 483.371
GT Sense Sense 0.335 Detected -0.335 Comprom 0.000 1.104 Detected 0.914 Detected 1.009 0.101 GT Sens contig476 contig476 General tr                 GAAGAAGcontig476 Solyc09g Solyc09g General tr                 GO:00036 GO:00036  contig476 Solyc09g General tr                  GO:00036 SL2.40ch AT1G19485.1  AT hook    chr1:674  18.4432 9.06642 16.558 14.792 29.3827 24.8626
GT Sense Sense 0.150 Detected -0.150 Detected 0.000 1.750 Detected 1.332 Detected 1.541 0.027 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  3768.41 2393.18 6423.75 7970.14 10673.7 7712.29
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 1.192 Detected 1.163 Detected 1.178 0.000 GT Sens contig491 contig491 Zinc finge                   GGTTCCGcontig491 Solyc07g Solyc07g Zinc finge                   GO:00082 GO:00082   contig491 Solyc07g Zinc finge                    GO:00036 SL2.40ch AT3G52980.1  RNA reco      chr3:196  232.187 181.621 349.255 327.936 495.935 469.147
GT Sense Sense 0.231 Detected -0.231 Detected 0.000 1.076 Detected 1.204 Detected 1.140 0.041 GT Sens contig494 contig494 RNA-bind                CAGGAAGcontig494 Solyc01g Solyc01g RNA-bind                GO:00036 GO:00036   contig494 Solyc01g RNA-bind                 GO:00036 SL2.40ch AT1G09230.1  RNA reco      chr1:297  66.3186 37.6447 97.7746 80.1273 111.307 117.424
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 1.129 Detected 0.900 Detected 1.015 0.056 GT Sens contig495 contig495 Auxin-res               GAAAAAAcontig495 Solyc10g Solyc10g Auxin-responsive GH3-like (AH              contig495 Solyc10g Auxin-responsive G               SL2.40ch AT2G35960.1 3777.94 4028.02 3967.21 4440.23 9017.15 7428.3
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 1.064 Detected 0.954 Detected 1.009 0.010 GT Sens contig508 contig508 Heat stres                   ATGGATGcontig508 Solyc06g Solyc06g Heat stres                   GO:00056 GO:00056       contig508 Solyc06g Heat stres                    GO:00055 SL2.40ch AT5G1682HSF3, HS    HSF3 (HE           chr5:553  96.9213 84.9557 122.689 141.52 200.446 179.306
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 1.073 Detected 1.045 Detected 1.059 0.013 GT Sens contig509 contig509 Ulp1 prote           AGAAACT contig509 Solyc03g Solyc03g Ulp1 protease family C-termina         contig509 Solyc12g Ulp1 protease family         SL2.40ch AT1G14680.1  unknown   chr1:504  313.04 207.184 321.119 408.012 566.407 535.992
GT Sense Sense 0.470 Comprom -0.470 Comprom 0.000 1.239 Detected 1.102 Detected 1.170 0.133 GT Sens contig51 contig51 Unknown   CAATTAA contig51 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig51 Solyc08g Unknown Protein (A  SL2.40ch AT1G02670.1  DNA repa     chr1:576  8.28331 3.37578 13.911 16.2954 13.1916 11.5794
GT Sense Sense 0.030 Detected -0.030 Detected 0.000 0.989 Detected 1.171 Detected 1.080 0.008 GT Sens contig512 contig512 Unknown   TGGATCCcontig512 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig512 Solyc04g Unknown Protein (A  SL2.40ch AT5G4347RPP8, HR    RPP8 (RE         chr5:174  30.8048 23.0843 60.0801 56.2006 55.9207 61.279
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 1.157 Detected 1.327 Detected 1.242 0.018 GT Sens contig515 contig515 Beta-1%2                 TTGACAAcontig515 Solyc03g Solyc03g Beta-1%2                 GO:00160 GO:00160     contig515 Solyc03g Beta-1,3-g                  GO:00167 SL2.40ch AT5G15050.1  glycosylt           chr5:487  103.51 66.1343 170.521 133.357 194.929 211.79
GT Sense Sense -1.014 Comprom 1.014 Detected 0.000 3.634 Detected 2.093 Detected 2.863 0.154 GT Sens contig515 contig515 Pectate ly                AATCTGGcontig515 Solyc02g Solyc02g Pectate ly                GO:00168 GO:00168    contig515 Solyc02g Pectate ly                 GO:00168 SL2.40ch AT3G24230.1  pectate ly     chr3:877  3.94595 12.5759 10.086 42.9118 92.3969 30.658
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 2.270 Detected 2.139 Detected 2.205 0.001 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  4182.11 3195.64 10015.7 15305.4 18632.2 16434.2
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 1.650 Detected 0.969 Detected 1.309 0.071 GT Sens contig523 contig523 Zinc trans                 CGTGGATcontig523 Solyc02g Solyc02g Zinc trans                 GO:00000 GO:00000      contig523 Solyc02g Zinc trans                  GO:00000 SL2.40ch AT3G1275ZIP1  ZIP1 (ZINC         chr3:405  141.269 134.962 327.971 397.266 457.858 275.824
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 1.665 Detected 0.846 Detected 1.255 0.127 GT Sens contig529 contig529 UDP-gluc               GATTTCGcontig529 Solyc10g Solyc10g UDP-gluc               GO:00081 GO:00081  contig529 Solyc10g UDP-gluc                GO:00081 SL2.40ch AT1G7827AtUGT85A   AtUGT85            chr1:294  10.1945 11.7663 11.1926 51.4706 36.7018 20.0857
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 1.503 Detected 1.293 Detected 1.398 0.006 GT Sens contig532 contig532 Receptor-                 AAGAGAGcontig532 Solyc10g Solyc10g Receptor-                 GO:00064 GO:00064  contig532 Solyc10g Receptor   GO:00055 SL2.40ch AT2G01820.1  leucine-r       chr2:357  76.8992 59.0393 100.257 120.35 201.821 168.443
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.413 Detected 1.315 Detected 1.364 0.001 GT Sens contig534 contig534 Nucleoso                    GAAAGGAcontig534 Solyc08g Solyc08g Nucleoso                    GO:00056 GO:00056   contig534 Solyc08g Nucleoso                     GO:00036 SL2.40ch AT2G1948NFA02, NF   NAP1;2 (N          chr2:843  62.9018 48.941 92.8645 89.2664 156.176 140.896
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 1.629 Detected 1.242 Detected 1.435 0.018 GT Sens contig537 contig537 Cc-nbs-lr                TTGCTCCcontig537 Solyc04g Solyc04g Cc-nbs-lr                GO:00055 GO:00055  contig537 Solyc04g Lrr,  resis   GO:00055 SL2.40ch AT1G58400.1  disease r       chr1:216  292.815 216.207 785.153 793.263 822.477 607.188
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 1.087 Detected 0.932 Detected 1.010 0.013 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  1404.57 1234.6 2781.86 2612.1 2956.96 2563.73
GT Sense Sense 0.094 Detected -0.094 Comprom 0.000 1.509 Detected 1.371 Detected 1.440 0.006 GT Sens contig548 contig548 Non-spec                     TCTCTTCcontig548 Solyc09g Solyc09g Non-spec                     GO:00082 GO:00082   contig548 Solyc09g Non-spec                      GO:00082 SL2.40ch AT5G53890.1  leucine-r        chr5:218  9.45617 6.49037 26.5665 35.5711 23.5608 20.6812
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 1.105 Detected 1.025 Detected 1.065 0.056 GT Sens contig559 contig559 Polyaden                TGGTTTCcontig559 Solyc10g Solyc10g Polyaden                GO:00001 GO:00001  contig559 Solyc10g Polyaden                 GO:00036 SL2.40ch AT2G44710.1  RNA reco      chr2:184  257.354 288.182 419.159 337.604 618.995 565.367
GT Sense Sense 0.639 Detected -0.639 Comprom 0.000 1.645 Detected 0.855 Detected 1.250 0.238 GT Sens contig563 contig563 Unknown   ATCGTCAcontig563 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig563 Solyc12g Unknown Protein (A  SL2.40ch AT5G1662PDE120, T    TIC40  chr5:545  22.3884 7.21499 16.0034 9.97765 42.0023 23.4482
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 1.223 Detected 0.820 Detected 1.021 0.060 GT Sens contig565 contig565 Ferric red                CGACAAAcontig565 Solyc01g Solyc01g Ferric red                GO:00002 GO:00002    contig565 Solyc01g Ferric red                 GO:00002 SL2.40ch AT1G2302ATFRO3,   FRO3; fe    chr1:815  601.054 371.521 704.43 536.009 1165.65 851.187
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 1.548 Detected 1.117 Detected 1.332 0.037 GT Sens contig566 contig566 Subtilisin               GAACGAAcontig566 Solyc04g Solyc04g Subtilisin               GO:00042 GO:00042   contig566 Solyc04g Subtilisin                GO:00042 SL2.40ch AT5G5175ATSBT1.3    ATSBT1.             chr5:210  2652.21 2568.71 3848.93 3977.55 8064.07 5776.89
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 1.096 Detected 0.921 Detected 1.008 0.023 GT Sens contig569 contig569 Os02g074                     ATAAATT contig569 Solyc06g Solyc06g Os02g074                     GO:00056 GO:00056 contig569 Solyc06g Os02g074                      GO:00056 SL2.40ch AT3G48050.2  DNA bind         chr3:177  400.521 373.816 711.112 625.174 873.914 747.481
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 1.482 Detected 1.196 Detected 1.339 0.017 GT Sens contig573 contig573 Vesicle-as                 AGAATTGcontig573 Solyc08g Solyc08g Vesicle-as                 GO:00055 GO:00055    contig573 Solyc08g Vesicle-as                  GO:00055 SL2.40ch AT3G6060VAP27-1  VAP (VES       chr3:224  95.6405 86.7097 221.804 232.845 268.802 212.92
GT Sense Sense 0.162 Detected -0.162 Detected 0.000 1.959 Detected 1.159 Detected 1.559 0.069 GT Sens contig576 contig576 NAC dom                 CATGAACcontig576 Solyc10g Solyc10g NAC dom                 GO:00037 GO:00037        contig576 Solyc10g NAC dom                  GO:00037 SL2.40ch AT3G155 ATNAC2,    ATNAC2          chr3:524  64.0041 39.9602 43.9844 68.3553 207.738 115.208
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 0.950 Detected 1.083 Detected 1.016 0.012 GT Sens contig577 contig577 Cellulose                   TGTGGATcontig577 Solyc10g Solyc10g Cellulose                   GO:00517 GO:00517   contig577 Solyc10g Cellulose                    GO:00517 SL2.40ch AT5G0376ATCSLA0       ATCSLA0         chr5:985  220.158 194.32 391.817 373.899 422.156 447.075
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 0.820 Detected 1.189 Detected 1.005 0.042 GT Sens contig579 contig579 Phloem p      AAATCCAcontig579 Solyc02g Solyc02g Phloem protein 2 (AHRD V1 **-- contig579 Solyc02g Phloem p      GO:00302 SL2.40ch AT4G1985ATPP2-A2     ATPP2-A     chr4:107  403.947 272.576 548.243 543.734 619.298 771.857
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 1.363 Detected 1.030 Detected 1.197 0.020 GT Sens contig584 contig584 Aldehyde             TCCGTTCcontig584 Solyc07g Solyc07g Aldehyde             GO:00551 GO:00551     contig584 Solyc07g Aldehyde              GO:00040 SL2.40ch AT2G2427ALDH11A   ALDH11A         chr2:103  11558.1 9640.23 19215.4 21896.4 28704.1 21988.7
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 1.658 Detected 1.140 Detected 1.399 0.037 GT Sens contig585 contig585 Oxygen-e                      AGGCATTcontig585 Solyc02g Solyc02g Oxygen-e                      GO:00082 GO:00082     contig585 Solyc02g Oxygen-e                       GO:00082 SL2.40ch AT5G6657PSBO-1, O       PSBO1 (P           chr5:265  776.566 694.414 1496.3 1553.27 2449.14 1651.37
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 1.588 Detected 1.530 Detected 1.559 0.003 GT Sens contig587 contig587 Acyl- (AHR               CTACTCGcontig587 Solyc11g Solyc11g Acyl- (AHR               GO:00551 GO:00551  contig587 Solyc11g Acyl- (AHR                GO:00551 SL2.40ch AT3G02630.1  acyl-(acy         chr3:562  209.383 145.957 395.238 281.233 555.451 515.181
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 1.490 Detected 1.025 Detected 1.257 0.057 GT Sens contig595 contig595 Glycosylt                  CACCTGAcontig595 Solyc02g Solyc02g Glycosylt                  GO:00167 GO:00167         contig595 Solyc02g Glycosylt                   GO:00167 SL2.40ch AT3G5076GATL2  GATL2 (G               chr3:188  99.5476 104.048 173.193 225.53 302.064 211.266
GT Sense Sense 0.615 Detected -0.615 Comprom 0.000 1.549 Detected 1.518 Detected 1.533 0.130 GT Sens contig597 contig597 Genomic                  AGCAGTGcontig597 Solyc12g Solyc12g Genomic DNA chromosome 5                contig597 Solyc12g Genomic DNA chrom                  SL2.40ch AT5G10660.1  calmodu    chr5:337  14.9747 4.9895 6.78475 21.2915 26.7275 25.2609
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 0.956 Detected 1.069 Detected 1.012 0.003 GT Sens contig598 contig598 Nuclear p                ATAAACT contig598 Solyc08g Solyc08g Nuclear pore complex protein              contig598 Solyc08g Nuclear pore comple                SL2.40ch AT4G32910.1  INVOLVE                                                             chr4:158  345.432 262.647 523.832 423.961 617.467 644.751
GT Sense Sense -0.394 Detected 0.394 Detected 0.000 1.134 Detected 0.982 Detected 1.058 0.119 GT Sens contig610 contig610 Ferredox     ATTAAGCcontig610 Solyc01g Solyc01g Ferredoxin-like (AHRD V1 ***- Q contig610 Solyc01g Ferredoxin-like (AHR    SL2.40ch AT1G02180.1  ferredoxi   chr1:413  55.4503 74.8515 95.5143 63.8327 149.382 129.846
GT Sense Sense 0.616 Detected -0.616 Comprom 0.000 1.493 Detected 1.143 Detected 1.318 0.176 GT Sens contig611 contig611 CWF19-lik                   ACAGAAAcontig611 Solyc05g Solyc05g CWF19-like protein 1 (AHRD V1               contig611 Solyc12g CwfJ dom                   GO:00082 SL2.40ch AT4G38260.1  unknown   chr4:179  15.3485 5.10596 17.1222 24.5065 26.3425 19.95
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 1.186 Detected 1.668 Detected 1.427 0.047 GT Sens contig612 contig612 Expresse                  TCATGAAcontig612 Solyc03g Solyc03g Expressed protein (Fragment)                contig612 Solyc03g Expressed protein (                 SL2.40ch AT5G5155EXL3  EXL3 (EX     chr5:209  101.164 58.921 104.647 83.7056 185.705 250.331
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 1.978 Detected 2.243 Detected 2.110 0.019 GT Sens contig614 contig614 Expansin                   CTAAATGcontig614 Solyc06g Solyc06g Expansin                   GO:00055 GO:00055  contig614 Solyc06g Expansin                    GO:00055 SL2.40ch AT1G6953ATEXPA1         ATEXPA1      chr1:261  301.888 341.107 861.636 928.996 1336.36 1549.46
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 1.063 Detected 1.062 Detected 1.063 0.004 GT Sens contig615 contig615 Carboxyl                CCACAACcontig615 Solyc04g Solyc04g Carboxyl                GO:00081 GO:00081    contig615 Solyc04g Carboxyl                 GO:00307 SL2.40ch AT5G66430.1  S-adenos      chr5:265  155.374 110.982 365.524 189.737 290.002 279.743
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 1.730 Detected 1.249 Detected 1.489 0.045 GT Sens contig625 contig625 FAD depe      ACTTGAAcontig625 Solyc01g Solyc01g FAD dependent oxidoreductas     contig625 Solyc01g FAD dependent oxid     SL2.40ch AT2G32640.1  unknown   chr2:138  132.479 140.79 311.766 315.003 478.685 331.114
GT Sense Sense 0.180 Comprom -0.180 Comprom 0.000 2.093 Detected 2.273 Detected 2.183 0.008 GT Sens contig628 contig628 F-box fam              AGATGGTcontig628 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig628 Solyc08g F-box fam               GO:00048 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  3.84936 2.34506 49.0535 51.5367 13.5514 14.816
GT Sense Sense -1.036 Comprom 1.036 Detected 0.000 3.088 Detected 1.163 Detected 2.126 0.272 GT Sens contig628 contig628 Pollen alle                     GTTCGTTcontig628 Solyc07g Solyc07g Pollen allergen Phl p 11 (AHRD                 contig628 Solyc07g Pollen allergen Phl p                   SL2.40ch AT5G66560.1  phototro      chr5:265  4.96855 16.34 1.99042 32.8124 80.9926 20.5824
GT Sense Sense -0.047 Comprom 0.047 Comprom 0.000 2.920 Detected 2.260 Detected 2.590 0.016 GT Sens contig630 contig630 Syntaxin           ATTTGAT contig630 Solyc12g Solyc12g Syntaxin           GO:00160 GO:00160 contig630 Solyc12g Syntaxin            GO:00160 SL2.40ch AT1G05360.1  unknown   chr1:156  3.22753 2.69406 2.00779 4.69377 23.5816 14.4091
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 1.642 Detected 0.909 Detected 1.275 0.075 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  2084.56 1517.15 4713.33 3648.6 5865.54 3406.3
GT Sense Sense 0.422 Detected -0.422 Detected 0.000 1.061 Detected 1.259 Detected 1.160 0.116 GT Sens contig637 contig637 3-oxoacy                  AACCCCAcontig637 Solyc08g Solyc08g 3-oxoacy                  GO:00055 GO:00055     contig637 Solyc08g 3-oxoacy                   GO:00055 SL2.40ch AT5G4629KAS I  KAS I (3-K          chr5:187  822.577 358.358 669.564 444.451 1196.95 1325.96
GT Sense Sense -0.414 Detected 0.414 Detected 0.000 1.135 Detected 1.238 Detected 1.186 0.105 GT Sens contig638 contig638 Protein ph                 AAGGTGGcontig638 Solyc02g Solyc02g Protein ph                 GO:00055 GO:00055  contig638 Solyc02g Protein ph                  GO:00055 SL2.40ch AT2G3468AIR9  AIR9; pro    chr2:146  991.918 1376.91 2467.23 2316.34 2712.93 2811.74
GT Sense Sense -0.558 Comprom 0.558 Comprom 0.000 2.480 Detected 1.447 Detected 1.964 0.123 GT Sens contig641 contig641 Cation/H(+               ATTAGGTcontig641 Solyc05g Solyc05g Cation/H(+               GO:00153 GO:00153     contig641 Solyc05g Cation/H(+                GO:00153 SL2.40ch AT4G2370ATCHX17    ATCHX17          chr4:123  3.16699 5.36264 4.72562 7.00841 24.3053 11.4657
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 1.226 Detected 0.993 Detected 1.110 0.013 GT Sens contig644 contig644 Os12g058                  CCACAAGcontig644 Solyc02g Solyc02g Os12g0581300 protein (Fragm                 contig644 Solyc02g Os12g0581300 prote                  SL2.40ch AT5G66740.1  unknown   chr5:266  47.0332 34.4468 71.7381 52.43 99.5406 81.7257
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 1.324 Detected 1.156 Detected 1.240 0.005 GT Sens contig646 contig646 NAD-depe              ATGTATGcontig646 Solyc08g Solyc08g NAD-depe              GO:00081 GO:00081  contig646 Solyc08g NAD-depe               GO:00081 SL2.40ch AT1G1672HCF173  HCF173 (            chr1:572  5175.92 3856.4 7312.63 9080.27 11817.7 10159.9
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 1.409 Detected 1.502 Detected 1.456 0.008 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  23.1766 21.3831 68.0162 29.1575 62.4942 64.3545
GT Sense Sense -0.481 Detected 0.481 Detected 0.000 2.355 Detected 1.193 Detected 1.774 0.143 GT Sens contig655 contig655 GPI-ancho      CGAAAAT contig655 Solyc03g Solyc03g GPI-anchored protein (AHRD V   contig655 Solyc03g GPI-anchored prote     SL2.40ch AT2G27060.1  ATP bind               chr2:115  13.451 20.4931 1.93871 51.2161 89.7864 38.7356
GT Sense Sense 0.508 Detected -0.508 Detected 0.000 0.817 Detected 1.592 Detected 1.204 0.200 GT Sens contig655 contig655 Leaf sene                  AACTTAT contig655 Solyc02g Solyc02g Leaf senescence protein-like (A                 contig655 Solyc02g Leaf senescence pr                  SL2.40ch AT3G28150.1  unknown   chr3:104  106.425 41.1111 57.79 52.1537 123.137 203.396
GT Sense Sense -0.051 Comprom 0.051 Comprom 0.000 1.113 Detected 1.505 Detected 1.309 0.023 GT Sens contig658 contig658 Rop-intera                GAAACAAcontig658 Solyc03g Solyc03g Rop-interactive crib motif-cont               contig658 Solyc03g Rop-interactive crib               SL2.40ch AT5G5859RANBP1  RANBP1        chr5:236  5.34357 4.48307 3.60536 3.96226 11.1878 14.1712
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 2.012 Detected 1.773 Detected 1.893 0.004 GT Sens contig663 contig663 Unknown   CTCTAAAcontig663 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig663 Solyc12g Unknown Protein (A  SL2.40ch AT5G4916MET1, ME       MET1 (M     chr5:199  155.991 118.663 332.941 500.088 580.047 474.491
GT Sense Sense -0.792 Detected 0.792 Detected 0.000 1.441 Detected 1.629 Detected 1.535 0.194 GT Sens contig663 contig663 Transcrip              CAGTTAAcontig663 Solyc04g Solyc04g Transcrip              GO:00056 GO:00056   contig663 Solyc04g Transcrip               GO:00305 SL2.40ch AT1G5964ZCW32, B   ZCW32; D       chr1:219  111.115 260.483 442.968 331.849 488.316 537.023
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 2.854 Detected 2.671 Detected 2.762 0.006 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  80.1424 47.2916 106.486 49.2415 470.45 400.005
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 1.116 Detected 0.965 Detected 1.041 0.006 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  376.802 283.899 638.475 696.438 749.173 651.56
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 2.306 Detected 2.351 Detected 2.329 0.002 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  339.326 227.016 694.177 1079.63 1451.02 1444.62
GT Sense Sense 0.054 Detected -0.054 Detected 0.000 1.624 Detected 1.425 Detected 1.524 0.005 GT Sens contig680 contig680 Magnesiu                 TTAAGAT contig680 Solyc11g Solyc11g Magnesiu                 GO:00160 GO:00160 contig680 Solyc11g Magnesiu                  GO:00160 SL2.40ch AT5G2283ATMGT10    ATMGT1           chr5:762  725.312 526.274 1096.16 1460.78 2012.27 1692.8
GT Sense Sense -0.413 Detected 0.413 Detected 0.000 1.627 Detected 1.020 Detected 1.323 0.123 GT Sens contig688 contig688 BHLH tran                 GGAGTTTcontig688 Solyc01g Solyc01g BHLH tran                 GO:00037 GO:00037      contig688 Solyc01g BHLH tran                  GO:00037 SL2.40ch AT4G0005UNE10  UNE10 (u           chr4:178  138.294 191.708 315.022 596.523 531.515 336.863
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 0.968 Detected 1.134 Detected 1.051 0.019 GT Sens contig706 contig706 Ribonucle                GTTGAAGcontig706 Solyc11g Solyc11g Ribonucle                GO:00055 GO:00055  contig706 Solyc11g Ribonucle                 GO:00063 SL2.40ch AT3G0330DCL2  DCL2 (DI                       chr3:768  40.3716 37.3526 71.3247 61.7763 80.301 86.9857
GT Sense Sense -0.032 Comprom 0.032 Comprom 0.000 1.868 Detected 1.377 Detected 1.623 0.022 GT Sens contig707 contig707 Crossove                  GTTATTGcontig707 Solyc01g Solyc01g Crossove                  GO:00036 GO:00036  contig707 Solyc01g Crossove                   GO:00062 SL2.40ch AT5G39770.1  DNA bind            chr5:159  4.14038 3.38501 12.2399 3.36336 14.4394 9.92403
GT Sense Sense 0.961 Detected -0.961 Detected 0.000 2.003 Detected 1.324 Detected 1.664 0.244 GT Sens contig709 contig709 Cytochro                 ATTGGCAcontig709 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig709 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3732CYP81D5  CYP81D5               chr4:175  258.068 53.2513 305.337 173.881 496.729 299.46
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 0.840 Detected 1.305 Detected 1.072 0.103 GT Sens contig710 contig710 MazG nuc                TATCTCAcontig710 Solyc09g Solyc09g MazG nuc                GO:00474 GO:00474   contig710 Solyc09g MazG nuc                 GO:00474 SL2.40ch AT3G25400.1  FUNCTIO                                                                            chr3:921  112.909 58.8301 125.818 158.332 154.193 205.456
GT Sense Sense 0.536 Detected -0.536 Detected 0.000 3.735 Detected 3.938 Detected 3.836 0.020 GT Sens contig711 contig711 Serpin (Se                  ATGGTAGcontig711 Solyc04g Solyc04g Serpin (Se                  GO:00048 GO:00048           contig711 Solyc04g Serpin (Se                   GO:00430 SL2.40ch AT3G45220.1  serpin, p        chr3:165  119.011 44.2724 235.344 191.233 1021.17 1135.09
GT Sense Sense 1.484 Detected -1.484 Comprom 0.000 0.855 Detected 1.766 Detected 1.310 0.488 GT Sens contig711 contig711 Clathrin a             TTTTAGT contig711 Solyc12g Solyc12g Clathrin a             GO:00055 GO:00055  contig711 Solyc12g Clathrin a              GO:00301 SL2.40ch AT1G05020.1  epsin N-t           chr1:143  54.6265 5.45427 46.6651 41.4147 33.0033 59.8864
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 1.597 Detected 0.907 Detected 1.252 0.076 GT Sens contig712 contig712 Genomic                 TGGCAGCcontig712 Solyc02g Solyc02g Genomic DNA chromosome 5               contig712 Solyc02g Genomic DNA chrom                 SL2.40ch AT4G31890.1  armadillo      chr4:154  171.024 158.126 268.872 334.83 525.695 314.609
GT Sense Sense 0.487 Detected -0.487 Detected 0.000 1.688 Detected 1.321 Detected 1.504 0.102 GT Sens contig717 contig717 Non-spec                     TTGCTCGcontig717 Solyc08g Solyc08g Non-spec                     GO:00068 GO:00068     contig717 Solyc08g Non-spec                      GO:00055 SL2.40ch AT5G1510PIN8  PIN8 (PIN       chr5:489  121.677 48.4459 131.995 123.868 261.47 195.695
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 1.139 Detected 0.905 Detected 1.022 0.020 GT Sens contig719 contig719 Granule-b                 TAAAAAA contig719 Solyc08g Solyc08g Granule-b                 GO:00043 GO:00043       contig719 Solyc08g Granule-b                  GO:00043 SL2.40ch AT1G32900.1  starch sy    chr1:119  2683.7 2363.55 3619.08 3938.29 5860.56 4811.98
GT Sense Sense -0.592 Comprom 0.592 Comprom 0.000 1.811 Detected 2.689 Detected 2.250 0.093 GT Sens contig721 contig721 Unknown   AGTTCGAcontig721 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig721 Solyc02g Unknown Protein (A  SL2.40ch AT2G15240.1  UNC-50 fa    chr2:661  2.49216 4.42485 6.00801 4.07494 12.3143 21.8569
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 1.065 Detected 1.030 Detected 1.048 0.016 GT Sens contig725 contig725 POT fami                    AATGTCCcontig725 Solyc02g Solyc02g POT family domain containing                  contig725 Solyc02g POT family domain c                   SL2.40ch AT1G61667.1  unknown   chr1:227  26.8543 25.3114 46.5888 24.2035 57.6525 54.3406
GT Sense Sense -1.040 Detected 1.040 Detected 0.000 0.941 Detected 1.087 Detected 1.014 0.433 GT Sens contig730 contig730 Cation tra               GATTACCcontig730 Solyc11g Solyc11g Cation transport regulator pro              contig730 Solyc11g Cation transport reg               SL2.40ch AT1G44790.1  ChaC-like    chr1:169  227.955 752.861 970.134 799.114 840.316 897.713
GT Sense Sense 1.204 Detected -1.204 Comprom 0.000 1.850 Detected 1.115 Detected 1.482 0.360 GT Sens contig733 contig733 Transmem                   ACCACCAcontig733 Solyc01g Solyc01g Transmem                   GO:00151 GO:00151     contig733 Solyc01g Transmem                    GO:00151 SL2.40ch AT2G21050.1  amino ac     chr2:903  21.1676 3.11677 17.4654 9.89277 30.942 17.9524
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 1.835 Detected 1.320 Detected 1.577 0.033 GT Sens contig733 contig733 Membran               TATTCAT contig733 Solyc03g Solyc03g Membrane protein HPP family            contig733 Solyc03g Membrane protein H              SL2.40ch AT3G47980.1  integral m      chr3:177  295.533 281.582 845.156 374.473 1087.42 734.796
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 2.220 Detected 1.984 Detected 2.102 0.006 GT Sens contig735 contig735 Zinc finge                 TTGCTAAcontig735 Solyc02g Solyc02g Zinc finge                 GO:00056 GO:00056 contig735 Solyc02g Zinc finge                  GO:00056 SL2.40ch AT4G38960.1  zinc finge       chr4:181  119.939 79.8923 206.351 296.464 481.986 395.211
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 0.950 Detected 1.535 Detected 1.242 0.064 GT Sens contig737 contig737 Glycosylt                     TCCATAT contig737 Solyc03g Solyc03g Glycosyltransferase CAZy fam                    contig737 Solyc03g Glycosyltransferase                     SL2.40ch AT2G4583DTA2  DTA2 (DO       chr2:188  1150.48 728.517 935.545 759.446 1869.31 2706.74
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 2.512 Detected 2.719 Detected 2.616 0.003 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  1898.42 1269.13 3510.17 5506.94 9356.55 10430.2
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 1.046 Detected 1.693 Detected 1.369 0.072 GT Sens contig740 contig740 Integral m                  CTAGCATcontig740 Solyc04g Solyc04g Integral membrane protein (AH                 contig740 Solyc04g Integral membrane p                  SL2.40ch AT1G76800.1 357.192 376.178 282.507 532.614 799.654 1209.7
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 1.927 Detected 1.202 Detected 1.564 0.070 GT Sens contig741 contig741 Alliinase (             TTTGCCTcontig741 Solyc03g Solyc03g Alliinase (             GO:00168 GO:00168   contig741 Solyc03g Alliinase (              GO:00168 SL2.40ch AT3G57350.1  FUNCTIO                                                                    chr3:212  13.7289 15.0893 29.781 22.678 57.841 33.7778
GT Sense Sense 0.256 Detected -0.256 Detected 0.000 1.271 Detected 1.462 Detected 1.367 0.038 GT Sens contig742 contig742 Acidic ch                 CATCTGAcontig742 Solyc05g Solyc05g Acidic ch                 GO:00059 GO:00059   contig742 Solyc05g Acidic ch                  GO:00059 SL2.40ch AT5G24090.1  acidic en    chr5:814  4308.36 2360.31 3162.3 5397.57 8134.53 8962.62
GT Sense Sense -0.890 Detected 0.890 Detected 0.000 3.280 Detected 1.537 Detected 2.408 0.193 GT Sens contig744 contig744 Polygalac               TTGTAGCcontig744 Solyc00g Solyc00g Polygalac               GO:00059 GO:00059   contig744 Solyc00g Polygalac                GO:00059 SL2.40ch AT2G43890.1  polygalac       chr2:181  12.2064 32.7611 2.2122 99.8992 205.232 59.2074
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 1.511 Detected 0.906 Detected 1.208 0.071 GT Sens contig765 contig765 BES1/BZR                 TAATGCCcontig765 Solyc07g Solyc07g BES1/BZR                 GO:00305 GO:00305   contig765 Solyc07g BES1/BZR                  GO:00305 SL2.40ch AT1G78700.1  brassino      chr1:295  360.12 350.557 719.303 353.526 1070.27 679.125
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 1.249 Detected 1.131 Detected 1.190 0.004 GT Sens contig766 contig766 Gibberelli                 GGAACCTcontig766 Solyc02g Solyc02g Gibberelli                 GO:00455 GO:00455      contig766 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT1G7844ATGA2OX   ATGA2OX        chr1:295  260.876 189.352 185.896 214.985 558.385 496.557
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 1.167 Detected 0.994 Detected 1.081 0.015 GT Sens contig767 contig767 Fasciclin-                AAGTTTT contig767 Solyc12g Solyc12g Fasciclin-like arabinogalactan               contig767 Solyc12g Fasciclin-like arabin                SL2.40ch AT5G65170.1  VQ motif-    chr5:260  138.71 93.8256 127.559 100.065 270.701 231.92
GT Sense Sense -0.362 Detected 0.362 Detected 0.000 0.973 Detected 1.445 Detected 1.209 0.108 GT Sens contig771 contig771 Glutathion                GCTATAT contig771 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig771 Solyc09g Glutathion                 GO:00043 SL2.40ch AT3G0927ATGSTU8  ATGSTU8        chr3:284  65.2111 84.223 42.8368 63.8371 153.722 205.845
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 2.525 Detected 1.965 Detected 2.245 0.016 GT Sens contig775 contig775 Chloroph                    TGCTTTGcontig775 Solyc12g Solyc12g Chloroph                    GO:00160 GO:00160 contig775 Solyc12g Chloroph                     GO:00160 SL2.40ch AT2G0507LHCB2.2,   LHCB2.2     chr2:179  87.5545 62.9802 259.853 466.568 451.611 295.903
GT Sense Sense -0.533 Detected 0.533 Detected 0.000 3.380 Detected 2.565 Detected 2.972 0.047 GT Sens contig790 contig790 Carboxyl-                  CCGATGAcontig790 Solyc07g Solyc07g Carboxyl-                  GO:00055 GO:00055  contig790 Solyc07g Carboxyl-                   GO:00055 SL2.40ch AT4G23882.1 36.2993 59.4424 246.176 191.405 511.004 280.424
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 1.351 Detected 1.077 Detected 1.214 0.054 GT Sens contig792 contig792 Endo-1 4-               ATAGTCAcontig792 Solyc05g Solyc05g Endo-1 4-               GO:00059 GO:00059    contig792 Solyc05g Endo-1 4-                GO:00088 SL2.40ch AT5G4972ATGH9A1        ATGH9A1            chr5:201  1355.63 737.691 2067.33 1765.8 2695.4 2152.84
GT Sense Sense -0.427 Detected 0.427 Detected 0.000 1.028 Detected 1.610 Detected 1.319 0.125 GT Sens contig792 contig792 ABC trans                 CTCTGTTcontig792 Solyc04g Solyc04g ABC trans                 GO:00168 GO:00168    contig792 Solyc04g ABC trans                  GO:00171 SL2.40ch AT5G06530.3  ABC tran     chr5:199  66.1319 93.3875 179.782 136.14 169.338 244.778
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 2.222 Detected 1.622 Detected 1.922 0.032 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  145.437 87.8258 267.127 429.128 557.303 355.029
GT Sense Sense 0.513 Detected -0.513 Detected 0.000 1.052 Detected 1.324 Detected 1.188 0.154 GT Sens contig799 contig799 Cytochro                 GTTCCTGcontig799 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig799 Solyc09g Cytochro  GO:00198 SL2.40ch AT4G133 CYP71A2   CYP71A2               chr4:775  38.6845 14.8529 36.3245 52.1404 52.5422 61.2169
GT Sense Sense -0.313 Comprom 0.313 Comprom 0.000 1.227 Detected 1.047 Detected 1.137 0.073 GT Sens contig800 contig800 F-box fam              CCATCGAcontig800 Solyc02g Solyc02g F-box family protein (AHRD V1           contig800 Solyc02g F-box family protein             SL2.40ch AT3G2603ATB' DEL   ATB' DEL        chr3:951  5.24673 6.32626 14.0755 10.761 14.2519 12.1487
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 1.183 Detected 1.843 Detected 1.513 0.055 GT Sens contig805 contig805 Gag-pol p      GAATTAGcontig805 Solyc03g Solyc03g Gag-pol polyprotein (Fragmen     contig805 Solyc03g Gag-pol polyprotein     SL2.40ch AT1G76370.1 41.4857 25.809 126.154 89.7316 78.5176 119.749
GT Sense Sense 0.425 Detected -0.425 Detected 0.000 1.643 Detected 1.813 Detected 1.728 0.057 GT Sens contig808 contig808 Xylogluca                        GATCTTT contig808 Solyc01g Solyc01g Xylogluca                        GO:00480 GO:00480      contig808 Solyc01g Xylogluca                         GO:00167 SL2.40ch AT2G0685EXGT-A1,   EXGT-A1            chr2:276  621.315 269.466 942.787 581.597 1350.84 1467.18
GT Sense Sense 0.565 Detected -0.565 Comprom 0.000 1.050 Detected 1.073 Detected 1.061 0.201 GT Sens contig811 contig811 Pentatrico               ACCCAAAcontig811 Solyc04g Solyc04g Pentatrico               GO:00045 GO:00045  contig811 Solyc04g Pentatrico                GO:00045 SL2.40ch AT3G28660.1  pentatric      chr3:107  12.9656 4.62775 17.9616 5.95043 16.9459 16.63
GT Sense Sense -0.357 Comprom 0.357 Comprom 0.000 3.885 Detected 2.755 Detected 3.320 0.038 GT Sens contig813 contig813 Cysteine-                 ACTTTCGcontig813 Solyc09g Solyc09g Cysteine-rich protein (AHRD V1              contig813 Solyc09g Cysteine-rich protei                 SL2.40ch AT3G03940.1  protein k     chr3:101  2.84884 3.65411 2.59996 31.1821 50.3809 22.222
GT Sense Sense 0.036 Detected -0.036 Detected 0.000 1.134 Detected 0.933 Detected 1.034 0.010 GT Sens contig813 contig813 Protein se               CGTCACAcontig813 Solyc06g Solyc06g Protein se               GO:00163 GO:00163   contig813 Solyc06g Protein se                GO:00163 SL2.40ch AT1G6370YDA, MAP   YDA (YOD            chr1:236  260.039 193.295 372.716 352.321 519.969 436.844
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 1.289 Detected 0.912 Detected 1.100 0.029 GT Sens contig814 contig814 Ethylene-                    ATCTTCAcontig814 Solyc08g Solyc08g Ethylene-                    GO:00037 GO:00037           contig814 Solyc08g Ethylene-                     GO:00037 SL2.40ch AT5G51190.1  AP2 dom      chr5:208  93.439 76.7543 127.181 114.037 218.716 162.576
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 1.289 Detected 1.560 Detected 1.424 0.036 GT Sens contig821 contig821 Genomic                 GACGAAGcontig821 Solyc09g Solyc09g Genomic                 GO:00037 GO:00037  contig821 Solyc09g Genomic                  GO:00037 SL2.40ch AT1G48540.2  leucine-r      chr1:179  39.8658 43.6584 100.745 97.968 107.76 125.487
GT Sense Sense -0.166 Comprom 0.166 Comprom 0.000 0.925 Detected 1.227 Detected 1.076 0.041 GT Sens contig823 contig823 Acidic ch                 TTAGCAGcontig823 Solyc01g Solyc01g Acidic ch                 GO:00059 GO:00059   contig823 Solyc01g Acidic ch                  GO:00059 SL2.40ch AT3G08750.1 6.91679 6.80776 3.65194 5.471 13.7651 16.3861
GT Sense Sense -0.577 Comprom 0.577 Comprom 0.000 4.749 Detected 3.370 Detected 4.059 0.046 GT Sens contig824 contig824 Pectinest             GGAAGG contig824 Solyc01g Solyc01g Pectinest             GO:00056 GO:00056  contig824 Solyc01g Pectinest              GO:00056 SL2.40ch AT5G07610.1  F-box fam    chr5:240  2.30712 4.01329 1.88491 33.9189 86.4633 32.0901
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 1.003 Detected 1.217 Detected 1.110 0.011 GT Sens contig825 contig825 Undecapr              TTACGCAcontig825 Solyc00g Solyc00g Undecapr              GO:00167 GO:00167          contig825 Solyc00g Undecapr               GO:00167 SL2.40ch AT5G05320.1  monooxy     chr5:157  4615.6 3879.22 5134.4 7415.54 8963.87 10034.9
GT Sense Sense -0.419 Comprom 0.419 Comprom 0.000 2.918 Detected 1.712 Detected 2.315 0.088 GT Sens contig826 contig826 Glucan sy                 CTTCTCT contig826 Solyc11g Solyc11g Glucan sy                 GO:00160 GO:00160 contig826 Solyc11g Glucan sy                  GO:00160 SL2.40ch AT2G1368CALS5, G    CALS5 (C       chr2:569  3.59122 5.01694 3.13662 12.3366 33.8989 14.1881
GT Sense Sense -0.015 Comprom 0.015 Comprom 0.000 1.119 Detected 1.344 Detected 1.232 0.008 GT Sens contig829 contig829 Resistanc               CTAAAAT contig829 Solyc05g Solyc05g Resistanc               GO:00069 GO:00069  contig829 Solyc05g Cc-nbs-lr        GO:00069 SL2.40ch AT4G3020VEL1  Encodes                                       chr4:147  4.47024 3.56842 7.30288 14.4469 9.16891 10.3445
GT Sense Sense -0.096 Comprom 0.096 Comprom 0.000 2.235 Detected 2.982 Detected 2.608 0.021 GT Sens contig831 contig831 Nodulin fa             ATCAATGcontig831 Solyc06g Solyc06g Nodulin family protein (AHRD V           contig831 Solyc06g Nodulin family prote             SL2.40ch AT2G28120.1  nodulin f    chr2:119  2.55517 2.28036 4.04248 4.79153 12.0063 19.4612
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 1.373 Detected 0.928 Detected 1.150 0.068 GT Sens contig835 contig835 Unknown   GAATATGcontig835 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig835 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  4426.81 2537.75 8170.54 6960.78 9172.35 6507.31
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 1.260 Detected 1.978 Detected 1.619 0.057 GT Sens contig836 contig836 Chaperon                 AATCATC contig836 Solyc05g Solyc05g Chaperon                 GO:00055 GO:00055  contig836 Solyc05g Chaperon                  GO:00055 SL2.40ch AT2G0403CR88, EM    CR88; AT    chr2:128  765.029 461.77 2256.07 1937.95 1504.83 2388.72
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 1.257 Detected 1.191 Detected 1.224 0.009 GT Sens contig837 contig837 DNA helic               CTGTGACcontig837 Solyc03g Solyc03g DNA helic               GO:00171 GO:00171      contig837 Solyc03g DNA helic                GO:00431 SL2.40ch AT5G35970.1  DNA-bind     chr5:141  2066.58 1380.61 2434.4 2595.98 4265.29 3935.51
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 1.665 Detected 1.272 Detected 1.469 0.022 GT Sens contig837 contig837 Unknown   TTCAAAGcontig837 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig837 Solyc01g Unknown Protein (A  SL2.40ch AT3G25590.1  unknown   chr3:930  169.257 115.119 263.27 295.011 467.705 344.042
GT Sense Sense 0.689 Comprom -0.689 Comprom 0.000 1.472 Detected 1.544 Detected 1.508 0.160 GT Sens contig839 contig839 Pentatrico               TGAGGAAcontig839 Solyc10g Solyc10g Pentatrico               GO:00054 GO:00054 contig839 Solyc10g Pentatrico                GO:00054 SL2.40ch AT1G03560.1  pentatric      chr1:890  7.01423 2.10907 11.2613 8.51413 11.2748 11.4464
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 1.650 Detected 1.188 Detected 1.419 0.025 GT Sens contig841 contig841 Homology       ATAAACA contig841 Solyc03g Solyc03g Homology to unknown gene (A    contig841 Solyc03g Homology to unknow      SL2.40ch AT3G01060.1  unknown   chr3:168  2457.57 1922.51 3195.43 4649.19 7208.16 5053.5
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 1.283 Detected 1.128 Detected 1.205 0.028 GT Sens contig844 contig844 Unknown   AAGTTCT contig844 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig844 Solyc03g Unknown Protein (A  SL2.40ch AT1G58100.2  TCP fami      chr1:215  31.4046 32.0024 28.9455 35.7663 81.5413 70.6825
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 2.182 Detected 2.537 Detected 2.359 0.011 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  21.3127 12.9764 17.3801 34.2133 79.7327 98.4833
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 1.270 Detected 1.203 Detected 1.237 0.027 GT Sens contig852 contig852 IQ-domain              GGCTTCTcontig852 Solyc01g Solyc01g IQ-domain              GO:00055 GO:00055  contig852 Solyc01g IQ-domain               GO:00055 SL2.40ch AT5G6207IQD23  IQD23 (IQ      chr5:249  3081.88 3193.71 5742.02 4625.87 7998.78 7368.59
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 1.730 Detected 1.481 Detected 1.605 0.010 GT Sens contig867 contig867 COL dom        AAATCAC contig867 Solyc02g Solyc02g COL domain class transcriptio      contig867 Solyc02g COL domain class tr      SL2.40ch AT4G28320.1  glycosyl          chr4:140  1043.64 700.531 1654.51 2180.64 2996.81 2436.07
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 1.230 Detected 0.934 Detected 1.082 0.048 GT Sens contig868 contig868 Rhodanes             TAAAGTAcontig868 Solyc01g Solyc01g Rhodanes             GO:00055 GO:00055  contig868 Solyc01g Rhodanes              GO:00055 SL2.40ch AT4G01050.1  hydroxyp      chr4:455  1178.72 1209.18 1622.82 1920 2959.58 2327.02
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 1.812 Detected 1.666 Detected 1.739 0.003 GT Sens contig868 contig868 Hydrolase                 CTGAAAGcontig868 Solyc02g Solyc02g Hydrolase alpha/beta fold fami                contig868 Solyc02g Hydrolase alpha/bet                  SL2.40ch AT4G36530.2  hydrolas       chr4:172  1298.99 1110.62 2557.15 2889.4 4458.18 3888.02
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 1.881 Detected 1.546 Detected 1.714 0.018 GT Sens contig869 contig869 Chloroph                    TTCTATGcontig869 Solyc06g Solyc06g Chloroph                    GO:00160 GO:00160 contig869 Solyc06g Chloroph                     GO:00160 SL2.40ch AT4G1034LHCB5  LHCB5 (L           chr4:640  4313.46 2674.71 8194.9 7602.5 13221 10123.2
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.005 Detected 1.084 Detected 1.044 0.002 GT Sens contig870 contig870 Unknown   GAAATCCcontig870 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig870 Solyc10g Unknown Protein (A  SL2.40ch AT2G0222ATPSKR1    PSKR1 (P             chr2:584  184.78 141.5 224.042 162.977 342.92 349.693
GT Sense Sense 0.430 Detected -0.430 Detected 0.000 1.751 Detected 1.705 Detected 1.728 0.057 GT Sens contig871 contig871 Plant-spe                     AAGAGTCcontig871 Solyc04g Solyc04g Plant-specific domain TIGR015                    contig871 Solyc12g Casein ki                GO:00064 SL2.40ch AT2G33230.1  flavin-con        chr2:140  1276.99 550.148 1923.2 1303.68 2982.21 2787.54
GT Sense Sense -0.284 Detected 0.284 Detected 0.000 1.898 Detected 1.296 Detected 1.597 0.061 GT Sens contig879 contig879 Boron tra              GTCCAAGcontig879 Solyc06g Solyc06g Boron tra              GO:00801 GO:00801       contig879 Solyc06g Boron tra               GO:00801 SL2.40ch AT3G62270.1  anion exc     chr3:230  350.328 406.002 1036.74 732.403 1485.1 944.911
GT Sense Sense 0.324 Detected -0.324 Detected 0.000 0.911 Detected 1.197 Detected 1.054 0.097 GT Sens contig893 contig893 Isoamyl a              CGGTAATcontig893 Solyc06g Solyc06g Isoamyl a              GO:00167 GO:00167   contig893 Solyc06g Isoamyl a               GO:00040 SL2.40ch AT5G62930.1  GDSL-mo      chr5:252  60.9812 30.4388 53.2626 45.0621 85.6065 100.806
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 1.975 Detected 1.641 Detected 1.808 0.012 GT Sens contig901 contig901 Hydrolase                  TGTACAGcontig901 Solyc08g Solyc08g Hydrolase alpha/beta fold fami                 contig901 Solyc08g Hydrolase alpha/bet                   SL2.40ch AT4G24140.1  hydrolas       chr4:125  82.3058 55.3335 128.637 142.741 280.438 214.768
GT Sense Sense 0.169 Comprom -0.169 Comprom 0.000 1.571 Detected 1.455 Detected 1.513 0.014 GT Sens contig902 contig902 Inositol-1                  CAGTTCCcontig902 Solyc12g Solyc12g Inositol-1                  GO:00044 GO:00044     contig902 Solyc12g Inositol-1                   GO:00044 SL2.40ch AT2G43900.1  inositol o       chr2:181  4.62942 2.86394 10.7736 4.0476 11.436 10.1879
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 1.046 Detected 1.117 Detected 1.081 0.009 GT Sens contig903 contig903 Dihydroxy              AAAGAAGcontig903 Solyc05g Solyc05g Dihydroxy              GO:00055 GO:00055      contig903 Solyc05g Dihydroxy               GO:00055 SL2.40ch AT3G23940.1  dehydrat    chr3:864  195.301 175.038 264.77 224.079 403.402 409.205
GT Sense Sense 0.282 Detected -0.282 Detected 0.000 1.215 Detected 0.984 Detected 1.100 0.069 GT Sens contig917 contig917 MYB tran                  TTATCGAcontig917 Solyc01g Solyc01g MYB tran                  GO:00037 GO:00037       contig917 Solyc01g MYB tran                   GO:00037 SL2.40ch AT5G52660.2  myb fami     chr5:213  3744.64 1981.09 3938.82 4610 6684.1 5496.46
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 1.241 Detected 1.131 Detected 1.186 0.028 GT Sens contig925 contig925 MATE effl                   GATTATGcontig925 Solyc02g Solyc02g MATE effl                   GO:00152 GO:00152    contig925 Solyc02g MATE effl                    GO:00155 SL2.40ch AT1G61890.1  MATE eff     chr1:228  305.689 182.791 666.809 499.002 590.568 528.125
GT Sense Sense -0.507 Detected 0.507 Detected 0.000 0.932 Detected 1.071 Detected 1.002 0.189 GT Sens contig930 contig930 Unknown   ATTGATT contig930 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig930 Solyc09g Unknown Protein (A  SL2.40ch AT5G62640.3  proline-ri     chr5:251  284.72 449.281 608.241 784.215 721.189 766.949
GT Sense Sense 0.290 Comprom -0.290 Comprom 0.000 1.463 Detected 1.712 Detected 1.588 0.037 GT Sens contig941 contig941 Unknown               CTTTCAAcontig941 Solyc02g Solyc02g Unknown Protein (AHRD V1)%3              contig941 Solyc02g Unknown Protein (A               SL2.40ch AT5G60945.1  Encodes        chr5:245  4.37158 2.28611 4.70305 3.6777 9.21118 10.5685
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 1.644 Detected 1.672 Detected 1.658 0.026 GT Sens contig941 contig941 GDSL est              AACATAT contig941 Solyc04g Solyc04g GDSL est              GO:00040 GO:00040    contig941 Solyc04g GDSL est               GO:00040 SL2.40ch AT1G5392GLIP5  GLIP5; ca    chr1:201  133.063 151.806 503.692 422.657 469.598 462.008
GT Sense Sense 0.733 Detected -0.733 Detected 0.000 0.900 Detected 1.130 Detected 1.015 0.305 GT Sens contig945 contig945 Cytokinin                  TGGAGG contig945 Solyc01g Solyc01g Cytokinin                  GO:00191 GO:00191      contig945 Solyc01g Cytokinin                   GO:00191 SL2.40ch AT3G6344ATCKX6,    CKX6 (CY       chr3:234  4693.47 1327.34 4004.3 4804.77 4922.52 5575.26
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 1.714 Detected 1.381 Detected 1.547 0.012 GT Sens contig950 contig950 Thaumati              CTAGCAGcontig950 Solyc01g Solyc01g Thaumati              GO:00055 GO:00055  contig950 Solyc01g Thaumati               GO:00055 SL2.40ch AT4G24180.1  FUNCTIO                                                                  chr4:125  77.0623 61.9709 171.546 134.816 239.623 183.589
GT Sense Sense 0.062 Detected -0.062 Detected 0.000 1.276 Detected 1.015 Detected 1.146 0.016 GT Sens contig961 contig961 Expresse                  AATGTCCcontig961 Solyc10g Solyc10g Expressed protein (Fragment)                contig961 Solyc10g Expressed protein (                 SL2.40ch AT2G1723EXL5  EXL5 (EX     chr2:749  140.586 100.817 160.04 132.694 304.654 245.53
GT Sense Sense 0.328 Detected -0.328 Detected 0.000 1.248 Detected 1.190 Detected 1.219 0.066 GT Sens contig961 contig961 Non-spec                     AAAGCGCcontig961 Solyc08g Solyc08g Non-spec                     GO:00068 GO:00068   contig961 Solyc08g Non-spec                      GO:00055 SL2.40ch AT5G57710.1  heat shoc    chr5:233  60.7944 30.1765 104.848 192.186 107.496 99.7179
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 0.955 Detected 1.057 Detected 1.006 0.042 GT Sens contig966 contig966 Dehydrat                    ATGGATGcontig966 Solyc05g Solyc05g Dehydration-responsive family                   contig966 Solyc05g Dehydration-respon                     SL2.40ch AT2G39750.1  dehydrat     chr2:165  1617.56 948.969 1945.45 1475.16 2537.95 2629.47
GT Sense Sense -0.341 Detected 0.341 Detected 0.000 1.145 Detected 0.869 Detected 1.007 0.112 GT Sens contig967 contig967 Gibberelli                 TTTCATC contig967 Solyc03g Solyc03g Gibberelli                 GO:00167 GO:00167    contig967 Solyc03g Gibberelli                  GO:00167 SL2.40ch AT4G2169ATGA3OX    GA3OX3          chr4:115  92.3864 115.927 137.136 354.384 241.845 192.906
GT Sense Sense -0.265 Detected 0.265 Detected 0.000 1.075 Detected 1.135 Detected 1.105 0.053 GT Sens contig968 contig968 Enhancer                 GCCTATTcontig968 Solyc10g Solyc10g Enhancer                 GO:00428 GO:00428    contig968 Solyc10g Enhancer                  GO:00001 SL2.40ch AT3G1330VCS  VCS (VAR        chr3:430  344.791 388.911 632.086 632.38 815.401 820.315
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 1.306 Detected 0.921 Detected 1.113 0.130 GT Sens contig969 contig969 Dihydrofla               CATTGAGcontig969 Solyc05g Solyc05g Dihydrofla               GO:00081 GO:00081  contig969 Solyc05g Dihydrofla                GO:00081 SL2.40ch AT1G61980.1 139.111 62.2857 320.443 242.522 243.158 179.847
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.382 Detected 1.054 Detected 1.218 0.018 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  369.49 287.487 549.391 557.012 897.687 690.638
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 1.145 Detected 1.116 Detected 1.131 0.006 GT Sens contig971 contig971 chaperon             GAATGCTcontig971 Solyc11g Solyc11g chaperon             GO:00442 GO:00442    contig971 Solyc11g chaperon              GO:00442 SL2.40ch AT2G2800CPN60A, C    CPN60A (        chr2:119  756.468 525.554 1073.48 841.714 1473.7 1394.42
GT Sense Sense -1.346 Detected 1.346 Detected 0.000 1.774 Detected 1.930 Detected 1.852 0.303 GT Sens contig976 contig976 Lipase cla                 CCATCAGcontig976 Solyc08g Solyc08g Lipase cla                 GO:00066 GO:00066   contig976 Solyc08g Lipase cla                  GO:00066 SL2.40ch AT1G63470.1  DNA-bind     chr1:235  110.59 558.813 873.098 645.992 898.29 966.393
GT Sense Sense 0.089 Comprom -0.089 Comprom 0.000 1.111 Detected 2.693 Detected 1.902 0.139 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  4.68673 3.2371 11.8059 7.22387 8.89031 25.7027
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 1.360 Detected 1.210 Detected 1.285 0.010 GT Sens contig986 contig986 Kinesin-li        AAATCAA contig986 Solyc12g Solyc12g Kinesin-like calmodulin bindin      contig986 Solyc12g Kinesin-like calmod       SL2.40ch AT1G11420.1  agenet do    chr1:384  317.336 214.178 607.035 571.867 707.039 615.382
GT Sense Sense -1.014 Detected 1.014 Detected 0.000 1.929 Detected 1.806 Detected 1.868 0.207 GT Sens contig988 contig988 Ariadne-li                AAGATAAcontig988 Solyc12g Solyc12g Ariadne-li                GO:00082 GO:00082   contig988 Solyc12g Ariadne-li                 GO:00082 SL2.40ch AT2G1609ATARI12,   zinc finge    chr2:698  187.613 598.362 1129.01 967.696 1348.46 1195.61
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 1.500 Detected 1.077 Detected 1.289 0.074 GT Sens contig989 contig989 Multidrug                  TATCAGCcontig989 Solyc11g Solyc11g Multidrug                  GO:00160 GO:00160 contig989 Solyc11g Multidrug                   GO:00160 SL2.40ch AT1G71870.1  MATE eff     chr1:270  78.6518 40.2321 199.669 76.0252 168.167 121.114
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 1.876 Detected 1.161 Detected 1.518 0.062 GT Sens contig991 contig991 Unknown   GTTGAAAcontig991 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig991 Solyc01g Unknown Protein (A  SL2.40ch AT2G15020.1  unknown   chr2:649  3454.98 2119.45 5995.41 10601.8 10495 6174.31
GT Sense Sense 0.295 Comprom -0.295 Comprom 0.000 3.795 Detected 1.982 Detected 2.889 0.094 GT Sens LeIDA3 O LeIDA3 O Unknown TAAAAAACACAACTACAATATCAATCATTTTTGTCCTTGTGATAATAATTCAACATGCTC 4.06042 2.10782 1.84572 1.83301 42.9317 11.7922
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 2.506 Detected 2.215 Detected 2.360 0.005 GT Sens NM 00124NM 00124Solanum     CAAAGAGAAGATCAACCACAAGCCCCTAAACCTAGAATTAATATTGTATCTCTTAGGTCA 1971.18 1383.12 5506.29 8274.18 9912.51 7822
GT Sense Sense 0.139 Detected -0.139 Comprom 0.000 1.350 Detected 0.884 Detected 1.117 0.054 GT Sens contig100 contig100 Heat shoc                CCCTGTTcontig100 Solyc05g Solyc05g Heat shock protein (AHRD V1 *             contig100 Solyc05g Heat shock protein (               SL2.40ch AT5G4993emb1441  emb1441            chr5:203  14.8155 9.55398 16.5339 21.0779 32.0507 22.4047
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 1.395 Detected 0.980 Detected 1.187 0.029 GT Sens contig100 contig100 Heat shoc                AATGGACcontig100 Solyc05g Solyc05g Heat shock protein (AHRD V1 *             contig100 Solyc05g Heat shock protein (               SL2.40ch AT5G4993emb1441  emb1441            chr5:203  21.8076 16.6933 20.803 43.7188 53.0165 38.403
GT Sense Sense -0.639 Detected 0.639 Detected 0.000 1.185 Detected 1.135 Detected 1.160 0.211 GT Sens contig102 contig102 TBC1 dom               AAGAATT contig102 Solyc09g Solyc09g TBC1 dom               GO:00050 GO:00050    contig102 Solyc09g TBC1 dom                GO:00055 SL2.40ch AT4G13730.1  RabGAP/     chr4:797  213.229 404.006 695.534 716.679 705.467 657.805
GT Sense Sense -0.407 Detected 0.407 Detected 0.000 1.046 Detected 1.371 Detected 1.208 0.110 GT Sens contig103 contig103 Unknown   TATATCA contig103 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig103 Solyc02g Unknown Protein (A  SL2.40ch AT4G0154ANAC068    NTM1 (NA          chr4:670  32.3268 44.3973 54.2412 30.6705 82.6673 99.9738
GT Sense Sense -0.510 Detected 0.510 Detected 0.000 1.242 Detected 1.051 Detected 1.146 0.158 GT Sens contig106 contig106 AT hook m       AATTCTA contig106 Solyc10g Solyc10g AT hook motif family protein (A    contig106 Solyc10g AT hook motif family     SL2.40ch AT3G58090.1  FUNCTIO                                            chr3:215  123.826 196.313 256.121 273.88 389.777 329.543
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 1.327 Detected 1.131 Detected 1.229 0.006 GT Sens contig100 contig100 Ammoniu                 ATTGACT contig100 Solyc07g Solyc07g Ammoniu              GO:00160 GO:00160 contig100 Solyc07g Ammoniu               GO:00160 SL2.40ch AT5G5827STA1, AT    STA1 (ST             chr5:235  96.7726 77.2463 181.764 143.314 229.251 193.149
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 1.335 Detected 0.979 Detected 1.157 0.051 GT Sens contig106 contig106 Chloroph                     CCTCTTGcontig106 Solyc08g Solyc08g Chloroph                  GO:00160 GO:00160 contig106 Solyc08g Chloroph                   GO:00160 SL2.40ch AT2G3443LHB1B1,   LHB1B1;    chr2:145  16735.1 9848.43 22765.8 18499.8 34237.4 25827.9
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 1.219 Detected 1.009 Detected 1.114 0.054 GT Sens contig107 contig107 Transmem                     ATCGCCAcontig107 Solyc07g Solyc07g Transmembrane protein 97 (AH               contig107 Solyc07g Transmembrane pro                 SL2.40ch AT5G1862CHR17  CHR17 (C                             chr5:619  186.226 205.823 420.272 266.151 481.642 402.159
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 2.147 Detected 1.433 Detected 1.790 0.038 GT Sens contig107 contig107 Unknown      AACATCCcontig107 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig107 Solyc04g Unknown Protein (A  SL2.40ch AT4G20160.1  LOCATE                                                                           chr4:108  229.988 185.517 632.253 694.267 966.675 569.037
GT Sense Sense -0.111 Comprom 0.111 Comprom 0.000 1.201 Detected 1.189 Detected 1.195 0.009 GT Sens contig108 contig108 DNA topo           GTATATGcontig108 Solyc11g Solyc11g DNA topoisomerase 6 subunit     contig108 Solyc01g Type II DN                      GO:00428 SL2.40ch AT3G2078ATTOP6B      ATTOP6B               chr3:726  9.03341 8.23398 18.6336 22.6261 20.9581 20.0594
GT Sense Sense -0.204 Comprom 0.204 Comprom 0.000 2.391 Detected 2.719 Detected 2.555 0.010 GT Sens contig110 contig110 Cytochro                    GTGATAGcontig110 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig110 Solyc03g111990.2.1 AT4G133 CYP71A2   CYP71A2               chr4:775  2.06278 2.13929 3.6317 13.1664 11.6455 14.1152
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 1.893 Detected 1.845 Detected 1.869 0.015 GT Sens contig110 contig110 Ycf2 (AHR               TTTCCTCcontig110 Solyc02g Solyc02g Ycf2 (AHR            GO:00095 GO:00095 contig110 Solyc09g RING fing                  GO:00065 SL2.40ch AT3G2182ATXR2, S   ATXR2 (H        chr3:768  632.41 681.499 703.323 653.855 2576.69 2406.77
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 1.282 Detected 0.957 Detected 1.120 0.023 GT Sens contig111 contig111 Inositol-3                 GCTGGTAcontig111 Solyc04g Solyc04g Inositol-3              GO:00081 GO:00081    contig111 Solyc04g Inositol-3               GO:00428 SL2.40ch AT2G2224ATMIPS2    MIPS2 (M          chr2:945  551.963 396.543 632.894 764.867 1202.67 926.823
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 2.045 Detected 1.590 Detected 1.818 0.017 GT Sens contig118 contig118 Chloroph                     TCTGCCTcontig118 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig118 Solyc02g Chloroph                   GO:00055 SL2.40ch AT1G2993CAB1, AB     CAB1 (CH         chr1:104  140.957 98.4499 269.002 318.187 513.887 361.809
GT Sense Sense 0.309 Detected -0.309 Detected 0.000 2.181 Detected 1.629 Detected 1.905 0.044 GT Sens contig118 contig118 Chloroph                     AAATTTC contig118 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig118 Solyc02g Chloroph                   GO:00055 SL2.40ch AT1G299 CAB3, AB    CAB3 (CH         chr1:104  432.892 220.591 722.627 794.28 1481.42 975.223
GT Sense Sense -0.299 Detected 0.299 Detected 0.000 0.888 Detected 1.139 Detected 1.014 0.089 GT Sens contig119 contig119 Galactoki                  GAAGGCTcontig119 Solyc09g Solyc09g Galactoki               GO:00057 GO:00057 contig119 Solyc09g Galactoki                GO:00057 SL2.40ch AT3G10700.1  GHMP kin     chr3:334  282.343 333.933 466.824 399.003 600.679 690.186
GT Sense Sense 0.058 Detected -0.058 Detected 0.000 1.618 Detected 0.877 Detected 1.248 0.080 GT Sens contig123 contig123 1-AMINOC                    CCATTCT contig123 Solyc11g Solyc11g 1-AMINOC                 GO:00164 GO:00164  contig123 Solyc11g 1-AMINOC                  GO:00164 SL2.40ch AT3G13610.1  oxidored       chr3:444  872.459 629.069 1545.85 1983.83 2403.62 1388.23
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 1.409 Detected 1.049 Detected 1.229 0.029 GT Sens contig123 contig123 Aquapori                 AATTCTC contig123 Solyc10g Solyc10g Aquapori              GO:00160 GO:00160   contig123 Solyc10g Aquapori               GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  293.178 268.313 531.415 783.451 787.313 592.035
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 1.328 Detected 1.087 Detected 1.208 0.061 GT Sens contig124 contig124 Aquapori                 GCCATGGcontig124 Solyc10g Solyc10g Aquapori              GO:00160 GO:00160 contig124 Solyc10g Aquapori               GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  626.759 731.098 1334.58 1841.75 1796.1 1467.37
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 1.863 Detected 2.158 Detected 2.010 0.019 GT Sens contig125 contig125 F-box fam         TGGTGCGcontig125 Solyc08g Solyc08g F-box family protein (AHRD V1  contig125 Solyc08g015890.1.1 AT3G47150.1  F-box fam    chr3:173  54.8021 30.6051 598.703 684.718 157.401 186.459
GT Sense Sense -0.086 Detected 0.086 Detected 0.000 1.279 Detected 1.167 Detected 1.223 0.007 GT Sens contig125 contig125 UDP-gluc                  AAAGTTGcontig125 Solyc12g Solyc12g UDP-gluc               GO:00081 GO:00081  contig125 Solyc12g UDP-gluc                GO:00081 SL2.40ch AT2G3680DOGT1, U   DOGT1 (D                chr2:154  19.8218 17.4596 47.7797 32.1526 47.6983 42.6221
GT Sense Sense -0.002 Detected 0.002 Detected 0.000 1.202 Detected 0.979 Detected 1.091 0.010 GT Sens contig127 contig127 Conserve                     AGAATGCcontig127 Solyc07g Solyc07g Conserve                  GO:00160 GO:00160 contig127 Solyc07g Conserve                   GO:00160 SL2.40ch AT1G73430.2  sec34-lik     chr1:276  303.048 237.572 550.978 452.158 652.27 539.757
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 1.346 Detected 0.839 Detected 1.093 0.051 GT Sens contig127 contig127 Glucose-1                 TTGCCACcontig127 Solyc12g Solyc12g Glucose-1              GO:00090 GO:00090  contig127 Solyc07g Glucose-1               GO:00088 SL2.40ch AT5G4830ADG1, AP   ADG1 (AD        chr5:195  816.445 675.071 1217.24 985.796 1995.01 1355.1
GT Sense Sense 0.157 Detected -0.157 Detected 0.000 2.155 Detected 2.149 Detected 2.152 0.005 GT Sens contig127 contig127 Major alle                     TCTTATT contig127 Solyc09g Solyc09g Major alle                  GO:00096 GO:00096    contig127 Solyc09g Major alle                   GO:00096 SL2.40ch AT5G4343ETFBETA  ETFBETA     chr5:174  28.9754 18.2146 47.326 17.4701 108.146 103.943
GT Sense Sense 0.459 Detected -0.459 Comprom 0.000 0.916 Detected 1.283 Detected 1.100 0.156 GT Sens contig131 contig131 Homeobo                  AGTCTCAcontig131 Solyc02g Solyc02g Homeobo               GO:00435 GO:00435      contig131 Solyc02g Homeobo                GO:00435 SL2.40ch AT1G0523HDG2  HDG2 (HO          chr1:151  25.7126 10.634 35.1172 40.4698 32.9806 41.0704
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 1.251 Detected 1.186 Detected 1.219 0.039 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  27.0844 15.0225 33.8586 40.9423 50.7226 46.8434
GT Sense Sense 0.079 Detected -0.079 Comprom 0.000 1.363 Detected 1.029 Detected 1.196 0.023 GT Sens contig132 contig132 Unknown      TGTAATT contig132 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig132 Solyc04g Unknown Protein (A  SL2.40ch AT5G09530.1  hydroxyp      chr5:296  11.5131 8.0674 10.4081 37.2191 26.2034 20.0599
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 1.082 Detected 0.939 Detected 1.010 0.027 GT Sens contig132 contig132 class I he                     GAGCAATcontig132 Solyc09g Solyc09g class I he                  GO:00510 GO:00510   contig132 Solyc09g class I he                   GO:00510 SL2.40ch AT5G5972HSP18.2  HSP18.2      chr5:240  98.5638 95.2643 117.377 131.223 216.8 189.512
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 1.100 Detected 0.959 Detected 1.030 0.006 GT Sens contig137 contig137 WD-40 rep                    TCCTCTAcontig137 Solyc07g Solyc07g WD-40 rep                 GO:00428 GO:00428    contig137 Solyc07g WD-40 rep                  GO:00428 SL2.40ch AT1G5309SPA4  SPA4 (SP         chr1:197  4197.44 3086.1 6521.32 7368.2 8152.12 7140.47
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 1.152 Detected 0.985 Detected 1.069 0.010 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  279.475 199.623 382.504 410.666 554.738 477.139
GT Sense Sense 0.137 Detected -0.137 Detected 0.000 1.531 Detected 1.279 Detected 1.405 0.017 GT Sens contig140 contig140 Chloroph                      TTCTTCGcontig140 Solyc01g Solyc01g Chloroph                   GO:00161 GO:00161  contig140 Solyc01g Chloroph                    GO:00161 SL2.40ch AT1G1582LHCB6, C   LHCB6 (L          chr1:544  8669.97 5603.35 15582 16876.6 21281.4 17260.8
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 1.103 Detected 0.965 Detected 1.034 0.006 GT Sens contig144 contig144 WD-40 rep                   AATGTTT contig144 Solyc03g Solyc03g WD-40 repeat protein (AHRD V1            contig144 Solyc03g WD-40 repeat protei               SL2.40ch AT3G1588WSIP2, TP   protein b   chr3:536  681.073 561.421 1066.35 840.354 1403.69 1231.61
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 1.733 Detected 1.447 Detected 1.590 0.014 GT Sens contig144 contig144 Naringeni                    GGTATTTcontig144 Solyc04g Solyc04g Naringeni                 GO:00164 GO:00164  contig144 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT3G52140.1  tetratrico      chr3:193  117.061 109.649 245.852 276.577 398.038 315.205
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 0.857 Detected 1.220 Detected 1.039 0.116 GT Sens contig147 contig147 Actin-bind                    CTGAAACcontig147 Solyc05g Solyc05g Actin-bind                 GO:00082 GO:00082   contig147 Solyc05g Actin-bind                  GO:00082 SL2.40ch AT2G3983DAR2  DAR2 (DA        chr2:166  202.508 98.453 288.589 196.68 270.235 335.72
GT Sense Sense -0.776 Comprom 0.776 Detected 0.000 1.244 Detected 0.888 Detected 1.066 0.313 GT Sens contig150 contig150 CK25 (AH       TGAAACCcontig150 Solyc08g Solyc08g CK25 (AHRD V1 ***- Q1W1G0 T contig150 Solyc08g CK25 (AHRD V1 ***- QSL2.40ch AT3G05900.1  neurofila    chr3:176  4.85187 11.1242 17.8449 14.0873 18.384 13.8714
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 1.152 Detected 1.276 Detected 1.214 0.028 GT Sens contig150 contig150 Auxin res                   CAATTAC contig150 Solyc07g Solyc07g Auxin res                GO:00037 GO:00037         contig150 Solyc07g Auxin res                 GO:00037 SL2.40ch AT1G3033ARF6  ARF6 (AU        chr1:106  31.2861 18.6302 48.5397 51.1922 56.7107 59.6454
GT Sense Sense 0.103 Detected -0.103 Comprom 0.000 0.960 Detected 1.685 Detected 1.323 0.072 GT Sens contig152 contig152 Nucleopo            TTGCTTGcontig152 Solyc02g Solyc02g Nucleoporin autopeptidase fam       contig152 Solyc02g Nucleoporin autope        SL2.40ch AT4G10695.1  unknown   chr4:659  15.7001 10.646 22.19 21.9911 26.582 42.4223
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 1.474 Detected 0.892 Detected 1.183 0.067 GT Sens contig154 contig154 Glycerald                   AATTGCT contig154 Solyc12g Solyc12g Glycerald                GO:00081 GO:00081  contig154 Solyc12g Glycerald                 GO:00081 SL2.40ch AT1G4297GAPB  GAPB (G           chr1:161  5028.84 4768.75 10171.6 10998.5 14373 9273.99
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 2.198 Detected 1.588 Detected 1.893 0.030 GT Sens contig157 contig157 Chloroph                     TCTGCCTcontig157 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig157 Solyc02g070990.1.1 AT1G2993CAB1, AB     CAB1 (CH         chr1:104  225.309 144.844 433.448 488.831 876.096 554.013
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 1.360 Detected 0.816 Detected 1.088 0.060 GT Sens contig157 contig157 Catalase (              ATGCTCTcontig157 Solyc01g Solyc01g Catalase (           GO:00551 GO:00551  contig157 Solyc01g Catalase (            GO:00551 SL2.40ch AT4G3509CAT2  CAT2 (CA     chr4:167  646.31 553.696 948.387 1182.93 1623 1074.34
GT Sense Sense -0.597 Comprom 0.597 Comprom 0.000 2.914 Detected 1.758 Detected 2.336 0.107 GT Sens contig166 contig166 Pollen alle                       TGCATTGcontig166 Solyc06g Solyc06g Pollen allergen Ole e 6 (AHRD V               contig166 Solyc06g Pollen allergen Ole e                 SL2.40ch AT5G19020.1  pentatric      chr5:635  5.60657 10.0274 1.81493 33.7896 59.7355 25.8707
GT Sense Sense -0.538 Detected 0.538 Detected 0.000 1.982 Detected 1.346 Detected 1.664 0.117 GT Sens contig166 contig166 Cytochro                    GGCAATGcontig166 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig166 Solyc11g Cytochro  GO:00198 SL2.40ch AT3G5330CYP71B3   CYP71B3               chr3:197  14.6979 24.2206 45.9845 75.1286 78.8005 48.9336
GT Sense Sense 0.571 Detected -0.571 Detected 0.000 1.063 Detected 1.466 Detected 1.264 0.172 GT Sens contig166 contig166 Subtilisin                  ACGAAAAcontig166 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig166 Solyc08g Subtilisin                GO:00042 SL2.40ch AT2G05920.1  subtilase    chr2:226  420.586 149.007 430.966 465.773 552.814 705.546
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 1.024 Detected 1.420 Detected 1.222 0.032 GT Sens contig167 contig167 Gibberelli                   TCAGCTTcontig167 Solyc07g Solyc07g Gibberelli                GO:00455 GO:00455      contig167 Solyc07g Gibberelli                 GO:00455 SL2.40ch AT2G3455ATGA2OX   ATGA2OX        chr2:145  2258.79 2033.96 3857.46 4207.08 4608.04 5850.55
GT Sense Sense 0.514 Comprom -0.514 Comprom 0.000 6.351 Detected 8.321 Detected 7.336 0.022 GT Sens contig170 contig170 Gag polyp                 CTGCATCcontig170 Solyc00g Solyc00g Gag polyp              GO:00082 GO:00082   contig170 Solyc11g Kinase fa                GO:00064 SL2.40ch AT5G2865WRKY74,   WRKY74;       chr5:106  6.77264 2.59703 5.96945 10.7916 361.876 1368.44
GT Sense Sense 0.243 Detected -0.243 Detected 0.000 1.283 Detected 0.922 Detected 1.103 0.068 GT Sens contig171 contig171 Chloroph                      TCTTCTGcontig171 Solyc03g Solyc03g Chloroph                   GO:00055 GO:00055   contig171 Solyc03g Chloroph                    GO:00055 SL2.40ch AT1G2993CAB1, AB     CAB1 (CH         chr1:104  1543.79 861.12 1971.37 1406.09 2965.89 2228.85
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 1.400 Detected 0.898 Detected 1.149 0.045 GT Sens contig173 contig173 Oxygen-e                       AAGACAT contig173 Solyc00g Solyc00g Oxygen-e                    GO:00198 GO:00198   contig173 Solyc02g Oxygen-e                       GO:00082 SL2.40ch AT5G6657PSBO-1, O       PSBO1 (P           chr5:265  1087.13 839.854 1829.41 1873.14 2665.67 1816.9
GT Sense Sense -0.962 Detected 0.962 Detected 0.000 0.960 Detected 1.177 Detected 1.068 0.385 GT Sens contig173 contig173 Unknown      GAATTCAcontig173 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig173 Solyc01g Unknown Protein (A  SL2.40ch AT3G53930.2  protein k     chr3:199  76.1653 226.021 281.757 226.413 269.734 302.683
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 1.200 Detected 1.124 Detected 1.162 0.007 GT Sens contig176 contig176 Kinase fa         AAAGAAGcontig176 Solyc01g Solyc01g Kinase family protein (AHRD V   contig176 Solyc01g Receptor-                GO:00064 SL2.40ch AT4G02010.1  protein k     chr4:881  42.7134 37.9874 45.5871 51.5443 97.7711 89.5769
GT Sense Sense 1.036 Detected -1.036 Comprom 0.000 2.595 Detected 3.213 Detected 2.904 0.115 GT Sens contig176 contig176 Unknown      TTTGATT contig176 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig176 Solyc08g015910.1.1 AT3G47150.1  F-box fam    chr3:173  12.0896 2.24892 155.526 153.839 33.2839 49.3296
GT Sense Sense 0.145 Comprom -0.145 Comprom 0.000 1.885 Detected 1.327 Detected 1.606 0.036 GT Sens contig177 contig177 Unknown      AACTTGT contig177 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig177 Solyc01g066390.2.1 AT4G1968IRT2  IRT2; iron         chr4:107  9.11304 5.8249 7.85284 7.77646 28.4471 18.6507
GT Sense Sense -1.728 Comprom 1.728 Detected 0.000 1.887 Detected 1.790 Detected 1.838 0.399 GT Sens contig178 contig178 Equilibrat                     TATGTCGcontig178 Solyc02g Solyc02g Equilibrat                  GO:00053 GO:00053    contig178 Solyc02g079330.2.1 AT4G05140.1  equilibra       chr4:265  14.5208 124.542 177.086 126.528 166.224 150.054
GT Sense Sense 0.236 Detected -0.236 Comprom 0.000 2.280 Detected 2.386 Detected 2.333 0.011 GT Sens contig179 contig179 Leucine R                    TCTCAAAcontig179 Solyc12g Solyc12g Leucine R                 GO:00055 GO:00055  contig179 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G1422RHF1A  RHF1A (R             chr4:819  19.2372 10.8392 16.182 33.6149 74.1266 76.9936
GT Sense Sense -0.050 Detected 0.050 Comprom 0.000 1.221 Detected 1.171 Detected 1.196 0.002 GT Sens contig183 contig183 SAM (And                       TTTATTA contig183 Solyc06g Solyc06g SAM (And                    GO:00304 GO:00304  contig183 Solyc02g tRNA aden                     GO:00055 SL2.40ch AT1G33800.1  unknown   chr1:122  11.0138 9.22517 16.7999 14.065 24.8364 23.1535
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 0.986 Detected 1.162 Detected 1.074 0.012 GT Sens contig184 contig184 Menaquin                    TGACCTCcontig184 Solyc12g Solyc12g Menaquin                 GO:00081 GO:00081  contig184 Solyc12g Menaquin                  GO:00081 SL2.40ch AT1G48600.1  phospho       chr1:179  326.974 228.822 748.636 402.368 572.601 624.7
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 1.300 Detected 0.917 Detected 1.108 0.063 GT Sens contig185 contig185 Aquapori                 TCATGTCcontig185 Solyc10g Solyc10g Aquapori              GO:00160 GO:00160   contig185 Solyc10g Aquapori               GO:00152 SL2.40ch AT2G1685PIP3B, PIP   PIP2;8 (P         chr2:730  427.441 453.203 798.356 1183.59 1144.99 847.814
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 1.289 Detected 0.984 Detected 1.137 0.018 GT Sens contig186 contig186 Cytochro                    GGTGAAGcontig186 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig186 Solyc03g Cytochro  GO:00198 SL2.40ch AT4G20240.1 71.178 55.4292 120.462 181.97 162.264 126.762
GT Sense Sense 0.588 Comprom -0.588 Comprom 0.000 1.392 Detected 1.902 Detected 1.647 0.124 GT Sens contig188 contig188 Subtilisin                  ATGGTAAcontig188 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig188 Solyc08g Subtilisin                GO:00042 SL2.40ch AT5G37920.1  unknown   chr5:150  8.39387 2.90287 12.6214 11.9066 13.6961 18.8195
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 1.154 Detected 0.985 Detected 1.070 0.010 GT Sens contig190 contig190 Ankyrin re                 ACAACAGcontig190 Solyc07g Solyc07g Ankyrin re              GO:00081 GO:00081     contig190 Solyc07g Ankyrin re               GO:00081 SL2.40ch AT5G4902ATPRMT4    PRMT4A                     chr5:198  28.3122 20.1604 40.8779 37.2534 56.2056 48.2585
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 1.167 Detected 1.316 Detected 1.241 0.006 GT Sens contig191 contig191 F-box fam                  GTGCTGAcontig191 Solyc08g Solyc08g F-box family protein (AHRD V1           contig191 Solyc08g F-box family protein             SL2.40ch AT2G42270.1  U5 small      chr2:176  88.9616 75.0463 160.863 148.84 193.905 207.561
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 2.814 Detected 2.717 Detected 2.766 0.003 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  138.955 87.9781 210.689 107.608 821.989 741.885
GT Sense Sense 0.229 Comprom -0.229 Comprom 0.000 1.258 Detected 1.433 Detected 1.346 0.032 GT Sens contig198 contig198 Unknown      GTTGTCCcontig198 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig198 Solyc08g Unknown Protein (A  SL2.40ch AT5G11580.1  UVB-resi            chr5:371  5.20327 2.96071 2.51957 9.89338 9.91978 10.8146
GT Sense Sense -0.497 Detected 0.497 Detected 0.000 1.222 Detected 0.972 Detected 1.097 0.166 GT Sens contig202 contig202 GH3 famil                  TTACCAAcontig202 Solyc10g Solyc10g GH3 famil               GO:00705 GO:00705    contig202 Solyc10g GH3 famil                GO:00801 SL2.40ch AT2G4637JAR1, FIN   JAR1 (JA            chr2:190  584.643 910.414 1231.01 1851.35 1798.17 1460.02
GT Sense Sense -1.634 Detected 1.634 Detected 0.000 1.807 Detected 1.997 Detected 1.902 0.365 GT Sens contig202 contig202 Ulp1 prote                       AGACATCcontig202 Solyc07g Solyc07g Ulp1 prote                    GO:00065 GO:00065 contig202 Solyc07g041690.1.1 AT3G42870.1  unknown   chr3:149  31.7767 239.199 429.158 583.055 322.409 355.172
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 1.705 Detected 1.609 Detected 1.657 0.001 GT Sens contig202 contig202 GDSL est         CATGTAAcontig202 Solyc04g Solyc04g GDSL esterase/lipase 1 (AHRD   contig202 Solyc04g GDSL esterase/lipas      SL2.40ch AT3G14820.1  carboxyl          chr3:497  303.591 235.86 888.531 705.025 922.335 832.905
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 1.359 Detected 0.880 Detected 1.119 0.053 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  984.693 912.427 1450.62 1063.05 2569.58 1779.81
GT Sense Sense -0.341 Comprom 0.341 Comprom 0.000 1.460 Detected 1.709 Detected 1.584 0.049 GT Sens contig205 contig205 Guanine n                    AGCTGCTcontig205 Solyc08g Solyc08g Guanine n                 GO:00455 GO:00455    contig205 Solyc10g WD-40 repeat family                 SL2.40ch AT5G53500.1  WD-40 re     chr5:217  5.38618 6.75906 9.91164 10.1826 17.5389 20.122
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 1.149 Detected 1.179 Detected 1.164 0.018 GT Sens contig207 contig207 Cyclin B (       GGTCCCCcontig207 Solyc04g Solyc04g Cyclin B (AHRD V1 ***- B6V744 contig207 Solyc04g Cyclin B (AHRD V1 *  SL2.40ch AT1G6944AGO7, ZIP  AGO7 (AR      chr1:261  230.982 145.517 372.241 327.963 429.564 423.577



GT Sense Sense -0.041 Detected 0.041 Detected 0.000 2.896 Detected 2.849 Detected 2.873 0.000 GT Sens contig209 contig209 1-aminocy          GACTACTcontig209 Solyc09g Solyc09g 1-aminocyclopropane-1-carbo       contig209 Solyc09g 1-aminocyclopropan       SL2.40ch AT3G49030.1  F-box fam    chr3:181  55.1769 45.6697 223.471 208.057 395.03 368.986
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 1.630 Detected 0.871 Detected 1.251 0.082 GT Sens contig209 contig209 Flavonol s                   TTGTGTAcontig209 Solyc11g Solyc11g Flavonol s                GO:00164 GO:00164  contig209 Solyc11g 1-AMINOC                  GO:00164 SL2.40ch AT5G24800.1 892.594 741.851 1650.6 1981.94 2662.62 1518.44
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 1.019 Detected 1.192 Detected 1.106 0.007 GT Sens contig213 contig213 Tubulin b                 AATGGCAcontig213 Solyc10g Solyc10g Tubulin b              GO:00058 GO:00058 contig213 Solyc10g Tubulin b               GO:00058 SL2.40ch AT5G1225TUB6  TUB6 (BE        chr5:396  2701.91 2032.84 3178.39 2617.96 5020.42 5464.95
GT Sense Sense -0.020 Comprom 0.020 Comprom 0.000 1.742 Detected 1.399 Detected 1.570 0.012 GT Sens contig214 contig214 Phosphat                  ATTACTGcontig214 Solyc06g Solyc06g Phosphat               GO:00038 GO:00038   contig214 Solyc06g Phosphat                GO:00038 SL2.40ch AT1G17710.1  phospha   chr1:609  7.16407 5.75729 13.0262 10.7223 22.7094 17.2759
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 1.662 Detected 1.017 Detected 1.339 0.059 GT Sens contig215 contig215 Cytochro                    GAATTAGcontig215 Solyc03g Solyc03g Cytochro                 GO:00200 GO:00200  contig215 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G35715.1 49.5301 45.1724 85.8518 176.866 158.144 97.6838
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 0.927 Detected 1.336 Detected 1.132 0.040 GT Sens contig215 contig215 Pectinest                      AATGGAAcontig215 Solyc07g Solyc07g Pectinest                   GO:00305 GO:00305  contig215 Solyc07g Pectinest                    GO:00056 SL2.40ch AT1G1158ATPMEPC    PMEPCR         chr1:388  258.456 172.947 273.312 212.939 424.83 544.701
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 1.021 Detected 1.128 Detected 1.075 0.050 GT Sens contig217 contig217 Flowering           GTCGTCGcontig217 Solyc01g Solyc01g Flowering promoting factor-lik       contig217 Solyc01g Flowering promoting       SL2.40ch AT2G42270.1  U5 small      chr2:176  211.175 231.398 259.226 177.926 474.12 493.116
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 1.540 Detected 1.183 Detected 1.362 0.022 GT Sens contig219 contig219 UDP-gluc               GGATTCAcontig219 Solyc04g Solyc04g UDP-gluc            GO:00081 GO:00081   contig219 Solyc04g UDP-gluc             GO:00081 SL2.40ch AT5G2280EMB1030  EMB1030                       chr5:761  583.652 398.055 1131.15 1034.52 1481.23 1117.01
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 1.727 Detected 1.504 Detected 1.616 0.009 GT Sens contig221 contig221 Response                     CTGCTTGcontig221 Solyc10g Solyc10g Response                  GO:00063 GO:00063    contig221 Solyc10g Response                   GO:00063 SL2.40ch AT3G5704ARR9, AT   ARR9 (RE          chr3:211  258.787 234.735 654.522 796.328 862.578 713.426
GT Sense Sense 0.405 Comprom -0.405 Comprom 0.000 1.103 Detected 1.417 Detected 1.260 0.101 GT Sens contig227 contig227 Steroid su                TTTCTGT contig227 Solyc05g Solyc05g Steroid su             GO:00081 GO:00081    contig227 Solyc05g Steroid su              GO:00502 SL2.40ch AT3G45070.1  sulfotran     chr3:164  6.60057 2.94243 8.58408 10.6647 10.0078 12.0044
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 2.322 Detected 1.718 Detected 2.020 0.029 GT Sens contig229 contig229 Chloroph                     AAATCTC contig229 Solyc02g Solyc02g Chloroph                  GO:00161 GO:00161  contig229 Solyc02g Chloroph                   GO:00161 SL2.40ch AT1G2993CAB1, AB     CAB1 (CH         chr1:104  451.796 273.218 856.765 934.338 1857.14 1179.04
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 2.299 Detected 1.494 Detected 1.896 0.043 GT Sens contig230 contig230 1-aminocy                    TCAGTTGcontig230 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164  contig230 Solyc09g 1-aminocy                  GO:00164 SL2.40ch AT3G61400.1  2-oxoglu     chr3:227  551.224 391.6 2180.98 3875.41 2416.47 1335.01
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 1.299 Detected 1.088 Detected 1.194 0.008 GT Sens contig234 contig234 Cytochro                    AAGTATGcontig234 Solyc02g Solyc02g Cytochro                 GO:00200 GO:00200  contig234 Solyc02g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  3336.44 2624.39 4703.46 6128.01 7696.69 6419.79
GT Sense Sense -0.194 Comprom 0.194 Comprom 0.000 1.444 Detected 1.110 Detected 1.277 0.038 GT Sens contig235 contig235 Leucine-r                    TGGCTTGcontig235 Solyc12g Solyc12g Leucine-r                 GO:00055 GO:00055  contig235 Solyc12g LRR recep    GO:00046 SL2.40ch AT1G0550SYTE, AT     NTMC2T   chr1:162  5.98092 6.11371 8.52664 22.6346 17.385 13.314
GT Sense Sense -0.451 Detected 0.451 Detected 0.000 1.359 Detected 1.516 Detected 1.438 0.088 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  145.309 212.299 203.758 181.616 476.223 512.626
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 1.712 Detected 1.396 Detected 1.554 0.010 GT Sens contig235 contig235 Inositol-3                 GATTTCCcontig235 Solyc05g Solyc05g Inositol-3              GO:00086 GO:00086     contig235 Solyc05g Inositol-3               GO:00428 SL2.40ch AT2G2224ATMIPS2    MIPS2 (M          chr2:945  2450.04 1961.37 3163.82 4632.16 7592.18 5886.84
GT Sense Sense -0.235 Detected 0.235 Detected 0.000 1.325 Detected 1.243 Detected 1.284 0.033 GT Sens contig237 contig237 Dynein lig                        CCAAGCTcontig237 Solyc12g Solyc12g Dynein lig                     GO:00428 GO:00428     contig237 Solyc12g Dynein lig                      GO:00428 SL2.40ch AT1G5224ATROPGE    ROPGEF            chr1:194  152.737 165.298 480.244 256.76 420.706 383.631
GT Sense Sense -0.347 Detected 0.347 Detected 0.000 1.540 Detected 1.025 Detected 1.282 0.097 GT Sens contig237 contig237 Leucine-r            TTCCATT contig237 Solyc12g Solyc12g Leucine-rich repeat receptor-li       contig237 Solyc01g Receptor   GO:00428 SL2.40ch AT3G04190.1 28.1615 35.634 56.9255 74.9832 97.3777 65.7534
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 1.079 Detected 1.168 Detected 1.124 0.002 GT Sens contig238 contig238 Eukaryoti                             TGTGTGGcontig238 Solyc01g Solyc01g Eukaryoti                          GO:00058 GO:00058      contig238 Solyc01g102570.2.1 AT3G5615EIF3C, AT      EIF3C (EU          chr3:208  58.6604 47.2967 110.133 88.1128 117.631 120.752
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 1.172 Detected 1.183 Detected 1.177 0.002 GT Sens contig239 contig239 Unknown      AATATCC contig239 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig239 Solyc02g Unknown Protein (A  SL2.40ch AT4G14368.1  zinc ion b   chr4:827  28.4554 20.6125 56.6905 44.4608 57.6533 56.0913
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 1.184 Detected 1.156 Detected 1.170 0.000 GT Sens contig245 contig245 F-box/LRR                   CTGAAGGcontig245 Solyc07g Solyc07g F-box/LRR-repeat protein 13 (A             contig245 Solyc07g F-box/LRR-repeat pr               SL2.40ch AT4G20720.1  dentin sia   chr4:111  74.2441 56.7862 111.662 117.359 155.888 147.637
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 2.146 Detected 1.788 Detected 1.967 0.011 GT Sens contig246 contig246 Unknown      GACTTGTcontig246 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig246 Solyc05g024230.1.1 AT4G3443CHB3, AT   CHB3; DN          chr4:164  233.798 159.703 237.216 156.127 903.837 680.866
GT Sense Sense -0.395 Detected 0.395 Detected 0.000 1.373 Detected 0.808 Detected 1.091 0.154 GT Sens contig248 contig248 Glucose-m         TGCAGAAcontig248 Solyc08g Solyc08g Glucose-methanol-choline oxid     contig248 Solyc08g Glucose-methanol-c      SL2.40ch AT5G2854BIP1  BIP1; AT    chr5:105  13.8979 18.7948 47.8755 37.217 44.2561 28.8784
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 1.095 Detected 1.072 Detected 1.083 0.004 GT Sens contig249 contig249 Auxin res                   TTCACAAcontig249 Solyc03g Solyc03g Auxin res                GO:00037 GO:00037        contig249 Solyc03g Auxin res                 GO:00037 SL2.40ch AT5G3702ARF8  ARF8 (AU        chr5:146  756.947 653.74 1164.94 1182.68 1588.19 1508.71
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 1.927 Detected 1.516 Detected 1.722 0.019 GT Sens contig249 contig249 Chloroph                     AAATCAC contig249 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig249 Solyc02g Chloroph                   GO:00055 SL2.40ch AT2G3442LHB1B2,   LHB1B2;    chr2:145  157.083 102.975 302.361 368.603 511.171 371.126
GT Sense Sense -0.437 Detected 0.437 Detected 0.000 1.032 Detected 1.019 Detected 1.025 0.143 GT Sens contig250 contig250 Disease r                 ATCTATGcontig250 Solyc11g Solyc11g Disease r              GO:00055 GO:00055   contig250 Solyc11g Cc-nbs-lr   GO:00055 SL2.40ch AT5G10500.1  kinase in     chr5:330  46.7947 66.9909 89.2993 72.8267 120.984 115.742
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 1.490 Detected 1.234 Detected 1.362 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  1142.71 988.18 1887.49 2418.97 3155.09 2550.54
GT Sense Sense -1.099 Comprom 1.099 Detected 0.000 1.447 Detected 1.092 Detected 1.269 0.372 GT Sens contig261 contig261 Hcr9-4E (A                 CCATAACcontig261 Solyc12g Solyc12g Hcr9-4E (AHRD V1 *-*- O50024           contig261 Solyc12g LRR recep    GO:00163 SL2.40ch AT3G09035.1  legume le     chr3:275  3.44402 12.3544 13.382 8.4148 18.7893 14.1901
GT Sense Sense 0.249 Detected -0.249 Detected 0.000 2.510 Detected 2.717 Detected 2.614 0.010 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  2457.39 1360.53 4576.69 6712.15 11008.1 12270.6
GT Sense Sense -0.946 Comprom 0.946 Detected 0.000 1.716 Detected 1.991 Detected 1.853 0.192 GT Sens contig263 contig263 Pentatrico                   TAGATAAcontig263 Solyc11g Solyc11g Pentatricopeptide repeat-conta               contig263 Solyc11g Pentatricopeptide re               SL2.40ch AT3G49740.1  pentatric      chr3:184  4.91357 14.2532 24.8606 19.1928 29.0471 33.9431
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 1.034 Detected 1.039 Detected 1.037 0.000 GT Sens contig263 contig263 Unknown      GAAAGATcontig263 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig263 Solyc05g Unknown Protein (A  SL2.40ch AT4G22440.1 184.017 148.054 249.359 278.492 357.325 345.99
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 1.196 Detected 0.837 Detected 1.016 0.035 GT Sens contig267 contig267 F-box fam                 GGCATAAcontig267 Solyc04g Solyc04g F-box family protein (AHRD V1          contig267 Solyc04g F-box family protein            SL2.40ch AT3G05070.1  FUNCTIO                                                                   chr3:141  497.219 348.674 608.753 551.645 1008.09 758.866
GT Sense Sense -0.684 Comprom 0.684 Comprom 0.000 3.562 Detected 2.886 Detected 3.224 0.052 GT Sens contig270 contig270 FAM65A p         TTGGAAAcontig270 Solyc09g Solyc09g FAM65A protein related (AHRD   contig270 Solyc09g FAM65A protein rela     SL2.40ch AT4G3739YDK1, GH      BRU6; ind      chr4:175  3.40407 6.86931 4.97498 4.40682 60.3787 36.4655
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 1.028 Detected 1.005 Detected 1.016 0.009 GT Sens contig270 contig270 Hydroxyc                  AGAACAAcontig270 Solyc12g Solyc12g Hydroxyc               GO:00167 GO:00167         contig270 Solyc12g Hydroxyc                GO:00167 SL2.40ch AT4G15390.1  transfera     chr4:879  127.212 87.1001 180.678 158.898 226.82 215.497
GT Sense Sense 0.235 Comprom -0.235 Comprom 0.000 1.793 Detected 2.344 Detected 2.069 0.029 GT Sens contig271 contig271 Unknown      GTTAACT contig271 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig271 Solyc08g F-box fam               GO:00048 SL2.40ch AT1G72660.3  developm       chr1:273  8.27512 4.66894 82.6135 91.3305 22.7631 32.2111
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 0.854 Detected 1.434 Detected 1.144 0.059 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  54.5038 40.6085 58.6259 57.9799 89.9008 129.705
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 1.425 Detected 1.183 Detected 1.304 0.016 GT Sens contig279 contig279 Oxygen-e                       TTCCTTCcontig279 Solyc07g Solyc07g Oxygen-e                    GO:00198 GO:00198   contig279 Solyc02g Oxygen-e                       GO:00082 SL2.40ch AT3G5082PSBO2, P    PSBO2 (P          chr3:188  3122.32 2866.13 6214 6172.93 8488.67 6929.62
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 2.328 Detected 1.846 Detected 2.087 0.023 GT Sens contig280 contig280 Chloroph                       TTAGAGAcontig280 Solyc12g Solyc12g Chloroph                    GO:00160 GO:00160 contig280 Solyc12g Chloroph                     GO:00160 SL2.40ch AT5G5427LHCB3, L   LHCB3 (L         chr5:220  243.932 255.463 750.145 928.825 1325.11 915.782
GT Sense Sense 0.249 Detected -0.249 Comprom 0.000 1.353 Detected 1.349 Detected 1.351 0.032 GT Sens contig282 contig282 Unknown      GATCTTGcontig282 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig282 Solyc01g Unknown Protein (A  SL2.40ch AT4G3368AGD2  AGD2 (AB          chr4:161  13.6794 7.56817 23.7928 16.1949 27.4702 26.4536
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 1.760 Detected 1.505 Detected 1.633 0.007 GT Sens contig284 contig284 Unknown      GCTGAGTcontig284 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig284 Solyc12g Unknown Protein (A  SL2.40ch AT5G5714ATPAP28    PAP28 (P           chr5:231  239.404 175.809 305.805 294.947 734.35 594.189
GT Sense Sense -1.830 Comprom 1.830 Detected 0.000 2.558 Detected 2.103 Detected 2.331 0.334 GT Sens contig287 contig287 Sulfotrans                 ATCTTTT contig287 Solyc11g Solyc11g Sulfotrans              GO:00081 GO:00081  contig287 Solyc11g Sulfotrans               GO:00081 SL2.40ch AT1G4705VFB1  VFB1 (VIE        chr1:172  10.692 105.672 144.883 248.258 209.231 147.331
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 1.545 Detected 1.025 Detected 1.285 0.042 GT Sens contig288 contig288 Unknown      AAAGACCcontig288 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig288 Solyc01g Unknown Protein (A  SL2.40ch AT3G09950.1  unknown   chr3:306  8384.35 5880.54 17823.8 15402.2 21659.8 14575.2
GT Sense Sense 0.520 Detected -0.520 Detected 0.000 1.810 Detected 0.902 Detected 1.356 0.188 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  1886 716.679 1825.62 2071.01 4308.06 2217.21
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 1.179 Detected 1.360 Detected 1.270 0.007 GT Sens contig295 contig295 class II he                    ATTTGAGcontig295 Solyc08g Solyc08g class II he                 GO:00510 GO:00510   contig295 Solyc08g class II he                  GO:00510 SL2.40ch AT5G1202HSP17.6II  HSP17.6I          chr5:388  18.0198 15.1911 32.6136 22.801 39.604 43.3245
GT Sense Sense 0.280 Detected -0.280 Detected 0.000 0.966 Detected 1.224 Detected 1.095 0.071 GT Sens contig298 contig298 Pectinace                 AGTATTCcontig298 Solyc03g Solyc03g Pectinacetylesterase (Fragmen             contig298 Solyc03g Pectinacetylesteras              SL2.40ch AT5G23870.1  pectinace     chr5:804  85.862 45.5421 96.2992 133.579 129.055 149.06
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 2.434 Detected 2.151 Detected 2.293 0.004 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  382.591 296.198 1061.23 1618.25 1922.68 1525.61
GT Sense Sense 0.294 Detected -0.294 Comprom 0.000 1.321 Detected 0.898 Detected 1.109 0.092 GT Sens contig306 contig306 Ulp1 prote                         CACTTTT contig306 Solyc07g Solyc07g Ulp1 prote                      GO:00065 GO:00065 contig306 Solyc07g Ulp1 prote                       GO:00065 SL2.40ch AT1G42470.1  patched f    chr1:159  20.7593 10.7922 27.2508 35.3432 39.5096 28.456
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 1.509 Detected 1.227 Detected 1.368 0.025 GT Sens contig309 contig309 Chloroph                      TTAATTT contig309 Solyc01g Solyc01g Chloroph                   GO:00161 GO:00161  contig309 Solyc01g Chloroph                    GO:00161 SL2.40ch AT1G1582LHCB6, C   LHCB6 (L          chr1:544  9055.38 5584.12 13318.8 16076.3 21394.2 16989.9
GT Sense Sense -0.361 Detected 0.361 Detected 0.000 1.132 Detected 0.941 Detected 1.036 0.109 GT Sens contig311 contig311 GH3 famil                  GCAGTGTcontig311 Solyc10g Solyc10g GH3 famil               GO:00705 GO:00705    contig311 Solyc10g GH3 famil                GO:00801 SL2.40ch AT2G4637JAR1, FIN   JAR1 (JA            chr2:190  673.631 868.582 1296.89 1972.95 1771.98 1498.19
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 1.684 Detected 0.894 Detected 1.289 0.110 GT Sens contig312 contig312 Subtilisin                  CAAGTGAcontig312 Solyc08g Solyc08g Subtilisin               GO:00042 GO:00042   contig312 Solyc08g Subtilisin                GO:00042 SL2.40ch AT4G10510.1  subtilase    chr4:649  367.444 406.172 618.454 753.028 1312.09 732.597
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 1.355 Detected 1.204 Detected 1.280 0.063 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  231.394 285.853 457.145 680.054 695.321 604.653
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 1.232 Detected 1.221 Detected 1.227 0.006 GT Sens contig340 contig340 Receptor-                 TATTAGCcontig340 Solyc10g Solyc10g Receptor-              GO:00055 GO:00055  contig340 Solyc10g LRR recep    GO:00055 SL2.40ch AT4G08450.1  disease r       chr4:536  275.426 189.159 311.053 215.034 566.491 543.071
GT Sense Sense 0.408 Detected -0.408 Detected 0.000 0.814 Detected 1.247 Detected 1.031 0.155 GT Sens contig355 contig355 Endogluc                   TTACAAC contig355 Solyc08g Solyc08g Endogluc                GO:00059 GO:00059   contig355 Solyc08g Endogluc                                    GO:00302 SL2.40ch AT1G6439AtGH9C2  AtGH9C2               chr1:239  60.8762 27.0283 70.5424 34.3085 75.3734 98.2443
GT Sense Sense -0.094 Comprom 0.094 Comprom 0.000 2.787 Detected 2.871 Detected 2.829 0.001 GT Sens contig375 contig375 Leucine R                    TTCTTAA contig375 Solyc12g Solyc12g Leucine R                 GO:00055 GO:00055  contig375 Solyc12g LRR recep    GO:00163 SL2.40ch AT2G46915.1  unknown   chr2:192  9.21183 8.19957 12.5481 55.7702 63.3812 64.8771
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 1.387 Detected 1.133 Detected 1.260 0.025 GT Sens contig386 contig386 Unknown      ATCGTTAcontig386 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig386 Solyc06g009810.2.1 AT1G5084POLGAM   POLGAM            chr1:188  62.6129 39.1668 75.5282 61.7393 136.873 110.821
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 0.991 Detected 1.382 Detected 1.186 0.045 GT Sens contig390 contig390 Digalacto          GATATTCcontig390 Solyc10g Solyc10g Digalactosyldiacylglycerol syn      contig390 Solyc10g Digalactosyldiacylg       SL2.40ch AT3G1167DGD1  DGD1 (DI             chr3:368  18.9888 11.6731 26.1108 22.2622 31.2792 39.5844
GT Sense Sense 0.076 Comprom -0.076 Comprom 0.000 1.964 Detected 3.102 Detected 2.533 0.048 GT Sens contig416 contig416 Aldehyde                 TCTTTCAcontig416 Solyc11g Solyc11g Aldehyde              GO:00551 GO:00551  contig416 Solyc11g Aldehyde               GO:00090 SL2.40ch AT5G2096AAO1, AO     AAO1 (AR          chr5:711  3.14601 2.21174 10.8062 18.0265 10.8754 23.1168
GT Sense Sense 2.123 Detected -2.123 Comprom 0.000 1.644 Detected 2.759 Detected 2.201 0.421 GT Sens contig419 contig419 Unannota    CTCACCATTCAAATTTGTACATCATCGAATGGGAAATCTCTATCTTCTAAcontig419 Solyc03g Polyprote               GO:00065 SL2.40ch AT5G64667.1 50.6456 2.08765 10.4512 6.49879 33.968 70.9997
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 1.994 Detected 1.480 Detected 1.737 0.036 GT Sens contig429 contig429 Nicotia ta          CAAGTAAGAATCCTTCTCAAATTGTTATTTGTGCATCTTGATCATCATGTcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 48.0533 51.247 111.458 125.397 208.937 141.28
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 1.195 Detected 0.831 Detected 1.013 0.031 GT Sens contig441 contig441 Nodulin-li                     CCGCTCCcontig441 Solyc08g Solyc08g Nodulin-li                  GO:00160 GO:00160 contig441 Solyc08g Nodulin-li                   GO:00160 SL2.40ch AT5G45370.3  nodulin-r        chr5:183  406.507 316.669 627.683 739.121 868.006 651.354
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 1.954 Detected 1.858 Detected 1.906 0.008 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  71.1491 44.0712 142.457 125.122 229.366 207.069
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 1.248 Detected 1.261 Detected 1.254 0.006 GT Sens contig456 contig456 ClpB chap                     GAGTTATcontig456 Solyc06g Solyc06g ClpB chap                  GO:00055 GO:00055  contig456 Solyc03g ClpB chap                   GO:00195 SL2.40ch AT1G743 ATHSP10     ATHSP10                   chr1:279  822.129 731.823 623.454 947.106 1946.75 1896.64
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 1.421 Detected 0.910 Detected 1.166 0.059 GT Sens contig461 contig461 Unknown      GGCTACGcontig461 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig461 Solyc00g Unknown Protein (A  SL2.40ch AT2G38160.1 13.1661 12.6922 16.9508 6.78287 36.583 24.7857
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 1.277 Detected 0.936 Detected 1.107 0.023 GT Sens contig476 contig476 Tryptoph                       CACGGCGcontig476 Solyc10g Solyc10g Tryptoph                    GO:00081 GO:00081  contig476 Solyc10g Tryptoph                    GO:00048 SL2.40ch AT3G12100.2  cation eff          chr3:385  2819.85 2226.02 3199.11 4304.07 6416.6 4891.32
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 1.850 Detected 1.732 Detected 1.791 0.014 GT Sens contig480 contig480 Unknown                  AATAATG contig480 Solyc06g Solyc06g Unknown Protein (AHRD V1)%3             contig480 Solyc12g H-ATPase               GO:00160 SL2.40ch AT2G13720.1 1399.45 1451.69 1685 1444.44 5430.01 4832
GT Sense Sense -0.443 Comprom 0.443 Comprom 0.000 1.367 Detected 1.498 Detected 1.432 0.085 GT Sens contig482 contig482 Helicase-l                      TCTAAGCcontig482 Solyc03g Solyc03g Helicase-like protein (AHRD V1               contig482 Solyc07g Helicase-like protein                 SL2.40ch AT5G4823EMB1276    ACAT2 (A        chr5:195  3.18713 4.60089 8.9 6.77541 10.4408 11.0328
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 1.488 Detected 1.405 Detected 1.447 0.001 GT Sens contig483 contig483 Metacasp                  CAGAAGAcontig483 Solyc01g Solyc01g Metacasp               GO:00057 GO:00057 contig483 Solyc01g Metacasp                GO:00065 SL2.40ch AT5G502 QS, OLD5    QS (QUIN                  chr5:204  88.9679 68.1758 167.083 102.778 230.906 210.475
GT Sense Sense 0.067 Detected -0.067 Detected 0.000 1.149 Detected 1.085 Detected 1.117 0.004 GT Sens contig502 contig502 F-box/LRR                   AATCATT contig502 Solyc08g Solyc08g F-box/LRR-repeat protein At3g              contig502 Solyc08g F-box/LRR-repeat pr               SL2.40ch AT4G20720.1  dentin sia   chr4:111  153.984 109.75 454.819 395.825 304.733 281.381
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 1.148 Detected 1.121 Detected 1.135 0.001 GT Sens contig512 contig512 Topoisom            TTGAGACcontig512 Solyc11g Solyc11g Topoisomerase 6 subunit B-lik      contig512 Solyc11g Topoisomerase 6 su       SL2.40ch AT3G2940ATEXO70   ATEXO70           chr3:112  34.719 28.2437 53.5356 51.8261 73.3539 69.5176
GT Sense Sense -0.438 Detected 0.438 Detected 0.000 1.619 Detected 1.350 Detected 1.484 0.084 GT Sens contig531 contig531 PHD finge          GGATGAAcontig531 Solyc01g Solyc01g PHD finger family protein (AHR    contig531 Solyc01g PHD finger family pr     SL2.40ch AT3G52100.1  PHD finge     chr3:193  18.6965 26.8231 55.8783 42.6711 72.6904 58.2455
GT Sense Sense 0.141 Comprom -0.141 Comprom 0.000 1.011 Detected 1.324 Detected 1.167 0.031 GT Sens contig535 contig535 Auxin res                    GCTAGCAcontig535 Solyc05g Solyc05g Auxin res                 GO:00055 GO:00055  contig535 Solyc05g Auxin res                  GO:00055 SL2.40ch AT3G19240.1  FUNCTIO                                                                                       chr3:666  10.9936 7.06378 21.4678 21.2009 18.7695 22.5075
GT Sense Sense 0.346 Detected -0.346 Detected 0.000 2.198 Detected 1.667 Detected 1.932 0.047 GT Sens contig536 contig536 Chloroph                     AATTTCT contig536 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig536 Solyc02g Chloroph                   GO:00055 SL2.40ch AT1G299 CAB3, AB    CAB3 (CH         chr1:104  347.626 168.146 621.439 626.834 1172.43 783.333
GT Sense Sense -0.721 Comprom 0.721 Detected 0.000 1.477 Detected 0.933 Detected 1.205 0.258 GT Sens contig551 contig551 Cytochro                 TCAGTTGcontig551 Solyc10g Solyc10g Cytochro              GO:00200 GO:00200  contig551 Solyc10g cytochrom  GO:00198 SL2.40ch AT5G51900.1 8.43982 17.9302 25.9475 20.4483 36.1887 23.9717
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 1.293 Detected 1.149 Detected 1.221 0.013 GT Sens contig60 contig60 WD-40 rep                    TCCCCTTcontig60 Solyc12g Solyc12g WD-40 rep                 GO:00064 GO:00064  contig60 Solyc12g WD-40 rep                  GO:00064 SL2.40ch AT3G1535SPA3  SPA3 (SP         chr3:516  1211.26 800.655 2119.71 2350.46 2550.04 2228.93
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 1.825 Detected 1.530 Detected 1.678 0.008 GT Sens contig600 contig600 F-box fam                  CTCAAGGcontig600 Solyc07g Solyc07g F-box family protein (AHRD V1           contig600 Solyc07g F-box family protein             SL2.40ch AT4G20720.1  dentin sia   chr4:111  62.9007 49.157 397.505 293.533 208.265 163.896
GT Sense Sense -0.975 Comprom 0.975 Detected 0.000 1.015 Detected 2.354 Detected 1.685 0.290 GT Sens contig624 contig624 Unknown      CCAAAGAcontig624 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig624 Solyc00g Unknown Protein (A  SL2.40ch AT1G31090.1  F-box fam    chr1:110  5.87173 17.7345 23.7024 13.9381 21.7971 53.2452
GT Sense Sense 0.669 Detected -0.669 Comprom 0.000 2.784 Detected 2.048 Detected 2.416 0.087 GT Sens contig629 contig629 Malonyl C          ACCATGTcontig629 Solyc10g Solyc10g Malonyl CoA anthocyanin 5-O-     contig629 Solyc10g Malonyl CoA anthoc      SL2.40ch AT3G50840.1  phototro      chr3:188  14.3505 4.43432 26.8549 20.9333 58.0874 33.6663
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 1.138 Detected 1.004 Detected 1.071 0.006 GT Sens contig634 contig634 RNA bind         TGCTCTCcontig634 Solyc09g Solyc09g RNA binding protein (AHRD V1  contig634 Solyc09g RNA binding protein    SL2.40ch AT5G01590.1  unknown   chr5:224  159.593 133.601 214.857 198.647 339.569 298.843
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 2.271 Detected 1.666 Detected 1.969 0.025 GT Sens contig660 contig660 Chloroph                     AAACTCT contig660 Solyc02g Solyc02g Chloroph                  GO:00055 GO:00055   contig660 Solyc02g070970.1.1 AT2G3442LHB1B2,   LHB1B2;    chr2:145  227.721 156.986 483.496 523.927 964.311 612.338
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 1.229 Detected 1.090 Detected 1.160 0.044 GT Sens contig666 contig666 Kinesin-li           AGATATT contig666 Solyc12g Solyc12g Kinesin-like calmodulin bindin      contig666 Solyc12g Kinesin-like calmod       SL2.40ch AT1G11420.1  agenet do    chr1:384  170.083 95.1029 258.879 279.106 315.15 276.212
GT Sense Sense -1.021 Comprom 1.021 Detected 0.000 1.133 Detected 2.576 Detected 1.854 0.276 GT Sens contig671 contig671 Cytochro                    GTTCAAGcontig671 Solyc10g Solyc10g Cytochro                 GO:00200 GO:00200    contig671 Solyc10g Cytochro  GO:00464 SL2.40ch AT2G4089CYP98A3  CYP98A3             chr2:170  3.92301 12.6199 1.92968 1.81817 16.307 42.7961
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 1.549 Detected 1.060 Detected 1.305 0.033 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  202.465 157.099 242.325 403.955 551.672 379.455
GT Sense Sense 0.184 Comprom -0.184 Comprom 0.000 2.347 Detected 2.855 Detected 2.601 0.014 GT Sens contig731 contig731 Leucine-r                     ATTAGAT contig731 Solyc12g Solyc12g Leucine-r                  GO:00055 GO:00055   contig731 Solyc12g LRR recep    GO:00163 SL2.40ch AT4G1422RHF1A  RHF1A (R             chr4:819  4.27342 2.58891 6.19118 6.19868 17.8838 24.5584
GT Sense Sense 0.554 Comprom -0.554 Comprom 0.000 1.230 Detected 1.100 Detected 1.165 0.172 GT Sens contig790 contig790 Receptor         TTACAGT contig790 Solyc10g Solyc10g Receptor protein kinase-like (A    contig790 Solyc01g Receptor   GO:00428 SL2.40ch AT1G24090.1 8.95618 3.24943 14.8198 20.4175 13.3723 11.8031
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 2.352 Detected 0.972 Detected 1.662 0.139 GT Sens contig799 contig799 Hydroxyc                  TTTCCAAcontig799 Solyc07g Solyc07g Hydroxyc               GO:00167 GO:00167          contig799 Solyc07g Hydroxyc                GO:00167 SL2.40ch AT5G484 ATGLR1.3    ATGLR1.       chr5:196  702.884 611.882 1995.59 979.212 3538.68 1312.22
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 2.674 Detected 2.363 Detected 2.518 0.004 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  584.687 435.472 1711.06 2530.55 3402.97 2648.85
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 1.441 Detected 1.212 Detected 1.326 0.007 GT Sens contig844 contig844 B3 domai                   GTGCTTTcontig844 Solyc08g Solyc08g B3 domai                GO:00063 GO:00063    contig844 Solyc08g B3 domai                 GO:00063 SL2.40ch AT3G1899VRN1, RE   VRN1 (RE        chr3:654  14.7672 11.463 28.4262 22.1869 37.3215 30.759
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 1.139 Detected 1.035 Detected 1.087 0.050 GT Sens contig879 contig879 Protein ki          CCATTGGcontig879 Solyc07g Solyc07g Protein kinase family protein (A    contig879 Solyc01g Receptor-                 GO:00064 SL2.40ch AT1G09440.1  protein k     chr1:304  488.665 271.486 618.908 466.339 847.545 761.757
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 1.528 Detected 1.119 Detected 1.324 0.032 GT Sens contig886 contig886 Cytochro                    TACCAAAcontig886 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198     contig886 Solyc03g Cytochro  GO:00198 SL2.40ch AT3G4830CYP71A2   CYP71A2               chr3:178  1467.73 1372.83 2288.69 4501.8 4326.66 3145.96
GT Sense Sense -0.131 Comprom 0.131 Comprom 0.000 1.152 Detected 1.107 Detected 1.129 0.014 GT Sens contig889 contig889 GDSL est                 CAAAAAGcontig889 Solyc03g Solyc03g GDSL est              GO:00066 GO:00066    contig889 Solyc03g GDSL est               GO:00040 SL2.40ch AT3G16370.1  GDSL-mo      chr3:555  7.31906 6.86023 28.5729 18.7628 16.6378 15.5759
GT Sense Sense 0.030 Detected -0.030 Comprom 0.000 2.553 Detected 2.481 Detected 2.517 0.000 GT Sens contig906 contig906 1-aminocy                    GTCCAGAcontig906 Solyc09g Solyc09g 1-aminocy                 GO:00164 GO:00164    contig906 Solyc09g 1-aminocy                  GO:00098 SL2.40ch AT1G06640.1  2-oxoglu     chr1:203  11.4376 8.5736 32.0604 32.8921 61.4151 56.4026
GT Sense Sense -0.225 Detected 0.225 Detected 0.000 1.284 Detected 0.809 Detected 1.047 0.085 GT Sens contig920 contig920 Photosys                           TGTGTTGcontig920 Solyc02g Solyc02g Photosys                        GO:00095 GO:00095    contig920 Solyc02g Photosys                         GO:00095 SL2.40ch AT1G3133PSAF  PSAF (ph      chr1:112  147.814 157.794 311.273 280.456 393.13 272.965
GT Sense Sense -0.530 Detected 0.530 Detected 0.000 2.179 Detected 1.014 Detected 1.597 0.180 GT Sens contig956 contig956 Subtilisin                            TACCAAGcontig956 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig956 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT5G6736ARA12  ARA12; s    chr5:268  289.645 472.154 523.128 671.51 1770.13 762.252
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 2.457 Detected 1.977 Detected 2.217 0.015 GT Sens contig959 contig959 Chloroph                     AGTGAAAcontig959 Solyc02g Solyc02g Chloroph                  GO:00161 GO:00161  contig959 Solyc02g Chloroph                   GO:00161 SL2.40ch AT2G3442LHB1B2,   LHB1B2;    chr2:145  173.365 112.697 358.878 397.379 811.217 561.411
GT Sense Sense -0.471 Detected 0.471 Detected 0.000 1.483 Detected 1.560 Detected 1.522 0.084 GT Sens contig977 contig977 GPCR-typ                      TCTGTTAcontig977 Solyc07g Solyc07g GPCR-type G protein 1 (AHRD V              contig977 Solyc07g Golgi pH r                GO:00510 SL2.40ch AT4G2763GTG2  GTG2 (G      chr4:137  247.815 371.959 598.21 603.39 897.007 913.559
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 1.257 Detected 1.025 Detected 1.141 0.015 GT Sens EF667342 EF667342 SlARF8; C   CACAACTAAATACGTGCTCCAACTCATCATCACTTCCAACTTACGGGAAAGATACATTCA 503.909 439.429 957.956 835.719 1188.56 977.096
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A 96 P00 Sense -0.359 Detected 0.359 Detected 0.000 -1.434 Detected -0.911 Detected -1.172 0.118 A 96 P00 CHI3 NM 00124Solanum     CGTTGTGAAGTCTATAAGTTATATTTGGATGTAATCAATAAGGGGATTCTGTATGCCCAT 68301 87759.4 58105.9 32739 30283.7 42025.9
A 96 P01 Sense -0.017 Detected 0.017 Detected 0.000 -2.344 Detected -1.393 Detected -1.869 0.059 A 96 P01 TA37200 TA37200 Rep: Path          GCTATTGAACTTTTCAAACTTGTTGAGGCATATCTTCTTGCTAATCCTTTTGCCTATGTT 9129 7301.71 4151.68 1776.55 1699.34 3172.23
A 96 P01 Sense -0.610 Detected 0.610 Detected 0.000 -1.266 Detected -1.801 Detected -1.533 0.148 A 96 P01 cevi19 NM 00124Solanum       GAGATTATGGTGTGTTAAATAAAGTGTTCCACAATGTTACGGATACACATGTTTTGCATC 151.934 276.817 94.0843 48.5298 90.1319 60.0663
A 96 P01 Sense -0.192 Detected 0.192 Detected 0.000 -1.137 Detected -1.312 Detected -1.225 0.028 A 96 P01 AK319395 AK319395 Solanum        CCTTCTAAACATGAATGAATGAATACTAGTGTGCAATGTGTGTGTGATTGGAAGTTGTTT 5784.64 5900.6 3342.42 4516.48 2808.27 2400.3
A 96 P02 Sense -0.265 Detected 0.265 Detected 0.000 -1.792 Detected -1.421 Detected -1.607 0.038 A 96 P02 BI929281 BI929281 EST54917                  GTTCCAGTTGATATGGTTGTAAATGCAACAATGGCTGCTATTGCCAAACATGGAAACTTG 91.5177 103.361 37.6423 177.416 29.6734 37.0539
A 96 P03 Sense -0.223 Detected 0.223 Detected 0.000 -1.081 Detected -1.050 Comprom -1.065 0.041 A 96 P03 TA49945 TA49945 Rep: Cyto         TAAGGAAGCGTCACGCTTTTTGAAAGGATTTGATGTAGCTGATATATTTCCATCACTAAA 17.7552 18.9047 13.9092 34.9303 9.15583 9.03096
A 96 P04 Sense -0.581 Detected 0.581 Detected 0.000 -1.493 Detected -0.855 Detected -1.174 0.219 A 96 P04 GT167409GT167409M82T7el           GATACAACAGGGAGATTGTTCAAGTATGATATAGCAACGAAACAAGTCACGTTATTACTA 208.917 365.46 197.584 305.893 103.757 155.859
A 96 P05 Sense -0.335 Detected 0.335 Detected 0.000 -1.528 Detected -0.986 Detected -1.257 0.100 A 96 P05 BI922989 BI922989 EST54289             GAAGGAATATTCCGGGTTCAAATGTCAAAGCGGATTAGTAAAAGCCATTGTTGTATACGG 691.625 859.923 389.272 439.397 282.555 397.173
A 96 P06 Sense 0.609 Detected -0.609 Detected 0.000 -1.878 Detected -1.139 Detected -1.508 0.169 A 96 P06 AK329513 AK329513 Solanum        CGATCGATACACTAATCCTTGTAAACTTTGCTTATATTTTTGCACGAGTACTGGATATGT 106.961 35.932 52.617 95.9218 17.8294 28.7315
A 96 P06 Sense -0.368 Detected 0.368 Detected 0.000 -1.267 Comprom -2.144 Comprom -1.705 0.097 A 96 P06 ES894915 ES894915 LET084 2  AAAGAACGACCACTTGAAAGGGGGATTGTGGAAACCATAAATGAGAGTGATGAAACTCTG 9.90488 12.9016 13.9064 12.074 4.966 2.60994
A 96 P08 Sense 0.086 Detected -0.086 Detected 0.000 -2.130 Detected -1.061 Detected -1.596 0.099 A 96 P08 AW621399AW621399Unknown ACACGAGAAATTTGAGCTTGAAGAACAAAAAATGAAACCAGTGCTCATTTCTGTGAAAGC 967.758 671.584 368.366 154.287 194.606 394.349
A 96 P08 Sense 0.191 Detected -0.191 Detected 0.000 -0.862 Detected -1.640 Detected -1.251 0.102 A 96 P08 BG129155BG129155EST47480    AAATAGTTTCAAAGTCAATCTTCTCATTCTGGCTAAATCGAGATCCCACGTCTAGGATGG 188.077 112.812 89.4411 73.7947 84.7185 47.699
A 96 P08 Sense 0.098 Detected -0.098 Detected 0.000 -1.130 Detected -1.067 Detected -1.098 0.009 A 96 P08 A 96 P08 A 96 P08 Unknown GGGGTACATATTTGCCTTGGGTTCATCACTGTTTCCTTCACATACAAACTTTCCATCTTT 279.726 190.866 148.78 171.617 111.575 112.556
A 96 P08 Sense -0.510 Detected 0.510 Detected 0.000 -2.043 Detected -2.270 Detected -2.156 0.054 A 96 P08 BW68867 BW68867 BW68867               ACTGGGCCGGAAAACGTCCTTATTAAGGTGTCGTTTATTTATGACATATTGCTAGTATTA 1299.5 2061.27 815.101 488.351 419.743 346.314
A 96 P08 Sense -0.261 Detected 0.261 Detected 0.000 -1.590 Detected -1.357 Detected -1.473 0.036 A 96 P08 ES895067 ES895067 LET086 2  CATCAATAGTCGTAACCGTTTAGAAGATCTCTCACCTTTAGAAGAAGTTGTGGAGCACTT 56.0094 62.8976 30.8862 66.4973 20.8371 23.6503
A 96 P08 Sense -1.127 Detected 1.127 Detected 0.000 -1.793 Detected -1.490 Detected -1.642 0.286 A 96 P08 TA36002 TA36002 Rep: Path              CCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAAATTATGAA 182.858 681.854 82.114 143.019 107.664 128.224
A 96 P08 Sense 0.132 Detected -0.132 Detected 0.000 -1.136 Detected -1.146 Detected -1.141 0.013 A 96 P08 TA36375 TA36375 Unknown GCTCTGGACAGAGAGCTTCATTAAGATTAAAACTACTACAACGACATAAATTGGACTTAA 208.319 135.695 190.235 131.411 80.8452 77.5417
A 96 P09 Sense -0.182 Detected 0.182 Detected 0.000 -1.473 Detected -0.918 Detected -1.195 0.069 A 96 P09 AK327187 AK327187 Solanum        CCGAGTCGGATCCTTATTTTGCAATAATGAAATTGTGTACTACATCAAAGATATCCAAGA 5759.77 5796.56 4057.99 2384.09 2200.42 3120.62
A 96 P09 Sense -0.941 Detected 0.941 Detected 0.000 -1.565 Detected -1.484 Detected -1.524 0.247 A 96 P09 AK326818 AK326818 Solanum        GCAAAGCGTGTAGAAATGTAGATTTTCATTGTATTTGCACCCTCTCTGTAATCATATCAA 3415.32 9842.19 2728.67 2214.52 2071.39 2115.28
A 96 P11 Sense -0.179 Detected 0.179 Detected 0.000 -1.597 Detected -1.792 Detected -1.695 0.014 A 96 P11 TA53333 TA53333 Rep: Arab            CTCTGCTACTTCTCTGCTTCAAGAAATGTACAATGGGATGATTTTCATTTTCTTGTTTTC 202.738 203.066 166.32 280.895 70.8765 59.7672
A 96 P11 Sense 0.167 Detected -0.167 Detected 0.000 -2.182 Comprom -1.936 Comprom -2.059 0.010 A 96 P11 TA53569 TA53569 Unknown CCTGTTAGGGCATAGCTTATCTCTATATATAGACCCTATGGGAAACCCTATTCTGTAATT 40.9788 25.4083 25.9654 22.9583 7.516 8.60293
A 96 P11 Sense -0.268 Detected 0.268 Detected 0.000 -1.480 Detected -1.372 Detected -1.426 0.035 A 96 P11 TA54138 TA54138 Rep: Clas             GATGATGATGATGATGACCCATTTCCTTGCCTGTACTTGGATTATATATTCACTTTGATT 1282.98 1454.87 958.923 1293.5 517.482 538.663
A 96 P11 Sense -0.316 Detected 0.316 Detected 0.000 -0.967 Detected -1.109 Detected -1.038 0.085 A 96 P11 TA54838 TA54838 Rep: Chro              TTATCGGAAACAATTCAACAGGTCTTTGTAAAGGGTGGCTGTCCAGCGATTGTGGATCTG 67.1884 81.356 47.3954 61.1659 39.9845 34.9671
A 96 P13 Sense 0.046 Detected -0.046 Detected 0.000 -1.419 Detected -1.432 Detected -1.425 0.001 A 96 P13 AI771618 AI771618 Unknown TGCATTTGGGTGTATACTCATGGCACTTGTAGCAAAGTTGGATTACTTGGTATGGGTAAG 85.0883 62.4196 43.9819 33.044 28.8091 27.5544
A 96 P14 Sense 0.291 Detected -0.291 Detected 0.000 -2.176 Detected -1.572 Detected -1.874 0.047 A 96 P14 AADC1A NM 00124Solanum         GGATTCAGAAACAATCAACACATCAGTAAATGGAGAGATGGATTATTCAGATTTAAGAGC 1197.46 624.901 426.329 234.077 202.279 296.86
A 96 P16 Sense -0.157 Detected 0.157 Detected 0.000 -1.926 Detected -1.772 Detected -1.849 0.009 A 96 P16 AW650322AW650322Unknown ATGTTGGATCCGACTTCTAATTCAAGAGTCACTACTTCAAAGATCATCGATTCTTCATGG 159.076 154.523 125.237 82.3655 43.5995 46.8525
A 96 P18 Sense -0.262 Detected 0.262 Detected 0.000 -1.064 Detected -0.988 Detected -1.026 0.061 A 96 P18 ES892904 ES892904 LET055F8  GCAGCAGGAGCAGTTGAAGTGGGAACATATCGAAGCGATGGACAGAAAATCAAATGTAAA 247.633 278.354 171.807 356.305 132.689 135.029
A 96 P18 Sense -0.111 Detected 0.111 Detected 0.000 -2.098 Detected -2.105 Detected -2.101 0.003 A 96 P18 BG127728BG127728Unknown TGGAGGTGATACTCAGTGCTTGGTTACTGGCTATTCTGATTCAGACATGCTGGAGATGTT 951.195 866.822 337.202 379.431 224.18 215.357
A 96 P19 Sense -0.441 Detected 0.441 Detected 0.000 -2.013 Detected -0.975 Detected -1.494 0.160 A 96 P19 BI209334 BI209334 Rep: Endo          CAGCTGTGACTTGTAACAGGTAGTTGATTCAATTCAAAACCAGATAAATACTGACTATTC 22096.2 31851.7 16359.7 7648.05 6947.24 13770.4
A 96 P19 Sense -0.259 Detected 0.259 Detected 0.000 -2.514 Detected -2.035 Detected -2.275 0.023 A 96 P19 BI422397 BI422397 Unknown GTGCTCCTGAAAGGAATATTTCGGACGAAGCCCCATTCAAATTCACACCCACTACACTAT 966.338 1081.32 644.381 347.22 189.083 254.491
A 96 P20 Sense 0.147 Detected -0.147 Detected 0.000 -2.357 Detected -1.681 Detected -2.019 0.032 A 96 P20 BI923180 BI923180 Rep: Arom              ATTTGAACAGATGATTAGTTTCAAGAAGCAATTGGAAGTGTCACAATTTCTGGACACAAG 783.773 499.756 305.484 175.098 129.108 199.194
A 96 P22 Sense -0.699 Detected 0.699 Detected 0.000 -1.476 Detected -2.571 Detected -2.023 0.150 A 96 P22 CK348294CK348294Rep: Path             TGATGTATACTTATGACATGTTGCTAGTATTACTCAGGACTCATCGTTGACTGCGTACCA 2381.05 4905.4 1401.19 3241.73 1298.79 586.825
A 96 P22 Sense -0.219 Detected 0.219 Detected 0.000 -1.557 Comprom -1.980 Comprom -1.769 0.028 A 96 P22 AK321578 AK321578 Solanum        GTTGAGAAACAAGGAAATGCATTGGGTATTCCTCCTAATATGTCTGATGCTCACACGATC 12.2671 12.9864 8.12181 8.73991 4.5327 3.2642
A 96 P22 Sense -0.940 Detected 0.940 Detected 0.000 -1.752 Detected -1.891 Detected -1.821 0.193 A 96 P22 P4 NM 00124Solanum       GAATAATTCCACGTACCATATGTTCATGGTATCGTGGCTTAGGTTCTTTACTTTTTCAAA 191.494 551.146 67.0038 111.055 101.966 89.4037
A 96 P23 Sense -0.406 Detected 0.406 Detected 0.000 -0.955 Detected -1.157 Detected -1.056 0.128 A 96 P23 PHS1 AK327297 Solanum        CAAAATGGTTCATTATTTGATTCACCAGCCACTACTGCAGCTGCCTTGATTTATCACCAA 39.9325 54.8139 25.4349 71.3061 25.5022 21.4116
A 96 P24 Sense 0.130 Detected -0.130 Detected 0.000 -1.922 Detected -1.011 Detected -1.466 0.090 A 96 P24 AK328462 AK328462 Solanum        GGTGATCTTGGATATGCTTCTGAGCTCGGTAATTATACCGAATATAGCGGTGCTCCAAAT 16841.6 11000.3 6966.48 2871.99 3796.12 6893.18
A 96 P24 Sense -1.036 Detected 1.036 Detected 0.000 -1.317 Detected -1.241 Detected -1.279 0.343 A 96 P24 TA42313 TA42313 Rep: Chro              TGCTTGTCAAGAAGCTCCAGACATGTTACCCTGTGTTGTTTCTCACAAATGGAGGTACCT 1202.21 3952.34 1184.2 837.789 924.63 941.113
A 96 P25 Sense -1.654 Detected 1.654 Detected 0.000 -2.453 Detected -1.268 Detected -1.861 0.401 A 96 P25 ES896973 ES896973 LET111 2  CCGTTACCAGAGCTTCATCCCCTCAGATATAAGGATTTACCATTTTATGTCGTCAATAAT 17.9038 138.694 22.7814 68.8748 9.61808 21.1086
A 96 P25 Sense -0.216 Detected 0.216 Detected 0.000 -1.248 Detected -1.228 Detected -1.238 0.029 A 96 P25 TC232099 TC232099 Rep: 13 k         GTCCTCATCTCTTTGCAGATCTGAGCCTCTAAATTGTTATCAACAACATTTGAATCTCTT 1313.59 1385.9 1555.68 1487.79 600.186 587.783
A 96 P26 Sense -0.344 Detected 0.344 Detected 0.000 -1.793 Detected -0.930 Detected -1.361 0.133 A 96 P26 ES896769 ES896769 LET108 2  GGAGGACTTCCAGGAATCGGAGAACTTCCAAAAATAGGAACACTTCCTAAAATCGGAGGA 438.876 552.835 407.285 1065.36 150.214 263.876
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.911 Detected -1.691 Detected -1.801 0.005 GT Sens AT1G1490AT1G1490high mob    GTGTGTGTGTTGTTGCTTAGTCCTGAGATAAGATAGO:00063 DNA binding|DNA binding|nucleosome assembly|regulation of transcription, DNA-dependent|regulation o   74.8832 53.4771 66.576 57.5655 17.7783 19.9928
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -3.561 Comprom -4.956 Comprom -4.258 0.029 GT Sens AT2G4387AT2G4387putative p  AGACTTGAGGATGTGAAATTAACGTACCAGAATAA GO:0005975|GO:0004650|GO:0012505 75.779 42.6082 5.02259 3.21419 5.08995 1.86797
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.363 Detected -1.284 Detected -1.323 0.005 GT Sens AT3G0107AT3G0107early nod   TACACTCGGGTGTGTGTGTGTGTCTTTGGAGATT GO:0005507|GO:0009055|GO:0031225 170.645 119.164 123.928 123.321 58.5756 59.7692
GT Sense Sense -0.699 Detected 0.699 Detected 0.000 -1.700 Comprom -3.000 Comprom -2.350 0.133 GT Sens AT3G0236AT3G02366-phosph  GAGATCTCTCATCCTCTTGTATTCTTCTTCTCCTT GO:0004616|GO:0006098|GO:0008152|GO:0009051|GO:0009052|GO:0012505|GO:0019656 14.3567 29.576 12.3249 6.84272 6.70503 2.62763
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.517 Detected -0.978 Detected -1.248 0.048 GT Sens AT4G274 AT4G274 NAC dom   TTCTTAACGGGAACTTTGATTGGGCTAGCTTGGCAGO:00037 sequence-specific DNA binding transcription factor activity|sequence-specific DNA binding transcription             120.507 82.7424 78.2154 55.5261 36.873 51.7186
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -0.890 Detected -1.167 Detected -1.029 0.024 GT Sens AT5G5356AT5G5356cytochrom    ATCTTGGGATTGGCTCTTGTCGTCCGTCACTATACGO:00095 heme binding|chloroplast thylakoid membrane|cytosol|endoplasmic reticulum|endoplasmic reticulum m   287.837 199.803 220.981 198.912 136.795 108.938
GT Sense Sense 0.800 Detected -0.800 Detected 0.000 -1.410 Detected -1.626 Detected -1.518 0.201 GT Sens AY559315 AY559315 Lycopers          AGTATTTGATGAATATGCACCTGACTATAAACTAAGTCTGAGGTGAATTAGGATTATAAT 1226.25 316.03 667.525 461.069 247.527 205.786
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -1.678 Detected -0.864 Detected -1.271 0.096 GT Sens BM41277 BM41277 RGLG2 GTTTTTGGGTTTACACCTCAGCGGAAACAAAGTAGAATGGGATTGATTGTTTCTCATTTT 9425.23 8745.3 6245.8 3376.76 2999.65 5089.62
GT Sense Sense -0.923 Detected 0.923 Detected 0.000 -1.927 Detected -0.972 Detected -1.450 0.298 GT Sens contig100 contig100 Ubiquitin                GGTATTCcontig100 Solyc04g Solyc04g Ubiquitin carboxyl-terminal hyd                contig100 Solyc04g Ubiquitin carboxyl-te                 SL2.40ch AT3G4746ATSMC2  ATSMC2    chr3:174  84.1482 236.531 136.202 48.3199 39.2073 73.3653
GT Sense Sense -0.272 Detected 0.272 Detected 0.000 -2.051 Detected -1.877 Detected -1.964 0.021 GT Sens contig101 contig101 Ethylene-                    TGGCAAGcontig101 Solyc08g Solyc08g Ethylene-                    GO:00165 GO:00165      contig101 Solyc08g Ethylene-                     GO:00165 SL2.40ch AT5G5199CBF4, DR   CBF4 (C-            chr5:211  2489.13 2838.65 1899.8 378.795 677.852 738.619
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -1.091 Detected -1.165 Detected -1.128 0.016 GT Sens contig101 contig101 Unknown            ACATGAAcontig101 Solyc09g Solyc09g Unknown            GO:00063 GO:00063    contig101 Solyc01g UPF0497 membrane                    SL2.40ch AT5G6675DDM1, CH        CHR1 (CH       chr5:266  26.3346 25.0277 21.3156 21.8518 12.7387 11.6816
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.552 Detected -1.950 Detected -1.751 0.013 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  190.293 150.487 65.6629 78.9705 61.0031 44.6851
GT Sense Sense -0.834 Detected 0.834 Detected 0.000 -1.910 Detected -1.027 Detected -1.468 0.260 GT Sens contig102 contig102 Unknown              CGAAGAGcontig102 Solyc05g Solyc05g Unknown Protein (AHRD V1)%3             contig102 Solyc05g Unknown Protein (A              SL2.40ch AT1G13480.1  unknown   chr1:462  292.475 726.801 212.658 140.05 129.631 230.92
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -1.750 Detected -1.087 Detected -1.418 0.067 GT Sens contig102 contig102 Phosphog               GTAGCGTcontig102 Solyc05g Solyc05g Phosphoglycerate mutase fam              contig102 Solyc05g Phosphoglycerate m               SL2.40ch AT3G60420.2  LOCATE                                                                  chr3:223  9310.3 9584.35 4281.53 2921.12 2968.48 4538.54
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -1.632 Detected -1.571 Detected -1.602 0.004 GT Sens contig103 contig103 Polyprote     GAGTTTCcontig103 Solyc05g Solyc05g Polyprotein (AHRD V1 **-- A5JS contig103 Solyc02g062070.1.1 AT4G38440.1  LOCATE                                                                   chr4:179  385.874 342.668 191.644 234.216 123.977 124.866
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.213 Detected -1.229 Detected -1.221 0.003 GT Sens contig103 contig103 Unknown   CTTTGGTcontig103 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig103 Solyc04g Unknown Protein (A  SL2.40ch AT2G3948PGP6  PGP6 (P-           chr2:164  304.081 217.296 221.983 161.901 117.22 111.892
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -1.536 Detected -1.402 Detected -1.469 0.007 GT Sens contig103 contig103 Receptor-                 GTAGATTcontig103 Solyc06g Solyc06g Receptor-                 GO:00055 GO:00055    contig103 Solyc06g Receptor-                  GO:00055 SL2.40ch AT4G08875.1  Encodes       chr4:567  1323.01 1193.63 778.741 310.68 458.016 485.239
GT Sense Sense -1.103 Detected 1.103 Detected 0.000 -1.239 Detected -1.222 Detected -1.230 0.381 GT Sens contig103 contig103 Unknown   GATTTCAcontig103 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig103 Solyc10g Unknown Protein (A  SL2.40ch AT4G23120.1  bromo-ad       chr4:121  23.3004 84.019 38.3636 38.407 19.8126 19.3557
GT Sense Sense -0.375 Detected 0.375 Detected 0.000 -1.527 Detected -1.530 Detected -1.529 0.055 GT Sens contig103 contig103 Major late                GTAATGGcontig103 Solyc05g Solyc05g Major late                GO:00096 GO:00096    contig103 Solyc05g Major late                 GO:00096 SL2.40ch AT5G67550.1 100.472 132.119 91.0182 136.269 42.2425 40.7006
GT Sense Sense -0.411 Detected 0.411 Detected 0.000 -1.316 Detected -0.805 Detected -1.060 0.160 GT Sens contig103 contig103 Aromatic               CACAAAAcontig103 Solyc03g Solyc03g Aromatic               GO:00197 GO:00197      contig103 Solyc03g Aromatic                GO:00040 SL2.40ch AT2G20340.1  tyrosine    chr2:877  27.2425 37.6524 28.5744 44.8973 13.5982 18.705
GT Sense Sense 0.487 Detected -0.487 Detected 0.000 -2.071 Detected -2.037 Detected -2.054 0.052 GT Sens contig103 contig103 Unknown   TATTAAT contig103 Solyc04g Solyc04g Unknown Protein (AHRD V1);O contig103 Solyc04g025920.2.1 AT3G5600ATCSLA1    ATCSLA1         chr3:207  342.229 136.273 281.517 181.555 54.302 53.6948
GT Sense Sense -0.460 Detected 0.460 Detected 0.000 -3.657 Detected -2.522 Detected -3.089 0.052 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  410.56 606.792 177.978 50.3013 41.8191 88.6696
GT Sense Sense 0.364 Detected -0.364 Detected 0.000 -2.170 Detected -2.470 Comprom -2.320 0.028 GT Sens contig104 contig104 Unknown   ATCTTAA contig104 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig104 Solyc08g Unknown Protein (A  SL2.40ch AT1G0336ATRRP4  ATRRP4            chr1:824  61.2264 28.9129 42.8432 31.4135 9.87914 7.75101
GT Sense Sense -0.809 Detected 0.809 Detected 0.000 -2.661 Comprom -1.601 Detected -2.131 0.158 GT Sens contig105 contig105 Centrin (A            TAGCTTAcontig105 Solyc02g Solyc02g Centrin (A            GO:00316 GO:00316      contig105 Solyc02g Centrin (A             GO:00316 SL2.40ch AT1G67130.1  F-box fam    chr1:250  22.9865 55.1526 11.9083 3.95895 5.94868 11.9743
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 -2.100 Detected -0.939 Detected -1.520 0.135 GT Sens contig105 contig105 Cell numb                  CAATTGAcontig105 Solyc06g Solyc06g Cell number regulator 10 (AHR                contig105 Solyc06g Cell number regulat                  SL2.40ch AT1G52200.1  unknown   chr1:194  2147.58 2306.61 841.436 590.613 548.663 1184.41
GT Sense Sense -0.550 Detected 0.550 Detected 0.000 -1.223 Detected -1.072 Detected -1.147 0.175 GT Sens contig106 contig106 Fasciclin-                TCGAATCcontig106 Solyc06g Solyc06g Fasciclin-                GO:00047 GO:00047  contig106 Solyc06g Fasciclin-                 GO:00047 SL2.40ch AT3G28770.1  unknown   chr3:107  373.291 625.826 308.346 483.811 218.803 234.659
GT Sense Sense 0.180 Detected -0.180 Detected 0.000 -1.636 Detected -1.349 Detected -1.493 0.023 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  58.726 35.7501 34.3778 28.5462 15.5767 18.3518
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 -2.626 Detected -2.290 Detected -2.458 0.022 GT Sens contig106 contig106 Cytochro                 CCTCCTTcontig106 Solyc12g Solyc12g Cytochro                 GO:00551 GO:00551  contig106 Solyc10g cytochrom  GO:00198 SL2.40ch AT3G2629CYP71B2   CYP71B2               chr3:963  487.973 602.86 151.707 496.683 92.8553 113.168
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -2.453 Detected -1.258 Detected -1.855 0.091 GT Sens contig106 contig106 Unknown   GCAGCAGcontig106 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig106 Solyc09g Unknown Protein (A  SL2.40ch AT5G27690.1  heavy-me     chr5:980  12820.2 10946 6502.78 2004.53 2286.07 5055.45
GT Sense Sense -0.520 Detected 0.520 Detected 0.000 -1.282 Detected -1.043 Detected -1.162 0.161 GT Sens contig106 contig106 Unknown             CAAAATGcontig106 Solyc11g Solyc11g Unknown Protein (AHRD V1)%3            contig106 Solyc11g Unknown Protein (A             SL2.40ch AT5G184 PIR, KLK,     PIR121; t    chr5:609  183.924 295.677 75.3935 182.455 101.37 115.481
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -1.995 Comprom -1.743 Comprom -1.869 0.026 GT Sens contig107 contig107 Potassium                     TTTAATA contig107 Solyc12g Solyc12g Potassium                     GO:00096 GO:00096   contig107 Solyc12g Potassium                      GO:00096 SL2.40ch AT4G19960.1 17.391 20.0801 20.0834 9.96055 4.95371 5.69728
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.567 Detected -1.231 Detected -1.399 0.016 GT Sens contig107 contig107 Alpha-hum                TAAAAGAcontig107 Solyc06g Solyc06g Alpha-hum                GO:00800 GO:00800      contig107 Solyc06g Alpha-hum                 GO:00800 SL2.40ch AT2G19460.1 60.5363 43.2607 36.3761 37.8158 18.2484 22.2464
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 -1.957 Detected -1.534 Detected -1.746 0.021 GT Sens contig107 contig107 Short-cha              GCACACCcontig107 Solyc12g Solyc12g Short-cha              GO:00081 GO:00081  contig107 Solyc12g Short-cha               GO:00081 SL2.40ch AT3G26770.1  short-cha       chr3:984  100.411 96.2984 36.9672 130.246 26.764 34.6423
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.126 Detected -1.617 Comprom -1.372 0.032 GT Sens contig107 contig107 Unknown   GAATATAcontig107 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig107 Solyc06g071710.1.1 AT5G12090.1 23.7378 17.0568 18.8739 12.0973 9.74305 6.6915
GT Sense Sense -0.739 Detected 0.739 Detected 0.000 -3.106 Detected -2.030 Detected -2.568 0.107 GT Sens contig107 contig107 Inositol ox                GGCTTCAcontig107 Solyc06g Solyc06g Inositol ox                GO:00501 GO:00501   contig107 Solyc06g Inositol ox                 GO:00501 SL2.40ch AT5G5664MIOX5  MIOX5; in       chr5:229  326.431 711.068 323.91 219.816 59.1527 120.332
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -2.208 Detected -0.935 Detected -1.571 0.137 GT Sens contig108 contig108 Armadillo                GTGAAACcontig108 Solyc02g Solyc02g Armadillo                GO:00054 GO:00054 contig108 Solyc02g Armadillo                 GO:00054 SL2.40ch AT2G27430.1  binding  chr2:117  1735.61 1645.5 890.716 431.105 386.644 901.978
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.094 Detected -1.136 Detected -1.115 0.004 GT Sens contig108 contig108 Unknown   TTGCCAAcontig108 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig108 Solyc05g Unknown Protein (A  SL2.40ch AT2G17930.1  binding /           chr2:778  46.8471 33.4118 24.1403 27.3343 19.5821 18.3665
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.188 Detected -1.649 Detected -1.419 0.031 GT Sens contig109 contig109 UPF0497                   GAGTTGAcontig109 Solyc06g Solyc06g UPF0497 membrane protein 17                 contig109 Solyc06g UPF0497 membrane                   SL2.40ch AT3G19020.1  leucine-r          chr3:655  7366.48 6666.84 5352.96 5497.12 3250.64 2279.85
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.636 Detected -0.801 Detected -1.218 0.120 GT Sens contig109 contig109 Transcrip              GGGTAG contig109 Solyc06g Solyc06g Transcrip              GO:00056 GO:00056 contig109 Solyc06g Transcrip               GO:00056 SL2.40ch AT1G2626CIB5  CIB5 (CR          chr1:908  1688.37 992.751 458.33 245.171 440.368 758.369
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -2.253 Detected -1.997 Detected -2.125 0.021 GT Sens contig109 contig109 Reverse t      TAAGATT contig109 Solyc02g Solyc02g Reverse transcriptase (Fragme     contig109 Solyc10g Os01g061                    GO:00056 SL2.40ch AT5G61970.1  signal rec      chr5:248  53.4364 62.3395 16.5308 20.0214 12.7949 14.756
GT Sense Sense -0.751 Detected 0.751 Detected 0.000 -4.532 Comprom -2.754 Detected -3.643 0.089 GT Sens contig110 contig110 Pathogen                   ACAGTAAcontig110 Solyc07g Solyc07g Pathogen                   GO:00096 GO:00096    contig110 Solyc07g Pathogen                    GO:00096 SL2.40ch AT1G3117ATSRX, S   SRX (SUL             chr1:111  123.446 273.274 52.7643 16.2118 8.39052 27.776
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -2.629 Comprom -1.418 Detected -2.023 0.079 GT Sens contig110 contig110 Unknown   TTTTCAT contig110 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig110 Solyc04g071370.1.1 AT3G62120.2  tRNA syn            chr3:230  30.9343 22.9548 18.6967 16.974 4.55367 10.1781
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.260 Detected -1.485 Detected -1.373 0.016 GT Sens contig110 contig110 Unknown   ATCCTAT contig110 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig110 Solyc11g Unknown Protein (A  SL2.40ch AT5G23575.1  transmem     chr5:794  41.6239 27.0685 20.15 18.298 14.81 12.2325
GT Sense Sense -0.949 Detected 0.949 Detected 0.000 -3.023 Detected -1.781 Detected -2.402 0.168 GT Sens contig111 contig111 Unknown   TCGGAGTcontig111 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig111 Solyc03g Unknown Protein (A  SL2.40ch AT1G24405.1  unknown   chr1:865  149.629 436.13 151.521 61.0886 33.2201 75.8268
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -1.421 Detected -1.023 Detected -1.222 0.043 GT Sens contig112 contig112 Unknown   CTTTGGGcontig112 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig112 Solyc01g Unknown Protein (A  SL2.40ch AT2G4743CKI1  CKI1 (CY          chr2:194  182.597 180.927 105.487 118.914 71.7139 91.2602
GT Sense Sense -0.969 Detected 0.969 Detected 0.000 -1.443 Detected -1.411 Detected -1.427 0.279 GT Sens contig112 contig112 Glycerop                TGTAAGCcontig112 Solyc02g Solyc02g Glycerop                GO:00066 GO:00066   contig112 Solyc02g Glycerop                 GO:00066 SL2.40ch AT5G41080.2  glycerop       chr5:164  3982.94 11930.2 3233.58 2451.61 2680.02 2644.51
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 -3.666 Detected -1.102 Detected -2.384 0.209 GT Sens contig112 contig112 ATP-bind                GAATGGAcontig112 Solyc05g Solyc05g ATP-bind                GO:00171 GO:00171         contig112 Solyc05g ATP-bind                 GO:00426 SL2.40ch AT1G1552PDR12, AT   PDR12 (P             chr1:533  253.466 279.887 133.692 50.4487 22.1748 126.61
GT Sense Sense 0.347 Detected -0.347 Detected 0.000 -1.258 Detected -1.270 Detected -1.264 0.068 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  364.303 175.925 229.139 180.053 111.901 107.077
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -1.282 Detected -1.150 Detected -1.216 0.005 GT Sens contig113 contig113 F-box pro      ATGTTGTcontig113 Solyc08g Solyc08g F-box protein At5g03100 (AHRD   contig113 Solyc06g Actin dep                 GO:00510 SL2.40ch AT3G4600ADF2  ADF2 (AC        chr3:169  153.273 129.975 103.076 110.125 61.3443 64.8996
GT Sense Sense 0.188 Detected -0.188 Detected 0.000 -1.177 Detected -1.124 Detected -1.150 0.026 GT Sens contig114 contig114 Nucleosid                 CATTGGCcontig114 Solyc09g Solyc09g Nucleosid                 GO:00062 GO:00062      contig114 Solyc01g Nucleosid                  GO:00062 SL2.40ch AT4G0932NDPK1  NDPK1; A        chr4:592  2218.19 1336.32 1870.15 1306.5 804.92 806.164
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -2.678 Comprom -1.335 Detected -2.007 0.105 GT Sens contig114 contig114 Unknown   GGGTCAGcontig114 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig114 Solyc08g Unknown Protein (A  SL2.40ch AT4G11430.1  hydroxyp      chr4:695  29.4278 31.2195 18.8555 6.94096 5.00527 12.2564
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.359 Detected -1.510 Detected -1.434 0.009 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  90.0834 59.7263 39.1017 45.9089 30.2225 26.2804
GT Sense Sense 0.172 Detected -0.172 Detected 0.000 -3.456 Comprom -2.265 Comprom -2.861 0.044 GT Sens contig114 contig114 Unknown   GTGTGTGcontig114 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig114 Solyc01g067150.1.1 AT3G02380.1 56.0046 34.4721 26.0636 32.7742 4.23083 9.32866
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.012 Detected -1.826 Comprom -1.419 0.089 GT Sens contig114 contig114 Ulp1 prote           AAGATAAcontig114 Solyc01g Solyc01g Ulp1 protease family C-termina         contig114 Solyc01g Ulp1 protease family         SL2.40ch AT5G53820.1  unknown   chr5:218  28.7827 17.0074 15.715 12.5169 11.5929 6.36728
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -3.671 Comprom -2.245 Comprom -2.958 0.054 GT Sens contig114 contig114 Cytochro                 GGAAAGAcontig114 Solyc03g Solyc03g Cytochro                 GO:00551 GO:00551  contig114 Solyc02g Cytochro  GO:00198 SL2.40ch AT3G4827CYP71A2   CYP71A2               chr3:178  24.8702 18.1388 5.09539 4.99348 1.76184 4.57124
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.072 Detected -0.951 Detected -1.012 0.008 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  397.881 281.992 354.583 246.041 168.354 176.747
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -1.362 Detected -1.210 Detected -1.286 0.003 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 891.448 705.588 690.618 469.11 326.141 349.686
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -3.229 Detected -1.227 Detected -2.228 0.156 GT Sens contig115 contig115 Leucine-r                  TACTTGAcontig115 Solyc02g Solyc02g Leucine-r                  GO:00055 GO:00055       contig115 Solyc02g LRR recep    GO:00046 SL2.40ch AT3G24982.1  protein b   chr3:910  102.108 78.6467 70.3361 13.2737 10.0982 39.0643
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.952 Comprom -3.086 Comprom -2.519 0.049 GT Sens contig117 contig117 Genomic                   AATTGTAcontig117 Solyc01g Solyc01g Genomic DNA chromosome 5                 contig117 Solyc01g Genomic DNA chrom                   SL2.40ch AT5G54130.4  calcium-b       chr5:219  21.2824 14.352 5.87247 6.81135 4.77512 2.10018
GT Sense Sense -0.958 Detected 0.958 Detected 0.000 -3.851 Detected -2.644 Detected -3.247 0.103 GT Sens contig117 contig117 Predicted        ATTGATGcontig117 Solyc04g Solyc04g Predicted by genscan and gen     contig117 Solyc04g Predicted by gensca       SL2.40ch AT1G15010.1  unknown   chr1:517  256.083 755.228 49.892 13.8068 32.2189 71.7746
GT Sense Sense -0.684 Detected 0.684 Detected 0.000 -2.837 Detected -0.953 Detected -1.895 0.245 GT Sens contig118 contig118 Beta-fruct                                 AGGGTTTcontig118 Solyc10g Solyc10g Beta-fruct                                 GO:00059 GO:00059   contig118 Solyc10g Beta-fruct                                    GO:00059 SL2.40ch AT1G5512ATFRUCT    ATFRUCT           chr1:205  8644.05 17441.9 3813.09 1790.81 1816.07 6470.45
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.816 Detected -2.355 Comprom -2.085 0.017 GT Sens contig118 contig118 Unknown   GAATGCTcontig118 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig118 Solyc07g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  37.3767 27.5721 15.7513 15.7384 9.6382 6.40265
GT Sense Sense 0.479 Detected -0.479 Detected 0.000 -1.487 Detected -1.635 Detected -1.561 0.084 GT Sens contig118 contig118 Unknown   AGAAGACcontig118 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig118 Solyc08g Unknown Protein (A  SL2.40ch AT5G26848.1  unknown   chr5:944  78.2687 31.4814 59.1154 63.1923 18.7168 16.3051
GT Sense Sense 0.050 Detected -0.050 Detected 0.000 -1.347 Detected -1.708 Detected -1.528 0.015 GT Sens contig118 contig118 Unknown   AGATGGAcontig118 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig118 Solyc11g Unknown Protein (A  SL2.40ch AT1G66420.1  transcrip    chr1:247  120.327 87.7654 51.8703 48.4388 42.6869 32.0881
GT Sense Sense -0.413 Detected 0.413 Detected 0.000 -2.119 Detected -1.601 Detected -1.860 0.062 GT Sens contig118 contig118 Major late                TTAGTTGcontig118 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig118 Solyc04g Major late                 GO:00096 SL2.40ch AT5G47150.1  YDG/SRA    chr5:191  273.385 378.655 244.801 698.133 78.2934 108.255
GT Sense Sense -0.577 Detected 0.577 Detected 0.000 -1.234 Detected -0.849 Detected -1.042 0.229 GT Sens contig118 contig118 Unknown   AAGGATAcontig118 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig118 Solyc06g Unknown Protein (A  SL2.40ch AT3G33530.2  transduc          chr3:140  21.8375 38.0011 17.2009 7.39752 12.9408 16.3169
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.782 Comprom -1.100 Comprom -1.441 0.052 GT Sens contig118 contig118 NBS-codi                ACAATCT contig118 Solyc06g Solyc06g NBS-codi                GO:00055 GO:00055    contig118 Solyc06g Cc-nbs-lr   GO:00055 SL2.40ch AT1G73450.1  protein k    chr1:276  14.7564 11.992 11.4096 11.301 4.08746 6.33199
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.051 Comprom -2.018 Comprom -1.535 0.088 GT Sens contig118 contig118 Protein B                 TCAAGAGcontig118 Solyc08g Solyc08g Protein B                 GO:00428 GO:00428     contig118 Solyc08g Protein B                  GO:00428 SL2.40ch AT1G3188NIP3;1, NL    BRX (BRE          chr1:114  16.7327 11.8316 10.3356 14.3257 7.17455 3.54506
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -1.505 Detected -1.155 Detected -1.330 0.038 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  8091.63 8338.59 6694.6 3298.18 3057.79 3763.34
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -2.081 Detected -1.973 Detected -2.027 0.001 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  2034.39 1713.24 1113.32 1241.46 466.264 485.122
GT Sense Sense 0.216 Detected -0.216 Detected 0.000 -0.911 Detected -1.484 Detected -1.198 0.079 GT Sens contig118 contig118 Unknown   GATGCATcontig118 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig118 Solyc06g GID1-like                GO:00055 SL2.40ch ATMG002 RPS4  encodes                 chrM:820  54.595 31.6496 31.8236 30.3295 23.3628 15.1608
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -0.938 Detected -1.237 Detected -1.087 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  346.036 305.488 220.345 236.687 179.403 140.708
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -1.555 Comprom -2.379 Comprom -1.967 0.041 GT Sens contig119 contig119 Unknown   AAAGCTGcontig119 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig119 Solyc06g Unknown Protein (A  SL2.40ch AT5G16960.1 19.8023 15.4445 6.34765 13.8609 6.28918 3.42956
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 -1.072 Comprom -2.184 Comprom -1.628 0.108 GT Sens contig119 contig119 Genomic          CGAATGCcontig119 Solyc06g Solyc06g Genomic DNA chromosome 5       contig119 Solyc06g Genomic DNA chrom         SL2.40ch AT3G50910.1  unknown   chr3:189  11.9093 11.8226 10.5007 1.89561 5.96644 2.66414
GT Sense Sense -0.333 Detected 0.333 Detected 0.000 -1.088 Comprom -2.299 Comprom -1.694 0.134 GT Sens contig119 contig119 Glycosylt                 CAAAGTT contig119 Solyc09g Solyc09g Glycosylt                 GO:00167 GO:00167     contig119 Solyc09g Glycosylt                  GO:00167 SL2.40ch AT1G4370VIP1  VIP1 (VIR          chr1:164  14.734 18.274 12.6132 26.9416 8.15915 3.40129
GT Sense Sense 0.181 Detected -0.181 Detected 0.000 -1.343 Detected -1.336 Detected -1.339 0.018 GT Sens contig119 contig119 Unknown   GACTGGAcontig119 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig119 Solyc04g Unknown Protein (A  SL2.40ch AT5G4514NRPC2  NRPC2; D          chr5:182  125.748 76.4818 60.8135 65.854 40.8581 39.6383
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 -2.160 Comprom -2.879 Comprom -2.520 0.026 GT Sens contig119 contig119 Mutator-li                GGTTTATcontig119 Solyc08g Solyc08g Mutator-li                GO:00082 GO:00082   contig119 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT4G3749CYC1, CY    CYCB1;1        chr4:176  35.318 20.8852 21.2038 26.046 6.42051 3.76693
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -1.095 Detected -1.314 Detected -1.204 0.010 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 36.9431 30.692 19.3948 22.2157 16.6651 13.8182
GT Sense Sense -0.629 Detected 0.629 Detected 0.000 -1.845 Detected -1.738 Detected -1.791 0.105 GT Sens contig120 contig120 Glyoxalas                GCAATTGcontig120 Solyc12g Solyc12g Glyoxalase/bleomycin resistan                contig120 Solyc12g Glyoxalase/bleomyc                 SL2.40ch AT1G15380.2  lactoylglu           chr1:529  40.3316 75.3594 22.0395 20.0875 16.2195 16.8633
GT Sense Sense 0.238 Detected -0.238 Detected 0.000 -0.915 Detected -1.415 Detected -1.165 0.078 GT Sens contig120 contig120 Blue copp             TATTCAT contig120 Solyc11g Solyc11g Blue copp             GO:00090 GO:00090   contig120 Solyc02g Gibberelli                 GO:00055 SL2.40ch AT4G05330.1 5336.77 2998.3 4958.31 3307.3 2242.61 1531.12
GT Sense Sense 0.011 Detected -0.011 Detected 0.000 -2.182 Detected -2.286 Detected -2.234 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  68.8931 53.0486 21.73 30.9562 14.0765 12.649
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -1.693 Detected -1.250 Detected -1.471 0.022 GT Sens contig121 contig121 WRKY tra               TGTGGAGcontig121 Solyc03g Solyc03g WRKY tra               GO:0045449 contig121 Solyc03g WRKY tra                GO:00454 SL2.40ch AT4G3093WRKY32,   WRKY32;    chr4:150  356.781 275.162 187.31 135.463 102.42 134.424
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -1.375 Detected -0.959 Detected -1.167 0.045 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  26826.9 17009.1 15986.2 10599.7 8705.42 11212.3
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -2.217 Detected -1.215 Detected -1.716 0.086 GT Sens contig121 contig121 PHD finge                CAATAGGcontig121 Solyc03g Solyc03g PHD finge                GO:00037 GO:00037        contig121 Solyc03g PHD finge                 GO:00037 SL2.40ch AT2G01810.1  PHD finge     chr2:347  75.11 77.1724 66.6778 21.7009 17.3044 33.4588
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -0.964 Detected -1.619 Detected -1.292 0.081 GT Sens contig121 contig121 50S ribos                  TTTATTC contig121 Solyc10g Solyc10g 50S ribos                  GO:00159 GO:00159   contig121 Solyc10g 50S ribos                   GO:00058 SL2.40ch ATCG013 RPL2.2  encodes                 chrC:152  19084.7 20072.4 21514.4 25732.1 10605.8 6500.26
GT Sense Sense 0.153 Detected -0.153 Detected 0.000 -2.176 Detected -1.367 Detected -1.771 0.055 GT Sens contig121 contig121 RNA-bind        AAGAAGAcontig121 Solyc02g Solyc02g RNA-binding protein PNO1-like     contig121 Solyc12g LRR recep    GO:00046 SL2.40ch AT5G48370.2  thioester     chr5:195  450.509 284.661 105.277 113.752 83.7723 141.704
GT Sense Sense -0.410 Detected 0.410 Detected 0.000 -1.133 Detected -1.156 Detected -1.145 0.108 GT Sens contig121 contig121 Rac-like G                  CTTGACCcontig121 Solyc02g Solyc02g Rac-like G                  GO:00039 GO:00039      contig121 Solyc02g Rac-like G                   GO:00039 SL2.40ch AT5G4597ARAC2, R     ARAC2 (A       chr5:186  52.6828 72.7115 29.5575 45.309 29.8151 28.333
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -1.799 Detected -1.863 Detected -1.831 0.003 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  563.402 500.524 212.598 227.364 161.268 148.951
GT Sense Sense 0.088 Detected -0.088 Detected 0.000 -2.730 Detected -2.179 Detected -2.454 0.014 GT Sens contig121 contig121 Unknown   ATTGAAGcontig121 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig121 Solyc12g Unknown Protein (A  SL2.40ch AT4G1960CYCT1;4  CYCT1;4      chr4:106  346.092 239.392 276.06 136.02 45.8575 64.8685
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -0.878 Detected -1.326 Comprom -1.102 0.040 GT Sens contig122 contig122 Unknown   GTACTTAcontig122 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig122 Solyc03g Unknown Protein (A  SL2.40ch AT4G36180.1  leucine-r      chr4:171  20.798 15.507 15.9322 2.65237 10.3298 7.30825
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.835 Detected -1.977 Detected -1.906 0.007 GT Sens contig122 contig122 F-box fam              TTGGTGAcontig122 Solyc04g Solyc04g F-box family protein (AHRD V1           contig122 Solyc04g F-box domain conta                SL2.40ch AT2G44410.1  protein b       chr2:183  71.8731 46.0072 39.9479 52.1889 17.0399 14.9027
GT Sense Sense 0.177 Detected -0.177 Detected 0.000 -1.870 Detected -1.848 Detected -1.859 0.009 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  666.923 407.907 517.87 387.127 150.79 147.88
GT Sense Sense -0.619 Detected 0.619 Detected 0.000 -3.718 Detected -1.053 Detected -2.385 0.246 GT Sens contig123 contig123 Alcohol d              GGCTAAAcontig123 Solyc10g Solyc10g Alcohol d              GO:00081 GO:00081  contig123 Solyc10g Alcohol d               GO:00081 SL2.40ch AT3G51680.1  short-cha       chr3:191  500.98 923.24 203.872 115.512 54.6284 334.466
GT Sense Sense 0.372 Detected -0.372 Detected 0.000 -1.266 Detected -0.867 Detected -1.066 0.127 GT Sens contig123 contig123 Unknown   TGGCTTCcontig123 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig123 Solyc04g Unknown Protein (A  SL2.40ch AT2G2738ATEPR1  ATEPR1;       chr2:117  159.566 74.4676 166.732 148.561 47.9136 61.0008
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -4.387 Detected -1.377 Detected -2.882 0.199 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  371.257 393.072 308.718 37.6557 19.2986 150.11
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -1.987 Detected -1.070 Detected -1.529 0.083 GT Sens contig123 contig123 Pathogen       ATCCTAAcontig123 Solyc04g Solyc04g Pathogenesis-related protein-l      contig123 Solyc04g Pathogenesis-relate       SL2.40ch AT5G42830.1  transfera     chr5:171  2919.99 2651.27 1356.19 1020.24 741.756 1351.95
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -1.080 Detected -1.678 Detected -1.379 0.093 GT Sens contig124 contig124 Legumin               GTGCCTCcontig124 Solyc03g Solyc03g Legumin               GO:00457 GO:00457   contig124 Solyc11g Histone H              GO:00036 SL2.40ch AT1G43770.2  PHD finge     chr1:165  37.027 46.2995 33.2202 35.7704 20.7032 13.2006
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 -1.671 Detected -0.888 Detected -1.279 0.096 GT Sens contig124 contig124 Glycosyl                  GCCTGAAcontig124 Solyc08g Solyc08g Glycosyl                  GO:00059 GO:00059   contig124 Solyc08g Glycosyl                   GO:00059 SL2.40ch AT1G13130.1  glycosyl          chr1:447  239.481 238.081 119.926 166.018 79.2762 131.64
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -4.880 Detected -2.683 Detected -3.782 0.079 GT Sens contig124 contig124 1-aminocy                 GATGATAcontig124 Solyc12g Solyc12g 1-aminocy                 GO:00301 GO:00301     contig124 Solyc12g 1-aminocy                  GO:00428 SL2.40ch AT3G4970ETO3, AC   ACS9 (1-A       chr3:184  5086.13 2781.97 1855.03 716.172 135.053 597.46
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.978 Comprom -2.267 Comprom -2.123 0.005 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  20.9684 16.9138 8.17526 11.0615 5.05054 3.99286
GT Sense Sense -0.056 Detected 0.056 Detected 0.000 -2.060 Comprom -1.836 Comprom -1.948 0.004 GT Sens contig125 contig125 Macrolide                AAAGAAAcontig125 Solyc00g Solyc00g Macrolide                GO:00168 GO:00168  contig125 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 16.2709 13.7434 4.07893 13.0923 3.79046 4.27419
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -3.258 Detected -3.572 Detected -3.415 0.003 GT Sens contig125 contig125 MKIAA093                  TCTGCTAcontig125 Solyc04g Solyc04g MKIAA0930 protein (Fragment)                contig125 Solyc04g MKIAA0930 protein                 SL2.40ch AT1G5952CW7  CW7  chr1:218  939.857 641.818 1029.01 1007.32 85.8189 66.6229
GT Sense Sense -0.655 Detected 0.655 Detected 0.000 -4.348 Detected -1.554 Detected -2.951 0.196 GT Sens contig125 contig125 Lipoxyge             CTCCTCAcontig125 Solyc08g Solyc08g Lipoxyge             GO:00161 GO:00161   contig125 Solyc08g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  4672.16 9060.69 2008.9 224.856 337.622 2261.16
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -1.099 Detected -0.953 Detected -1.026 0.007 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  3595.56 2995.83 3267.57 2883.14 1619.03 1729.96
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.622 Detected -0.895 Detected -1.258 0.079 GT Sens contig126 contig126 Ankyrin re               GGGAGT contig126 Solyc06g Solyc06g Ankyrin re               GO:00082 GO:00082     contig126 Solyc06g Ankyrin re                GO:00039 SL2.40ch AT2G28840.2  ankyrin r     chr2:123  1670.2 1499.07 875.37 517.188 543.292 868.383
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -2.294 Detected -2.184 Detected -2.239 0.007 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  376.429 374.859 132.369 141.674 80.9407 84.3525
GT Sense Sense -0.303 Detected 0.303 Detected 0.000 -1.436 Detected -1.191 Detected -1.313 0.057 GT Sens contig127 contig127 Acyltrans              CAACAACcontig127 Solyc11g Solyc11g Acyltrans              GO:00167 GO:00167         contig127 Solyc11g Acyltrans               GO:00167 SL2.40ch AT5G5726CYP71B1   CYP71B1               chr5:231  142.04 168.953 112.497 235.759 60.5297 69.2469
GT Sense Sense 0.310 Detected -0.310 Detected 0.000 -1.420 Detected -1.182 Detected -1.301 0.060 GT Sens contig127 contig127 Os07g065                 AACATAC contig127 Solyc04g Solyc04g Os07g0656700 protein (Fragm                contig127 Solyc04g Os07g0656700 prote                 SL2.40ch AT5G5718CIA2  CIA2 (CH        chr5:231  12415.9 6311.62 8232.55 3177.8 3495.28 3981.38
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -2.012 Detected -1.224 Detected -1.618 0.063 GT Sens contig127 contig127 L-lactate d             CGTCAGCcontig127 Solyc03g Solyc03g L-lactate d             GO:00081 GO:00081  contig127 Solyc03g L-lactate d              GO:00081 SL2.40ch AT5G03380.2  heavy-me     chr5:832  62.4915 38.8856 30.0289 61.6387 12.9181 21.5307
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.882 Comprom -1.366 Comprom -1.624 0.025 GT Sens contig128 contig128 Endochiti                 CAAAAAT contig128 Solyc02g Solyc02g Endochiti                 GO:00088 GO:00088      contig128 Solyc02g Endochiti                  GO:00088 SL2.40ch AT3G1250ATHCHIB       ATHCHIB       chr3:396  15.2408 11.0328 12.8644 14.0666 3.71906 5.1346
GT Sense Sense -0.850 Detected 0.850 Detected 0.000 -5.804 Comprom -2.437 Detected -4.120 0.161 GT Sens contig128 contig128 Peroxidas               AGAATAAcontig128 Solyc01g Solyc01g Peroxidas               GO:00551 GO:00551   contig128 Solyc01g Peroxidas                GO:00046 SL2.40ch AT5G42180.1  peroxida       chr5:168  100.184 254.544 46.7747 4.75888 3.0209 30.0974
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -1.543 Detected -1.503 Detected -1.523 0.017 GT Sens contig129 contig129 Ulp1 prote                    TAAAAAA contig129 Solyc10g Solyc10g Ulp1 prote                    GO:00065 GO:00065 contig129 Solyc03g Sentrin-sp                 GO:00065 SL2.40ch AT5G0424ELF6  ELF6 (EA       chr5:116  232.5 137.31 255.072 155.022 64.8095 64.3422
GT Sense Sense 0.298 Detected -0.298 Detected 0.000 -1.095 Detected -1.196 Detected -1.146 0.063 GT Sens contig129 contig129 Harpin-ind              GCTACACcontig129 Solyc01g Solyc01g Harpin-induced protein (AHRD            contig129 Solyc01g Harpin-induced prot              SL2.40ch AT5G4505TTR1, AT    TTR1; pr       chr5:181  864.299 447.136 570.872 545.536 307.582 276.806
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 -1.139 Detected -1.191 Detected -1.165 0.008 GT Sens contig129 contig129 Linalool s               GATGAATcontig129 Solyc10g Solyc10g Linalool s               GO:00340 GO:00340    contig129 Solyc10g Linalool s                GO:00340 SL2.40ch AT1G6168TPS14, AT   TPS14 (T       chr1:227  87.5522 78.7903 61.2985 147.519 39.8622 37.1187
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.727 Detected -1.077 Detected -1.402 0.057 GT Sens contig129 contig129 Pyrimidin              GATAGTGcontig129 Solyc09g Solyc09g Pyrimidin              GO:00474 GO:00474     contig129 Solyc09g Pyrimidin               GO:00474 SL2.40ch AT2G32150.1  haloacid      chr2:136  26399.3 24664.5 17939.2 22072.2 8147.84 12341
GT Sense Sense -0.209 Detected 0.209 Detected 0.000 -2.308 Comprom -1.308 Comprom -1.808 0.079 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  13.4389 14.0304 12.105 13.4039 2.92985 5.65993
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.771 Comprom -1.631 Comprom -1.701 0.008 GT Sens contig130 contig130 Cathepsin                 AATGCAAcontig130 Solyc03g Solyc03g Cathepsin                 GO:00041 GO:00041   contig130 Solyc02g061630.1.1 AT5G52700.1  heavy-me     chr5:213  19.6905 12.6727 8.47145 8.14421 4.89257 5.20429
GT Sense Sense -0.553 Detected 0.553 Detected 0.000 -1.370 Detected -0.841 Detected -1.105 0.213 GT Sens contig131 contig131 Unknown            GGGGCA contig131 Solyc05g Solyc05g Unknown            GO:00056 GO:00056 contig131 Solyc05g Unknown             GO:00056 SL2.40ch AT4G0023MEE50  MEE50 (m        chr4:975  41.5528 69.8644 30.4655 21.6455 22.0383 30.7007
GT Sense Sense -0.480 Detected 0.480 Detected 0.000 -3.235 Detected -2.573 Detected -2.904 0.038 GT Sens contig131 contig131 Unknown   AGAGGTTcontig131 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig131 Solyc05g Unknown Protein (A  SL2.40ch AT4G20310.3  metalloen   chr4:109  219.166 333.286 68.7464 41.639 30.3305 46.3518
GT Sense Sense 0.394 Detected -0.394 Detected 0.000 -0.969 Detected -1.033 Detected -1.001 0.127 GT Sens contig131 contig131 GDU1 (AH    GTCTCGGcontig131 Solyc07g Solyc07g GDU1 (AHRD V1 *-*- B6TNE4 M contig131 Solyc07g GDU1 (AHRD V1 *-*- SL2.40ch AT2G2476AtGDU4  AtGDU4 (       chr2:105  1609.59 728.332 1002.02 1989.69 584.428 539.74
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 -1.454 Detected -0.910 Detected -1.182 0.062 GT Sens contig133 contig133 Unknown   GAACCGAcontig133 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig133 Solyc01g Unknown Protein (A  SL2.40ch AT5G1669ORC3, AT   ORC3 (OR         chr5:547  1722.48 1644.72 965.296 319.192 649.245 914.097
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -2.667 Detected -1.268 Detected -1.968 0.110 GT Sens contig133 contig133 Heavy me                   AATCAAGcontig133 Solyc10g Solyc10g Heavy me                   GO:00300 GO:00300   contig133 Solyc10g Heavy me                    GO:00300 SL2.40ch AT4G1338MEE56  MEE56 (m          chr4:778  20473.8 19445.1 10898.1 4766.17 3320.92 8450.92
GT Sense Sense -0.422 Detected 0.422 Detected 0.000 -2.185 Detected -1.253 Detected -1.719 0.112 GT Sens contig133 contig133 Major late                TGGATTAcontig133 Solyc10g Solyc10g Major late                GO:00096 GO:00096    contig133 Solyc10g Major late                 GO:00096 SL2.40ch AT5G63320.1  FUNCTIO                                                                                  chr5:253  1292.14 1812.82 1213.54 3289.69 355.643 655.045
GT Sense Sense -0.393 Detected 0.393 Detected 0.000 -1.325 Detected -1.367 Detected -1.346 0.076 GT Sens contig134 contig134 At4g4008               TGTGTTTcontig134 Solyc04g Solyc04g At4g4008               GO:00055 GO:00055  contig134 Solyc04g At4g4008                GO:00054 SL2.40ch AT5G64320.1  pentatric      chr5:257  134.804 181.69 115.492 63.2575 66.0248 61.9264
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 -1.356 Detected -2.087 Detected -1.721 0.051 GT Sens contig134 contig134 Zinc finge                TGGCCAGcontig134 Solyc05g Solyc05g Zinc finge                GO:00037 GO:00037      contig134 Solyc05g Zinc finge                 GO:00037 SL2.40ch AT5G26673.1  Encodes       chr5:927  477.727 472.846 437.643 386.461 196.267 114.145
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -2.503 Detected -0.867 Detected -1.685 0.176 GT Sens contig135 contig135 Zinc-finge               TCAACAAcontig135 Solyc12g Solyc12g Zinc-finge               GO:00056 GO:00056 contig135 Solyc12g Zinc-finge                GO:00056 SL2.40ch AT4G35280.1  zinc finge       chr4:167  9918.98 7644.41 6664.52 2613.61 1624 4872.87
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 -2.356 Comprom -1.707 Comprom -2.032 0.030 GT Sens contig135 contig135 Ring H2 fi                ATATCAC contig135 Solyc08g Solyc08g Ring H2 fi                GO:00082 GO:00082     contig135 Solyc08g Unknown Protein (A  SL2.40ch AT3G5694CRD1, CH    CRD1 (CO               chr3:210  27.5255 26.79 30.6368 29.4481 5.60397 8.48761
GT Sense Sense -0.650 Detected 0.650 Detected 0.000 -3.269 Detected -2.067 Detected -2.668 0.095 GT Sens contig135 contig135 Unknown   CAGTTGTcontig135 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig135 Solyc06g Unknown Protein (A  SL2.40ch AT1G533 ATPPC1  ATPPC1        chr1:198  71.8624 138.26 59.5785 12.2316 10.9285 24.2677
GT Sense Sense -0.920 Detected 0.920 Detected 0.000 -1.856 Detected -1.625 Detected -1.741 0.201 GT Sens contig135 contig135 Phosphoi           GAAAATGcontig135 Solyc02g Solyc02g Phosphoinositide-binding clat          contig135 Solyc02g Phosphoinositide-b           SL2.40ch AT4G04980.1  FUNCTIO                                                                             chr4:254  38.3191 107.24 34.6953 15.3029 18.7136 21.2072
GT Sense Sense -0.581 Detected 0.581 Detected 0.000 -2.475 Detected -1.996 Detected -2.235 0.071 GT Sens contig136 contig136 UPF0497                   GGAGACAcontig136 Solyc03g Solyc03g UPF0497 membrane protein 17                 contig136 Solyc03g UPF0497 membrane                   SL2.40ch AT5G41750.2  disease r       chr5:166  4168.78 7294.2 2160.73 889.128 1048.51 1410.31
GT Sense Sense -0.440 Detected 0.440 Detected 0.000 -2.265 Detected -0.883 Detected -1.574 0.195 GT Sens contig136 contig136 Alternativ              TGATTAT contig136 Solyc08g Solyc08g Alternativ              GO:00099 GO:00099    contig136 Solyc08g Alternativ               GO:00099 SL2.40ch AT3G2762AOX1C  AOX1C; a    chr3:102  2352.12 3385.26 1449.42 591.535 620.42 1560.92
GT Sense Sense -0.313 Detected 0.313 Detected 0.000 -2.195 Detected -1.092 Detected -1.644 0.122 GT Sens contig136 contig136 BZIP trans                GCTACAGcontig136 Solyc02g Solyc02g BZIP trans                GO:00037 GO:00037             contig136 Solyc02g BZIP trans                 GO:00435 SL2.40ch AT2G1816ATBZIP2,   ATBZIP2              chr2:789  409.541 494.271 140.632 62.8387 103.821 215.292
GT Sense Sense 0.159 Detected -0.159 Detected 0.000 -1.223 Detected -1.148 Detected -1.185 0.019 GT Sens contig137 contig137 Unknown   CTCTTGTcontig137 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig137 Solyc01g Unknown Protein (A  SL2.40ch AT5G1033EMB2196      HPA1 (HIS        chr5:324  49.2062 30.8376 31.8091 26.8987 17.6421 17.9378
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -1.676 Detected -0.993 Detected -1.334 0.064 GT Sens contig137 contig137 Respirato                  GAATGAAcontig137 Solyc03g Solyc03g Respirato                  GO:00551 GO:00551    contig137 Solyc03g Respirato                   GO:00161 SL2.40ch AT5G5106RHD2, AT    RHD2 (RO        chr5:207  2687.37 1848.75 1474.43 694.769 736.992 1143.06
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -1.669 Detected -1.778 Detected -1.723 0.008 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  1181.02 1125.89 510.162 458.736 383.359 343.025
GT Sense Sense 0.042 Detected -0.042 Detected 0.000 -1.863 Detected -1.142 Detected -1.502 0.054 GT Sens contig138 contig138 AT5G2815                   CAGCAATcontig138 Solyc08g Solyc08g AT5G28150-like protein (Fragm                  contig138 Solyc08g AT5G28150-like pro                   SL2.40ch AT3G53310.1  transcrip       chr3:197  1310.4 966.795 738.93 386.197 326.909 520.572
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.240 Detected -1.833 Detected -1.536 0.035 GT Sens contig138 contig138 Nodulin M                 GGGAACAcontig138 Solyc03g Solyc03g Nodulin M                 GO:00160 GO:00160   contig138 Solyc03g Nodulin M                  GO:00160 SL2.40ch AT1G4784HXK3  HXK3 (HE          chr1:176  41.9747 31.772 37.7128 26.5743 16.3404 10.4587
GT Sense Sense -0.524 Detected 0.524 Detected 0.000 -2.112 Detected -1.495 Detected -1.803 0.097 GT Sens contig138 contig138 HR7 prote              TTGAAAAcontig138 Solyc01g Solyc01g HR7 protein (AHRD V1 ***- Q9SX           contig138 Solyc01g HR7 protein (AHRD V             SL2.40ch AT1G20970.1  FUNCTIO                                                                      chr1:731  3236.07 5227.7 2952.6 7781.09 1005.6 1488.88
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 -2.593 Detected -2.852 Detected -2.723 0.006 GT Sens contig139 contig139 Retrotran       CCCACTGcontig139 Solyc09g Solyc09g Retrotransposon gag protein (    contig139 Solyc06g Integrase core doma       SL2.40ch AT1G17030.1  unknown   chr1:582  623.364 621.905 187.72 214.562 109.095 87.9652
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -1.387 Detected -1.518 Detected -1.452 0.004 GT Sens contig139 contig139 Unknown   GAGAGTGcontig139 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig139 Solyc00g Unknown Protein (A  SL2.40ch AT5G65520.1 90.455 76.6503 36.8805 42.3425 33.6486 29.6716
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 -1.194 Detected -1.203 Detected -1.199 0.036 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 10682.5 11534.5 7403.18 8058.31 5127.63 4918.42
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.422 Detected -0.841 Detected -1.132 0.066 GT Sens contig139 contig139 Syringolid        GAGATGAcontig139 Solyc04g Solyc04g Syringolide-induced protein 14      contig139 Solyc04g Syringolide-induced       SL2.40ch AT3G53310.1  transcrip       chr3:197  1698.72 1523.31 1356.97 770.257 634.589 915.99
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -1.870 Detected -1.116 Detected -1.493 0.092 GT Sens contig140 contig140 1-aminocy                CAAGGCTcontig140 Solyc01g Solyc01g 1-aminocy                GO:00551 GO:00551      contig140 Solyc01g 1-aminocy                 GO:00454 SL2.40ch AT3G13610.1  oxidored       chr3:444  526.953 632.487 630.038 253.838 166.88 271.779
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -0.867 Detected -1.340 Detected -1.103 0.054 GT Sens contig140 contig140 Unknown   ATTGGCCcontig140 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig140 Solyc11g Unknown Protein (A  SL2.40ch AT5G59380.1 48.281 44.8131 22.9039 31.0721 26.9569 18.7511
GT Sense Sense -0.624 Detected 0.624 Detected 0.000 -3.190 Comprom -2.941 Comprom -3.065 0.040 GT Sens contig141 contig141 Germin-lik                 CCCTTCTcontig141 Solyc11g Solyc11g Germin-lik                 GO:00480 GO:00480 contig141 Solyc03g B3 domain-containin                   SL2.40ch AT1G73200.1  phospho    chr1:275  11.1822 20.7492 5.5642 2.51574 1.76448 2.0242
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.652 Detected -1.660 Detected -1.656 0.015 GT Sens contig141 contig141 Unknown   ATATGGGcontig141 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig141 Solyc03g Unknown Protein (A  SL2.40ch AT4G02800.1  unknown   chr4:125  68.6934 71.4515 32.3024 43.5486 23.5596 22.6132
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -2.440 Detected -1.704 Detected -2.072 0.033 GT Sens contig141 contig141 F-box fam              TGATCAT contig141 Solyc11g Solyc11g F-box family protein (AHRD V1           contig141 Solyc11g F-box family protein             SL2.40ch AT5G33280.1  chloride      chr5:125  67.9387 45.607 23.8403 12.0085 10.8436 17.4317
GT Sense Sense -0.452 Detected 0.452 Detected 0.000 -3.824 Detected -1.998 Detected -2.911 0.104 GT Sens contig141 contig141 RPW8.2 (A            GAACTTCcontig141 Solyc02g Solyc02g RPW8.2 (AHRD V1 **-- C4P0N9          contig141 Solyc02g RPW8.2 (AHRD V1 **           SL2.40ch AT5G27247.1  unknown   chr5:960  102.305 149.549 26.3769 13.5413 9.23292 31.5912
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.724 Detected -1.675 Detected -1.699 0.010 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  303.395 299.96 121.98 159.714 96.5048 96.4056
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -1.495 Detected -0.912 Detected -1.204 0.073 GT Sens contig142 contig142 Unknown   AGTTCAT contig142 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig142 Solyc00g Unknown Protein (A  SL2.40ch AT5G53060.1  KH doma    chr5:215  113.158 113.855 67.3003 27.924 42.5522 61.5402
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.385 Detected -1.132 Detected -1.258 0.010 GT Sens contig142 contig142 Glycosylt                  ATCTCTT contig142 Solyc04g Solyc04g Glycosylt                  GO:00167 GO:00167         contig142 Solyc04g Glycosylt                   GO:00167 SL2.40ch AT3G5076GATL2  GATL2 (G               chr3:188  360.175 286.689 246.369 109.11 130.051 149.625
GT Sense Sense -0.500 Detected 0.500 Detected 0.000 -4.818 Comprom -2.035 Detected -3.426 0.146 GT Sens contig143 contig143 U-box dom               GATGGTAcontig143 Solyc01g Solyc01g U-box dom               GO:00001 GO:00001   contig143 Solyc01g U-box dom                GO:00054 SL2.40ch AT3G0716ATGSL10    ATGSL10       chr3:226  87.1448 136.203 28.8729 11.9604 4.08289 27.1203
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 -1.687 Detected -1.693 Detected -1.690 0.012 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  361.749 368.053 167.615 218.444 119.748 115.15
GT Sense Sense -0.275 Detected 0.275 Detected 0.000 -2.436 Comprom -1.826 Comprom -2.131 0.035 GT Sens contig143 contig143 Ulp1 prote                    GTGAAGAcontig143 Solyc08g Solyc08g Ulp1 prote                    GO:00065 GO:00065 contig143 Solyc07g Histone-ly              GO:00056 SL2.40ch AT2G2829SYD, CHR   SYD (SPL      chr2:120  21.3478 24.4352 33.8004 26.6651 4.45999 6.57406
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -2.365 Detected -1.423 Detected -1.894 0.064 GT Sens contig144 contig144 Alpha-hum                CTTGTTGcontig144 Solyc07g Solyc07g Alpha-hum                GO:00800 GO:00800      contig144 Solyc07g Alpha-hum                 GO:00800 SL2.40ch AT3G15380.1  choline tr   chr3:519  65.0044 64.9359 38.9673 69.6236 13.3274 24.7234
GT Sense Sense -0.405 Detected 0.405 Detected 0.000 -2.523 Detected -1.950 Detected -2.237 0.046 GT Sens contig144 contig144 Cytochro                   CTAGTGTcontig144 Solyc05g Solyc05g Cytochro                   GO:00200 GO:00200    contig144 Solyc05g Cytochro  GO:00167 SL2.40ch AT2G3049ATC4H, C    C4H (CIN     chr2:129  1053.61 1444.25 308.702 88.1627 226.8 325.773
GT Sense Sense 0.378 Detected -0.378 Detected 0.000 -4.180 Comprom -1.558 Detected -2.869 0.170 GT Sens contig145 contig145 Acyltrans             GGAGACCcontig145 Solyc11g Solyc11g Acyltrans             GO:00167 GO:00167         contig145 Solyc11g Acyltrans              GO:00167 SL2.40ch AT4G0256LD  LD (lumin     chr4:112  128.521 59.4868 40.8655 20.5904 5.09851 30.2946
GT Sense Sense -0.515 Detected 0.515 Detected 0.000 -1.472 Detected -0.890 Detected -1.181 0.184 GT Sens contig145 contig145 Calmodul             TGTATGAcontig145 Solyc02g Solyc02g Calmodul             GO:00055 GO:00055   contig145 Solyc02g Calmodul              GO:00055 SL2.40ch AT5G3777TCH2, CM   TCH2 (TO       chr5:149  1129.88 1804.69 1080.13 538.033 543.876 786.044
GT Sense Sense -1.062 Detected 1.062 Detected 0.000 -2.539 Comprom -0.889 Detected -1.714 0.331 GT Sens contig145 contig145 Monoglyc               AACGCAGcontig145 Solyc02g Solyc02g Monoglyc               GO:00046 GO:00046  contig145 Solyc02g Monoglyc                GO:00046 SL2.40ch AT5G16120.2  hydrolas       chr5:526  10.2756 35.0197 12.3655 3.14941 3.4507 10.4518
GT Sense Sense -0.386 Detected 0.386 Detected 0.000 -1.644 Comprom -2.206 Comprom -1.925 0.056 GT Sens contig146 contig146 Receptor              TACATAT contig146 Solyc09g Solyc09g Receptor              GO:00055 GO:00055       contig146 Solyc09g LRR recep    GO:00046 SL2.40ch AT5G5146ATTPPA  ATTPPA;   chr5:209  12.3167 16.4441 9.44381 7.35182 4.81178 3.14729
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -2.135 Detected -2.794 Comprom -2.465 0.022 GT Sens contig146 contig146 Unknown   TTACTAGcontig146 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig146 Solyc08g Unknown Protein (A  SL2.40ch AT5G41680.2 51.1143 31.6953 24.7541 22.8528 9.68395 5.92071
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.433 Detected -0.811 Detected -1.122 0.070 GT Sens contig147 contig147 Protein-m      AATTCAGcontig147 Solyc02g Solyc02g Protein-methionine-s-oxide red     contig147 Solyc02g Protein-methionine-      SL2.40ch AT2G17705.1  unknown   chr2:769  2745.98 2001.28 1507.81 923.83 917.746 1363.05
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 -1.542 Detected -1.269 Detected -1.405 0.045 GT Sens contig147 contig147 NADH flav                 GGAGGT contig147 Solyc09g Solyc09g NADH flav                 GO:00081 GO:00081  contig147 Solyc09g NADH flav                  GO:00081 SL2.40ch AT1G17990.2  12-oxoph     chr1:619  31.0958 35.6524 11.7582 3.24641 12.0883 14.1007
GT Sense Sense -0.656 Detected 0.656 Detected 0.000 -5.407 Detected -2.715 Detected -4.061 0.113 GT Sens contig147 contig147 Lipoxyge            GAGCTGAcontig147 Solyc01g Solyc01g Lipoxyge            GO:00551 GO:00551  contig147 Solyc01g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  1512.28 2935.25 797.883 80.3847 52.476 327.355
GT Sense Sense -0.615 Detected 0.615 Detected 0.000 -1.814 Detected -1.543 Detected -1.679 0.117 GT Sens contig147 contig147 Peptide tr                  CAGCTTTcontig147 Solyc10g Solyc10g Peptide tr                  GO:00151 GO:00151      contig147 Solyc10g Peptide tr                   GO:00429 SL2.40ch AT4G21680.1  proton-de        chr4:115  329.719 604.373 282.955 114.603 134.161 156.313
GT Sense Sense 0.810 Detected -0.810 Detected 0.000 -1.921 Comprom -2.308 Comprom -2.114 0.126 GT Sens contig147 contig147 Exostosin             GATGTGCcontig147 Solyc08g Solyc08g Exostosin             GO:00038 GO:00038  contig147 Solyc08g Exostosin              GO:00038 SL2.40ch AT5G25310.1  catalytic  chr5:878  53.6965 13.6525 5.78433 12.9879 7.55495 5.58071
GT Sense Sense -0.505 Detected 0.505 Detected 0.000 -2.965 Comprom -1.591 Detected -2.278 0.116 GT Sens contig148 contig148 Matrix me                  CAGTTCAcontig148 Solyc10g Solyc10g Matrix me                  GO:00065 GO:00065 contig148 Solyc10g Matrix me                   GO:00065 SL2.40ch AT4G40050.1  signal tra   chr4:185  48.4314 76.22 16.214 11.8069 8.22619 20.5831
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.339 Detected -1.001 Detected -1.170 0.024 GT Sens contig149 contig149 Serine ca                GCATTAGcontig149 Solyc01g Solyc01g Serine ca                GO:00041 GO:00041     contig149 Solyc01g Serine ca                 GO:00428 SL2.40ch AT3G520 scpl37  scpl37 (s       chr3:192  104.676 90.7647 116.302 51.4374 40.7332 49.7098
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 -1.760 Detected -1.082 Detected -1.421 0.093 GT Sens contig149 contig149 Unknown   TACAAAGcontig149 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig149 Solyc01g Unknown Protein (A  SL2.40ch AT5G26620.1  unknown   chr5:936  1566.93 786.076 839.251 237.609 346.2 534.776
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -0.917 Detected -1.325 Detected -1.121 0.042 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  116.711 107.882 73.0406 81.634 62.8117 45.7107
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.183 Detected -0.820 Detected -1.002 0.037 GT Sens contig149 contig149 Mitogen-a                 AGAAGAAcontig149 Solyc06g Solyc06g Mitogen-a                 GO:00169 |GO:00064  contig149 Solyc06g Mitogen-a                  GO:00169 SL2.40ch AT3G4564ATMPK3,   ATMPK3                chr3:167  3712.46 2587.55 1824.74 941.741 1442.79 1791.21
GT Sense Sense -0.537 Detected 0.537 Detected 0.000 -2.330 Detected -0.858 Detected -1.594 0.222 GT Sens contig150 contig150 S-locus-s                CTCGGTTcontig150 Solyc07g Solyc07g S-locus-s                GO:0005529 contig150 Solyc07g S-locus-s                 GO:00055 SL2.40ch AT1G54220.2  dihydroli     chr1:202  8991.61 14805.1 8167.73 2559.43 2425.8 6494.36
GT Sense Sense 0.366 Detected -0.366 Detected 0.000 -1.253 Detected -1.374 Detected -1.313 0.071 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  113.913 53.62 93.1704 74.4312 34.6665 30.7662
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -2.616 Detected -2.002 Detected -2.309 0.026 GT Sens contig150 contig150 Cys2/His2                GGATACCcontig150 Solyc06g Solyc06g Cys2/His2                GO:00037 GO:00037      contig150 Solyc06g Cys2/His2                 GO:00037 SL2.40ch AT1G5139NFU5, AT   NFU5; AT       chr1:190  2443.79 2581.13 1421.47 432.797 433.038 639.904
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 -1.237 Detected -0.840 Detected -1.039 0.073 GT Sens contig150 contig150 Reticulon              GGCAGTTcontig150 Solyc07g Solyc07g Reticulon              GO:00057 GO:00057  contig150 Solyc07g Reticulon               GO:00057 SL2.40ch AT5G15260.1  structura      chr5:495  251.364 267.279 253.23 251.356 116.188 147.718
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.294 Detected -1.439 Detected -1.366 0.006 GT Sens contig151 contig151 Unknown   TTATTCT contig151 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig151 Solyc08g Unknown Protein (A  SL2.40ch AT3G45260.1  zinc finge       chr3:165  60.821 52.8597 39.7438 35.6957 24.4386 21.3405
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -1.872 Detected -0.810 Detected -1.341 0.128 GT Sens contig151 contig151 cDNA clon         GCCAAAAcontig151 Solyc03g Solyc03g cDNA clone J100026I16 full ins      contig151 Solyc03g cDNA clone J100026        SL2.40ch AT5G17350.1  unknown   chr5:571  1316.44 982.084 1043.92 311.048 328.321 661.893
GT Sense Sense 0.277 Detected -0.277 Detected 0.000 -1.234 Detected -1.451 Detected -1.343 0.046 GT Sens contig151 contig151 Unknown   CTTGCTAcontig151 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig151 Solyc11g Unknown Protein (A  SL2.40ch AT5G13130.1 53.8037 28.651 23.3718 27.954 17.6459 14.6483
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -1.461 Detected -1.486 Detected -1.474 0.021 GT Sens contig151 contig151 Unknown   TCCGCTCcontig151 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig151 Solyc05g Unknown Protein (A  SL2.40ch AT4G28290.1 1352.52 1428.51 709.9 882.356 533.786 506.153
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.540 Comprom -1.275 Comprom -1.408 0.011 GT Sens contig152 contig152 Unknown   CAGGGC contig152 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig152 Solyc09g061900.1.1 AT3G13437.1  unknown   chr3:437  19.1692 13.7026 9.70131 12.218 5.88937 6.83355
GT Sense Sense -0.294 Detected 0.294 Detected 0.000 -2.875 Comprom -1.690 Comprom -2.282 0.075 GT Sens contig153 contig153 Alpha-hum                AGTGCTTcontig153 Solyc07g Solyc07g Alpha-hum                GO:00800 GO:00800      contig153 Solyc07g Alpha-hum                 GO:00800 SL2.40ch AT5G63740.1  zinc finge    chr5:255  11.1753 13.1374 7.36565 2.00709 1.7459 3.83279
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -1.154 Detected -1.088 Detected -1.121 0.015 GT Sens contig153 contig153 Shikimate              GCACTCAcontig153 Solyc10g Solyc10g Shikimate              GO:00081 GO:00081  contig153 Solyc10g Shikimate               GO:00081 SL2.40ch AT3G0635EMB3004    MEE32 (M                   chr3:192  1525.11 1440.41 951.397 576.43 704.086 711.203
GT Sense Sense -0.656 Detected 0.656 Detected 0.000 -3.124 Detected -0.906 Detected -2.015 0.258 GT Sens contig153 contig153 Cytochro                 GAGAGAAcontig153 Solyc08g Solyc08g Cytochro                 GO:00200 GO:00200     contig153 Solyc08g Cytochro  GO:00102 SL2.40ch AT4G1923CYP707A   CYP707A        chr4:105  385.077 746.959 267.461 123.206 65.0138 291.967
GT Sense Sense -0.640 Detected 0.640 Detected 0.000 -1.375 Detected -1.960 Comprom -1.668 0.141 GT Sens contig154 contig154 Rapid alka                ATTTTCA contig154 Solyc09g Solyc09g Rapid alka                GO:00048 GO:00048   contig154 Solyc09g Rapid alka                 GO:00048 SL2.40ch AT4G1580RALFL33  RALFL33      chr4:898  17.3548 32.9257 3.41403 4.3745 9.73851 6.26729
GT Sense Sense 0.099 Detected -0.099 Detected 0.000 -1.589 Detected -1.530 Detected -1.560 0.004 GT Sens contig154 contig154 Myb-relat                CTCTGGAcontig154 Solyc12g Solyc12g Myb-relat                GO:0045449 contig154 Solyc12g Myb-relat                 GO:00036 SL2.40ch AT3G4969RAX3, MY    MYB84 (M           chr3:184  46.303 31.5466 22.4093 35.1994 13.4222 13.5068
GT Sense Sense 1.781 Detected -1.781 Detected 0.000 -1.870 Detected -1.577 Detected -1.723 0.437 GT Sens contig155 contig155 Hedgehog                  AAGGAAAcontig155 Solyc06g Solyc06g Hedgehog                  GO:00055 GO:00055   contig155 Solyc06g Hedgehog                   GO:00055 SL2.40ch AT1G74790.1  catalytic  chr1:280  656.68 43.478 49.2868 47.6547 48.8532 57.805
GT Sense Sense -1.107 Detected 1.107 Detected 0.000 -3.150 Detected -1.624 Detected -2.387 0.218 GT Sens contig155 contig155 EF hand f              GCATGAGcontig155 Solyc12g Solyc12g EF hand f              GO:00055 GO:00055   contig155 Solyc12g EF hand f               GO:00055 SL2.40ch AT1G7474CPK30, C    CPK30 (C            chr1:280  48.2041 174.731 6.05343 3.10782 10.9242 30.3757
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -1.424 Detected -1.777 Detected -1.601 0.012 GT Sens contig156 contig156 Lysine/his                TAGCTAGcontig156 Solyc10g Solyc10g Lysine/his                GO:00151 GO:00151     contig156 Solyc02g Gibberelli                  GO:00455 SL2.40ch AT2G15370.1 344.956 266.354 264.632 405.392 119.374 90.2412
GT Sense Sense 0.128 Detected -0.128 Detected 0.000 -3.506 Detected -5.422 Detected -4.464 0.044 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  778.793 509.661 281.63 56.3422 58.6235 14.9907
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.231 Detected -1.165 Detected -1.198 0.018 GT Sens contig156 contig156 DNA-depe        TTGAAAT contig156 Solyc03g Solyc03g DNA-dependent ATPase A-like     contig156 Solyc03g DNA-dependent ATP       SL2.40ch AT4G3416CYCD3;1,   CYCD3;1          chr4:163  54.0768 52.5712 31.3133 20.6323 24.0095 24.2638
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -1.531 Detected -1.374 Detected -1.453 0.003 GT Sens contig157 contig157 ATP synth                  GCCCACTcontig157 Solyc11g Solyc11g ATP synth                  GO:00452 GO:00452       contig157 Solyc11g ATP synth                   GO:00452 SL2.40ch ATMG004 ATP6-1, A   ATPase s    chrM:111  24576.9 19045.8 24588.3 23410.3 7909.82 8518.94
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -2.148 Detected -2.321 Detected -2.235 0.007 GT Sens contig157 contig157 Transpos                   ATATTCT contig157 Solyc03g Solyc03g Transpos                   GO:00150 GO:00150  contig157 Solyc03g Transpos                    GO:00036 SL2.40ch AT3G14100.1 532.024 518.76 173.779 202.683 125.234 107.272
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.421 Comprom -2.610 Comprom -2.016 0.077 GT Sens contig157 contig157 Multidrug                 CCAAGCTcontig157 Solyc11g Solyc11g Multidrug                 GO:00160 GO:00160   contig157 Solyc11g Multidrug                  GO:00171 SL2.40ch AT5G48595.1  Encodes       chr5:197  20.3934 16.3622 11.5205 8.55111 7.20953 3.05276
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -0.835 Detected -1.547 Detected -1.191 0.082 GT Sens contig157 contig157 Unknown   TGTAGCGcontig157 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig157 Solyc11g Unknown Protein (A  SL2.40ch AT2G1609ATARI12,   zinc finge    chr2:698  49.9191 35.2936 27.4928 23.7658 24.8651 14.6582
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -1.811 Detected -1.026 Detected -1.418 0.112 GT Sens contig158 contig158 Yippee-lik              GGCAGAAcontig158 Solyc03g Solyc03g Yippee-like protein (AHRD V1 *           contig158 Solyc03g Yippee zin                GO:00055 SL2.40ch AT4G35280.1  zinc finge       chr4:167  3177.17 3970.69 1613.32 2128.49 1069.74 1779.92
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -1.553 Comprom -2.006 Comprom -1.780 0.031 GT Sens contig159 contig159 Mutator-li               CGAAGAAcontig159 Solyc08g Solyc08g Mutator-li               GO:00082 GO:00082   contig159 Solyc12g Unknown             GO:00082 SL2.40ch AT2G33450.1  50S ribos       chr2:141  10.8483 11.6574 16.52 11.0284 4.05156 2.85573
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 -1.091 Detected -1.182 Detected -1.136 0.019 GT Sens contig159 contig159 Unknown   AACAAAA contig159 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig159 Solyc00g Unknown Protein (A  SL2.40ch AT4G23380.1 41.3712 40.0011 32.5506 31.3052 20.1891 18.3002
GT Sense Sense -0.381 Detected 0.381 Detected 0.000 -1.130 Detected -1.403 Detected -1.267 0.089 GT Sens contig159 contig159 Unknown   CAAAACAcontig159 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig159 Solyc11g Beta-1 3-g                 GO:00160 SL2.40ch AT1G56120.1  kinase  chr1:209  32.7036 43.3486 28.8045 38.5685 18.1781 14.5298
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -2.205 Comprom -1.173 Comprom -1.689 0.082 GT Sens contig159 contig159 Unknown   CAAGCAAcontig159 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig159 Solyc09g Unknown Protein (A  SL2.40ch AT5G2065COPT5  COPT5; c            chr5:698  17.2573 13.5411 11.7501 13.672 3.50415 6.9182
GT Sense Sense -0.497 Detected 0.497 Detected 0.000 -1.320 Detected -0.995 Detected -1.157 0.157 GT Sens contig159 contig159 Thaumati              ATTGCAAcontig159 Solyc04g Solyc04g Thaumati              GO:00055 GO:00055  contig159 Solyc04g Thaumati               GO:00055 SL2.40ch AT1G19320.1  pathogen      chr1:667  425.691 662.933 505.62 722.037 224.947 271.961
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -1.674 Detected -0.952 Detected -1.313 0.087 GT Sens contig159 contig159 Unknown   ATCCATAcontig159 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig159 Solyc02g Unknown Protein (A  SL2.40ch AT3G01010.1  UDP-gluc      chr3:434  160.418 166.3 123.688 63.9816 54.1121 86.1301
GT Sense Sense 0.085 Detected -0.085 Detected 0.000 -1.057 Detected -0.954 Detected -1.006 0.010 GT Sens contig161 contig161 Unknown   AGCTGGTcontig161 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig161 Solyc12g Unknown Protein (A  SL2.40ch AT5G45420.1  myb fami     chr5:184  417.671 290.257 287.964 232.214 176.822 183.329
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GT Sense Sense -0.609 Detected 0.609 Detected 0.000 -2.257 Comprom -2.495 Comprom -2.376 0.062 GT Sens contig161 contig161 Hydroxyc               CCTCAGAcontig161 Solyc08g Solyc08g Hydroxyc               GO:00167 GO:00167         contig161 Solyc08g Hydroxyc                GO:00167 SL2.40ch AT5G63560.1  transfera     chr5:254  10.4135 18.9294 7.87854 6.58699 3.10515 2.54079
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.636 Detected -0.880 Detected -1.258 0.080 GT Sens contig162 contig162 Plant-spe                     CGTCGG contig162 Solyc09g Solyc09g Plant-specific domain TIGR015                    contig162 Solyc09g Plant-specific doma                     SL2.40ch AT2G45590.1  protein k     chr2:187  78.8106 64.4323 51.1901 18.0897 24.2286 39.5043
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 -2.035 Comprom -1.398 Comprom -1.716 0.051 GT Sens contig162 contig162 LINE-type              TTAAAGT contig162 Solyc06g Solyc06g LINE-type retrotransposon LIb            contig162 Solyc00g095460.1.1 AT5G5199CBF4, DR   CBF4 (C-            chr5:211  13.6827 15.1019 4.1297 13.6431 3.70818 5.56589
GT Sense Sense -0.228 Detected 0.228 Detected 0.000 -1.274 Detected -1.401 Detected -1.337 0.030 GT Sens contig163 contig163 Actin rela                     CCGTTCGcontig163 Solyc09g Solyc09g Actin rela                     GO:00058 GO:00058   contig163 Solyc09g Actin rela                      GO:00051 SL2.40ch AT2G3338arpc2b  arpc2b (a       chr2:141  44.4177 47.6261 27.584 34.8514 20.0976 17.7746
GT Sense Sense 0.353 Detected -0.353 Detected 0.000 -2.321 Detected -1.624 Detected -1.973 0.058 GT Sens contig163 contig163 Cysteine               AATACTT contig163 Solyc11g Solyc11g Cysteine               GO:00081 GO:00081  contig163 Solyc11g Cysteine                GO:00081 SL2.40ch AT5G631 HDA6, AX       HDA6 (HIS       chr5:253  365.041 174.86 56.3972 20.3656 53.4196 83.611
GT Sense Sense 0.291 Detected -0.291 Detected 0.000 -1.377 Detected -0.873 Detected -1.125 0.100 GT Sens contig163 contig163 Unknown   CCATGGAcontig163 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig163 Solyc04g Unknown Protein (A  SL2.40ch AT5G35210.2  peptidase                chr5:134  80.3104 41.9179 49.0073 41.2949 23.6165 32.3188
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -1.982 Detected -1.104 Detected -1.543 0.096 GT Sens contig163 contig163 Unknown   ACGGCATcontig163 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig163 Solyc08g Unknown Protein (A  SL2.40ch AT2G39170.1  unknown   chr2:163  236.064 269.3 188.277 96.0272 67.4476 119.676
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -1.610 Detected -1.139 Detected -1.375 0.033 GT Sens contig164 contig164 MYB tran               AACAACAcontig164 Solyc08g Solyc08g MYB tran               GO:0045449 contig164 Solyc08g MYB tran                GO:00036 SL2.40ch AT1G6623MYB20, A   MYB20 (m           chr1:246  62.7907 56.7146 31.2428 41.4844 20.6637 27.64
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 -3.165 Detected -2.711 Detected -2.938 0.023 GT Sens contig164 contig164 WRKY tra               GATGACTcontig164 Solyc04g Solyc04g WRKY tra               GO:0045449 contig164 Solyc04g WRKY tra                GO:00454 SL2.40ch AT2G0334WRKY3  WRKY3; t    chr2:101  65.3883 87.6039 24.2247 17.7078 8.91572 11.7945
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 -1.919 Detected -1.924 Detected -1.921 0.010 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  4934.85 5038.93 1956.88 2327.8 1393.97 1341.03
GT Sense Sense -0.473 Detected 0.473 Detected 0.000 -2.058 Detected -1.109 Detected -1.584 0.142 GT Sens contig165 contig165 Ethylene-                    GCAGCTGcontig165 Solyc07g Solyc07g Ethylene-                    GO:00165 GO:00165       contig165 Solyc07g Ethylene-                     GO:00165 SL2.40ch AT3G5026CEJ1, AT   CEJ1 (CO              chr3:186  456.725 687.299 272.705 200.604 142.227 264.947
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -3.918 Detected -3.292 Detected -3.605 0.009 GT Sens contig165 contig165 Unknown   ACTGGAAcontig165 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig165 Solyc12g Aldehyde              GO:00055 SL2.40ch AT1G29830.3  unknown   chr1:104  600.532 382.476 176.336 103.514 33.5143 49.9265
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 -1.397 Detected -0.819 Detected -1.108 0.072 GT Sens contig165 contig165 Major late                GGAAAAGcontig165 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig165 Solyc04g Major late                 GO:00096 SL2.40ch AT1G03080.1  FUNCTIO                                                                             chr1:731  1241.53 1155.51 957.365 1903.49 480.752 692.735
GT Sense Sense -0.748 Detected 0.748 Detected 0.000 -1.621 Detected -0.897 Detected -1.259 0.269 GT Sens contig166 contig166 Glutaredo             GTAATAGcontig166 Solyc02g Solyc02g Glutaredo             GO:00454 GO:00454       contig166 Solyc02g Glutaredo              GO:00087 SL2.40ch AT3G2430AMT1;3, A   AMT1;3 (        chr3:880  22.0353 48.6111 25.5375 23.3533 11.2436 17.9282
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -2.369 Detected -2.092 Detected -2.231 0.005 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  59.4668 50.7122 19.8757 27.2321 11.2319 13.1436
GT Sense Sense -0.294 Detected 0.294 Detected 0.000 -1.415 Detected -0.873 Detected -1.144 0.104 GT Sens contig167 contig167 Auxin res                 TCATGTAcontig167 Solyc06g Solyc06g Auxin responsive SAUR protei                contig167 Solyc06g Auxin responsive SA                 SL2.40ch AT5G50760.1  auxin-res     chr5:206  3233.32 3800.97 2487 1733.61 1389.1 1953.29
GT Sense Sense 0.260 Detected -0.260 Detected 0.000 -1.509 Detected -1.632 Detected -1.571 0.028 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  1347.83 734.363 887.041 693.906 369.307 327.481
GT Sense Sense 0.549 Detected -0.549 Detected 0.000 -1.264 Detected -1.761 Detected -1.513 0.129 GT Sens contig168 contig168 Lipase-lik               GAGGCTAcontig168 Solyc06g Solyc06g Lipase-lik               GO:00066 GO:00066   contig168 Solyc06g Lipase-lik                GO:00066 SL2.40ch AT4G16820.1  lipase cla      chr4:946  271.321 99.0596 39.9759 62.9222 72.1519 49.3447
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -2.201 Comprom -0.814 Comprom -1.508 0.174 GT Sens contig168 contig168 Hydrolase        TTATCAT contig168 Solyc06g Solyc06g Hydrolase alpha/beta fold fami      contig168 Solyc06g Hydrolase        GO:00167 SL2.40ch AT5G24740.1  INVOLVE                                                                    chr5:847  11.3536 12.0501 3.24795 3.05335 2.68815 6.78839
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -1.312 Detected -1.542 Detected -1.427 0.069 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  50.8002 66.9998 38.3303 63.3709 24.8417 20.4387
GT Sense Sense 0.233 Detected -0.233 Detected 0.000 -2.197 Detected -1.998 Detected -2.097 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  2046.35 1158.63 1321.49 861.735 355.031 393.203
GT Sense Sense -0.820 Detected 0.820 Detected 0.000 -3.129 Comprom -1.525 Comprom -2.327 0.180 GT Sens contig170 contig170 Unknown              TTTTGCAcontig170 Solyc03g Solyc03g Unknown Protein (AHRD V1)%3             contig170 Solyc03g Unknown Protein (A              SL2.40ch AT5G62280.1  unknown   chr5:250  11.2856 27.4886 13.5064 8.15582 2.12712 6.2455
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.666 Detected -0.819 Detected -1.242 0.100 GT Sens contig172 contig172 Plant-spe                     AGGATAAcontig172 Solyc06g Solyc06g Plant-specific domain TIGR016                    contig172 Solyc06g Plant-specific doma                     SL2.40ch AT4G36230.1  unknown   chr4:171  360.302 296.945 160.05 121.782 108.944 189.22
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.802 Detected -1.294 Detected -1.548 0.030 GT Sens contig172 contig172 Ethylene-                    ATTTGAT contig172 Solyc08g Solyc08g Ethylene-                    GO:00165 GO:00165       contig172 Solyc08g Ethylene-                     GO:00165 SL2.40ch AT5G52020.1  AP2 dom    chr5:211  200.593 181.798 141.541 74.5662 57.8916 79.4382
GT Sense Sense -0.469 Detected 0.469 Detected 0.000 -2.284 Detected -1.034 Detected -1.659 0.168 GT Sens contig172 contig172 Transmem                    AGTAAGTcontig172 Solyc07g Solyc07g Transmem                    GO:00165 GO:00165   contig172 Solyc07g Transmem                     GO:00165 SL2.40ch AT5G5693emb1789  emb1789            chr5:230  3179.52 4764.6 4045.36 805.783 844.68 1940.08
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -2.838 Detected -0.976 Detected -1.907 0.180 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  140.572 91.4512 101.144 49.7739 16.7587 58.8213
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -1.016 Detected -1.597 Detected -1.306 0.047 GT Sens contig173 contig173 Unknown   TATTATG contig173 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig173 Solyc03g Unknown Protein (A  SL2.40ch AT5G41040.2  transfera     chr5:164  45.8347 37.8237 20.6513 20.8629 21.7604 14.0473
GT Sense Sense 0.113 Detected -0.113 Detected 0.000 -1.786 Detected -1.585 Detected -1.685 0.008 GT Sens contig173 contig173 U-box dom               GGCCACAcontig173 Solyc11g Solyc11g U-box dom               GO:00001 GO:00001   contig173 Solyc11g U-box dom                GO:00054 SL2.40ch AT1G6616ATCMPG    U-box do    chr1:246  1849.13 1236.26 757.813 319.932 463.466 514.115
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -4.585 Comprom -1.384 Detected -2.985 0.208 GT Sens contig173 contig173 Long cell       CGATGATcontig173 Solyc01g Solyc01g Long cell-linked locus protein    contig173 Solyc01g Long cell-linked locu      SL2.40ch AT5G38700.1  unknown   chr5:154  104.254 122.195 39.0676 20.5793 4.96916 44.1136
GT Sense Sense -0.633 Detected 0.633 Detected 0.000 -2.403 Detected -1.160 Detected -1.782 0.182 GT Sens contig174 contig174 Major alle                  TAATATT contig174 Solyc05g Solyc05g Major alle                  GO:00096 GO:00096    contig174 Solyc05g Major alle                   GO:00096 SL2.40ch AT5G4513ATRAB5A         RHA1 (RA       chr5:182  1408.58 2647.33 1230.73 288.17 385.746 881.704
GT Sense Sense -0.895 Detected 0.895 Detected 0.000 -1.750 Comprom -0.861 Detected -1.305 0.321 GT Sens contig174 contig174 Alcohol d                TTGGTATcontig174 Solyc04g Solyc04g Alcohol d                GO:00040 GO:00040     contig174 Solyc04g Alcohol d                 GO:00040 SL2.40ch AT1G7712ADH1, AD     ADH1 (AL       chr1:289  13.718 37.0742 2.73655 15.9996 7.08832 12.6672
GT Sense Sense -1.260 Detected 1.260 Detected 0.000 -6.579 Comprom -3.407 Detected -4.993 0.133 GT Sens contig174 contig174 UDP-gluc            GGACTATcontig174 Solyc09g Solyc09g UDP-gluc            GO:00800 GO:00800    contig174 Solyc09g UDP-gluc             GO:00800 SL2.40ch AT1G0725UGT71C4  UGT71C4             chr1:222  83.6313 374.908 27.6657 13.4493 1.9577 17.0324
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.838 Comprom -1.608 Comprom -1.723 0.004 GT Sens contig174 contig174 Peroxidas               ACTTAGAcontig174 Solyc02g Solyc02g Peroxidas               GO:00055 GO:00055    contig174 Solyc02g Peroxidas                GO:00046 SL2.40ch AT4G25980.1  cationic p    chr4:131  15.735 12.5091 6.14919 9.91171 4.14822 4.69483
GT Sense Sense -0.685 Detected 0.685 Detected 0.000 -2.087 Detected -1.210 Detected -1.649 0.180 GT Sens contig175 contig175 Tyrosine-                   CCAGACCcontig175 Solyc01g Solyc01g Tyrosine-                   GO:00047 GO:00047     contig175 Solyc01g Tyrosine-                    GO:00047 SL2.40ch AT4G38470.1  protein k     chr4:179  479.174 967.456 402.347 198.16 169.311 300.257
GT Sense Sense -0.496 Detected 0.496 Detected 0.000 -4.734 Detected -1.330 Detected -3.032 0.229 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  736.506 1145.46 407.466 65.3755 36.4677 372.704
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.421 Detected -1.103 Detected -1.262 0.016 GT Sens contig175 contig175 Unknown   GAGTCCTcontig175 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig175 Solyc01g Unknown Protein (A  SL2.40ch AT5G0140ESP4  ESP4 (EN       chr5:162  428.853 340.066 233.301 243.485 150.737 181.343
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 -1.527 Detected -1.748 Detected -1.638 0.023 GT Sens contig176 contig176 Nitrate tra                 ACAAAAGcontig176 Solyc06g Solyc06g Nitrate tra                 GO:00550 GO:00550     contig176 Solyc06g Nitrate tra                  GO:00151 SL2.40ch AT1G0810ATNRT2.2      NRT2.2 (N        chr1:252  211.492 227.082 130.227 56.4884 80.3856 66.5514
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 -3.174 Comprom -2.489 Comprom -2.832 0.028 GT Sens contig177 contig177 Transcrip              CAGTGGAcontig177 Solyc07g Solyc07g Transcrip              GO:00037 GO:00037      contig177 Solyc07g Transcrip               GO:00037 SL2.40ch AT3G06000.1  leucine-r      chr3:180  45.6204 22.1519 4.14828 1.83218 3.72209 5.77637
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -1.028 Detected -1.131 Detected -1.080 0.040 GT Sens contig177 contig177 Unknown   TTTTGGGcontig177 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig177 Solyc01g Unknown Protein (A  SL2.40ch AT5G63730.1  IBR doma    chr5:255  1112.8 644.105 1158.95 1549.77 438.828 394.34
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -1.816 Detected -0.976 Detected -1.396 0.098 GT Sens contig177 contig177 Calmodul              CTGTGTGcontig177 Solyc02g Solyc02g Calmodul              GO:00055 GO:00055   contig177 Solyc02g Calmodul               GO:00055 SL2.40ch AT3G29000.1  calcium-b       chr3:110  44149.8 25506.8 24901.6 15585.4 10075.3 17411.2
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 -4.173 Comprom -2.208 Detected -3.190 0.092 GT Sens contig177 contig177 ATFP4 (A    ATTTGAT contig177 Solyc12g Solyc12g ATFP4 (AHRD V1 *-*- B6UDP3 contig177 Solyc12g ATFP4 (AHRD V1 *-*- SL2.40ch AT3G28770.1  unknown   chr3:107  69.9725 87.6138 78.6039 6.96605 4.58892 17.2945
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 -2.424 Comprom -2.964 Comprom -2.694 0.014 GT Sens contig178 contig178 MADS-bo                 GAATCTT contig178 Solyc01g Solyc01g MADS-bo                 GO:00056 GO:00056       contig178 Solyc01g MADS-bo                  GO:00037 SL2.40ch AT5G565 APUM12  APUM12         chr5:228  14.2069 14.3571 6.74259 4.00042 2.81342 1.8681
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -0.931 Comprom -2.058 Comprom -1.494 0.119 GT Sens contig178 contig178 Cysteine-                    GCTGTTAcontig178 Solyc05g Solyc05g Cysteine-rich receptor-like pro                   contig178 Solyc05g Cysteine-rich recept                    SL2.40ch AT2G31470.1 13.1129 11.3896 5.94931 3.50308 6.77629 2.99522
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -0.949 Detected -1.093 Detected -1.021 0.005 GT Sens contig178 contig178 Unknown   GCTTACGcontig178 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig178 Solyc00g Unknown Protein (A  SL2.40ch AT4G00340.1 158.128 124.466 84.362 92.452 76.7824 67.0993
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -1.177 Detected -0.836 Detected -1.007 0.032 GT Sens contig178 contig178 RPM1 inte                  ACTGAGGcontig178 Solyc06g Solyc06g RPM1 inte                  GO:00055 GO:00055  contig178 Solyc06g RPM1 inte                   GO:00055 SL2.40ch AT5G47210.3  nuclear R     chr5:191  17747.9 15285.5 11404.1 7334 7696.6 9415.32
GT Sense Sense -0.341 Detected 0.341 Detected 0.000 -1.443 Detected -1.718 Detected -1.580 0.050 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  111.87 140.311 99.1635 146.263 48.7072 38.8698
GT Sense Sense -0.583 Detected 0.583 Detected 0.000 -2.924 Detected -0.901 Detected -1.913 0.243 GT Sens contig178 contig178 Os03g081                  AAGTATAcontig178 Solyc09g Solyc09g Os03g0816700 protein (Fragm                 contig178 Solyc09g Os03g0816700 prote                  SL2.40ch AT3G57470.2  peptidase         chr3:212  77.2097 135.381 49.8328 21.77 14.2373 55.8594
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -1.942 Detected -1.959 Detected -1.950 0.005 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  880.123 838.94 338.077 379.142 236.414 225.555
GT Sense Sense 0.377 Detected -0.377 Detected 0.000 -1.974 Detected -1.042 Detected -1.508 0.128 GT Sens contig178 contig178 Unknown   GATTGAAcontig178 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig178 Solyc02g Unknown Protein (A  SL2.40ch AT2G27140.1  heat shoc     chr2:115  709.468 328.653 242.179 100.901 129.873 239.31
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -6.926 Comprom -1.832 Detected -4.379 0.228 GT Sens contig179 contig179 Ethylene-                    CCTCTAGcontig179 Solyc09g Solyc09g Ethylene-                    GO:00063 GO:00063    contig179 Solyc09g Ethylene-                     GO:00036 SL2.40ch AT5G51190.1  AP2 dom      chr5:208  804.122 499.177 138.585 11.1786 5.50622 181.512
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -2.026 Detected -1.777 Detected -1.902 0.004 GT Sens contig179 contig179 Transpos        GCATCTCcontig179 Solyc01g Solyc01g Transposase family tnp2 prote     contig179 Solyc01g016860.1.1 ATCG001 RPOC2  RNA poly     chrC:159  69.6576 53.351 22.3607 26.3581 15.82 18.1447
GT Sense Sense -0.467 Detected 0.467 Detected 0.000 -1.762 Detected -1.217 Detected -1.490 0.110 GT Sens contig180 contig180 GRAM-co              TAAACCCcontig180 Solyc08g Solyc08g GRAM-containing/ABA-respon               contig180 Solyc08g GRAM-containing/AB               SL2.40ch AT5G13200.1  GRAM do       chr5:420  3161.2 4722.58 1285.87 905.96 1203.66 1695.77
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -2.595 Comprom -2.638 Comprom -2.616 0.002 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  35.4087 32.4323 13.8502 12.6328 5.92897 5.55398
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -1.824 Detected -1.010 Detected -1.417 0.105 GT Sens contig180 contig180 Kinase fa               CGCCATAcontig180 Solyc09g Solyc09g Kinase fa               GO:00064 GO:00064  contig180 Solyc09g Kinase fa                GO:00064 SL2.40ch AT4G13000.1  protein k     chr4:759  190.653 222.557 88.465 65.347 61.5049 104.359
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 -1.203 Detected -1.320 Detected -1.261 0.034 GT Sens contig181 contig181 Ulp1 prote           GGGATACcontig181 Solyc06g Solyc06g Ulp1 protease family C-termina         contig181 Solyc06g Ulp1 protease family         SL2.40ch AT1G16860.1  merozoit     chr1:576  29.5051 31.8229 34.7781 47.938 14.0711 12.5194
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -3.402 Comprom -2.581 Comprom -2.991 0.020 GT Sens contig181 contig181 Pectinest             TTATTAT contig181 Solyc00g Solyc00g Pectinest             GO:00305 GO:00305   contig181 Solyc12g Tomato G  GO:00055 SL2.40ch AT5G565 APUM12  APUM12         chr5:228  21.7787 20.6549 6.74734 1.92219 2.1211 3.61748
GT Sense Sense -0.517 Detected 0.517 Detected 0.000 -1.862 Detected -1.221 Detected -1.542 0.127 GT Sens contig181 contig181 Non-spec                     AGCCTTGcontig181 Solyc08g Solyc08g Non-spec                     GO:00068 GO:00068   contig181 Solyc08g Non-spec                      GO:00055 SL2.40ch AT5G41980.1  unknown   chr5:167  193.153 309.073 225.832 267.736 71.0186 106.965
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -2.469 Detected -1.138 Detected -1.803 0.114 GT Sens contig181 contig181 DUF803 d                  TTCTTTA contig181 Solyc01g Solyc01g DUF803 domain membrane pro                 contig181 Solyc01g DUF803 domain mem                  SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  3920.4 2923.59 1779.25 713.332 646.246 1569.98
GT Sense Sense -0.488 Detected 0.488 Detected 0.000 -3.279 Detected -1.979 Detected -2.629 0.084 GT Sens contig181 contig181 Calcium-t                CCAACTCcontig181 Solyc02g Solyc02g Calcium-t                GO:00160 GO:00160 contig181 Solyc02g Calcium-t                 GO:00160 SL2.40ch AT5G0447SIM  SIM (SIAM       chr5:126  121.013 186.142 56.8279 7.5725 16.3447 38.8547
GT Sense Sense 0.178 Detected -0.178 Detected 0.000 -3.105 Comprom -3.037 Comprom -3.071 0.003 GT Sens contig182 contig182 Unknown   AGCTGGAcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc11g Unknown Protein (A  SL2.40ch AT5G4475REV1, AT   REV1; DN     chr5:180  38.7219 23.6598 24.4638 14.5257 3.719 3.76177
GT Sense Sense 0.092 Detected -0.092 Detected 0.000 -1.800 Detected -1.558 Detected -1.679 0.008 GT Sens contig182 contig182 Unknown   GTAAAAGcontig182 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig182 Solyc09g Unknown Protein (A  SL2.40ch AT5G65230.1 84.6415 58.254 38.0978 47.3585 21.3136 24.3278
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 -2.235 Comprom -2.196 Comprom -2.216 0.016 GT Sens contig182 contig182 MADS-bo               TTTGTTT contig182 Solyc02g Solyc02g MADS-bo               GO:00056 GO:00056 contig182 Solyc02g MADS-bo                GO:00056 SL2.40ch AT5G11240.1  transduc          chr5:358  10.0348 11.6727 3.1622 8.03454 2.42906 2.4105
GT Sense Sense 0.293 Detected -0.293 Detected 0.000 -1.276 Detected -1.305 Detected -1.291 0.048 GT Sens contig182 contig182 Unknown   GTGTATCcontig182 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig182 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  123.53 64.2923 159.599 112.517 38.8818 36.7938
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -1.885 Detected -1.438 Detected -1.661 0.021 GT Sens contig182 contig182 Cathepsin                TTGTCTGcontig182 Solyc12g Solyc12g Cathepsin                GO:00082 GO:00082   contig182 Solyc12g Cathepsin                 GO:00065 SL2.40ch AT1G2085XCP2  XCP2 (xy         chr1:725  62.7371 56.7503 28.2423 33.3924 17.079 22.47
GT Sense Sense 0.278 Detected -0.278 Detected 0.000 -1.197 Detected -1.298 Detected -1.248 0.048 GT Sens contig182 contig182 Unknown   TTTGATGcontig182 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig182 Solyc04g Unknown Protein (A  SL2.40ch AT1G49490.1  leucine-r          chr1:183  71.2405 37.8764 52.2044 33.5038 23.9383 21.5599
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -0.991 Detected -1.106 Detected -1.048 0.018 GT Sens contig183 contig183 Unknown   GCTCTACcontig183 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig183 Solyc01g Unknown Protein (A  SL2.40ch AT2G4545ZPR1  ZPR1 (LIT       chr2:187  638.055 415.13 520.531 234.39 273.748 243.943
GT Sense Sense 0.398 Detected -0.398 Detected 0.000 -2.110 Comprom -0.847 Comprom -1.479 0.186 GT Sens contig183 contig183 Lysine-sp          ATATTTG contig183 Solyc07g Solyc07g Lysine-specific histone demeth        contig183 Solyc07g Lysine-specific histo         SL2.40ch AT4G217 NRPB2, E    NRPB2; D        chr4:115  23.4069 10.5352 6.23011 8.62566 3.84343 8.90913
GT Sense Sense -0.725 Detected 0.725 Detected 0.000 -2.397 Detected -0.932 Detected -1.665 0.248 GT Sens contig183 contig183 Glycosylt                 CAACGGCcontig183 Solyc12g Solyc12g Glycosyltransferase-like prote                 contig183 Solyc12g Glycosyltransferase                  SL2.40ch AT5G31412.1  protein d   chr5:115  4458.57 9518.98 4092.71 1085.5 1306.83 3483.98
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -0.957 Detected -1.249 Detected -1.103 0.020 GT Sens contig183 contig183 Zinc-bind                 AACGTCAcontig183 Solyc02g Solyc02g Zinc-binding protein (AHRD V1              contig183 Solyc02g Zinc-binding protein                SL2.40ch AT1G31040.1  unknown   chr1:110  145.013 103.509 164.251 72.7961 66.7089 52.6134
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.436 Detected -0.850 Detected -1.143 0.071 GT Sens contig183 contig183 Homeodo     GGAGATTcontig183 Solyc01g Solyc01g Homeodomain-like (AHRD V1 *  contig183 Solyc01g Homeodo     GO:00037 SL2.40ch AT1G76870.1  FUNCTIO                                                                    chr1:288  402.889 377.793 314.448 308.835 152.395 220.856
GT Sense Sense -0.443 Detected 0.443 Detected 0.000 -1.170 Comprom -1.440 Comprom -1.305 0.106 GT Sens contig183 contig183 ABC trans                  CAACTCT contig183 Solyc11g Solyc11g ABC trans                  GO:00053 GO:00053      contig183 Solyc11g ABC trans                   GO:00053 SL2.40ch AT1G5150CER5, D3      CER5 (EC           chr1:190  14.7097 21.2621 17.9662 21.5333 8.30931 6.6503
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.981 Detected -1.858 Detected -1.920 0.006 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  149.905 142.746 65.9052 77.0859 39.1686 41.1627
GT Sense Sense -0.802 Detected 0.802 Detected 0.000 -4.454 Comprom -2.060 Detected -3.257 0.152 GT Sens contig184 contig184 Alpha-hum                CAAAGAGcontig184 Solyc04g Solyc04g Alpha-hum                GO:00800 GO:00800      contig184 Solyc04g Alpha-hum                 GO:00800 SL2.40ch AT4G20230.1  terpene s     chr4:109  29.3689 69.7425 20.4633 1.87421 2.18194 11.0759
GT Sense Sense -0.555 Detected 0.555 Detected 0.000 -4.880 Detected -1.974 Detected -3.427 0.158 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  8284.84 13970.8 2720.43 721.001 386.204 2793.4
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -1.278 Detected -1.512 Comprom -1.395 0.055 GT Sens contig185 contig185 Ulp1 prote           TTGCTAAcontig185 Solyc12g Solyc12g Ulp1 protease family C-termina         contig185 Solyc12g Ulp1 protease family         SL2.40ch AT3G05780.1 22.3544 27.2632 11.9984 13.8105 10.7601 8.83398
GT Sense Sense -1.292 Detected 1.292 Detected 0.000 -3.505 Comprom -2.592 Comprom -3.049 0.156 GT Sens contig185 contig185 Peroxidas              TCATGGGcontig185 Solyc01g Solyc01g Peroxidas              GO:00055 GO:00055    contig185 Solyc11g Peroxidas                GO:00551 SL2.40ch AT1G6695PDR11, AT   PDR11 (P             chr1:249  20.71 97.0795 13.1441 1.99467 4.17506 7.58619
GT Sense Sense -0.544 Detected 0.544 Detected 0.000 -2.269 Comprom -0.876 Detected -1.573 0.217 GT Sens contig186 contig186 Ethylene                    CAGAAGAcontig186 Solyc10g Solyc10g Ethylene                    GO:00063 GO:00063     contig186 Solyc10g Ethylene                     GO:00036 SL2.40ch AT4G2375CRF2  CRF2 (CY           chr4:123  17.9938 29.8952 14.5431 5.43548 5.08386 12.8985
GT Sense Sense -0.956 Detected 0.956 Detected 0.000 -2.040 Detected -0.922 Detected -1.481 0.313 GT Sens contig186 contig186 Inositol-te                  CAAGCTTcontig186 Solyc03g Solyc03g Inositol-te                  GO:00044 GO:00044     contig186 Solyc03g Inositol-te                   GO:00044 SL2.40ch AT5G2290ATCHX3,   ATCHX3;     chr5:765  371.325 1092.55 351.864 75.9479 163.727 343.054
GT Sense Sense -1.192 Detected 1.192 Detected 0.000 -4.974 Comprom -2.842 Detected -3.908 0.134 GT Sens contig187 contig187 Short-cha               TGATGCAcontig187 Solyc06g Solyc06g Short-cha               GO:00081 GO:00081  contig187 Solyc06g Short-cha                GO:00081 SL2.40ch AT5G50700.1  short-cha       chr5:206  65.1703 266.031 48.4178 11.2344 4.42904 18.7312
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -2.262 Detected -1.166 Detected -1.714 0.091 GT Sens contig187 contig187 Hydrolase                 CTTCAAGcontig187 Solyc05g Solyc05g Hydrolase                 GO:00167 GO:00167  contig187 Solyc05g Hydrolase                  GO:00167 SL2.40ch AT1G6924ATMES15    MES15 (M      chr1:260  231.99 203.762 109.894 53.3225 47.9188 98.8757
GT Sense Sense 0.326 Detected -0.326 Detected 0.000 -1.305 Detected -1.430 Detected -1.367 0.054 GT Sens contig187 contig187 Unknown   TGGCGTGcontig187 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig187 Solyc01g Unknown Protein (A  SL2.40ch AT5G651 ACX2, AT   ACX2 (AC       chr5:260  136.541 67.9172 56.2052 80.7909 41.199 36.4785
GT Sense Sense -0.770 Detected 0.770 Detected 0.000 -3.002 Comprom -2.138 Detected -2.570 0.100 GT Sens contig187 contig187 Nodulin-li                  GGTCTTTcontig187 Solyc03g Solyc03g Nodulin-li                  GO:00160 GO:00160 contig187 Solyc03g Nodulin-li                   GO:00160 SL2.40ch AT3G23610.2  dual spec      chr3:847  27.1689 61.7168 18.416 4.74292 5.40168 9.49544
GT Sense Sense -0.007 Detected 0.007 Detected 0.000 -2.221 Detected -0.969 Detected -1.595 0.126 GT Sens contig188 contig188 Os03g016                   TACATAGcontig188 Solyc10g Solyc10g Os03g0169000 protein (Fragm                  contig188 Solyc10g Os03g0169000 prote                   SL2.40ch AT3G07900.1  unknown   chr3:252  5173.94 4083.35 2906.46 759.047 1042.07 2395.23
GT Sense Sense 0.076 Detected -0.076 Detected 0.000 -1.434 Detected -1.085 Detected -1.260 0.022 GT Sens contig188 contig188 Thaumati              TTTGTTCcontig188 Solyc02g Solyc02g Thaumati              GO:00055 GO:00055  contig188 Solyc02g Thaumati               GO:00055 SL2.40ch AT5G40020.1  pathogen      chr5:160  377.204 265.392 138.595 184.75 123.717 152.22
GT Sense Sense 0.532 Detected -0.532 Detected 0.000 -1.968 Detected -1.025 Detected -1.496 0.170 GT Sens contig189 contig189 Ethylene-                    GAGGAAAcontig189 Solyc09g Solyc09g Ethylene-                    GO:00037 GO:00037         contig189 Solyc09g Ethylene-                     GO:00037 SL2.40ch AT5G4722ATERF2, A    ERF2 (ET               chr5:191  59.7159 22.314 13.758 11.6947 9.86335 18.3088
GT Sense Sense 0.665 Detected -0.665 Detected 0.000 -1.151 Detected -1.235 Detected -1.193 0.215 GT Sens contig189 contig189 Ethylene-                    TCAAGAAcontig189 Solyc03g Solyc03g Ethylene-                    GO:00055 GO:00055   contig189 Solyc03g Ethylene-                     GO:00055 SL2.40ch AT5G4723ERF5, AT    ERF5 (ET               chr5:191  1344.41 418.034 711.034 599.029 356.755 324.993
GT Sense Sense -0.428 Detected 0.428 Detected 0.000 -2.246 Detected -1.301 Detected -1.774 0.108 GT Sens contig189 contig189 Beta-1 4-x     CTTTCCCcontig189 Solyc01g Solyc01g Beta-1 4-xylosidase (AHRD V1  contig189 Solyc01g Beta-1 4-xylosidase    SL2.40ch AT3G02820.1  zinc knuc      chr3:611  15789.7 22331.9 14023.1 5189.06 4184.01 7773.63
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 -2.105 Comprom -1.494 Detected -1.800 0.048 GT Sens contig189 contig189 U-box dom                AGGCAACcontig189 Solyc01g Solyc01g U-box dom                GO:00001 GO:00001     contig189 Solyc01g U-box dom                 GO:00048 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  32.3759 37.0851 9.05821 1.88603 8.51303 12.5493
GT Sense Sense -0.336 Detected 0.336 Detected 0.000 -0.985 Detected -1.310 Detected -1.148 0.091 GT Sens contig190 contig190 Aspartic p               TCGGAGAcontig190 Solyc08g Solyc08g Aspartic p               GO:00065 GO:00065 contig190 Solyc01g ORF91 (AHRD V1 *--- SL2.40ch AT1G6639ATMYB90     MYB90 (M           chr1:247  319.193 397.285 789.231 577.101 190.124 146.501
GT Sense Sense 0.135 Detected -0.135 Detected 0.000 -1.263 Detected -1.119 Detected -1.191 0.016 GT Sens contig191 contig191 Mutator-li               CTTTGGGcontig191 Solyc12g Solyc12g Mutator-li               GO:00082 GO:00082   contig191 Solyc08g ATP-bind                 GO:00426 SL2.40ch AT4G345 KCS17  KCS17 (3               chr4:164  133.318 86.4085 94.9129 63.9826 47.2611 50.4113
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -1.766 Detected -1.974 Detected -1.870 0.010 GT Sens contig191 contig191 Polyprote     ACCTTAAcontig191 Solyc07g Solyc07g Polyprotein (AHRD V1 ***- A5JS contig191 Solyc07g Polyprotein (AHRD V   SL2.40ch AT1G60200.1  splicing f            chr1:222  100.793 98.3293 56.5847 64.0974 30.9359 25.8548
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -1.211 Detected -1.157 Detected -1.184 0.008 GT Sens contig191 contig191 Unknown   TAAAAGCcontig191 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig191 Solyc10g Unknown Protein (A  SL2.40ch AT4G30680.1  MA3 dom    chr4:149  399.699 270.596 570.417 522.112 150.159 150.469
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.511 Detected -2.343 Comprom -1.927 0.044 GT Sens contig192 contig192 Gag-Pol p     ACAAAGGcontig192 Solyc02g Solyc02g Gag-Pol polyprotein (AHRD V1  contig192 Solyc04g011970.1.1 AT5G1299CLE40  CLE40 (C         chr5:410  39.1871 28.8662 14.087 14.8929 12.4745 6.76385
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -2.504 Detected -2.363 Detected -2.433 0.004 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  229.349 215.44 70.9959 87.465 41.4216 44.0928
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -1.657 Detected -1.467 Detected -1.562 0.012 GT Sens contig192 contig192 CHP-rich              GTTGAAGcontig192 Solyc01g Solyc01g CHP-rich zinc finger protein-lik             contig192 Solyc01g CHP-rich zinc finger             SL2.40ch AT2G1492ATST4A,   ST4A (SU       chr2:641  102.955 98.1663 54.3687 68.1435 33.6825 37.1088
GT Sense Sense -0.732 Detected 0.732 Detected 0.000 -1.596 Detected -1.188 Detected -1.392 0.208 GT Sens contig192 contig192 Heat stres                  GAAAAAAcontig192 Solyc10g Solyc10g Heat stres                  GO:00056 GO:00056  contig192 Solyc10g Heat stres                   GO:00036 SL2.40ch AT2G4169AT-HSFB3    AT-HSFB        chr2:173  19.2826 41.5745 15.4634 9.20958 9.90151 12.683
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -4.159 Comprom -3.937 Comprom -4.048 0.002 GT Sens contig193 contig193 Unknown   GAAAAAAcontig193 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig193 Solyc04g Unknown Protein (A  SL2.40ch AT3G05170.1  phospho      chr3:146  29.7752 29.3916 6.13943 4.23027 1.75038 1.97037
GT Sense Sense 0.737 Detected -0.737 Detected 0.000 -1.390 Detected -1.204 Detected -1.297 0.223 GT Sens contig193 contig193 Kinase fa               GTACCTCcontig193 Solyc06g Solyc06g Kinase fa               GO:00064 GO:00064  contig193 Solyc06g Kinase fa                GO:00064 SL2.40ch AT1G0639GSK1, AT       GSK1 (GS           chr1:194  436.316 122.831 125.258 113.896 93.3785 102.499
GT Sense Sense -0.427 Detected 0.427 Detected 0.000 -3.189 Detected -1.424 Detected -2.306 0.143 GT Sens contig193 contig193 CHP-rich              GCGGGA contig193 Solyc01g Solyc01g CHP-rich              GO:00200 GO:00200   contig193 Solyc01g CHP-rich               GO:00199 SL2.40ch AT5G6430ATGCH, G     ATGCH; 3       chr5:257  6483.61 9160.95 2872.01 1291.2 893.359 2931.33
GT Sense Sense 0.204 Detected -0.204 Detected 0.000 -1.372 Detected -1.172 Detected -1.272 0.031 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  4677.06 2753.67 2302.22 1299.69 1465.22 1625.1
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -3.412 Detected -1.375 Detected -2.394 0.144 GT Sens contig194 contig194 Glycosylt               ACAATTT contig194 Solyc02g Solyc02g Glycosylt               GO:00167 GO:00167         contig194 Solyc02g Glycosylt                GO:00167 SL2.40ch AT3G2834GATL10  GATL10 (          chr3:105  1812.8 1570.43 809.551 286.802 167.489 663.559
GT Sense Sense -0.481 Detected 0.481 Detected 0.000 -2.496 Detected -1.664 Detected -2.080 0.082 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  87.7116 133.566 65.7223 213.164 20.274 34.8411
GT Sense Sense -1.358 Detected 1.358 Detected 0.000 -4.512 Detected -2.168 Detected -3.340 0.204 GT Sens contig195 contig195 Proline de             CAAGTGAcontig195 Solyc02g Solyc02g Proline de             GO:00046 GO:00046     contig195 Solyc02g Proline de              GO:00055 SL2.40ch AT5G38710.1  proline o          chr5:155  552.474 2835.62 439.114 131.868 57.9886 284.139
GT Sense Sense -0.998 Detected 0.998 Detected 0.000 -1.222 Detected -1.427 Detected -1.324 0.318 GT Sens contig195 contig195 Inositol ox                CTGCTTTcontig195 Solyc12g Solyc12g Inositol ox                GO:00057 GO:00057 contig195 Solyc12g Inositol ox                 GO:00057 SL2.40ch AT5G5664MIOX5  MIOX5; in       chr5:229  1173.21 3656.34 1452.7 1299.55 938.466 786.188
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.728 Detected -1.030 Detected -1.379 0.062 GT Sens contig195 contig195 GTP bind                 TGAAGGGcontig195 Solyc08g Solyc08g GTP binding protein (AHRD V1              contig195 Solyc08g GTP binding protein                SL2.40ch AT5G6509MRH3, BS    BST1 (BR         chr5:260  338.327 233.432 178.728 111.115 89.6439 140.388
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -2.542 Detected -2.206 Detected -2.374 0.005 GT Sens contig196 contig196 Gag-pol p                AGCAAGAcontig196 Solyc01g Solyc01g Gag-pol polyprotein (AHRD V1              contig196 Solyc01g Gag-pol polyprotein                SL2.40ch AT4G12100.1 91.2853 71.1415 27.2095 27.4852 14.6216 17.8267
GT Sense Sense -0.049 Detected 0.049 Detected 0.000 -0.874 Detected -1.418 Detected -1.146 0.054 GT Sens contig197 contig197 Unknown   TGAGAAAcontig197 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig197 Solyc01g Unknown Protein (A  SL2.40ch AT5G14440.2  FUNCTIO                                                                                   chr5:465  296.461 248.083 290.34 314.924 156.405 103.542
GT Sense Sense -0.414 Detected 0.414 Detected 0.000 -2.219 Detected -1.226 Detected -1.723 0.117 GT Sens contig197 contig197 B3 domai                GATGGTAcontig197 Solyc06g Solyc06g B3 domai                GO:00063 GO:00063    contig197 Solyc06g B3 domai                 GO:00063 SL2.40ch AT3G28320.1  FUNCTIO                                                                  chr3:105  39.8965 55.3766 62.5396 3.45783 10.6681 20.5031
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -1.239 Detected -0.922 Detected -1.080 0.031 GT Sens contig197 contig197 Unknown   GACTGTGcontig197 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig197 Solyc01g Unknown Protein (A  SL2.40ch AT3G18282.1  unknown   chr3:626  14604.8 13358.9 9318.23 6600.15 6256.34 7523.97
GT Sense Sense -0.263 Detected 0.263 Detected 0.000 -1.649 Detected -1.453 Detected -1.551 0.031 GT Sens contig197 contig197 Os03g085                  CAATTGCcontig197 Solyc11g Solyc11g Os03g0859900 protein (Fragm                 contig197 Solyc11g Os03g0859900 prote                  SL2.40ch AT2G39690.2  unknown   chr2:165  43.5766 49.0682 30.4423 38.09 15.5852 17.2293
GT Sense Sense -0.639 Detected 0.639 Detected 0.000 -4.702 Detected -1.908 Detected -3.305 0.164 GT Sens contig198 contig198 PAR-1c pr            GCAAAACcontig198 Solyc10g Solyc10g PAR-1c protein (AHRD V1 ***- Q         contig198 Solyc10g PAR-1c protein (AHR            SL2.40ch AT5G52390.1  photoass     chr5:212  4796.15 9094.48 1334.95 358.156 268.168 1795.97
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 -1.445 Detected -1.453 Detected -1.449 0.023 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  153.187 88.1009 139.701 128.218 45.0998 43.2963
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.138 Detected -1.165 Detected -1.151 0.002 GT Sens contig199 contig199 Neutral in                GTTATGGcontig199 Solyc00g Solyc00g Neutral invertase-like protein (               contig199 Solyc00g Neutral invertase-lik                 SL2.40ch AT5G2308TGH  TGH (TO        chr5:774  92.7117 67.9382 50.7886 57.9441 38.1212 36.1112
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.484 Detected -2.195 Detected -1.839 0.035 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  482.005 382.83 152.984 169.617 162.269 95.7492
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -1.201 Detected -1.188 Detected -1.195 0.005 GT Sens contig200 contig200 Mutator-li                TTTGTCCcontig200 Solyc08g Solyc08g Mutator-like transposase 5384               contig200 Solyc12g Unknown Protein (A  SL2.40ch AT4G19570.1  DNAJ hea       chr4:106  31.3324 27.6544 12.2835 16.1509 13.5334 13.1793
GT Sense Sense 0.498 Detected -0.498 Detected 0.000 -1.262 Detected -3.656 Comprom -2.459 0.198 GT Sens contig200 contig200 Unknown   CCACAACcontig200 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig200 Solyc00g099460.1.1 #N/A #N/A #N/A #N/A 36.433 14.2835 1.95502 3.51687 10.0514 1.84647
GT Sense Sense -0.060 Detected 0.060 Detected 0.000 -1.533 Detected -1.836 Detected -1.684 0.009 GT Sens contig201 contig201 NAD(P)H-q         CCCCATAcontig201 Solyc11g Solyc11g NAD(P)H-quinone oxidoreducta        contig201 Solyc11g NAD(P)H-quinone ox        SL2.40ch ATCG010 NDHD  Represen                            chrC:115  96.7378 82.1426 58.5091 61.5038 32.5625 25.4799
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -1.412 Comprom -1.809 Comprom -1.611 0.020 GT Sens contig201 contig201 Ulp1 prote           GAGCATCcontig201 Solyc05g Solyc05g Ulp1 protease family C-termina         contig201 Solyc05g Ulp1 protease family         SL2.40ch AT3G52700.1  unknown   chr3:195  19.1298 12.6895 9.51502 13.8282 6.18595 4.53603
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.113 Comprom -1.231 Comprom -1.172 0.006 GT Sens contig201 contig201 Actin dep                AGACAAGcontig201 Solyc10g Solyc10g Actin dep                GO:00510 GO:00510   contig201 Solyc10g017550.2.1 AT5G16810.1  ATP bind      chr5:552  14.4585 12.4886 15.6112 13.9341 6.56729 5.84144
GT Sense Sense 0.158 Detected -0.158 Detected 0.000 -1.019 Detected -1.135 Detected -1.077 0.023 GT Sens contig201 contig201 Unknown   AATGGTGcontig201 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig201 Solyc01g Unknown Protein (A  SL2.40ch AT5G01290.1  mRNA gu            chr5:117  108.113 67.9301 65.3616 57.297 44.705 39.8191
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -2.196 Detected -1.104 Detected -1.650 0.099 GT Sens contig201 contig201 Unknown   AGCCGAGcontig201 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig201 Solyc08g Unknown Protein (A  SL2.40ch ATMG00470.1 39.4481 37.2726 25.5884 23.9232 8.84402 18.2029
GT Sense Sense 0.251 Detected -0.251 Detected 0.000 -2.833 Comprom -1.436 Detected -2.135 0.103 GT Sens contig202 contig202 Unknown   ATTCACAcontig202 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig202 Solyc07g Unknown Protein (A  SL2.40ch AT5G571 ACA8, AT   ACA8 (AU              chr5:231  57.5665 31.7704 19.9825 18.395 6.34184 16.1294
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.328 Detected -0.825 Detected -1.076 0.059 GT Sens contig202 contig202 Receptor-                TCATTTT contig202 Solyc08g Solyc08g Receptor-                GO:00069 GO:00069   contig202 Solyc03g058220.1.1 AT5G47070.1 32.5592 21.8959 25.9047 13.3296 11.2407 15.3785
GT Sense Sense -0.117 Detected 0.117 Detected 0.000 -1.882 Detected -1.636 Detected -1.759 0.009 GT Sens contig202 contig202 Gibberelli                CTCCTCCcontig202 Solyc01g Solyc01g Gibberelli                GO:00455 GO:00455      contig202 Solyc01g Gibberelli                 GO:00040 SL2.40ch AT3G0338DegP7  DegP7 (D             chr3:799  400.926 368.511 173.347 151.122 110.212 126.213
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -1.724 Detected -1.653 Detected -1.689 0.007 GT Sens contig202 contig202 Polyprote     TTGTAAAcontig202 Solyc12g Solyc12g Polyprotein (AHRD V1 *-*- Q94Hcontig202 Solyc12g Polyprotein (AHRD V   SL2.40ch AT2G32410.2 489.666 465.06 388.412 258.756 152.671 154.821
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -2.597 Comprom -2.941 Comprom -2.769 0.006 GT Sens contig203 contig203 ATP bind                 CCTGACAcontig203 Solyc06g Solyc06g ATP bind                 GO:00055 GO:00055      contig203 Solyc06g ATP bind                  GO:00055 SL2.40ch AT5G35580.1  ATP bind             chr5:137  41.2772 38.9888 11.4159 9.49247 7.0068 5.33033
GT Sense Sense -0.453 Detected 0.453 Detected 0.000 -4.406 Detected -1.545 Detected -2.975 0.186 GT Sens contig204 contig204 Unknown   GTCTGGTcontig204 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig204 Solyc03g Unknown Protein (A  SL2.40ch AT3G51290.1  proline-ri     chr3:190  1059.34 1551.99 328.204 94.8095 63.9401 448.455
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 -3.490 Detected -1.535 Detected -2.512 0.128 GT Sens contig204 contig204 Ethylene-                    TTATTCC contig204 Solyc08g Solyc08g Ethylene-                    GO:00037 GO:00037         contig204 Solyc08g Ethylene-                     GO:00037 SL2.40ch AT4G1750ATERF-1  ATERF-1               chr4:975  170.916 100.44 65.6262 26.4119 12.3226 46.1474
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -1.494 Detected -1.898 Detected -1.696 0.024 GT Sens contig204 contig204 Disease r             GACCACTcontig204 Solyc04g Solyc04g Disease r             GO:00055 GO:00055   contig204 Solyc04g009120.1.1 AT5G66070.2 2732.17 1680 2321.93 3191.95 803.655 586.477
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -1.533 Detected -1.374 Detected -1.453 0.027 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  36.443 39.1751 24.2571 23.5783 13.8037 14.8762
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -2.208 Detected -1.919 Detected -2.063 0.014 GT Sens contig204 contig204 Pol polyp     GTTATTAcontig204 Solyc02g Solyc02g Pol polyprotein (AHRD V1 ***- P contig204 Solyc06g WRKY tra                GO:00055 SL2.40ch AT5G5425ATCNGC4      ATCNGC                   chr5:220  63.8027 65.7386 40.6066 51.6831 14.8156 17.4795
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -1.952 Detected -1.557 Detected -1.755 0.016 GT Sens contig204 contig204 Os07g017       GATCTTT contig204 Solyc07g Solyc07g Os07g0175100 protein (Fragm     contig204 Solyc07g Os07g017       GO:00160 SL2.40ch AT5G6097TCP5  TCP5 (TE            chr5:245  3507.13 3201.57 1973.79 767.959 915.377 1161.86
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -1.656 Detected -1.113 Detected -1.384 0.071 GT Sens contig205 contig205 ATP-bind         GAAAGGAcontig205 Solyc03g Solyc03g ATP-binding cassette (ABC) tra      contig205 Solyc03g ATP-bind         GO:00426 SL2.40ch AT5G6173ATATH11    ATATH11            chr5:248  28.4808 32.8674 11.1703 7.90751 10.2639 14.4354
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -3.377 Comprom -2.996 Comprom -3.186 0.004 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  30.0514 24.9505 8.06312 14.7901 2.78604 3.5029
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 -1.159 Detected -1.098 Detected -1.128 0.001 GT Sens contig205 contig205 Unknown   TTGGGG contig205 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig205 Solyc08g Unknown Protein (A  SL2.40ch AT4G21740.1 82.0752 66.4268 67.3021 66.1383 34.95 35.1939
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -2.445 Detected -2.307 Detected -2.376 0.002 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  84.6228 73.276 21.8034 30.3391 15.2853 16.2414
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 -1.140 Detected -1.128 Detected -1.134 0.045 GT Sens contig206 contig206 Starch sy                TACTTTA contig206 Solyc02g Solyc02g Starch synthase V (AHRD V1 **             contig206 Solyc02g Starch synthase V (A               SL2.40ch AT1G7310SUVH3, S   SUVH3 (S       chr1:274  64.005 70.6843 59.0618 44.0808 32.2596 31.3961
GT Sense Sense 0.979 Detected -0.979 Detected 0.000 -1.191 Detected -1.104 Detected -1.147 0.362 GT Sens contig206 contig206 Phytochro        ATAAAAC contig206 Solyc03g Solyc03g Phytochrome kinase substrate     contig206 Solyc03g Phytochrome kinase      SL2.40ch AT1G22520.2  unknown   chr1:795  53.7414 10.8078 14.8958 13.5158 11.1587 11.441
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 -1.479 Detected -0.859 Detected -1.169 0.138 GT Sens contig206 contig206 Mutator-li               AATTGTT contig206 Solyc08g Solyc08g Mutator-li               GO:00082 GO:00082   contig206 Solyc11g GRAS family transcr                 SL2.40ch AT3G17340.1  binding /    chr3:592  21.8551 28.6757 20.8739 28.7043 9.48833 14.0867
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.168 Detected -1.096 Detected -1.132 0.011 GT Sens contig206 contig206 Serine/thr                GCAGAAGcontig206 Solyc04g Solyc04g Serine/thr                GO:00191 GO:00191        contig206 Solyc04g Serine/thr                 GO:00191 SL2.40ch AT4G2139B120  B120; AT            chr4:113  6190.82 4120.87 3336.67 1267.13 2375.63 2411.4
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.968 Detected -1.995 Detected -1.981 0.000 GT Sens contig207 contig207 Polyprote      ATCTTGCcontig207 Solyc01g Solyc01g Polyprotein (Fragment) (AHRD   contig207 Solyc02g Unknown Protein (A  SL2.40ch AT3G12915.1 336.797 273.631 152.4 182.649 82.0227 77.7223
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 -2.029 Detected -1.568 Detected -1.798 0.023 GT Sens contig207 contig207 (R)-limone                TCTCTTCcontig207 Solyc05g Solyc05g (R)-limone                GO:00168 GO:00168  contig207 Solyc05g (R)-limone                 GO:00168 SL2.40ch AT1G6168TPS14, AT   TPS14 (T       chr1:227  60.0804 58.0667 44.7655 102.397 15.2962 20.3312
GT Sense Sense -0.656 Detected 0.656 Detected 0.000 -2.330 Detected -0.873 Detected -1.602 0.244 GT Sens contig207 contig207 Phytosulf             ATCACCAcontig207 Solyc02g Solyc02g Phytosulf             GO:00055 GO:00055  contig207 Solyc02g Phytosulf              GO:00055 SL2.40ch AT2G22942.1  growth fa   chr2:976  121.119 235.033 76.8011 26.7644 35.4641 93.9915
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.435 Detected -1.316 Detected -1.376 0.009 GT Sens contig207 contig207 Ribosoma                ATCGAGGcontig207 Solyc08g Solyc08g Ribosoma                GO:00037 GO:00037    contig207 Solyc08g Ribosoma                 GO:00037 SL2.40ch AT2G31610.1  40S ribos      chr2:134  50.0134 33.062 30.3344 19.0429 15.89 16.6638
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -1.175 Detected -1.886 Detected -1.531 0.050 GT Sens contig207 contig207 Unknown   TTTGCGGcontig207 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig207 Solyc12g Unknown Protein (A  SL2.40ch AT4G35560.1  FUNCTIO                                                                                            chr4:168  84.2267 69.5418 31.566 36.1099 35.8142 21.1312
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.061 Detected -1.198 Detected -1.130 0.007 GT Sens contig208 contig208 Unknown   GGCAATGcontig208 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig208 Solyc12g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 77.7443 66.7215 40.6339 51.2651 36.4722 32.0238
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -4.268 Detected -1.801 Detected -3.034 0.143 GT Sens contig208 contig208 SRC2 pro               TATACGAcontig208 Solyc01g Solyc01g SRC2 pro               GO:00055 GO:00055   contig208 Solyc01g SRC2 pro                GO:00055 SL2.40ch AT3G29180.1  unknown   chr3:111  6511.62 8618.96 2777.73 1045.29 410.958 2193.97
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.103 Detected -1.004 Detected -1.053 0.006 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  56.1743 39.9699 50.7083 41.6946 23.3136 24.1092
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.806 Detected -1.028 Detected -1.417 0.079 GT Sens contig209 contig209 Unknown   TATTTAT contig209 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig209 Solyc03g Unknown Protein (A  SL2.40ch AT5G41140.1  unknown   chr5:164  31.5644 31.1826 42.6097 25.8153 9.4802 15.7009
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 -1.812 Detected -1.703 Detected -1.758 0.013 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  76.0635 45.4922 40.1811 35.6498 17.6994 18.4332
GT Sense Sense -0.038 Detected 0.038 Detected 0.000 -1.702 Detected -1.424 Detected -1.563 0.008 GT Sens contig209 contig209 Unknown   GAGAGG contig209 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig209 Solyc04g Unknown Protein (A  SL2.40ch AT3G50270.1 412.531 339.72 266.504 255.333 121.575 142.338
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -0.807 Detected -1.196 Detected -1.001 0.064 GT Sens contig209 contig209 Reverse t                  TATAGAAcontig209 Solyc04g Solyc04g Reverse t                  GO:00062 GO:00062   contig209 Solyc03g006890.1.1 AT5G5838CIPK10, P     SIP1 (SO              chr5:235  31.5216 31.7243 30.7018 23.729 19.0994 14.0859
GT Sense Sense -1.071 Detected 1.071 Detected 0.000 -1.317 Detected -0.999 Detected -1.158 0.397 GT Sens contig210 contig210 Calmodul                CAACTGCcontig210 Solyc01g Solyc01g Calmodul                GO:00055 GO:00055  contig210 Solyc01g Calmodul                 GO:00055 SL2.40ch AT3G13600.1  calmodu     chr3:444  11.9999 41.3992 13.6854 3.42168 9.45754 11.3802
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 -1.613 Detected -1.778 Detected -1.695 0.011 GT Sens contig211 contig211 Unknown   ACGATCCcontig211 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig211 Solyc05g Unknown Protein (A  SL2.40ch AT5G1936CPK34  CPK34; A                  chr5:652  218.851 212.228 89.9662 107.35 74.461 64.1213
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -1.332 Detected -1.291 Detected -1.312 0.004 GT Sens contig211 contig211 1-aminocy                AAAGCTCcontig211 Solyc07g Solyc07g 1-aminocy                GO:00164 GO:00164      contig211 Solyc07g 1-aminocy                 GO:00454 SL2.40ch AT2G1959ACO1  ACO1 (AC       chr2:847  17094.8 11933.3 6327.07 3122.48 5993.92 5955
GT Sense Sense 0.141 Detected -0.141 Detected 0.000 -1.984 Detected -1.960 Detected -1.972 0.005 GT Sens contig211 contig211 Cell numb                  CCAGAGAcontig211 Solyc05g Solyc05g Cell number regulator 3 (AHRD               contig211 Solyc05g Cell number regulat                  SL2.40ch AT3G43990.1  bromo-ad       chr3:157  91.6062 58.8931 40.2702 52.2182 19.6181 19.2618
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.074 Detected -1.129 Detected -1.102 0.002 GT Sens contig211 contig211 Unknown   CAAAAAGcontig211 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig211 Solyc11g Unknown Protein (A  SL2.40ch AT5G4248ARC6  ARC6 (AC          chr5:169  36.1889 30.1747 16.7588 19.1936 16.5886 15.4144
GT Sense Sense -0.484 Detected 0.484 Detected 0.000 -2.428 Detected -1.287 Detected -1.857 0.131 GT Sens contig211 contig211 Phloem le     AGTATTGcontig211 Solyc00g Solyc00g Phloem lectin (AHRD V1 ***- Q8 contig211 Solyc00g Phloem le     GO:00302 SL2.40ch AT5G1705UGT78D2  UGT78D2              chr5:560  682.883 1044.33 620.846 70.6342 165.868 353.196
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -2.604 Detected -1.819 Detected -2.212 0.031 GT Sens contig212 contig212 Os07g017       TTGGTTGcontig212 Solyc12g Solyc12g Os07g0175100 protein (Fragm     contig212 Solyc12g Os07g017       GO:00160 SL2.40ch AT5G12010.1  unknown   chr5:387  1418.9 1201.46 416.486 179.295 226.907 377.578
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -0.974 Detected -1.146 Detected -1.060 0.016 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  25.2649 22.8539 14.8801 18.4634 12.9292 11.0783
GT Sense Sense -0.418 Detected 0.418 Detected 0.000 -2.560 Comprom -2.273 Comprom -2.417 0.032 GT Sens contig212 contig212 Retroelem       CTCTACAcontig212 Solyc07g Solyc07g Retroelement pol polyprotein-l     contig212 Solyc07g Retroelement pol po     SL2.40ch AT5G49770.1  leucine-r        chr5:202  10.6891 14.9106 12.0147 4.67349 2.26186 2.66583
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -0.802 Detected -1.272 Detected -1.037 0.051 GT Sens contig212 contig212 Photosys                      ATGTCTCcontig212 Solyc09g Solyc09g Photosys                      GO:00160 GO:00160   contig212 Solyc09g Photosys                       GO:00160 SL2.40ch ATCG003 PSAA  Encodes                      chrC:396  87.1044 74.5968 82.0094 79.5779 48.864 34.0552
GT Sense Sense 0.246 Detected -0.246 Detected 0.000 -0.985 Detected -2.288 Comprom -1.637 0.143 GT Sens contig213 contig213 Ribosoma        CCACCATcontig213 Solyc01g Solyc01g Ribosomal protein S3 (Fragme     contig213 Solyc11g Maturase (Fragment                SL2.40ch ATMG005 MATR  hypothet    chrM:144  32.2516 17.918 22.0503 27.7463 12.8366 5.02071
GT Sense Sense 0.041 Detected -0.041 Detected 0.000 -1.201 Detected -0.929 Detected -1.065 0.017 GT Sens contig214 contig214 RNA-direc                     TATGAAGcontig214 Solyc01g Solyc01g RNA-direc                     GO:00062 GO:00062   contig214 Solyc08g Dof zinc f                 GO:00037 SL2.40ch AT1G30010.1 109.939 81.2 106.304 51.6967 43.4411 50.6412
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 -1.065 Detected -0.997 Detected -1.031 0.035 GT Sens contig215 contig215 Unknown   CTTCTCAcontig215 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig215 Solyc00g Unknown Protein (A  SL2.40ch AT5G65650.1  unknown   chr5:262  3878 3969.77 3196.11 3216.95 1981.7 2005.49
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -3.937 Detected -1.676 Detected -2.806 0.131 GT Sens contig215 contig215 Harpin-ind               AATTATT contig215 Solyc02g Solyc02g Harpin-induced protein-like (Fr              contig215 Solyc02g Harpin-induced prot               SL2.40ch AT4G2672PPX1, PP   PPX1 (PR         chr4:134  2244.69 1735.35 828.171 315.374 136.202 630.214
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -0.808 Detected -1.917 Detected -1.363 0.138 GT Sens contig216 contig216 Expresse                   GAGAAAAcontig216 Solyc06g Solyc06g Expressed protein (Fragment)                 contig216 Solyc06g Expressed protein (                  SL2.40ch AT1G09610.1  unknown   chr1:311  109.951 73.4007 176.083 19.3137 54.2187 24.276
GT Sense Sense -0.202 Detected 0.202 Detected 0.000 -1.836 Detected -1.051 Detected -1.444 0.082 GT Sens contig216 contig216 Senescen              GTCAAAT contig216 Solyc07g Solyc07g Senescen              GO:00160 GO:00160   contig216 Solyc07g Senescen               GO:00160 SL2.40ch AT4G2805TET7  TET7 (TE   chr4:139  62178.2 64308.2 29834.3 18303.3 18714.9 31145.5
GT Sense Sense -1.532 Detected 1.532 Detected 0.000 -4.605 Detected -1.822 Detected -3.213 0.261 GT Sens contig216 contig216 Kunitz-typ                    CTGCTATcontig216 Solyc03g Solyc03g Kunitz-typ                    GO:00048 GO:00048        contig216 Solyc03g Kunitz-typ                     GO:00048 SL2.40ch AT1G17860.1  trypsin a           chr1:614  2966.56 19404.7 5050.46 489.934 329.525 2190.22
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 -0.927 Detected -1.452 Detected -1.190 0.054 GT Sens contig216 contig216 Porin/volt                 TTGGGTGcontig216 Solyc03g Solyc03g Porin/volt                 GO:00057 GO:00057      contig216 Solyc03g Porin/volt                  GO:00083 SL2.40ch AT1G51350.1  armadillo      chr1:190  1654.75 1527.67 1109.36 1442.75 883.498 593.081
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -1.070 Detected -0.985 Detected -1.027 0.017 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  32.8861 21.4496 16.6833 15.6007 13.3709 13.6915
GT Sense Sense 0.151 Detected -0.151 Detected 0.000 -3.505 Detected -1.284 Detected -2.394 0.166 GT Sens contig217 contig217 Ethylene                    TTGGAAGcontig217 Solyc08g Solyc08g Ethylene                    GO:00037 GO:00037         contig217 Solyc08g Ethylene                     GO:00037 SL2.40ch AT5G4722ATERF2, A    ERF2 (ET               chr5:191  3208.29 2033.05 1487.07 453.71 237.757 1070.23
GT Sense Sense -0.392 Detected 0.392 Detected 0.000 -1.808 Detected -1.143 Detected -1.476 0.103 GT Sens contig217 contig217 UDP-gluc            GTAGCTCcontig217 Solyc11g Solyc11g UDP-gluc            GO:00800 GO:00800    contig217 Solyc11g UDP-gluc             GO:00800 SL2.40ch AT1G0856SYP111, K    SYP111 (        chr1:270  132.444 178.211 101.013 19.011 46.3758 70.9589
GT Sense Sense -0.733 Detected 0.733 Detected 0.000 -0.927 Detected -1.338 Detected -1.133 0.275 GT Sens contig217 contig217 Auxin-res                 GAACAACcontig217 Solyc06g Solyc06g Auxin-responsive family prote                contig217 Solyc06g Auxin-responsive fa                 SL2.40ch AT1G4796C/VIF1, AT   C/VIF1 (C               chr1:176  4738.49 10228.4 5282.4 3026.92 3868.88 2809.74
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -1.499 Detected -0.838 Detected -1.168 0.081 GT Sens contig219 contig219 Expansin               CAAATCAcontig219 Solyc08g Solyc08g Expansin               GO:00055 GO:00055  contig219 Solyc08g Expansin                GO:00055 SL2.40ch AT1G6568ATEXPB2       ATEXPB2      chr1:244  10349.6 9668.45 8061.89 3620.02 3741.23 5708.85
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 -2.176 Detected -1.891 Detected -2.034 0.061 GT Sens contig219 contig219 Laccase 1            GGGCAC contig219 Solyc09g Solyc09g Laccase 1            GO:00480 GO:00480   contig219 Solyc09g Laccase 1             GO:00084 SL2.40ch AT5G0119LAC10  LAC10 (la     chr5:723  35.2306 55.7693 23.9591 43.5843 10.3662 12.1935
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 -1.363 Detected -0.976 Detected -1.169 0.044 GT Sens contig219 contig219 Unknown   GCTATGAcontig219 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig219 Solyc09g Universal               GO:00069 SL2.40ch AT5G52680.1 3888.77 3807.23 3654.25 2629.42 1581.45 1996.04
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -0.993 Detected -1.213 Detected -1.103 0.028 GT Sens contig219 contig219 NADH qui        TAAAAGGcontig219 Solyc08g Solyc08g NADH quinone oxidoreductase      contig219 Solyc08g NADH quinone oxido       SL2.40ch ATCG011 NDHH  Encodes                      chrC:122  395.819 382.974 277.793 304.937 206.744 171.373
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.046 Detected -0.986 Detected -1.016 0.002 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  498.641 375.128 427.007 327.75 221.357 222.827
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -0.991 Detected -1.795 Detected -1.393 0.075 GT Sens contig220 contig220 Photosys                      GATATTT contig220 Solyc01g Solyc01g Photosys                      GO:0006350 contig220 Solyc01g Photosys                       GO:00063 SL2.40ch ATCG003 PSAA  Encodes                      chrC:396  91.5552 75.237 46.4327 43.8439 44.1187 24.4073
GT Sense Sense -1.260 Detected 1.260 Detected 0.000 -1.638 Detected -1.243 Detected -1.440 0.376 GT Sens contig220 contig220 Glutamine       ATTCTCGcontig220 Solyc06g Solyc06g Glutamine-dependent NAD+ sy     contig220 Solyc06g Glutamine-depende       SL2.40ch AT3G51560.1  ATP bind         chr3:191  20.5978 92.3841 10.2999 5.67029 14.8146 18.8035
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.067 Detected -1.315 Detected -1.191 0.012 GT Sens contig220 contig220 Ankyrin re             GAAAAAT contig220 Solyc08g Solyc08g Ankyrin re             GO:00152 GO:00152    contig220 Solyc08g Ankyrin re              GO:00152 SL2.40ch AT4G13266.1  unknown   chr4:770  369.778 304.305 183.755 161.446 169.224 137.532
GT Sense Sense 1.336 Detected -1.336 Detected 0.000 -2.573 Comprom -2.544 Comprom -2.558 0.196 GT Sens contig221 contig221 1-aminocy                 ACAGCGTcontig221 Solyc02g Solyc02g 1-aminocy                 GO:00164 GO:00164    contig221 Solyc03g E3 ubiqui                 GO:00055 SL2.40ch AT5G46410.2  NLI intera       chr5:188  114.751 14.0659 8.55429 12.1312 7.13429 7.03112
GT Sense Sense -0.666 Detected 0.666 Detected 0.000 -2.941 Comprom -3.212 Comprom -3.077 0.046 GT Sens contig221 contig221 Unknown   GGTTGAAcontig221 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig221 Solyc06g Unknown Protein (A  SL2.40ch AT1G43020.4  unknown   chr1:161  11.7063 23.0438 4.76764 3.79333 2.26051 1.80819
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.913 Detected -1.526 Detected -1.720 0.013 GT Sens contig221 contig221 Unknown   GTGATTTcontig221 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig221 Solyc08g Unknown Protein (A  SL2.40ch AT2G35290.1  unknown   chr2:148  4905.75 4108.52 1699.04 1001.1 1259.72 1590.56
GT Sense Sense -0.614 Detected 0.614 Detected 0.000 -1.399 Detected -0.918 Detected -1.158 0.221 GT Sens contig221 contig221 Chalcone                 GTGTATGcontig221 Solyc01g Solyc01g Chalcone                 GO:00081 GO:00081  contig221 Solyc01g Chalcone                  GO:00084 SL2.40ch AT4G34850.1  chalcone       chr4:166  19.6882 36.0304 14.1834 10.3355 10.6768 14.3873
GT Sense Sense -0.494 Detected 0.494 Detected 0.000 -2.094 Detected -1.083 Detected -1.589 0.154 GT Sens contig222 contig222 AN1-type                 TAACCCCcontig222 Solyc02g Solyc02g AN1-type                 GO:00055 GO:00055      contig222 Solyc02g Zinc finge                    GO:00036 SL2.40ch AT3G282 PMZ  PMZ; zinc    chr3:105  5000.87 7753.49 4108.26 1201.35 1541.59 2998.4
GT Sense Sense -0.657 Detected 0.657 Detected 0.000 -1.048 Detected -1.093 Detected -1.070 0.245 GT Sens contig222 contig222 Blue copp             CTTCTAAcontig222 Solyc02g Solyc02g Blue copp             GO:00090 GO:00090   contig222 Solyc02g Blue copp              GO:00090 SL2.40ch AT5G285 BGLU24  BGLU24             chr5:104  233.293 453.374 251.011 356.559 166.187 155.608
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -3.411 Detected -1.829 Detected -2.620 0.083 GT Sens contig222 contig222 Gibberelli                CTTAGGTcontig222 Solyc10g Solyc10g Gibberelli                GO:00040 GO:00040   contig222 Solyc10g Gibberelli                 GO:00040 SL2.40ch AT1G47480.1  hydrolas   chr1:174  1955.37 1254.34 480.439 132.627 155.574 449.846
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.773 Detected -1.301 Detected -1.537 0.025 GT Sens contig222 contig222 Calmodul       ATCTTAA contig222 Solyc01g Solyc01g Calmodulin binding protein (AH    contig222 Solyc01g Calmodul       GO:00055 SL2.40ch AT3G13600.1  calmodu     chr3:444  57.0608 40.0569 21.2636 5.51462 14.7892 19.7972
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -1.890 Detected -1.365 Detected -1.628 0.032 GT Sens contig223 contig223 Lipid tran                    GAGAGAGcontig223 Solyc03g Solyc03g Lipid tran                    GO:00068 GO:00068  contig223 Solyc03g Lipid tran                     GO:00068 SL2.40ch AT1G64235.1  protease         chr1:238  1812.94 1734.01 878.832 1437.63 505.669 702.169
GT Sense Sense -0.451 Detected 0.451 Detected 0.000 -3.032 Detected -2.077 Detected -2.555 0.060 GT Sens contig224 contig224 Predicted        TACTTGAcontig224 Solyc02g Solyc02g Predicted by genscan and gen     contig224 Solyc02g Predicted by gensca       SL2.40ch AT2G2710SE  SE (SERR        chr2:115  6706.68 9798.74 4262.97 1486.16 1047.11 1959.87
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -3.027 Comprom -2.382 Comprom -2.704 0.021 GT Sens contig224 contig224 GRF zinc                GCTCAAGcontig224 Solyc03g Solyc03g GRF zinc                GO:00082 GO:00082   contig224 Solyc03g GRF zinc                 GO:00082 SL2.40ch AT5G40340.1  PWWP do    chr5:161  30.4085 32.7171 12.0137 10.657 4.09084 6.17373
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -2.480 Detected -1.364 Detected -1.922 0.090 GT Sens contig224 contig224 ABC trans                  ACGTTACcontig224 Solyc09g Solyc09g ABC trans                  GO:00171 GO:00171         contig224 Solyc09g ABC trans                   GO:00426 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  22004.3 24999.4 12206.2 4464.06 4442.65 9294.93
GT Sense Sense -0.566 Detected 0.566 Detected 0.000 -1.534 Detected -1.059 Detected -1.297 0.169 GT Sens contig224 contig224 Cytochro                 CCAAGTGcontig224 Solyc01g Solyc01g Cytochro                 GO:00198 GO:00198   contig224 Solyc01g Cytochro  GO:00198 SL2.40ch AT5G5726CYP71B1   CYP71B1               chr5:231  41.213 70.6177 42.5525 94.6221 19.6877 26.411
GT Sense Sense -0.437 Detected 0.437 Detected 0.000 -2.415 Detected -1.662 Detected -2.038 0.072 GT Sens contig225 contig225 cDNA clon         GGAGTTTcontig225 Solyc02g Solyc02g cDNA clone J100026I16 full ins      contig225 Solyc02g cDNA clone J100026        SL2.40ch AT5G01520.1  zinc finge        chr5:206  993.151 1422.13 581.384 161.462 235.581 383.181
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -2.369 Comprom -3.671 Comprom -3.020 0.051 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  21.4352 24.4944 3.09908 11.4644 4.68841 1.83561
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 -1.795 Detected -1.172 Detected -1.483 0.076 GT Sens contig225 contig225 BZIP trans      GCTGCTGcontig225 Solyc05g Solyc05g BZIP transcription factor (AHRD   contig225 Solyc05g BZIP transcription fa     SL2.40ch ATCG001 RPOC2  RNA poly     chrC:159  183.819 218.098 131.524 65.7883 60.999 90.652
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 -1.360 Comprom -2.137 Comprom -1.748 0.050 GT Sens contig226 contig226 Unknown   TCTTGAGcontig226 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig226 Solyc10g Unknown Protein (A  SL2.40ch AT3G19310.1  phospho       chr3:669  13.1379 12.1765 5.22605 3.64989 5.20892 2.9334
GT Sense Sense -0.936 Detected 0.936 Detected 0.000 -2.513 Detected -1.931 Detected -2.222 0.152 GT Sens contig226 contig226 Nitric oxid                  TTAGGAAcontig226 Solyc11g Solyc11g Nitric oxide reductase FlRd-NA                 contig226 Solyc11g Nitric oxide reductas                  SL2.40ch AT5G22140.1  pyridine      chr5:734  284.134 812.925 113.47 57.1172 88.9903 128.595
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.022 Detected -1.266 Detected -1.144 0.011 GT Sens contig227 contig227 Unknown   AATCTTT contig227 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig227 Solyc11g Unknown Protein (A  SL2.40ch AT4G27654.1 263.886 211.654 137.44 158.618 122.957 100.257
GT Sense Sense 0.406 Detected -0.406 Detected 0.000 -3.069 Comprom -3.665 Comprom -3.367 0.022 GT Sens contig227 contig227 Polyubiqu             AGATTGTcontig227 Solyc07g Solyc07g Polyubiquitin (Fragment) (AHR            contig227 Solyc02g ABC-type                 GO:00053 SL2.40ch AT3G52700.1  unknown   chr3:195  82.8977 36.9155 29.6468 16.7385 6.96649 4.45088
GT Sense Sense -1.264 Detected 1.264 Detected 0.000 -4.737 Detected -1.256 Detected -2.997 0.298 GT Sens contig228 contig228 Peroxidas                GAAGTATcontig228 Solyc02g Solyc02g Peroxidas                GO:00161 GO:00161   contig228 Solyc02g Peroxidas                 GO:00161 SL2.40ch AT3G0142ALPHA-DO     DOX1; lip   chr3:159  318.948 1437.18 219.254 26.0175 26.8259 289.154
GT Sense Sense -0.514 Detected 0.514 Detected 0.000 -2.768 Detected -0.821 Detected -1.794 0.245 GT Sens contig228 contig228 PHD-finge        TTGAGTTcontig228 Solyc03g Solyc03g PHD-finger family protein expr     contig228 Solyc03g PHD-finger family pr      SL2.40ch AT5G0990EMB2107     EMB2107     chr5:308  196.014 312.288 59.6473 10.0118 38.3854 142.945
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.273 Detected -1.178 Detected -1.226 0.048 GT Sens contig228 contig228 Os03g016       GACCTCAcontig228 Solyc04g Solyc04g Os03g0169900 protein (Fragm     contig228 Solyc04g Os03g0169900 prote      SL2.40ch AT5G64850.1  unknown   chr5:259  37.8433 43.2712 15.9226 38.5833 17.6941 18.2429
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.176 Detected -0.892 Detected -1.034 0.024 GT Sens contig228 contig228 Unknown   TCCGTGGcontig228 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig228 Solyc08g Rab GDP                GO:00050 SL2.40ch AT5G09550.1  RAB GDP    chr5:296  220.796 154.686 143.444 158.846 86.4189 101.631
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.806 Detected -2.033 Detected -1.920 0.008 GT Sens contig229 contig229 Reverse t                 TCCGTTGcontig229 Solyc12g Solyc12g Reverse t                 GO:00062 GO:00062   contig229 Solyc11g028190.1.1 AT3G47590.1  esterase/     chr3:175  59.1163 55.3829 20.6443 29.4652 17.2945 14.2633
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 -1.597 Comprom -0.824 Comprom -1.210 0.127 GT Sens contig229 contig229 1-aminocy                ATCCTTCcontig229 Solyc06g Solyc06g 1-aminocy                GO:00166 GO:00166                              contig229 Solyc06g 1-aminocy                 GO:00167 SL2.40ch AT1G77330.1  1-aminoc         chr1:290  10.7628 12.4575 12.9042 3.25049 4.0454 6.67539
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -2.223 Comprom -2.433 Comprom -2.328 0.002 GT Sens contig230 contig230 Polyprote      GGACAATcontig230 Solyc01g Solyc01g Polyprotein-like related (AHRD   contig230 Solyc01g Polyprotein-like rela     SL2.40ch AT4G34310.1  unknown   chr4:164  36.67 29.6963 12.3835 14.0699 7.46896 6.23329
GT Sense Sense -0.582 Detected 0.582 Detected 0.000 -3.559 Detected -0.940 Detected -2.250 0.257 GT Sens contig230 contig230 Fatty acid                GTAGATAcontig230 Solyc12g Solyc12g Fatty acid                GO:00551 GO:00551  contig230 Solyc12g Fatty acid                 GO:00551 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  342.033 598.819 100.013 67.2091 40.5702 240.709
GT Sense Sense -0.840 Detected 0.840 Detected 0.000 -3.773 Detected -2.802 Detected -3.287 0.077 GT Sens contig230 contig230 ABC trans                  CCTAATGcontig230 Solyc05g Solyc05g ABC trans                  GO:00168 GO:00168    contig230 Solyc05g ABC trans                   GO:00085 SL2.40ch AT1G1784WBC11, A      WBC11 (W                  chr1:614  1086.95 2721.99 139.94 60.5935 133.013 251.692
GT Sense Sense -0.286 Detected 0.286 Detected 0.000 -1.179 Comprom -1.019 Comprom -1.099 0.066 GT Sens contig230 contig230 Unknown   TTTGTCT contig230 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig230 Solyc02g Unknown Protein (A  SL2.40ch AT1G04171.1  unknown   chr1:110  12.6725 14.7288 15.2206 5.99048 6.37583 6.87685
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -1.238 Detected -1.368 Detected -1.303 0.019 GT Sens contig231 contig231 Unknown   GAAGCGAcontig231 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig231 Solyc05g Unknown Protein (A  SL2.40ch AT1G15290.1  binding  chr1:525  9655.65 9527.85 5790.5 6098.67 4298.46 3792.9
GT Sense Sense -0.696 Detected 0.696 Detected 0.000 -3.241 Detected -1.299 Detected -2.270 0.198 GT Sens contig231 contig231 Pirin-like            GATTAACcontig231 Solyc09g Solyc09g Pirin-like            GO:00037 GO:00037    contig231 Solyc09g Pirin-like             GO:00055 SL2.40ch AT2G43120.1  pirin, put   chr2:179  13554.9 27816 13645.6 3191.43 2171.33 8052.55
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -2.083 Detected -2.280 Detected -2.181 0.003 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  253.14 214.263 94.4859 127.063 58.0848 48.9395
GT Sense Sense -0.602 Detected 0.602 Detected 0.000 -2.114 Detected -2.298 Detected -2.206 0.069 GT Sens contig232 contig232 Mutant re         AAGAGTCcontig232 Solyc08g Solyc08g Mutant required to maintain re      contig232 Solyc08g061390.1.1 #N/A #N/A #N/A #N/A 753.676 1357.28 398.778 186.144 246.989 209.895
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -2.459 Comprom -2.755 Comprom -2.607 0.004 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  28.145 24.983 10.1021 10.8675 5.09712 4.00922
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 -1.385 Detected -0.967 Detected -1.176 0.052 GT Sens contig233 contig233 Glutamate                     TGGGAATcontig233 Solyc06g Solyc06g Glutamate                     GO:00052 GO:00052      contig233 Solyc06g Glutamate                      GO:00052 SL2.40ch AT5G112 ATGLR2.5    ATGLR2.       chr5:357  277.259 279.43 160.391 143.837 112.659 145.273
GT Sense Sense -0.263 Detected 0.263 Detected 0.000 -1.405 Detected -1.622 Detected -1.513 0.034 GT Sens contig233 contig233 Unknown   TCAGTTCcontig233 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig233 Solyc00g166690.1.1 AT1G48400.1  F-box fam    chr1:178  128.328 144.473 96.3169 53.5418 54.3468 45.1328
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 -2.591 Detected -1.361 Detected -1.976 0.126 GT Sens contig233 contig233 Diacylglyc                 AGGATACcontig233 Solyc05g Solyc05g Diacylglyc                 GO:00041 GO:00041   contig233 Solyc05g Diacylglyc                  GO:00041 SL2.40ch AT5G6377ATDGK2  ATDGK2       chr5:255  268.537 405.513 142.837 50.964 57.8747 131.048
GT Sense Sense -0.485 Detected 0.485 Detected 0.000 -1.915 Detected -1.269 Detected -1.592 0.112 GT Sens contig234 contig234 UDP-D-glu               TACATAGcontig234 Solyc05g Solyc05g UDP-D-glu               GO:00059 GO:00059       contig234 Solyc05g UDP-D-glu                GO:00503 SL2.40ch AT4G001 GAE3  GAE3 (UD        chr4:387  63.527 97.2346 73.7509 34.1448 22.0272 33.2694
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -2.001 Detected -1.841 Detected -1.921 0.005 GT Sens contig234 contig234 Unknown   GGTCAAGcontig234 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig234 Solyc04g Unknown Protein (A  SL2.40ch AT4G3965GGT2  GGT2 (GA        chr4:184  6482.8 5945.41 3039.96 2089.22 1639.07 1768.64
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.280 Detected -0.898 Detected -1.089 0.039 GT Sens contig235 contig235 Armadillo                TCTAATC contig235 Solyc03g Solyc03g Armadillo                GO:00054 GO:00054 contig235 Solyc03g Armadillo                 GO:00054 SL2.40ch AT3G03440.1  armadillo      chr3:815  550.413 366.489 216.98 209.505 195.495 245.859
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -0.968 Comprom -1.542 Comprom -1.255 0.049 GT Sens contig235 contig235 G2/M pha                 GTGGCC contig235 Solyc12g Solyc12g G2/M pha                 GO:00082 GO:00082   contig235 Solyc12g G2/M pha                  GO:00082 SL2.40ch AT5G4679MSP2  MSP2 (m     chr5:189  19.4679 15.6207 17.6606 20.7791 9.41925 6.10855
GT Sense Sense 0.179 Detected -0.179 Detected 0.000 -1.226 Detected -1.389 Detected -1.307 0.022 GT Sens contig236 contig236 Unknown   ATATGGCcontig236 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig236 Solyc09g Unknown Protein (A  SL2.40ch AT5G15870.1  glycosyl      chr5:518  170.617 103.997 194.963 249.601 60.1843 51.9023
GT Sense Sense -0.643 Detected 0.643 Detected 0.000 -2.662 Comprom -2.437 Comprom -2.550 0.060 GT Sens contig236 contig236 MLO-like              GGCACATcontig236 Solyc02g Solyc02g MLO-like              GO:00160 GO:00160   contig236 Solyc02g MLO-like               GO:00055 SL2.40ch AT3G16660.1  unknown   chr3:567  21.0417 40.0841 15.2979 11.2871 4.84903 5.47099
GT Sense Sense 0.840 Detected -0.840 Detected 0.000 -1.320 Detected -1.068 Detected -1.194 0.295 GT Sens contig236 contig236 Unknown   TCATGGGcontig236 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig236 Solyc11g Unknown Protein (A  SL2.40ch AT1G78480.1  prenyltra      chr1:295  755.72 184.237 188.279 149.61 157.913 181.645
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.240 Detected -0.893 Detected -1.067 0.043 GT Sens contig236 contig236 Zinc finge       CATAACCcontig236 Solyc07g Solyc07g Zinc finger family protein (AHR    contig236 Solyc07g Zinc finger family pr     SL2.40ch AT3G5695SIP2;1, SI   SIP2;1; tr   chr3:210  5044.39 4854.14 3371.12 2234.9 2213.38 2719.44
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -2.366 Detected -1.780 Detected -2.073 0.023 GT Sens contig236 contig236 UDP-gluc             TTGTGCAcontig236 Solyc08g Solyc08g UDP-gluc             GO:00081 GO:00081    contig236 Solyc08g UDP-gluc              GO:00800 SL2.40ch AT1G2410UGT74B1  UGT74B1            chr1:852  308.085 287.97 175.599 119.649 61.0463 88.4795
GT Sense Sense -0.582 Detected 0.582 Detected 0.000 -2.850 Comprom -2.408 Comprom -2.629 0.052 GT Sens contig237 contig237 Glycosylt                 AAATCGAcontig237 Solyc05g Solyc05g Glycosylt                 GO:00167 GO:00167     contig237 Solyc05g Glycosylt                  GO:00167 SL2.40ch AT4G15240.1  fringe-rel    chr4:870  11.7571 20.5842 15.8633 3.90195 2.28065 2.99181
GT Sense Sense -0.783 Detected 0.783 Detected 0.000 -1.076 Detected -1.322 Detected -1.199 0.269 GT Sens contig238 contig238 Homeodo                TTTCAAA contig238 Solyc06g Solyc06g Homeodo                GO:00037 GO:00037           contig238 Solyc06g Homeodo                 GO:00037 SL2.40ch AT4G0502NDB2  NDB2 (NA           chr4:257  18.7663 43.4091 18.3356 11.5156 14.3036 11.6502
GT Sense Sense -0.456 Detected 0.456 Detected 0.000 -3.437 Detected -1.290 Detected -2.364 0.180 GT Sens contig238 contig238 Tropinon               GGATGG contig238 Solyc04g Solyc04g Tropinon               GO:00436 GO:00436   contig238 Solyc04g Tropinon                GO:00436 SL2.40ch AT1G07440.1  tropinone        chr1:228  11196 16476.4 8786.25 1652.6 1325.65 5665.77
GT Sense Sense -1.657 Detected 1.657 Detected 0.000 -4.205 Comprom -4.046 Comprom -4.126 0.131 GT Sens contig238 contig238 Polyprote     CGAAAAT contig238 Solyc11g Solyc11g Polyprotein (AHRD V1 *-*- Q94Kcontig238 Solyc11g Polyprotein (AHRD V   SL2.40ch AT5G18360.1  disease r       chr5:608  10.9216 84.8533 5.724 5.02562 1.74471 1.88004
GT Sense Sense -0.186 Detected 0.186 Detected 0.000 -1.529 Detected -2.133 Detected -1.831 0.036 GT Sens contig239 contig239 Ethylene-                    TATTTGGcontig239 Solyc06g Solyc06g Ethylene-                    GO:00165 GO:00165    contig239 Solyc06g Ethylene-                     GO:00165 SL2.40ch AT1G12630.1  DNA bind        chr1:429  85.6494 86.5838 44.1418 13.3653 31.5471 20.0276
GT Sense Sense -0.637 Detected 0.637 Detected 0.000 -3.234 Comprom -0.915 Detected -2.074 0.258 GT Sens contig239 contig239 Glutathion               ATTATAG contig239 Solyc12g Solyc12g Glutathione transferase (AHRD             contig239 Solyc12g Glutathione transfer               SL2.40ch AT2G2945ATGSTU5     ATGSTU5             chr2:126  18.9 35.7445 26.7229 4.78703 2.91903 14.0691
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 -2.262 Detected -1.327 Detected -1.794 0.090 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  162.399 203.488 195.027 25.0066 40.0633 73.9344
GT Sense Sense -0.494 Detected 0.494 Detected 0.000 -1.715 Detected -0.961 Detected -1.338 0.164 GT Sens contig239 contig239 Strictosid                GACAAAT contig239 Solyc03g Solyc03g Strictosid                GO:00040 GO:00040    contig239 Solyc03g Strictosid                 GO:00055 SL2.40ch AT5G46150.1  LEM3 (lig           chr5:187  371.214 575.671 355.064 561.88 148.844 242.279
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 -1.129 Detected -1.221 Detected -1.175 0.082 GT Sens contig239 contig239 Cellulose              CATTGTT contig239 Solyc07g Solyc07g Cellulose              GO:00167 GO:00167     contig239 Solyc07g Cellulose               GO:00167 SL2.40ch AT5G1742IRX3, CES     IRX3 (IRR       chr5:573  161.398 206.343 122.845 178.543 88.2112 79.8699
GT Sense Sense -0.975 Detected 0.975 Detected 0.000 -3.780 Detected -1.617 Detected -2.698 0.205 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  2478.57 7487.39 2223.23 155.254 331.465 1432.98
GT Sense Sense 0.094 Detected -0.094 Detected 0.000 -1.085 Detected -1.088 Detected -1.086 0.007 GT Sens contig239 contig239 A IG002N                   ATCAGTCcontig239 Solyc01g Solyc01g A IG002N                   GO:00056 GO:00056 contig239 Solyc01g A IG002N                    GO:00056 SL2.40ch AT4G24320.1  ubiquitin   chr4:126  270.998 185.921 114.401 53.5431 111.832 107.749
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -2.431 Detected -2.423 Detected -2.427 0.002 GT Sens contig239 contig239 Reverse t      ACAGTGAcontig239 Solyc03g Solyc03g Reverse transcriptase (Fragme     contig239 Solyc06g Integrase core doma       SL2.40ch AT5G67610.2  unknown   chr5:269  2857.17 2592.18 865.219 972.063 533.52 517.697
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.795 Detected -1.531 Detected -1.663 0.006 GT Sens contig239 contig239 Unknown   TCTTAGCcontig239 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig239 Solyc01g Unknown Protein (A  SL2.40ch AT5G50540.1  unknown   chr5:205  209.616 159.911 78.2373 92.2962 55.7485 64.6505
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -2.246 Comprom -0.969 Detected -1.607 0.136 GT Sens contig240 contig240 Harpin-ind              GATTAGAcontig240 Solyc11g Solyc11g Harpin-induced 1 (AHRD V1 ***           contig240 Solyc11g Harpin-induced 1 (A             SL2.40ch AT5G16870.1  aminoacy    chr5:554  19.4834 19.5693 12.5454 15.8143 4.35075 10.1776
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.739 Detected -1.030 Detected -1.384 0.068 GT Sens contig240 contig240 Os03g081                  GACACTTcontig240 Solyc06g Solyc06g Os03g0816700 protein (Fragm                 contig240 Solyc06g Os03g0816700 prote                  SL2.40ch AT1G6668AR401  AR401  chr1:248  2983.16 1914.73 1383.84 771.385 756.713 1194.54



GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -2.068 Detected -1.660 Detected -1.864 0.037 GT Sens contig241 contig241 Stearoyl-a                   GTGCACAcontig241 Solyc06g Solyc06g Stearoyl-a                   GO:00047 GO:00047    contig241 Solyc06g Stearoyl-a                    GO:00047 SL2.40ch AT1G43800.1  acyl-(acy         chr1:165  1578.2 1892.94 962.645 2628.23 435.55 557.943
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 -1.621 Detected -1.692 Detected -1.657 0.003 GT Sens contig241 contig241 cDNA clon         TCTGATT contig241 Solyc10g Solyc10g cDNA clone J013057C16 full in      contig241 Solyc10g cDNA clone J013057        SL2.40ch AT3G20730.1  pentatric      chr3:724  3987.74 3489.69 4707.62 4159.48 1281.63 1178.07
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -1.178 Detected -1.139 Detected -1.159 0.003 GT Sens contig242 contig242 Receptor-                AGTCCATcontig242 Solyc03g Solyc03g Receptor-                GO:0005529 contig242 Solyc03g Receptor-                 GO:00055 SL2.40ch AT5G6090RLK1  RLK1 (RE                       chr5:244  5851.7 4956.45 3575.66 2494.78 2515.79 2494.42
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 -2.960 Comprom -1.110 Detected -2.035 0.165 GT Sens contig242 contig242 Fatty acid                GGTGTCCcontig242 Solyc12g Solyc12g Fatty acid                GO:00551 GO:00551  contig242 Solyc12g Fatty acid                 GO:00551 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  21.645 22.4854 5.20491 1.87935 2.99645 10.429
GT Sense Sense -0.499 Detected 0.499 Detected 0.000 -1.190 Detected -0.874 Detected -1.032 0.188 GT Sens contig243 contig243 Unknown   GCTCAGAcontig243 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig243 Solyc12g Unknown Protein (A  SL2.40ch AT4G20790.1  leucine-r      chr4:111  4181.63 6532.12 5066.76 2177.85 2420.31 2909.32
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 -2.336 Detected -0.986 Detected -1.661 0.141 GT Sens contig243 contig243 CXE carb               CATGAGTcontig243 Solyc07g Solyc07g CXE carb               GO:00040 GO:00040   contig243 Solyc07g CXE carb                GO:00040 SL2.40ch AT4G01760.1  DC1 dom    chr4:759  1730.47 1742.76 833.376 309.273 363.538 894.772
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 -1.866 Detected -1.548 Detected -1.707 0.012 GT Sens contig243 contig243 SEC14-lik                ATGTTCAcontig243 Solyc11g Solyc11g SEC14-lik                GO:00056 GO:00056 contig243 Solyc03g Diphosph                  GO:00084 SL2.40ch #N/A #N/A #N/A #N/A 2968.05 2697.86 1845.22 1177.78 820.627 987.448
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -2.754 Detected -1.550 Detected -2.152 0.070 GT Sens contig243 contig243 Beta-ocim              GGAACTCcontig243 Solyc05g Solyc05g Beta-ocim              GO:00505 GO:00505      contig243 Solyc06g Sister chromatid co        SL2.40ch #N/A #N/A #N/A #N/A 17795 14697 9239.37 2814.3 2534.49 5633.53
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 -3.255 Comprom -1.283 Detected -2.269 0.157 GT Sens contig244 contig244 HAT famil                   CAAGAGGcontig244 Solyc11g Solyc11g HAT famil                   GO:00036 GO:00036  contig244 Solyc11g HAT famil                    GO:00036 SL2.40ch AT2G42450.1  lipase cla      chr2:176  52.2247 27.7364 17.9432 28.2437 4.21389 15.9632
GT Sense Sense -0.299 Detected 0.299 Detected 0.000 -5.109 Detected -1.191 Detected -3.150 0.253 GT Sens contig244 contig244 Calmodul      AAGTTAAcontig244 Solyc07g Solyc07g Calmodulin-binding protein (AH    contig244 Solyc07g Calmodul      GO:00055 SL2.40ch AT2G26190.1  calmodu     chr2:111  1445.95 1710.56 344.903 66.5951 48.1705 703.053
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -2.355 Detected -2.423 Detected -2.389 0.002 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  93.436 83.3287 25.3612 32.9795 18.2313 16.7866
GT Sense Sense -0.412 Detected 0.412 Detected 0.000 -1.897 Comprom -1.802 Comprom -1.850 0.047 GT Sens contig244 contig244 Reverse t                   AATAATC contig244 Solyc12g Solyc12g Reverse t                   GO:00062 GO:00062   contig244 Solyc12g Genomic DNA chrom         SL2.40ch AT2G1548UGT73B5  UGT73B5             chr2:675  13.8849 19.2168 14.0306 15.4695 4.63629 4.77856
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -1.129 Detected -0.927 Detected -1.028 0.025 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  88.6732 83.2959 53.5372 59.1864 41.528 46.1066
GT Sense Sense -0.834 Detected 0.834 Detected 0.000 -3.762 Detected -2.394 Detected -3.078 0.104 GT Sens contig244 contig244 WRKY tra               AGAAAGGcontig244 Solyc04g Solyc04g WRKY tra               GO:0045449 contig244 Solyc04g WRKY tra                GO:00454 SL2.40ch AT5G648 WRKY51,   WRKY51;    chr5:259  148.172 368.126 103.701 60.4761 18.1899 45.3241
GT Sense Sense -0.459 Detected 0.459 Detected 0.000 -1.992 Detected -1.515 Detected -1.753 0.077 GT Sens contig244 contig244 CM0216.2                  GTATCAAcontig244 Solyc04g Solyc04g CM0216.210.nc protein (AHRD                contig244 Solyc04g CM0216.210.nc prot                  SL2.40ch AT1G76240.1  unknown   chr1:286  261.419 385.986 140.193 98.4372 84.4049 113.427
GT Sense Sense 0.221 Detected -0.221 Detected 0.000 -4.717 Comprom -2.646 Comprom -3.682 0.074 GT Sens contig245 contig245 Transmem                  CCATATAcontig245 Solyc05g Solyc05g Transmem                  GO:00048 GO:00048       contig245 Solyc05g Transmem                   GO:00055 SL2.40ch AT2G24170.1  endomem      chr2:102  59.0632 33.964 11.8664 2.04987 1.79919 7.30164
GT Sense Sense -0.508 Detected 0.508 Detected 0.000 -1.621 Detected -0.801 Detected -1.211 0.205 GT Sens contig245 contig245 Zinc finge                CAGAAACcontig245 Solyc08g Solyc08g Zinc finge                GO:00037 GO:00037       contig245 Solyc08g Zinc finge                 GO:00055 SL2.40ch AT2G2450FZF  FZF; tran    chr2:104  524.821 829.528 473.601 296.666 226.755 386.431
GT Sense Sense -0.433 Detected 0.433 Detected 0.000 -1.366 Detected -0.947 Detected -1.156 0.138 GT Sens contig245 contig245 Xylogluca                 CAGTCCGcontig245 Solyc08g Solyc08g Xylogluca                 GO:00059 GO:00059          contig245 Solyc08g Xylogluca                  GO:00167 SL2.40ch AT1G3217XTR4, XT   XTR4 (XY                  chr1:115  93.0537 132.587 68.0683 50.3709 45.5575 58.7761
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 -3.152 Detected -1.401 Detected -2.276 0.123 GT Sens contig245 contig245 Long cell       AAGAGCTcontig245 Solyc01g Solyc01g Long cell-linked locus protein    contig245 Solyc01g Long cell-linked locu      SL2.40ch AT4G16790.1  hydroxyp      chr4:945  280.729 258.409 112.661 43.9065 32.0196 104.091
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -2.710 Detected -1.867 Detected -2.289 0.033 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  833.701 596.156 232.078 757.4 113.844 197.214
GT Sense Sense -0.874 Detected 0.874 Detected 0.000 -3.324 Comprom -2.076 Detected -2.700 0.128 GT Sens contig246 contig246 Unknown   GTTCACGcontig246 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig246 Solyc04g Unknown Protein (A  SL2.40ch AT4G02810.1  unknown   chr4:125  35.8923 94.21 18.9524 10.3223 6.13591 14.0693
GT Sense Sense -0.805 Detected 0.805 Detected 0.000 -6.258 Detected -1.703 Detected -3.981 0.241 GT Sens contig247 contig247 Cytochro                 CAAGCAGcontig247 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig247 Solyc04g cytochrom  GO:00198 SL2.40ch AT4G1535CYP705A   CYP705A               chr4:876  481.662 1148.91 303.339 9.09022 10.2692 233.097
GT Sense Sense -0.729 Detected 0.729 Detected 0.000 -5.090 Detected -2.516 Detected -3.803 0.124 GT Sens contig247 contig247 MYB tran               TTTGGTTcontig247 Solyc05g Solyc05g MYB tran               GO:00037 GO:00037       contig247 Solyc05g MYB tran                GO:00037 SL2.40ch AT3G243 MYB305,   MYB305           chr3:881  1568.17 3368.16 1185.25 294.064 71.3137 410.089
GT Sense Sense 0.275 Detected -0.275 Detected 0.000 -1.004 Detected -1.106 Detected -1.055 0.064 GT Sens contig247 contig247 Hypotheti       GGATATGcontig247 Solyc11g Solyc11g Hypothetical chloroplast RF1 (A    contig247 Solyc11g Hypothetical chlorop      SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  417.409 222.794 377.151 292.409 160.726 144.584
GT Sense Sense 0.258 Detected -0.258 Detected 0.000 -1.031 Detected -0.993 Detected -1.012 0.060 GT Sens contig247 contig247 WRKY tra              AACCAGCcontig247 Solyc08g Solyc08g WRKY tra              GO:00037 GO:00037       contig247 Solyc08g WRKY tra               GO:00037 SL2.40ch AT5G241 WRKY30,   WRKY30;    chr5:815  4621.5 2526.02 2383.2 1027.55 1766.65 1751.09
GT Sense Sense -0.272 Detected 0.272 Detected 0.000 -1.335 Comprom -2.147 Comprom -1.741 0.071 GT Sens contig247 contig247 Calmodul              GAGTGTAcontig247 Solyc11g Solyc11g Calmodul              GO:00055 GO:00055   contig247 Solyc11g Calmodul               GO:00055 SL2.40ch AT1G76640.1  calmodu     chr1:287  18.8765 21.5069 5.62006 7.4666 8.44063 4.64246
GT Sense Sense 0.080 Detected -0.080 Detected 0.000 -1.991 Comprom -1.908 Comprom -1.949 0.002 GT Sens contig248 contig248 Unknown   TTGATGGcontig248 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig248 Solyc05g Unknown Protein (A  SL2.40ch AT1G51880.1  leucine-r       chr1:192  16.0627 11.2342 25.5507 9.67863 3.57175 3.65274
GT Sense Sense 0.057 Detected -0.057 Detected 0.000 -1.445 Detected -1.654 Detected -1.549 0.006 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  81.1492 58.6451 63.1261 68.983 26.786 22.366
GT Sense Sense -0.619 Detected 0.619 Detected 0.000 -3.811 Detected -0.983 Detected -2.397 0.261 GT Sens contig249 contig249 Inosine-u                   AAGACTT contig249 Solyc01g Solyc01g Inosine-u                   GO:00167 GO:00167  contig249 Solyc01g Inosine-u                    GO:00167 SL2.40ch AT5G18860.1  inosine-u        chr5:629  109.961 202.65 49.4553 9.84779 11.2407 77.0533
GT Sense Sense -1.037 Detected 1.037 Detected 0.000 -1.317 Detected -1.359 Detected -1.338 0.326 GT Sens contig249 contig249 Gibberelli                GTTATTAcontig249 Solyc09g Solyc09g Gibberelli                GO:00040 GO:00040   contig249 Solyc09g Gibberelli                 GO:00040 SL2.40ch AT5G37350.2  RIO1 fam    chr5:147  122.95 404.458 115.19 116.474 94.6205 88.6765
GT Sense Sense -0.368 Detected 0.368 Detected 0.000 -2.795 Comprom -1.063 Detected -1.929 0.177 GT Sens contig249 contig249 RNase H f                 AACATTA contig249 Solyc07g Solyc07g RNase H f                 GO:00036 GO:00036   contig249 Solyc07g RNase H f                  GO:00036 SL2.40ch AT4G37210.1  tetratrico      chr4:175  45.5674 59.289 20.1911 5.21414 7.91772 25.3774
GT Sense Sense -0.387 Detected 0.387 Detected 0.000 -1.206 Detected -0.983 Detected -1.094 0.113 GT Sens contig249 contig249 Cellulose             TGTGCTAcontig249 Solyc02g Solyc02g Cellulose             GO:00167 GO:00167   contig249 Solyc02g Cellulose              GO:00167 SL2.40ch AT4G1878CESA8, IR     IRX1 (IRR           chr4:103  296.025 395.821 296.116 386.511 156.842 176.68
GT Sense Sense -0.614 Detected 0.614 Detected 0.000 -2.970 Comprom -1.242 Detected -2.106 0.185 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  40.6716 74.5133 22.5466 14.2557 7.42316 23.7443
GT Sense Sense 0.734 Detected -0.734 Detected 0.000 -1.998 Comprom -1.918 Comprom -1.958 0.117 GT Sens contig249 contig249 Ripening-               TCACCTCcontig249 Solyc11g Solyc11g Ripening-related protein 3 (AHR             contig249 Solyc11g Ripening-related pro               SL2.40ch AT5G08230.1  PWWP do    chr5:264  41.5306 11.7425 4.07743 5.40453 5.84351 5.96119
GT Sense Sense 0.290 Detected -0.290 Detected 0.000 -2.736 Detected -1.140 Detected -1.938 0.150 GT Sens contig250 contig250 Unknown   GAAAAAAcontig250 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig250 Solyc12g Unknown Protein (A  SL2.40ch AT3G30320.1  unknown   chr3:119  140.137 73.2328 103.277 77.4737 16.0685 46.8989
GT Sense Sense 0.549 Detected -0.549 Detected 0.000 -4.750 Comprom -2.163 Detected -3.456 0.133 GT Sens contig250 contig250 Ethylene                    GTAAAAGcontig250 Solyc03g Solyc03g Ethylene                    GO:00037 GO:00037           contig250 Solyc03g Ethylene                     GO:00165 SL2.40ch AT3G2324ERF1, AT   ERF1 (ET             chr3:829  85.0682 31.0453 47.0225 7.8926 2.01806 11.7113
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -2.331 Detected -0.857 Detected -1.594 0.164 GT Sens contig251 contig251 Alpha-1 4               GATGGATcontig251 Solyc10g Solyc10g Alpha-1 4               GO:00057 GO:00057  contig251 Solyc10g Alpha-1 4                GO:00057 SL2.40ch AT5G4480CHR4  CHR4 (CH                         chr5:180  1410.9 1174.03 870.087 259.463 270.324 725.001
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.619 Detected -1.552 Detected -1.585 0.001 GT Sens contig252 contig252 Unknown   TAGCACAcontig252 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig252 Solyc00g Unknown Protein (A  SL2.40ch AT2G17787.1 75.9441 57.1213 31.5479 46.2297 22.666 22.921
GT Sense Sense 1.280 Detected -1.280 Detected 0.000 -1.745 Detected -2.392 Detected -2.068 0.258 GT Sens contig252 contig252 1-AMINOC                 GAAAGTGcontig252 Solyc11g Solyc11g 1-AMINOC                 GO:00164 GO:00164  contig252 Solyc11g 1-AMINOC                  GO:00164 SL2.40ch AT3G12900.1  oxidored       chr3:410  237.658 31.5184 36.9916 49.1233 27.2894 16.83
GT Sense Sense -0.451 Detected 0.451 Detected 0.000 -2.404 Detected -1.996 Detected -2.200 0.047 GT Sens contig252 contig252 Alpha-hum                GTGTGG contig252 Solyc06g Solyc06g Alpha-hum                GO:00800 GO:00800      contig252 Solyc06g Sesquiterpene synth      SL2.40ch AT4G19180.1  nucleosid          chr4:104  358.787 523.851 198.888 622.646 86.5956 110.87
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 -3.856 Detected -0.961 Detected -2.408 0.242 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  2858.87 1662.95 518.059 137.765 159.152 1143.12
GT Sense Sense -0.427 Detected 0.427 Detected 0.000 -1.246 Detected -0.862 Detected -1.054 0.153 GT Sens contig252 contig252 Unknown   GTCAGTTcontig252 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig252 Solyc10g Unknown Protein (A  SL2.40ch AT4G16680.1  RNA helic    chr4:938  17.5203 24.745 18.7306 12.4092 9.27578 11.6876
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -1.031 Detected -1.152 Detected -1.092 0.022 GT Sens contig252 contig252 Receptor-               AAATATG contig252 Solyc11g Solyc11g Receptor-               GO:00064 GO:00064  contig252 Solyc11g Receptor   GO:00046 SL2.40ch AT1G56510.1 31.7878 30.6857 21.1557 21.7227 16.1522 14.3402
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 -1.970 Detected -2.168 Detected -2.069 0.009 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  378.166 375.921 128.223 147.616 101.683 85.6033
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -1.684 Comprom -0.805 Detected -1.244 0.116 GT Sens contig253 contig253 Ring H2 fi                CAGAAGGcontig253 Solyc07g Solyc07g Ring H2 fi                GO:00082 GO:00082   contig253 Solyc07g Ring H2 fi                 GO:00082 SL2.40ch AT5G17600.1  zinc finge        chr5:580  23.065 22.1685 20.9916 13.6041 7.43854 13.2081
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -1.430 Detected -0.962 Detected -1.196 0.065 GT Sens contig253 contig253 LRR recep                  ATGAGAGcontig253 Solyc06g Solyc06g LRR recep                  GO:00046 GO:00046       contig253 Solyc06g Receptor   GO:00046 SL2.40ch AT5G45840.1  leucine-r        chr5:185  3078.31 3260 1968.61 1283 1242.81 1659.79
GT Sense Sense -0.642 Detected 0.642 Detected 0.000 -2.921 Comprom -3.061 Comprom -2.991 0.044 GT Sens contig254 contig254 Beta-gala               GTGAGCAcontig254 Solyc07g Solyc07g Beta-gala               GO:00059 GO:00059     contig254 Solyc07g Beta-gala                GO:00045 SL2.40ch AT1G3174BGAL15  BGAL15     chr1:113  14.2908 27.2136 11.8903 1.88313 2.75192 2.41078
GT Sense Sense -0.736 Detected 0.736 Detected 0.000 -1.718 Detected -1.977 Detected -1.848 0.132 GT Sens contig254 contig254 Amino ac                ATGAGTTcontig254 Solyc09g Solyc09g Amino ac                GO:00151 GO:00151     contig254 Solyc09g Amino ac                 GO:00151 SL2.40ch AT4G32970.1  unknown   chr4:159  33.9968 73.6804 45.1587 6.66377 16.0732 12.9729
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.949 Detected -1.784 Detected -1.866 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  89.0714 86.5307 33.1949 44.6808 24.0372 26.0191
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -2.125 Comprom -1.723 Comprom -1.924 0.012 GT Sens contig255 contig255 Non-LTR                  TAAACTGcontig255 Solyc07g Solyc07g Non-LTR reverse transcriptase                 contig255 Solyc11g Zinc finger CCHC-ty     SL2.40ch AT5G04670.1  FUNCTIO                                                                     chr5:133  17.8752 15.4975 13.0547 10.9877 4.03219 5.14258
GT Sense Sense -0.720 Detected 0.720 Detected 0.000 -3.513 Detected -1.942 Detected -2.727 0.125 GT Sens contig255 contig255 Late emb                   ATTGATCcontig255 Solyc01g Solyc01g Late emb                   GO:00092 GO:00092   contig255 Solyc01g Late emb                    GO:00092 SL2.40ch AT5G07310.1  AP2 dom      chr5:230  3423.61 7264.6 2151.74 435.388 461.827 1324.13
GT Sense Sense -0.672 Detected 0.672 Detected 0.000 -5.482 Detected -1.160 Detected -3.321 0.280 GT Sens contig255 contig255 Fucosyltr              TACAAGCcontig255 Solyc06g Solyc06g Fucosyltr              GO:00048 GO:00048     contig255 Solyc06g Fucosyltr               GO:00084 SL2.40ch AT1G1410FUT8  FUT8 (FU      chr1:482  425.11 843.472 331.292 42.3793 14.1584 273.365
GT Sense Sense 0.132 Detected -0.132 Detected 0.000 -1.392 Comprom -1.549 Comprom -1.471 0.011 GT Sens contig256 contig256 Nucleolar               GGCTTTCcontig256 Solyc07g Solyc07g Nucleolar GTP-binding protein              contig256 Solyc07g Nucleolar GTP-bind                SL2.40ch AT4G25360.2  INVOLVE                                                                     chr4:129  19.3631 12.6029 10.0905 5.25875 6.28918 5.44541
GT Sense Sense -0.314 Detected 0.314 Detected 0.000 -1.569 Detected -0.802 Detected -1.185 0.139 GT Sens contig256 contig256 SRC2 hom                ATATCCAcontig256 Solyc01g Solyc01g SRC2 hom                GO:00055 GO:00055  contig256 Solyc01g SRC2 hom                 GO:00055 SL2.40ch AT5G45660.1  unknown   chr5:185  5830.56 7046.17 2688.29 1389.83 2283.29 3750.97
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -2.007 Detected -2.236 Comprom -2.121 0.012 GT Sens contig256 contig256 Decarbox                GAGAAACcontig256 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig256 Solyc08g Decarbox                 GO:00301 SL2.40ch AT5G0203LSN, PNY        RPL (REP            chr5:395  42.6403 44.1708 13.5742 42.315 11.4081 9.40272
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.594 Detected -1.011 Detected -1.302 0.047 GT Sens contig256 contig256 Unknown   TTCGCATcontig256 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig256 Solyc03g Unknown Protein (A  SL2.40ch AT1G73130.1  unknown   chr1:274  38.4111 30.8066 32.1503 13.6128 12.0414 17.4185
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -2.518 Comprom -2.188 Comprom -2.353 0.005 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  43.8062 34.2697 11.506 13.9786 7.15042 8.6731
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -1.332 Comprom -2.070 Comprom -1.701 0.053 GT Sens contig257 contig257 Self-prun        AGAGAAGcontig257 Solyc11g Solyc11g Self-pruning interacting protei      contig257 Solyc11g Self-pruning interac       SL2.40ch AT2G43570.1  chitinase    chr2:180  16.2167 16.1315 4.41098 10.7193 6.78803 3.92998
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -1.049 Detected -1.191 Detected -1.120 0.006 GT Sens contig258 contig258 Reverse t                   CTATTAC contig258 Solyc11g Solyc11g Reverse t                   GO:00062 GO:00062   contig258 Solyc02g Glucan endo-1 3-bet              SL2.40ch AT3G6174ATX3  SDG14 (S               chr3:228  46.2783 38.9267 39.5537 28.3621 21.6843 18.9699
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.154 Detected -0.972 Detected -1.063 0.010 GT Sens contig259 contig259 HAT famil         ATGTTGTcontig259 Solyc07g Solyc07g HAT family dimerisation domai       contig259 Solyc04g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 483.993 351.373 433.51 325.405 195.831 214.457
GT Sense Sense -0.645 Detected 0.645 Detected 0.000 -4.486 Detected -2.469 Detected -3.478 0.101 GT Sens contig260 contig260 Calmodul              TCGGATTcontig260 Solyc06g Solyc06g Calmodul              GO:00055 GO:00055   contig260 Solyc06g Calmodul               GO:00055 SL2.40ch AT1G76640.1  calmodu     chr1:287  1674.52 3199.13 1116.43 235.322 109.137 426.598
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 -2.481 Comprom -1.310 Detected -1.895 0.104 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  38.0233 19.2174 20.2915 14.8355 5.11894 11.1253
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.326 Detected -1.132 Detected -1.229 0.014 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  2420.42 2194.75 1505.69 1010.14 971.621 1073.23
GT Sense Sense 0.298 Detected -0.298 Detected 0.000 -1.438 Detected -0.941 Detected -1.189 0.092 GT Sens contig260 contig260 CCR4-NO                 CTCCCCGcontig260 Solyc06g Solyc06g CCR4-NO                 GO:00056 GO:00056  contig260 Solyc06g CCR4-NO                  GO:00001 SL2.40ch AT5G22250.1  CCR4-NO       chr5:736  32306.8 16714.2 23384.1 11486.4 9063.36 12354.3
GT Sense Sense -1.289 Detected 1.289 Detected 0.000 -1.350 Detected -1.363 Detected -1.357 0.403 GT Sens contig261 contig261 Leucine-r                   CAAACAAcontig261 Solyc05g Solyc05g Leucine-r                   GO:00163 GO:00163   contig261 Solyc05g LRR recep    GO:00163 SL2.40ch AT3G21220.1 12.7951 59.702 12.7427 16.4213 11.4596 10.9626
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.304 Detected -1.099 Detected -1.201 0.007 GT Sens contig261 contig261 Methyl-ac                TGGGTG contig261 Solyc02g Solyc02g Methyl-ac                GO:00160 GO:00160 contig261 Solyc02g Methyl-ac                 GO:00160 SL2.40ch AT5G49290.1  protein b   chr5:199  69.3064 53.6814 44.1771 62.1291 26.1151 29.0524
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -1.150 Comprom -1.706 Comprom -1.428 0.036 GT Sens contig261 contig261 Transpos      GGAGTCCcontig261 Solyc05g Solyc05g Transposon protein-like (AHRD   contig261 Solyc05g Transposon protein     SL2.40ch AT2G27200.1  GTP-bind     chr2:116  18.9795 14.7375 9.76233 13.6695 7.96594 5.2317
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.929 Detected -1.704 Detected -1.816 0.006 GT Sens contig261 contig261 Retrotran       TAAGAAGcontig261 Solyc07g Solyc07g Retrotransposon gag protein (    contig261 Solyc04g Retrotransposon ga      SL2.40ch AT2G17420.1 62.9523 55.1067 35.4023 45.4018 16.3513 18.4492
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -1.336 Detected -1.501 Detected -1.418 0.055 GT Sens contig261 contig261 Cellulose                   TGTTTTGcontig261 Solyc11g Solyc11g Cellulose                   GO:00517 GO:00517   contig261 Solyc11g Cellulose                    GO:00517 SL2.40ch AT5G2274ATCSLA0     ATCSLA0         chr5:755  140.641 175.816 108.867 91.6328 65.833 56.7053
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -0.916 Detected -1.125 Detected -1.020 0.011 GT Sens contig262 contig262 Solute ca                    AATCTCAcontig262 Solyc08g Solyc08g Solute ca                    GO:00160 GO:00160   contig262 Solyc08g080300.1.1 AT1G1126STP1, AT   STP1 (SU          chr1:377  23.5454 17.7871 14.5821 15.3534 11.4661 9.57231
GT Sense Sense -0.451 Detected 0.451 Detected 0.000 -2.159 Detected -1.436 Detected -1.798 0.090 GT Sens contig262 contig262 Unknown   TGCACAAcontig262 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig262 Solyc03g Unknown Protein (A  SL2.40ch AT2G35610.1  FUNCTIO                                                                         chr2:149  282.825 412.824 231.212 55.2877 80.849 128.865
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.886 Detected -1.981 Detected -1.933 0.001 GT Sens contig263 contig263 Cinnamyl      AGACATT contig263 Solyc05g Solyc05g Cinnamyl alcohol dehydrogen     contig263 Solyc11g Alcohol d                GO:00081 SL2.40ch AT1G02330.1  FUNCTIO                                                                   chr1:462  121.583 89.1045 42.9394 50.777 29.7669 26.8992
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 -1.048 Detected -1.055 Detected -1.052 0.011 GT Sens contig263 contig263 Receptor-               CAACAGAcontig263 Solyc07g Solyc07g Receptor-               GO:00055 GO:00055    contig263 Solyc07g Receptor-                GO:00055 SL2.40ch AT4G3230SD2-5  SD2-5 (S-          chr4:155  235.315 213.861 187.546 174 114.635 110.185
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 -1.399 Detected -1.138 Detected -1.268 0.044 GT Sens contig263 contig263 Unknown   ACTCATGcontig263 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig263 Solyc01g Unknown Protein (A  SL2.40ch AT2G16385.1  unknown   chr2:709  59.9173 33.5573 35.2856 52.3787 17.9752 20.792
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.236 Detected -1.683 Detected -1.460 0.025 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  494.317 429.199 246.857 260.34 206.603 146.39
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 -1.309 Detected -0.901 Detected -1.105 0.068 GT Sens contig263 contig263 Alcohol a             GTTGAGTcontig263 Solyc11g Solyc11g Alcohol a             GO:00167 GO:00167         contig263 Solyc11g Alcohol a              GO:00167 SL2.40ch AT1G77830.1  zinc finge        chr1:292  44.8151 47.9283 24.5396 53.1604 19.7725 25.3258
GT Sense Sense 0.225 Detected -0.225 Detected 0.000 -1.969 Detected -2.339 Detected -2.154 0.018 GT Sens contig264 contig264 Hypotheti       AAGTTGTcontig264 Solyc10g Solyc10g Hypothetical chloroplast RF1 (A    contig264 Solyc10g Hypothetical chlorop      SL2.40ch AT4G04790.1  FUNCTIO                                                                          chr4:243  108.35 61.9981 84.6526 74.7765 22.1187 16.5266
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -1.433 Detected -1.397 Detected -1.415 0.005 GT Sens contig264 contig264 Methyl bin                ATACTTGcontig264 Solyc11g Solyc11g Methyl bin                GO:00036 GO:00036  contig264 Solyc11g Methyl bin                 GO:00056 SL2.40ch AT4G38520.2  protein p          chr4:180  297.564 202.296 199.481 107.834 96.051 95.0696
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -2.425 Detected -2.121 Detected -2.273 0.010 GT Sens contig264 contig264 Decarbox                TTGTTAT contig264 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig264 Solyc08g068640.2.1 AT5G4087AtUK/UPR   AtUK/UPR               chr5:163  202.566 201.919 138.426 178.701 39.7996 47.4546
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -1.322 Detected -1.186 Detected -1.254 0.014 GT Sens contig264 contig264 UDP-D-glu                 ATGAGCCcontig264 Solyc06g Solyc06g UDP-D-glu                 GO:00090 GO:00090      contig264 Solyc06g UDP-D-glu                  GO:00039 SL2.40ch AT5G39320.1  UDP-gluc     chr5:157  161.561 151.944 44.0769 52.6966 66.2116 70.2843
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.482 Detected -0.983 Detected -1.233 0.050 GT Sens contig264 contig264 Unknown   ATAGGTGcontig264 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig264 Solyc12g Unknown Protein (A  SL2.40ch AT3G624 CP12-2, C   CP12-2; p    chr3:230  572.691 542.876 361.564 181.3 210.982 287.782
GT Sense Sense -0.255 Detected 0.255 Detected 0.000 -0.928 Detected -1.233 Detected -1.080 0.068 GT Sens contig265 contig265 LRR recep                  CTTGAGGcontig265 Solyc07g Solyc07g LRR recep                  GO:00055 GO:00055        contig265 Solyc07g Receptor   GO:00055 SL2.40ch AT1G34420.1  leucine-r           chr1:125  74.5264 82.9357 29.9285 40.856 43.6627 34.1378
GT Sense Sense 0.444 Detected -0.444 Detected 0.000 -1.248 Detected -1.083 Detected -1.165 0.123 GT Sens contig265 contig265 Unknown   CGTGGAAcontig265 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig265 Solyc03g Unknown Protein (A  SL2.40ch AT3G11385.1  DC1 dom    chr3:356  37.5013 15.8345 29.2775 24.8456 10.8454 11.7392
GT Sense Sense -0.061 Detected 0.061 Detected 0.000 -3.026 Comprom -2.844 Comprom -2.935 0.001 GT Sens contig265 contig265 Aldehyde            ACTTGGTcontig265 Solyc01g Solyc01g Aldehyde            GO:00515 GO:00515   contig265 Solyc01g Aldehyde             GO:00515 SL2.40ch AT1G5449AIN1, EIN5     XRN4 (EX           chr1:203  18.8838 16.0603 12.4677 29.6794 2.25902 2.475
GT Sense Sense -1.661 Detected 1.661 Detected 0.000 -5.194 Comprom -5.089 Comprom -5.142 0.091 GT Sens contig265 contig265 Phenylala              AAGGGCGcontig265 Solyc03g Solyc03g Phenylala              GO:00038 GO:00038  contig265 Solyc03g Phenylala               GO:00090 SL2.40ch AT2G3704pal1, ATP   pal1 (Phe       chr2:155  23.828 186.35 2.56967 2.78633 1.92418 1.99703
GT Sense Sense -0.488 Detected 0.488 Detected 0.000 -1.118 Detected -1.333 Detected -1.225 0.134 GT Sens contig265 contig265 Os03g029                   GGAGGC contig265 Solyc09g Solyc09g Os03g0291800 protein (Fragm                  contig265 Solyc09g Os03g0291800 prote                   SL2.40ch AT2G38320.1  unknown   chr2:160  27.3905 42.0866 15.5776 39.9976 16.5353 13.7545
GT Sense Sense -0.384 Detected 0.384 Detected 0.000 -1.894 Detected -1.171 Detected -1.532 0.101 GT Sens contig266 contig266 Arf-GAP w                       TATTGCAcontig266 Solyc03g Solyc03g Arf-GAP w                       GO:00323 GO:00323     contig266 Solyc03g Arf-GAP w                        GO:00323 SL2.40ch AT5G543 AGD5  AGD5 (AR              chr5:220  376.219 500.652 194.524 127.77 123.431 196.693
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -1.638 Detected -0.931 Detected -1.284 0.081 GT Sens contig266 contig266 Undecapr              GCAATTAcontig266 Solyc06g Solyc06g Undecapr              GO:00455 GO:00455             contig266 Solyc06g Undecapr               GO:00455 SL2.40ch AT5G58770.1  dehydrod          chr5:237  141.983 139.108 107.739 268.537 47.734 75.2326
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 -2.263 Detected -1.008 Detected -1.635 0.125 GT Sens contig266 contig266 Plastid-ta       GTTGCTAcontig266 Solyc04g Solyc04g Plastid-targeted protein 3 (AHR    contig266 Solyc04g Plastid-targeted pro      SL2.40ch AT3G53040.1  late embr          chr3:196  4122.06 3796.42 2451.75 876.4 871.208 2007.13
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -3.082 Comprom -2.777 Comprom -2.929 0.003 GT Sens contig266 contig266 MuDR fam        AGTATGAcontig266 Solyc08g Solyc08g MuDR family transposase cont      contig266 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 33.645 28.7334 33.6587 15.657 3.88051 4.62948
GT Sense Sense 0.335 Detected -0.335 Detected 0.000 -1.999 Comprom -1.038 Detected -1.519 0.122 GT Sens contig266 contig266 Reverse t                  ATATGAAcontig266 Solyc06g Solyc06g Reverse t                  GO:00062 GO:00062   contig266 Solyc03g013430.1.1 AT1G10370.1 33.3717 16.3877 25.3487 30.6501 6.18375 11.6185
GT Sense Sense 0.117 Detected -0.117 Detected 0.000 -1.332 Detected -1.298 Detected -1.315 0.008 GT Sens contig266 contig266 Transpos                 ATCTCGAcontig266 Solyc10g Solyc10g Transpos                 GO:00150 GO:00150  contig266 Solyc10g Transpos                  GO:00036 SL2.40ch AT1G1168CYP51G1      CYP51G1          chr1:393  54.1322 35.9651 22.6225 17.7191 18.5208 18.304
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -3.770 Detected -1.910 Detected -2.840 0.097 GT Sens contig267 contig267 CHP-rich              GTCCAAGcontig267 Solyc02g Solyc02g CHP-rich              GO:00082 GO:00082   contig267 Solyc02g CHP-rich               GO:00230 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  888.213 942.64 253.68 108.561 70.8962 248.358
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.591 Detected -1.520 Detected -1.556 0.011 GT Sens contig267 contig267 Receptor-                 AGTATGAcontig267 Solyc10g Solyc10g Receptor-                 GO:00311 GO:00311  contig267 Solyc10g Receptor-                  GO:00064 SL2.40ch AT1G56240.1 1336.17 835.591 878.556 642.086 370.667 375.807
GT Sense Sense -0.599 Detected 0.599 Detected 0.000 -1.156 Detected -1.157 Detected -1.156 0.193 GT Sens contig267 contig267 Solute ca                    ACAAAAA contig267 Solyc11g Solyc11g Solute carrier family 35 membe                  contig267 Solyc11g Solute carrier family                   SL2.40ch AT2G28315.1  LOCATE                                                         chr2:120  91.1542 163.384 99.9149 116.267 57.8887 55.8481
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -1.173 Detected -0.860 Detected -1.017 0.023 GT Sens contig268 contig268 NAC dom                  CTTTAAA contig268 Solyc06g Solyc06g NAC dom                  GO:0045449 contig268 Solyc06g NAC dom                   GO:00454 SL2.40ch AT5G2459ANAC091    TIP (TCV        chr5:841  4103.97 3288.27 2520.08 1595.6 1721.92 2064.83
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 -1.424 Detected -1.183 Detected -1.303 0.017 GT Sens contig268 contig268 Fatty acyl               AGATTGGcontig268 Solyc06g Solyc06g Fatty acyl               GO:00800 GO:00800     contig268 Solyc06g Fatty acyl                GO:00800 SL2.40ch AT3G4456FAR8  FAR8 (FA                  chr3:161  220.158 203.956 119.07 258.342 83.4839 95.2493
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -2.997 Detected -0.842 Detected -1.919 0.217 GT Sens contig269 contig269 Ethylene-                    TTGAGATcontig269 Solyc08g Solyc08g Ethylene-                    GO:00037 GO:00037           contig269 Solyc08g Ethylene-                     GO:00165 SL2.40ch AT4G1750ATERF-1  ATERF-1               chr4:975  7972.68 6791.9 5770.41 2283.25 974.474 4188.64
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 -1.180 Detected -0.842 Detected -1.011 0.126 GT Sens contig270 contig270 Calmodul               GCAACCAcontig270 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055  contig270 Solyc03g Calmodul                GO:00055 SL2.40ch AT2G3310ATCSLD1    ATCSLD1         chr2:140  67.9906 32.2979 32.8472 27.0062 21.8586 26.6703
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.145 Detected -1.087 Detected -1.116 0.009 GT Sens contig270 contig270 Abscisic a               TCCACTCcontig270 Solyc09g Solyc09g Abscisic a               GO:00428 GO:00428   contig270 Solyc09g Abscisic a                GO:00428 SL2.40ch AT2G38310.1  unknown   chr2:160  32.3007 29.225 16.9788 39.2106 14.6831 14.7591
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -2.197 Detected -1.915 Detected -2.056 0.005 GT Sens contig271 contig271 Unknown   TGGGATTcontig271 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig271 Solyc04g026120.1.1 AT2G36470.1  unknown   chr2:152  176.893 135.811 76.3654 64.3054 35.7249 41.9399
GT Sense Sense -1.359 Detected 1.359 Detected 0.000 -6.236 Comprom -2.263 Detected -4.250 0.220 GT Sens contig271 contig271 Pre-mRNA       GGGAAAGcontig271 Solyc10g Solyc10g Pre-mRNA splicing factor CLF1    contig271 Solyc03g Kunitz-typ                     GO:00048 SL2.40ch AT5G112 ATGLR2.5    ATGLR2.       chr5:357  58.8802 302.929 104.814 11.1488 1.87209 28.3947
GT Sense Sense -0.774 Detected 0.774 Detected 0.000 -1.045 Detected -0.969 Detected -1.007 0.323 GT Sens contig272 contig272 HAD-supe                      TTGAGGAcontig272 Solyc07g Solyc07g HAD-supe                      GO:00085 GO:00085      contig272 Solyc07g HAD-supe                       GO:00039 SL2.40ch AT3G12900.1  oxidored       chr3:410  571.152 1305.62 781.512 375.982 442.189 450.203
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -2.475 Detected -1.493 Detected -1.984 0.066 GT Sens contig272 contig272 Cell divisi                 GATGGCTcontig272 Solyc02g Solyc02g Cell divisi                 GO:00055 GO:00055     contig272 Solyc02g Cell divisi                  GO:00426 SL2.40ch AT3G5093BCS1  BCS1 (CY            chr3:189  1218.82 1281.46 796.442 292.051 237.522 452.917
GT Sense Sense 0.272 Detected -0.272 Detected 0.000 -2.816 Comprom -3.715 Comprom -3.265 0.025 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  45.6537 24.4692 20.3497 15.3596 5.01748 2.59755
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.999 Comprom -0.820 Detected -1.410 0.139 GT Sens contig272 contig272 Lipoxyge             CACGACAcontig272 Solyc09g Solyc09g Lipoxyge             GO:00161 GO:00161    contig272 Solyc09g Lipoxyge              GO:00161 SL2.40ch AT1G5502LOX1  LOX1; lip   chr1:205  22.8616 18.5399 22.7795 6.25643 5.44341 11.8972
GT Sense Sense 0.570 Detected -0.570 Detected 0.000 -3.798 Comprom -3.576 Comprom -3.687 0.024 GT Sens contig272 contig272 Signal rec       CTTGTGAcontig272 Solyc02g Solyc02g Signal recognition particle pro     contig272 Solyc02g Signal rec       GO:00050 SL2.40ch AT3G0909DEX1  DEX1 (DE          chr3:278  47.098 16.6983 18.1813 29.2943 2.13117 2.39982
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 -1.730 Detected -1.003 Detected -1.366 0.081 GT Sens contig272 contig272 Potassium            TGGAGCTcontig272 Solyc12g Solyc12g Potassium            GO:00160 GO:00160 contig272 Solyc12g Potassium             GO:00160 SL2.40ch AT2G2665AKT1, AT   AKT1 (AR              chr2:113  1049.31 1081.96 659.029 480.967 339.573 542.352
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -1.433 Detected -0.922 Detected -1.178 0.046 GT Sens contig273 contig273 Unknown   AGCTTTCcontig273 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig273 Solyc11g Unknown Protein (A  SL2.40ch AT5G08570.1  pyruvate    chr5:277  79.8371 58.0264 44.8432 48.0286 26.6343 36.6519
GT Sense Sense 0.266 Detected -0.266 Detected 0.000 -1.948 Detected -1.130 Detected -1.539 0.088 GT Sens contig273 contig273 Auxin res               AATTCTT contig273 Solyc06g Solyc06g Auxin res               GO:00056 GO:00056      contig273 Solyc06g Auxin res                GO:00037 SL2.40ch AT1G1558IAA5, ATA    IAA5 (IND        chr1:536  58.3976 31.5745 13.617 11.8212 11.761 20.0202
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -1.795 Detected -0.898 Detected -1.347 0.125 GT Sens contig273 contig273 Unknown   CTACAAGcontig273 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig273 Solyc04g Unknown Protein (A  SL2.40ch AT5G23890.1  LOCATE                                                                         chr5:805  1550.13 1781.52 1398.34 607.914 506.095 909.698
GT Sense Sense -0.189 Detected 0.189 Detected 0.000 -1.973 Detected -2.246 Detected -2.109 0.012 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  449.045 456.441 161.301 191.891 121.863 97.4027
GT Sense Sense -0.342 Detected 0.342 Detected 0.000 -3.651 Detected -1.483 Detected -2.567 0.152 GT Sens contig274 contig274 Acyltrans             TTGATGGcontig274 Solyc05g Solyc05g Acyltrans             GO:00167 GO:00167     contig274 Solyc05g Acyltrans              GO:00167 SL2.40ch AT2G20340.1  tyrosine    chr2:877  620.995 779.341 335.169 83.1417 58.5302 253.91
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -0.840 Detected -1.273 Detected -1.056 0.056 GT Sens contig274 contig274 Unknown   ACTTTGT contig274 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig274 Solyc12g Unknown Protein (A  SL2.40ch AT5G52530.2  dentin sia   chr5:213  29.0404 18.5126 36.0826 35.5519 13.6921 9.79067
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.527 Detected -1.609 Detected -1.568 0.003 GT Sens contig274 contig274 Tir-nbs-lr              ACTACCGcontig274 Solyc01g Solyc01g Tir-nbs-lr              GO:00312 GO:00312   contig274 Solyc01g102920.2.1 AT2G29310.1  tropinone        chr2:125  525.757 368.351 193.282 200.529 161.416 147.211
GT Sense Sense -0.335 Detected 0.335 Detected 0.000 -2.428 Detected -0.915 Detected -1.671 0.181 GT Sens contig274 contig274 Myb-like D                     CTTCACCcontig274 Solyc12g Solyc12g Myb-like D                     GO:0045449 contig274 Solyc12g Myb-like D                      GO:00454 SL2.40ch AT4G04580.1  myb fami     chr4:229  2848.59 3541.83 2137.68 811.173 623.972 1718.7
GT Sense Sense -0.775 Detected 0.775 Detected 0.000 -6.896 Detected -1.338 Detected -4.117 0.290 GT Sens contig275 contig275 Cytochro                 CAGGAATcontig275 Solyc07g Solyc07g Cytochro                 GO:00198 GO:00198   contig275 Solyc07g Cytochro  GO:00198 SL2.40ch AT3G6104CYP76C7  CYP76C7               chr3:225  4645.52 10630.3 3554.59 131.083 62.3798 2836.08
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -2.444 Detected -2.499 Detected -2.472 0.005 GT Sens contig275 contig275 Unknown   AAGTTGTcontig275 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig275 Solyc02g Unknown Protein (A  SL2.40ch AT4G09770.1  meprin a           chr4:615  453.35 450.731 164.432 158.245 87.791 81.5842
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -2.390 Detected -1.425 Detected -1.907 0.064 GT Sens contig275 contig275 Major alle                  GAGGGT contig275 Solyc12g Solyc12g Major alle                  GO:00096 GO:00096    contig275 Solyc12g Major alle                   GO:00096 SL2.40ch AT1G76770.1  heat shoc    chr1:288  3775.41 2389.93 1535.14 656.11 605.655 1141.58
GT Sense Sense -1.555 Detected 1.555 Detected 0.000 -3.603 Detected -2.806 Detected -3.204 0.184 GT Sens contig275 contig275 Unknown   TTCAAGGcontig275 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig275 Solyc06g Unknown Protein (A  SL2.40ch AT1G6872AGP19, A   AGP19 (A    chr1:258  103.256 697.293 41.3105 4.22869 23.3433 39.1481
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.315 Detected -1.013 Detected -1.164 0.021 GT Sens contig275 contig275 WRKY tra              ATCAATA contig275 Solyc08g Solyc08g WRKY tra              GO:00037 GO:00037        contig275 Solyc08g WRKY tra               GO:00037 SL2.40ch AT1G8084WRKY40,   WRKY40;    chr1:303  109.702 77.0654 60.6335 86.2239 39.052 46.489
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -3.020 Comprom -2.870 Comprom -2.945 0.001 GT Sens contig275 contig275 NAC dom                  TCCATCAcontig275 Solyc11g Solyc11g NAC dom                  GO:0045449 contig275 Solyc11g NAC dom                   GO:00454 SL2.40ch AT1G6270VND5, AN   ANAC026     chr1:232  19.2414 15.741 4.21803 2.8668 2.26707 2.42824
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 -2.056 Detected -1.537 Detected -1.797 0.038 GT Sens contig275 contig275 Transfera              GTTGTATcontig275 Solyc02g Solyc02g Transfera              GO:00167 GO:00167          contig275 Solyc02g Transfera               GO:00167 SL2.40ch AT4G29250.1  transfera     chr4:144  503.713 556.305 382.878 885.992 134.503 186.065
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.942 Detected -1.421 Detected -1.681 0.025 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  70.896 62.0882 34.9931 39.6204 18.2428 25.2901
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -1.291 Detected -0.837 Detected -1.064 0.057 GT Sens contig276 contig276 Patatin-lik              AAGAAGCcontig276 Solyc02g Solyc02g Patatin-lik              GO:00066 GO:00066    contig276 Solyc02g Patatin-lik               GO:00046 SL2.40ch AT2G2656PLP2, PLA    PLA2A (P        chr2:112  41623.5 39287.2 29224.4 14039 17461.7 23098.4
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.573 Detected -1.132 Detected -1.353 0.036 GT Sens contig277 contig277 Cytokinin                  ATCATAT contig277 Solyc01g Solyc01g Cytokinin riboside 5%26apos%                  contig277 Solyc01g Cytokinin riboside 5                  SL2.40ch AT5G03270.1  unknown   chr5:781  857.18 547.247 735.988 301.677 243.332 318.778
GT Sense Sense -0.373 Detected 0.373 Detected 0.000 -2.140 Detected -1.790 Detected -1.965 0.041 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  280.171 367.138 206.041 643.106 76.9284 94.6392
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -2.463 Comprom -1.572 Comprom -2.018 0.054 GT Sens contig277 contig277 Unknown   GGGCATTcontig277 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig277 Solyc08g Unknown Protein (A  SL2.40ch AT4G1628FCA  FCA; RNA   chr4:920  16.9566 17.6416 10.8081 6.15378 3.31582 5.93461
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -2.702 Detected -1.350 Detected -2.026 0.103 GT Sens contig277 contig277 Sigma fac               TTAATAG contig277 Solyc01g Solyc01g Sigma factor binding protein 1            contig277 Solyc01g Sigma factor binding              SL2.40ch AT4G10480.2  nascent p            chr4:647  2456.82 2553.79 1087.65 745.248 406.935 1002.73
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -1.435 Detected -0.860 Detected -1.148 0.101 GT Sens contig277 contig277 ATP bind                 AATACAA contig277 Solyc04g Solyc04g ATP bind                 GO:00055 GO:00055      contig277 Solyc04g ATP bind                  GO:00055 SL2.40ch AT4G3560CONNEXI    CONNEX             chr4:168  664.044 754.463 326.348 217.468 276.572 397.982
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -1.786 Detected -1.279 Detected -1.532 0.049 GT Sens contig278 contig278 Avr9/Cf-9        CGCGGA contig278 Solyc08g Solyc08g Avr9/Cf-9 rapidly elicited prote      contig278 Solyc08g Avr9/Cf-9 rapidly elic       SL2.40ch AT4G1789UBP20  UBP20 (U         chr4:993  2083.35 2288.87 1207.49 843.796 669.251 918.424
GT Sense Sense -0.275 Detected 0.275 Detected 0.000 -1.320 Detected -0.818 Detected -1.069 0.103 GT Sens contig278 contig278 Late emb                   CCCTCTCcontig278 Solyc01g Solyc01g Late emb                   GO:00092 GO:00092   contig278 Solyc01g Late emb                    GO:00092 SL2.40ch AT4G21060.1  galactosy     chr4:112  14389.2 16462.3 11796.7 5674.69 6514.82 8906.76
GT Sense Sense 0.029 Detected -0.029 Detected 0.000 -1.092 Detected -1.591 Comprom -1.342 0.033 GT Sens contig279 contig279 Transcrip       CAGAAAGcontig279 Solyc12g Solyc12g Transcription factor (Fragmen     contig279 Solyc12g Transcription factor     SL2.40ch AT5G12980.1 25.2193 18.9469 15.9014 16.4586 10.8353 7.40187
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 -1.608 Detected -1.394 Detected -1.501 0.048 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  80.135 40.0643 63.7378 18.6531 19.6479 21.9964
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -1.106 Detected -1.032 Detected -1.069 0.017 GT Sens contig280 contig280 Carboxyl-                  TTGTTAAcontig280 Solyc11g Solyc11g Carboxyl-terminal peptidase (A                 contig280 Solyc04g Transcrip                    GO:00056 SL2.40ch AT4G0502NDB2  NDB2 (NA           chr4:257  131.267 124.075 104.824 67.3337 62.6409 63.6938
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.344 Detected -0.889 Detected -1.117 0.043 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  73.9703 64.2405 64.1415 54.4971 28.6986 37.9803
GT Sense Sense -0.467 Detected 0.467 Detected 0.000 -2.309 Detected -1.211 Detected -1.760 0.135 GT Sens contig280 contig280 Unknown   TTGTTTCcontig280 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig280 Solyc05g Unknown Protein (A  SL2.40ch AT5G11000.1  unknown   chr5:347  1052.13 1572.06 879.538 384.323 274.281 566.665
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 -1.112 Detected -1.124 Detected -1.118 0.019 GT Sens contig280 contig280 Paired am                 AAGAGAAcontig280 Solyc04g Solyc04g Paired am                 GO:00056 GO:00056 contig280 Solyc01g Rapid alka                 GO:00048 SL2.40ch AT2G36325.1  hydrolas       chr2:152  123.55 120.214 76.5939 74.4399 59.5784 57.0618
GT Sense Sense -0.422 Detected 0.422 Detected 0.000 -2.024 Detected -1.526 Detected -1.775 0.068 GT Sens contig280 contig280 S-adenos                   GAAGTTGcontig280 Solyc00g Solyc00g S-adenos                   GO:00081 GO:00081    contig280 Solyc00g S-adenos                    GO:00087 SL2.40ch AT5G37990.1  S-adenos     chr5:151  161.162 226.07 114.56 202.17 49.6064 67.6085
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -1.914 Detected -2.164 Detected -2.039 0.008 GT Sens contig280 contig280 Reverse t                 TCCAGGCcontig280 Solyc10g Solyc10g Reverse transcriptase (Fragme                 contig280 Solyc03g Transpos                    GO:00036 SL2.40ch AT5G61780.1 433.126 407.916 148.995 165.864 117.898 95.6975
GT Sense Sense -0.398 Detected 0.398 Detected 0.000 -2.214 Detected -1.282 Detected -1.748 0.104 GT Sens contig281 contig281 (R)-limone                CCTTATT contig281 Solyc01g Solyc01g (R)-limone                GO:00168 GO:00168  contig281 Solyc01g (R)-limone                 GO:00168 SL2.40ch AT3G25810.1  myrcene/     chr3:943  129.361 175.593 98.356 249.712 34.3431 63.2173
GT Sense Sense -0.293 Detected 0.293 Detected 0.000 -2.643 Comprom -1.709 Comprom -2.176 0.059 GT Sens contig281 contig281 Oligopept                 CAACTAAcontig281 Solyc02g Solyc02g Oligopept                 GO:00151 GO:00151    contig281 Solyc02g Oligopept                  GO:00151 SL2.40ch AT5G5355YSL3, ATY   YSL3 (YE        chr5:217  10.2771 12.0553 4.47381 3.05769 1.88297 3.47493
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 -3.874 Comprom -0.998 Detected -2.436 0.234 GT Sens contig281 contig281 Legumin             AGTTGGTcontig281 Solyc01g Solyc01g Legumin             GO:00082 GO:00082       contig281 Solyc01g Legumin              GO:00082 SL2.40ch AT3G52700.1  unknown   chr3:195  26.9298 26.4186 13.5384 2.13663 1.92251 13.6311
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 -0.940 Detected -1.447 Detected -1.193 0.060 GT Sens contig282 contig282 Light-dep                   GCTATTT contig282 Solyc04g Solyc04g Light-dependent short hypoco                  contig282 Solyc04g Light-dependent sho                   SL2.40ch AT3G045 LSH2  LSH2 (LIG      chr3:121  379.323 375.531 303.688 426.674 207.978 141.268
GT Sense Sense 0.240 Detected -0.240 Detected 0.000 -1.612 Detected -1.595 Detected -1.604 0.022 GT Sens contig282 contig282 FAD-bind                 TTCAGAAcontig282 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig282 Solyc02g FAD-bind                  GO:00551 SL2.40ch AT4G20860.1  FAD-bind     chr4:111  95.1218 53.3055 38.4172 17.7664 24.6155 24.0496
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -2.628 Comprom -1.525 Comprom -2.076 0.064 GT Sens contig282 contig282 Unknown   ATCTTCCcontig282 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig282 Solyc05g Unknown Protein (A  SL2.40ch AT4G38770.1 17.0684 13.8931 11.3083 6.09566 2.63343 5.45955
GT Sense Sense -0.026 Detected 0.026 Detected 0.000 -1.605 Detected -1.027 Detected -1.316 0.045 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  44.6494 36.1962 18.3901 14.5702 13.9633 20.1234
GT Sense Sense -1.995 Detected 1.995 Detected 0.000 -1.694 Detected -1.778 Detected -1.736 0.476 GT Sens contig283 contig283 Pentatrico               GGAAACTcontig283 Solyc11g Solyc11g Pentatricopeptide repeat-conta               contig283 Solyc11g Pentatricopeptide re               SL2.40ch AT3G13880.1  pentatric      chr3:457  10.2554 127.434 16.3174 11.218 11.8084 10.7545
GT Sense Sense 0.391 Detected -0.391 Detected 0.000 -1.138 Detected -1.438 Detected -1.288 0.091 GT Sens contig283 contig283 Squamos                 ATAAAGT contig283 Solyc07g Solyc07g Squamos                 GO:00056 GO:00056 contig283 Solyc07g Squamos                  GO:00056 SL2.40ch AT2G338 SPL3  SPL3 (SQ            chr2:143  75.3513 34.255 32.0547 24.8881 24.3986 19.1316
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.837 Detected -0.953 Detected -1.395 0.088 GT Sens contig283 contig283 Unknown   ACATTTA contig283 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig283 Solyc09g Mutator-like transpo                SL2.40ch AT1G5975ARF1  ARF1 (AU           chr1:219  60.9429 50.019 36.5604 37.443 16.3362 29.095
GT Sense Sense -0.533 Detected 0.533 Detected 0.000 -1.448 Detected -2.275 Detected -1.862 0.110 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  48.3253 79.0798 90.561 90.8972 23.9404 13.0346
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -0.946 Detected -1.086 Detected -1.016 0.008 GT Sens contig283 contig283 Unknown   GAGGTG contig283 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig283 Solyc00g005170.1.1 AT4G00755.2  F-box fam    chr4:325  66.4986 48.0838 53.4222 52.5964 31.0221 27.1734
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 -2.461 Detected -1.594 Detected -2.027 0.051 GT Sens contig283 contig283 Ribosoma              TCATAGCcontig283 Solyc09g Solyc09g Ribosoma              GO:00081 GO:00081    contig283 Solyc09g Ribosoma               GO:00089 SL2.40ch AT2G32020.1  GCN5-rel       chr2:136  2017.9 2066.76 1107.82 374.614 391.958 690.338
GT Sense Sense -0.489 Detected 0.489 Detected 0.000 -3.045 Comprom -2.107 Comprom -2.576 0.063 GT Sens contig284 contig284 Ethylene-                    ACGTTTGcontig284 Solyc11g Solyc11g Ethylene-                    GO:00063 GO:00063    contig284 Solyc11g Ethylene-                     GO:00036 SL2.40ch AT2G40340.1  AP2 dom       chr2:168  25.1943 38.792 12.8621 10.282 4.00192 7.40302
GT Sense Sense -1.005 Detected 1.005 Detected 0.000 -2.484 Detected -2.041 Detected -2.263 0.159 GT Sens contig284 contig284 Germin-lik                 TTGAGCAcontig284 Solyc10g Solyc10g Germin-lik                 GO:00480 GO:00480 contig284 Solyc10g Germin-lik                  GO:00457 SL2.40ch AT4G19910.1  Toll-Inter      chr4:107  40.5471 127.63 77.5905 17.3239 13.5905 17.8324
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.558 Detected -0.881 Detected -1.219 0.107 GT Sens contig284 contig284 BHLH tran               AAACAAGcontig284 Solyc03g Solyc03g BHLH tran               GO:00056 GO:00056 contig284 Solyc03g BHLH tran                GO:00056 SL2.40ch AT1G61660.2  basic hel      chr1:227  27.1593 31.0212 13.9798 10.9393 10.4172 16.0852
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 -0.928 Detected -3.010 Comprom -1.969 0.204 GT Sens contig284 contig284 Unknown   TTATGAAcontig284 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig284 Solyc10g Unknown Protein (A  SL2.40ch AT5G66170.2  FUNCTIO                                                                        chr5:264  17.5179 18.0602 4.11526 4.87074 9.87776 2.25337
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -2.058 Detected -1.089 Detected -1.574 0.083 GT Sens contig284 contig284 Beta-gala               TTCCATT contig284 Solyc11g Solyc11g Beta-gala               GO:00059 GO:00059   contig284 Solyc11g Beta-gala                GO:00055 SL2.40ch AT2G328 BGAL9  BGAL9 (B            chr2:139  128.664 101.075 33.0413 42.4034 28.9371 54.6977
GT Sense Sense 0.074 Detected -0.074 Detected 0.000 -1.556 Detected -0.825 Detected -1.191 0.086 GT Sens contig285 contig285 GAI-like p                AAGTTGCcontig285 Solyc01g Solyc01g GAI-like p                GO:00037 GO:00037        contig285 Solyc01g GAI-like p                 GO:00037 SL2.40ch AT1G7442FUT3, AT   FUT3 (FU         chr1:279  44.0712 31.0841 25.4228 5.31341 13.299 21.3136
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -2.433 Comprom -1.974 Comprom -2.204 0.011 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  39.6373 29.056 26.9482 41.8758 6.63961 8.8132
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -1.214 Detected -1.830 Comprom -1.522 0.047 GT Sens contig285 contig285 SUPERMA                 TTTCAAA contig285 Solyc10g Solyc10g SUPERMA                 GO:00056 GO:00056 contig285 Solyc06g Tubulin b               GO:00052 SL2.40ch AT5G12410.1 29.9404 18.9443 16.023 16.4796 10.8483 6.83257
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -1.917 Comprom -1.390 Comprom -1.653 0.034 GT Sens contig285 contig285 Unknown   GATCGATcontig285 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig285 Solyc07g Unknown Protein (A  SL2.40ch AT5G1717ENH1  ENH1 (en           chr5:564  13.5489 13.3447 10.7062 6.06447 3.76435 5.23592
GT Sense Sense -0.251 Detected 0.251 Detected 0.000 -1.339 Detected -0.881 Detected -1.110 0.082 GT Sens contig286 contig286 Receptor                 CTGATAGcontig286 Solyc09g Solyc09g Receptor                 GO:00163 GO:00163  contig286 Solyc09g Receptor                  GO:00163 SL2.40ch AT5G59260.1  lectin pro     chr5:239  1103.23 1221.22 482.514 386.323 484.846 642.879
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.766 Detected -0.970 Detected -1.368 0.075 GT Sens contig286 contig286 Aspartic p               TTTCCAGcontig286 Solyc07g Solyc07g Aspartic p               GO:00065 GO:00065  contig286 Solyc07g Aspartic p                GO:00036 SL2.40ch AT2G42980.1  aspartyl     chr2:178  2255.4 1800.66 1194.76 536.145 626.02 1049.99
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.588 Detected -1.587 Detected -1.588 0.001 GT Sens contig286 contig286 Pol polyp                TGACCATcontig286 Solyc10g Solyc10g Pol polyp                GO:00036 GO:00036   contig286 Solyc10g Pol polyp                 GO:00036 SL2.40ch AT3G0733ATCSLC0     ATCSLC6           chr3:233  93.2455 77.5329 40.9293 56.1014 29.8941 28.8731
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.063 Detected -1.367 Detected -1.215 0.026 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  338.678 317.617 214.758 229.76 165.945 129.765
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -1.331 Detected -1.619 Detected -1.475 0.013 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  804.824 715.943 278.034 338.616 318.987 252.234
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -1.647 Comprom -1.312 Comprom -1.479 0.042 GT Sens contig288 contig288 TIR-NBS-L                  CTGAGGTcontig288 Solyc01g Solyc01g TIR-NBS-L                  GO:00480 GO:00480 contig288 Solyc01g Tir-nbs-lr   GO:00301 SL2.40ch AT3G44670.2  ATP bind             chr3:162  13.2608 14.9563 10.0654 7.52326 4.75366 5.78848
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -0.961 Detected -1.264 Detected -1.113 0.026 GT Sens contig288 contig288 Unknown   ACCAGCTcontig288 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig288 Solyc04g Unknown Protein (A  SL2.40ch AT2G44020.1  mitochon        chr2:182  77.9246 70.3337 51.8847 43.9002 40.1914 31.4425
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -0.876 Detected -1.549 Detected -1.212 0.079 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  617.221 582.654 406.404 405.487 345.341 209.153
GT Sense Sense -0.292 Detected 0.292 Detected 0.000 -1.220 Detected -1.043 Detected -1.132 0.066 GT Sens contig289 contig289 Endo-1 4-                GGTGAAAcontig289 Solyc01g Solyc01g Endo-1 4-                GO:00059 GO:00059    contig289 Solyc01g Endo-1 4-                 GO:00055 SL2.40ch AT4G38300.1  glycosyl      chr4:179  453.048 530.812 434.669 487.213 222.411 242.77
GT Sense Sense -0.669 Detected 0.669 Detected 0.000 -3.627 Detected -0.945 Detected -2.286 0.267 GT Sens contig289 contig289 Geranylge               CTACTTGcontig289 Solyc07g Solyc07g Geranylge               GO:00082 GO:00082    contig289 Solyc07g Geranylge                GO:00043 SL2.40ch AT2G36710.1  pectinest     chr2:153  1197.18 2365.17 1153.56 110.265 143.954 891.726
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.208 Detected -0.837 Detected -1.022 0.041 GT Sens contig289 contig289 VQ motif f              GCTGGAAcontig289 Solyc04g Solyc04g VQ motif family protein expres             contig289 Solyc04g VQ motif family prot              SL2.40ch AT1G75150.1  unknown   chr1:282  4002.45 2698.65 2404.96 1562.02 1503.56 1877.33
GT Sense Sense -0.471 Detected 0.471 Detected 0.000 -1.197 Detected -1.284 Detected -1.241 0.120 GT Sens contig290 contig290 Expresse                   GTTGAGGcontig290 Solyc01g Solyc01g Expressed protein (Fragment)                 contig290 Solyc01g Expressed protein (                  SL2.40ch AT1G09610.1  unknown   chr1:311  114.842 172.425 77.9225 170.915 64.859 58.9457
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.983 Detected -1.508 Detected -1.746 0.018 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  39.9567 31.3506 18.4422 24.8664 9.45901 12.6973
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 -1.473 Detected -1.541 Detected -1.507 0.015 GT Sens contig290 contig290 Unknown   CATTTAC contig290 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig290 Solyc01g Transport protein pa       SL2.40ch AT5G4390MYA2, AT     MYA2 (AR              chr5:176  371.553 224.303 299.416 249.931 109.899 101.259
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -2.895 Detected -1.106 Detected -2.001 0.155 GT Sens contig291 contig291 Unknown   TCATTGAcontig291 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig291 Solyc05g Unknown Protein (A  SL2.40ch AT2G05360.1  FUNCTIO                                                           chr2:195  1732.8 1329.71 1155.72 267.24 215.628 719.564
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 -1.439 Comprom -2.303 Comprom -1.871 0.063 GT Sens contig291 contig291 Unknown   AAATTGGcontig291 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig291 Solyc10g Unknown Protein (A  SL2.40ch AT2G16890.2 11.7156 12.7598 10.0129 3.66101 4.76501 2.52818
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -2.732 Detected -1.014 Detected -1.873 0.172 GT Sens contig292 contig292 Calmodul      AACAAGT contig292 Solyc12g Solyc12g Calmodulin-binding protein (AH    contig292 Solyc12g Calmodulin-binding     SL2.40ch AT2G26190.1  calmodu     chr2:111  1794.47 2012.78 1209.07 481.262 302.419 960.088
GT Sense Sense -0.285 Detected 0.285 Detected 0.000 -2.010 Detected -0.842 Detected -1.426 0.160 GT Sens contig293 contig293 Receptor-               AACAGGTcontig293 Solyc11g Solyc11g Receptor-               GO:00055 GO:00055  contig293 Solyc11g LRR recep    GO:00055 SL2.40ch AT5G05030.1  unknown   chr5:148  469.545 544.945 388.59 170.915 132.686 287.95
GT Sense Sense -0.317 Detected 0.317 Detected 0.000 -2.189 Detected -1.677 Detected -1.933 0.042 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  2310.49 2801.82 1224.28 3341.47 589.633 811.673
GT Sense Sense 0.443 Detected -0.443 Detected 0.000 -1.046 Detected -0.973 Detected -1.009 0.151 GT Sens contig293 contig293 Transcrip                       AACTCAAcontig293 Solyc05g Solyc05g Transcrip                       GO:00056 GO:00056       contig293 Solyc05g Transcrip                        GO:00055 SL2.40ch AT1G2426SEP3, AG   SEP3 (SE           chr1:859  391.225 165.389 199.317 328.62 130.239 132.226
GT Sense Sense -0.536 Detected 0.536 Detected 0.000 -3.610 Detected -1.909 Detected -2.759 0.111 GT Sens contig293 contig293 Vesicular                   TCTAATT contig293 Solyc09g Solyc09g Vesicular                   GO:00053 GO:00053      contig293 Solyc09g Vesicular                    GO:00053 SL2.40ch AT2G3806PHT4;2  PHT4;2 (P                  chr2:159  780.149 1282.46 150.334 73.1772 86.6082 271.694
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -3.590 Comprom -1.941 Comprom -2.766 0.083 GT Sens contig293 contig293 Ulp1 prote           GAAAGAAcontig293 Solyc10g Solyc10g Ulp1 protease family C-termina         contig293 Solyc10g Ulp1 protease family         SL2.40ch AT3G44440.1 20.2186 21.1336 17.295 9.28512 1.81421 5.49252
GT Sense Sense -0.918 Detected 0.918 Detected 0.000 -2.097 Comprom -3.171 Comprom -2.634 0.132 GT Sens contig293 contig293 Potassium              AAGGGAAcontig293 Solyc03g Solyc03g Potassium              GO:00096 GO:00096   contig293 Solyc03g Potassium               GO:00096 SL2.40ch AT2G3812AUX1, WA     AUX1 (AU                 chr2:159  13.8266 38.5915 7.95906 11.9131 5.70716 2.61761
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.350 Detected -1.529 Detected -1.440 0.008 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  545.71 376.792 530.552 405.554 188.022 160.291
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.143 Detected -2.132 Comprom -1.637 0.085 GT Sens contig294 contig294 Nucleored                    TTATACGcontig294 Solyc05g Solyc05g Nucleored                    GO:00047 GO:00047    contig294 Solyc05g Nucleored                     GO:00047 SL2.40ch AT5G1966ATSBT6.1     S1P (SITE       chr5:664  21.9887 20.3265 14.6254 16.7821 10.1206 4.92064
GT Sense Sense 0.448 Detected -0.448 Detected 0.000 -1.634 Detected -1.671 Detected -1.652 0.067 GT Sens contig294 contig294 Unknown   CTTGGTAcontig294 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig294 Solyc04g Unknown Protein (A  SL2.40ch AT2G41330.1  glutaredo     chr2:172  419.386 176.039 155.059 282.1 92.5143 87.0813
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 -1.404 Detected -1.834 Detected -1.619 0.025 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 AT2G0232AtPP2-B7  AtPP2-B7       chr2:610  8208.96 7831.17 5688.25 4356.29 3200.98 2294.37
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -1.490 Detected -1.465 Detected -1.477 0.000 GT Sens contig294 contig294 Unknown   AATAAAA contig294 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig294 Solyc05g UDP-gluc             GO:00150 SL2.40ch AT1G05370.1  FUNCTIO                                                                                         chr1:156  286.598 226.874 300.985 310.675 95.924 94.2671
GT Sense Sense -0.690 Detected 0.690 Detected 0.000 -2.984 Detected -1.298 Detected -2.141 0.188 GT Sens contig294 contig294 ATP-bind                AATGACT contig294 Solyc09g Solyc09g ATP-bind                GO:00171 GO:00171         contig294 Solyc09g ATP-bind                 GO:00426 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  3722.61 7572.03 1409.19 444.304 709.255 2203.05
GT Sense Sense -0.312 Detected 0.312 Detected 0.000 -1.223 Detected -0.876 Detected -1.050 0.099 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  785.678 946.535 587.108 1318.41 390.359 479.334
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -2.111 Detected -2.362 Detected -2.237 0.007 GT Sens contig295 contig295 Unknown   ACTAGAGcontig295 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig295 Solyc00g Unknown Protein (A  SL2.40ch AT1G12000.1  pyrophos           chr1:405  76.6485 72.8533 46.1204 48.0427 18.2818 14.8307
GT Sense Sense -0.403 Detected 0.403 Detected 0.000 -1.354 Detected -1.198 Detected -1.276 0.090 GT Sens contig295 contig295 Unknown   TGACACCcontig295 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig295 Solyc05g Unknown Protein (A  SL2.40ch AT1G0842BSL2  kelch rep         chr1:264  237.428 324.659 199.197 257.978 114.756 123.516
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -2.656 Detected -1.302 Detected -1.979 0.103 GT Sens contig296 contig296 Glutaredo              GAAAATGcontig296 Solyc10g Solyc10g Glutaredo              GO:00454 GO:00454    contig296 Solyc10g Glutaredo               GO:00055 SL2.40ch AT1G03850.2  glutaredo     chr1:977  487.76 451.657 199.685 87.0383 78.7286 194.237
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -1.387 Detected -1.642 Detected -1.515 0.012 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  380.11 346.618 212.891 195.039 146.673 118.671
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.152 Detected -1.123 Detected -1.137 0.005 GT Sens contig296 contig296 Unknown   ATTAAAG contig296 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig296 Solyc08g Unknown Protein (A  SL2.40ch AT4G2523RIN2  RIN2 (RPM              chr4:129  66.3971 57.8989 48.8367 41.5081 29.4938 29.0415
GT Sense Sense 0.250 Detected -0.250 Detected 0.000 -1.168 Detected -1.205 Detected -1.187 0.042 GT Sens contig296 contig296 Receptor-               AAACCACcontig296 Solyc07g Solyc07g Receptor-               GO:00064 GO:00064  contig296 Solyc07g064130.1.1 AT4G22890.5 44.8919 24.8046 19.981 16.4195 15.6917 14.7687
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.980 Detected -2.063 Detected -2.022 0.002 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  75.0104 51.8178 27.6045 38.9217 16.7018 15.2207
GT Sense Sense 0.242 Detected -0.242 Detected 0.000 -2.501 Detected -2.332 Detected -2.417 0.011 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  2814.44 1572.15 1206.52 835.801 392.621 426.384
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -1.612 Comprom -1.266 Comprom -1.439 0.026 GT Sens contig297 contig297 Ulp1 prote           ACTACCT contig297 Solyc06g Solyc06g Ulp1 protease family C-termina         contig297 Solyc06g Ulp1 protease family         SL2.40ch AT5G44180.1  homeobo      chr5:177  12.3179 12.0961 11.1453 14.9221 4.22058 5.18046
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.214 Detected -1.108 Detected -1.161 0.017 GT Sens contig297 contig297 Unknown   ACGGCTGcontig297 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig297 Solyc06g048800.1.1 AT1G3249EMB2733    ESP3 (EN                  chr1:117  405.202 260.251 202.109 222.255 147.968 153.693
GT Sense Sense -0.715 Detected 0.715 Detected 0.000 -4.019 Detected -1.658 Detected -2.838 0.176 GT Sens contig297 contig297 Calmodul              CTTTCTAcontig297 Solyc02g Solyc02g Calmodul              GO:00055 GO:00055   contig297 Solyc02g Calmodul               GO:00055 SL2.40ch AT3G59120.1  DC1 dom    chr3:218  3613.67 7615.46 2580.4 488.573 342.052 1696.22
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -1.277 Detected -1.041 Detected -1.159 0.066 GT Sens contig298 contig298 Serine/thr                 ATCAGTT contig298 Solyc02g Solyc02g Serine/thr                 GO:00047 GO:00047           contig298 Solyc02g RLK, Rece          GO:00047 SL2.40ch AT2G3562FEI2  FEI2 (FEI    chr2:149  31.6533 36.9419 22.5639 12.6298 14.9083 16.9516
GT Sense Sense 0.130 Detected -0.130 Detected 0.000 -1.434 Detected -0.857 Detected -1.145 0.069 GT Sens contig298 contig298 Receptor-                GTTAAGGcontig298 Solyc09g Solyc09g Receptor-                GO:0005529 contig298 Solyc09g Receptor-                 GO:00485 SL2.40ch AT4G04490.1  protein k     chr4:223  3791.24 2474.94 2040.68 1573.67 1198.32 1725.68
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 -0.901 Detected -1.694 Detected -1.298 0.094 GT Sens contig298 contig298 Cytochro                  GTTATCGcontig298 Solyc08g Solyc08g Cytochro                  GO:00160 GO:00160 contig298 Solyc08g Cytochro                   GO:00058 SL2.40ch ATMG005 RPL2  encodes                 chrM:154  250.867 246.176 172.134 206.908 140.653 78.3671
GT Sense Sense 0.139 Detected -0.139 Detected 0.000 -1.900 Comprom -1.740 Comprom -1.820 0.008 GT Sens contig298 contig298 Unknown   AATGGTGcontig298 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig298 Solyc08g Helicase-l      GO:00054 SL2.40ch AT1G76140.2  serine-ty      chr1:285  19.8612 12.8077 15.0158 16.2006 4.51793 4.87124
GT Sense Sense -0.452 Detected 0.452 Detected 0.000 -1.918 Detected -1.370 Detected -1.644 0.090 GT Sens contig299 contig299 Unknown           CTTCCACcontig299 Solyc09g Solyc09g Unknown Protein (AHRD V1)%3          contig299 Solyc09g Unknown Protein (A           SL2.40ch AT4G0542DDB1A  DDB1A (D            chr4:274  1019.88 1492.53 834.757 2283.42 345.14 487.15
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.241 Detected -0.842 Detected -1.041 0.051 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  83229.5 78918.9 69104.4 34543.7 36250.3 46143.6
GT Sense Sense -0.475 Detected 0.475 Detected 0.000 -0.958 Detected -1.206 Detected -1.082 0.158 GT Sens contig299 contig299 UPA23 (A               TATGGTTcontig299 Solyc06g Solyc06g UPA23 (AHRD V1 ***- C8YZB5 C             contig299 Solyc06g UPA23 (AHRD V1 ***-             SL2.40ch AT1G35830.1  VQ motif-    chr1:133  195.212 294.728 148.712 59.2617 130.495 106.085
GT Sense Sense -0.350 Detected 0.350 Detected 0.000 -2.077 Detected -1.195 Detected -1.636 0.101 GT Sens contig299 contig299 Unknown   GAGTCCTcontig299 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig299 Solyc10g Unknown Protein (A  SL2.40ch AT5G5407AT-HSFA9    AT-HSFA        chr5:219  598.525 759.86 357.561 181.823 168.973 300.478
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -0.822 Detected -1.391 Detected -1.107 0.061 GT Sens contig299 contig299 1-aminocy                 TATTCAGcontig299 Solyc06g Solyc06g 1-aminocy                 GO:00164 GO:00164    contig299 Solyc06g 1-aminocy                  GO:00454 SL2.40ch AT1G2930UNE1  UNE1 (un      chr1:102  68.9971 57.3134 39.4164 44.4234 37.5892 24.4621
GT Sense Sense -0.331 Detected 0.331 Detected 0.000 -4.533 Detected -1.179 Detected -2.856 0.237 GT Sens contig300 contig300 ABC trans       TGATATT contig300 Solyc03g Solyc03g ABC transporter family protein    contig300 Solyc03g ABC transporter fam      SL2.40ch AT5G19130.2  GPI trans          chr5:641  2973.48 3679.62 1579.79 135.819 150.956 1491.14
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -2.675 Detected -1.416 Detected -2.046 0.085 GT Sens contig300 contig300 Unknown   CTCATGGcontig300 Solyc10g Solyc10g Unknown Protein (AHRD V1);O contig300 Solyc11g068390.1.1 AT3G28770.1  unknown   chr3:107  108.652 97.1965 47.2343 43.3276 17.0081 39.2821
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.539 Detected -1.080 Detected -1.310 0.034 GT Sens contig300 contig300 Os03g081                  AGTATACcontig300 Solyc10g Solyc10g Os03g0816700 protein (Fragm                 contig300 Solyc10g Os03g0816700 prote                  SL2.40ch AT3G12020.1  kinesin m    chr3:382  6525.35 5781.55 4124.58 2218.1 2233.37 2964.52
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.295 Detected -1.243 Detected -1.269 0.001 GT Sens contig300 contig300 Unknown   TTAAGTAcontig300 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig300 Solyc08g Unknown Protein (A  SL2.40ch AT1G3244PKp3  PKp3 (pla        chr1:117  29.575 24.114 14.5461 10.6932 11.4985 11.5138
GT Sense Sense 0.227 Detected -0.227 Detected 0.000 -1.140 Detected -0.988 Detected -1.064 0.047 GT Sens contig300 contig300 Unknown   GTATTTT contig300 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig300 Solyc10g036650.1.1 AT4G31100.1  wall-asso     chr4:151  1653.86 943.339 1444.26 989.344 598.889 642.683
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -2.009 Detected -0.968 Detected -1.489 0.110 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 14125.6 13392.2 11192.5 3069.13 3611.38 7172.92
GT Sense Sense -0.498 Detected 0.498 Detected 0.000 -2.345 Detected -1.052 Detected -1.698 0.173 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  49.5108 77.1816 39.5363 16.9358 12.8626 30.4256
GT Sense Sense -0.367 Detected 0.367 Detected 0.000 -0.892 Detected -1.515 Detected -1.203 0.130 GT Sens contig301 contig301 Galactosy                 CTTTTAA contig301 Solyc09g Solyc09g Galactosy                 GO:00150 GO:00150   contig301 Solyc09g Galactosy                  GO:00150 SL2.40ch AT2G3709IRX9  IRX9 (IRR           chr2:155  67.073 87.1685 54.0804 79.808 43.5506 27.3002
GT Sense Sense 0.035 Detected -0.035 Detected 0.000 -1.841 Comprom -1.872 Comprom -1.856 0.000 GT Sens contig301 contig301 Expansin            GATCACAcontig301 Solyc07g Solyc07g Expansin            GO:00051 GO:00051        contig301 Solyc07g Expansin             GO:00051 SL2.40ch AT4G0163ATEXPA1       ATEXPA1       chr4:700  15.2409 11.3492 12.8637 5.91464 3.88108 3.6651
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -2.393 Detected -1.014 Detected -1.704 0.149 GT Sens contig302 contig302 Genomic          CTTCAAAcontig302 Solyc11g Solyc11g Genomic DNA chromosome 5       contig302 Solyc11g Genomic DNA chrom         SL2.40ch AT3G2738SDH2-1  SDH2-1; e      chr3:101  56.1311 64.1805 37.0631 8.12579 12.0732 30.3254
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -2.267 Detected -1.247 Detected -1.757 0.076 GT Sens contig302 contig302 Prephena                AAAGTTGcontig302 Solyc09g Solyc09g Prephena                GO:00081 GO:00081  contig302 Solyc09g Prephena                 GO:00081 SL2.40ch AT5G34930.1  arogenat    chr5:132  9226.03 7865.26 6450.12 1481.76 1870.26 3663.11
GT Sense Sense 0.165 Detected -0.165 Detected 0.000 -3.566 Detected -1.379 Detected -2.472 0.155 GT Sens contig302 contig302 U-box dom                GGGGGA contig302 Solyc06g Solyc06g U-box dom                GO:00054 GO:00054   contig302 Solyc06g U-box dom                 GO:00048 SL2.40ch AT2G40860.1  protein k             chr2:170  6266.07 3896.61 3372.23 1085.04 440.928 1938.93
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.530 Detected -0.948 Detected -1.239 0.052 GT Sens contig302 contig302 Uncharac        TTGACGAcontig302 Solyc01g Solyc01g Uncharacterized GPI-anchored      contig302 Solyc01g Uncharacterized GP       SL2.40ch AT5G462 CUL4, AT   CUL4 (CU        chr5:187  305.544 250.949 247.705 132.475 101.327 146.469
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 -1.876 Comprom -1.431 Comprom -1.653 0.030 GT Sens contig302 contig302 Unknown   ATGCGCAcontig302 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig302 Solyc10g Unknown Protein (A  SL2.40ch AT5G25415.1  unknown   chr5:883  15.4209 15.7439 13.3093 8.2864 4.48627 5.8968
GT Sense Sense 0.186 Detected -0.186 Detected 0.000 -1.087 Detected -0.928 Detected -1.008 0.038 GT Sens contig303 contig303 Serine/thr                          GTCTGATcontig303 Solyc09g Solyc09g Serine/thr                          GO:00199 GO:00199         contig303 Solyc09g Serine/thr                           GO:00082 SL2.40ch AT3G0988ATB' BET   ATB' BET        chr3:302  1167.36 704.977 933.461 692.321 451.275 486.521
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -2.146 Detected -2.222 Detected -2.184 0.004 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  658.235 622.518 247.576 265.857 152.843 140.017
GT Sense Sense 0.499 Detected -0.499 Detected 0.000 -1.705 Detected -1.272 Detected -1.488 0.112 GT Sens contig304 contig304 Myb-relat                GACGGATcontig304 Solyc03g Solyc03g Myb-relat                GO:00037 GO:00037        contig304 Solyc03g Myb-relat                 GO:00055 SL2.40ch AT3G2325MYB15, A    MYB15 (M           chr3:830  1336.83 523.273 608.786 346.883 271.205 353.459
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -2.524 Detected -1.050 Detected -1.787 0.144 GT Sens contig304 contig304 WRKY-like              TTCAAGT contig304 Solyc09g Solyc09g WRKY-like              GO:00037 GO:00037       contig304 Solyc09g WRKY-like               GO:00055 SL2.40ch AT5G5627WRKY2, A   WRKY2; t    chr5:227  11420.1 6736.66 4714.72 2031.05 1611.59 4320.96
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 -1.929 Detected -1.886 Detected -1.907 0.006 GT Sens contig304 contig304 Polyprote     ATGCAGAcontig304 Solyc04g Solyc04g Polyprotein (AHRD V1 ***- Q9XEcontig304 Solyc04g Polyprotein (AHRD V   SL2.40ch AT5G38100.1 122.673 117.027 64.8874 75.5646 33.2612 33.0883
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.007 Detected -1.613 Detected -1.310 0.050 GT Sens contig305 contig305 Unknown   ATGACTAcontig305 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig305 Solyc01g Unknown Protein (A  SL2.40ch AT2G3877EMB2765  EMB2765     chr2:162  942.034 749.497 481.555 472.724 441.898 280.218
GT Sense Sense -0.674 Detected 0.674 Detected 0.000 -2.383 Detected -1.770 Detected -2.077 0.107 GT Sens contig305 contig305 ATP-bind                TTATTTT contig305 Solyc12g Solyc12g ATP-bind                GO:00171 GO:00171  contig305 Solyc12g ATP-bind                 GO:00160 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  141.167 280.881 112.31 28.0588 40.3348 59.5529
GT Sense Sense -0.244 Detected 0.244 Detected 0.000 -1.068 Detected -1.929 Comprom -1.499 0.094 GT Sens contig305 contig305 Protein FA                 GATGGCAcontig305 Solyc05g Solyc05g Protein FAR1-RELATED SEQU                 contig305 Solyc05g Protein FAR1-RELAT                  SL2.40ch AT3G6024EIF4G, CU   EIF4G (E          chr3:222  18.3608 20.1174 6.08624 15.3582 9.69034 5.14817
GT Sense Sense -0.365 Detected 0.365 Detected 0.000 -1.261 Detected -1.279 Detected -1.270 0.074 GT Sens contig305 contig305 Auxin-reg                 TAGAAGGcontig305 Solyc11g Solyc11g Auxin-regulated protein (AHRD               contig305 Solyc11g Auxin-regulated pro                 SL2.40ch AT5G10150.1  unknown   chr5:318  68.5255 88.8034 47.0092 17.5199 34.4076 32.8037
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -2.299 Detected -0.899 Detected -1.599 0.154 GT Sens contig306 contig306 Unknown   AACTTAT contig306 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig306 Solyc12g Unknown Protein (A  SL2.40ch AT3G0108WRKY58,   WRKY58;    chr3:255  469.341 443.395 195.681 157.095 97.9728 249.644
GT Sense Sense -0.225 Detected 0.225 Detected 0.000 -1.081 Detected -0.960 Detected -1.020 0.049 GT Sens contig306 contig306 Uncharac            ACGAAACcontig306 Solyc12g Solyc12g Uncharacterized 8.8 kDa prote         contig306 Solyc12g Uncharacterized 8.8          SL2.40ch ATCG001 RPOC1  RNA poly     chrC:202  102.383 109.369 83.4222 82.1796 52.8513 55.5213
GT Sense Sense 0.168 Detected -0.168 Detected 0.000 -1.753 Comprom -1.380 Comprom -1.567 0.025 GT Sens contig306 contig306 Ulp1 prote           TTGAGAAcontig306 Solyc03g Solyc03g Ulp1 protease family C-termina         contig306 Solyc08g Ulp1 pept               GO:00065 SL2.40ch AT3G26140.1  glycosyl          chr3:955  20.0326 12.4049 9.50264 7.31322 4.94132 6.17969
GT Sense Sense -0.421 Detected 0.421 Detected 0.000 -1.473 Detected -1.235 Detected -1.354 0.090 GT Sens contig306 contig306 Dirigent p                GGGAGT contig306 Solyc08g Solyc08g Dirigent protein (AHRD V1 ***- Q             contig306 Solyc08g Dirigent protein (AH                SL2.40ch AT4G11190.1  disease r         chr4:682  104.661 146.648 53.7769 107.779 47.1567 53.7089
GT Sense Sense -0.409 Detected 0.409 Detected 0.000 -1.914 Detected -1.677 Detected -1.796 0.052 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  2980.51 4106.41 1669.11 4073.88 980.831 1116.54
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 -2.238 Comprom -2.027 Comprom -2.132 0.012 GT Sens contig307 contig307 Unknown   GCAAACAcontig307 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig307 Solyc02g Unknown Protein (A  SL2.40ch AT4G2158ENDO4  ENDO4 (e                chr4:114  23.3004 24.4234 15.4576 12.5081 5.34421 5.97296
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -3.704 Detected -2.989 Detected -3.347 0.012 GT Sens contig308 contig308 Heat stres                  GATGAAAcontig308 Solyc04g Solyc04g Heat stres                  GO:00056 GO:00056  contig308 Solyc04g Heat stres                   GO:00036 SL2.40ch AT2G4169AT-HSFB3    AT-HSFB        chr2:173  319.004 288.976 148.066 79.5024 24.6249 39.0158
GT Sense Sense -0.668 Detected 0.668 Detected 0.000 -1.851 Detected -1.509 Detected -1.680 0.135 GT Sens contig309 contig309 IST1 hom                 AACAGAAcontig309 Solyc05g Solyc05g IST1 homolog (AHRD V1 *--- IST              contig309 Solyc05g IST1 homolog (AHRD                SL2.40ch AT1G13340.1  unknown   chr1:456  192.761 380.529 91.4052 116.635 79.3683 97.1143
GT Sense Sense -1.140 Detected 1.140 Detected 0.000 -2.883 Detected -0.875 Detected -1.879 0.342 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  445.64 1690.88 88.1442 1385.32 124.349 482.86



GT Sense Sense -0.424 Detected 0.424 Detected 0.000 -2.375 Detected -1.962 Detected -2.169 0.044 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  752.471 1058.42 501.811 1272.36 181.798 233.679
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.341 Detected -1.365 Detected -1.353 0.001 GT Sens contig310 contig310 Unknown   TGGTGG contig310 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig310 Solyc05g Unknown Protein (A  SL2.40ch AT2G4589ATROPGE    ROPGEF            chr2:188  194.685 159.984 137.372 153.142 73.6073 69.9293
GT Sense Sense -0.768 Detected 0.768 Detected 0.000 -1.273 Detected -1.132 Detected -1.202 0.259 GT Sens contig310 contig310 Dynein lig                     AAGATGCcontig310 Solyc03g Solyc03g Dynein lig                     GO:00428 GO:00428     contig310 Solyc03g Dynein lig                      GO:00428 SL2.40ch AT1G5224ATROPGE    ROPGEF            chr1:194  170.704 387.052 164.715 173.714 112.396 119.705
GT Sense Sense -0.306 Detected 0.306 Detected 0.000 -1.442 Detected -1.221 Detected -1.331 0.055 GT Sens contig310 contig310 Cathepsin                 AAACCCCcontig310 Solyc04g Solyc04g Cathepsin                 GO:00324 GO:00324    contig310 Solyc04g Cathepsin                  GO:00309 SL2.40ch AT4G3535XCP1  XCP1 (XY          chr4:168  2257.04 2697.3 1755 2191.98 959.516 1080.36
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 -2.545 Detected -0.816 Detected -1.680 0.199 GT Sens contig310 contig310 Receptor-      GTCGAGTcontig310 Solyc03g Solyc03g Receptor-like kinase (AHRD V1  contig310 Solyc03g Receptor-like kinase    SL2.40ch AT3G28980.1  unknown   chr3:109  9018.95 9398.15 5844.62 2022.67 1667.66 5335.26
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.405 Detected -2.801 Comprom -2.103 0.095 GT Sens contig311 contig311 Enzymatic                CAAAAGAcontig311 Solyc10g Solyc10g Enzymatic                GO:00062 GO:00062   contig311 Solyc10g Enzymatic                 GO:00062 SL2.40ch AT3G44510.1 52.7718 41.3131 21.1153 20.811 18.6355 6.83674
GT Sense Sense 0.306 Detected -0.306 Detected 0.000 -1.752 Detected -1.267 Detected -1.510 0.061 GT Sens contig311 contig311 ATP-bind                TGCATCAcontig311 Solyc08g Solyc08g ATP-bind                GO:00168 GO:00168    contig311 Solyc08g ATP-bind                 GO:00085 SL2.40ch AT2G2994PDR3, AT   PDR3 (PL             chr2:127  799.376 408.568 217.665 71.5882 179.266 242.297
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -1.111 Detected -1.177 Detected -1.144 0.029 GT Sens contig311 contig311 Lipid A ex                CATCTTCcontig311 Solyc12g Solyc12g Lipid A ex                GO:00168 GO:00168    contig311 Solyc12g Lipid A ex                 GO:00085 SL2.40ch AT3G6215PGP21  PGP21 (P           chr3:230  499.848 512.909 383.194 425.458 247.806 228.487
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -3.754 Detected -1.459 Detected -2.606 0.157 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  2849.97 3194.19 1470.98 323.956 236.336 1120.14
GT Sense Sense -1.313 Detected 1.313 Detected 0.000 -5.287 Detected -0.847 Detected -3.067 0.356 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  815.483 3933.46 469.188 22.4379 48.4756 1015.82
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.355 Detected -0.940 Detected -1.148 0.037 GT Sens contig312 contig312 Ceramide     GTTCCTAcontig312 Solyc12g Solyc12g Ceramide glucosyltransferase    contig312 Solyc12g Ceramide glucosyltr     SL2.40ch AT2G19880.1  ceramide    chr2:858  254.745 226.749 124.452 100.305 99.271 127.847
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.726 Detected -0.979 Detected -1.352 0.071 GT Sens contig312 contig312 Unknown   GGAAATTcontig312 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig312 Solyc12g Unknown Protein (A  SL2.40ch AT3G15200.1  pentatric      chr3:511  36.7958 31.9147 40.8779 28.7108 10.9489 17.7413
GT Sense Sense 0.271 Detected -0.271 Detected 0.000 -1.967 Detected -1.470 Detected -1.719 0.043 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  4596.45 2466.22 2748.71 1532.25 909.912 1239.88
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.518 Detected -1.066 Detected -1.292 0.038 GT Sens contig313 contig313 Unannota GCCCATGTATCAATTCTCGTCTAAATAACCCAACAAATTAGGATTTAGG contig313 Solyc00g Membrane protein (A    SL2.40ch AT3G48760.1  zinc finge       chr3:180  949.702 882.364 700.98 500.352 337.821 446.186
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -1.360 Detected -0.958 Detected -1.159 0.036 GT Sens contig313 contig313 Unannota CCCAATATGTATACAAACAGTCGATTTTGGGATTACCATTTAAGTCATAGcontig313 Solyc00g Membrane protein (A    SL2.40ch AT3G48760.1  zinc finge       chr3:180  971.397 876.478 819.597 544.877 379.825 484.687
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -1.292 Detected -0.841 Detected -1.067 0.065 GT Sens contig313 contig313 Unannota GAGGTATATGTATGGTGAAATTATTGGTGGTTATGTGACATTGGCTAGTcontig313 Solyc01g Cell number regulat                  SL2.40ch AT5G47300.1  F-box fam    chr5:191  125610 125148 98043.8 54569.1 54102.1 71429.2
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 -1.481 Detected -1.476 Detected -1.478 0.019 GT Sens contig313 contig313 Unannota TGAAGAAATATAAGTGAAGCATGAACTACTATTTGATTGGTTAAATTCTGcontig313 Solyc03g Genomic DNA chrom         SL2.40ch AT5G23400.1  disease r         chr5:788  31.8087 33.1204 23.1217 15.6304 12.2867 11.9078
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.283 Comprom -1.903 Comprom -1.593 0.038 GT Sens contig313 contig313 Unannota GAGGCGGTACTGTTTGTTAATACTTGACTATAACACTACTATTGGAACA contig313 Solyc08g042090.1.1 AT1G7800SULTR1;2    SULTR1;         chr1:293  13.7429 12.0875 10.3194 16.726 5.59777 3.51586
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.021 Detected -1.285 Detected -1.153 0.013 GT Sens contig313 contig313 Unannota GCAGAAGAGAAACATGAACTTTGAGGTGGTTTTGAGTGTACCCAATTAAcontig313 Solyc08g CUGBP E                 GO:00036 SL2.40ch AT1G51790.1 34.5949 27.4945 30.6443 36.9802 16.0671 12.9173
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.274 Detected -1.286 Detected -1.280 0.012 GT Sens contig313 contig313 Unannota GGGAAGAAACTTGTGTTCCAGATATACTTGATATGGCAATTAGAAAATC contig313 Solyc08g CUGBP E                 GO:00036 SL2.40ch AT1G51790.1 52.0312 49.4939 51.845 73.2507 22.1765 21.2339
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -1.159 Comprom -1.416 Comprom -1.287 0.065 GT Sens contig314 contig314 Unannota TAGGAGAATTGTTGCCTCCAGAAGCATACTCATCCTCTTCCTGTCTCTT contig314 Solyc02g Activated                    GO:00037 SL2.40ch AT4G33740.3  unknown   chr4:161  13.3849 16.297 10.3955 7.19504 6.99148 5.64678
GT Sense Sense 0.101 Detected -0.101 Detected 0.000 -2.777 Comprom -1.809 Comprom -2.293 0.044 GT Sens contig314 contig314 Unannota TGTAGAGTAATAATTCCTTTACCTAAATCCCCTGCTAGCCCATCTGTCC contig314 Solyc12g Proton pump interac      SL2.40ch AT5G15740.1  unknown   chr5:513  18.1112 12.3146 5.91619 3.67246 2.30264 4.35023
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -1.704 Detected -0.856 Detected -1.280 0.096 GT Sens contig314 contig314 Unannota TCGCAAAAAATACAACACTATGGTTCAGATTTCAGATCGATTTGGCGCG contig314 Solyc04g Unknown Protein (A  SL2.40ch AT5G07571.1  FUNCTIO                                                                           chr5:239  30.4322 25.7503 16.9948 12.1838 9.08137 15.7772
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 -0.844 Detected -1.228 Detected -1.036 0.076 GT Sens contig314 contig314 Unannota TTCCTAAATATACATTTCAACTACAAACCAACCCATGAATCAAAAATAAA contig314 Solyc12g UDP-gluc              GO:00081 SL2.40ch AT2G25460.1 35.5881 38.4467 36.6544 37.6483 21.7849 16.1107
GT Sense Sense -0.209 Detected 0.209 Detected 0.000 -1.369 Comprom -1.918 Comprom -1.644 0.041 GT Sens contig314 contig314 Unannota CTGTGAATCCATCACTCCCTTGCAAATTAATCAATTCAAGTAAATTTCAGcontig314 Solyc06g Brain protein 44-like                SL2.40ch AT3G50010.1 14.691 15.3466 10.1951 5.04702 6.14447 4.05375
GT Sense Sense -0.856 Detected 0.856 Detected 0.000 -3.302 Comprom -3.082 Comprom -3.192 0.066 GT Sens contig315 contig315 Unannota GCAAACTCTGTAAGTTAATTTTTCGCCGTAATGCTACTGTTATAGGATA contig315 Solyc04g Nucleored              GO:00454 SL2.40ch AT3G52700.1  unknown   chr3:195  10.5402 26.9938 2.0494 1.97573 1.80757 2.03185
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -1.454 Comprom -1.832 Comprom -1.643 0.014 GT Sens contig315 contig315 Unannota TCAGTAGGATGCCTTCACTTTCATCTTTTGAACGCTCCTTATCATGCCA contig315 Solyc07g LRR recep    GO:00046 SL2.40ch AT3G45200.1  unknown   chr3:165  20.8751 17.2119 9.07987 13.4989 7.31211 5.4315
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.186 Detected -1.043 Detected -1.115 0.005 GT Sens contig315 contig315 Unannota AGGACTCCAGCAGCCTTATAAATAAATCCATGATTAAAATGAGAATTACAcontig315 Solyc01g Methylcro                 GO:00044 SL2.40ch AT3G52700.1  unknown   chr3:195  28.9623 23.8448 23.9883 17.3917 12.2067 13.0126
GT Sense Sense -0.297 Detected 0.297 Detected 0.000 -0.991 Detected -1.460 Detected -1.225 0.083 GT Sens contig316 contig316 Unannota CCGTGTTACATAGTCTATAGTGATGAGATTAATCAAAATTCTGAACTTAAcontig316 Solyc10g Nodulin M                     GO:00160 SL2.40ch AT5G5407AT-HSFA9    AT-HSFA        chr5:219  23.4849 27.7038 24.8935 24.2215 13.5614 9.46216
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.430 Detected -1.429 Detected -1.429 0.006 GT Sens contig316 contig316 Unannota ACTGGGCACGGGCCCTAGTAACTCTCCGGGTCTGACTAGTACTTTCTG contig316 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  601.236 550.749 344.57 428.705 225.694 218.094
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.763 Detected -1.804 Detected -1.783 0.009 GT Sens contig316 contig316 Unannota TTCTGGGCGGCTGTCGCTTTCTTTGGAGGCATAACAAAACGACTGGGC contig316 Solyc04g Cc-nbs-lr   GO:00069 SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  582.224 575.444 253.553 336.219 180.29 169.169
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -0.929 Comprom -1.451 Comprom -1.190 0.047 GT Sens contig316 contig316 Unannota AGAACTATGTAACACTTCAGCAACAAACCACAACATCAACAACTACAATT contig316 Solyc10g F-box protein intera        SL2.40ch AT3G5324AtRLP45  AtRLP45        chr3:197  16.9146 12.183 3.36808 7.56343 7.96608 5.35751
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -1.476 Detected -2.114 Detected -1.795 0.030 GT Sens contig316 contig316 Unannota CTTGATCTATGTCTTGATCTCTGACATCTAAGAGGTGATTTGTCGGGTT contig316 Solyc10g MYB tran              GO:00036 SL2.40ch AT2G0768ATMRP11  ATMRP1          chr2:351  48.6424 39.2022 16.7809 16.2957 16.5924 10.2944
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.845 Comprom -1.267 Comprom -1.556 0.041 GT Sens contig316 contig316 Unannota TCTGCCAAATTGGCAAATGCCAAATTCATCCTGTTCCTTCTTTGACTTG contig316 Solyc04g Unknown Protein (A  SL2.40ch AT5G43570.1  serine-ty     chr5:175  12.9987 12.426 5.37843 5.43356 3.73762 5.38765
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 -1.224 Detected -1.544 Detected -1.384 0.021 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  43.1304 40.1565 24.1943 23.1424 18.8252 14.5637
GT Sense Sense 0.674 Detected -0.674 Detected 0.000 -1.901 Comprom -1.568 Comprom -1.735 0.130 GT Sens contig317 contig317 Unannota TATACAGTTTAAGATAAAAGGCAGCACACAGTACTTCAGTACCCGAATA contig317 Solyc03g Myosin-like protein    SL2.40ch AT3G0514RBK2  RBK2 (Ro                chr3:143  37.4878 11.5178 9.57139 4.78838 5.87852 7.14863
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 -2.153 Detected -2.148 Detected -2.150 0.011 GT Sens contig317 contig317 Unannota GCCATGGCCTCTGCTTCAATTTGCATATTCTCTTCTCTGCTTCTTTTCA contig317 Solyc11g Zinc finge                 GO:00056 SL2.40ch AT5G5982RHL41, ZA   RHL41 (R                chr5:241  55.0225 58.7096 45.6464 19.111 13.5019 13.0888
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -1.330 Detected -0.859 Detected -1.095 0.134 GT Sens contig317 contig317 Unannota CCGTCACAAAAGCAAATTCAAAATCGTCTTCATCATCATGATCAGGTATAcontig317 Solyc01g Agenet do              GO:00037 SL2.40ch AT2G0218TOM3  TOM3; p    chr2:560  19.3163 25.5817 20.4532 12.6756 9.34381 12.5038
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -2.903 Comprom -3.039 Comprom -2.971 0.001 GT Sens contig317 contig317 Unannota GATACTATTGGATTCAAGATGTGTTGGATTCTAGGTTGCTTGAACTTAC contig317 Solyc06g Gag-Pol polyprotein    SL2.40ch AT4G12740.1  adenine-      chr4:749  42.3369 35.3074 10.3776 11.95 5.4611 4.8002
GT Sense Sense -0.468 Detected 0.468 Detected 0.000 -1.842 Detected -1.198 Detected -1.520 0.116 GT Sens contig318 contig318 Unannota GAGTCAGTGAGTTCAAAAATATGTGTGTGGTTTAATTGTATCGATACAT contig318 Solyc12g Unknown Protein (A  SL2.40ch AT1G68390.1  unknown   chr1:256  527.484 788.387 871.703 533.267 190.104 286.854
GT Sense Sense -0.562 Detected 0.562 Detected 0.000 -1.609 Detected -1.027 Detected -1.318 0.173 GT Sens contig318 contig318 Unannota CTCAATCTGCAGTATCTGTTCTAGATCCGTCTCTGAATTCAGAATTCGT contig318 Solyc12g Unknown Protein (A  SL2.40ch AT1G68390.1  unknown   chr1:256  1131.88 1928.07 1828.83 1190.08 511.977 739.529
GT Sense Sense -0.353 Detected 0.353 Detected 0.000 -1.537 Comprom -2.080 Comprom -1.808 0.056 GT Sens contig318 contig318 Unannota GCTCTTTAATGTCTACATTTTAATGTTTTGCTTTGTTTTAGGTTCCTGTTcontig318 Solyc09g Unknown Protein (A  SL2.40ch AT5G06690.2 20.1841 25.7347 15.047 7.92053 8.30263 5.50129
GT Sense Sense 0.000 Detected 0.000 Detected 0.000 -0.847 Detected -1.430 Detected -1.138 0.060 GT Sens contig318 contig318 Unannota CAAAATTGATATTAACTGCATTCAATATAAGTTCAAGACACATAAGGGCTcontig318 Solyc02g Photosys                    GO:00515 SL2.40ch ATCG01070.1 130.101 101.635 71.393 72.3014 67.5845 43.5384
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.686 Comprom -2.203 Comprom -1.944 0.018 GT Sens contig318 contig318 Unannota GAAACAGCTTATGCAAAACCGATTCAATAGAATGTGAACTCTTCTTCCA contig318 Solyc02g MORC fam                   GO:00055 SL2.40ch AT4G20110.1 14.4667 12.5035 5.26782 2.65768 4.41671 2.98144
GT Sense Sense 0.208 Detected -0.208 Detected 0.000 -2.221 Comprom -0.889 Detected -1.555 0.156 GT Sens contig318 contig318 Unannota GATGCATCCACATTTATATTTCGAATTAGAATGAATCGGTAGGTGCATG contig318 Solyc04g MYB tran                GO:00037 SL2.40ch AT3G05090.2  transduc          chr3:141  24.1886 14.1725 11.8026 9.52196 4.19756 10.2003
GT Sense Sense 0.300 Detected -0.300 Detected 0.000 -1.146 Detected -1.787 Detected -1.467 0.079 GT Sens contig319 contig319 Unannota CTATATTTTTAGAATTGTTTGATCGTAATTTAGTTTATTTTGAAGGTTTA contig319 Solyc01g Unknown Protein (A  SL2.40ch AT4G18920.1  unknown   chr4:103  91.4823 47.1819 87.6332 88.3582 31.3674 19.4267
GT Sense Sense -0.189 Detected 0.189 Detected 0.000 -2.304 Detected -2.149 Detected -2.227 0.008 GT Sens contig319 contig319 Unannota CCCAAAGATTTCGCGGTGAACTAGAATTGATCATTAAGGCATTCATCAT contig319 Solyc01g Gag-pol polyprotein                SL2.40ch AT3G2389TOPII, AT   TOPII (TO                 chr3:862  154.503 156.896 79.1499 83.5455 33.3118 35.8255
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -2.425 Detected -2.309 Detected -2.367 0.004 GT Sens contig319 contig319 Unannota GTTCTTCCATTCTGCCAAACCATTTGACTGTGGTGTATAAGGTGCAGTAcontig319 Solyc01g Gag-pol polyprotein                SL2.40ch AT3G2389TOPII, AT   TOPII (TO                 chr3:862  380.309 356.75 137.488 142.085 72.476 75.8571
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.129 Detected -1.239 Detected -1.184 0.004 GT Sens contig319 contig319 Unannota CCAGTGCCATGTTTCTCGTACATTGGAAGGGACAAACTCCGGAAGAAGCcontig319 Solyc11g Pol polyp               GO:00036 SL2.40ch AT5G4915ATGEX2,   GEX2 (GA     chr5:199  104.814 87.2242 58.1849 62.7839 46.1903 41.3322
GT Sense Sense -0.659 Detected 0.659 Detected 0.000 -1.799 Detected -1.572 Detected -1.686 0.128 GT Sens contig319 contig319 Unannota AGTACGAAGACCTGTGGCAGTTTAAAGACAAAATTCAGGAGTTCTTGCAcontig319 Solyc11g Pol polyp               GO:00036 SL2.40ch AT5G4915ATGEX2,   GEX2 (GA     chr5:199  42.8426 83.5454 28.7201 19.6456 18.1671 20.5274
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -1.098 Detected -1.169 Detected -1.134 0.023 GT Sens contig319 contig319 Unannota TTACCTAGCTCAAGGAGATCCTCTCAATGATTGTCTGATCCTTGCCCAC contig319 Solyc06g Polyaden                  GO:00036 SL2.40ch AT2G40940.1 45.651 45.2233 22.6428 24.6381 22.4353 20.6129
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -1.719 Detected -1.336 Detected -1.528 0.032 GT Sens contig319 contig319 Unannota TTAGAGATAAACGCAGGAGGCTGATAAGAAATCGAAAGATAACCTTCGGcontig319 Solyc09g WD-40 repeat family               SL2.40ch AT5G12350.1  Ran GTP           chr5:399  380.263 394.332 224.652 106.998 124.291 156.528
GT Sense Sense -0.390 Detected 0.390 Detected 0.000 -1.633 Detected -1.213 Detected -1.423 0.085 GT Sens contig319 contig319 Unannota TCGCATCGTCTCGTTCGCTGCCTCTAAAAGGCATGTAAATTTGTTCGAGcontig319 Solyc09g WD-40 repeat family               SL2.40ch AT5G12350.1  Ran GTP           chr5:399  1158.43 1554.57 889.662 424.965 457.425 590.467
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -1.060 Detected -2.919 Comprom -1.990 0.166 GT Sens contig319 contig319 Unannota TCATTCTTAATCATTTTTGTTATTTGCCCCTATCTTGATGTTAAAATAAA contig319 Solyc07g Hydroxyc                GO:00472 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  26.6133 21.283 24.0375 30.4551 12.0601 3.21003
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -1.614 Detected -1.207 Detected -1.411 0.021 GT Sens contig319 contig319 Unannota GCTGGATAGAATCTGTTAGGAAAGAGAACAGTTGAATAAATCTGTGTTT contig319 Solyc06g Transmem                   GO:00055 SL2.40ch AT2G46440.1 91.1866 75.398 95.6007 82.6333 28.6331 36.6402
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.799 Detected -1.463 Detected -1.631 0.011 GT Sens contig320 contig320 Unannota CCAAGGCTTCACCAAATTTGAAAGAATTAGAAAATGTTTATGTTACTGG contig320 Solyc06g Adaptin e                     GO:00055 SL2.40ch AT5G0936LAC14  LAC14 (la     chr5:290  826.958 678.571 580.68 424.989 227.462 277.198
GT Sense Sense 0.481 Detected -0.481 Detected 0.000 -1.593 Detected -0.821 Detected -1.207 0.190 GT Sens contig320 contig320 Glyoxal o              ACACGATcontig320 Solyc04g Solyc04g Glyoxal oxidase (AHRD V1 ***-           contig320 Solyc04g Glyoxal oxidase (AH              SL2.40ch AT3G57620.1  glyoxal o   chr3:213  79.2666 31.8034 53.7499 15.3255 17.5935 29.0047
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.988 Detected -1.767 Detected -1.877 0.006 GT Sens contig320 contig320 Unannota GTTCCCACATCGGTGCTCAATATATACTACTCCCAAAATATACTCAACTCcontig320 Solyc09g Genomic DNA chrom         SL2.40ch AT5G59600.1  pentatric      chr5:240  85.4624 75.6522 44.2126 45.2812 21.4198 24.113
GT Sense Sense -0.389 Detected 0.389 Detected 0.000 -1.158 Detected -0.862 Detected -1.010 0.136 GT Sens contig320 contig320 Unannota AGAAAAGGGAGTAGAGGTGGCGTTCTCGTGCTGCTTCTCCTCTGCCAG contig320 Solyc09g Unknown Protein (A  SL2.40ch AT5G48280.1  unknown   chr5:195  56.6071 75.8546 61.7886 29.9571 31.0411 36.7906
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -1.403 Comprom -1.759 Comprom -1.581 0.021 GT Sens contig320 contig320 Unannota TTTTTTTGGGGTTCCATCACAAAAAGGTTGAGATAAAATTCGAGAGTAT contig320 Solyc01g017590.1.1 AT3G44716.2 13.1464 12.6928 6.72569 13.6338 5.16296 3.89479
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.537 Comprom -1.233 Comprom -1.385 0.019 GT Sens contig320 contig320 Unannota TGAATAAAAGGAAACAACCTTACTACTCCACCTTGTCAAACCCCTCCTTAcontig320 Solyc07g Glutamate                      GO:00052 SL2.40ch AT3G56870.1 12.9437 11.9651 9.95615 3.35476 4.53236 5.40228
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.093 Detected -1.209 Detected -1.151 0.003 GT Sens contig320 contig320 Unannota GGTAGAGAGATTCTTACCAAAATGCAGAATTTACTTGATCTTCCACATC contig320 Solyc10g Unknown             GO:00160 SL2.40ch AT1G24020.1 67.5715 53.7889 47.4376 35.3772 29.8785 26.6132
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -2.744 Detected -2.474 Detected -2.609 0.003 GT Sens contig321 contig321 Transpos                 TTTTGTGcontig321 Solyc03g Solyc03g Transpos                 GO:00150 GO:00150  contig321 Solyc03g Transpos                  GO:00036 SL2.40ch AT3G42770.1 103.495 85.6222 20.6378 30.9028 14.8482 17.2913
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -1.320 Detected -1.820 Detected -1.570 0.025 GT Sens contig321 contig321 Unannota TACAGTGTCCTTTCTGTTGTTGGGGAAAAATCGAAGATTTCACATGGTA contig321 Solyc01g065760.1.1 AT4G10540.1  subtilase    chr4:651  253.044 189.037 259.585 250.64 92.6086 63.2115
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -4.434 Comprom -3.930 Comprom -4.182 0.004 GT Sens contig322 contig322 Unannota ATGCTCCATTTGCTACTTACCATAGACACAACTATGATCACCTCCGTTC contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  81.4582 68.9468 2.05249 3.28412 3.66348 5.01651
GT Sense Sense 0.432 Detected -0.432 Detected 0.000 -3.583 Comprom -3.442 Comprom -3.513 0.015 GT Sens contig322 contig322 Unannota CATTTACCTAGAAGATTAGAAGCAACTTTCGAAATCTTCAGGAAATCTG contig322 Solyc03g Unknown Protein (A  SL2.40ch AT5G4329WRKY49,   WRKY49;    chr5:173  32.366 13.9022 1.90542 1.90539 1.87041 1.99134
GT Sense Sense -3.060 Detected 3.060 Detected 0.000 -3.146 Detected -1.541 Detected -2.344 0.536 GT Sens contig322 contig322 Unannota TGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGTTCTCTGGACcontig322 Solyc01g Conserved protein (    SL2.40ch AT3G114 ATPP2CA     PP2CA (A             chr3:358  13.9396 757.45 16.0025 5.18006 12.2656 36.0228
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -0.907 Comprom -2.720 Comprom -1.814 0.185 GT Sens contig322 contig322 Unannota TGCAGGAAGACAGCTAATATGTTCTGAGCAAGTGAAAATTAAAGAAACA contig322 Solyc08g Unknown           GO:00055 SL2.40ch AT3G49845.1 13.914 12.209 15.1878 3.72025 7.34464 2.01872
GT Sense Sense 0.580 Detected -0.580 Detected 0.000 -1.458 Detected -2.482 Comprom -1.970 0.126 GT Sens contig322 contig322 Unannota CCATTTACTTAATTAAGGTGACTCACAGGTTCCCTACAACTTTGAATTATcontig322 Solyc02g RNA polym                         GO:00037 SL2.40ch AT4G00270.1  DNA-bind     chr4:117  54.3479 19.0002 19.9887 37.4957 12.3596 5.86848
GT Sense Sense 0.683 Detected -0.683 Detected 0.000 -1.832 Comprom -2.155 Comprom -1.994 0.105 GT Sens contig322 contig322 Unannota CGGTTTTATCTTAAAATCTCAAGAGGTGATAAGAGTATTGAGGAGTGTT contig322 Solyc02g RNA polym                         GO:00037 SL2.40ch AT4G00270.1  DNA-bind     chr4:117  41.662 12.6338 13.2474 26.7317 6.81013 5.25443
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -1.608 Detected -2.982 Comprom -2.295 0.081 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  74.3317 49.8061 55.2074 52.9609 21.1025 7.85877
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.719 Detected -1.239 Detected -1.479 0.033 GT Sens contig323 contig323 Unannota ACGAGTGTAAAGATGCATACCATCCTTGCATTAATCCAGTGCTACTAGA contig323 Solyc09g Unknown Protein (A  SL2.40ch AT2G41420.1  proline-ri     chr2:172  472.007 306.89 171.664 116.065 122.177 164.525
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -3.348 Comprom -1.072 Detected -2.210 0.192 GT Sens contig323 contig323 Unannota GTATGTGGAGTATGGAGAGCTATATTATTGGAGAGCTATATTATGTTAT contig323 Solyc08g Unknown Protein (A  SL2.40ch AT4G107 SPT16  SPT16 (g      chr4:660  87.2729 70.5702 54.8404 21.2011 8.14661 38.0944
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.221 Detected -1.713 Detected -1.467 0.029 GT Sens contig323 contig323 Unannota GGTGCTTTTTAATCCTTTCAAAATGGCAGCAACATACCCTTTTTGCGAT contig323 Solyc12g Secretory               GO:00228 SL2.40ch AT2G33793.1  unknown   chr2:142  322.124 275.029 177.132 184.492 134.902 92.6491
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -0.995 Detected -1.441 Detected -1.218 0.043 GT Sens contig323 contig323 Unannota GATGATGGATTCCCTCGTGAAACACTTTGGATCGAAAAAGTTTGATCAA contig323 Solyc12g Secretory               GO:00228 SL2.40ch AT2G33793.1  unknown   chr2:142  361.172 341.593 236.53 249.64 186.249 131.985
GT Sense Sense -0.591 Detected 0.591 Detected 0.000 -2.271 Comprom -1.978 Comprom -2.125 0.073 GT Sens contig323 contig323 Unannota ATGTAGATGAAAGACTCCATCTAATCAAGAAGACAATTCTAAACAAAGAAcontig323 Solyc12g Myb-relat                 GO:00036 SL2.40ch AT1G49730.2 12.5232 22.196 12.4711 4.91004 3.6509 4.31769
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 -1.032 Detected -1.147 Detected -1.090 0.032 GT Sens contig324 contig324 Unannota TAAGTTCGGTTCGGTTCGGTCGATTCTCCTCGTTCTGTTTCAATTCAAT contig324 Solyc01g Glutamyl-                  GO:00168 SL2.40ch AT3G16270.1  INVOLVE                                                              chr3:551  32.232 32.9112 28.765 19.0868 16.8299 15.0023
GT Sense Sense 0.017 Detected -0.017 Detected 0.000 -2.994 Comprom -1.860 Comprom -2.427 0.051 GT Sens contig324 contig324 Unannota GACCAATTAAAGCATTAATCGGAAATGGCAATTCATAGTTGACATATTCTcontig324 Solyc01g Predicted NADPH-de                 SL2.40ch AT3G01810.2 30.4711 23.2725 17.209 7.2829 3.53377 7.48654
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 -2.232 Comprom -1.204 Detected -1.718 0.112 GT Sens contig324 contig324 Unannota CTCCAGAACCAAGCTACTCTTGATTCGAGAAACCTTTCAAACTATTCTAAcontig324 Solyc01g Predicted NADPH-de                 SL2.40ch AT3G01810.2 30.516 39.484 19.012 12.0871 7.81056 15.3786
GT Sense Sense -0.588 Detected 0.588 Detected 0.000 -1.392 Detected -1.285 Detected -1.338 0.152 GT Sens contig324 contig324 Unannota CCGAAACTCAGGTGAACATTGTGTAGTTGTTTGAGAATATATTCTTTCG contig324 Solyc12g Vacuolar                GO:00041 SL2.40ch AT4G31210.1  DNA topo     chr4:151  266.683 470.9 242.195 130.52 142.752 148.394
GT Sense Sense -0.632 Detected 0.632 Detected 0.000 -1.344 Detected -1.376 Detected -1.360 0.164 GT Sens contig324 contig324 Unannota TGTGAGATTGCTTAGAAAATTCTGTCTAGAGGGATAGCTTAGTGGGTAGcontig324 Solyc12g Vacuolar                GO:00041 SL2.40ch AT4G31210.1  DNA topo     chr4:151  462.944 869.494 363.401 226.667 264.099 249.352
GT Sense Sense -0.506 Detected 0.506 Detected 0.000 -4.333 Comprom -3.817 Comprom -4.075 0.019 GT Sens contig324 contig324 Unannota CAAACTCCGGGTGATTGTTGGTGTTTTGAATGTTTTTTGCATATGATAA contig324 Solyc04g Plant-specific doma                     SL2.40ch AT5G40630.1  ubiquitin    chr5:162  28.1012 44.2895 5.03148 2.0286 1.84948 2.55474
GT Sense Sense -0.920 Detected 0.920 Detected 0.000 -0.975 Detected -1.077 Detected -1.026 0.381 GT Sens contig324 contig324 Unannota TGTTCCAGTCTGGTTGTGTTATGGTTGTATTTTTAACCATGAAAGGTGGcontig324 Solyc04g Unknown            GO:00305 SL2.40ch AT5G05480.1  unknown   chr5:162  19.3584 54.1378 14.7311 17.9567 17.4069 15.6551
GT Sense Sense 0.253 Detected -0.253 Detected 0.000 -1.122 Detected -0.941 Detected -1.032 0.061 GT Sens contig324 contig324 Unannota AGCCCCCAAGTGCCTTTGCATGGTAGCAGCACTTTCTTTTTTAGTCAAT contig324 Solyc11g Unknown Protein (A  SL2.40ch AT5G40490.1  RNA reco      chr5:162  54.0027 29.7378 24.7305 21.4317 19.4592 21.293
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.441 Detected -1.233 Detected -1.337 0.006 GT Sens contig325 contig325 Unannota CCTCTCTGTGTATTTGGCATACAAGGAAGATAGTTCTGCAAGAAGTAAA contig325 Solyc07g Integrase core doma                 SL2.40ch AT5G45860.1 402.351 322.784 350.744 333.125 140.306 156.45
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.231 Detected -0.914 Detected -1.073 0.023 GT Sens contig325 contig325 Unannota CGATTCATATTGCTTAGTGTACGCTCTATGTCATGATCGTAGGAAAACA contig325 Solyc07g Integrase core doma                 SL2.40ch AT5G45860.1 239.197 199.497 280.461 246.767 98.3298 118.315
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.802 Detected -1.164 Detected -1.483 0.048 GT Sens contig325 contig325 Unannota CATTTTTAGACCAAATAAACACAGCAAACTCCAATGGATTCTTGAAAATT contig325 Solyc01g Pyrophos                 GO:00160 SL2.40ch AT2G24510.1 158.4 143.573 133.85 105.245 45.7195 68.6916
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -2.594 Comprom -0.885 Comprom -1.740 0.183 GT Sens contig325 contig325 Unannota GATCTCTTTAATCTTCTCCTGATTTGGTTGTTGATTTTTGTGTGTAGTT contig325 Solyc04g Myosin class II heav       SL2.40ch AT1G72416.3 13.538 12.9312 11.8572 12.6478 2.31525 7.31175
GT Sense Sense -0.397 Detected 0.397 Detected 0.000 -0.872 Detected -1.499 Comprom -1.185 0.144 GT Sens contig325 contig325 Unannota ATGAAAATCTAGCTGCTAAACGACTTCAAGGTGCAGAAACGCTACTCCG contig325 Solyc04g GTPase o               GO:00065 SL2.40ch AT1G47610.1 20.3788 27.6192 14.8825 14.3633 13.7031 8.56654
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 -1.200 Detected -1.005 Detected -1.102 0.011 GT Sens contig325 contig325 Unannota AATTCGTGAAAAAGAATAGTGTGTATGTAGATTTATACGTTTCGTTTATGcontig325 Solyc07g S-locus-s                GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  23.8837 20.4432 17.8864 21.1555 10.1672 11.2321
GT Sense Sense -0.465 Detected 0.465 Detected 0.000 -1.172 Detected -0.868 Detected -1.020 0.172 GT Sens contig325 contig325 Unannota GATTTTCTTTGTAATTTTAGTAATGTGGTCCAAAGAAAATATCTTGAGACcontig325 Solyc01g Unknown Protein (A          SL2.40ch AT5G50740.2  metal ion   chr5:206  256.095 381.172 346.796 225.254 146.539 174.655
GT Sense Sense -0.450 Detected 0.450 Detected 0.000 -0.927 Detected -1.981 Detected -1.454 0.171 GT Sens contig326 contig326 Aspartic p              GCTTTTGcontig326 Solyc08g Solyc08g Aspartic p              GO:00065 GO:00065  contig326 Solyc08g Aspartic p               GO:00036 SL2.40ch AT4G35280.1  zinc finge       chr4:167  696.388 1015.66 301.409 341.023 467.393 217.372
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.310 Detected -1.154 Detected -1.232 0.011 GT Sens contig326 contig326 Unannota CACAAGATCGCAACAAAATGAACGAGCCTCATCAACCAAAAAACGACAA contig326 Solyc09g Lethal(2) g                  GO:00001 SL2.40ch AT4G00800.1  binding /        chr4:337  37.978 25.5694 18.446 11.2192 13.2831 14.285
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.170 Detected -1.498 Detected -1.334 0.015 GT Sens contig326 contig326 Unannota CTATCCAATAATGGAATATGGATTATGACTGACTCGCTATTCACTCGGT contig326 Solyc09g015340.1.1 AT5G2104FBX2  FBX2 (F-B     chr5:714  510.293 410.881 225.999 249.946 215.069 165.423
GT Sense Sense 0.046 Detected -0.046 Detected 0.000 -1.101 Detected -1.638 Detected -1.369 0.037 GT Sens contig326 contig326 Unannota AATCATTATGTAGGAGAGATGGCCGAGTGGTTCAAGGCGTAGCATTGG contig326 Solyc09g015340.1.1 AT5G2104FBX2  FBX2 (F-B     chr5:714  405.294 297.395 168.85 191.438 171.063 113.817
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.313 Detected -1.012 Detected -1.162 0.023 GT Sens contig327 contig327 Unannota GTACTACACACAAGCACACATGCACATTTAATTGGAAACTTCTTGAAGT contig327 Solyc06g Zinc finge                  GO:00037 SL2.40ch AT5G06839.2  bZIP fam     chr5:212  70.5621 62.8459 39.4637 45.6175 28.3191 33.7016
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -1.370 Comprom -1.388 Comprom -1.379 0.009 GT Sens contig327 contig327 Unannota AACTTTAGACCAACCATTCAACCAAATTAAACAAAGTCATTCATTTATAA contig327 Solyc05g Cytochro  GO:00198 SL2.40ch AT5G02850.1  hydroxyp      chr5:652  12.97 12.1679 13.8871 5.24043 5.13619 4.89932
GT Sense Sense -0.732 Detected 0.732 Detected 0.000 -1.516 Detected -1.083 Detected -1.299 0.231 GT Sens contig327 contig327 Unannota TCTTCACGATTTATCACACAAATCATTGCATGTCTTTGCCTGCACCAGC contig327 Solyc06g AAA-type ATPase fa      SL2.40ch AT3G52700.1  unknown   chr3:195  17.5094 37.7365 13.0467 10.3626 9.49783 12.3824
GT Sense Sense -0.069 Detected 0.069 Detected 0.000 -2.031 Detected -0.845 Detected -1.438 0.138 GT Sens contig327 contig327 Unannota AGTTAAATATAGATACAGTGATACAGGACAAGAGCATTATGATTCAGCA contig327 Solyc04g Binding p               GO:00081 SL2.40ch AT5G23710.1 2608.9 2242.91 1359.26 567.67 625.651 1373.93
GT Sense Sense -0.452 Detected 0.452 Detected 0.000 -2.852 Detected -1.470 Detected -2.161 0.120 GT Sens contig327 contig327 Unannota ACTTCAATTGCCCCATCATTTTTTCTATTGTTGGTGGCCTGGGGGTTTGcontig327 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  5533.4 8098.44 3431.07 871.304 980.184 2466.41
GT Sense Sense -0.422 Detected 0.422 Detected 0.000 -3.268 Detected -1.849 Detected -2.559 0.090 GT Sens contig327 contig327 Unannota TATATATTGTAGCCTCCAGTAAGAATAAGATGATGTTGGATCTTTGAGG contig327 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  2630.93 3691.48 1558.97 351.973 341.835 882.582
GT Sense Sense 0.104 Detected -0.104 Detected 0.000 -0.906 Detected -1.785 Comprom -1.346 0.097 GT Sens contig327 contig327 Unannota CATGTGTGCGTTTTTCCTGCGTCTCCTCTTCTTATCAGAAGAAAAAGCT contig327 Solyc03g044400.1.1 AT1G67040.1  unknown   chr1:250  19.1139 12.9271 15.5491 9.50288 8.86532 4.65384
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.681 Comprom -1.337 Comprom -1.509 0.018 GT Sens contig327 contig327 Unannota TGCCTTCCTGTTTCTAATCAGACACCAGAGCAGAGTCACCTCACAAAGC contig327 Solyc04g Early resp                   GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  16.7904 15.3708 22.1488 5.82416 5.29458 6.48931
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 -3.142 Comprom -2.726 Comprom -2.934 0.012 GT Sens contig328 contig328 Unannota GATTCTGGGATTGGGATTTTGAAATCACTATATCGGTTGAGATAGCCAT contig328 Solyc10g Helicase-like protein                 SL2.40ch AT1G61350.1  armadillo      chr1:226  32.0098 17.7441 3.31924 6.79713 2.85288 3.67525
GT Sense Sense -0.324 Detected 0.324 Detected 0.000 -1.771 Comprom -1.441 Comprom -1.606 0.048 GT Sens contig328 contig328 Unannota TATCGACGTATACAACTTGTGTTATCAATTTGCACCTCATCCTTATCCTCcontig328 Solyc04g BTB/POZ               GO:00055 SL2.40ch AT2G01680.1 11.6408 14.2522 12.324 9.812 3.98768 4.84177
GT Sense Sense -0.245 Detected 0.245 Detected 0.000 -1.251 Comprom -1.506 Comprom -1.378 0.038 GT Sens contig328 contig328 Unannota CACACCCAGAAAAAGTCAAATTCAATATCCAGCACATGGGTATTATGAA contig328 Solyc04g BTB/POZ               GO:00055 SL2.40ch AT2G01680.1 13.6499 14.984 11.0617 7.82724 6.35266 5.13814
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -1.163 Detected -1.062 Detected -1.113 0.002 GT Sens contig328 contig328 Unannota AAGAAGAAATTCCAATAACATTTGAACAGGCCCAAACAATTTTGGGTCA contig328 Solyc08g Unknown Protein (A  SL2.40ch AT1G30640.1  protein k    chr1:108  693.362 527.615 457.637 293.196 285.406 295.571
GT Sense Sense -0.277 Detected 0.277 Detected 0.000 -1.093 Detected -0.952 Detected -1.023 0.070 GT Sens contig328 contig328 Unannota GCGAAAATTAAACAAATGCTAGAACAGACGACTATTGCTTCCTGATTTT contig328 Solyc07g LanC-like                GO:00104 SL2.40ch AT1G15510.1  pentatric      chr1:532  125.733 144.328 206.877 175.478 66.7561 71.0263
GT Sense Sense -0.693 Detected 0.693 Detected 0.000 -4.206 Comprom -2.235 Comprom -3.220 0.116 GT Sens contig328 contig328 Unannota TTGTGTTTCAATTATATATGTATGCCTTTTTTAATTAAGAATAAAAAGAA contig328 Solyc01g Legumin-               GO:00082 SL2.40ch AT4G39753.1 27.3686 55.8827 30.9164 66.0277 2.23971 8.47615
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 -2.352 Detected -2.327 Detected -2.340 0.001 GT Sens contig329 contig329 Unannota CCCTTACTAGGGAAGCTGGGCACCTTAAATGTTAAATATATGCATGATT contig329 Solyc00g166690.1.1 AT5G37430.1  unknown   chr5:148  601.72 516.977 164.971 205.762 115.473 113.383
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -2.283 Detected -2.186 Detected -2.235 0.000 GT Sens contig329 contig329 Unannota GGTATCCTGTCATCTTTACCTTATGCTTTACATACTCATTACATTGTCCGcontig329 Solyc00g166690.1.1 AT5G37430.1  unknown   chr5:148  849.896 673.512 316.366 374.027 164.243 169.631
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 -1.289 Detected -1.403 Detected -1.346 0.030 GT Sens contig329 contig329 Unannota CGATAATATGAATTTTCACTGATCATATCGATTCGGATAATCTCATATACcontig329 Solyc09g Unknown           GO:00055 SL2.40ch AT1G15040.2  glutamine   chr1:518  91.4304 51.7909 69.8313 77.7153 29.7574 26.5557
GT Sense Sense 0.436 Detected -0.436 Detected 0.000 -1.988 Comprom -2.390 Comprom -2.189 0.045 GT Sens contig329 contig329 Unannota GGTGGAAAATAAGAGAAAGAACTGTACATCATCTGAAATCTTCTTGTAC contig329 Solyc09g Unknown           GO:00055 SL2.40ch AT1G15040.2  glutamine   chr1:518  47.286 20.1863 26.3652 28.4862 8.22997 6.01475
GT Sense Sense -0.156 Detected 0.156 Detected 0.000 -2.309 Comprom -1.079 Comprom -1.694 0.116 GT Sens contig329 contig329 Unannota CATCACATTTTGTGTTTCAACACATTCAGAAGAAAGCTAAAGTTGTTGTTcontig329 Solyc01g RNA-bind                GO:00082 SL2.40ch AT5G09690.4 12.7537 12.3728 5.59153 7.08964 2.67834 6.06798
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.107 Detected -1.021 Detected -1.064 0.019 GT Sens contig329 contig329 Unannota CTTTTTTGGGGGGTTTGCATTGTTTTTTGTTTTGGGGGGTTTATGAAATcontig329 Solyc01g BZIP trans                    GO:00036 SL2.40ch AT3G52700.1  unknown   chr3:195  173.071 164.617 160.55 128.994 82.797 84.875
GT Sense Sense 0.446 Detected -0.446 Detected 0.000 -1.713 Detected -1.478 Detected -1.595 0.074 GT Sens contig329 contig329 Unannota AGCTTTAGCCTTTGATTTAGCTCCTTTCATGATGAAACCTGCAACGAAA contig329 Solyc02g High mob                  GO:00036 SL2.40ch AT1G20693.3 647.168 272.611 187.312 170.437 135.442 153.866
GT Sense Sense -0.476 Detected 0.476 Detected 0.000 -2.239 Detected -1.519 Detected -1.879 0.088 GT Sens contig330 contig330 Unannota ATAAGTAGCAATTTGTTGGAGTGTAGTATGAAAGGAATCGTATCGTGGT contig330 Solyc11g DNA ligas               GO:00063 SL2.40ch AT4G19410.1  pectinace    chr4:105  42.5995 64.4024 31.6985 18.276 11.7286 18.6424
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -1.559 Detected -0.976 Detected -1.268 0.091 GT Sens contig330 contig330 Unannota TTAACATCAGTGCCTTGATAATGGAAAAGAGTGGAAGAAATTAGAAATG contig330 Solyc11g DNA ligas               GO:00063 SL2.40ch AT4G19410.1  pectinace    chr4:105  49.7833 58.2619 38.0529 29.6473 19.3183 27.9294
GT Sense Sense -0.349 Detected 0.349 Detected 0.000 -1.028 Detected -1.111 Detected -1.070 0.093 GT Sens contig330 contig330 Unknown   CCTCTGCcontig330 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig330 Solyc08g Unknown Protein (A  SL2.40ch AT1G28610.1  GDSL-mo     chr1:100  21.1661 26.8479 24.1581 15.7003 12.3509 11.2628
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -0.848 Detected -1.715 Comprom -1.281 0.101 GT Sens contig330 contig330 Unannota CATTCATCTCTAACAACGACGGAAGATGACCTATGTGTTTCTGAACAAT contig330 Solyc12g Ulp1 protease family                     SL2.40ch AT4G10500.1  oxidored       chr4:649  18.5449 16.2702 13.7245 12.446 10.2017 5.39775
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -1.409 Detected -1.170 Detected -1.289 0.009 GT Sens contig330 contig330 Unannota CGTTGTTCATGAACTTCCACCATACTTTGAGGAAAGGGTCAGGGACAGTcontig330 Solyc12g Ulp1 protease family                     SL2.40ch AT4G10500.1  oxidored       chr4:649  40.6145 32.5035 22.2772 24.4616 14.4585 16.4802
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.574 Detected -1.438 Detected -1.506 0.004 GT Sens contig330 contig330 Unannota AATATTCTCAACCTTAAGGGGTCTCTTGGGAAAGGGACCAAGAGAGAAGcontig330 Solyc01g017910.1.1 AT2G34700.1 150.459 128.888 85.3953 105.306 49.4252 52.4256
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -1.225 Detected -1.401 Detected -1.313 0.024 GT Sens contig330 contig330 Unannota CTTAATTGATGTTAAAACGCTGATGTTGCTGTCTGGAAACTCCTCCAAC contig330 Solyc01g017910.1.1 AT2G34700.1 42.5064 43.1122 29.2846 31.7342 19.3587 16.5349
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -1.145 Detected -1.234 Detected -1.189 0.011 GT Sens contig330 contig330 Unannota GTTCAACCAGAAGAATGGCATGACACTGTATGTGGTTTTTATTTAAAAC contig330 Solyc01g Cytochro                  GO:00200 SL2.40ch AT3G52700.1  unknown   chr3:195  120.678 110.664 99.8351 98.5824 55.2409 50.1227
GT Sense Sense 0.012 Detected -0.012 Detected 0.000 -1.324 Detected -1.146 Detected -1.235 0.005 GT Sens contig330 contig330 Unannota GCCTTCCAAATATAAAATGAGAAATGGACGACTCCTGACCACTAGCAAA contig330 Solyc01g Cytochro                  GO:00200 SL2.40ch AT3G52700.1  unknown   chr3:195  203.585 156.502 143.681 132.993 75.3522 82.328
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -1.307 Detected -0.967 Detected -1.137 0.044 GT Sens contig331 contig331 Unannota CTTCAATGTTGATATCGCTCCATTTAAGTCCGTCTCAGTCCAATATCCA contig331 Solyc06g Sodium-c                   GO:00160 SL2.40ch AT5G21080.1  FUNCTIO                                                         chr5:715  67.7464 67.6789 62.1762 44.3143 28.9193 35.3512
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -1.853 Detected -2.010 Detected -1.932 0.010 GT Sens contig332 contig332 Unannota TTGTTTACCAGCCAAGCAGTGCTCACATTTTTCTAATTTAGCACTTTGG contig332 Solyc01g Transpos                  GO:00036 SL2.40ch AT5G67530.1  peptidyl-        chr5:269  99.0891 98.6294 46.1218 49.9758 28.921 25.0362
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -2.398 Detected -2.208 Detected -2.303 0.002 GT Sens contig332 contig332 Unannota TAATTTCTTCTTGGCTAGAACATTAAGTCCTTTCTCGCTAATGTGGCTA contig332 Solyc01g Transpos                  GO:00036 SL2.40ch AT5G67530.1  peptidyl-        chr5:269  144.424 122.487 38.6578 52.3586 26.6691 29.3684
GT Sense Sense 0.210 Detected -0.210 Detected 0.000 -0.931 Detected -1.103 Detected -1.017 0.046 GT Sens contig332 contig332 Unannota AGCAAGGAATTGGAGAGAATAACTTGTATCTTATTCAATAGGAGGTTGT contig332 Solyc08g YTH domain contain               SL2.40ch AT3G09550.1  protein b   chr3:293  98.1935 57.3565 70.8505 73.2387 41.5937 35.6499
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -2.531 Comprom -3.432 Comprom -2.982 0.022 GT Sens contig332 contig332 Unannota CCTTTCTATGAACATAGGGTTTGGGGTTCCATTTCTAGACATTAAAAAT contig332 Solyc05g045840.1.1 AT2G29300.1 34.3587 28.605 3.5747 6.54547 5.73309 2.96338
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -1.590 Comprom -0.999 Comprom -1.294 0.085 GT Sens contig332 contig332 Unannota TAAATGAGACCTTTCCAAATCTGATTAAGGTAGGTTAACTTCAGATGCA contig332 Solyc04g Phosphoh                GO:00060 SL2.40ch AT5G55960.1  unknown   chr5:226  10.7444 12.2646 6.67822 6.20614 4.03066 5.8625
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.900 Comprom -0.832 Comprom -1.366 0.140 GT Sens contig332 contig332 Unannota CCCTCACCTACAACCTTATGTATGAAAAGTACAAAAAGTTTCCCATAGATcontig332 Solyc04g Phosphoh                GO:00060 SL2.40ch AT5G55960.1  unknown   chr5:226  14.84 15.4249 10.1306 9.99324 4.28524 8.67325
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -2.405 Detected -2.723 Detected -2.564 0.005 GT Sens contig332 contig332 Unannota TTCTTTGAACTTCTTGCTCACATTGGTTTGTTCGAGGATCCAAATGAGA contig332 Solyc08g Unknown Protein (A  SL2.40ch AT4G07666.1  unknown   chr4:445  98.8567 85.4262 26.0138 30.7209 18.3431 14.2012
GT Sense Sense -0.166 Detected 0.166 Detected 0.000 -1.977 Detected -1.812 Detected -1.895 0.009 GT Sens contig332 contig332 Unannota AATTCCAATCTATCTCTTTTCCCAATGACTTATGTTCTCCCCCTAATGTTcontig332 Solyc08g Unknown Protein (A  SL2.40ch AT4G07666.1  unknown   chr4:445  78.9946 77.6934 28.1472 44.2731 21.026 22.7669
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.025 Detected -1.027 Detected -1.026 0.003 GT Sens contig332 contig332 Unannota GGCGGTTCCGTTCTGCCTTCCATTTTCTCTATAGTCTATACTTAATATA contig332 Solyc01g Ubiquitin-                  GO:00048 SL2.40ch AT5G4170UBC8, AT   UBC8 (UB           chr5:166  39.4657 33.1378 25.2936 23.3229 18.7772 18.1046
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.205 Detected -0.914 Detected -1.060 0.018 GT Sens contig332 contig332 Unannota CTGTAGTTAGTTTTGGAATTCTAATGGGTGTTTTTTATTTTGTGCGTGT contig332 Solyc11g Transmembrane pro      SL2.40ch AT5G15920.1  structura          chr5:519  37.4002 29.8428 48.6648 55.5044 15.3161 18.0873
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.645 Detected -2.039 Detected -1.842 0.013 GT Sens contig332 contig332 Unannota ACATAGGAAGTCTCAGTGTTTCCATGCTTCAACAATCATAAATTTTTCCCcontig332 Solyc11g Heat stres                   GO:00037 SL2.40ch AT5G65620.1  peptidase          chr5:262  128.702 90.9305 48.8946 54.5933 36.5562 26.8515
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -2.210 Detected -2.220 Detected -2.215 0.002 GT Sens contig332 contig332 Unannota CTTCTCGATCATTTCAGACATTTGAAAAGCTTCATTTACTACCATATCTT contig332 Solyc11g Heat stres                   GO:00037 SL2.40ch AT5G65620.1  peptidase          chr5:262  119.196 107.506 42.0924 57.7531 25.8649 24.7882
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.964 Detected -1.946 Detected -1.955 0.000 GT Sens contig332 contig332 Unannota CTTCTATTATACAATAAATTTATCATTTGTAGAAACAGTATGTACAAATT contig332 Solyc11g CCR4-NO                    GO:00036 SL2.40ch AT2G20330.1  transduc          chr2:877  284.25 213.77 168.406 119.618 66.7723 65.2775
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -2.135 Detected -2.119 Detected -2.127 0.005 GT Sens contig333 contig333 Unannota TTTTCTTCCCCTTTTCAGCCTACGTGGCATTAGCTTGAAAGAAAAAGTC contig333 Solyc12g Unknown Protein (A  SL2.40ch AT3G60300.1  RWD dom    chr3:222  146.328 140.629 92.4558 73.1641 34.5261 33.702
GT Sense Sense -0.210 Detected 0.210 Detected 0.000 -1.243 Detected -1.101 Detected -1.172 0.034 GT Sens contig333 contig333 Unannota CTCCATGGTACATGTCCTCCATCCCACTAATGTAACAAAAATATTGTCTTcontig333 Solyc01g Branchpoint-bridgin      SL2.40ch AT1G22060.1  LOCATE                                                            chr1:777  35.4643 37.0762 38.3416 20.4968 16.1895 17.2535
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.300 Detected -1.185 Detected -1.243 0.007 GT Sens contig333 contig333 Unannota CTTGTAAAAAGGATTTATATGTCATATCAAATATACTGTTAATTAATTAC contig333 Solyc11g Unknown Protein (A  SL2.40ch AT4G14105.1 95.6502 66.3023 80.2984 56.6272 34.1698 35.7405
GT Sense Sense -0.307 Detected 0.307 Detected 0.000 -1.055 Detected -1.224 Detected -1.140 0.070 GT Sens contig333 contig333 Unannota ACACATCCTATTTTCGAATTACCATGGACCTAGGGGAACATGGATGGAGcontig333 Solyc01g Aminome                GO:00057 SL2.40ch AT1G05800.1 21.8862 26.2006 21.1134 56.4047 12.1773 10.459
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.235 Detected -0.900 Detected -1.067 0.024 GT Sens contig333 contig333 Unannota ATCAAAGGCTTCGTGTTCAAACTCTGGACATGGAAAAATAATTCAGGTC contig333 Solyc04g Pathogenesis-relate       SL2.40ch AT2G3919ATATH8  ATATH8;   chr2:163  25.8677 20.2532 11.4921 9.60322 10.2783 12.5173
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.780 Detected -2.008 Detected -1.894 0.006 GT Sens contig333 contig333 Unannota GGATCAATGAAGCAAATGTTGCTCTGCAGAAATAAAAGTCCTCCATGAA contig333 Solyc06g BZIP trans                   GO:00036 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  124.912 110.478 43.9462 38.2504 36.1469 29.7944
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -1.988 Detected -1.900 Detected -1.944 0.001 GT Sens contig333 contig333 Unannota GTGCGTCTGGTTGAGATAAATGACACACCATATTCAAGAAATGTGTGGT contig333 Solyc06g BZIP trans                   GO:00036 SL2.40ch AT5G0368PTL  PTL (PET      chr5:957  246.916 203.764 79.7456 88.8625 59.7396 61.3187
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -3.007 Comprom -2.936 Comprom -2.972 0.001 GT Sens contig333 contig333 Unannota TTTTTCTGAAAATCTTTCTCTCTCTTCTCAATCTTCCCTCATTTGTGCCAcontig333 Solyc06g Serine/thr                GO:00046 SL2.40ch AT1G03930.1 16.0756 14.1733 13.3022 10.2862 1.98475 2.01211
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -4.115 Comprom -3.194 Comprom -3.655 0.016 GT Sens contig333 contig333 Unannota GCTCTTCCAGAGCTCTCAATTAATTTTGTACTACCTGATATTGTGTTGA contig333 Solyc12g062830.1.1 AT4G10640.1 32.622 24.9408 8.08313 11.6086 1.73997 3.17922
GT Sense Sense -0.587 Detected 0.587 Detected 0.000 -4.988 Comprom -5.100 Comprom -5.044 0.013 GT Sens contig333 contig333 Unannota ACAAGTTATTCACACTGGTGAAGAAGATTCTGACTGTCACAATGTATGT contig333 Solyc05g WD-repea                GO:00001 SL2.40ch AT1G48460.1 50.8831 89.7142 3.17239 3.07389 2.25051 2.0107
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.268 Detected -0.813 Detected -1.040 0.049 GT Sens contig334 contig334 Unannota ATGCCGTAAATGAGGATTGAATTGGCCTAAAATCCTCTTAAAATGTCTC contig334 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  96.919 84.0927 84.971 83.3436 39.6222 52.4295
GT Sense Sense 0.414 Detected -0.414 Detected 0.000 -1.084 Detected -1.134 Detected -1.109 0.116 GT Sens contig334 contig334 Unannota CGTAACTTCAATACAGGAAACTAGAAGGAGCATTTTGTGTTGTGGTTGT contig334 Solyc12g MYB tran                GO:00036 SL2.40ch AT5G58620.1  zinc finge      chr5:236  38.1681 16.798 24.4149 15.7303 12.6227 11.7744
GT Sense Sense 0.188 Detected -0.188 Detected 0.000 -1.194 Detected -0.849 Detected -1.022 0.057 GT Sens contig334 contig334 Unannota TGGGTTTGCCAATGGGGTAGAGTAAGATAATGGCGCTTTGCTACTGTA contig334 Solyc06g GDP-L-ga   GO:00800 SL2.40ch AT3G528 ATPAP21    PAP21 (P           chr3:195  293.268 176.654 142.016 113.755 105.112 128.902
GT Sense Sense -0.416 Detected 0.416 Detected 0.000 -1.947 Detected -1.184 Detected -1.565 0.109 GT Sens contig334 contig334 Unannota GCTGGCGTGGTGTTTGATTTTCTCTCTCTAGAAACTACTTTCTCTCTCT contig334 Solyc09g Phosphat       GO:00451 SL2.40ch AT3G5467TTN8, SM    TTN8 (TIT       chr3:202  119.925 166.791 93.4817 49.7797 38.7666 63.5358
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -1.145 Detected -1.193 Detected -1.169 0.025 GT Sens contig335 contig335 Unknown   CTTTGCCcontig335 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig335 Solyc11g Unknown Protein (A  SL2.40ch AT5G57250.1  EXPRESS                                                                                 chr5:231  57.2515 58.0362 32.9585 35.8202 27.5527 25.7331
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -2.468 Comprom -1.269 Detected -1.869 0.091 GT Sens contig335 contig335 Unknown             ACTATGCcontig335 Solyc01g Solyc01g Unknown             GO:00036 GO:00036  contig335 Solyc01g Unknown              GO:00036 SL2.40ch AT1G68910.2  unknown   chr1:259  28.9816 20.3227 8.68098 11.0045 4.63481 10.2731
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -2.573 Detected -1.991 Detected -2.282 0.020 GT Sens contig336 contig336 Unannota GCTGCATTCTACCATCATCCTCCAAAGTGACCAATCTTTTGTTTTTGTA contig336 Solyc07g Retroelement pol po     SL2.40ch AT3G51690.1 100.392 95.453 30.8981 40.31 17.3885 25.1279
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.099 Comprom -0.911 Comprom -1.005 0.013 GT Sens contig336 contig336 Unannota CTGATATGCTCGGCCCAAAGAAGGCAAAGTAAAAAAGAAAAATTCAGAG contig336 Solyc01g AT3G0554                  GO:00036 SL2.40ch AT2G46550.1  unknown   chr2:191  13.3009 11.3928 14.0904 10.6569 6.0736 6.6804
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.570 Detected -2.098 Detected -1.834 0.023 GT Sens contig336 contig336 Unannota TTGAATAGGAATCCGTTTTCTGAAAGATCCTGGCTTTCGTACTTTGGTG contig336 Solyc10g047450.1.1 AT4G02850.1 1233 843.519 355.233 389.244 363.099 242.981
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -1.624 Detected -2.178 Detected -1.901 0.021 GT Sens contig336 contig336 Unannota TCCTTTCGATGACCTATGTTGAAGGGATATCTATCTCATCCGATCGATT contig336 Solyc10g047450.1.1 AT4G02850.1 908.982 704.693 246.151 260.483 274.441 180.513
GT Sense Sense -1.380 Detected 1.380 Detected 0.000 -2.128 Comprom -2.144 Comprom -2.136 0.262 GT Sens contig336 contig336 Unannota TTTTTAGACATACTCATGGATTTTCCTTCCCCATCTGCATATGTCACCTTcontig336 Solyc07g Unknown Protein (A  SL2.40ch AT4G32450.1  pentatric      chr4:156  11.9721 63.3716 8.60191 10.3321 6.65774 6.36065
GT Sense Sense -0.579 Detected 0.579 Detected 0.000 -1.316 Detected -0.918 Detected -1.117 0.209 GT Sens contig336 contig336 Unannota ATTTTCGGCTTGTTTATAGATTACTGAGGAGTTGATCTTTTGGACTACA contig336 Solyc01g056700.1.1 AT1G61460.1  S-locus p     chr1:226  127.492 222.244 115.836 58.8491 71.4362 90.8774
GT Sense Sense -0.496 Detected 0.496 Detected 0.000 -1.567 Detected -1.078 Detected -1.323 0.139 GT Sens contig336 contig336 Unannota GACTCTAGTTAACTGGAATTACTGGCAATTGTTTTGTTTACTTGTGAAG contig336 Solyc01g056700.1.1 AT1G61460.1  S-locus p     chr1:226  129.331 201.16 108.281 56.0712 57.5309 77.9493
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -1.780 Comprom -1.663 Comprom -1.722 0.004 GT Sens contig336 contig336 Unannota CGTAAGAGGATCTGCAAAATTGTCACAAGATTTGACATAATCAACATTAGcontig336 Solyc09g PWWP domain-conta              SL2.40ch AT4G3034ATDGK7  ATDGK7       chr4:148  14.0299 12.5437 3.19321 6.8052 4.0818 4.27364
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -2.250 Detected -2.472 Detected -2.361 0.002 GT Sens contig336 contig336 Unannota GTCAAATACGATCTTACATTATTGTGTTTCCTCCTTATAGGTCTGGATT contig336 Solyc09g PWWP domain-conta              SL2.40ch AT4G3034ATDGK7  ATDGK7       chr4:148  161.979 131.906 53.0521 61.6975 32.4783 26.8905
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 -2.140 Detected -2.244 Detected -2.192 0.006 GT Sens contig338 contig338 Unannota ACCTCGTCTAAATACTCCGCCATAGTTTTCGTGCCTTTGGTAATTGTGT contig338 Solyc07g Unknown Protein (A  SL2.40ch AT4G28650.1 775.274 757.655 240.609 271.059 183.757 165.084
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.961 Detected -2.075 Detected -2.018 0.004 GT Sens contig338 contig338 Unannota AATTGAAAAATATGAGAGTGGGAAATTGATGCATAGCGTGTTACGAGGGcontig338 Solyc07g Unknown Protein (A  SL2.40ch AT4G28650.1 412.779 380.781 132.766 170.348 107.646 96.0175
GT Sense Sense -0.037 Detected 0.037 Detected 0.000 -1.250 Detected -0.834 Detected -1.042 0.039 GT Sens contig338 contig338 Unannota GCACTTCAGTGTTATTGTACTCAGAGAAGACAACTTTAACAACTTTTTTAcontig338 Solyc07g Cyclin fam                GO:00055 SL2.40ch AT5G07580.1 655.267 538.912 485.756 403.997 264.015 340.035
GT Sense Sense -0.396 Detected 0.396 Detected 0.000 -1.389 Comprom -0.826 Comprom -1.108 0.150 GT Sens contig338 contig338 Unannota GTAATTGTTTACATAATTCTGTATGAACACACCAGTAAAGTTTCCAAAAAcontig338 Solyc10g Unknown                GO:00331 SL2.40ch AT4G2615CGA1  CGA1 (CY        chr4:132  11.1977 15.1487 20.9112 12.0122 5.25442 7.49497
GT Sense Sense 0.281 Detected -0.281 Detected 0.000 -1.298 Detected -1.204 Detected -1.251 0.048 GT Sens contig338 contig338 Unannota ATCATTAATGGTTTAATCAATTCATGGGATGAGAATTAATTAAAATTACT contig338 Solyc05g Auxin effl                 GO:00103 SL2.40ch AT1G70940.1 4364.01 2310.23 2604.66 2106.38 1364.47 1406.69
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -1.005 Detected -1.115 Detected -1.060 0.011 GT Sens contig338 contig338 Unannota GAAGTCCAACAATTTAATGAAGTGTTGCTTGTTCATTGTTCATCTGAGA contig338 Solyc03g Auxin res                 GO:00037 SL2.40ch AT5G11700.2  glycine-r    chr5:376  22.1005 19.7191 20.8473 14.4314 10.9949 9.83754
GT Sense Sense -0.651 Detected 0.651 Detected 0.000 -1.435 Detected -1.559 Detected -1.497 0.149 GT Sens contig339 contig339 Stig1 (Fra              GTTACAAcontig339 Solyc07g Solyc07g Stig1 (Fragment) (AHRD V1 *-*-           contig339 Solyc07g Stig1 (Fragment) (AH              SL2.40ch AT2G1726GLR2, AT     GLR2 (GL         chr2:750  23.8791 46.0186 25.9492 53.9726 12.9531 11.4789
GT Sense Sense -0.345 Detected 0.345 Detected 0.000 -1.216 Detected -0.924 Detected -1.070 0.104 GT Sens contig339 contig339 Unannota ATCACTGTCCTCTCCTTCTCCTTCGCCGTAAGAGGAACGTTGGCAGCG contig339 Solyc03g Calcium-d                 GO:00046 SL2.40ch AT5G01980.1 271.024 341.975 175.198 130.048 138.487 163.741
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -1.801 Comprom -2.184 Comprom -1.992 0.020 GT Sens contig339 contig339 Unannota GAGTTCCAGAAATACAGAGCAGGAAAAATGGGAAAAGAAAAACATAGCT contig339 Solyc03g Receptor   GO:00046 SL2.40ch AT4G376 BT5  BT5 (BTB            chr4:176  13.2776 13.9675 4.6794 3.34638 4.12994 3.05875
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -0.976 Detected -1.471 Detected -1.224 0.049 GT Sens contig339 contig339 Unannota CCTGGTCAGGTCAATAAAGTCATGAAATTCTTCGTTTTTGATTTTTTATAcontig339 Solyc02g011770.1.1 ATCG010 NDHG  NADH de    chrC:118  146.864 138.546 102.582 103.767 76.6317 52.4907
GT Sense Sense -0.338 Detected 0.338 Detected 0.000 -1.972 Detected -0.904 Detected -1.438 0.151 GT Sens contig339 contig339 Unannota AATTTGGAAGTGGTGGTGTCATGACATGACTGGTCACCCCCACTGGTT contig339 Solyc10g Harpin-ind                GO:00327 SL2.40ch AT5G06720.1  peroxida    chr5:207  224.688 280.527 130.938 78.6649 67.6451 136.915
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 -1.849 Detected -1.100 Detected -1.475 0.108 GT Sens contig339 contig339 Unannota CAGCCCCCTTCGAAGATTTAAGCTGATTAGTGGAACATTTCATGTTGAT contig339 Solyc10g Harpin-ind                GO:00327 SL2.40ch AT5G06720.1  peroxida    chr5:207  359.286 471.61 254.43 128.874 120.766 195.911
GT Sense Sense 0.206 Detected -0.206 Detected 0.000 -1.066 Detected -3.081 Comprom -2.074 0.181 GT Sens contig340 contig340 Unannota CTAATGTATTTCTATTTGTGAGGATAGGGTAACTCCACCGAGTTCTTAT contig340 Solyc10g055320.1.1 AT1G47300.1  F-box fam    chr1:173  35.3476 20.7587 3.6714 2.53928 13.6741 3.26612
GT Sense Sense -0.643 Detected 0.643 Detected 0.000 -1.137 Detected -1.127 Detected -1.132 0.220 GT Sens contig340 contig340 Unannota GACTGAAATTCCAGGAGCATATAGTGTAGTTGTTTAAGAATATATTCTC contig340 Solyc03g Unknown Protein (A  SL2.40ch AT5G1788CSA1  CSA1 (co         chr5:590  267.728 509.988 195.582 199.396 177.62 172.651
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -3.725 Detected -3.574 Detected -3.650 0.001 GT Sens contig340 contig340 Unannota AACAACAAAACTGTAAAAGACCAAAAAATTGTAAAAATCAGTTGAACAAA contig340 Solyc10g Early response to de                 SL2.40ch AT5G62270.1  FUNCTIO                                                         chr5:250  256.166 209.351 101.524 58.6231 18.5061 19.8416
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 -1.596 Comprom -1.856 Comprom -1.726 0.023 GT Sens contig340 contig340 Unannota CTATATACTACGTAGAGATAGTAGCTGGACACTAGGTACGTAGCTCATC contig340 Solyc08g Homeobo                GO:00055 SL2.40ch AT5G52490.1 17.4657 18.8377 6.12903 8.70899 6.34038 5.11298
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.993 Comprom -2.443 Comprom -2.218 0.010 GT Sens contig340 contig340 Unannota GCTAACAACTTCTCTGACATGATGAGTAGTATTTTCAGATTCACCTGGA contig340 Solyc08g Homeobo                GO:00055 SL2.40ch AT5G52490.1 17.2513 13.0032 11.9628 10.9449 3.97545 2.8104
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -2.464 Detected -2.420 Detected -2.442 0.000 GT Sens contig341 contig341 Unannota TCATGCAAAAATCTAGCAGCACAACATACCCATCCTACAAATTCATTAGGcontig341 Solyc07g Cell differ                 GO:00428 SL2.40ch AT1G47890.1 208.53 156.842 60.1618 57.8249 34.6417 34.4747
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -2.350 Detected -2.509 Detected -2.430 0.001 GT Sens contig341 contig341 Unannota CAAGGACATACGAAGGGGAACAACCTTAGTTTCAAGAGTTTAAGAAACG contig341 Solyc07g Cell differ                 GO:00428 SL2.40ch AT1G47890.1 226.732 182.98 66.5749 72.2528 42.2114 36.5073
GT Sense Sense -0.235 Detected 0.235 Detected 0.000 -1.224 Detected -0.934 Detected -1.079 0.060 GT Sens contig341 contig341 Cytochro                 ATTTGTCcontig341 Solyc02g Solyc02g Cytochro                 GO:00198 GO:00198   contig341 Solyc02g Cytochro  GO:00198 SL2.40ch AT3G2628CYP71B4  CYP71B4               chr3:963  169.906 183.93 136.451 200.074 79.9647 94.4354
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.150 Detected -1.022 Detected -1.086 0.005 GT Sens contig342 contig342 Unannota CCAAGTAAAGTATAATAAAATCAAGTGTGTGTGTGTGTGAAAGTGCAGT contig342 Solyc06g MuDR fam                  GO:00082 SL2.40ch AT3G13686.1 378.182 315.857 363.349 370.319 164.571 173.653
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.813 Detected -1.726 Detected -1.770 0.001 GT Sens contig342 contig342 Unannota TCCAGGCATTTAAGAACATAGCATCAATACGATCGTGGAGGATAGACTC contig342 Solyc10g Elicitor-responsive p                 SL2.40ch AT2G34357.1  binding  chr2:144  110.788 86.9589 52.1091 33.7477 29.5252 30.268
GT Sense Sense -0.115 Detected 0.115 Detected 0.000 -1.543 Comprom -2.042 Comprom -1.793 0.023 GT Sens contig342 contig342 Unannota GAACACCTAAAAGAAAGAATTGACCTTAAGTTTGTCCTACACGTTCTCC contig342 Solyc12g Lipoxyge              GO:00468 SL2.40ch AT1G54870.1  binding /    chr1:204  16.3885 15.029 14.059 16.5596 5.69311 3.88766
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -1.266 Detected -1.173 Detected -1.219 0.001 GT Sens contig342 contig342 Unannota CTCCAACTCATCCATCAATACCACCTTCAACAATAAAAATAAATAAATTA contig342 Solyc03g Unknown Protein (A  SL2.40ch AT1G63640.2  kinesin m    chr1:235  441.415 349.593 218.941 238.872 172.68 177.722
GT Sense Sense -0.346 Detected 0.346 Detected 0.000 -0.964 Detected -1.119 Detected -1.041 0.099 GT Sens contig343 contig343 Unannota ACACCAAGCACACAAGTTTTAAGTATCCAAAATGCCGTCCAGAATCCAC contig343 Solyc06g Baculovir                   GO:00082 SL2.40ch AT4G23220.1  kinase  chr4:121  30.3353 38.2876 21.2087 29.3284 18.4689 16.0144
GT Sense Sense 0.402 Detected -0.402 Detected 0.000 -1.419 Detected -1.527 Detected -1.473 0.068 GT Sens contig343 contig343 Unannota AAACTTGACTCAATGATTGGCTCCAGCATTATTTACCGATTGCCTAATA contig343 Solyc03g Cellulose              GO:00167 SL2.40ch AT4G14480.1  protein k     chr4:833  55.6387 24.8956 20.6374 15.1192 14.7078 13.1729
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 -2.920 Comprom -1.918 Comprom -2.419 0.046 GT Sens contig343 contig343 Unannota TTCCGTCTACTTCTGTTACACGCCATGTATTTCCCTTGATTTGTGAAGC contig343 Solyc02g WPP domain-associ       SL2.40ch AT4G07965.1 12.5219 12.7922 4.58055 11.5757 1.7672 3.41717
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.837 Detected -1.210 Detected -1.523 0.040 GT Sens contig343 contig343 Unannota CCACCAAAGAAAAATACTATACCACACTACATGTTGCATGTTGGAAGAA contig343 Solyc05g Dual spec                    GO:00163 SL2.40ch AT1G7123CSN5B, C    CSN5B (C      chr1:268  496.812 403.542 239.433 132.679 132.499 197.557
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -2.581 Detected -1.415 Detected -1.998 0.076 GT Sens contig343 contig343 Unannota CGAAGGTAGAGATAAAATCTGATATACATAATTCTTCTCGGACTTCACT contig343 Solyc05g Dual spec                    GO:00163 SL2.40ch AT1G7123CSN5B, C    CSN5B (C      chr1:268  183.561 148.422 100.276 56.4093 29.1497 63.1516
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.219 Detected -1.283 Detected -1.251 0.001 GT Sens contig344 contig344 Unannota GAGTATTTATCGAAAATAATACCTTTTATCTGTTGAGATAGGAATAAAAT contig344 Solyc12g Unknown            GO:00160 SL2.40ch AT1G30040.2 137.605 107.65 133.194 97.9523 55.275 51.0438
GT Sense Sense 1.173 Detected -1.173 Detected 0.000 -1.064 Detected -1.106 Detected -1.085 0.452 GT Sens contig344 contig344 Unannota GAGTCCTACTTCTGCTCATGTTCTTGCAGTCAATTATGGAATAAAATTG contig344 Solyc03g Ubiquitin                 GO:00055 SL2.40ch AT1G1728UBC34  UBC34 (u       chr1:591  292.857 45.0554 60.2347 49.9798 58.062 54.4456
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.803 Detected -1.232 Detected -1.518 0.034 GT Sens contig345 contig345 Unannota CAAAAACACAAACTTTAGCAGCAAGATCCAATAAAAATTGGTGTGGTTG contig345 Solyc07g Nbs-lrr, re  GO:00302 SL2.40ch AT1G28030.1 73.2775 57.3891 41.1491 39.5749 19.6344 28.1604
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -1.724 Detected -1.325 Detected -1.525 0.031 GT Sens contig345 contig345 Unannota TACCTCTGTGGTATTTCTTTCCAAACAAACTTCAGCTCAATAATCAGAACcontig345 Solyc11g Glucan en                   GO:00059 SL2.40ch AT5G51930.1  glucose-       chr5:211  43.31 26.1228 23.3025 20.0766 10.7576 13.6996
GT Sense Sense -0.604 Detected 0.604 Detected 0.000 -1.087 Detected -1.168 Detected -1.127 0.203 GT Sens contig345 contig345 Unannota ACCCTTCCCTATACCATGAAAATATGGTACATGGAATTATTCATACTAGCcontig345 Solyc12g UDP-gluc                GO:00081 SL2.40ch AT2G43600.1  glycoside      chr2:180  21.0264 37.961 13.6881 21.4052 14.0532 12.8319
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 -1.168 Comprom -1.320 Comprom -1.244 0.038 GT Sens contig345 contig345 Unannota GAGCCACAACCGTAGTTGCGTACACAAAAAATTTGTAACTCTTTAGATT contig345 Solyc02g Necrotic spotted les                   SL2.40ch AT2G3685ATGSL08      GSL8 (GL           chr2:154  10.6847 11.6338 19.2877 2.78265 5.24436 4.55786
GT Sense Sense -0.608 Detected 0.608 Detected 0.000 -1.134 Detected -2.070 Comprom -1.602 0.172 GT Sens contig345 contig345 Unknown   AATCAGCcontig345 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig345 Solyc05g Unknown Protein (A  SL2.40ch AT5G46920.1  intron ma       chr5:190  23.4376 42.545 19.2128 27.4461 15.2072 7.67181
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -2.593 Detected -2.537 Detected -2.565 0.003 GT Sens contig345 contig345 Unannota AGTATTCCTCATAGTTCATCATCAAGGTATTACCATCAACCCATAACTCAcontig345 Solyc06g CTP synt                GO:00038 SL2.40ch AT1G73200.1  phospho    chr1:275  73.2801 68.3628 25.6577 25.0473 12.4001 12.4412
GT Sense Sense -0.515 Detected 0.515 Detected 0.000 -2.507 Detected -2.040 Detected -2.274 0.057 GT Sens contig346 contig346 Aromatic                    TGACTCAcontig346 Solyc03g Solyc03g Aromatic                    GO:00197 GO:00197    contig346 Solyc03g Aromatic                     GO:00301 SL2.40ch AT5G5869ATPLC5,   phospho       chr5:237  47.9986 76.6657 32.9187 108.131 11.2768 15.0493
GT Sense Sense -0.001 Detected 0.001 Detected 0.000 -1.333 Detected -1.151 Detected -1.242 0.005 GT Sens contig346 contig346 Unannota AATCTTTACAGGGTCAACAATGAAATCCCTGCAACAACAACAACAAAAGCcontig346 Solyc12g Unknown                GO:00160 SL2.40ch AT5G4577AtRLP55  AtRLP55        chr5:185  31.1515 24.3749 4.27411 12.445 11.5629 12.6639
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.749 Detected -1.418 Detected -1.583 0.017 GT Sens contig346 contig346 Unannota TTTGAAACGTGGTAGACCAATTGGTTCCAAGGATAAAAATCCTCAAAAG contig346 Solyc12g062830.1.1 AT4G14410.2 40.5052 37.9514 18.3928 26.4724 12.3257 14.9748
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -1.876 Detected -1.679 Detected -1.778 0.015 GT Sens contig346 contig346 Unannota TGTGTTCATCACTAGTGTCGAACCTCCTCATCATTTTGTGCAACATATC contig346 Solyc06g Integrase core doma       SL2.40ch AT1G77030.1  ATP bind                      chr1:289  831.492 854.625 418.244 449.144 242.689 268.625
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -2.262 Detected -2.327 Detected -2.295 0.004 GT Sens contig346 contig346 Unannota CGAAATTGCATGTGTATCAACTTTTTCCCAATACTAGCTAAATCACACCTcontig346 Solyc06g Integrase core doma       SL2.40ch AT1G77030.1  ATP bind                      chr1:289  187.798 178.698 75.3866 87.3107 40.371 37.2408
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 -1.205 Detected -1.061 Detected -1.133 0.038 GT Sens contig346 contig346 Unannota GTTGTTGTTGTTTTACCTTCTTGATAGTTAAATCTGTTGGATGTCTTCT contig346 Solyc02g Pentatrico                GO:00045 SL2.40ch AT5G6243CDF1  CDF1 (CY              chr5:250  118.071 68.5259 53.4561 58.7131 41.235 43.9929
GT Sense Sense -0.472 Detected 0.472 Detected 0.000 -2.041 Comprom -2.788 Comprom -2.415 0.057 GT Sens contig346 contig346 Unannota TTTTGGATTGTAGTGGTCCTAGCTCATAGTGTTTGGTGTTTGCCACGTTcontig346 Solyc01g SWI4 1 Pe                 GO:00055 SL2.40ch AT3G181 EMB1270  EMB1270     chr3:620  10.8075 16.2424 2.77905 3.71959 3.40154 1.95677
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -0.849 Detected -1.389 Detected -1.119 0.073 GT Sens contig347 contig347 Unannota ACCACATGATTCAAATTTACTTCGGACTTCAATCACAGTTTAGACAACGAcontig347 Solyc00g BHLH tran               GO:00056 SL2.40ch AT1G15640.1 242.378 241.239 146.916 136.325 141.837 94.1845
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -2.280 Detected -2.129 Detected -2.204 0.001 GT Sens contig347 contig347 Unannota TTTCTTGAAATAACAACAAGGATCCTTTTCAGCTTTGCAGAATCCACTCTcontig347 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G17205.1 247.577 191.421 70.8946 72.6939 47.3825 50.7718
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 -2.092 Detected -2.192 Detected -2.142 0.004 GT Sens contig347 contig347 Unannota TTCATCTCAAACGTTGCAGACAACCTTGTCTTCAGATTGTTAATCTCCC contig347 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G17205.1 344.581 320.847 131.053 127.527 82.4513 74.2718
GT Sense Sense 0.749 Detected -0.749 Detected 0.000 -1.124 Detected -0.979 Detected -1.052 0.297 GT Sens contig347 contig347 Unannota AACTACCTGCTCTGGAGCCATCCAATATGGACTTCCTTTGAAAGAATCC contig347 Solyc04g Protein ki                   GO:00064 SL2.40ch AT1G5357MAP3KA,   MAP3KA            chr1:199  48.6952 13.4839 38.2653 7.49292 12.4269 13.2604
GT Sense Sense -0.386 Detected 0.386 Detected 0.000 -2.034 Detected -1.266 Detected -1.650 0.094 GT Sens contig347 contig347 Unannota TTTTTTGGGGTGTTGTCTTTGTAATTTTGAGGAAATTTTATTTGTGTGT contig347 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT1G1613WAKL2  WAKL2 (w       chr1:552  15921.2 21263.8 7254.26 12523.4 4747.45 7806.71
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -2.337 Detected -1.590 Detected -1.963 0.066 GT Sens contig347 contig347 Unannota TCTGGTGTAATATTTATTCTGGTTTGCATTGTATTGTATAATAAGATGAGcontig347 Solyc01g Gibberelli                 GO:00055 SL2.40ch AT1G1613WAKL2  WAKL2 (w       chr1:552  10287.6 13567.9 4547.09 7312.98 2471.69 4003.77
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.292 Comprom -1.030 Comprom -1.161 0.031 GT Sens contig347 contig347 Unannota CTTCCTGATCTCCATCTACAACAACCTATGAGAAGTTCAAATTATAAGCTcontig347 Solyc08g 50S ribos                 GO:00055 SL2.40ch AT3G52140.1  tetratrico      chr3:193  20.5175 12.771 19.5071 15.6356 6.98764 8.09016
GT Sense Sense -0.159 Detected 0.159 Detected 0.000 -1.526 Detected -0.851 Detected -1.189 0.086 GT Sens contig347 contig347 Unannota GTGAAATATAAAAGGAAGCTAACGCAGAACACTTTGAATAACGAACTTT contig347 Solyc08g CHY zinc                  GO:00051 SL2.40ch AT1G48140.1 33.0676 32.2261 23.2862 18.1936 11.978 18.461
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.060 Detected -1.146 Detected -1.103 0.002 GT Sens contig347 contig347 Unannota ATGGAAAATGAAGAAAAAAAAGTTTAGGCATGGAGAGGGGTATTTTAGGcontig347 Solyc04g RNA Bind                 GO:00428 SL2.40ch AT5G52900.1 27.6751 22.4883 26.8493 18.2667 12.6461 11.4991
GT Sense Sense -0.416 Detected 0.416 Detected 0.000 -1.983 Comprom -1.365 Comprom -1.674 0.084 GT Sens contig348 contig348 Unannota GAATGCATCAACTCCACTTCTACTAAAGCATGGATGGATGAAAATATCG contig348 Solyc08g N-methyl-                GO:00036 SL2.40ch AT5G26680.2  endonuc    chr5:931  11.4665 15.9538 12.9949 11.8033 3.61556 5.35815
GT Sense Sense -0.080 Detected 0.080 Detected 0.000 -0.946 Comprom -1.181 Comprom -1.063 0.017 GT Sens contig348 contig348 Unannota ATATCTTATTCATAATCCTTCCCTCACGACCCCAGTATTTTGTCTCAGTAcontig348 Solyc10g GAI-like p                 GO:00055 SL2.40ch AT3G0372CAT4  CAT4 (CA            chr3:925  14.8923 13.0003 9.86842 11.036 7.63163 6.26349
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -2.281 Detected -2.631 Detected -2.456 0.007 GT Sens contig348 contig348 Unannota ATTCTGTAAGGATGAAGGGATTGCTCGACATCGCACTGTCAGAAATACAcontig348 Solyc01g tRNA pseu                  GO:00094 SL2.40ch AT3G0226BIG, DOC        BIG (BIG)          chr3:431  621.759 575.705 144.262 177.103 130.134 98.5694
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 -2.273 Detected -2.299 Detected -2.286 0.004 GT Sens contig348 contig348 Unannota GAAGATCAAGAGGTTGCGAACTGATAATGGGCTGGAATTCTGTTGGTC contig348 Solyc01g tRNA pseu                  GO:00094 SL2.40ch AT3G0226BIG, DOC        BIG (BIG)          chr3:431  953.518 913.872 323.916 351.293 204.098 193.551
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 -1.344 Detected -1.184 Detected -1.264 0.031 GT Sens contig348 contig348 Unannota GAATTCTCTGCTGGCAAAGATTCCCTCTAGGATGCTTCTTTCTCTTTAC contig348 Solyc08g Glutaredo                GO:00454 SL2.40ch AT2G27350.4  OTU-like      chr2:116  54.904 31.9365 24.3962 16.4276 17.4308 18.802
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -1.430 Detected -1.510 Detected -1.470 0.018 GT Sens contig349 contig349 Unannota CACTGACGTGTAATTGGGTTGGAGTGTATTGGTCAAAATTTCCACGTGGcontig349 Solyc03g GRF zinc                 GO:00082 SL2.40ch AT5G40340.1  PWWP do    chr5:161  43.863 45.053 21.7922 34.578 17.435 15.9298
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 -0.900 Comprom -1.703 Comprom -1.301 0.106 GT Sens contig349 contig349 Unannota ATATGTAATTTTACCATGTAACAACATGTTCTCTGTTTTGTTGTCCAAAGcontig349 Solyc09g Sulfate tra               GO:00151 SL2.40ch AT3G52700.1  unknown   chr3:195  11.4528 12.252 13.943 3.50142 6.70793 3.71332
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 -2.067 Detected -1.406 Detected -1.737 0.045 GT Sens contig349 contig349 Unannota GCTCAGTTAAAAGAAACTAAATGTGGGGACTCTTCTTATTGGAGAGGGTcontig349 Solyc11g Cc-nbs-lrr resistanc                 SL2.40ch AT3G2334ckl10  ckl10 (Ca               chr3:835  182.023 185.1 91.5841 36.0401 46.2862 70.6849
GT Sense Sense -0.228 Detected 0.228 Detected 0.000 -1.792 Detected -1.274 Detected -1.533 0.047 GT Sens contig349 contig349 Unannota GGGGAATAGGAATGGTTGCTTTGTTCTATACAAGCATCTTCAAACAGTT contig349 Solyc11g Cc-nbs-lrr resistanc                 SL2.40ch AT3G2334ckl10  ckl10 (Ca               chr3:835  186.495 199.911 98.7439 43.851 58.9337 81.4629
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.923 Comprom -2.030 Comprom -1.976 0.004 GT Sens contig349 contig349 Unannota CAAAAATAAGCACAATAAGATGAAGATTTTGTACCTTTCCGCGCTTGCA contig349 Solyc04g Tyrosine                    GO:00055 SL2.40ch AT5G37520.1 16.8856 15.6046 13.4392 2.94373 4.52384 4.05567
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -2.017 Comprom -1.357 Comprom -1.687 0.040 GT Sens contig349 contig349 Unannota TTTTTGCAGACGAAAGAGCAAGCAAACGTTCCGTCAACTTCGACTCAGCcontig349 Solyc00g Unknown Protein (A  SL2.40ch AT4G02550.3  unknown   chr4:112  25.2526 22.8971 18.4402 18.9714 6.27695 9.5772
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.702 Detected -0.957 Detected -1.330 0.071 GT Sens contig349 contig349 Unannota GGAACAAAACAAAAAAGTTGTCTTTTTTTCTTTTTGGCTTAAGGGAGTT contig349 Solyc02g Copine-lik              GO:00048 SL2.40ch AT5G36790.2  phospho     chr5:144  59.6196 43.6421 34.4748 14.888 16.566 26.8119
GT Sense Sense -0.256 Detected 0.256 Detected 0.000 -1.242 Comprom -2.012 Comprom -1.627 0.072 GT Sens contig349 contig349 class I he               CCTCAAGcontig349 Solyc12g Solyc12g class I heat shock protein (AHR             contig349 Solyc12g class I heat shock p              SL2.40ch AT5G41020.1  myb fami     chr5:164  15.2568 17.0159 7.3383 14.0515 7.20092 4.07711
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -1.779 Comprom -1.112 Comprom -1.445 0.052 GT Sens contig349 contig349 Unannota TACTGGACATCAACCTTTGGAATTTCCAAATCTGTAACCTCTACACTGC contig349 Solyc12g Had superfamily (Su                  SL2.40ch AT5G35430.1  binding  chr5:136  13.1519 11.5466 4.56954 2.8307 3.79612 5.81927
GT Sense Sense -0.650 Detected 0.650 Detected 0.000 -2.810 Comprom -2.141 Comprom -2.475 0.077 GT Sens contig350 contig350 Unannota AGAAACTCATTTGAAAAATGCATAGACAATCAAAGCAACAGTTCAGCAATcontig350 Solyc08g Fasciclin-like arabin                SL2.40ch AT3G50370.1  unknown   chr3:186  16.0564 30.9024 11.1762 2.96997 3.35684 5.15465
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -1.011 Detected -1.202 Detected -1.107 0.007 GT Sens contig350 contig350 Unannota CGGTATTATTTCGAGATTGGATTAATGCCGAGAGAAGAAATTTGGGTCGcontig350 Solyc01g (E)-beta-o                 GO:00347 SL2.40ch AT3G15150.1  zinc ion b   chr3:510  173.303 136.439 174.782 181 80.657 68.1835
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.401 Detected -1.104 Detected -1.253 0.015 GT Sens contig350 contig350 Unannota CTTTTCCTCGTTGATTCCTCTCAATGAAATTTTCTATGTTGCACTAACAAcontig350 Solyc05g Phytanoy               GO:00055 SL2.40ch ATMG005 NAD4  NADH de     chrM:161  33.8237 25.1193 22.6586 22.8517 11.6627 13.8379
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 -1.417 Detected -1.042 Detected -1.229 0.049 GT Sens contig350 contig350 Unannota CATGTACAGAAGGAAATTTGCATTAGCACAAGGCCAAAGCCATATCCAA contig350 Solyc02g Copine-lik              GO:00048 SL2.40ch AT5G58880.1  unknown   chr5:237  59.8254 62.7381 44.1301 46.0865 24.2528 30.3607
GT Sense Sense -0.531 Detected 0.531 Detected 0.000 -1.545 Comprom -1.348 Comprom -1.446 0.116 GT Sens contig351 contig351 Unannota GAATTGAATCTTATGCTATGTGAGAAATGTAATGTGTTCCTCTCGAATT contig351 Solyc09g Caffeoyl-C                GO:00424 SL2.40ch AT5G49370.1 12.3972 20.2441 10.4884 12.7287 5.73862 6.34973
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.465 Detected -0.919 Detected -1.192 0.080 GT Sens contig351 contig351 Unannota TTATTGTGATCATCTTATCATAATGAGAAATGCTAGAAACATATTGTATGcontig351 Solyc09g Thioredox                GO:00324 SL2.40ch AT5G46710.1  zinc-bind     chr5:189  2299.73 1299.62 1078.88 618.588 661.836 932.848
GT Sense Sense -0.267 Detected 0.267 Detected 0.000 -0.950 Detected -1.133 Detected -1.042 0.066 GT Sens contig351 contig351 Unannota GATATAGTAGAAAGATCATAACATGGTTTCAACAAGAGTTTAGTCCTTC contig351 Solyc07g Heat stres                    GO:00055 SL2.40ch AT5G07890.3  myosin h    chr5:251  26.2777 29.7503 24.7396 27.7262 15.2932 13.0085
GT Sense Sense -0.011 Detected 0.011 Detected 0.000 -1.594 Detected -0.895 Detected -1.245 0.071 GT Sens contig351 contig351 6-phosph                AGTCTTGcontig351 Solyc04g Solyc04g 6-phosph                GO:00046 GO:00046       contig351 Solyc04g 6-phosph                 GO:00046 SL2.40ch AT3G02360.1  6-phosph      chr3:482  44761.3 35537.5 25738.1 11879.5 13959 21878.5
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -0.867 Detected -1.356 Comprom -1.111 0.054 GT Sens contig351 contig351 Unannota AGATAACGTAAATTGGGGATGGGGTCTTGGACTTTTAACAATTGCTATGcontig351 Solyc05g Peptide tr                  GO:00800 SL2.40ch AT3G0132SNL1  SNL1 (SIN    chr3:106  18.9262 17.2683 6.89749 14.7693 10.4788 7.20628
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 -1.181 Detected -0.967 Detected -1.074 0.073 GT Sens contig351 contig351 Unannota CCACCCCCACTCTTCTTTTTCTTGATATATTGCGTATGGGAAATGGGGAcontig351 Solyc07g Transcription factor    SL2.40ch AT5G41300.1 81.2216 94.5411 84.4037 47.3076 40.8371 45.728
GT Sense Sense -0.403 Detected 0.403 Detected 0.000 -0.878 Detected -2.121 Comprom -1.500 0.180 GT Sens contig351 contig351 Unannota TAAAAGAAAAGGAAGAGTTTCTCAAGGTTGAAGGTGTTAGGTCTAAAAG contig351 Solyc07g Las1-like family prot              SL2.40ch AT3G23610.2  dual spec      chr3:847  14.9139 20.3849 10.7993 39.138 10.0245 4.08995
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -1.909 Detected -1.616 Detected -1.762 0.012 GT Sens contig351 contig351 Unannota ATTTATTTTAGACTGGAAAGCCGTCTCTTTGGGTTGATCTTCATGAAAA contig351 Solyc08g Trypsin proteinase     SL2.40ch AT4G09680.2  unknown   chr4:611  80.0673 75.2136 38.0971 50.922 21.8322 25.8399
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -1.807 Detected -1.616 Detected -1.711 0.006 GT Sens contig351 contig351 Unannota CTCGTGTGCACGAAATGATCCAACTAGCTCTTTGATGGAAAGCTTAGAAcontig351 Solyc08g Trypsin proteinase     SL2.40ch AT4G09680.2  unknown   chr4:611  118.527 105.665 74.1286 64.8333 33.8083 37.2593



GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -1.780 Comprom -1.751 Comprom -1.765 0.001 GT Sens contig352 contig352 Unannota AGCGAGGAATAACCAACCTTTTGCTATTTTTCTCACATTTCCTTCATGTCcontig352 Solyc09g HAT famil                      GO:00469 SL2.40ch AT4G3116DCAF1  DCAF1 (D        chr4:151  15.8183 13.3752 13.7954 16.963 4.47635 4.40962
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.995 Comprom -0.818 Detected -1.407 0.142 GT Sens contig352 contig352 Unannota GGAAGAGTACTATTTGCTGCTTTCTTGAGTTCTTCTCAGTCCCTTTTTC contig352 Solyc10g Indole-3-a                  GO:00102 SL2.40ch AT3G48770.1  ATP bind      chr3:180  18.6373 16.5889 16.5367 11.4593 4.66154 10.1757
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.466 Comprom -2.578 Comprom -2.022 0.071 GT Sens contig353 contig353 Unannota GGCCAAAACTTCTAAGCTTACTGGGCAATCCCATTGTAAGAAACAAGAA contig353 Solyc03g Unknown Protein (A          SL2.40ch AT1G171 UBP15  UBP15 (U       chr1:584  26.9493 17.8176 15.7522 13.3841 8.38413 3.74497
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.394 Detected -1.337 Detected -1.366 0.002 GT Sens contig353 contig353 Unannota TTGTTGAACATACCAGCTCCACCTAGCAGTTGTTCTCTTAGAGTTGTAT contig353 Solyc03g Unknown Protein (A          SL2.40ch AT1G171 UBP15  UBP15 (U       chr1:584  38.9945 33.2221 22.1673 23.0107 14.4764 14.5326
GT Sense Sense -0.254 Detected 0.254 Detected 0.000 -1.385 Detected -0.966 Detected -1.175 0.070 GT Sens contig353 contig353 Unannota CTTCAATCCATTCTCAGTGCCTTAGAACATGTCTTAATTAACACCAGGA contig353 Solyc09g Histone-ly              GO:00056 SL2.40ch AT2G3195CNX2  CNX2 (CO           chr2:135  34.0984 37.9023 53.7425 35.7196 14.5506 18.7778
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -1.989 Detected -1.689 Detected -1.839 0.007 GT Sens contig353 contig353 Unannota CCACGAAATTGGGTTGGAAACTTGAAGGTTTGATCTTCTTCTTGGAGCTcontig353 Solyc01g Receptor   GO:00046 SL2.40ch AT5G61450.1  2-phosph    chr5:247  38.2481 29.2724 19.5995 20.6681 8.90811 10.5859
GT Sense Sense 0.856 Detected -0.856 Detected 0.000 -1.297 Detected -1.357 Detected -1.327 0.261 GT Sens contig353 contig353 Unannota TCGACAAATTCTTGAAAGCGGAACCAGTGAATACCTGATCGAGCAGAAAcontig353 Solyc01g Downstream neighb       SL2.40ch AT3G53540.1  unknown   chr3:198  54.0039 12.8918 15.1251 16.9498 11.3475 10.5139
GT Sense Sense 0.133 Detected -0.133 Detected 0.000 -1.718 Detected -2.572 Detected -2.145 0.041 GT Sens contig353 contig353 Unannota CCTTTTTTATTCCTAAAAAATAGCAGATGAAATAGAAGTGAAATAGACGGcontig353 Solyc09g Photosystem I asse       SL2.40ch ATCG003 YCF3  Encodes                                                  chrC:425  135.331 87.9103 71.5116 59.904 35.0448 18.7127
GT Sense Sense 0.103 Detected -0.103 Detected 0.000 -1.765 Detected -2.077 Detected -1.921 0.009 GT Sens contig353 contig353 Unannota CTTCTAAAAGCAAAGGAATAATCCGTTTTTTCGTTAACTGATCTGATGG contig353 Solyc09g Photosystem I asse       SL2.40ch ATCG003 YCF3  Encodes                                                  chrC:425  948.066 642.783 581.214 509.042 242.788 188.717
GT Sense Sense 0.942 Detected -0.942 Detected 0.000 -1.716 Detected -3.224 Comprom -2.470 0.177 GT Sens contig353 contig353 Unannota ATTTTACACCGTGCAAGTTTAATGCTCACAACAGAGTGTTCATAGAAAG contig353 Solyc06g DNA-binding protein     SL2.40ch AT3G05675.1 61.0653 12.9283 5.82078 5.81921 9.04147 3.06906
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 -1.799 Detected -0.943 Detected -1.371 0.119 GT Sens contig353 contig353 Unannota TCAGACTCAAAGAACAGCAATTTGGGCAAAATGGATACTCTTTGAAAAA contig353 Solyc01g Deaminas              GO:00167 SL2.40ch AT3G52700.1  unknown   chr3:195  1465.66 1724.4 1815.49 643.881 482.746 843.563
GT Sense Sense 0.699 Detected -0.699 Detected 0.000 -1.219 Detected -1.231 Detected -1.225 0.222 GT Sens contig354 contig354 Unannota TCTACTCACCCCAAAGGCATAGAAAAACTCAATGCTACAGATTGTTGCC contig354 Solyc01g LRR recep    GO:00046 SL2.40ch AT5G05010.2  clathrin a      chr5:147  168.136 49.8472 49.2865 48.4355 41.5763 39.7948
GT Sense Sense -0.025 Detected 0.025 Detected 0.000 -1.548 Detected -1.192 Detected -1.370 0.017 GT Sens contig354 contig354 Unannota TCGTAAGTTGCTCTGGTGGTTATTACAATATGATTAAAATTCTGGGAAG contig354 Solyc05g Protein re             GO:00036 SL2.40ch AT1G02440.1 35.9024 29.0417 27.6428 16.8094 11.673 14.4176
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -1.488 Detected -1.759 Detected -1.624 0.012 GT Sens contig354 contig354 Unannota TTTTCATTTTACATGAGCAGTTTGGCGCTTGATATCATTCAAAGTTGGT contig354 Solyc05g Protein re             GO:00036 SL2.40ch AT1G02440.1 37.5404 34.3369 28.5592 17.1384 13.5289 10.8203
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.542 Comprom -1.082 Comprom -1.312 0.036 GT Sens contig354 contig354 Unannota TCTCAGATAAAAGTGCTTCAGTCGAGTCTCAGATAAAAGTGGTGTTTCC contig354 Solyc10g061840.1.1 AT3G23370.2 13.2034 12.0127 5.95559 13.9379 4.56962 6.0702
GT Sense Sense -0.376 Detected 0.376 Detected 0.000 -2.920 Comprom -2.243 Comprom -2.581 0.036 GT Sens contig354 contig354 Unannota AAATTAATCGGACTTCAATACGGAAATCGAAGCCCGGAGCGATTACCTGcontig354 Solyc06g Flavoprot               GO:00428 SL2.40ch AT2G4384UGT74F1  UDP-gluc      chr2:181  11.3375 14.932 9.6785 5.91862 1.81691 2.80452
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.397 Comprom -1.514 Comprom -1.455 0.004 GT Sens contig355 contig355 Unannota AACAATTTTCATAGTTTTCATGGGTTTCACTTCCCTGCGCTTCGTCTAC contig355 Solyc03g DNA excis                   GO:00171 SL2.40ch AT4G14180.1 13.7077 11.7087 6.18481 6.47659 5.08442 4.52687
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.344 Comprom -1.447 Comprom -1.396 0.002 GT Sens contig355 contig355 Unannota TCTTTTTCGAGGCAATAGCTAAGAGGCGTGGGGGAGTTGTATCTTTACTcontig355 Solyc10g MADS bo                 GO:00056 SL2.40ch AT5G48100.1 19.3256 15.7895 12.7699 14.9368 7.2707 6.53826
GT Sense Sense 0.424 Detected -0.424 Detected 0.000 -1.453 Detected -1.004 Detected -1.228 0.125 GT Sens contig355 contig355 Unannota AAGAAGACATACAAAGGGTACTGTTGGATGCCACTTCTCGCTGGAAATT contig355 Solyc10g MADS bo                 GO:00056 SL2.40ch AT5G48100.1 51.1462 22.2211 16.762 17.1537 13.0162 17.1549
GT Sense Sense -0.113 Detected 0.113 Detected 0.000 -1.818 Comprom -2.230 Comprom -2.024 0.013 GT Sens contig355 contig355 Unannota GTACAAACAACAACTTCAGAAAAATGTGAAAAATTGAGATAATGGGGTT contig355 Solyc01g BZIP trans                 GO:00435 SL2.40ch AT2G2633ER, QRP1  ER (EREC       chr2:112  18.3796 16.7985 7.36847 5.05248 5.26758 3.82182
GT Sense Sense 0.096 Detected -0.096 Detected 0.000 -1.623 Detected -1.347 Detected -1.485 0.013 GT Sens contig355 contig355 Unannota CTTGCGCCCCCTTGTGTGACTGATCATCGTCTCAGACCAGTTACAGATCcontig355 Solyc00g Unknown Protein (A  SL2.40ch AT4G04570.2  protein k     chr4:229  251.329 172.024 136.231 109.012 71.356 83.4151
GT Sense Sense -0.406 Detected 0.406 Detected 0.000 -1.266 Detected -0.933 Detected -1.100 0.129 GT Sens contig355 contig355 Unannota AAATTTATTTAACTTTCCGTTGGGATTTCGACTTGAACTCATTTCACTATcontig355 Solyc09g Dof zinc f                GO:00454 SL2.40ch AT1G21864.1 56.9542 78.1363 49.1384 31.0898 29.3212 35.6447
GT Sense Sense -1.850 Detected 1.850 Detected 0.000 -3.919 Comprom -3.097 Detected -3.508 0.205 GT Sens contig356 contig356 Unknown             TTTGGGAcontig356 Solyc08g Solyc08g Unknown Protein (AHRD V1)%3            contig356 Solyc08g Unknown Protein (A             SL2.40ch AT5G16520.1  unknown   chr5:539  34.3345 348.837 12.8988 14.0418 7.64468 13.0502
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -2.459 Detected -2.358 Detected -2.409 0.001 GT Sens contig356 contig356 Unannota ACTAGCGTGCCTTAGCTTATTTGACTAGCTTTTAAGGGTCGAAAATTTA contig356 Solyc01g065830.1.1 AT3G58060.1  cation eff           chr3:214  106.78 77.6745 35.8733 46.1366 17.5003 18.1284
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -1.365 Detected -1.606 Detected -1.485 0.007 GT Sens contig357 contig357 Os05g023       TGACCCTcontig357 Solyc04g Solyc04g Os05g0235100 protein (Fragm     contig357 Solyc04g Os05g0235100 prote      SL2.40ch AT4G35040.1 85.4172 65.2923 38.5184 33.6718 30.6503 25.0371
GT Sense Sense 0.140 Detected -0.140 Detected 0.000 -1.528 Detected -0.875 Detected -1.202 0.077 GT Sens contig357 contig357 Unannota CCACTGTTTACCGAACAAAGTAATTACATATGATATTCCTCAAGACAGATcontig357 Solyc03g ATP-depe                      GO:00040 SL2.40ch AT5G25930.1  leucine-r           chr5:905  39.4365 25.3982 20.0323 16.3981 11.5957 17.6093
GT Sense Sense 0.382 Detected -0.382 Detected 0.000 -2.423 Detected -1.626 Detected -2.025 0.067 GT Sens contig357 contig357 Unannota GCTCTGAACCATCAAAAATAAAAAGATACCCTCCTGAACATAATGGAGA contig357 Solyc08g Armadillo                 GO:00054 SL2.40ch AT5G54620.1 2791.47 1285.17 1506.89 725.368 373.264 625.923
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 -2.107 Detected -1.551 Detected -1.829 0.037 GT Sens contig357 contig357 Unannota TGAATGAGAGATTAAAAACAACAAGAAGGTCTTGCAACCCCTCTCCCTT contig357 Solyc08g Armadillo                 GO:00054 SL2.40ch AT5G54620.1 4024.93 2279.92 2087.04 1127.89 743.259 1055.19
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -2.390 Comprom -1.887 Comprom -2.139 0.019 GT Sens contig357 contig357 Unknown   TTTGCCTcontig357 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig357 Solyc11g Unknown Protein (A  SL2.40ch AT5G57670.2  protein k     chr5:233  14.1871 14.003 10.7978 12.6269 2.84116 3.88724
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -2.165 Detected -1.103 Detected -1.634 0.097 GT Sens contig357 contig357 Unannota CCACCACTAAATTTGGATTTTACATTATAATTGCATAGAGGAAGGTGGT contig357 Solyc12g Acetyl-Co                 GO:00093 SL2.40ch AT3G4773ATATH1,   ATATH1;           chr3:175  6673.33 4285.5 3268.02 1202.03 1260.38 2539.63
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -2.276 Detected -1.132 Detected -1.704 0.098 GT Sens contig357 contig357 Unannota GAAGAGAGAGTCAACTAGTCACCTACTTAGTAATTATTGACCATGATTT contig357 Solyc12g Acetyl-Co                 GO:00093 SL2.40ch AT3G4773ATATH1,   ATATH1;           chr3:175  21271.8 14833 9869.82 3762.21 3875.34 8267.32
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 -2.104 Comprom -1.154 Comprom -1.629 0.087 GT Sens contig357 contig357 Unannota ATTAAGTGATCTCATGCAAACTATGTCGCAACATCAACAAGAGACATCC contig357 Solyc01g Nucleic ac                   GO:00036 SL2.40ch AT5G0160ATFER1,   ATFER1;         chr5:228  16.7236 17.1314 12.3479 19.2969 4.16244 7.76345
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -1.551 Comprom -1.263 Comprom -1.407 0.042 GT Sens contig357 contig357 Unannota AAAGGACCTCTTGGGGAAAGGAATCCCAGGAGTGAAAGAAATCATACCTcontig357 Solyc04g MYB tran                GO:00036 SL2.40ch AT4G26450.1  unknown   chr4:133  18.7307 20.9911 15.0208 10.1412 7.15224 8.43164
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.464 Comprom -1.944 Comprom -1.704 0.027 GT Sens contig357 contig357 Unannota GAAATCTTGAAAGCAAGACAGCTTACCTGGTACAACAAGTAAAGATCAC contig357 Solyc05g Ethylene-                     GO:00036 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  11.7837 11.4429 7.20085 5.10924 4.44986 3.0791
GT Sense Sense 0.868 Detected -0.868 Detected 0.000 -1.474 Detected -1.206 Detected -1.340 0.267 GT Sens contig358 contig358 Unannota CCTAATTATGAGATGTGACTCAAAAAATATAATTGTTGTGGCAGCTGTA contig358 Solyc01g UPF0497 membrane                    SL2.40ch AT4G2456UBP16  UBP16 (U            chr4:126  133.295 31.2748 33.0589 33.2664 24.5567 28.5626
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -1.388 Detected -0.840 Detected -1.114 0.073 GT Sens contig358 contig358 Unannota ATCTTACGTACATTAATGGAAATTTCAATTTAGGTAATTGTTATTTTGTA contig358 Solyc12g NEDD8 ac                    GO:00081 SL2.40ch AT4G19430.1 43.2117 26.9117 31.061 21.8393 13.7719 19.4352
GT Sense Sense 0.069 Detected -0.069 Detected 0.000 -1.407 Detected -1.370 Detected -1.389 0.003 GT Sens contig358 contig358 Unannota ATTCCTATAATAAGGTATATATACTCTCTCATGCACAATCAAATGTGAAAcontig358 Solyc05g TBC1 dom                GO:00055 SL2.40ch AT2G41770.1  unknown   chr2:174  56.6751 40.2337 33.3662 26.6435 19.0254 18.8462
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -1.179 Detected -0.906 Detected -1.042 0.041 GT Sens contig358 contig358 Unannota GAAACTAAAACATCCAAATCCTCAGTCGGCAACTTACACTTCAAACTCATcontig358 Solyc06g Octicosapeptide/Pho               SL2.40ch AT1G1746TRFL3  TRFL3 (T         chr1:599  108.06 107.048 122.542 102.639 50.215 58.5768
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -1.190 Detected -0.984 Detected -1.087 0.071 GT Sens contig358 contig358 Unannota AAACTTCACCATCAACTCTGCATCACTTCATTCTATCAGCTACCGTAACAcontig358 Solyc06g Octicosapeptide/Pho               SL2.40ch AT1G1746TRFL3  TRFL3 (T         chr1:599  91.7672 107.056 140.644 109.4 45.927 51.1288
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -1.671 Comprom -1.160 Comprom -1.415 0.036 GT Sens contig358 contig358 Unannota GGTGATGCTATGATCAACTTTTTAAGATCATGGAGCATATGAACTATTT contig358 Solyc09g Legumin                GO:00457 SL2.40ch AT3G0178TPLATE  TPLATE;   chr3:279  21.0796 18.9126 17.8261 9.49554 6.62557 9.11888
GT Sense Sense -0.715 Detected 0.715 Detected 0.000 -1.031 Detected -1.351 Detected -1.191 0.245 GT Sens contig358 contig358 Unannota CTGAGATGTTTCACTTCCCCTCGTTCGCCTTACACACCTATGTATTCAG contig358 Solyc08g Pentatricopeptide re               SL2.40ch AT3G27473.1 32.9359 69.3396 21.7797 28.3351 24.7182 19.1157
GT Sense Sense -0.310 Detected 0.310 Detected 0.000 -1.419 Comprom -1.410 Comprom -1.414 0.045 GT Sens contig359 contig359 Unannota CAAAAGGATTTGATTTTTTTTCCCCAAGTGGCTTTATTCATATTGAGATCcontig359 Solyc11g Ycf2 (AHRD V1 ***- A             SL2.40ch AT2G42330.2 14.3117 17.1991 12.2234 14.2593 6.20256 6.02365
GT Sense Sense -0.379 Detected 0.379 Detected 0.000 -2.915 Comprom -3.426 Comprom -3.170 0.020 GT Sens contig359 contig359 Unannota AAATGTGTCTACTTTATCTAGTGAAGAAGCAGTGGCAACACGTGACTCA contig359 Solyc04g Nbs-lrr, re  GO:00055 SL2.40ch AT5G0992RPB15.9,     NRPB4; D     chr5:309  18.0002 23.797 4.02384 1.88198 2.90103 1.9649
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.662 Comprom -2.286 Comprom -1.974 0.029 GT Sens contig360 contig360 Unannota GAAACTGCAATCAGCAATTAAACAGGGTTGACTTCTTTTCTAAACATAG contig360 Solyc03g Mediator                      GO:00165 SL2.40ch AT5G41330.1  potassiu       chr5:165  12.8298 12.158 21.1874 4.04969 4.17236 2.61208
GT Sense Sense 1.112 Detected -1.112 Detected 0.000 -2.154 Comprom -2.194 Comprom -2.174 0.190 GT Sens contig360 contig360 Unannota AGACTGCACCAAAAAAAAGTTCTACGAATAGAAGACCAAAAGGGTTAGA contig360 Solyc06g Serine/thr                  GO:00170 SL2.40ch AT5G63620.2  oxidored       chr5:254  71.0634 11.8904 9.38214 3.79772 6.90273 6.48332
GT Sense Sense 1.400 Detected -1.400 Detected 0.000 -1.651 Detected -1.568 Detected -1.609 0.369 GT Sens contig360 contig360 Unannota AGTCATCAGATACCTTGTCATTTGCTTGTTTACTTAGCTAGTTTGCTTC contig360 Solyc09g Genomic DNA chrom         SL2.40ch AT4G00800.1  binding /        chr4:337  124.55 13.9713 14.2601 4.20952 14.0391 14.3557
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.897 Detected -1.418 Detected -1.657 0.022 GT Sens contig360 contig360 Unannota CATGCACTTATGGTTTCCTCAATCCTACTAAATAACTTATGCATGAAAGCcontig360 Solyc09g Unknown Protein (A  SL2.40ch AT3G10240.1 55.0657 38.9566 40.5969 29.9367 13.1435 17.6866
GT Sense Sense -0.780 Detected 0.780 Detected 0.000 -2.531 Detected -0.991 Detected -1.761 0.249 GT Sens contig361 contig361 Calmodul              TAGGATTcontig361 Solyc04g Solyc04g Calmodul              GO:00055 GO:00055   contig361 Solyc04g Calmodul               GO:00055 SL2.40ch AT4G3935CESA2, A    CESA2 (C           chr4:182  85.1069 196.119 44.7171 61.3556 23.627 66.3157
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.903 Comprom -1.701 Comprom -1.802 0.003 GT Sens contig361 contig361 Unannota TGGAGATTAAAAAAGTGCACTATTTTTCATGGATTAATTAAGAAGCTTCTcontig361 Solyc06g Exosome                 GO:00428 SL2.40ch AT4G31250.1  leucine-r        chr4:151  16.6688 13.1034 11.7185 2.69062 4.17711 4.63744
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.339 Detected -1.720 Detected -1.529 0.015 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  129.428 104.156 52.132 52.9231 48.5034 35.9682
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.091 Detected -1.021 Detected -1.056 0.040 GT Sens contig361 contig361 Unannota TAGCAGCGGTGTTAGGTCCAGAAATCAGAATGACCTAAACCAAGATAAA contig361 Solyc09g Unknown Protein (A  SL2.40ch AT1G0378TPX2  targeting   chr1:948  479.997 278.924 347.306 298.912 181.544 183.992
GT Sense Sense 0.207 Detected -0.207 Detected 0.000 -1.066 Detected -0.999 Detected -1.032 0.039 GT Sens contig361 contig361 Unannota GGAGGAGCAGTGCCTATTGAAGCTATTGAAGATGTGTAGTGGTATACC contig361 Solyc09g Unknown Protein (A  SL2.40ch AT1G0378TPX2  targeting   chr1:948  184.638 108.394 120.455 77.7661 71.4103 72.2398
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -3.006 Comprom -2.471 Comprom -2.738 0.009 GT Sens contig361 contig361 Unannota AACAACTTGTTATTGTCAGTTTTTTAAGCGTAAAGCGTCTCCAACTTTTTcontig361 Solyc07g Retrovirus-related P          SL2.40ch AT3G0504HST, HST   HST (HAS     chr3:140  23.8817 19.0399 11.318 10.9146 2.80494 3.92553
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.508 Detected -0.986 Detected -1.247 0.042 GT Sens contig361 contig361 Unannota GAGAATATATTTGGTAACTCCAGATAAACATGTCATATATAAACAATAGGcontig361 Solyc10g Ubiquitin-                  GO:00048 SL2.40ch AT4G2796UBC9  UBC9 (UB        chr4:139  39.9444 30.0846 20.5575 12.4454 12.8772 17.8588
GT Sense Sense -0.198 Detected 0.198 Detected 0.000 -1.420 Detected -0.862 Detected -1.141 0.079 GT Sens contig361 contig361 Unannota GGCTTCAGTCCATCTTGTACTGATTCTTGGAGTGCATTATTGTTTATAT contig361 Solyc10g Ubiquitin-                  GO:00048 SL2.40ch AT4G2796UBC9  UBC9 (UB        chr4:139  200.359 205.994 134.591 49.9615 80.2633 114.01
GT Sense Sense -0.315 Detected 0.315 Detected 0.000 -2.149 Comprom -2.454 Comprom -2.302 0.022 GT Sens contig361 contig361 Unannota CAAGTGTTGAAGTTGACAGGGTACATAATAATACACTTTGTTTGATTCG contig361 Solyc05g DNA/RNA-                   GO:00037 SL2.40ch AT3G53220.1  thioredox     chr3:197  13.4959 16.3176 4.91589 3.20708 3.53682 2.76288
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -1.113 Detected -1.036 Detected -1.075 0.014 GT Sens contig362 contig362 Unannota TGATGAGATAGGCAGATAGATAGCCTTGGGTTGTGTTATATTTTAATCA contig362 Solyc07g Os03g0169000 prote                   SL2.40ch AT1G747 EDS16, IC    isochoris         chr1:280  42.2002 39.181 27.7534 14.805 19.8644 20.2279
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 -1.149 Detected -1.490 Detected -1.320 0.029 GT Sens contig362 contig362 Unannota GTTAGCCAGGTCTCTGTTTTGAAAATACAAACTAATGATTTTGCTGTTC contig362 Solyc07g Os03g0169000 prote                   SL2.40ch AT1G747 EDS16, IC    isochoris         chr1:280  38.1505 36.8452 27.0391 14.4918 17.8671 13.6158
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 -1.724 Detected -2.308 Detected -2.016 0.029 GT Sens contig362 contig362 Unannota TAACTTAAACTAAGATTTATTACTTGTTAGGAGGTGGTCAGCTACATTAAcontig362 Solyc06g BRCT dom              GO:00082 SL2.40ch AT3G0468CLPS3  CLPS3 (C      chr3:127  343.03 203.037 206.108 174.727 84.4058 54.3828
GT Sense Sense 0.167 Detected -0.167 Detected 0.000 -1.767 Detected -2.362 Detected -2.065 0.026 GT Sens contig362 contig362 Unannota CCACTTGCTCCAAATATAAATTACAATGAAAATGATGGCAGTAGATGGG contig362 Solyc06g BRCT dom              GO:00082 SL2.40ch AT3G0468CLPS3  CLPS3 (C      chr3:127  371.87 230.745 238.765 202.473 90.9566 58.1276
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -1.625 Detected -0.898 Detected -1.261 0.078 GT Sens contig362 contig362 Unannota CAGATGAAACATGGTTTGTTTGTCTGAAATAGATAACTGAAGCCAGTTG contig362 Solyc01g COBRA-like protein              SL2.40ch AT3G5372ATCHX20    ATCHX20          chr3:199  823.614 730.129 603.474 181.881 265.763 424.576
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -2.840 Detected -1.244 Detected -2.042 0.126 GT Sens contig362 contig362 Unannota TGAAGGAATTGCATTTGACTCTTACCAGAATTCTACTTTTAAGTTTAGG contig362 Solyc01g COBRA-like protein              SL2.40ch AT3G5372ATCHX20    ATCHX20          chr3:199  262.325 226.904 159.698 47.7954 36.0183 105.121
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.813 Comprom -2.525 Comprom -2.169 0.029 GT Sens contig362 contig362 Unannota ATATACGGAAGAGTTGGATGAAAGACATCGTCTTTGTACCCTCCCAAGAcontig362 Solyc02g Pentatrico                GO:00340 SL2.40ch AT1G64930.1 11.9281 11.1798 16.0716 106.233 3.4743 2.04778
GT Sense Sense 0.022 Detected -0.022 Detected 0.000 -1.311 Detected -0.976 Detected -1.144 0.021 GT Sens contig362 contig362 Unannota TGGTTGCTCACTTCTCTGCTTGTGCCTGCTAGCTTTATTCTCAAGAGTGcontig362 Solyc02g Pentatrico                GO:00340 SL2.40ch AT1G64930.1 39.9103 30.2518 34.1553 15.2681 14.804 18.0184
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.271 Detected -1.212 Detected -1.242 0.002 GT Sens contig362 contig362 Unannota GCGCCCACGATGTTTGCAAATAATGAATGAACCAAGAAAGCTATCTAGA contig362 Solyc07g Phosphat                  GO:00054 SL2.40ch AT5G63900.1  PHD finge     chr5:255  46.6033 34.0653 20.2695 19.0707 17.4449 17.5502
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.579 Detected -1.608 Detected -1.593 0.001 GT Sens contig362 contig362 Unannota ATTCTTCTCCTACCCCGTGAATCGATACATATCTAATCTTCCAAGTATCAcontig362 Solyc07g Phosphat                  GO:00054 SL2.40ch AT5G63900.1  PHD finge     chr5:255  53.1917 39.4094 38.0207 18.6487 16.1927 15.3305
GT Sense Sense -0.690 Detected 0.690 Detected 0.000 -1.060 Detected -1.115 Detected -1.087 0.256 GT Sens contig362 contig362 Unannota GGGTAGGTGATGGTTAACCAGCAATGAACATGCTTGTATGTTCGTTAGCcontig362 Solyc01g Histone a              GO:00044 SL2.40ch ATMG00090.1  ribosoma     chrM:254  16.7928 34.1802 14.5067 17.0123 12.1474 11.2874
GT Sense Sense -0.051 Detected 0.051 Detected 0.000 -1.360 Detected -1.244 Detected -1.302 0.004 GT Sens contig362 contig362 Unannota TTCTCCATAGCTTGAATCACTGAAGAACCAGGTCCCTCACTCTGTGCAGcontig362 Solyc10g Unknown Protein (A  SL2.40ch AT5G5496PDC2  PDC2 (py               chr5:223  191.587 160.832 97.2831 114.014 72.2788 75.6147
GT Sense Sense -0.133 Detected 0.133 Detected 0.000 -1.186 Detected -1.175 Detected -1.181 0.012 GT Sens contig362 contig362 Unannota TTGAGTATAGCAATTTCTACCTCTTTACCACTTAACCGCATAGTGAGCT contig362 Solyc10g Unknown Protein (A  SL2.40ch AT5G5496PDC2  PDC2 (py               chr5:223  52.7598 49.5615 31.902 32.7654 23.7505 23.1085
GT Sense Sense -0.753 Detected 0.753 Detected 0.000 -0.832 Detected -1.212 Detected -1.022 0.319 GT Sens contig363 contig363 Unannota CCACCACATGCTTTCCTCCCCAAAACATATAAACAAATTAACCACATGAAcontig363 Solyc01g 30S ribos                    GO:00058 SL2.40ch AT3G20380.1 17.3645 38.5606 16.6004 17.3793 15.363 11.3982
GT Sense Sense 0.200 Detected -0.200 Detected 0.000 -1.987 Comprom -2.567 Comprom -2.277 0.023 GT Sens contig363 contig363 Unannota ATTTTGTTACAGTTTCCACATGATGCAACAAGTAGCACAAAAATGCACATcontig363 Solyc10g Pyrimidine-specific                SL2.40ch AT3G0885RAPTOR1     RAPTOR        chr3:268  20.5423 12.1749 2.20551 15.7011 4.2153 2.72315
GT Sense Sense -0.745 Detected 0.745 Detected 0.000 -1.250 Detected -2.851 Comprom -2.051 0.202 GT Sens contig363 contig363 Ethylene-                    ATTAATG contig363 Solyc11g Solyc11g Ethylene-                    GO:00063 GO:00063    contig363 Solyc11g Ethylene-                     GO:00036 SL2.40ch AT1G71450.1  AP2 dom      chr1:269  24.586 53.9662 13.7865 9.40667 16.1816 5.15178
GT Sense Sense 0.031 Detected -0.031 Detected 0.000 -1.237 Detected -1.104 Detected -1.170 0.004 GT Sens contig363 contig363 Unannota TTGCTTTGGTTTCTTATGTGATCGGTTCTGTCACAAGATCCAACACATT contig363 Solyc04g RNA-bind                GO:00036 SL2.40ch AT3G05940.1  unknown   chr3:177  87.966 65.893 68.8315 65.0942 34.1355 36.142
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -2.195 Comprom -2.630 Comprom -2.413 0.018 GT Sens contig364 contig364 Unannota TCAATTTGGGGGCTTGTTCATCGATTTCATGTCTTGCTAACTAGATAAG contig364 Solyc11g Amino ac                 GO:00151 SL2.40ch AT5G38000.1 12.5743 13.7727 9.71293 15.3625 3.03675 2.16951
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 -1.504 Comprom -1.136 Comprom -1.320 0.037 GT Sens contig365 contig365 Unannota GTATCATCATCCACCCTAATAGGGGCATCTATATTTGTGTAAATCTATATcontig365 Solyc09g Ethylene-                      GO:00036 SL2.40ch AT4G1719FPS2  FPS2 (FA        chr4:964  13.7424 13.8355 8.68718 62.776 5.13751 6.40374
GT Sense Sense -0.243 Detected 0.243 Detected 0.000 -1.271 Comprom -1.239 Comprom -1.255 0.036 GT Sens contig365 contig365 Unannota ATCATCGAGTTGTAAGTACGTGGCTGAACAGCTTAACAGAATCAGTAGAcontig365 Solyc09g Ethylene-                      GO:00036 SL2.40ch AT4G1719FPS2  FPS2 (FA        chr4:964  10.9104 11.951 13.2507 9.10158 4.99911 4.9367
GT Sense Sense -0.425 Detected 0.425 Detected 0.000 -1.992 Detected -1.247 Detected -1.619 0.103 GT Sens contig365 contig365 Prephena                CTATTCAcontig365 Solyc06g Solyc06g Prephena                GO:00065 GO:00065   contig365 Solyc06g Prephena                 GO:00081 SL2.40ch AT1G15710.1  prephena      chr1:540  1060.5 1493.54 557.796 279.3 334.464 541.2
GT Sense Sense 0.075 Detected -0.075 Detected 0.000 -0.868 Detected -1.267 Detected -1.068 0.037 GT Sens contig365 contig365 Unannota GCAACTATAGATTAAAAACGACGAAAAGGGGGGTTAACCGTGTTAAACA contig365 Solyc01g Genomic DNA chrom                  SL2.40ch AT5G21080.1  FUNCTIO                                                         chr5:715  48.3595 34.0848 48.7067 48.6717 23.5022 17.2142
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.641 Comprom -1.344 Comprom -1.492 0.018 GT Sens contig365 contig365 Unannota AACACTGGTTATAGTTAAGTTCCAATGTTTTGCTATTAGCCATGGTGAT contig365 Solyc06g Peptidyl-p                 GO:00054 SL2.40ch AT5G45030.2  catalytic  chr5:181  12.4072 11.8027 6.60348 5.00118 4.10133 4.8641
GT Sense Sense -0.357 Detected 0.357 Detected 0.000 -1.244 Detected -0.837 Detected -1.041 0.127 GT Sens contig365 contig365 Unannota TTTTTGAGTTGGAGGTCTATAGGCAACAACGTGAAGGTGGAGGTAACG contig365 Solyc09g Germin-lik                  GO:00501 SL2.40ch AT2G46150.1 146.529 187.837 131.513 73.5312 74.0015 94.7413
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -1.227 Comprom -1.537 Comprom -1.382 0.025 GT Sens contig365 contig365 Unannota GGTTTGGTGAAGATTGTCAGTGTTAGTTCAGTCTGTAGTTAAAGAATGT contig365 Solyc12g Os06g0183700 prote      SL2.40ch AT5G41630.1  F-box fam    chr5:166  12.8854 12.5645 12.103 19.3717 5.74427 4.47482
GT Sense Sense 0.762 Detected -0.762 Detected 0.000 -1.760 Detected -2.062 Comprom -1.911 0.133 GT Sens contig365 contig365 Unannota TTGCATAATGTTAGTATGTACAAGATTCAGCATCCAATTCTCATAGGTC contig365 Solyc09g ATP-bind                 GO:00426 SL2.40ch AT2G415 ATCKX1,   CKX1 (CY       chr2:173  62.8897 17.0817 13.9674 19.8676 10.2272 8.00723
GT Sense Sense 0.102 Detected -0.102 Detected 0.000 -1.134 Detected -1.506 Detected -1.320 0.025 GT Sens contig365 contig365 Unannota GAGCTTTCAACTGCATTCTCTCCGTTTAGTGCCTTTCTAGTCTGACTTT contig365 Solyc09g ATP-bind                 GO:00426 SL2.40ch AT2G415 ATCKX1,   CKX1 (CY       chr2:173  93.5751 63.5011 52.0317 38.192 37.1169 27.6946
GT Sense Sense 0.328 Detected -0.328 Detected 0.000 -1.437 Detected -2.099 Detected -1.768 0.063 GT Sens contig366 contig366 Unannota GACTGGTACGATGAAATTCAACATTTTGTTAGTTCGGTTTTGATTGTGT contig366 Solyc01g007410.2.1 ATCG00560.1 4916.62 2440.27 3056.17 3031.02 1351.7 825.249
GT Sense Sense -0.651 Detected 0.651 Detected 0.000 -1.157 Detected -0.862 Detected -1.010 0.270 GT Sens contig366 contig366 Unannota ATATCACTACTATGAAAATTCACAATAAAATTCCTCGTTAATCCTGTTCA contig366 Solyc12g DNA-direc                     GO:00063 SL2.40ch AT4G1733ATG2484   ATG2484     chr4:968  63.729 122.843 68.5079 57.5135 41.9294 49.6612
GT Sense Sense -0.599 Detected 0.599 Detected 0.000 -1.579 Detected -0.808 Detected -1.193 0.236 GT Sens contig366 contig366 Unannota ACTTTAAGAATTACTTGATATTGTTAATCCTATTCAGCGATGAATTATCAcontig366 Solyc12g DNA-direc                     GO:00063 SL2.40ch AT4G1733ATG2484   ATG2484     chr4:968  43.98 78.8521 46.3124 36.1369 20.8342 34.3223
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -0.900 Detected -1.220 Detected -1.060 0.023 GT Sens contig366 contig366 Unannota GCACTGCAATTTGGCACAGATTGGATTTAATAGAATCATATTGGGATTC contig366 Solyc09g AT5G28150-like pro                   SL2.40ch AT1G085 FATB  FATB (fat          chr1:269  93.9336 76.8084 85.8021 80.2859 48.105 37.2169
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -1.084 Comprom -1.748 Comprom -1.416 0.052 GT Sens contig367 contig367 Unannota TAAGTTGATTTATAGTACGACTCTCCAAGGACAAACCAAGGTCCCTTGA contig367 Solyc10g 2-oxoglut                  GO:00164 SL2.40ch AT3G58560.1  endonuc     chr3:216  14.3601 12.0737 6.07287 7.17342 6.56604 3.99937
GT Sense Sense -0.215 Detected 0.215 Detected 0.000 -3.134 Detected -0.996 Detected -2.065 0.199 GT Sens contig367 contig367 Unannota AGTCGAAATCGAATCTCAGGTGTTGGTTCGGATTCTGAATCGATCGTCCcontig367 Solyc10g009250.1.1 AT1G79150.1  binding  chr1:297  150.194 158.061 46.4824 15.8987 18.552 78.8099
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -2.642 Detected -0.985 Detected -1.814 0.175 GT Sens contig367 contig367 Unannota TTTGAAAGTTGGGTATCAGGTTGCGCGTCAAGGTCATATTTCGATTTGAcontig367 Solyc10g009250.1.1 AT1G79150.1  binding  chr1:297  177.945 208.17 67.7571 20.6943 32.5863 99.2193
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.870 Comprom -1.052 Comprom -1.461 0.070 GT Sens contig367 contig367 Unannota TTGACCAAATATGACTATAACAAACACAAATTATTTGTTAGTTATATACA contig367 Solyc11g Sucrose t               GO:00058 SL2.40ch AT1G796 ATNHX6,   sodium p      chr1:299  19.1318 15.3502 16.0362 3.81717 4.95387 8.43148
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 -1.522 Comprom -1.283 Comprom -1.403 0.022 GT Sens contig367 contig367 Unannota GCAGCAAAAGATTGTTCCTTTTTTATTGCCCCTTTCGATTTCTTTTTTCAcontig367 Solyc08g BEL1-like               GO:00055 SL2.40ch ATMG01370.1 14.1168 14.0274 5.23971 10.1469 5.17846 5.89865
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -1.221 Detected -0.925 Detected -1.073 0.020 GT Sens contig367 contig367 Unannota TATATGTTTAGTCTAGGACGGGTACTCAAGATGATAAAATTGGTCAAAA contig367 Solyc01g 1-aminocy                 GO:00167 SL2.40ch AT4G35690.1  unknown   chr4:169  2674.08 2218.41 1504.67 944.919 1103.99 1308.94
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.345 Comprom -2.173 Comprom -1.759 0.060 GT Sens contig368 contig368 Unannota CGCATCAGCATTAGTTCAAAACAACAGCTCTACTATTATAATCAACAACCcontig368 Solyc11g heat shoc                 GO:00055 SL2.40ch AT3G52700.1  unknown   chr3:195  20.09 12.2052 14.0082 11.9062 6.51616 3.54285
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -1.469 Detected -0.841 Detected -1.155 0.067 GT Sens contig368 contig368 Unannota GGGTCATAGTTCAACTTTCATTTGAGAATTAGGTACATTGCCTGCATTT contig368 Solyc09g Transcrip               GO:00037 SL2.40ch AT2G44930.1  unknown   chr2:185  108.372 81.884 87.7878 64.1102 35.9547 53.6567
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -1.260 Comprom -1.437 Comprom -1.348 0.048 GT Sens contig368 contig368 Unannota CTTCTTGATATCATCATCATCATCATATAAATCTTGAAGCTCGACTTGATcontig368 Solyc11g Myb famil                   GO:00454 SL2.40ch AT4G38870.1  F-box fam    chr4:181  25.9629 13.5296 13.8433 11.2045 8.272 7.06462
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.427 Detected -1.150 Detected -1.288 0.012 GT Sens contig369 contig369 Unannota CATAGGTGGGGTTTGGGGAGATAAACTATATAGAGAGTCCTCATATTTAcontig369 Solyc06g Mediator                  GO:00056 SL2.40ch AT2G29360.1 26.7092 21.5982 12.7809 11.0555 9.44286 11.0443
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -3.877 Comprom -1.965 Comprom -2.921 0.094 GT Sens contig369 contig369 Unannota TCACTTGCTCCATGATCAGTAATTACCACAGTAACTCCATTTTCTGAACAcontig369 Solyc08g Expansin                GO:00055 SL2.40ch AT1G27970.2 25.7665 23.3873 4.95842 1.92454 1.76547 6.41658
GT Sense Sense -0.602 Detected 0.602 Detected 0.000 -2.557 Detected -1.429 Detected -1.993 0.137 GT Sens contig369 contig369 Unannota TTTGTACACCTCACCTGATAGCATGCACCACATCCTAGACCGTCACGAT contig369 Solyc08g Expansin                GO:00055 SL2.40ch AT1G27970.2 36.4477 65.6578 20.6134 11.5099 8.78617 18.5436
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 -2.365 Comprom -1.180 Detected -1.773 0.099 GT Sens contig369 contig369 Unannota CAATCCCTTTACAATGTATCTATATATGCCTAGGGAGCTAACAAAATCCAcontig369 Solyc03g Glycosyl                    GO:00090 SL2.40ch AT4G28090.1 27.862 25.7084 19.8262 12.7435 5.48977 12.0523
GT Sense Sense -0.317 Detected 0.317 Detected 0.000 -1.542 Comprom -0.904 Comprom -1.223 0.113 GT Sens contig369 contig369 Unannota CAAACACATGATATACATTAAGGAACATTATTCCTTTATACCACAGAGAAcontig369 Solyc03g Hydroxyc              GO:00167 SL2.40ch AT3G52700.1  unknown   chr3:195  11.8969 14.4359 13.7622 15.8015 4.75651 7.14372
GT Sense Sense -0.294 Detected 0.294 Detected 0.000 -1.634 Comprom -1.042 Detected -1.338 0.085 GT Sens contig37 contig37 Os01g061                  CATTACAcontig37 Solyc12g Solyc12g Os01g0611000 protein (Fragm                 contig37 Solyc12g Os01g0611000 prote                  SL2.40ch AT5G11420.1  FUNCTIO                                                                                   chr5:364  19.3059 22.6746 17.5196 7.08113 7.12331 10.3669
GT Sense Sense -0.254 Detected 0.254 Detected 0.000 -1.475 Comprom -1.701 Comprom -1.588 0.029 GT Sens contig370 contig370 Unannota CCAAGACATATTTCCACAATCGAATGGTTTTATTGAACGAATTGGTGAT contig370 Solyc12g Mutator-li                GO:00082 SL2.40ch AT4G2118ATERDJ2   ATERDJ2           chr4:112  18.6494 20.7312 19.3736 21.5757 7.47591 6.1698
GT Sense Sense -0.380 Detected 0.380 Detected 0.000 -1.915 Detected -0.942 Detected -1.428 0.147 GT Sens contig370 contig370 Unannota GAACTCTAAGAAATCTGAAAACAAGAATGAAGTACATGAAGCCCAATAC contig370 Solyc09g Unknown Protein (A  SL2.40ch AT5G63120.1  ethylene-         chr5:253  238.801 316.038 346.408 845.089 77.0151 145.919
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.572 Detected -1.868 Detected -1.720 0.011 GT Sens contig370 contig370 Unannota AATCCCCTCACAAATCTGTGGATCCTCTCTGTCTCATTTGGAATAATGG contig370 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G21940.1 344.505 312.216 130.763 149.973 116.597 91.6898
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -1.451 Detected -1.853 Detected -1.652 0.031 GT Sens contig370 contig370 Unannota AGTCAACTGGCAAAAATGCGCCTCATACTCTATAACCGATAAACCATCC contig370 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G21940.1 143.717 152.192 90.5171 73.2827 57.1666 41.7798
GT Sense Sense -0.579 Detected 0.579 Detected 0.000 -1.610 Comprom -0.856 Detected -1.233 0.216 GT Sens contig370 contig370 Unannota CGGTAGTTACTTCAGATCTCTGACCTCATTTCACTATAGATGCACAAAC contig370 Solyc10g DUF647 domain-con                  SL2.40ch AT3G52700.1  unknown   chr3:195  16.5381 28.8439 13.5911 27.1886 7.56086 12.3148
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -1.280 Comprom -1.268 Comprom -1.274 0.023 GT Sens contig370 contig370 Unannota AGGAGCAGTTTCCTCTACATTTGGCGCTATCTCTTCCCTTTCACTAATG contig370 Solyc08g 3-oxoacy                   GO:00055 SL2.40ch AT3G2054POLGAM   POLGAM                 chr3:716  13.0181 13.3745 11.1972 7.87329 5.74199 5.59224
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 -2.248 Detected -2.645 Detected -2.446 0.010 GT Sens contig370 contig370 Unannota ATGAAAGACTTAGGACCAGCAAGGCAGATTCTTGGCATGCAGATTGTCCcontig370 Solyc01g Pol polyprotein (AHR                SL2.40ch AT5G40710.1  zinc finge       chr5:162  449.689 435.786 105.616 109.858 98.474 72.229
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -2.689 Detected -2.344 Detected -2.516 0.010 GT Sens contig370 contig370 Unannota GCCAAGAAATTGGTATTATCACAAGAGAAGTACATTCAGAAAGTACTTC contig370 Solyc01g Pol polyprotein (AHR                SL2.40ch AT5G40710.1  zinc finge       chr5:162  66.6303 67.5518 22.9276 14.6655 10.9965 13.4843
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.674 Detected -1.679 Detected -1.677 0.000 GT Sens contig371 contig371 Unannota AACTGTTGTAAGTGGATTTATGAAAAAAAGAGAAAACAATTTGTGATTCAcontig371 Solyc02g Peptidyl-p                  GO:00064 SL2.40ch AT4G1557MAA3  MAA3 (M    chr4:889  569.592 452.76 414.397 477.44 168.144 161.809
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -2.596 Detected -1.702 Detected -2.149 0.055 GT Sens contig371 contig371 Unannota TTATTAAAGAATATCTATGAAGAATATCCAAGGTGGTTATATATATATAG contig371 Solyc09g Unknown            GO:00057 SL2.40ch AT2G3269ATGRP23    GRP23 (G     chr2:138  227.933 262.111 156.623 481.769 42.713 76.663
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 -2.132 Detected -1.634 Detected -1.883 0.040 GT Sens contig371 contig371 Unannota TGTTGCTGAAAGTATGAATAAATGTATATGACAAAAGATTGTGTTGGAG contig371 Solyc09g Unknown            GO:00057 SL2.40ch AT2G3269ATGRP23    GRP23 (G     chr2:138  272.793 322.157 191.455 537.973 71.4945 97.4651
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -1.543 Detected -0.880 Detected -1.211 0.093 GT Sens contig371 contig371 Unannota GAGCTTTGTACTTGGCGTGTTCTGTCACATTTTAAATTCATGCGGCTTA contig371 Solyc05g Zinc finger CCCH do       SL2.40ch AT5G18420.3  unknown   chr5:610  57.4287 60.9398 55.3171 38.203 21.4492 32.8088
GT Sense Sense -0.308 Detected 0.308 Detected 0.000 -1.009 Detected -1.027 Detected -1.018 0.081 GT Sens contig371 contig371 Unannota AGTGTCCTCTTTCCCTGCTTTTGAGTTTGTCCCAAAAATTGTTTTGCTA contig371 Solyc05g Zinc finger CCCH do       SL2.40ch AT5G18420.3  unknown   chr5:610  62.8828 75.3042 59.8255 47.2016 36.1347 34.4609
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.255 Detected -1.765 Detected -1.510 0.029 GT Sens contig371 contig371 Unannota GTTTAGAACGAAACTATTTTTGACTTGGAAGACAAAGAAGTGTGATAAA contig371 Solyc10g 50S ribos                   GO:00058 SL2.40ch ATCG002 PSBM  PSII low M    chrC:287  114.753 82.5317 58.1451 66.6605 43.0876 29.2112
GT Sense Sense 0.226 Detected -0.226 Detected 0.000 -1.841 Detected -0.978 Detected -1.409 0.102 GT Sens contig372 contig372 Unannota GGAAAAAGGTGAAATGATTTTGGAATGATGTAAGAGCAAAGTTGTGGGAcontig372 Solyc01g cytochrom  GO:00099 SL2.40ch AT5G51930.1  glucose-       chr5:211  92.6021 52.9401 51.4456 26.9332 20.6572 36.2735
GT Sense Sense 0.255 Detected -0.255 Detected 0.000 -2.133 Detected -1.161 Detected -1.647 0.095 GT Sens contig372 contig372 Unannota TGTTTATTGGTTTTAGGGGGATTGTATTGTTTTTTTGACATTGATATTT contig372 Solyc01g cytochrom  GO:00099 SL2.40ch AT5G51930.1  glucose-       chr5:211  152.303 83.5783 74.3319 40.0304 27.1855 51.4822
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.942 Comprom -1.440 Comprom -1.691 0.023 GT Sens contig372 contig372 Unannota GCCTTGCAATAGGCACCCTGTTATAAATTATACAAAAATCATTAGCCAATcontig372 Solyc01g Pyruvate                GO:00502 SL2.40ch AT5G4202BIP  BIP2; AT    chr5:168  16.9496 12.2091 13.5806 26.3468 3.95565 5.41131
GT Sense Sense -0.892 Detected 0.892 Detected 0.000 -2.399 Detected -1.010 Detected -1.705 0.271 GT Sens contig373 contig373 Unannota GCCGGAATCTTGATTTCCCGGTGAACTTTCTTTAAAGGATACAACAAAA contig373 Solyc03g Aromatic                GO:00048 SL2.40ch AT5G56380.1  F-box fam    chr5:228  38.565 103.848 40.8545 25.4018 12.6784 32.0549
GT Sense Sense -0.768 Detected 0.768 Detected 0.000 -2.418 Detected -1.285 Detected -1.851 0.192 GT Sens contig373 contig373 Unannota GAAAATTCATTAGCTTTTTCTGAGTTTCTTCAAATTTATCAAGGACCCAAcontig373 Solyc03g Aromatic                GO:00048 SL2.40ch AT5G56380.1  F-box fam    chr5:228  33.381 75.7072 29.8643 18.0934 9.94369 21.0447
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.311 Detected -1.144 Detected -1.228 0.007 GT Sens contig373 contig373 Unannota GAGATCATGTTGTATTCGTCTGGTCCTATGCCACAAATTAGAATTTTCT contig373 Solyc03g Transposon Ty1-PL                  SL2.40ch AT5G39785.2  structura      chr5:159  72.9247 62.1316 43.5077 50.9921 28.6673 31.0772
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -1.705 Detected -1.739 Detected -1.722 0.007 GT Sens contig373 contig373 Unannota TGTACAAGGACAGAGAGCAGAAGGTTCTAGAGATTACAAAGCAAGTGGGcontig373 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G21390.1  coatome        chr2:915  450.14 428.922 197.863 196.02 142.482 134.319
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.625 Detected -1.484 Detected -1.555 0.008 GT Sens contig373 contig373 Unannota TTGGAGAAGAGTAACCCCAGAGATGTCAAAGCAGATACTCAACCAACTC contig373 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G21390.1  coatome        chr2:915  407.186 378.24 181.854 184.541 134.485 143.121
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -2.299 Comprom -2.454 Comprom -2.376 0.002 GT Sens contig373 contig373 Unannota ATCACTTTCTTCATCACTACTACTCTCATGGGTCATATTTCTTTGTTGACcontig373 Solyc08g Fatty acid                 GO:00099 SL2.40ch AT1G04200.1  unknown   chr1:110  22.6037 19.3846 18.3986 10.4275 4.49462 3.8987
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -1.749 Detected -1.596 Detected -1.672 0.012 GT Sens contig373 contig373 Unannota ATATTGAGTAGGTTGAGATTGAGGAGGTCAAGGAGGAAAAGTGACATCAcontig373 Solyc08g Fatty acid                 GO:00099 SL2.40ch AT1G04200.1  unknown   chr1:110  45.1599 27.8838 16.0732 16.9884 11.1601 11.9807
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 -1.476 Comprom -1.405 Comprom -1.440 0.106 GT Sens contig374 contig374 Unannota GAGGGAGAAGGTATAGTAACTCCTCTTCCTCTAATCAACAATTCATATG contig374 Solyc11g063700.1.1 AT5G05180.2  unknown   chr5:153  11.6224 18.4061 10.1505 7.6637 5.55866 5.63444
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.393 Detected -1.143 Detected -1.268 0.010 GT Sens contig374 contig374 Unannota AAACTTGTATTGTTCCACAAAGTCTCGAGCCATGTCTTCCCATGCGAGC contig374 Solyc09g018530.1.1 AT3G45940.1  alpha-xyl    chr3:168  98.437 74.5455 69.2984 49.4715 34.4623 39.5794
GT Sense Sense 0.335 Detected -0.335 Detected 0.000 -1.948 Detected -2.154 Comprom -2.051 0.028 GT Sens contig374 contig374 Unannota TGACGTACCAAGTGAAGGCTATTCCTGATAAGCTTTGAATAAATAACCT contig374 Solyc09g018530.1.1 AT3G45940.1  alpha-xyl    chr3:168  57.0294 28.0039 18.6821 19.943 10.9501 9.16501
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.279 Detected -1.497 Detected -1.388 0.008 GT Sens contig374 contig374 Unannota CACTTGTATTAGTTGTCTTAGTCAGAATTAGATAGCCTGTCTTCTGAAT contig374 Solyc01g E3 ubiqui                 GO:00055 SL2.40ch ATCG010 NDHG  NADH de    chrC:118  83.7271 71.846 63.1991 70.3958 33.788 28.0306
GT Sense Sense -0.929 Detected 0.929 Detected 0.000 -1.273 Detected -1.020 Detected -1.147 0.346 GT Sens contig375 contig375 Unannota CAAAGCTGAAAATCAGAAAAGGCGAAACAGCATAGGACTTCCACACAAT contig375 Solyc03g115210.2.1 AT4G23220.1  kinase  chr4:121  13.3405 37.8169 7.78902 14.6531 9.82181 11.2984
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -1.383 Comprom -1.053 Comprom -1.218 0.027 GT Sens contig375 contig375 Unannota CGTATCAAATGAAAGGGAAGTTGATAGCCTTAGTAGTTAGTATCATCAG contig375 Solyc02g Protein od                 GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  11.8582 10.9837 10.953 13.899 4.62369 5.61346
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -2.071 Comprom -3.108 Comprom -2.589 0.038 GT Sens contig375 contig375 Unannota TTAAAAGGAACAGCTGCAGTATTTTAGAGACCCAAAGAGTATCATCGCT contig375 Solyc06g X1 (Fragment) (AHRD               SL2.40ch AT5G20690.1  ATP bind        chr5:700  33.8901 27.0266 10.6611 5.18374 7.61477 3.58221
GT Sense Sense -0.039 Detected 0.039 Detected 0.000 -2.546 Detected -4.370 Comprom -3.458 0.063 GT Sens contig375 contig375 Unannota CCCTCTTTTCTTACCATCTCTTTCTGGAAATGTAGCTTTCCGTACTCAC contig375 Solyc06g X1 (Fragment) (AHRD               SL2.40ch AT5G20690.1  ATP bind        chr5:700  61.1097 50.4109 12.2428 2.05912 10.0449 2.73814
GT Sense Sense -0.927 Detected 0.927 Detected 0.000 -0.887 Detected -1.318 Detected -1.102 0.367 GT Sens contig376 contig376 Unannota TTTCTTAAATGAAGACATTCATGATCAAAAGATCATATGAAATTTTCTTT contig376 Solyc09g UBA/TS-N                  GO:00310 SL2.40ch AT1G55545.1  unknown   chr1:207  25.4953 72.0916 53.9505 61.7333 24.5052 17.5482
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -1.477 Detected -1.387 Detected -1.432 0.004 GT Sens contig376 contig376 Unannota TAGACTTTAATATTTTGCTTTACAAACCAGAAAAAAGATTGAGAAAAGGGcontig376 Solyc12g RPM1 interacting pr                  SL2.40ch AT5G55660.1  LOCATE                                                                 chr5:225  416.503 292.249 270.388 231.41 132.428 136.161
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -1.256 Comprom -0.960 Comprom -1.108 0.017 GT Sens contig376 contig376 Unannota CCTAGTCCTCACTTCAAACATCTTGACCTTGTCTAGAAGCTATACTCAC contig376 Solyc09g Poly(A) RNA polyme       SL2.40ch AT3G17920.1 15.7359 12.4587 8.39282 9.83819 6.1942 7.34228
GT Sense Sense -0.276 Detected 0.276 Detected 0.000 -1.181 Detected -0.835 Detected -1.008 0.091 GT Sens contig376 contig376 Unannota TAGTATTAAACGTACACACTTTAAAATTATTATCATCTAATTAATAAACG contig376 Solyc01g Exocyst subunit Exo                    SL2.40ch AT4G01170.1  unknown   chr4:499  41.6665 47.7652 32.2753 23.7354 20.7971 25.5194
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -1.270 Detected -1.215 Detected -1.243 0.004 GT Sens contig376 contig376 Unannota CGCGACTTAAAACAAAGATCATATTAAAAAGCAAGGCTTAAGAAAAACATcontig376 Solyc09g Uncharac                   GO:00103 SL2.40ch AT1G68875.1 72.2474 62.6655 64.572 42.9096 29.4816 29.5777
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -1.168 Comprom -1.613 Comprom -1.391 0.033 GT Sens contig376 contig376 Unannota GAAGAGTTTTTGGTGTATCAAAAGCATCTACTATATCCATCCCAGGTAA contig376 Solyc02g Nucleoso                   GO:00423 SL2.40ch AT5G42280.1  DC1 dom    chr5:169  14.3618 13.474 10.6586 14.7627 6.54196 4.6388
GT Sense Sense -0.956 Detected 0.956 Detected 0.000 -1.920 Detected -1.804 Detected -1.862 0.191 GT Sens contig377 contig377 Unannota TGTCTTGGAATTTTAGCAACATCAACTCACTTCAATTAGGTTGGTTATTAcontig377 Solyc07g054590.1.1 AT3G0778OBE1  OBE1 (OB         chr3:248  471.692 1388.29 359.695 187.309 226.017 236.498
GT Sense Sense -1.175 Detected 1.175 Detected 0.000 -2.245 Detected -2.220 Detected -2.232 0.198 GT Sens contig377 contig377 Unannota CCCACATTAGTTACCAAATGTACCTGTGGCTGTGAATCATAGTTAAAAT contig377 Solyc07g054590.1.1 AT3G0778OBE1  OBE1 (OB         chr3:248  351.628 1400.44 235.01 133.35 156.497 153.664
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -2.274 Comprom -1.670 Comprom -1.972 0.023 GT Sens contig377 contig377 Unannota TCGAACTGGCTAGTCAATCATCATCACCAGTGAATCCAACAATCCTCCA contig377 Solyc08g Peptidyl-t                 GO:00064 SL2.40ch AT5G19500.1  tryptopha      chr5:657  14.6348 12.2658 7.13369 4.82301 2.92757 4.29714
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -2.075 Detected -0.914 Detected -1.495 0.132 GT Sens contig377 contig377 Unannota AATGGTATTTTAAAGTTTGTAAAATTCAAATTATGAGTTTATCTTCATAT contig377 Solyc03g Genomic DNA chrom                     SL2.40ch AT5G1685ATTERT  ATTERT           chr5:553  619.68 616.702 339.767 251.07 155.061 334.669
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.689 Detected -1.334 Detected -1.511 0.015 GT Sens contig377 contig377 Unannota CGCGACGGATTTCCTTCGTGATTAAAAATATAATGTAAAGAAGGCGTAT contig377 Solyc11g Transposase family      SL2.40ch AT4G21850.2 51.265 36.9225 31.3824 38.949 14.2629 17.6079
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -1.128 Detected -1.477 Comprom -1.303 0.023 GT Sens contig377 contig377 Unannota CTTAGTAGACAAATGCAGATGATTGAGTCAACTTTCAGGATGATTTTAA contig377 Solyc05g RNA-depe                  GO:00039 SL2.40ch AT5G51040.2  unknown   chr5:207  25.3698 22.9147 14.2113 17.6458 11.6564 8.8377
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 -1.568 Comprom -1.798 Comprom -1.683 0.031 GT Sens contig377 contig377 Unannota GGTTATGGGCTAGCTTGAAACGTTATATCATGGATTCTTTTCCTTCATT contig377 Solyc01g Unknown Protein (A  SL2.40ch AT4G24200.1  LOCATE                                                                       chr4:125  14.1901 16.4217 10.0812 2.86252 5.44023 4.47868
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -0.947 Detected -1.548 Comprom -1.248 0.062 GT Sens contig377 contig377 Gelsolin (            GGAGCTTcontig377 Solyc00g Solyc00g Gelsolin (            GO:00037 GO:00037  contig377 Solyc10g Gelsolin (             GO:00070 SL2.40ch AT5G1940SMG7  SMG7  chr5:654  30.8729 20.3405 33.3736 32.8973 13.7338 8.74449
GT Sense Sense -0.297 Detected 0.297 Detected 0.000 -1.205 Detected -0.885 Detected -1.045 0.091 GT Sens contig378 contig378 Unannota TGCTTCATGGCAAGCACGTAAAAAACACAAAGGAGAAGAAATAACTGTG contig378 Solyc05g Unknown Protein (A  SL2.40ch AT2G40960.1  nucleic a    chr2:170  23.4159 27.641 19.1085 17.468 11.6628 14.058
GT Sense Sense 0.213 Detected -0.213 Detected 0.000 -1.606 Comprom -1.360 Comprom -1.483 0.026 GT Sens contig378 contig378 Unannota ATGTATATATTACTACTATATATATACTCTTCAGTAATCAGTCTGTAGAC contig378 Solyc03g Unknown Protein (A  SL2.40ch AT5G42390.1  metalloen   chr5:169  22.8841 13.3092 19.2454 16.4752 6.05784 6.93868
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -1.216 Detected -0.805 Detected -1.010 0.073 GT Sens contig378 contig378 Unannota GCTTCTGTTTAGTTTTGCAGTTAAAATTGATTGTTAACATTGTAACACCTcontig378 Solyc08g Protein ph                GO:00082 SL2.40ch AT5G5592OLI2  nucleolar    chr5:226  4432.56 4590.88 3249.44 1843.27 2052.96 2634.64
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.181 Detected -1.042 Detected -1.111 0.008 GT Sens contig378 contig378 Unannota TGAGTTCAGATAACTCACGTCTCCATAAAATCATGTAGCCACCATGGGT contig378 Solyc04g F-box/LRR-repeat pr                SL2.40ch AT4G14950.1  unknown   chr4:854  92.3365 65.2802 52.4638 53.8524 36.1956 38.4714
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -1.520 Detected -0.854 Detected -1.187 0.115 GT Sens contig378 contig378 Unannota TCTGTTGCCTTCGTTCCTTGTTTCTTTTACCTGAGAGGCAATTGACCAA contig378 Solyc07g Endogluc                 GO:00059 SL2.40ch AT3G19670.1  protein b   chr3:682  25.0391 29.3158 26.738 18.5572 9.9821 15.2896
GT Sense Sense -0.336 Detected 0.336 Detected 0.000 -2.839 Comprom -2.390 Comprom -2.615 0.023 GT Sens contig378 contig378 Unannota ATGCTACATACATCAACAAGTTTCAGAGACGAATCCTTCCAAGATGTAA contig378 Solyc07g Endogluc                 GO:00059 SL2.40ch AT3G19670.1  protein b   chr3:682  12.6318 15.7341 7.75935 4.52331 2.08202 2.74405
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -1.734 Comprom -0.916 Detected -1.325 0.084 GT Sens contig379 contig379 Unannota GTCTTTTAATCTTGTGGTCTTAAACATGCCATATGAAAAACTGAAACTAAcontig379 Solyc11g Acyl carri                 GO:00066 SL2.40ch AT5G06810.1  mitochon        chr5:210  25.3214 18.7782 19.3324 19.7457 6.92844 11.7899
GT Sense Sense -1.201 Detected 1.201 Detected 0.000 -1.841 Detected -1.554 Detected -1.698 0.296 GT Sens contig380 contig380 Unannota CAACAGTGGGGCCATGATAGGTATTGAGGACTTGAGGAGGATTTGTGA contig380 Solyc11g Ulp1 protease family         SL2.40ch AT5G62710.1  leucine-r           chr5:251  16.2726 67.2218 12.3617 11.4849 9.75439 11.4946
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.172 Detected -1.421 Detected -1.296 0.012 GT Sens contig380 contig380 Unannota CTTATCAGAGTAGATCATCAACCACATAATCACCTGAACGATCCTTAAATcontig380 Solyc01g Receptor   GO:00046 SL2.40ch AT1G66440.1 65.0164 46.3586 64.7369 49.3156 25.7567 20.9231
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.067 Detected -1.357 Detected -1.212 0.014 GT Sens contig380 contig380 Unannota CCTTCAAAGATTCAACTTTTAGGTTTGAAGAGCTAAGATTTGAGGTTTG contig380 Solyc01g Receptor   GO:00046 SL2.40ch AT1G66440.1 72.236 58.6826 89.5806 75.185 32.834 25.9426
GT Sense Sense -0.166 Detected 0.166 Detected 0.000 -1.710 Comprom -1.832 Comprom -1.771 0.010 GT Sens contig380 contig380 Unannota TATACAAGTAGTAGCTTACATTCAAGTATTCCACGGAGCATGGAAGATG contig380 Solyc03g Pentapep                GO:00055 SL2.40ch AT2G29110.1 15.6552 15.3968 8.37067 15.4942 5.01518 4.44919
GT Sense Sense -0.181 Detected 0.181 Detected 0.000 -1.207 Detected -0.957 Detected -1.082 0.039 GT Sens contig380 contig380 Unannota TGATTCGTGGTACTAGGCGGGCGACGTGTCTTCATCTCCCAACGAGCA contig380 Solyc05g Unknown Protein (A  SL2.40ch AT3G1629EMB2083  EMB2083                   chr3:552  47.6039 47.8509 46.5503 36.8328 21.8461 25.0927
GT Sense Sense -0.753 Detected 0.753 Detected 0.000 -1.447 Comprom -1.730 Comprom -1.588 0.174 GT Sens contig380 contig380 Unannota AGACCAACCACAATAATGCTGACTAACTGAATCCCACAGACAATGTGGA contig380 Solyc09g Cytochro               GO:00081 SL2.40ch ATMG002 COB  Mitochon                                                  chrM:602  12.5127 27.7937 14.5332 10.9363 7.23051 5.73516
GT Sense Sense 0.294 Detected -0.294 Detected 0.000 -0.829 Detected -1.618 Comprom -1.223 0.131 GT Sens contig381 contig381 Unannota GTACATCACTTGCAGATCATAAATTACGCTATAAGTTAATAGTAGAGACAcontig381 Solyc01g RING-H2 finger prote                 SL2.40ch AT5G16020.1  stress pr   chr5:522  22.3087 11.5928 15.5851 10.0044 9.56527 5.34752
GT Sense Sense -0.355 Detected 0.355 Detected 0.000 -2.037 Detected -1.527 Detected -1.782 0.055 GT Sens contig381 contig381 Unannota GTGTTAAAAGGTTTGATGGCCAATGGACATGAAGAAATAAGCTGTGTTAcontig381 Solyc08g 1-aminocy                    GO:00090 SL2.40ch AT5G43570.1  serine-ty     chr5:175  88.5567 113.17 71.7794 36.8853 25.7806 35.4495
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.324 Detected -1.301 Detected -1.312 0.008 GT Sens contig382 contig382 Unannota TGACATTCCTAAAGTTGGTCCTGGTTAAGATGAACCAGTCTTTTGAGAA contig382 Solyc12g FAM32A protein (AH                 SL2.40ch AT3G57490.1  40S ribos      chr3:212  905.365 598.745 614.518 567.635 310.813 304.916
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.352 Detected -1.363 Detected -1.358 0.009 GT Sens contig382 contig382 Unannota GTCTTGAATTCAAATCGATTTGTACTGTAGATGAAAACTGCTGCTTGTT contig382 Solyc12g FAM32A protein (AH                 SL2.40ch AT3G57490.1  40S ribos      chr3:212  569.38 372.991 379.038 332.507 190.788 182.755
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -1.142 Detected -1.063 Detected -1.103 0.023 GT Sens contig382 contig382 Unannota AGAATGGATGATCTTCTACCTAGCTTCCTATATCCCTTTTCCTTCCCTG contig382 Solyc07g Protein FA                  GO:00037 SL2.40ch AT2G21040.1 19.5286 19.1865 10.8817 11.6276 9.26677 9.45441
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -1.090 Detected -1.066 Detected -1.078 0.007 GT Sens contig382 contig382 Unannota AGAGGTATTAGTAACGTATGAGTACACTCTATCTTCCTCAGGCCCTACT contig382 Solyc04g F-box pro               GO:00302 SL2.40ch AT2G32830.1 45.8284 31.6348 44.2805 29.7707 18.9064 18.5553
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.332 Detected -1.097 Detected -1.215 0.010 GT Sens contig382 contig382 Unannota CCACGTTGAAGGAGCATACCAAGCCCAAAAATAGCATCAACATAAGCAA contig382 Solyc10g WRKY tra                 GO:00454 SL2.40ch AT1G72410.1 80.2194 60.5306 72.1034 74.8285 29.2502 33.2388
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.300 Comprom -0.873 Comprom -1.086 0.037 GT Sens contig383 contig383 Unannota GGGTACTTAACTAAGTGCATTTCAGCTATAATCCATCAGTGATGACAAG contig383 Solyc02g SH3 doma                  GO:00302 SL2.40ch AT5G04160.1  phospha    chr5:114  18.6262 14.0938 14.7659 16.1032 6.9565 9.02649
GT Sense Sense -0.321 Detected 0.321 Detected 0.000 -1.000 Comprom -1.303 Comprom -1.151 0.083 GT Sens contig383 contig383 Unannota TAGTATCATTCTAGCCCTTTCAGAGATCATAGCCGAATAGATCGGTCAC contig383 Solyc01g ORF65d (A              GO:00058 SL2.40ch AT5G18950.1 12.631 15.406 8.04427 6.56505 7.37332 5.76911
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -1.394 Detected -1.803 Comprom -1.598 0.056 GT Sens contig384 contig384 Unannota TTGTCTTCCTCTATCTTTGAAGAACTGAACTATCTTCACAACAGTGTCTCcontig384 Solyc04g IST1 homolog (AHRD                SL2.40ch AT5G39460.1  F-box fam    chr5:157  21.8626 27.326 14.2604 17.7203 9.8307 7.14935
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.321 Detected -1.298 Detected -1.309 0.005 GT Sens contig384 contig384 Unannota AGGACAACCTAGAAAGGAAGAAATTCATGAATCAATGAAGCAAATAAAG contig384 Solyc01g BAC19.2 (AHRD V1 *  SL2.40ch AT2G33800.1  ribosoma       chr2:143  142.027 125.604 141.034 95.811 56.5148 55.4423
GT Sense Sense -0.713 Detected 0.713 Detected 0.000 -0.981 Detected -1.149 Comprom -1.065 0.276 GT Sens contig384 contig384 Unknown   GTTTTGTcontig384 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig384 Solyc02g Sh4 homo              GO:00037 SL2.40ch AT5G09890.2  protein k    chr5:308  12.3763 25.998 11.34 15.9821 9.6075 8.25484
GT Sense Sense -0.990 Detected 0.990 Detected 0.000 -4.515 Comprom -1.953 Detected -3.234 0.184 GT Sens contig384 contig384 C4-dicarb                     ACTGCTTcontig384 Solyc07g Solyc07g C4-dicarb                     GO:00160 GO:00160   contig384 Solyc07g C4-dicarb                      GO:00160 SL2.40ch AT1G6226SLAH4  SLAH4 (S     chr1:230  24.643 75.9982 3.96398 1.88579 2.00093 11.4009
GT Sense Sense 0.033 Detected -0.033 Detected 0.000 -1.351 Comprom -2.647 Comprom -1.999 0.091 GT Sens contig385 contig385 Unannota ATCTTGTATTTGTTTCATAATTTTATCTTCATGCTAAAAGTCTTCTTTGA contig385 Solyc09g Os03g0816700 prote                  SL2.40ch AT1G11410.1  S-locus p     chr1:384  15.896 11.8755 14.6565 15.2778 5.69334 2.23767
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 -1.336 Detected -1.518 Detected -1.427 0.008 GT Sens contig385 contig385 Unannota CCTGGCGGTTTTGGATAATGTTATGTTGAGATCGATGATTATAATTCTT contig385 Solyc09g Os03g0816700 prote                  SL2.40ch AT1G11410.1  S-locus p     chr1:384  46.3647 31.9244 35.1256 43.0729 16.1052 13.7025
GT Sense Sense -0.305 Detected 0.305 Detected 0.000 -1.040 Detected -1.296 Detected -1.168 0.072 GT Sens contig385 contig385 Unannota TTCTCAATATCAGTGGCCCCCATGGCCACCAGTATCTTATGCAACTCGT contig385 Solyc09g Unknown Protein (A            SL2.40ch AT5G25040.1  transport   chr5:862  66.5725 79.4594 43.27 47.2938 37.3861 30.2289
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 -1.616 Detected -1.531 Detected -1.573 0.007 GT Sens contig385 contig385 Unannota ATAAACAGAAGTTGAGAATACTTGCAGCATACCTGTGACCACATCAGCG contig385 Solyc09g Unknown Protein (A            SL2.40ch AT5G25040.1  transport   chr5:862  224.164 209.694 104.937 123.314 74.7769 76.5433
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -1.947 Detected -1.407 Detected -1.677 0.029 GT Sens contig385 contig385 Serine/thr                ACTTGAGcontig385 Solyc04g Solyc04g Serine/thr                GO:00191 GO:00191        contig385 Solyc04g Serine/thr                 GO:00191 SL2.40ch AT1G61610.1  S-locus le       chr1:227  2477.76 2239.46 1524.47 440.535 645.666 906.5
GT Sense Sense -0.289 Detected 0.289 Detected 0.000 -1.352 Detected -0.955 Detected -1.154 0.081 GT Sens contig385 contig385 Unannota AGAGATTATCTTGCATGGAAAAAATGGTTGACATTAATAAGTGATACAACcontig385 Solyc01g Methylcro                 GO:00044 SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  839.099 979.114 610.027 582.228 375.238 477.113
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.062 Detected -0.951 Detected -1.006 0.006 GT Sens contig385 contig385 Unannota AATGTTGAAGCTGTTGTTCCGTAGGTCGCGTGAGTGAAATCTTCTAAGAcontig385 Solyc04g Amine oxidase (AHR             SL2.40ch AT5G52540.1  unknown   chr5:213  25.6767 18.6557 18.2344 23.2451 11.0824 11.5497
GT Sense Sense -0.069 Detected 0.069 Detected 0.000 -2.499 Detected -1.697 Detected -2.098 0.036 GT Sens contig386 contig386 Unannota TTAGGCACGCATTCTTTTGTTGTATCATCATTACACAATCTAGTCCTTG contig386 Solyc12g Serine/thr                 GO:00191 SL2.40ch AT2G17060.1 83.9553 72.2444 29.5581 18.7229 14.5628 24.5141
GT Sense Sense -0.421 Detected 0.421 Detected 0.000 -2.848 Comprom -1.227 Detected -2.037 0.155 GT Sens contig386 contig386 Unannota CAGACCTTACACAATCTGCACTGTTTTCCTTTTTACTTGTCATGCTTTCTcontig386 Solyc12g Serine/thr                 GO:00191 SL2.40ch AT2G17060.1 31.1754 43.6781 22.9436 3.89696 5.41834 16.0892
GT Sense Sense 0.229 Detected -0.229 Detected 0.000 -1.681 Comprom -2.091 Comprom -1.886 0.026 GT Sens contig386 contig386 Cytochro                   ATGACCCcontig386 Solyc02g Solyc02g Cytochro                   GO:00160 GO:00160 contig386 Solyc02g Cytochro                    GO:00160 SL2.40ch ATMG008 CCB382  cytochro      chrM:231  21.7263 12.3579 12.2184 10.6171 5.40186 3.9233
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.609 Detected -1.102 Detected -1.355 0.035 GT Sens contig386 contig386 Unannota CCAGAATTCTACGCCAACAAAAGAGTTATAGGAATAGCAACTATCCTAA contig386 Solyc08g Polyprote                  GO:00062 SL2.40ch AT1G71210.1 61.6697 44.5739 25.1745 20.2292 18.1657 24.9224
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -2.809 Detected -2.814 Detected -2.812 0.001 GT Sens contig387 contig387 Unannota GTCAGAATGAATAAGTTGAAAAGGTGCAGTTGTACGCTTCTCAGATAAA contig387 Solyc12g Retroelement pol po                 SL2.40ch AT1G075 ftsh10  ftsh10 (Ft                 chr1:230  285.414 247.516 69.0467 72.7411 40.0704 38.5649
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -2.074 Detected -2.417 Detected -2.245 0.011 GT Sens contig387 contig387 Unannota TAAAGAATTTGTTATTTGAGTAGACCGGTGACCCAGACGACTGTGCCACcontig387 Solyc12g Retroelement pol po                 SL2.40ch AT1G075 ftsh10  ftsh10 (Ft                 chr1:230  237.61 232.939 66.5437 79.6391 59.0675 44.9436
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -1.227 Comprom -2.195 Comprom -1.711 0.072 GT Sens contig387 contig387 Unannota GAATCGTACATCTAAGAGACATGGGATAGGTTTTGATAGAACTAGCTCT contig387 Solyc02g Glucan en               GO:00059 SL2.40ch AT3G22640.1 20.7858 17.3271 16.9385 13.5257 8.56618 4.22897
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.169 Detected -0.967 Detected -1.068 0.011 GT Sens contig387 contig387 Unannota GGTGGGAAGCGCTGGTCGCTGCTGCTGGTGCCTGCCGTTTGTTGCTG contig387 Solyc02g Unknown Protein (A  SL2.40ch AT3G42800.1  unknown   chr3:149  859.461 629.267 586.759 540.146 345.577 383.736
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.720 Detected -1.398 Detected -1.559 0.023 GT Sens contig387 contig387 Unannota AAACTTCTCTTGAAGGCGGTGAAGTCGGACTTGATGTTTGGCTCCAACAcontig387 Solyc02g043990.1.1 AT1G77910.1 77.4844 77.7721 47.8343 41.1665 24.9091 30.0475
GT Sense Sense -0.059 Detected 0.059 Detected 0.000 -1.240 Detected -1.128 Detected -1.184 0.005 GT Sens contig387 contig387 Unannota CAGCATATAGAACTGGCAGCTAGCAACCCCAAAAGGATTTTAAAGAGAA contig387 Solyc11g DNA (Cyto               GO:00081 SL2.40ch AT5G01250.1  alpha 1,4           chr5:102  39.1163 33.2011 24.5531 14.3193 16.1232 16.82
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.264 Detected -1.675 Detected -1.469 0.022 GT Sens contig387 contig387 Unannota TTTAATCATACTTCCTTCATTATTAAATCCTATTACTACCATTGGTGTTT contig387 Solyc11g Unknown Protein (A  SL2.40ch AT5G034 DPB, ATD   DPB; pro       chr5:842  53.5986 37.65 49.3444 46.9816 19.7703 14.3564
GT Sense Sense -0.653 Detected 0.653 Detected 0.000 -3.109 Comprom -2.676 Comprom -2.892 0.052 GT Sens contig388 contig388 Unannota TGTGATCCTTCTTTTGTTCAATGTTAATGCCAGACGCTTTGTGCACCAA contig388 Solyc03g RING fing                 GO:00082 SL2.40ch AT5G10840.1  endomem      chr5:342  14.0095 27.0726 3.22954 1.92322 2.38522 3.11014
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 -2.506 Comprom -1.792 Comprom -2.149 0.032 GT Sens contig388 contig388 Unannota AAGATGTTATGCGCATATTGAGCTGTCCTTGAGCTTTCAAATTCTTTTA contig388 Solyc02g COP9 sig                   GO:00055 SL2.40ch AT5G23800.1 12.4022 12.3027 12.3133 10.122 2.29762 3.63851
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 -0.893 Detected -1.196 Detected -1.045 0.058 GT Sens contig390 contig390 Unannota TCGTATCACCTCGATGAAGCTCTGCGGTCGTCGGCGAAACCAACCCAA contig390 Solyc12g Blue copp              GO:00090 SL2.40ch ATCG008 RPS19  Encodes          chrC:840  68.8947 72.6931 51.8305 62.9894 40.2735 31.5134
GT Sense Sense 0.071 Detected -0.071 Detected 0.000 -1.207 Detected -1.647 Detected -1.427 0.025 GT Sens contig390 contig390 Unannota TCAGAACAAATAGATATAGCAAATAAATGGAATTGGATGCTATGTCAATCcontig390 Solyc10g Photosys                   GO:00160 SL2.40ch AT4G14620.1  unknown   chr4:838  79.6557 56.4176 52.5708 45.5442 30.6985 21.8337
GT Sense Sense -0.461 Detected 0.461 Detected 0.000 -1.518 Comprom -2.118 Comprom -1.818 0.081 GT Sens contig390 contig390 Unannota AATTGATATTCACATATATCAAGATAATATTGTAGATTGATATATAGATC contig390 Solyc10g Photosys                   GO:00160 SL2.40ch AT4G14620.1  unknown   chr4:838  12.6749 18.778 11.5658 7.9404 5.69497 3.62635
GT Sense Sense 0.191 Detected -0.191 Detected 0.000 -1.536 Detected -0.849 Detected -1.193 0.094 GT Sens contig390 contig390 Unannota CAGTTAGGATGCGTCAATATCTAGGAATTCAAGTATCGCAGTGTATGTA contig390 Solyc02g Unknown Protein (A  SL2.40ch AT4G09150.1  T-comple     chr4:582  118.234 70.878 72.2318 47.9365 33.3624 51.8392
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 -2.289 Comprom -2.422 Comprom -2.355 0.017 GT Sens contig391 contig391 Unannota ATCCTTCAGCATTGACAATGAAAATTCTCAGGATAATAGGCCATTTTATGcontig391 Solyc05g Cyclic nu                GO:00305 SL2.40ch AT4G2400ATCSLG2    ATCSLG2          chr4:124  26.597 13.6259 4.36977 5.98343 4.11727 3.62532
GT Sense Sense -0.373 Detected 0.373 Detected 0.000 -2.641 Comprom -2.340 Comprom -2.491 0.025 GT Sens contig391 contig391 Unannota TAGTAGCTGGAGAAAATCAATTCGAGCGGTGTATCCTCTAATTGATAAG contig391 Solyc05g Cyclic nu                GO:00305 SL2.40ch AT4G2400ATCSLG2    ATCSLG2          chr4:124  14.8816 19.5178 10.6407 4.17076 2.88697 3.43357
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.553 Detected -1.050 Detected -1.302 0.035 GT Sens contig391 contig391 Unannota TGTAACTCACTGTGCGTTGTTGTTGTGATGCATGAATTTGAAGAAGAAA contig391 Solyc01g Unknown Protein (A  SL2.40ch AT5G28300.1  trihelix D     chr5:102  77.8932 60.5852 33.8827 46.3204 24.7463 33.8425
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -1.254 Detected -0.883 Detected -1.068 0.033 GT Sens contig391 contig391 Unannota AGAACATGAGAAACAAAAAAGGATACTGAAGAGACAACGTTCCCACCAG contig391 Solyc02g Unknown Protein (A  SL2.40ch AT2G30942.1  unknown   chr2:131  166.344 118.3 87.6792 59.7309 62.1644 77.6294
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -1.776 Detected -1.472 Detected -1.624 0.009 GT Sens contig391 contig391 Unannota CAAACCAAAAGTGACATTGTAGAGATAAATTTTCCGTTGAACCCAATTCAcontig391 Solyc02g Unknown Protein (A  SL2.40ch AT2G30942.1  unknown   chr2:131  207.668 157.197 102.152 70.0965 55.7701 66.438
GT Sense Sense -0.545 Detected 0.545 Detected 0.000 -1.816 Comprom -2.375 Comprom -2.095 0.076 GT Sens contig392 contig392 Unannota GAAAAGCCAAATAGTACACATTCACATGATGGAGAATAGTTCTACTGTA contig392 Solyc07g DNA mism                     GO:00321 SL2.40ch AT5G43740.2 13.3939 22.302 13.9339 7.64352 5.18625 3.40077
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -1.101 Detected -1.552 Comprom -1.326 0.042 GT Sens contig392 contig392 Unannota AAGAGCTACTCCAACATTAGCACAAACAATCACACAAATACACAAAAGGAcontig392 Solyc07g DNA mism                     GO:00321 SL2.40ch AT5G43740.2 25.7434 25.3028 16.954 19.0946 12.5784 8.8829
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.062 Detected -1.315 Detected -1.188 0.022 GT Sens contig392 contig392 Unannota TCAATCGAGCTGGCTGCTCATCATCATCGTCATCCACCTTTTTGTCATC contig392 Solyc12g Early flow      GO:00055 SL2.40ch AT3G2389TOPII, AT   TOPII (TO                 chr3:862  45.0993 41.929 28.3719 24.4106 22.0122 17.8349
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 -1.391 Detected -1.837 Comprom -1.614 0.020 GT Sens contig392 contig392 Unannota AACTTCGTCGTTGAATTGCTGGTAACTAAATAAAAATATTGAAAATTGTTcontig392 Solyc07g ATPase BadF/BadG                SL2.40ch AT1G4842D-CDES  D-CDES (         chr1:178  29.8624 25.6662 24.9402 11.4345 11.1603 7.90561
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -1.237 Detected -0.859 Detected -1.048 0.035 GT Sens contig392 contig392 Unannota GAGGAAATAATCCATGGAGAACAGACAGACCTGCAAGCCTGCAATAATCcontig392 Solyc06g Sodium-c                   GO:00160 SL2.40ch AT2G33270.1 32.6394 23.0994 16.6314 11.7141 12.3156 15.4463
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.636 Comprom -1.381 Comprom -1.508 0.016 GT Sens contig392 contig392 Unannota AATATCCGTTCCAAGGTCGGATATATGAGAATCTCTATAACTTTCTTCC contig392 Solyc06g Sodium-c                   GO:00160 SL2.40ch AT2G33270.1 23.4435 15.0588 9.08995 6.80485 6.38962 7.36341
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.087 Detected -0.926 Detected -1.006 0.010 GT Sens contig392 contig392 Unannota ATTGGATGCTCTCTTTGAAGGTGTGATCAAATGGTTCCATTTTGCTCAA contig392 Solyc04g Midasin (A            GO:00428 SL2.40ch AT5G40450.2  unknown   chr5:161  522.341 444.814 445.626 360.783 239.776 258.913
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -1.393 Detected -1.156 Detected -1.275 0.010 GT Sens contig393 contig393 Unannota CGACAACGAGTATCTTACAATAAGGTGCATTTTCCTAAGCTAAGTAAAA contig393 Solyc04g Single-str                  GO:00036 SL2.40ch AT5G04380.1  S-adenos      chr5:123  588.722 490.601 511.8 267.736 216.233 246.025
GT Sense Sense 0.115 Detected -0.115 Detected 0.000 -0.923 Detected -1.536 Detected -1.229 0.064 GT Sens contig393 contig393 Unannota CACGATAATGTGTATTTGTTCTCGAATCTGTCATTGAGAGGAAAAGGAT contig393 Solyc12g Unknown                GO:00160 SL2.40ch AT4G22990.1  SPX (SYG     chr4:120  424.805 282.971 265.876 206.732 193.28 122.007
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.058 Detected -1.509 Detected -1.284 0.031 GT Sens contig393 contig393 Unannota CGAAGGACCCTTTAACTATTTAAGGGATAATAGAACGAATCACACTTTT contig393 Solyc12g Unknown                GO:00160 SL2.40ch AT4G22990.1  SPX (SYG     chr4:120  230.643 169.941 166.891 139.743 100.489 70.9539
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -1.080 Comprom -1.176 Comprom -1.128 0.034 GT Sens contig393 contig393 Unannota TTCTTTCATAAACAACTCAAGGCCCAGTTACTATCTTAGCCGGCTTACC contig393 Solyc12g Unknown                GO:00160 SL2.40ch AT4G13050.1  acyl-(acy                       chr4:761  13.9251 14.5314 12.35 10.5764 7.10912 6.42255
GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.928 Comprom -2.663 Comprom -2.295 0.025 GT Sens contig393 contig393 Unannota GTGTAGGATTTCAACTATATATGGGGTTTAAGGGTTTGATTTGAAATAC contig393 Solyc12g Unknown            GO:00055 SL2.40ch AT1G03820.1 15.6864 12.7705 2.38951 4.30522 3.93212 2.28094
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -2.072 Comprom -0.943 Detected -1.508 0.117 GT Sens contig393 contig393 Unannota GAATTCACGTATTATATACATACCTTCAAAATGTATGAATAATGGCCTGGcontig393 Solyc02g Unknown Protein (A  SL2.40ch AT5G52882.1  ATP bind       chr5:214  23.2735 19.2912 28.8173 35.6858 5.32499 11.2426
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -0.928 Detected -1.200 Detected -1.064 0.018 GT Sens contig393 contig393 Unannota GAAGGACGGGATATGAAGTTAGAGACTTAAAAGGTTTTTAGTATCGAAC contig393 Solyc02g Unknown Protein (A  SL2.40ch AT5G52882.1  ATP bind       chr5:214  52.2206 43.5679 74.0494 94.1741 26.4957 21.1836
GT Sense Sense 0.086 Detected -0.086 Detected 0.000 -0.989 Detected -1.023 Detected -1.006 0.008 GT Sens contig393 contig393 Unannota GATGATTATAAGGTAAACTTTGATTGACTTCACTGTAAATTTGTTAAGGAcontig393 Solyc11g Unknown Protein (A  SL2.40ch AT3G16200.1  unknown   chr3:549  39.891 27.66 29.4328 32.4902 17.6893 16.6764
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.410 Comprom -1.451 Comprom -1.430 0.001 GT Sens contig394 contig394 Unannota GCTTCGAGATAAGTATTTTGTTTGAGAAAAGAAGAGGTTATCTAGTTGC contig394 Solyc10g Unknown Protein (A  SL2.40ch AT4G23260.1  ATP bind            chr4:121  19.2319 14.4666 11.2397 13.1648 6.63446 6.22465
GT Sense Sense 0.108 Detected -0.108 Detected 0.000 -1.808 Detected -1.247 Detected -1.527 0.037 GT Sens contig394 contig394 Unannota TTTTCTTTAAAGATTTATTATTTTCAAAATCAATGATTAGTTGGGTCAAG contig394 Solyc12g Peptide-N4-(N-acety       SL2.40ch AT5G24420.1 330.657 222.657 134.648 100.091 81.9155 116.628
GT Sense Sense 0.037 Detected -0.037 Detected 0.000 -1.795 Detected -1.314 Detected -1.554 0.024 GT Sens contig394 contig394 Unannota GTTCGTCGAAAATTATTCAGAATTGAGATTGAGGCATAGTTTTTATGGT contig394 Solyc12g Peptide-N4-(N-acety       SL2.40ch AT5G24420.1 1787.19 1327.54 707.755 544.262 469.188 632.096
GT Sense Sense -0.129 Detected 0.129 Detected 0.000 -2.071 Comprom -2.269 Comprom -2.170 0.006 GT Sens contig394 contig394 Unannota TGAGCACAAGGCTAAGCTAGTTCGGTTTTCCCTTCAATACCGAAGAAGGcontig394 Solyc01g Gelsolin (            GO:00510 SL2.40ch AT4G3413UGT73B1  UGT73B1             chr4:163  12.0348 11.2549 3.19755 11.6213 2.92815 2.46456
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -1.075 Detected -0.982 Detected -1.029 0.002 GT Sens contig394 contig394 Os06g020                   CCTGGTGcontig394 Solyc07g Solyc07g Os06g0207500 protein (Fragm                  contig394 Solyc07g Os06g0207500 prote                   SL2.40ch AT2G42570.1  unknown   chr2:177  342.216 269.356 271.304 420.822 152.332 156.79
GT Sense Sense -0.282 Detected 0.282 Detected 0.000 -1.051 Detected -1.304 Detected -1.177 0.063 GT Sens contig394 contig394 Unannota CTGAGAAAGATGAAAAACTCTGAATGCTGCTGTCTTCTTCTTCTTCTTT contig394 Solyc12g Unknown Protein (A  SL2.40ch AT3G2889AtRLP43  AtRLP43         chr3:108  27.4514 31.7328 24.0985 19.2081 15.0531 12.2005
GT Sense Sense -0.520 Detected 0.520 Detected 0.000 -1.539 Comprom -1.015 Comprom -1.277 0.160 GT Sens contig394 contig394 Unannota ATGCATAATTTCCAGAACTATTTGCTATTCCCTTCCCTACATTCATCCAAcontig394 Solyc10g Kinase interacting fa              SL2.40ch AT5G42420.2 11.8609 19.0753 15.384 7.82623 5.46977 7.59548
GT Sense Sense 0.091 Detected -0.091 Detected 0.000 -1.358 Comprom -2.058 Comprom -1.708 0.042 GT Sens contig395 contig395 Unannota TGATGAGAACAATACATGTTACATATGAAAGAAAGAGGAACAATTCCATGcontig395 Solyc03g Auxin-res                  GO:00055 SL2.40ch AT2G1664ATTOC13    TOC132 (             chr2:721  19.7128 13.5822 9.64999 3.55271 6.74742 4.00819
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 -2.153 Detected -0.882 Detected -1.518 0.146 GT Sens contig395 contig395 Unannota GGCAAGGTGCAACAAGAACCAAATGCATTGGAAACCAGTATTAAAATTT contig395 Solyc01g Hydrolase                 GO:00038 SL2.40ch AT2G45540.1  WD-40 re       chr2:187  13385.4 12931 6344.66 2500.02 3126.02 7283.27
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -2.295 Detected -1.041 Detected -1.668 0.123 GT Sens contig395 contig395 Unannota CTTGTCATGTGAAGTGCAAAAGATTGTTATGTCAGTGTGTTTAAGAGAC contig395 Solyc01g Hydrolase                 GO:00038 SL2.40ch AT2G45540.1  WD-40 re       chr2:187  11061.1 10651.4 5314.88 2073.72 2337.07 5383.36
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -1.276 Detected -1.190 Detected -1.233 0.033 GT Sens contig396 contig396 Unannota CGAAAGCCAGTACATCGGAATCTGATGGCTCGAAAAATCAAAGATCTAG contig396 Solyc09g Receptor-                GO:00046 SL2.40ch AT3G20350.1  unknown   chr3:709  52.2808 55.9707 27.0053 13.3779 23.61 24.1949
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.919 Detected -1.876 Detected -1.898 0.002 GT Sens contig396 contig396 Unannota TTGGCTCTCTAAGAGTCTTTGTGAAGCTTACTCTTTTCTGTTTGCCCAT contig396 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G27090.1  unknown   chr2:115  359.684 317.91 172.513 169.519 94.5105 93.9776
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -2.102 Detected -2.151 Detected -2.126 0.004 GT Sens contig396 contig396 Unannota TTATTCCTTTAGCACTCATGTGTCCAAGTCTGTTGTGCCACAGACATGA contig396 Solyc02g Transpos                  GO:00036 SL2.40ch AT2G27090.1  unknown   chr2:115  265.093 251.306 92.3974 103.504 63.5605 59.3084
GT Sense Sense -0.061 Detected 0.061 Detected 0.000 -0.954 Detected -1.079 Detected -1.016 0.007 GT Sens contig396 contig396 Unannota AGCATATTGGGGTGGTTGTTTTGGAACAATTAGTTGTTGTTTTCAAGAT contig396 Solyc03g Unknown Protein (A  SL2.40ch AT5G22310.1  unknown   chr5:738  85.2351 72.4713 59.2911 57.4268 42.879 37.9641
GT Sense Sense -0.912 Detected 0.912 Detected 0.000 -3.338 Detected -2.095 Detected -2.716 0.133 GT Sens contig396 contig396 Unknown   TACGTTAcontig396 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig396 Solyc04g Unknown Protein (A  SL2.40ch AT3G2668SNM1  SNM1 (SE       chr3:980  1277.64 3537.73 662.024 338.197 222.228 507.734
GT Sense Sense -0.265 Detected 0.265 Detected 0.000 -1.440 Detected -0.881 Detected -1.161 0.095 GT Sens contig396 contig396 Unannota CTTCTCTATATGAATAACTTCAAACCGCATCTCATGTTGAACAGTTCTCTcontig396 Solyc00g Phenylala               GO:00090 SL2.40ch AT3G06240.1 25.6697 28.9789 13.0454 13.7261 10.623 15.1122
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -1.150 Comprom -1.364 Comprom -1.257 0.037 GT Sens contig397 contig397 Unannota GACAAAAAAAACAAACATTAGCAAGCCATGACCCTTCATATCCGTCTCAAcontig397 Solyc03g DNA-directed RNA p       SL2.40ch AT1G58400.1  disease r       chr1:216  10.7655 11.4587 7.88005 3.3867 5.28913 4.40226
GT Sense Sense -0.440 Detected 0.440 Detected 0.000 -0.958 Detected -1.404 Detected -1.181 0.139 GT Sens contig397 contig397 Unannota GCATTTGTCTCTCACAACAAGTTCCCCAAGTTATTTACATGTACAAGAAAcontig397 Solyc06g E3 ubiqui                 GO:00055 SL2.40ch AT4G36080.1  FAT dom           chr4:170  21.1647 30.4496 20.2649 27.4822 13.8144 9.7879
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -1.318 Comprom -1.013 Comprom -1.165 0.032 GT Sens contig398 contig398 Unannota TCATATGCATGAGTTGGAAATTTCCCTCGAAAATTATATGCTCCATTGC contig398 Solyc01g DNA helic                GO:00171 SL2.40ch AT3G1736POK1  POK1 (PH           chr3:593  14.0549 13.4986 6.77709 4.45994 5.83846 6.96517
GT Sense Sense 0.548 Detected -0.548 Detected 0.000 -0.881 Detected -1.129 Comprom -1.005 0.216 GT Sens contig398 contig398 Unannota GGGTCGGGTCAAATATTTTATTTATTTTCACTTGACTCATTTTTGATCAAcontig398 Solyc09g Unknown Protein (A  SL2.40ch AT2G01050.1 36.2956 13.2658 17.2068 20.055 12.5899 10.2383
GT Sense Sense 0.121 Detected -0.121 Detected 0.000 -1.254 Detected -1.672 Detected -1.463 0.026 GT Sens contig398 contig398 Unannota CTAGAGGTCATGTTCTTCACTACATAAATTTTAAGTTTCCGGGATATGG contig398 Solyc09g Methylcro                   GO:00044 SL2.40ch AT5G53620.3  unknown   chr5:217  95.6919 63.2709 61.0753 54.509 34.4691 24.9202
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -1.581 Detected -0.963 Detected -1.272 0.055 GT Sens contig398 contig398 Cytokinin                  CTCATTAcontig398 Solyc04g Solyc04g Cytokinin                  GO:00191 GO:00191      contig398 Solyc04g Cytokinin                   GO:00191 SL2.40ch AT1G7545CKX5, AT    CKX5 (CY       chr1:283  3917 2895.7 2041.87 855.381 1189.82 1762.49
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 -1.638 Detected -1.122 Detected -1.380 0.040 GT Sens contig399 contig399 Unannota GGAATTGGTAAGAAGTAATTTAAAGAAAAGGGGGCAGTTTGTTAAAGTA contig399 Solyc02g Coiled-coil domain-c                   SL2.40ch AT1G3352MOS2  MOS2 (m               chr1:121  28.0316 25.7286 21.5897 19.0902 9.11838 12.5937
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.600 Detected -0.955 Detected -1.278 0.059 GT Sens contig399 contig399 Unannota GCTTTTTCATGACTCTGGTAGGGCATACATTTTCATTCTGACGATGTTC contig399 Solyc02g Receptor-                GO:00163 SL2.40ch AT4G1343IIL1  IIL1 (ISOP                 chr4:780  780.154 651.661 706.088 425.398 248.509 375.232
GT Sense Sense 0.327 Detected -0.327 Detected 0.000 -1.393 Detected -1.089 Detected -1.241 0.075 GT Sens contig399 contig399 Unannota TCTCAAGGTTGGGTTTGCCTAAATTGCAATTGCTTCAAGCAGTTAAGGT contig399 Solyc04g010160.1.1 ATCG010 NDHF  Chloropla        chrC:110  35.8366 17.8087 22.2341 16.67 10.1698 12.1173
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -5.920 Comprom -6.202 Comprom -6.061 0.001 GT Sens contig399 contig399 Unannota CAAAAACACATTTGTTCTAGTGGGAATTGCTTGTGGCAATTTAGATGGA contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  148.781 140.533 2.92979 1.8291 2.52439 2.00357



GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -5.538 Comprom -5.146 Comprom -5.342 0.002 GT Sens contig399 contig399 Unannota GGCAATTAAAAAGGCTACATAATACAATTCAAAGAGGTAGGTTTCTCAT contig399 Solyc10g Unknown            GO:00160 SL2.40ch AT3G138 AtIDD11  AtIDD11 (               chr3:454  103.409 95.2694 2.79726 3.2251 2.25771 2.86122
GT Sense Sense 0.170 Detected -0.170 Detected 0.000 -1.271 Detected -1.108 Detected -1.189 0.024 GT Sens contig400 contig400 Unannota TTGGGGTTCTCATAGCTTCTCAGTCCTCCAACTGTTGTAGAGTAGAAACcontig400 Solyc01g Asparagine syntheta     SL2.40ch AT5G19140.2 1501.2 926.454 1102.24 1083.08 516.469 558.371
GT Sense Sense 0.346 Detected -0.346 Detected 0.000 -1.307 Detected -0.968 Detected -1.138 0.098 GT Sens contig400 contig400 Unannota ATATTCATTTATTATTTGACCTGAATTACAATGTCTCCACATAATTATTT contig400 Solyc01g Unknown Protein (A  SL2.40ch AT4G04670.1  Met-10+ l         chr4:236  172.703 83.5236 128.276 68.5612 51.2879 62.6492
GT Sense Sense 0.379 Detected -0.379 Detected 0.000 -1.388 Detected -1.095 Detected -1.242 0.093 GT Sens contig400 contig400 Unannota TTAAATTGAAAATTTAACTTCAAACTTGTTTTGTGGTATTGTTACGCAGAcontig400 Solyc01g Unknown Protein (A  SL2.40ch AT4G04670.1  Met-10+ l         chr4:236  182.497 84.3026 117.035 68.081 50.0826 59.2508
GT Sense Sense -0.471 Detected 0.471 Detected 0.000 -1.209 Comprom -1.204 Comprom -1.206 0.124 GT Sens contig400 contig400 Unannota GGGATGGCTGCAGATTCAGCTAACTCTTAACAAAAACTAATCAAAGTAA contig400 Solyc12g Inositol 1                   GO:00044 SL2.40ch AT5G38310.1  unknown   chr5:153  12.3711 18.5668 5.09388 6.81754 6.9303 6.71204
GT Sense Sense 0.110 Detected -0.110 Detected 0.000 -1.311 Detected -0.991 Detected -1.151 0.027 GT Sens contig400 contig400 Unannota GAGGATTCTCTTCAAATGGGTTATGCTTGAATAGGTTGAGATTGAACCCcontig400 Solyc01g034170.1.1 AT5G56452.2 44.997 30.1999 34.8737 33.7433 15.7001 18.9221
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -1.822 Detected -0.890 Detected -1.356 0.103 GT Sens contig400 contig400 Unannota GAATTTGGAGATTCAAACACATCATATGAAGTGGGCTGGTTATCATCTT contig400 Solyc11g Membrane bound O                   SL2.40ch AT3G58980.1 253.347 219.181 144.321 73.5412 70.4265 129.772
GT Sense Sense 0.111 Detected -0.111 Detected 0.000 -2.039 Detected -0.960 Detected -1.500 0.113 GT Sens contig400 contig400 Unannota AGTCGAGACATCTTGAAGCGAGCTAGTCTTGTAAGTTGTAAGGTGCATCcontig400 Solyc11g Membrane bound O                   SL2.40ch AT3G58980.1 466.654 312.76 228.359 111.133 98.2139 200.358
GT Sense Sense 0.090 Detected -0.090 Detected 0.000 -2.199 Comprom -1.971 Comprom -2.085 0.005 GT Sens contig400 contig400 Unannota CCTGTCTTCTTTCTAGGTAAAAGCCAAAAGATAATGCTTTAGTCTCAGG contig400 Solyc09g Unknown Protein (A           SL2.40ch AT5G18980.1  binding  chr5:633  18.1198 12.4975 16.9018 11.0022 3.46299 3.91776
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -2.019 Comprom -1.863 Comprom -1.941 0.002 GT Sens contig400 contig400 Unannota CAAACGTATTCATTACCCCACTGTACTTGAAGCTTTTTATTCAGTGTACAcontig400 Solyc12g Pentatricopeptide re               SL2.40ch AT3G61900.1 20.4884 15.2717 13.9154 12.8912 4.61135 4.96258
GT Sense Sense -0.231 Detected 0.231 Detected 0.000 -1.770 Comprom -1.322 Comprom -1.546 0.041 GT Sens contig400 contig400 Unannota GCCAACCTTCACAATTCACAAATCAAACTTTCTCTTATATGACTTGCTCAcontig400 Solyc12g Pentatricopeptide re               SL2.40ch AT3G61900.1 13.2555 14.2648 13.5779 15.1731 4.26001 5.61168
GT Sense Sense 0.123 Detected -0.123 Detected 0.000 -1.728 Detected -1.057 Detected -1.393 0.060 GT Sens contig400 contig400 Unannota AGTTTAGTTAATCAAGTAAAAGAACTTCTTTTTTAAGGCGATTAATAATT contig400 Solyc08g Blight-associated pr                 SL2.40ch AT5G41120.1  esterase/     chr5:164  171.649 113.196 88.1443 40.7038 44.4577 68.3786
GT Sense Sense -0.375 Detected 0.375 Detected 0.000 -1.022 Detected -0.988 Detected -1.005 0.116 GT Sens contig400 contig400 Unannota TTTTATTCATAGCAATCTGGCGGAAAATTACAGCAATCATATCACAGAG contig400 Solyc09g Dymeclin            GO:00055 SL2.40ch AT5G57000.1 30.9921 40.7352 27.6931 20.9664 18.4959 18.2735
GT Sense Sense -0.489 Detected 0.489 Detected 0.000 -3.838 Detected -2.714 Detected -3.276 0.048 GT Sens contig400 contig400 Unannota TTTGTACTAAGTTATATAAACAATGAAATAGATACTTTTTCTTCTTCTAA contig400 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT5G50540.1  unknown   chr5:205  706.1 1086.83 402.154 82.4848 64.7431 136.226
GT Sense Sense -0.658 Detected 0.658 Detected 0.000 -3.276 Detected -2.028 Detected -2.652 0.100 GT Sens contig400 contig400 Unannota TGGGCTAGTTTTATCCAAAAGTGAACAGCCCAAAGCCTAAAAAATAAGA contig400 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT5G50540.1  unknown   chr5:205  309.655 602.83 164.78 39.068 47.1285 108.07
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 -1.467 Detected -0.979 Detected -1.223 0.056 GT Sens contig400 contig400 Unannota CCTCTATTTCACTAGTTTCTTATTGCTCCGATAGTTTGAACAGATGCAT contig400 Solyc11g Unknown Protein (A  SL2.40ch AT3G21130.1 81.5627 81.6159 118.937 76.3688 31.1968 42.2385
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 -1.478 Detected -1.031 Detected -1.254 0.038 GT Sens contig400 contig400 Unannota CATGCTATTAGTCATTTTTCTACCTTGCAATGAGCATTGCTTTGGCTTT contig400 Solyc11g Unknown Protein (A  SL2.40ch AT3G21130.1 72.7709 66.9599 93.4204 61.234 26.482 34.8648
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.174 Comprom -0.950 Comprom -1.062 0.018 GT Sens contig400 contig400 Unannota ACGAAGATCAAATGGCTCAGAATCACAGGGAAATATAGGTCACAAACCT contig400 Solyc03g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  17.8135 15.8597 15.4464 10.28 7.87384 8.87694
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 -1.676 Detected -1.942 Detected -1.809 0.007 GT Sens contig400 contig400 Unannota CTTTTGGTCAAAATATAAATAGGGGTTGAAAGAAAAGAATCTTTCGATTTcontig400 Solyc12g Beta-1,3-g                 GO:00167 SL2.40ch AT5G59930.1  DC1 dom         chr5:241  56.4393 48.2891 41.3715 35.7211 17.2723 13.8585
GT Sense Sense -0.257 Detected 0.257 Detected 0.000 -1.536 Detected -1.029 Detected -1.283 0.071 GT Sens contig401 contig401 Unannota CTGTGACTGTCGATTTTCTCTAGTGATATTCTAAATCGTTATATGTGTT contig401 Solyc07g Unknown Protein (A  SL2.40ch AT5G61140.1  DEAD bo      chr5:245  216.29 241.453 198.763 151.853 83.2733 114.248
GT Sense Sense -0.439 Detected 0.439 Detected 0.000 -1.368 Detected -1.049 Detected -1.208 0.122 GT Sens contig401 contig401 Unannota GTCCATAAATACAGAAACCTAAGGCACACACCAGGTTGAAACAAAATCA contig401 Solyc10g Ubiquitin             GO:00430 SL2.40ch AT1G6535UBQ13  UBQ13; p    chr1:242  21.8346 31.3646 12.4467 8.13653 10.7164 12.9041
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -2.191 Comprom -1.121 Detected -1.656 0.091 GT Sens contig401 contig401 Unannota GCCCTTTCTGATTCAAAACCAGACCCAAACACAACAAATAACACAATTAAcontig401 Solyc10g Ubiquitin             GO:00430 SL2.40ch AT1G6535UBQ13  UBQ13; p    chr1:242  30.0387 21.746 12.1583 16.8039 5.91507 11.9871
GT Sense Sense -0.668 Detected 0.668 Detected 0.000 -2.316 Detected -1.409 Detected -1.862 0.147 GT Sens contig401 contig401 Unannota TAAACCCTGGACACCAGAGTTCAAATTCCAGCAGAGCCATCTATTCCTC contig401 Solyc11g Glutamyl-                  GO:00168 SL2.40ch AT4G04650.1 74.5969 147.181 152.865 56.5562 22.2417 40.2639
GT Sense Sense -0.609 Detected 0.609 Detected 0.000 -2.769 Detected -1.258 Detected -2.014 0.174 GT Sens contig401 contig401 Unannota AAGAGAAAAGTTGTAACTAGACTGCATCCAACAGTGGCCAAGTGGTCAAcontig401 Solyc11g Glutamyl-                  GO:00168 SL2.40ch AT4G04650.1 71.8232 130.625 137.187 43.1408 15.0167 41.3112
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -1.787 Detected -1.659 Detected -1.723 0.009 GT Sens contig401 contig401 Unannota GGTTCCTTTCACCCATTGGGTTTTCTAGTTTTCAGCCAGATTCTTAATT contig401 Solyc08g Transpos                    GO:00036 SL2.40ch AT4G1837DEG5, DE    DEG5 (DE          chr4:101  368.836 354.492 217.673 227.868 110.711 116.84
GT Sense Sense -0.607 Detected 0.607 Detected 0.000 -3.395 Comprom -2.285 Comprom -2.840 0.075 GT Sens contig401 contig401 Unannota CGGGATTTCTCAATGATGCCATGCTTTTTGCTTTTCAATTGTTTACTAA contig401 Solyc05g Transcriptional activ                    SL2.40ch AT5G53850.1  haloacid      chr5:218  14.1414 25.645 5.22499 6.10306 1.91305 3.98825
GT Sense Sense -0.568 Detected 0.568 Detected 0.000 -2.264 Comprom -1.330 Comprom -1.797 0.134 GT Sens contig401 contig401 Unannota GTGAAACTGCTCCTTGTGATATCTGACGAAGCATTTTAATCTTTGATTG contig401 Solyc05g Transcriptional activ                    SL2.40ch AT5G53850.1  haloacid      chr5:218  9.96397 17.1084 5.92902 2.34605 2.87343 5.2973
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -2.329 Comprom -0.969 Comprom -1.649 0.138 GT Sens contig401 contig401 Unannota AATATTTTAGAGAAGGATTTGGAGGGGAAAATTAAAGAATACTCATAAAAcontig401 Solyc09g Cation/H+              GO:00153 SL2.40ch AT5G61200.2  FUNCTIO                                                       chr5:246  17.8717 15.5309 11.2327 15.1663 3.5042 8.68374
GT Sense Sense -3.349 Detected 3.349 Detected 0.000 -5.220 Comprom -2.891 Detected -4.056 0.371 GT Sens contig402 contig402 Unannota TTCTTGCTGGAGGTAGAGCTACTGGATGGCCGATGGGCCCGCGAGGGTcontig402 Solyc09g Glucose t               GO:00055 SL2.40ch AT5G5256ATUSP  ATUSP (A               chr5:213  12.493 1013.85 11.0609 3.80771 3.19017 15.4848
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -1.166 Detected -0.863 Detected -1.015 0.029 GT Sens contig402 contig402 Unannota GAGATCTCCTCAGAATGACAAGACATCATTAACATATTTCATGGTACAG contig402 Solyc10g Cytochro                     GO:00517 SL2.40ch AT5G40450.2  unknown   chr5:161  20.183 17.9517 17.4036 10.1117 8.9627 10.6811
GT Sense Sense 0.322 Detected -0.322 Detected 0.000 -1.097 Detected -1.057 Detected -1.077 0.079 GT Sens contig402 contig402 Unannota TGATTCCATTCCTGTGTGCTTTGTAGGACTGATTATGGGCTGTGTGATTcontig402 Solyc12g Unknown Protein (A  SL2.40ch AT3G06700.3 1502.46 751.058 890.851 606.621 524.984 520.79
GT Sense Sense -0.388 Detected 0.388 Detected 0.000 -1.278 Detected -1.167 Detected -1.222 0.089 GT Sens contig402 contig402 Unannota CCACGTGATTGGTTTCAATGTTCCATGTTGAGCGAACTAAGCAATTCAG contig402 Solyc08g Unknown   GO:00055 SL2.40ch AT5G5744GS1, GPP   GS1; cata    chr5:232  47.5318 63.6115 49.3877 43.8112 23.9659 24.9864
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -2.034 Detected -2.871 Comprom -2.453 0.028 GT Sens contig402 contig402 Unannota CTGAATAAACTAAAATAGCTTACTCAATCTCAACGATTGCTTATTCATAGcontig402 Solyc10g Isoamyl a                 GO:00066 SL2.40ch AT5G46490.2  disease r       chr5:188  67.7345 54.372 16.6889 18.2273 15.6594 8.46183
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -1.486 Comprom -0.811 Detected -1.149 0.129 GT Sens contig402 contig402 Unannota ACAGCCTCAAAAAGAGGCCTTACGTAAACAACGTACAGTTGGGTATATA contig402 Solyc10g Cc-nbs-lr   GO:00055 SL2.40ch AT1G15610.1 18.9665 22.7474 14.793 10.9812 7.83758 12.0774
GT Sense Sense -0.465 Detected 0.465 Detected 0.000 -1.333 Comprom -1.983 Comprom -1.658 0.100 GT Sens contig403 contig403 Unannota CCCAAAACAACCCATTTTCATCTGGGTTTTTGGGTTTTTCTCGAGAAAA contig403 Solyc05g Glycosylt                   GO:00167 SL2.40ch AT5G64020.1  unknown   chr5:256  11.4044 16.9739 4.0097 1.90005 5.83492 3.59023
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -1.711 Detected -1.711 Detected -1.711 0.007 GT Sens contig403 contig403 Unannota CTGGGTATGATGTTGTTGTTGTTGTTGTATGAGTTAACGTAGTTATCTGcontig403 Solyc12g Invertase              GO:00305 SL2.40ch AT2G44410.1  protein b       chr2:183  306.116 195.025 161.942 196.74 78.882 76.1488
GT Sense Sense -0.033 Detected 0.033 Detected 0.000 -1.699 Detected -1.859 Detected -1.779 0.002 GT Sens contig403 contig403 Unannota ATTATAATTGGATTATTAATTGAGTGAGGTTTAGTTAGGTAATGAGTGG contig403 Solyc12g Potassium             GO:00160 SL2.40ch AT1G72990.2 43.0825 35.2695 19.4202 27.121 12.6921 10.9615
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 -1.963 Detected -1.930 Detected -1.947 0.011 GT Sens contig403 contig403 Unannota GTGGAGGTAGGTTATGGTTTTCATGCTATTCGTAGTAAACTCTTAATAG contig403 Solyc00g Unknown Protein (A  SL2.40ch AT5G59980.2  RNase P      chr5:241  2794.47 2903.04 1563.65 1761.43 772.072 762.674
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -4.078 Comprom -3.866 Comprom -3.972 0.001 GT Sens contig403 contig403 Unannota GTTAGTAGTATTGTAAGCCCTTCTATAGGCTTTAATTGTATGCTTCCAT contig403 Solyc00g Unknown Protein (A  SL2.40ch AT5G59980.2  RNase P      chr5:241  30.4971 26.8341 11.542 16.3183 1.7899 2.0025
GT Sense Sense 0.912 Detected -0.912 Detected 0.000 -2.414 Comprom -1.413 Detected -1.913 0.207 GT Sens contig403 contig403 Unannota GGTCATTATTGGGTTATAACATCAGAGCAGGTCAAGTTTGACTTAATTG contig403 Solyc12g Ethylene-                     GO:00036 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  66.3677 14.644 11.7985 11.3972 6.18301 11.9487
GT Sense Sense -0.499 Detected 0.499 Detected 0.000 -1.326 Comprom -1.657 Comprom -1.492 0.105 GT Sens contig403 contig403 Unannota CCAGTCTCATTACTCCCAAACATATATAACATATACCACAAGGAAATACAcontig403 Solyc03g Unknown   GO:00167 SL2.40ch AT1G65200.1 13.1404 20.5203 7.60792 6.99172 6.92327 5.3119
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -0.980 Detected -1.061 Detected -1.021 0.003 GT Sens contig403 contig403 Unannota AATGTCATCCTCTAGCTTTGGATTTTGTTATGAGCGTATTGACTCTATC contig403 Solyc09g Glutathion                GO:00055 SL2.40ch AT4G34120.1 194.589 161.037 214.093 186.096 94.8209 86.5648
GT Sense Sense -0.728 Detected 0.728 Detected 0.000 -1.270 Detected -0.866 Detected -1.068 0.293 GT Sens contig403 contig403 Unannota CAGCTTACATGGTCTAACTTTGGATTATCTTGATGAATGACACATTAAG contig403 Solyc02g Receptor               GO:00046 SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  14.3422 30.7536 12.3379 11.2095 9.20157 11.7614
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.234 Detected -1.212 Detected -1.223 0.001 GT Sens contig403 contig403 Unannota GGTTCGGTCCTCCGGTAACTGTTACGTCACTTTCAACCTGCTCATGGATcontig403 Solyc11g Hypothetical chlorop              SL2.40ch AT3G0992PIP5K9  PIP5K9 (P               chr3:304  707.833 575.104 372 363.392 286.728 280.936
GT Sense Sense 3.780 Detected -3.780 Detected 0.000 -6.110 Comprom -5.425 Comprom -5.767 0.268 GT Sens contig403 contig403 Unannota TAAAAGCTTAGAATTAATAGAATCGTTTTCTTTTAATTTATTGACTTGAT contig403 Solyc04g Unknown Protein (A  SL2.40ch AT5G23110.1  zinc finge        chr5:775  3379.64 14.0019 13.8734 14.7479 3.32894 5.16582
GT Sense Sense 0.216 Detected -0.216 Detected 0.000 -2.085 Comprom -2.404 Comprom -2.245 0.014 GT Sens contig403 contig403 Unannota TAAAAGTTTGGCTTATTTATGTCATTACCGTTAAAGAAAAAACTCATTCAcontig403 Solyc07g Unknown Protein (A  SL2.40ch AT3G0155ATPPT2,   PPT2 (PH          chr3:216  27.5827 15.982 17.8923 21.793 5.22889 4.04799
GT Sense Sense -0.340 Detected 0.340 Detected 0.000 -1.257 Comprom -2.124 Comprom -1.691 0.092 GT Sens contig404 contig404 Unannota AGGACTTGTTTGCAGGAAAATTTCAATACAGGTGTGTGTACCTATCTGGcontig404 Solyc01g Auxin-induced SAUR                 SL2.40ch AT2G21200.1 12.1885 15.2618 6.0411 4.87105 6.0291 3.19208
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -2.019 Comprom -2.473 Comprom -2.246 0.012 GT Sens contig404 contig404 Unannota GGAGCTTTTCATTTAGGCAAATCAAAACGGCAGAAGGATCTACGTAACA contig404 Solyc01g Auxin-induced SAUR                 SL2.40ch AT2G21200.1 12.8176 11.467 6.32319 7.69836 3.1622 2.22785
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.408 Comprom -1.041 Comprom -1.225 0.031 GT Sens contig404 contig404 Unannota CTTGCTCAAAAGCAAGCACTTTTACATCGTAGAATAATCAAGTGTTTGA contig404 Solyc03g At5g2428       GO:00055 SL2.40ch AT3G29185.2 13.612 12.6587 10.5634 11.3102 5.22686 6.50839
GT Sense Sense 0.594 Detected -0.594 Detected 0.000 -1.623 Detected -1.050 Detected -1.337 0.180 GT Sens contig404 contig404 Unannota TCAATCATGTCAGTCACACAGGTTACTGGATGACAGACAACAGATCAAG contig404 Solyc07g Pentatrico                GO:00045 SL2.40ch AT3G1405RSH2, AT    RSH2 (RE       chr3:465  57.4876 19.7359 62.987 33.9952 11.5567 16.595
GT Sense Sense 0.634 Detected -0.634 Detected 0.000 -2.252 Detected -1.471 Detected -1.862 0.130 GT Sens contig404 contig404 Unannota AGGAGATAAGGAAAGAAACAGATCAATGTGGCGAATCGTGCCCAATGCTcontig404 Solyc07g Pentatrico                GO:00045 SL2.40ch AT3G1405RSH2, AT    RSH2 (RE       chr3:465  159.557 51.7669 165.829 75.32 20.1649 33.4482
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -2.270 Detected -1.944 Detected -2.107 0.008 GT Sens contig404 contig404 Unannota GCCCCAATTAAATTTAGGTTGAGCCGCTTATTTAGTAGGATACTTTCAA contig404 Solyc12g One-helix protein (A    SL2.40ch ATCG001 RPOC2  RNA poly     chrC:159  176.867 159.606 75.7395 61.1876 36.8199 44.5503
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.785 Comprom -1.669 Comprom -1.727 0.004 GT Sens contig404 contig404 Unannota GCCTATGTCACATAATCATTAGAATCAAACTCAACCAACCAAACAACAACcontig404 Solyc10g Transcrip                 GO:00036 SL2.40ch AT3G1396AtGRF5  AtGRF5 (       chr3:460  16.1249 14.2233 2.12283 5.77281 4.6431 4.85917
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 -1.640 Detected -0.981 Detected -1.310 0.078 GT Sens contig404 contig404 Unannota CCCTATCTAAGCTTCTCAATAGAATTAGATCAGCGATAGACTAGCTTGA contig404 Solyc00g RNA-dependent RNA                SL2.40ch AT2G28690.1 34.2127 35.5542 18.4962 16.6497 11.8286 18.0318
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -2.824 Detected -2.716 Detected -2.770 0.003 GT Sens contig405 contig405 Unannota GTTTACCAAACACACAACTCAATAACCACACTCTATCAGTTTACATATTC contig405 Solyc00g Unknown Protein (A  SL2.40ch AT5G44760.1  C2 doma    chr5:180  293.042 281.85 64.2216 74.2473 42.8911 44.6332
GT Sense Sense -0.135 Detected 0.135 Detected 0.000 -1.881 Detected -1.546 Detected -1.713 0.015 GT Sens contig405 contig405 Unannota CCATTCTACTTGTGTTGGCTTCCATTGTTTTCCCCAAAAAATATAGTTATcontig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G5625HAP8  HAP8 (HA    chr5:227  150.122 141.403 72.687 86.9092 41.8127 50.9265
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -2.138 Detected -1.891 Detected -2.015 0.009 GT Sens contig405 contig405 Unannota TTCTGATGTGGAAGTTCAGACTGTGCTGCAACCACAGAGCATACTCAGAcontig405 Solyc12g Unknown Protein (A  SL2.40ch AT5G5625HAP8  HAP8 (HA    chr5:227  217.814 210.335 83.5505 79.3949 51.3931 58.8757
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -2.552 Detected -2.569 Detected -2.560 0.002 GT Sens contig405 contig405 Unannota GCATAATGTTGTGTCCATTTTAAATAACCCAATATACGTTTCATAGCCATcontig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  137.318 91.8397 34.3318 33.259 20.239 19.3093
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -2.388 Detected -2.355 Detected -2.372 0.002 GT Sens contig405 contig405 Unannota CCGGATTACTAGTGTACTGACTCAGTTTACTAATAGCACATGTTATATT contig405 Solyc01g Gag-pol polyprotein                SL2.40ch AT5G63560.1  transfera     chr5:254  97.4655 86.5304 30.5543 31.4653 18.5418 18.3099
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -1.996 Detected -1.991 Detected -1.994 0.002 GT Sens contig405 contig405 Unannota GGCATGAACGTTTGGGACACGTTAATAACAAAACCTTGCGAAAACTGAT contig405 Solyc08g045720.1.1 AT3G1803HON4  HON4; DN    chr3:616  252.613 221.203 109.238 115.887 62.6395 60.6596
GT Sense Sense -0.118 Detected 0.118 Detected 0.000 -2.219 Detected -1.956 Detected -2.088 0.007 GT Sens contig405 contig405 Unannota ACCTATCTTCAATTTCTCAACATTTCCGGTATTGCAACTAGTGTCCTCACcontig405 Solyc05g Unknown Protein (A  SL2.40ch AT5G44860.1 649.042 597.744 293.5 273.262 141.433 163.756
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -1.977 Detected -1.870 Detected -1.924 0.006 GT Sens contig405 contig405 Unannota CTTATTTTCACTGTCTTTAAGTTCGCTATACAACCCTTAGGATCACGATAcontig405 Solyc05g Unknown Protein (A  SL2.40ch AT5G44860.1 1209.54 1142.9 566.348 592.619 315.621 328.184
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -1.755 Detected -1.384 Detected -1.570 0.014 GT Sens contig405 contig405 Unannota ATAAGCATGAAACACGTAATGGTAAGAACCTAATATCCCCAGCGGAGTC contig405 Solyc00g Unknown Protein (A  SL2.40ch AT4G01450.3  nodulin M     chr4:608  190.077 152.771 86.6784 86.7823 53.3566 66.5996
GT Sense Sense 0.023 Detected -0.023 Detected 0.000 -3.084 Comprom -2.350 Comprom -2.717 0.018 GT Sens contig405 contig405 Unannota GAGTCTTCCTCTTTTCGTTGGACTTCCAACTCAAAGCAATCTATTGATA contig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  48.9189 37.0488 19.3292 17.1511 5.30767 8.51794
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 -1.770 Detected -1.732 Detected -1.751 0.007 GT Sens contig405 contig405 Unannota ATCTGTCCATGCATCTGTCGCGGCGCACGATACGACCCTCGATAAAAGTcontig405 Solyc00g cDNA clone J033046        SL2.40ch AT3G26670.3  FUNCTIO                                                                            chr3:979  2318.36 2234.73 997.975 1122.86 705.339 699.32
GT Sense Sense -0.228 Detected 0.228 Detected 0.000 -1.046 Detected -1.231 Comprom -1.139 0.044 GT Sens contig405 contig405 Unannota GGACGTGAAGGTTTTATCTTCGGTGTAATTTCAATAGAAATTGTTTTCT contig405 Solyc02g Unknown Protein (A  SL2.40ch AT5G662 CPK28  CPK28; A                    chr5:264  17.89 19.1886 8.98117 11.3977 9.48287 8.05209
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -1.739 Detected -1.639 Detected -1.689 0.004 GT Sens contig405 contig405 Diphosph                 GCTATGAcontig405 Solyc03g Solyc03g Diphosph                 GO:00084 GO:00084    contig405 Solyc03g Diphosph                  GO:00084 SL2.40ch AT1G7354atnudt21  atnudt21         chr1:276  1542.96 1369.83 938.888 592.154 460.349 476.356
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.065 Detected -1.033 Detected -1.049 0.007 GT Sens contig406 contig406 Unannota CCACCCAGAATAATTGTTTGTAGGTGTTATAATCTAACCAATTTTCAATTcontig406 Solyc12g Protein ki                GO:00064 SL2.40ch AT4G3574RecQl3  RecQl3; A           chr4:169  425.043 374.759 447.839 430.445 201.671 199.038
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -2.354 Detected -2.402 Detected -2.378 0.005 GT Sens contig406 contig406 Unannota TGATTCATAGTGCGTCGCTTGAGGACAAACAACGAATTTAAGTTGAGGGcontig406 Solyc05g Unknown Protein (A  SL2.40ch AT1G34520.1 1382.2 1348.11 497.999 572.793 282.182 263.465
GT Sense Sense -0.020 Detected 0.020 Detected 0.000 -0.855 Detected -1.205 Detected -1.030 0.028 GT Sens contig406 contig406 Unannota ATCCAAATGTTCTTCCTCCCAGAAACATGGCTTGCAATGACGGCAGAAT contig406 Solyc10g Protein ki               GO:00064 SL2.40ch AT4G10720.2  ankyrin r     chr4:660  70.1105 56.3259 53.4601 41.6058 36.7171 27.8066
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.073 Detected -1.275 Detected -1.174 0.009 GT Sens contig406 contig406 Unannota ATGTTCGTCAACTTCATGACTCGACTCTGGGACAGCGATATGAATAGAGcontig406 Solyc11g Wiscott-Aldrich synd              SL2.40ch AT3G52700.1  unknown   chr3:195  126.7 92.3118 69.9636 40.8997 54.3405 45.5989
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -1.281 Detected -1.005 Detected -1.143 0.016 GT Sens contig406 contig406 Unannota TGTTTTAACCGCAACCTCAGATTTATACAAAGATGAGTTCCCCAAAAATGcontig406 Solyc02g Unknown Protein (A  SL2.40ch AT5G06750.3  protein p          chr5:208  26.3303 21.8839 26.9557 26.1088 10.4388 12.2028
GT Sense Sense 0.052 Detected -0.052 Detected 0.000 -1.750 Comprom -1.423 Comprom -1.587 0.012 GT Sens contig406 contig406 Unannota ATTGAGTTTGTAAACGTCTTTCCATTTAATTTCACTTTCTTTTGGCCACCcontig406 Solyc11g MYB tran                GO:00036 SL2.40ch AT1G06900.1  catalytic/          chr1:211  20.6304 15.0082 16.6515 26.1512 5.52776 6.69659
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -2.257 Detected -2.191 Detected -2.224 0.002 GT Sens contig406 contig406 Unannota GTTGTCCACCATTCGAAAATGAAAAAATCTAGCTGCATATTTTTTCGCTTcontig406 Solyc05g LOB domain protein                SL2.40ch AT1G16420.1 62.3856 54.7182 29.6323 20.4999 12.9139 13.0518
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -2.491 Comprom -1.595 Comprom -2.043 0.046 GT Sens contig406 contig406 Unannota TGGAGGTATTAAGAATGAAATAAAGTGATGGACAACCAATGCTAATGGA contig406 Solyc05g LOB domain protein                SL2.40ch AT1G16420.1 25.9089 18.6403 7.96424 10.5986 4.13119 7.42084
GT Sense Sense 0.059 Detected -0.059 Detected 0.000 -1.955 Comprom -1.062 Detected -1.509 0.079 GT Sens contig406 contig406 Unannota GTTGAAGAAGATTCCTCCTCCATAATACACCAAATGACCAAATCACCAAAcontig406 Solyc11g Vesicle-as                GO:00160 SL2.40ch AT3G1268HUA1  HUA1 (EN        chr3:402  28.3134 20.3866 11.2524 12.2532 6.54981 11.7378
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.583 Comprom -1.497 Comprom -1.540 0.002 GT Sens contig406 contig406 Unannota AGTAAAGCATAGAGAATATGTTTGTTTGTTTATGTAATAACAGTTGGGG contig406 Solyc04g Phosphog                  GO:00046 SL2.40ch AT5G47300.1  F-box fam    chr5:191  20.4745 14.825 13.1472 32.5011 6.14713 6.29867
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -1.252 Comprom -0.853 Detected -1.053 0.055 GT Sens contig406 contig406 Unannota GTTTTGAGTTGTGGAGGCAGGGTTAAATTGAAGAAAGTTTTTCTGGAATcontig406 Solyc10g PHD finge                 GO:00082 SL2.40ch AT4G00960.1  protein k     chr4:414  20.5728 20.1554 29.8939 21.9743 9.03637 11.4998
GT Sense Sense -0.297 Detected 0.297 Detected 0.000 -2.083 Comprom -2.121 Comprom -2.102 0.019 GT Sens contig407 contig407 Unannota GTTGGAAACTTGTAGCGATATTCCTCCGTAACACCTTTCTCTTTACTCC contig407 Solyc04g074260.1.1 AT5G04540.1  phospha      chr5:129  11.2178 13.2268 7.50549 7.39072 3.03916 2.85788
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -2.015 Comprom -2.767 Comprom -2.391 0.025 GT Sens contig407 contig407 Unannota GATGTGATTATGTAATTGTAATGGATGGGAAGGATGAGGCTGTGAATCTcontig407 Solyc00g095760.1.1 AT5G48650.1  nuclear t              chr5:197  23.3222 20.1706 14.4469 10.3541 5.6702 3.2512
GT Sense Sense -0.095 Detected 0.095 Detected 0.000 -1.303 Detected -1.052 Detected -1.177 0.017 GT Sens contig407 contig407 Unannota TTTTTTTTGTGAAGTTAAAACTTAGGTTGTCAAAACTCAAAGGGTTATAGcontig407 Solyc07g Ubiquitin-               GO:00048 SL2.40ch AT3G44440.1 54.2271 48.3794 45.4796 42.2727 21.9399 25.211
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.299 Detected -0.871 Detected -1.085 0.037 GT Sens contig407 contig407 Unannota GTTTTTTGACCATGTTTAGTTGTTAAAGTTTTGTTAAAGTTGTTTTTGTTcontig407 Solyc07g Ubiquitin-               GO:00048 SL2.40ch AT3G44440.1 94.9952 72.4467 81.4802 83.8877 35.6433 46.2842
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.208 Detected -1.150 Detected -1.179 0.005 GT Sens contig407 contig407 Unannota GTCACACAGACTCAATCGATCGACACTTTGATTTTATTTTGAGAGAAAA contig407 Solyc10g049240.1.1 AT1G53390.1 339.632 294.922 204.107 201.67 144.743 145.558
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.777 Detected -1.715 Detected -1.746 0.010 GT Sens contig407 contig407 Unannota CTGTTCAGTGAAATCTGTTCAGACCCATTTTATCCAGAAAGTTGTGTCT contig407 Solyc10g049240.1.1 AT1G53390.1 400.887 396.336 125.259 162.738 122.951 123.872
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -0.958 Comprom -1.937 Comprom -1.447 0.098 GT Sens contig407 contig407 Unannota GGGTATGTCCTAGCATTTCTAATCAGTTAGGCTTATTTCAGACATAACT contig407 Solyc12g Unknown Protein (A  SL2.40ch AT5G2236ATVAMP7    ATVAMP       chr5:740  14.8271 12.1144 9.45462 9.03745 7.29363 3.57156
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 -1.265 Comprom -1.145 Comprom -1.205 0.098 GT Sens contig407 contig407 Unannota CTTCTCCATAATGCTTTTCGTGCATTCCACAAATACTATATACTCCCTCCcontig407 Solyc12g Tudor domain conta                   SL2.40ch AT5G22550.2  unknown   chr5:748  10.4954 14.3545 11.4586 12.7069 5.39638 5.66445
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -2.211 Detected -2.219 Detected -2.215 0.002 GT Sens contig407 contig407 Unannota GTGAGATCTTCAACAGTCATCTCCTTGCGTTTGTATTTCAAGTAGTTTT contig407 Solyc11g Gag-Pol p               GO:00036 SL2.40ch AT3G1803HON4  HON4; DN    chr3:616  344.693 303.824 140.986 142.229 73.8497 70.9428
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 -2.431 Detected -2.277 Detected -2.354 0.003 GT Sens contig407 contig407 Unannota CACAATGGAGGTAACTTTTCAATAATTGCAGCCACTTGAAAAGCATCAT contig407 Solyc11g Gag-Pol p               GO:00036 SL2.40ch AT3G1803HON4  HON4; DN    chr3:616  136.047 123.651 38.9304 48.1734 25.4175 27.3129
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.129 Detected -1.042 Detected -1.086 0.019 GT Sens contig407 contig407 Unannota ATATTTTTAAGTGCAGGGACAGGTGGACGCTAGAGCTTACACGTTGAAGcontig407 Solyc07g Fertilizatio                   GO:00428 SL2.40ch AT2G0198SOS1, AT    SOS1 (SA        chr2:457  436.296 416.784 332.91 297.24 205.993 211.263
GT Sense Sense -0.453 Detected 0.453 Detected 0.000 -1.169 Comprom -1.083 Comprom -1.126 0.132 GT Sens contig407 contig407 Unannota TGATAAACCAAGACAACAACTACTGGGATATATCAGTGTCCTCCGTTCA contig407 Solyc11g F-box family protein             SL2.40ch AT2G33350.2  FUNCTIO                                                                                  chr2:141  11.1821 16.3711 2.04071 4.81202 6.35905 6.51802
GT Sense Sense -0.044 Detected 0.044 Detected 0.000 -2.070 Detected -1.938 Detected -2.004 0.002 GT Sens contig407 contig407 Unannota CTCTTTGAAACCTATGTAATCTATGTAACTCCTATTGTAACCTATGAAACcontig407 Solyc11g Os03g0859900 prote                  SL2.40ch AT3G48400.1  DC1 dom    chr3:179  113.565 94.4078 50.9303 47.5639 26.0627 27.5803
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.145 Detected -1.184 Detected -1.164 0.003 GT Sens contig407 contig407 Unannota ATCCTGGAGGGGACAAGTCAAAGAGAACTACTGCTGGACCAGTGAAAAAcontig407 Solyc11g Os03g0859900 prote                  SL2.40ch AT3G48400.1  DC1 dom    chr3:179  960.592 818.536 527.675 564.733 423.91 398.147
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -1.337 Detected -1.459 Detected -1.398 0.040 GT Sens contig408 contig408 Ankyrin re              GTGGCAGcontig408 Solyc02g Solyc02g Ankyrin re              GO:00055 GO:00055  contig408 Solyc02g Ankyrin re               GO:00055 SL2.40ch AT2G3938ATEXO70   ATEXO70           chr2:164  213.729 246.797 103.882 111.018 96.0627 85.2296
GT Sense Sense -0.005 Detected 0.005 Detected 0.000 -2.143 Detected -1.134 Detected -1.639 0.083 GT Sens contig408 contig408 Unannota CTTCACTACTGGCAATCAAAAGGATTTGCCTAACTCAAGAAGTGCAACA contig408 Solyc10g GRAS family transcr                SL2.40ch AT2G27920.3 305.177 240.279 219.863 105.622 64.7795 125.89
GT Sense Sense 0.010 Detected -0.010 Detected 0.000 -2.511 Detected -1.366 Detected -1.938 0.077 GT Sens contig408 contig408 Unannota CAACAAACCTTCTTAGCTTTTGTATTAGATGAAGGAGAAGTAATAGACG contig408 Solyc10g GRAS family transcr                SL2.40ch AT2G27920.3 346.464 267.231 259.842 128.263 56.4192 120.46
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -2.574 Comprom -1.982 Comprom -2.278 0.024 GT Sens contig408 contig408 Unannota AAGACCAAGACCTGGTGCATTCTTTATATATTTCACTACTCTTAAGGCA contig408 Solyc02g Unknown Protein (A           SL2.40ch ATMG000 NAD9  NADH de     chrM:236  10.9287 11.3899 9.88608 1.84708 1.98088 2.88168
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 -1.426 Detected -1.084 Detected -1.255 0.050 GT Sens contig409 contig409 Unannota GGTGCTTTGTTGTCTTCAGTAATCCAACAGAAACTTCAAACTTGGGATT contig409 Solyc03g Endoplas                     GO:00055 SL2.40ch AT1G60560.1  SWIM zin      chr1:223  92.8482 52.2631 74.3238 40.0676 27.3965 33.5343
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -0.926 Comprom -1.176 Comprom -1.051 0.021 GT Sens contig409 contig409 Unannota CTTTAAGCAAAGTAAAATAGTTAAAAAGGTCACTGCCTTGGATGGTGGG contig409 Solyc03g Pentatrico                GO:00340 SL2.40ch AT4G21910.3  MATE eff     chr4:116  15.5273 13.7731 8.76233 6.47972 8.13389 6.60461
GT Sense Sense 0.112 Detected -0.112 Detected 0.000 -1.137 Detected -0.999 Detected -1.068 0.015 GT Sens contig409 contig409 Unannota TGCCTAGATTATATGTCACTAATTTGCCAAATACTTCATTCAGCTACTCCcontig409 Solyc02g Nodulin M                  GO:00160 SL2.40ch AT3G22580.1  protease         chr3:800  77.5129 51.8925 70.803 55.6176 30.4752 32.3691
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -2.536 Comprom -0.810 Detected -1.673 0.192 GT Sens contig409 contig409 Unannota ACGTGAATGCTCAATCGGATCCTACAATGAAACTCAAAAATGCGAAAAA contig409 Solyc06g Omega-3                   GO:00423 SL2.40ch AT2G2412PDE319, S   SCA3 (SC          chr2:102  60.174 47.6746 30.8176 8.49154 9.76004 31.1806
GT Sense Sense -0.411 Detected 0.411 Detected 0.000 -1.310 Comprom -1.858 Comprom -1.584 0.085 GT Sens contig409 contig409 Unannota ATGAAAAAGAAGTTACAACATAGCATATTTCAATCCTAAAGAAATTTCAC contig409 Solyc11g 14-3-3 pro               GO:00199 SL2.40ch AT4G0900GRF1, GF    14-3-3-lik             chr4:577  17.6717 24.4028 14.4957 20.2171 8.85275 5.84642
GT Sense Sense -0.203 Detected 0.203 Detected 0.000 -1.640 Detected -1.570 Detected -1.605 0.016 GT Sens contig409 contig409 Unannota ATCACACAAGAACAGGTCTAGTAGAGTCTTAAGGAACGGTAGGGGGAC contig409 Solyc04g Unknown Protein (A  SL2.40ch AT5G04120.1  phospho      chr5:112  8130.09 8423.33 4219.07 4936.63 2806.07 2844.11
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -2.229 Detected -2.226 Detected -2.227 0.002 GT Sens contig409 contig409 Unannota TTCATTCTTTCTTTCGTGCTACTACTTGAGTCCAATTGGTATCTAGGCG contig409 Solyc04g Unknown Protein (A  SL2.40ch AT5G04120.1  phospho      chr5:112  4621.2 4115.57 1760.97 1868.15 983.365 951.235
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 -3.456 Comprom -1.078 Comprom -2.267 0.198 GT Sens contig409 contig409 Unannota GGACGCACTTTTGAAAGTGACTTGATATTTGTGCTTAGCGTTCTAAAAA contig409 Solyc12g Exocyst c                  GO:00001 SL2.40ch AT5G07690.1 20.8173 18.7133 11.2665 11.8473 1.90071 9.54187
GT Sense Sense -0.441 Detected 0.441 Detected 0.000 -2.235 Comprom -3.418 Comprom -2.827 0.062 GT Sens contig409 contig409 Unannota ATTAATTTCATTTCACACCAGTGTCGAACTAGTGCAATCCCAAATGTGA contig409 Solyc04g MADS-bo                  GO:00469 SL2.40ch AT1G08190.1  vacuolar      chr1:256  16.7256 24.0995 11.3305 3.38504 4.50619 1.91685
GT Sense Sense -0.555 Detected 0.555 Detected 0.000 -1.658 Detected -0.847 Detected -1.252 0.210 GT Sens contig409 contig409 Unannota TATGAGAAGCTAAGTGCTTAATTAGTCCAATCATTCTTGGATGTTGATT contig409 Solyc01g Beta-amy                  GO:00161 SL2.40ch AT4G31200.1  SWAP (S     chr4:151  39.7303 66.9874 51.6993 29.0887 17.2726 29.2733
GT Sense Sense -0.347 Detected 0.347 Detected 0.000 -1.619 Detected -1.168 Detected -1.393 0.078 GT Sens contig409 contig409 Unannota TACAGAATACACAAGTATGCCCTTTGTTGGAGAGATGTCACATACATTA contig409 Solyc01g Beta-amy                  GO:00161 SL2.40ch AT4G31200.1  SWAP (S     chr4:151  137.065 173.234 112.709 55.8934 53.015 69.9886
GT Sense Sense 0.142 Detected -0.142 Detected 0.000 -1.276 Detected -1.121 Detected -1.199 0.018 GT Sens contig410 contig410 Unannota GAGAGAGGGACAGGAGGAGTTGCTGGCTGTTGCTCTCGCTGGAAAAAAcontig410 Solyc04g Unknown Protein (A  SL2.40ch AT1G32160.1  unknown   chr1:115  213.881 137.329 105.671 116.979 74.7765 80.3756
GT Sense Sense -0.201 Detected 0.201 Detected 0.000 -1.207 Detected -0.978 Detected -1.093 0.042 GT Sens contig410 contig410 Unannota AGCTGCTGCCAGAGATGGAGGCTCGCTGGCGGTCCTCCTGGCTGCTGGcontig410 Solyc04g Unknown Protein (A  SL2.40ch AT1G32160.1  unknown   chr1:115  23.5242 24.3092 19.2741 14.1121 10.9489 12.384
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.635 Detected -1.622 Detected -1.629 0.007 GT Sens contig410 contig410 Unannota CTCAGGTGTAACTTGCTCCACTTCAGATTCTTCAGTAGGAGTTGGTTGAcontig410 Solyc07g LRR recep    GO:00046 SL2.40ch AT5G62360.1  invertase       chr5:250  598.327 569.058 335.61 358.132 198.504 193.364
GT Sense Sense 0.122 Detected -0.122 Detected 0.000 -1.062 Detected -1.163 Detected -1.112 0.014 GT Sens contig410 contig410 Unannota GGAATGGTGCTCCTATTCCAATCTGCTAAATGTTTGTCAACTGTTACTT contig410 Solyc09g Phenylala               GO:00043 SL2.40ch AT3G0312ATARFB1   ATARFB1        chr3:717  63991.1 42232.5 39041.5 28814.5 26313.3 23692.3
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -1.088 Detected -1.021 Detected -1.055 0.034 GT Sens contig410 contig410 Unannota TGAGAATTTAATCACTGCAAAGATTGTTGGAGGAAGACCAAGGTTCACA contig410 Solyc00g010110.1.1 AT5G4179CIP1  CIP1 (CO       chr5:167  3126.86 3213.35 2541.12 2657.49 1575.45 1593.29
GT Sense Sense 0.013 Detected -0.013 Detected 0.000 -1.211 Detected -1.293 Detected -1.252 0.001 GT Sens contig410 contig410 Unannota GGATTAATTGTGAATGATGCTTTTCAAGTGGCTGCAATTATTGAAAAGT contig410 Solyc10g Ethylene                     GO:00036 SL2.40ch AT5G06670.1  ATP bind      chr5:204  328.265 251.971 210.637 257.981 131.312 119.747
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 -1.384 Detected -1.286 Detected -1.335 0.011 GT Sens contig410 contig410 Unannota GTTGTTTTCTGGAGAGGAAAAATCAAGAGGACTACTGCTGGACCGGTG contig410 Solyc10g UPF0533                   GO:00055 SL2.40ch AT5G2357SGS3, AT   SGS3 (SU       chr5:794  496.236 464.532 270.478 283.24 194.481 200.934
GT Sense Sense -1.454 Detected 1.454 Detected 0.000 -1.288 Detected -1.271 Detected -1.280 0.472 GT Sens contig411 contig411 Unannota ATCCCTAAAAGCCGGTCTCAGTTCGGATTGGGGTCTGCAACTCGACCC contig411 Solyc01g Unknown Protein (A  SL2.40ch AT2G13840.1  PHP dom    chr2:578  87.984 516.5 269.813 200.548 92.2384 90.1139
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -3.672 Detected -3.336 Detected -3.504 0.003 GT Sens contig411 contig411 Unannota CGTTTCGATGAGTGGAGACGAATTTAGGATTTGAATGTTGAAGTTCAAT contig411 Solyc04g WPP domain-associ      SL2.40ch AT1G48660.1  auxin-res      chr1:179  1284.96 863.717 356.584 216.41 87.3482 106.446
GT Sense Sense -1.083 Detected 1.083 Detected 0.000 -1.960 Comprom -1.648 Comprom -1.804 0.241 GT Sens contig411 contig411 Unannota CCAAGAAAAAGGTAGTTTGATTTGTTTAAGATTCTCTTATGCATCTGAACcontig411 Solyc10g Cytochro  GO:00083 SL2.40ch AT4G0542DDB1A  DDB1A (D            chr4:274  11.3012 39.6313 12.8799 6.68285 5.74872 6.88908
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -1.740 Detected -2.570 Detected -2.155 0.035 GT Sens contig411 contig411 Unannota CACTCCGATAGTAGTATTGATCGTGTCAATGCAGAGGAAATGAATACAT contig411 Solyc01g Cytochro                     GO:00160 SL2.40ch ATCG007 PETD  A chlorop            chrC:764  232.218 184.733 80.5722 103.242 65.5144 35.5984
GT Sense Sense -0.140 Detected 0.140 Detected 0.000 -1.276 Detected -1.769 Detected -1.522 0.033 GT Sens contig411 contig411 Unannota ACTTATACTAGATCTTACGGAGCCTGCTCATGTACAACATGATTCGGAT contig411 Solyc01g Cytochro                     GO:00160 SL2.40ch ATCG007 PETD  A chlorop            chrC:764  379.745 360.318 168.628 192.857 161.466 110.753
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.141 Comprom -1.307 Comprom -1.224 0.006 GT Sens contig411 contig411 Unannota ACAAAATGAGCTTCGAAGAACTGATACCACTGCGAAGAGATCCATTTCG contig411 Solyc04g Kinesin-li                GO:00085 SL2.40ch AT3G1214FLR1, FLO   FLR1; en       chr3:387  22.3894 16.4768 17.2669 15.7184 9.20242 7.91853
GT Sense Sense -1.209 Detected 1.209 Detected 0.000 -1.316 Detected -1.645 Detected -1.480 0.349 GT Sens contig411 contig411 Unannota ATGTATGGACGGGATAAGTGCTGAAAGCATCTAAGCATGAAGCCCCCCTcontig411 Solyc11g Cell wall-associated               SL2.40ch AT1G28135.1 104.499 436.304 193.122 194.7 90.6263 69.6758
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -1.838 Detected -1.424 Detected -1.631 0.025 GT Sens contig411 contig411 Unannota GATGTTCTCCGCTAACAAAAAATAGATAACAGTTCCTCGAGCAAAAACG contig411 Solyc02g mRNA 3&                GO:00055 SL2.40ch AT4G046 APR1, AP     APR1 (AP       chr4:232  461.949 286.977 227.264 156.547 107.608 138.5
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -0.990 Detected -1.032 Detected -1.011 0.022 GT Sens contig411 contig411 Unannota TAAAAGACTATGAGTCTTTACGACTCTCTCGAGATACGGAGAAGGAGAGcontig411 Solyc02g090550.1.1 AT3G56160.1  bile acid:    chr3:208  19.2512 18.57 9.64465 13.9972 10.0587 9.43756
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -3.118 Detected -3.131 Detected -3.124 0.001 GT Sens contig412 contig412 Unannota CCTCCGTATTGATACATAAGTCATACGTGAGTGAAATATTCAAGAATAATcontig412 Solyc09g AGAP009276-PA (Fr     SL2.40ch AT4G21900.1  antiporte      chr4:116  90.912 80.338 18.5884 19.7764 10.405 9.95651
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 -1.634 Detected -1.205 Detected -1.419 0.054 GT Sens contig412 contig412 Unannota TGAATTGGTAATACATATATGATCAATCCTTGTTGAACCTAAATCATAAAcontig412 Solyc09g Os03g0169000 prote                   SL2.40ch AT1G31920.1  pentatric      chr1:114  80.5379 91.3686 60.1404 27.3543 29.2135 37.9744
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -3.667 Comprom -3.193 Comprom -3.430 0.005 GT Sens contig412 contig412 Unannota CAGAACTAACAACACTCACACTTTTGTGTGTTCAATCTTGACCTAAAATTcontig412 Solyc05g Protease                  GO:00082 SL2.40ch AT5G49665.1  zinc finge        chr5:201  24.2606 18.2374 3.40739 2.87482 1.74974 2.34687
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -2.468 Detected -2.483 Detected -2.476 0.002 GT Sens contig412 contig412 Unannota CCTTCCCTTTCCGTTGAGCTTACAAATCAATGCAATCTATGCAAGTATA contig412 Solyc05g Protease                  GO:00082 SL2.40ch AT5G49665.1  zinc finge        chr5:201  222.629 199.66 69.599 82.2532 40.2607 38.4839
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -1.725 Detected -1.570 Detected -1.648 0.016 GT Sens contig412 contig412 Unannota CCACTACATGACCCTAAGTCCAAGACTCGAACTAGGTGTCTGATAATCA contig412 Solyc01g Unknown Protein (A  SL2.40ch AT5G65683.1  zinc finge        chr5:262  42.1012 43.2597 18.384 15.171 13.6434 14.6652
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 -1.336 Detected -1.205 Detected -1.270 0.064 GT Sens contig413 contig413 Unannota CGTAGAGGCTGTCTTTAATGTTAAACTACTCGTTCATTCATTCTTAACAAcontig413 Solyc09g Nuclear movement p              SL2.40ch AT1G5224ATROPGE    ROPGEF            chr1:194  33.8921 41.8667 47.8554 36.5236 15.7719 16.6708
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -1.769 Detected -2.699 Comprom -2.234 0.047 GT Sens contig413 contig413 Unannota CCACGAATCTTCAAGATAGTTTCTTTCCCTTTCGCAAAGTTTCGGAATG contig413 Solyc12g Malonyl CoA anthoc      SL2.40ch AT1G07050.1  CONSTA    chr1:216  47.3616 28.6523 23.1591 20.4964 11.4202 5.78977
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -1.133 Detected -1.137 Detected -1.135 0.006 GT Sens contig413 contig413 Unannota GCTCATTTCACTCTTTACCCACACCATCAAACTTTGAATGATTTTACCATcontig413 Solyc02g Abhydrolase domain       SL2.40ch AT5G14390.1  FUNCTIO                                                                           chr5:463  31.8001 28.0742 27.7652 19.1613 14.3966 13.8617
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -2.156 Detected -2.326 Detected -2.241 0.005 GT Sens contig413 contig413 Unannota ACTTGTACAAATGGACATCCCAAACAAACCATGTCCAGACCATTATCCA contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  429.278 406.789 115.26 133.194 99.0751 85.0128
GT Sense Sense -0.053 Detected 0.053 Detected 0.000 -2.876 Detected -3.176 Detected -3.026 0.003 GT Sens contig413 contig413 Unannota TACAACCCACACGATGTCTACAGACCTCTAAGAGTATAGTAGTGAAACT contig413 Solyc04g Cysteine-                GO:00082 SL2.40ch AT4G38070.1  bHLH fam    chr4:178  156.819 131.967 39.8828 34.4643 20.7077 16.241
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -2.564 Comprom -1.316 Comprom -1.940 0.090 GT Sens contig414 contig414 Unannota ATTGATGTTTTTGATTGGGAAAATTGCAAAGATTTGAACTTTTTGATGG contig414 Solyc04g RNA bind                GO:00037 SL2.40ch AT4G35270.1  RWP-RK    chr4:167  16.2295 12.5774 13.5573 11.26 2.5529 5.85448
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -1.633 Detected -1.912 Detected -1.772 0.008 GT Sens contig414 contig414 Unannota CGATAAGGCATGAGTTCTAGTATCATGAGTGTTTCTTCATAGGAACATC contig414 Solyc01g 30S ribos                   GO:00058 SL2.40ch ATCG00810.1 82.1215 70.4681 42.2779 36.8381 25.927 20.6226
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 -1.145 Detected -1.223 Detected -1.184 0.001 GT Sens contig414 contig414 Unannota TTTAAGAAGATTTCTTCTTCTTTATTTCTGAAAAATCTGTAATTAATTAA contig414 Solyc01g Glutamine                 GO:00038 SL2.40ch AT3G01970.1 37.5898 29.6356 45.1023 44.1129 15.9478 14.5885
GT Sense Sense 0.107 Detected -0.107 Detected 0.000 -1.801 Comprom -1.297 Comprom -1.549 0.030 GT Sens contig414 contig414 Unannota TCTTTGCAGCAAGCCATCAATAGAGGCTGCCAGCTTTGTTTACCTCTTT contig414 Solyc09g Ankyrin repeat dom               SL2.40ch AT3G6303MBD4  MBD4; D         chr3:232  22.2116 14.9685 10.8941 31.4762 5.53187 7.57279
GT Sense Sense 0.040 Detected -0.040 Detected 0.000 -2.013 Detected -1.859 Detected -1.936 0.002 GT Sens contig414 contig414 Unannota CTGTATTTATTATAGTCAGATGAATATTTATAACTTTTTTCTCTTCACAC contig414 Solyc01g Cell number regulat                  SL2.40ch AT5G47300.1  F-box fam    chr5:191  43.1836 31.9469 38.3986 12.1378 9.72785 10.4509
GT Sense Sense -0.003 Detected 0.003 Detected 0.000 -1.089 Comprom -1.575 Comprom -1.332 0.032 GT Sens contig414 contig414 Unannota CAAGTGCATCACCATCTTCTCTCATCCATGGTAAACCTTAAAATGGTAT contig414 Solyc08g Calcium d                  GO:00046 SL2.40ch AT5G4258CYP705A   CYP705A               chr5:170  16.7246 13.1188 8.50591 15.82 7.35775 5.0721
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -1.863 Comprom -1.744 Comprom -1.804 0.002 GT Sens contig414 contig414 Unannota GGGTACTTAAGACTTTTTGTGAGTTGTTGTACCAAAGTTCGAATCTCAT contig414 Solyc11g Unknown Protein (A  SL2.40ch AT4G34880.1  amidase    chr4:166  15.4981 13.1017 11.0538 10.7784 4.13905 4.33934
GT Sense Sense -0.137 Detected 0.137 Detected 0.000 -2.560 Detected -2.049 Detected -2.305 0.015 GT Sens contig414 contig414 Unannota GTGTTGGCTGCATTTCGTAATCAGAAATAACTCAAATATGAACTCCCTC contig414 Solyc12g ARGOS (AHRD V1 ***  SL2.40ch AT5G45530.1  unknown   chr5:184  60.9361 57.6001 20.7829 21.198 10.616 14.6091
GT Sense Sense -0.353 Detected 0.353 Detected 0.000 -1.679 Comprom -1.842 Comprom -1.761 0.040 GT Sens contig414 contig414 Unannota CTTAGGCATAGAAAACAGGTACGCTTTTATGTCCAGCTTATCCATTATA contig414 Solyc01g Os01g0107900 prote      SL2.40ch AT5G45200.1  disease r       chr5:182  13.8882 17.7047 10.4757 17.6043 5.17427 4.46148
GT Sense Sense -0.223 Detected 0.223 Detected 0.000 -0.936 Detected -1.169 Detected -1.052 0.053 GT Sens contig415 contig415 Unannota TACAGCTTCACACTGGCATCAGGCCGGTCATGTGCAGGATAGGTGGTA contig415 Solyc01g Lipoprotein (AHRD V   SL2.40ch AT5G20680.3  unknown   chr5:699  25.2292 26.8508 17.2626 18.114 14.3822 11.8093
GT Sense Sense 0.667 Detected -0.667 Detected 0.000 -3.544 Comprom -2.106 Comprom -2.825 0.102 GT Sens contig415 contig415 Unannota CCTCCCAAAGTGTAACGGAGGCGCGCGATGGTGAGCTCAGAGCGGTCGcontig415 Solyc01g Lipoprotein (AHRD V   SL2.40ch AT5G20680.3  unknown   chr5:699  37.8267 11.7339 10.4215 3.36115 1.90939 4.99314
GT Sense Sense -0.067 Detected 0.067 Detected 0.000 -2.072 Detected -1.874 Detected -1.973 0.004 GT Sens contig415 contig415 Unannota ATAAGGATAACGGGAGCTACAAGGGTTCCTGTGGTTGGAGTCAAAGTG contig415 Solyc09g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  506.526 434.47 133.605 188.061 117.912 130.611
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.260 Detected -1.291 Detected -1.276 0.003 GT Sens contig415 contig415 Unannota AATTTCTTTTACCCTCTCCTAGGAGCTTCCATCCCTTTTGCTTTCTTGG contig415 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT1G33530.1 38.1657 32.6182 18.4094 20.5495 15.5649 14.7102
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -1.284 Detected -1.027 Detected -1.155 0.027 GT Sens contig415 contig415 Unannota TACTTATTTCAAAATAGTTGTTAAGAAGGAATGGAGGGATCATTAATTTAcontig415 Solyc12g Calmodul                GO:00165 SL2.40ch AT1G10700.1  ribose-ph           chr1:355  777.394 743.983 609.171 446.513 330.053 380.876
GT Sense Sense -0.469 Detected 0.469 Detected 0.000 -1.122 Comprom -0.882 Comprom -1.002 0.174 GT Sens contig415 contig415 Unannota CTTTTTCGTTCTTCCCGTATCATACTAAGATATAATCAGTGAACTCCATTcontig415 Solyc10g KED (AHRD V1 *-*- Q SL2.40ch AT4G09120.1  zinc finge        chr4:581  10.1712 15.2216 10.6358 9.62756 6.04094 6.89129
GT Sense Sense -0.413 Detected 0.413 Detected 0.000 -4.696 Comprom -1.858 Detected -3.277 0.157 GT Sens contig415 contig415 Unannota TGAAATCAAACCTTGGGGAATAGAGTCGTCTTTAGTATGGAGTGGTTTAcontig415 Solyc10g Importin a               GO:00056 SL2.40ch AT4G02180.1  DC1 dom    chr4:959  36.0068 49.8741 15.523 5.34026 1.72759 11.9313
GT Sense Sense 0.025 Detected -0.025 Detected 0.000 -1.066 Detected -1.098 Detected -1.082 0.001 GT Sens contig415 contig415 Unannota GTGGGAGTGTAAAATATGGTACACTGGAAAACCACTAATTGTACAGTCA contig415 Solyc09g UDP-gluc                GO:00167 SL2.40ch AT5G2522KNAT3  KNAT3 (K          chr5:873  54.9146 41.4839 50.444 39.3252 24.0971 22.7576
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -1.262 Detected -2.144 Comprom -1.703 0.064 GT Sens contig415 contig415 Unannota ACCAAAACATGAGTTCCAACTCTTTTAAAACTTGAAATATAAAAACTATA contig415 Solyc10g Acetyltran               GO:00081 SL2.40ch AT4G01895.1  systemic        chr4:819  24.9524 22.5103 22.9557 15.4371 10.4438 5.47164
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -1.515 Detected -1.612 Detected -1.563 0.001 GT Sens contig416 contig416 Unannota TGAGTAATTTTTTAGTGGGCAATAAATAACACATTATAGATCATTGAAGTcontig416 Solyc10g Adenosin                 GO:00040 SL2.40ch AT1G65140.1 158.656 120.437 157.216 131.945 51.1278 46.1556
GT Sense Sense -0.057 Detected 0.057 Detected 0.000 -1.400 Detected -1.261 Detected -1.330 0.005 GT Sens contig416 contig416 Unannota GACTAGAGTCCCATTAACACTACCATTTTTATCCCATTTTACACCAATCAcontig416 Solyc10g Adenosin                 GO:00040 SL2.40ch AT1G65140.1 911.08 770.516 923.995 829.826 335.654 356.789
GT Sense Sense -0.175 Detected 0.175 Detected 0.000 -1.323 Detected -0.904 Detected -1.114 0.055 GT Sens contig416 contig416 Unannota AGGTAACAGTTGTGTTTATTGACAAGTCAGTACATGGGTTGCACTGAAAcontig416 Solyc12g Maturase              GO:00095 SL2.40ch AT2G02650.1 60.3625 60.15 42.7614 42.3792 25.4471 32.8612
GT Sense Sense -0.497 Detected 0.497 Detected 0.000 -1.134 Detected -1.459 Detected -1.297 0.131 GT Sens contig416 contig416 Unannota CCTAGGATGTCTATAATTGAGTCAGTGTCCTCATAAGTATATTTGTTTA contig416 Solyc12g Maturase              GO:00095 SL2.40ch AT2G02650.1 38.2731 59.5744 29.9453 22.9025 22.9945 17.719
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -0.804 Detected -1.250 Comprom -1.027 0.062 GT Sens contig416 contig416 Unannota ATTTTTGAGTGGGGGCCAGGTAGAGGGTAAGAAATTTACCAGTAAGGT contig416 Solyc05g Nitrate tra                  GO:00429 SL2.40ch AT5G4577AtRLP55  AtRLP55        chr5:185  15.4384 14.8511 11.2405 11.2467 9.16587 6.49422
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -2.208 Detected -2.294 Detected -2.251 0.005 GT Sens contig416 contig416 Unannota GAAGTAAGGAAAATAGGGGAGGTGCTGCCGAATTTTCGTTAGATTATTAcontig416 Solyc00g H-ATPase               GO:00085 SL2.40ch AT5G18840.1  sugar tra    chr5:628  1258.25 1213.62 389.99 495.419 282.733 257.018
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -2.273 Detected -2.340 Detected -2.306 0.004 GT Sens contig416 contig416 Unannota AATAGCTTGAGCAGTAAATATTGGACGTGCGGCTCAATTATACGGTGTAcontig416 Solyc00g H-ATPase               GO:00085 SL2.40ch AT5G18840.1  sugar tra    chr5:628  754.166 716.947 229.227 268.56 160.821 148.207
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -2.258 Detected -1.373 Detected -1.815 0.056 GT Sens contig416 contig416 Unannota TGGGGATATGGATCCATGTATTGATTCGAGTTCGGGGATTGCCAAAAAAcontig416 Solyc07g Protein KRI1 homolo                 SL2.40ch AT1G80700.1 197.813 137.549 111.09 96.041 36.4502 64.9837
GT Sense Sense -1.133 Detected 1.133 Detected 0.000 -6.492 Detected -3.590 Detected -5.041 0.111 GT Sens contig416 contig416 Unannota TTATTACTTGTATAATCGCTAATTCATTTGATTTTTTTTCTTTATATATTGcontig416 Solyc11g Peroxidas                GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  778.568 2927.71 316.636 32.6304 17.7318 127.917
GT Sense Sense -1.011 Detected 1.011 Detected 0.000 -6.097 Detected -3.378 Detected -4.738 0.108 GT Sens contig416 contig416 Unannota AAGAATGAAATAAATCTTCCTTGTGAAAGAAAATGTTTGGCAATGTAACTcontig416 Solyc11g Peroxidas                GO:00551 SL2.40ch AT3G52700.1  unknown   chr3:195  701.432 2227.69 201.196 23.5256 19.2953 122.652
GT Sense Sense 0.451 Detected -0.451 Detected 0.000 -2.003 Detected -1.885 Detected -1.944 0.051 GT Sens contig417 contig417 Unannota TCGGCGAATGAGTTTAGAAATGAAGAAAATTAGGGTTCAGATGTGTGGAcontig417 Solyc05g Unknown Protein (A  SL2.40ch AT4G0495ATALN  ATALN (A      chr4:252  338.257 141.474 54.4489 43.589 57.6817 60.4418
GT Sense Sense -0.017 Detected 0.017 Detected 0.000 -0.944 Detected -1.152 Detected -1.048 0.010 GT Sens contig417 contig417 Unannota TTGTTTGCAGCACGCTGGTGGGTCTGGTTGCTCGCCATTTGCGAGAGC contig417 Solyc11g Unknown Protein (A  SL2.40ch AT1G5433ANAC020  ANAC020          chr1:202  71.2146 56.9623 46.8294 40.5657 34.9998 29.2368
GT Sense Sense -0.182 Detected 0.182 Detected 0.000 -1.358 Detected -1.174 Detected -1.266 0.025 GT Sens contig417 contig417 Unannota AGTGATCACGTCAGCATGCCTTTATAACTTTGGCAAGGCATATTGGGTAcontig417 Solyc10g Receptor   GO:00055 SL2.40ch AT2G15630.1  pentatric      chr2:681  122.8 123.574 77.8547 86.2494 50.8025 55.7137
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 -1.624 Detected -1.506 Detected -1.565 0.004 GT Sens contig417 contig417 Unannota TACATCGGACTCCACATTTAGCTCATGTGGTTTTATTATCGGTTATTAG contig417 Solyc10g Receptor   GO:00055 SL2.40ch AT2G15630.1  pentatric      chr2:681  1065.58 932.207 587.278 623.618 341.85 358.103
GT Sense Sense 0.292 Detected -0.292 Detected 0.000 -1.191 Detected -1.628 Detected -1.409 0.061 GT Sens contig417 contig417 Unannota TAGAGTTATTTGTATTGAGGAAATCATCATATGAGTCACTTTTGTTAATGcontig417 Solyc10g Pentatrico               GO:00045 SL2.40ch ATCG011 YCF1.2  hypothet    chrC:123  264.412 137.872 167.974 136.719 88.406 63.0296
GT Sense Sense -0.206 Detected 0.206 Detected 0.000 -1.199 Detected -1.825 Comprom -1.512 0.056 GT Sens contig418 contig418 Unannota GTCTAAACATAGTAACACTTCTTATCAAGATGTTTTCCTGTATGGTGCG contig418 Solyc10g018620.1.1 AT3G27930.1  unknown   chr3:103  23.7879 24.7254 15.5532 23.661 11.1638 6.98576
GT Sense Sense -0.709 Detected 0.709 Detected 0.000 -1.123 Detected -1.847 Detected -1.485 0.203 GT Sens contig418 contig418 Unannota ATGTCAGCGGCAGACGGGTGAGTAACGCGTGGGAACGTACCTTTTGGT contig418 Solyc01g Conserved protein (    SL2.40ch AT2G23700.1 116 242.139 231.053 257.497 81.2983 47.5185
GT Sense Sense -0.398 Detected 0.398 Detected 0.000 -2.428 Detected -1.128 Detected -1.778 0.145 GT Sens contig418 contig418 Unannota AGAGTCCCTTCAACTATAAGAACTCTTTTTACTGTCCAACTTTGTCACTCcontig418 Solyc12g Unknown Protein (A  SL2.40ch AT2G43445.1 105.339 143.042 44.625 37.5125 24.1024 57.3172
GT Sense Sense -0.030 Detected 0.030 Detected 0.000 -1.955 Detected -1.163 Detected -1.559 0.059 GT Sens contig418 contig418 Unannota TCACCACAATTTATATATACTAAAAGCCGTCTTTCTAGCAATGAATATGAcontig418 Solyc12g Unknown Protein (A  SL2.40ch AT2G43445.1 39.2758 32.0091 15.3579 19.0683 9.66261 16.153
GT Sense Sense -1.405 Detected 1.405 Detected 0.000 -3.072 Comprom -2.513 Comprom -2.793 0.191 GT Sens contig418 contig418 Unannota AACATTTTTGGTGTCTTGTTTGTGTTTCTTATCTGAGATTAGTTCTAAAGcontig418 Solyc11g Limkain b1 (Lkap) (F                 SL2.40ch AT1G52640.1  pentatric      chr1:196  14.437 79.168 13.2215 2.69827 4.24891 6.04245
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -1.200 Detected -0.943 Detected -1.071 0.047 GT Sens contig418 contig418 Unannota TCCTAGTGGAGCTGAGCCATCTACTTCTCTAAGACCTGTTCCCAAGGATcontig418 Solyc01g Unknown Protein (A  SL2.40ch AT5G60980.2 47.9059 49.685 31.4121 23.1088 22.4461 25.8904
GT Sense Sense -0.238 Detected 0.238 Detected 0.000 -1.270 Detected -1.281 Detected -1.276 0.033 GT Sens contig418 contig418 Unannota TCAACAACAACAACAACTACTTCAGTCCCAAACAAGATGGGTCGCTTAG contig418 Solyc09g Receptor   GO:00046 SL2.40ch AT1G6614ZFP4  ZFP4 (ZIN               chr1:246  28.6839 31.1695 6.185 6.89452 13.104 12.5527
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -2.194 Detected -2.353 Detected -2.273 0.005 GT Sens contig418 contig418 Unannota AATCTTAGTGATTCCAACAAACTTTGCAGAAACATGAAGTTACCAAGTTTcontig418 Solyc04g011970.1.1 AT4G37190.2  INVOLVE                                                              chr4:175  51.0745 48.0432 27.7492 20.7287 11.4448 9.8953
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 -2.968 Comprom -2.498 Comprom -2.733 0.010 GT Sens contig418 contig418 Unannota CTACCAGAAACCATGTGTTAAGATTAGGATAATATTCCTCACAAAGTGC contig418 Solyc01g S-adenosylmethioni                  SL2.40ch AT5G03360.1  DC1 dom    chr5:817  12.8298 12.4314 2.46841 1.83969 1.70593 2.28157
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -1.562 Detected -1.718 Detected -1.640 0.005 GT Sens contig419 contig419 Unannota GAAGTTTTATTCTGGCTAATTTCTAAAGTATTTAATTTAAAATCATAAAG contig419 Solyc03g Potassium             GO:00052 SL2.40ch AT3G53235.1  unknown   chr3:197  1409.67 1238.05 1136.03 937.076 472.928 409.855
GT Sense Sense 0.056 Detected -0.056 Detected 0.000 -1.050 Detected -1.153 Detected -1.101 0.005 GT Sens contig419 contig419 Unannota GTGCCCTTAATTCATGGTAGCAAAACTTGGTAAATTGCTGTCAACCTTC contig419 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  66.7554 48.3125 36.3836 22.4204 28.9843 26.0653
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.399 Detected -1.208 Detected -1.304 0.017 GT Sens contig419 contig419 Unannota CCCTAGTACCTAGGAGAGATGCATAAAAATTTCGTTCTAGTTTTGTTAG contig419 Solyc02g076900.2.1 AT3G52700.1  unknown   chr3:195  36.9779 23.6484 19.0077 14.5998 11.85 13.0599
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 -1.337 Detected -1.144 Detected -1.240 0.008 GT Sens contig420 contig420 Unannota TGTTTGCTTATTTATTTGTCTCTTTTCTATCCTCTCGCTTATTTCTTTAT contig420 Solyc00g Unknown Protein (A  SL2.40ch AT1G18650.1 63.7361 53.7783 51.4661 42.93 24.4902 27.037
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 -2.412 Comprom -1.517 Comprom -1.965 0.058 GT Sens contig420 contig420 Unannota CAAGTAGTCGAACAATCACTTCGGAACTTGAATCTTCCCCTTTCTTTGA contig420 Solyc03g Gibberelli                  GO:00455 SL2.40ch AT2G35880.1  FUNCTIO                                                                   chr2:150  19.7472 20.8212 11.7065 7.6268 4.02521 7.23104
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 -2.604 Comprom -1.668 Comprom -2.136 0.055 GT Sens contig420 contig420 Unannota GACTTTTCCACCAACTTCAAGGAATAACTTCAAAGAAACCGGCAAATTC contig420 Solyc11g Histone a              GO:00469 SL2.40ch AT3G5186CAX3, AT     CAX3 (CA           chr3:192  14.2197 15.3732 16.07 13.868 2.56953 4.74835
GT Sense Sense 0.169 Detected -0.169 Detected 0.000 -1.187 Comprom -0.842 Comprom -1.015 0.052 GT Sens contig420 contig420 Unannota CAAGAGAGATTATTTTCGATAAGCCCCAAACAACAAAGAAAACACAAAAAcontig420 Solyc04g Unknown Protein (A  SL2.40ch AT1G32690.1  unknown   chr1:118  21.0481 13.0242 12.7264 7.28561 7.68297 9.4237
GT Sense Sense 0.146 Detected -0.146 Detected 0.000 -1.318 Detected -0.930 Detected -1.124 0.044 GT Sens contig420 contig420 Unannota TTGATATTGCCATACTGCTGCTATAACTGGAAACGTGATTTCAGGCAAA contig420 Solyc10g Cytochro  GO:00083 SL2.40ch AT2G16535.1 27.6192 17.64 19.3735 11.1174 9.35341 11.8186
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.355 Comprom -0.879 Comprom -1.117 0.048 GT Sens contig420 contig420 Unannota CACTGGACTTGTTCTCTAATTTCAAGATCGATCTTCATGTGTATCTGTA contig420 Solyc10g Cytochro  GO:00083 SL2.40ch AT2G16535.1 18.1615 15.9791 13.9487 7.43886 7.03601 9.45337
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -0.850 Detected -1.281 Detected -1.066 0.039 GT Sens contig420 contig420 Calcium/p              GAAAGGGcontig420 Solyc06g Solyc06g Calcium/p              GO:00153 GO:00153     contig420 Solyc06g Calcium/p               GO:00153 SL2.40ch AT3G1332CAX2, atc   CAX2 (CA         chr3:431  1719.01 1387.45 907.339 1251.5 905.232 648.374
GT Sense Sense 0.237 Detected -0.237 Detected 0.000 -3.616 Comprom -1.221 Detected -2.419 0.186 GT Sens contig420 contig420 Unannota GAGTGTGATCAATAACAATAAAGATTACTGTGATGAAGAAAAGAGCTTC contig420 Solyc05g Glycosylt               GO:00167 SL2.40ch AT4G02871.1  unknown   chr4:127  38.7012 21.7919 10.2425 5.29019 2.50312 12.7116
GT Sense Sense 0.343 Detected -0.343 Detected 0.000 -4.047 Detected -1.081 Detected -2.564 0.234 GT Sens contig420 contig420 Unannota CAATGTTGATGGGACTTATACTCTTCGTCTTGATGATTATAGTGTTGAG contig420 Solyc05g Glycosylt               GO:00167 SL2.40ch AT4G02871.1  unknown   chr4:127  603.075 292.81 130.865 46.5787 26.8746 202.692
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.254 Detected -0.993 Detected -1.124 0.019 GT Sens contig421 contig421 Unannota GTTGTTTTATACTGGGCATGTTGTTACTGTTGTTGTTGTTGTAAGCTAG contig421 Solyc08g Unknown            GO:00160 SL2.40ch AT1G7552SRS5  SRS5 (SH     chr1:283  465.555 321.794 184.617 204.234 171.488 198.446
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.328 Detected -1.143 Detected -1.235 0.006 GT Sens contig421 contig421 Unannota TAGATTGCCTTAAATATGGTCGAATTCCTTGGAGGAAATGGAAGTAGCCcontig421 Solyc11g Importin b              GO:00054 SL2.40ch AT2G2632AGL33  AGL33 (A         chr2:112  187.913 141.49 164.715 177.804 68.6487 75.332
GT Sense Sense 0.201 Detected -0.201 Detected 0.000 -0.972 Comprom -1.483 Comprom -1.228 0.063 GT Sens contig421 contig421 Unannota TCTTCTAATCCGTCTACTTGATTCTTCTCAGATCTTCGTGGGATTGACT contig421 Solyc08g Polyphen              GO:00081 SL2.40ch AT5G26710.1  glutamate            chr5:930  20.0683 11.8751 21.4032 15.8901 8.31543 5.63521
GT Sense Sense -0.474 Detected 0.474 Detected 0.000 -0.993 Comprom -1.897 Comprom -1.445 0.158 GT Sens contig421 contig421 Unannota ACCTTGGGCCAGAAGTGTGAGGTTCTTGTCTTGCGAGACTTGGCCTCA contig421 Solyc01g 3&apos-5                 GO:00036 SL2.40ch AT3G22870.1 12.3921 18.6839 10.768 4.39794 8.0788 4.16732
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -2.238 Comprom -2.477 Comprom -2.358 0.006 GT Sens contig421 contig421 Unannota AAACCTCAATGTTTGATGAATATTTGATGGTGAAATCGTCCCTTTCCAT contig421 Solyc09g Glutathion                GO:00055 SL2.40ch AT4G34120.1 15.8131 14.9975 10.5555 10.9458 3.45023 2.82215
GT Sense Sense -0.143 Detected 0.143 Detected 0.000 -2.236 Detected -2.394 Detected -2.315 0.005 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  3021.41 2879.71 836.73 916.389 661.595 572.533
GT Sense Sense -0.013 Detected 0.013 Detected 0.000 -2.337 Detected -2.910 Comprom -2.624 0.012 GT Sens contig422 contig422 Unannota CCAACATTGAGTTCCTTATAAGTACGAAATGCGGAAGATAAAATATATCAcontig422 Solyc12g Ceramide glucosyltr     SL2.40ch AT4G35470.1  leucine-r      chr4:168  63.4281 50.4677 13.8327 16.3286 11.8326 7.68101
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -1.691 Detected -1.664 Detected -1.677 0.003 GT Sens contig422 contig422 Unannota ATCAAATCTGTGATAACTGCATCTGAGGCTTCAGCCTCTGGCCTACCTGcontig422 Solyc12g Ceramide glucosyltr     SL2.40ch AT4G35470.1  leucine-r      chr4:168  125.379 111.532 60.4719 56.8512 38.7188 38.0667
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 -2.234 Detected -0.899 Detected -1.566 0.159 GT Sens contig422 contig422 Unannota GTTAGACAATAGCATGGAACAATAGATTTAGTTGTTGGATGGGTTTAGA contig422 Solyc08g Neurochondrin fami              SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  39.1609 43.279 17.9398 7.86834 9.25157 22.524
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -2.200 Detected -2.082 Detected -2.141 0.005 GT Sens contig422 contig422 Unannota CTCGATTAGCGACAGATCATCTATGGACAAACACATATGTTATGTGGCA contig422 Solyc08g Neurochondrin fami              SL2.40ch AT5G04050.2  FUNCTIO                                 chr5:109  136.448 129.909 64.7459 17.9073 30.6129 32.0898
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -0.986 Detected -1.020 Detected -1.003 0.001 GT Sens contig423 contig423 Unannota CATTGGTCCTCGGCAGGCGGGAACAAAAAGCGAGAAGCATTTCATACAGcontig423 Solyc08g Unknown   GO:00055 SL2.40ch AT1G3396AIG1  AIG1 (AV       chr1:123  48.671 39.5701 27.9145 32.6601 23.4137 22.0752
GT Sense Sense 0.109 Detected -0.109 Detected 0.000 -1.728 Comprom -0.807 Detected -1.267 0.116 GT Sens contig423 contig423 Unannota TTGATGGCATTTAATGTTGATGCGGAGAACCATGAGGTCTCGGGTTCAGcontig423 Solyc11g Unknown Protein (A  SL2.40ch AT2G3324XID, ATXI   XID; moto     chr2:140  24.0338 16.1491 22.8553 13.8349 6.28733 11.4887
GT Sense Sense -0.526 Detected 0.526 Detected 0.000 -0.824 Detected -1.330 Comprom -1.077 0.206 GT Sens contig423 contig423 Unannota GGAAATTGGTTTGAGCTACTAAATTCTGAGATGTTTGATTGAAGAAATC contig423 Solyc01g GRAS fam                 GO:00037 SL2.40ch AT5G04020.1  calmodu    chr5:108  11.902 19.2771 17.0572 9.62925 9.04446 6.14915
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -2.536 Detected -2.680 Detected -2.608 0.001 GT Sens contig423 contig423 Unannota CAAATCTTGATAAAAACCTAATCTCTTTTTAATGATGATGCCTTGGTAAGcontig423 Solyc11g045300.1.1 AT1G75530.1  forkhead         chr1:283  439.842 374.609 119.938 137.929 73.9867 64.6097
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -2.185 Detected -2.213 Detected -2.199 0.001 GT Sens contig423 contig423 Unannota GTAAAACCCTGCTATGTGCTTAATTGTACGCATGCATGAACGTGATTAT contig423 Solyc11g045300.1.1 AT1G75530.1  forkhead         chr1:283  679.658 567.568 236.842 281.228 144.33 136.668
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.243 Detected -0.992 Detected -1.118 0.016 GT Sens contig423 contig423 Unannota GGGGGTTGATTAATGGGTCAAATTAGGTGTTTATTAGTCCGAATATCTT contig423 Solyc02g030510.1.1 AT4G03740.1 30.9763 26.5323 28.5741 40.0892 12.7972 14.7112
GT Sense Sense 0.190 Detected -0.190 Detected 0.000 -2.047 Detected -2.010 Detected -2.028 0.009 GT Sens contig423 contig423 Unannota GCCAAAGTTAGGATTGCTGTTATACATTGACCAATGACGCTTATAGAGA contig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  9774.86 5868.11 2834.39 1245.04 1936.83 1918.73
GT Sense Sense 0.393 Detected -0.393 Detected 0.000 -2.578 Detected -2.419 Detected -2.498 0.025 GT Sens contig423 contig423 Unannota TGGTTCTATCTATGTATAAAAGAAAAACTAACTGATTAACAGAGAATGTCcontig423 Solyc10g049240.1.1 AT1G22830.2  pentatric      chr1:807  253.879 115.129 66.7262 25.0145 30.2685 32.6101
GT Sense Sense -0.023 Detected 0.023 Detected 0.000 -1.211 Detected -0.910 Detected -1.060 0.020 GT Sens contig424 contig424 Unannota CTAACATCTTCTCGGAATGTACATTTGAACTTCGAACCCTTTTCAATTGAcontig424 Solyc12g Germacre                 GO:00168 SL2.40ch AT3G20240.1  mitochon       chr3:705  488.052 394.101 444.897 277.93 200.261 238.113
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -1.510 Detected -0.960 Detected -1.235 0.074 GT Sens contig424 contig424 Unannota CATGTGGTGGATACCAAACACAAACAGGGCATTGTACTCTGAATCTACT contig424 Solyc12g 60S ribosomal prote      SL2.40ch AT4G11810.1  SPX (SYG     chr4:710  60.3514 64.588 39.6077 37.4433 23.1724 32.7504
GT Sense Sense -0.395 Detected 0.395 Detected 0.000 -1.717 Comprom -1.511 Comprom -1.614 0.059 GT Sens contig424 contig424 Unannota CAGAAGGTTCGTGCTCTTAATGTATTGTTCTTCCGGACTCAGACACACCcontig424 Solyc09g 3-isoprop                     GO:00504 SL2.40ch AT4G1343IIL1  IIL1 (ISOP                 chr4:780  13.9099 18.8116 9.84413 4.57938 5.20145 5.79014
GT Sense Sense -0.309 Detected 0.309 Detected 0.000 -1.069 Detected -1.004 Comprom -1.036 0.079 GT Sens contig424 contig424 Unannota GATAACTAATCCTATAGGGATCGTTTGGTGTGAGGGACAAAAACATTTA contig424 Solyc01g Glucan sy                  GO:00167 SL2.40ch AT5G5574CRR21  CRR21 (c     chr5:225  15.5617 18.6684 13.5998 12.7295 8.5863 8.67426
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -1.031 Comprom -1.069 Comprom -1.050 0.036 GT Sens contig424 contig424 Unannota CTGTATTATTGCATCAACGACTACAAAATTTAAATGTACCCCTTAGCATCcontig424 Solyc07g Yippee family protei              SL2.40ch AT5G4240ATXR7, S   SDG25 (S      chr5:169  12.3968 12.856 16.2674 15.9892 6.52744 6.14074
GT Sense Sense 0.369 Detected -0.369 Detected 0.000 -1.534 Comprom -0.846 Detected -1.190 0.143 GT Sens contig424 contig424 Unannota TATTGGGGCATTCATGCTTCTCATCTTCACATGACCGAACCATCTCAGC contig424 Solyc07g Alpha-am                  GO:00551 SL2.40ch AT3G10820.1 29.9433 14.0256 11.9427 14.256 7.47766 11.6355
GT Sense Sense -0.218 Detected 0.218 Detected 0.000 -0.957 Detected -1.335 Detected -1.146 0.058 GT Sens contig424 contig424 Unannota TTGGATTTTCTTGATTTTAGCAAGTTAATTGTATATCTATTGGAAACTTGcontig424 Solyc02g094240.1.1 AT3G1942ATPEN2  ATPEN2          chr3:673  158.847 168.044 121.051 129.058 88.9562 66.0648
GT Sense Sense 0.239 Detected -0.239 Detected 0.000 -1.497 Detected -1.396 Detected -1.446 0.027 GT Sens contig425 contig425 Unknown   TCGATGCcontig425 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig425 Solyc07g Unknown Protein (A  SL2.40ch AT1G55230.1  unknown   chr1:206  707.098 396.91 489.374 344.77 198.337 205.432
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -2.325 Comprom -2.407 Comprom -2.366 0.001 GT Sens contig425 contig425 Unannota CACTTTCGATGTTGCACCCGCGTCACATTACCAAAAATACACTACTTTT contig425 Solyc04g Receptor                   GO:00036 SL2.40ch AT5G52090.1  tRNA-spli      chr5:211  18.5015 13.7003 30.3065 11.3829 3.35801 3.06352
GT Sense Sense 0.120 Detected -0.120 Detected 0.000 -0.932 Detected -1.072 Detected -1.002 0.019 GT Sens contig425 contig425 Unannota GAAGTCATTAGATTCCCCATTAACAAGTACAAAGTACCAATTATTTGATAcontig425 Solyc11g Cc-nbs-lr   GO:00055 SL2.40ch AT5G4525RPS4  RPS4 (RE        chr5:183  240.668 159.315 395.707 256.717 108.461 95.0424
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -1.542 Detected -1.247 Detected -1.394 0.014 GT Sens contig425 contig425 Unannota GCTCACATATACCCCTGCCGTTACAAAATGAGCTCACATATACCCTTCA contig425 Solyc05g Ribonucle                 GO:00055 SL2.40ch AT3G26850.2  FUNCTIO                                                                     chr3:989  1303.72 1134.75 819.956 749.318 441.552 523.03
GT Sense Sense -0.415 Detected 0.415 Detected 0.000 -1.540 Detected -1.089 Detected -1.315 0.108 GT Sens contig426 contig426 Unannota GTTGAGGAGCTGGTTCTCCCTTTCACAATGGGGAAATCTTTTATATATT contig426 Solyc01g080980.1.1 AT1G11060.1  unknown   chr1:368  91.3573 126.979 118.074 62.1231 39.1416 51.6445
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -1.167 Detected -1.225 Detected -1.196 0.002 GT Sens contig426 contig426 Unknown   GCAAAACcontig426 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig426 Solyc08g Unknown Protein (A  SL2.40ch ATCG005 PETA  Encodes                         chrC:616  102.008 84.4718 60.3275 71.5579 43.7003 40.5156
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -4.254 Comprom -1.919 Detected -3.087 0.120 GT Sens contig427 contig427 Calmodul        GTTTTGAAGAAAATGGCTGGGAATTGCATTTGGTTTTTGGATTGTAAAC contig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 52.8262 51.7738 21.6792 3.45511 2.89684 14.1066
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -0.966 Detected -1.637 Detected -1.301 0.067 GT Sens contig427 contig427 30S ribos         TGGTTCATGCATGTTTGTTGCCAGGAGCAACAAGATCAAGTTGGTAAGGcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 283.553 259.008 131.939 153.893 146.645 88.8944
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 -0.828 Detected -1.192 Detected -1.010 0.035 GT Sens contig427 contig427 DH dehyd         CATGTGTGTAGGGGGATAATGGGCAATTTGACAGCAAAAGCAATAAAAAcontig427 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 508.558 435.076 418.365 408.061 280.104 210.089
GT Sense Sense 0.070 Detected -0.070 Detected 0.000 -1.715 Detected -1.120 Detected -1.418 0.044 GT Sens contig428 contig428 At1g1292     CATTATCGTGACTGTCAGCCATCACTAAATATCAACCTTATATTCGAGAGcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 73.9167 52.4379 65.0155 40.5303 20.0367 29.2268
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.165 Detected -1.653 Detected -1.409 0.029 GT Sens contig428 contig428 Fatty acid       CAAACGAGAAACGAGTGGTACTATAGATATCGCGTGTTCTTCATGGATGcontig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 300.964 247.054 179.128 221.082 128.563 88.485
GT Sense Sense -1.156 Detected 1.156 Detected 0.000 -4.750 Detected -2.333 Detected -3.542 0.168 GT Sens contig428 contig428 Peroxidas       TGAGTGGAGGATCTACCGATGATATTGTTTTAGAATATAGCAATAGCCC contig428 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 3270.93 12703.8 1321.26 247.801 253.166 1305.2
GT Sense Sense 0.651 Detected -0.651 Detected 0.000 -2.324 Comprom -2.501 Comprom -2.413 0.067 GT Sens contig429 contig429 Oligopept        AAACTCCATCGAGAACATATGTCAAGATGATCTCCTTCCACCAGACAGT contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 53.0149 16.8115 2.96727 3.37392 6.30044 5.38028
GT Sense Sense -0.280 Detected 0.280 Detected 0.000 -1.159 Detected -1.435 Comprom -1.297 0.053 GT Sens contig429 contig429 S-ribonuc        TGAACCACAAACAGCACACAGGCAAAGATGCCTGCATGGCAATAGCAAT contig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 20.3134 23.404 16.9654 17.8573 10.3218 8.23058
GT Sense Sense -0.314 Detected 0.314 Detected 0.000 -1.040 Detected -1.029 Detected -1.034 0.081 GT Sens contig429 contig429 Unknown CACCGTTAAGGTTAAGTGTGATGTAACGGTGAATACTTTAACGGCCAAAcontig429 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 878.669 1061.44 523.731 276.17 496.375 482.959
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -2.481 Detected -1.445 Detected -1.963 0.065 GT Sens contig430 contig430 Unknown TTTGCAAAGTGATGTACCAAATAGTGTTTGGTATGGAAAGGATGTTTCC contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 112.701 101.793 46.2971 45.9142 20.2718 40.1405
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -1.600 Detected -1.718 Detected -1.659 0.007 GT Sens contig430 contig430 Unknown CAATAGAAAATTCTTTCAATTCAATGAAAAAGATTCTCATATTCCCACAA contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 34.3422 31.804 14.0702 20.7522 11.5218 10.2526
GT Sense Sense -0.664 Detected 0.664 Detected 0.000 -4.454 Detected -2.457 Detected -3.456 0.102 GT Sens contig430 contig430 Unknown CCTTTGGAGGCCAATGGCAGATCTGTTAATTTTGAGGAAACTAGGTGCCcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 12012.5 23585.5 4042.45 1484.67 811.38 3128.14
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -2.077 Comprom -1.040 Comprom -1.559 0.098 GT Sens contig430 contig430 Unknown TTATAAATCCAGCACTTCCCGCTCTACCTAGACGAGAACTTACTTCTGC contig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 19.4292 13.2528 12.7198 15.5358 4.01803 7.96493
GT Sense Sense -0.027 Detected 0.027 Detected 0.000 -1.453 Detected -0.831 Detected -1.142 0.067 GT Sens contig431 contig431 Nicotia ta        CATGTCGGAGGATTTATTTGTTCGATTATGAAGGGTATTTAAGTTTTGA contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 28637.8 23231.9 15830.6 8411.24 9955.18 14790.9
GT Sense Sense -0.370 Detected 0.370 Detected 0.000 -1.259 Detected -1.021 Detected -1.140 0.099 GT Sens contig431 contig431 Nicotia ta     TCAATGATCTTCAGTCTCTAGTTTATAAATAAAAATCTTAAGTCGTGTGAcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4297.96 5608.88 3577.55 2794.69 2168.67 2468.83
GT Sense Sense -0.468 Detected 0.468 Detected 0.000 -1.841 Detected -1.408 Detected -1.624 0.088 GT Sens contig431 contig431 Nicotia ta        TTCAAAAAAAGGAACAAAATAGTGACGGACTTTTAGCTTGATAAGTCATAcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 36.5624 54.7013 28.7668 17.7028 13.1959 17.2
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 -2.213 Detected -1.687 Detected -1.950 0.039 GT Sens contig431 contig431 Nicotia ta        GGCAATTATGTAATATTATTAGCAATGCTCTTTCTACTTTAGAGCTTGCTcontig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 4045.87 4761.45 3041.77 8065.57 1000.19 1390.92
GT Sense Sense -0.724 Detected 0.724 Detected 0.000 -1.726 Detected -0.874 Detected -1.300 0.262 GT Sens contig432 contig432 Nicotia ta            ACCTTAAATGCTAAACCTAAGTGGTTACAGCTACTAGTGTGTGTTTTCT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 13120.2 27973.3 3464.77 2634.49 6120.53 10668.1
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 -1.035 Detected -1.394 Detected -1.215 0.067 GT Sens contig432 contig432 Nicotia ta     GGACAGAGAGTTGATCACTTATCTAAACATATACAACCTATCAAGCCTT contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 41.666 47.9457 32.1969 34.4116 23.0464 17.3507
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -1.575 Detected -1.121 Detected -1.348 0.027 GT Sens contig432 contig432 Nicotia ta        CCTTCAATAGTTAAGCGCCTAACTAGTAAACCATGTTGTAATATGAGAA contig432 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 43225.9 34625.6 30175.8 13964.7 13721.3 18147.8
GT Sense Sense -0.245 Detected 0.245 Detected 0.000 -3.286 Comprom -2.229 Comprom -2.758 0.042 GT Sens contig433 contig433 Nicotia ta       AACTCAAAACTGTTTGTAAACAAATCATAGAACAAAAGAACAATAAGGAT contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 23.6082 25.9264 9.44564 10.892 2.68087 5.38303
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -1.202 Detected -1.429 Detected -1.315 0.032 GT Sens contig433 contig433 Nicotia ta        CAAAACTCAACCATTTTGAACAAGAAAGAGGTGGCTACACTCATGATGA contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 134.713 141.716 84.8285 106.897 63.4871 52.3616
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -2.239 Detected -1.236 Detected -1.738 0.083 GT Sens contig433 contig433 NTU62736         GTGTCGCCGCATCAGTTAAAATATCAAGGCATTATTTTTGAAATTTCCC contig433 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 16226.7 16454.2 9827.92 4534.82 3657.65 7076.06
GT Sense Sense -0.274 Detected 0.274 Detected 0.000 -1.393 Comprom -2.213 Comprom -1.803 0.067 GT Sens contig434 contig434 Nicotia ta           TTGCACTTTGTTTAGAAACTAACACAGCAAAATTATCTAATGTTTGAAGTcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 13.3046 15.199 10.9049 11.5782 5.72098 3.13035
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -1.047 Detected -1.191 Detected -1.119 0.010 GT Sens contig434 contig434 NTU62734         TAAATCCTCTATCGTCATGACTCATGAGTTGTTGATTGCCACCAATAGT contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 52.6355 46.513 34.5337 31.7059 25.3171 22.1101
GT Sense Sense 0.215 Detected -0.215 Detected 0.000 -1.142 Detected -1.364 Comprom -1.253 0.035 GT Sens contig434 contig434 TOBEPSP       GCACCATTTTGGTTGCAAACTGGTGCATAATTTCTCTTGTAGTACAAAA contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 26.9038 15.6152 14.2967 3.92853 9.81569 8.12219



GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.783 Detected -1.429 Detected -1.606 0.012 GT Sens contig434 contig434 N.tabacum       AAATGATGTGATTATTTAATAACTTGGATTAATTAGAAGAATGATCATGCcontig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 8027.11 6592.83 4729.3 3364.27 2234.6 2756.66
GT Sense Sense -0.783 Detected 0.783 Detected 0.000 -1.593 Comprom -2.611 Comprom -2.102 0.153 GT Sens contig436 contig436 Unknown   CACTCAT contig436 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig436 Solyc01g Unknown Protein (A  SL2.40ch AT5G42390.1  metalloen   chr5:169  11.9819 27.7357 6.20864 10.6498 6.38772 3.04483
GT Sense Sense -0.689 Detected 0.689 Detected 0.000 -1.609 Detected -1.057 Detected -1.333 0.214 GT Sens contig442 contig442 Adenylate               TATAGGAcontig442 Solyc02g Solyc02g Adenylate               GO:00061 GO:00061    contig442 Solyc02g Adenylate                GO:00061 SL2.40ch AT5G6238VND6, AN   ANAC101            chr5:250  93.6115 190.194 102.705 53.0662 46.2451 65.4194
GT Sense Sense -0.167 Detected 0.167 Detected 0.000 -1.230 Detected -1.234 Detected -1.232 0.018 GT Sens contig442 contig442 Unknown   CTTAGAAcontig442 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig442 Solyc09g Unknown Protein (A  SL2.40ch AT1G29700.1  unknown   chr1:103  55.6226 54.7733 35.251 29.6514 24.877 23.9374
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 -1.440 Detected -1.298 Detected -1.369 0.016 GT Sens contig443 contig443 Polyprote     CTCACACcontig443 Solyc07g Solyc07g Polyprotein (AHRD V1 **-- O491 contig443 Solyc07g Polyprotein (AHRD V   SL2.40ch AT5G4839ATZIP4  ATZIP4; b   chr5:196  748.697 728.858 435.094 441.86 287.67 306.613
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -2.169 Detected -2.848 Comprom -2.509 0.018 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 52.6671 40.6505 15.2749 20.6616 10.8706 6.55808
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -0.871 Detected -1.310 Comprom -1.091 0.038 GT Sens contig443 contig443 BZIP dom                TGTGTTGcontig443 Solyc06g Solyc06g BZIP dom                GO:00055 GO:00055  contig443 Solyc06g BZIP dom                 GO:00055 SL2.40ch AT5G48800.1  phototro      chr5:197  17.688 14.0004 10.7856 9.93632 9.09142 6.47699
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.974 Detected -0.884 Detected -1.429 0.131 GT Sens contig448 contig448 Receptor              TTAGAAT contig448 Solyc03g Solyc03g Receptor              GO:00055 GO:00055    contig448 Solyc03g Receptor   GO:00428 SL2.40ch AT1G74360.1  leucine-r        chr1:279  3147.28 3157.58 2020.02 809.624 848.091 1743.14
GT Sense Sense -0.808 Detected 0.808 Detected 0.000 -1.493 Detected -1.633 Detected -1.563 0.194 GT Sens contig461 contig461 Aquapori            TAATGTAcontig461 Solyc03g Solyc03g Aquapori            GO:00160 GO:00160   contig461 Solyc03g Aquapori             GO:00152 SL2.40ch AT1G178 BETA-TIP  BETA-TIP       chr1:613  77.4715 185.525 71.4077 299.185 45.0277 39.4291
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -1.502 Detected -0.829 Detected -1.166 0.091 GT Sens contig463 contig463 NB-ARC d        GAAGTTGcontig463 Solyc11g Solyc11g NB-ARC domain containing pro      contig463 Solyc11g NB-ARC domain con       SL2.40ch AT4G12070.1  unknown   chr4:723  1729.54 1712.7 1040.78 845.767 642.06 988.658
GT Sense Sense 0.143 Detected -0.143 Detected 0.000 -1.126 Detected -1.141 Detected -1.134 0.016 GT Sens contig466 contig466 DNA-direc                   GGATATCcontig466 Solyc01g Solyc01g DNA-direc                   GO:0006350 contig466 Solyc01g017440.1.1 ATCG007 RPOA  RNA poly     chrC:779  15586.5 9996.14 10026.6 6914.58 6042.52 5773.57
GT Sense Sense -0.069 Detected 0.069 Detected 0.000 -2.223 Comprom -2.349 Comprom -2.286 0.002 GT Sens contig466 contig466 Unknown   TCTCATAcontig466 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig466 Solyc09g Unknown Protein (A  SL2.40ch AT2G39320.1 12.7886 10.9973 13.5036 5.78537 2.68449 2.37558
GT Sense Sense -0.092 Detected 0.092 Detected 0.000 -1.882 Detected -1.921 Detected -1.901 0.002 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  453.971 403.186 176.464 209.663 122.695 115.293
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.041 Detected -1.069 Detected -1.055 0.010 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  177.202 160.455 96.5087 125.201 86.5904 82.0327
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 -1.452 Detected -1.499 Detected -1.475 0.012 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  59.9835 58.6454 37.4166 51.3499 22.9148 21.4097
GT Sense Sense -0.759 Detected 0.759 Detected 0.000 -1.813 Detected -0.877 Detected -1.345 0.270 GT Sens contig481 contig481 Cytochro                 GTACACAcontig481 Solyc10g Solyc10g Cytochro                 GO:00198 GO:00198   contig481 Solyc10g Cytochro  GO:00198 SL2.40ch AT3G1465CYP72A1   CYP72A1               chr3:492  179.012 400.612 309.422 21.7438 80.521 148.795
GT Sense Sense 1.230 Detected -1.230 Detected 0.000 -3.717 Detected -3.024 Detected -3.371 0.119 GT Sens contig482 contig482 Unknown   TCACCAAcontig482 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig482 Solyc09g Unknown Protein (A  SL2.40ch AT5G27870.1  pectinest     chr5:987  542.16 76.9943 28.3613 31.876 16.4182 25.6289
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.844 Detected -1.329 Detected -1.587 0.027 GT Sens contig491 contig491 Myb-relat                CAAGTTCcontig491 Solyc09g Solyc09g Myb-relat                GO:00037 GO:00037       contig491 Solyc09g Myb-relat                 GO:00037 SL2.40ch AT3G2325MYB15, A    MYB15 (M           chr3:830  633.985 453.14 246.869 104.544 157.782 217.66
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -2.391 Detected -0.853 Detected -1.622 0.180 GT Sens contig496 contig496 Ring H2 fi                AATGATGcontig496 Solyc03g Solyc03g Ring H2 fi                GO:00082 GO:00082   contig496 Solyc03g Ring H2 fi                 GO:00082 SL2.40ch AT1G53820.1  zinc finge        chr1:200  3677.78 3938.41 2451.21 938.899 766.962 2150.14
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -1.500 Comprom -1.775 Comprom -1.637 0.024 GT Sens contig501 contig501 Unknown   ATTGCTT contig501 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig501 Solyc08g Unknown Protein (A  SL2.40ch AT5G15260.1  structura      chr5:495  11.9054 12.6455 10.4507 16.1148 4.58556 3.65862
GT Sense Sense -0.562 Detected 0.562 Detected 0.000 -1.639 Detected -1.341 Detected -1.490 0.124 GT Sens contig505 contig505 WRKY tra              TCGTATT contig505 Solyc10g Solyc10g WRKY tra              GO:0045449 contig505 Solyc10g WRKY tra               GO:00454 SL2.40ch AT5G4157WRKY24,   WRKY24;    chr5:166  901.633 1535.63 500.691 333.486 399.219 474.024
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.058 Detected -1.025 Detected -1.042 0.004 GT Sens contig510 contig510 Homeobo              CCTGGTCcontig510 Solyc02g Solyc02g Homeobo              GO:00435 GO:00435      contig510 Solyc05g Homeobo                 GO:00435 SL2.40ch AT1G6978ATHB13  ATHB13;           chr1:262  72.8462 62.0665 52.6086 56.1232 34.1262 33.7125
GT Sense Sense -0.550 Detected 0.550 Detected 0.000 -1.289 Detected -0.851 Detected -1.070 0.212 GT Sens contig510 contig510 UDP-gluc            GTGTTGAcontig510 Solyc03g Solyc03g UDP-gluc            GO:00081 GO:00081   contig510 Solyc03g UDP-gluc             GO:00150 SL2.40ch AT1G2238AtUGT85A   AtUGT85             chr1:790  6195.64 10377.8 5130.74 2645.97 3468.78 4536.1
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -1.720 Detected -1.585 Detected -1.653 0.007 GT Sens contig511 contig511 Harpin-ind               GAACAGAcontig511 Solyc01g Solyc01g Harpin-induced protein-like (Fr              contig511 Solyc01g Harpin-induced prot               SL2.40ch AT2G27080.2  harpin-in         chr2:115  13657 12684.8 6353.21 2497.02 4221.8 4476.47
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 -2.712 Detected -1.188 Detected -1.950 0.135 GT Sens contig517 contig517 Solute ca                    ATTTCAA contig517 Solyc09g Solyc09g Solute ca                    GO:00160 GO:00160   contig517 Solyc09g Solute ca                     GO:00085 SL2.40ch AT5G2634MSS1, ST   MSS1; ca            chr5:924  24259.7 26533.2 11186.2 3439.68 4091.02 11365.5
GT Sense Sense 0.118 Detected -0.118 Detected 0.000 -2.052 Detected -1.851 Detected -1.952 0.006 GT Sens contig517 contig517 C4-dicarb                     GCTTAAGcontig517 Solyc03g Solyc03g C4-dicarb                     GO:00160 GO:00160   contig517 Solyc08g 50S ribos                  GO:00321 SL2.40ch AT4G2458REN1  REN1 (RO              chr4:126  48.6139 32.2742 46.7365 30.119 10.0928 11.2002
GT Sense Sense -0.799 Detected 0.799 Detected 0.000 -2.726 Detected -1.094 Detected -1.910 0.237 GT Sens contig518 contig518 Calmodul               ACTTTTGcontig518 Solyc12g Solyc12g Calmodulin-binding protein-lik               contig518 Solyc12g Calmodulin-binding               SL2.40ch AT1G73805.1  calmodu    chr1:277  924.291 2188.36 507.712 233.654 227.126 680.029
GT Sense Sense -0.121 Detected 0.121 Detected 0.000 -1.772 Detected -1.870 Detected -1.821 0.005 GT Sens contig534 contig534 Polyprote     AGTGAACcontig534 Solyc03g Solyc03g Polyprotein (AHRD V1 **-- Q94Kcontig534 Solyc03g Polyprotein (AHRD V   SL2.40ch AT5G0712SNX2b  SNX2b (S          chr5:220  141.789 131.037 67.8807 73.9995 42.1701 38.061
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -1.287 Detected -1.409 Detected -1.348 0.006 GT Sens contig534 contig534 Integrase        TTGGGTAcontig534 Solyc01g Solyc01g Integrase core domain contain      contig534 Solyc12g033120.1.1 AT5G2072CPN20, C      CPN20 (C      chr5:701  32.7453 28.9237 21.2677 24.7432 13.3251 11.8227
GT Sense Sense -0.361 Detected 0.361 Detected 0.000 -3.186 Detected -1.750 Detected -2.468 0.092 GT Sens contig534 contig534 Cell divisi                  CACTTTCcontig534 Solyc02g Solyc02g Cell divisi                  GO:00171 GO:00171   contig534 Solyc02g Cell divisi                   GO:00168 SL2.40ch AT3G28510.1  AAA-type     chr3:106  1993.47 2568.7 922.377 256.609 262.765 686.624
GT Sense Sense -0.040 Detected 0.040 Detected 0.000 -2.792 Comprom -1.791 Comprom -2.291 0.045 GT Sens contig536 contig536 Unknown   AGACTCAcontig536 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig536 Solyc07g Unknown Protein (A  SL2.40ch AT4G22790.1  MATE eff     chr4:119  27.9444 23.0735 6.72561 11.9815 3.87477 7.4877
GT Sense Sense 0.007 Detected -0.007 Detected 0.000 -1.137 Detected -0.926 Detected -1.031 0.010 GT Sens contig538 contig538 Unknown   GTTTGTCcontig538 Solyc04g Solyc04g Unknown Protein (AHRD V1);O contig538 Solyc04g Unknown   GO:00081 SL2.40ch AT4G05360.1 79.0244 61.1699 43.4417 16.7863 33.4101 37.35
GT Sense Sense -0.225 Detected 0.225 Detected 0.000 -0.834 Detected -1.555 Detected -1.194 0.107 GT Sens contig539 contig539 Serine ca               AGATTGGcontig539 Solyc02g Solyc02g Serine ca               GO:00041 GO:00041     contig539 Solyc02g Serine ca                GO:00428 SL2.40ch AT3G5202scpl39  scpl39 (s       chr3:192  58.1471 62.1306 49.9483 52.5877 35.6429 20.8705
GT Sense Sense -0.738 Detected 0.738 Detected 0.000 -2.936 Detected -1.391 Detected -2.163 0.180 GT Sens contig539 contig539 Auxin-res                 TAAAATA contig539 Solyc03g Solyc03g Auxin-responsive family prote                contig539 Solyc03g Auxin-responsive fa                 SL2.40ch AT2G21530.1  forkhead         chr2:921  4139.94 8998 3388.57 767.152 843.146 2374.67
GT Sense Sense -0.911 Detected 0.911 Detected 0.000 -2.827 Detected -0.919 Detected -1.873 0.292 GT Sens contig543 contig543 Glycosyl                  CCGTGG contig543 Solyc08g Solyc08g Glycosyl                  GO:00167 GO:00167     contig543 Solyc08g Glycosyl                   GO:00167 SL2.40ch AT4G16600.1  transfera           chr4:935  1302.78 3602.98 1505.21 634.63 322.757 1168.92
GT Sense Sense -0.821 Detected 0.821 Detected 0.000 -5.899 Comprom -1.171 Detected -3.535 0.293 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  96.5731 235.477 138.471 16.5104 2.67021 68.3403
GT Sense Sense 0.077 Detected -0.077 Detected 0.000 -1.568 Detected -1.518 Detected -1.543 0.003 GT Sens contig550 contig550 Unknown   GAAAATT contig550 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig550 Solyc08g AT-hook m                     GO:00036 SL2.40ch AT3G20270.2  lipid-bind       chr3:706  155.594 109.268 135.778 113.204 46.4656 46.4506
GT Sense Sense 0.068 Detected -0.068 Detected 0.000 -0.804 Detected -2.075 Comprom -1.439 0.153 GT Sens contig555 contig555 SWIM zinc       GCAGAGGcontig555 Solyc05g Solyc05g SWIM zinc finger family protein    contig555 Solyc08g Mutator-li                 GO:00082 SL2.40ch #N/A #N/A #N/A #N/A 26.2324 18.6583 14.497 25.2183 13.3909 5.35903
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -1.051 Detected -1.046 Detected -1.049 0.002 GT Sens contig559 contig559 Unknown   CCTTGATcontig559 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig559 Solyc05g Stress-as                    GO:00055 SL2.40ch AT1G76010.1  nucleic a    chr1:285  138.872 101.667 92.3592 83.1393 60.6006 58.7015
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -1.889 Detected -2.211 Detected -2.050 0.016 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  755.591 788.247 299.809 380.267 220.283 170.117
GT Sense Sense -0.555 Detected 0.555 Detected 0.000 -1.280 Detected -0.806 Detected -1.043 0.226 GT Sens contig565 contig565 Phosphat                  ATTCGTCcontig565 Solyc01g Solyc01g Phosphat                  GO:00066 GO:00066   contig565 Solyc01g Phosphat                   GO:00230 SL2.40ch AT4G38690.1  1-phosph    chr4:180  1923.02 3243.71 1337.44 1132.26 1086.7 1457.77
GT Sense Sense -0.351 Detected 0.351 Detected 0.000 -2.084 Detected -1.136 Detected -1.610 0.112 GT Sens contig569 contig569 Unknown   ACATTGAcontig569 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig569 Solyc10g Unknown Protein (A  SL2.40ch AT5G08760.1  unknown   chr5:285  5787.95 7358.04 3174.56 1859.3 1626.86 3029.57
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.610 Comprom -1.935 Comprom -1.772 0.010 GT Sens contig575 contig575 Proton pu       GAGTCTCcontig575 Solyc08g Solyc08g Proton pump interactor 1 (AHR    contig575 Solyc08g Proton pump interac      SL2.40ch AT3G56140.1  unknown   chr3:208  16.9892 12.1464 10.4599 6.97209 4.97409 3.83321
GT Sense Sense -0.666 Detected 0.666 Detected 0.000 -1.427 Detected -1.371 Detected -1.399 0.171 GT Sens contig575 contig575 Fasciclin-               TGAAACCcontig575 Solyc11g Solyc11g Fasciclin-               GO:00047 GO:00047  contig575 Solyc11g Fasciclin-                GO:00047 SL2.40ch AT2G2052FLA6  FLA6 (FA     chr2:884  145.312 285.808 108.977 168.503 80.1262 80.4111
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 -1.867 Detected -1.285 Detected -1.576 0.067 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  1509.17 1828.11 895.836 1066.57 481.392 695.262
GT Sense Sense -0.637 Detected 0.637 Detected 0.000 -5.076 Detected -1.656 Detected -3.366 0.206 GT Sens contig583 contig583 Syntaxin           CTGGAGAcontig583 Solyc01g Solyc01g Syntaxin           GO:00434 GO:00434  contig583 Solyc01g Syntaxin            GO:00434 SL2.40ch AT3G1182SYP121, A       SYP121 (          chr3:372  406.234 767.627 244.808 51.3969 17.4912 180.864
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -1.206 Detected -1.191 Detected -1.198 0.019 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 1275.55 1253.69 667.086 606.835 579.409 565.12
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -1.381 Detected -1.191 Detected -1.286 0.029 GT Sens contig589 contig589 LRR recep                  CAATAGCcontig589 Solyc10g Solyc10g LRR recep                  GO:00055 GO:00055       contig589 Solyc10g Receptor   GO:00046 SL2.40ch AT1G79620.1  leucine-r        chr1:299  46.3332 48.058 32.737 27.4746 19.1528 21.0875
GT Sense Sense -0.345 Detected 0.345 Detected 0.000 -3.085 Comprom -1.669 Comprom -2.377 0.095 GT Sens contig591 contig591 Ulp1 prote                    TATATGAcontig591 Solyc12g Solyc12g Ulp1 prote                    GO:00065 GO:00065 contig591 Solyc12g Ulp1 prote                     GO:00065 SL2.40ch AT1G69980.1  unknown   chr1:263  12.1144 15.2786 6.59203 7.80487 1.69405 4.36682
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -2.012 Comprom -3.717 Comprom -2.865 0.078 GT Sens contig594 contig594 Unknown   AATATAA contig594 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig594 Solyc12g Unknown Protein (A  SL2.40ch AT5G64250.2  2-nitropro        chr5:256  29.8978 23.3055 10.373 8.12187 6.91641 2.04752
GT Sense Sense 0.027 Detected -0.027 Detected 0.000 -1.432 Detected -0.852 Detected -1.142 0.059 GT Sens contig595 contig595 Uncharac         GCTCGTAcontig595 Solyc01g Solyc01g Uncharacterized MFS-type tran       contig595 Solyc01g Uncharacterized MF        SL2.40ch AT2G44280.2  FUNCTIO                                                                    chr2:183  269.395 202.88 173.801 97.239 91.5657 132.18
GT Sense Sense -0.527 Detected 0.527 Detected 0.000 -1.804 Detected -1.237 Detected -1.520 0.126 GT Sens contig597 contig597 Acyl-CoA                     TTAATTT contig597 Solyc03g Solyc03g Acyl-CoA                     GO:00055 GO:00055  contig597 Solyc03g Acyl-CoA                      GO:00055 SL2.40ch AT3G23480.1  cyclopro      chr3:842  95.5464 154.966 106.776 204.372 36.8278 52.6877
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.238 Detected -1.450 Detected -1.344 0.006 GT Sens contig599 contig599 Peptidase                CAACGGTcontig599 Solyc00g Solyc00g Peptidase                GO:00038 GO:00038  contig599 Solyc00g Peptidase                 GO:00038 SL2.40ch #N/A #N/A #N/A #N/A 35.7486 28.55 17.2186 19.2738 14.3095 11.9299
GT Sense Sense -0.868 Detected 0.868 Detected 0.000 -2.476 Detected -1.012 Detected -1.744 0.265 GT Sens contig599 contig599 Nudix hyd               GGATGG contig599 Solyc05g Solyc05g Nudix hyd               GO:00512 GO:00512     contig599 Solyc05g Nudix hyd                GO:00512 SL2.40ch AT2G0445ATNUDT6  ATNUDT6                chr2:154  32.9956 85.9531 14.2175 4.38765 10.1192 26.9531
GT Sense Sense -0.016 Detected 0.016 Detected 0.000 -1.653 Comprom -2.082 Comprom -1.868 0.013 GT Sens contig605 contig605 Unknown   GTTGATGcontig605 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig605 Solyc05g018000.1.1 AT5G4475REV1, AT   REV1; DN     chr5:180  17.9325 14.3389 13.026 12.8304 5.38851 3.86395
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -1.201 Detected -1.397 Detected -1.299 0.019 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  69.3707 67.1149 49.0644 22.3371 31.3745 26.4422
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.116 Detected -1.025 Detected -1.070 0.012 GT Sens contig608 contig608 AE family                ATACAGT contig608 Solyc01g Solyc01g AE family                GO:00054 GO:00054      contig608 Solyc01g AE family                 GO:00054 SL2.40ch AT3G62270.1  anion exc     chr3:230  5332.43 4834.64 4293.12 1567.02 2476.62 2545.14
GT Sense Sense -0.409 Detected 0.409 Detected 0.000 -1.618 Detected -1.538 Detected -1.578 0.062 GT Sens contig609 contig609 Calmodul              AAGTCAT contig609 Solyc06g Solyc06g Calmodul              GO:00055 GO:00055    contig609 Solyc06g Calmodul               GO:00055 SL2.40ch AT3G47480.1  calcium-b       chr3:174  159.82 220.097 61.9571 64.1169 64.5824 65.9094
GT Sense Sense -0.512 Detected 0.512 Detected 0.000 -1.558 Detected -1.042 Detected -1.300 0.151 GT Sens contig610 contig610 Aromatic               GTGGGT contig610 Solyc07g Solyc07g Aromatic               GO:00065 |GO:00040   contig610 Solyc07g Aromatic                GO:00040 SL2.40ch AT2G20340.1  tyrosine    chr2:877  739.639 1174.91 687.864 1173.18 334.638 461.975
GT Sense Sense -0.518 Detected 0.518 Detected 0.000 -1.301 Detected -1.628 Detected -1.464 0.115 GT Sens contig610 contig610 Bifunction                 TATGTTT contig610 Solyc05g Solyc05g Bifunction                 GO:00081 GO:00081    contig610 Solyc05g Bifunction                  GO:00480 SL2.40ch AT3G4644UXS5  UXS5; UD     chr3:170  101.751 163.157 93.9831 146.608 55.2747 42.5318
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 -1.187 Comprom -1.082 Comprom -1.135 0.042 GT Sens contig611 contig611 Unknown   TAATCAA contig611 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig611 Solyc08g Unknown Protein (A  SL2.40ch AT2G16940.1  RNA reco      chr2:734  10.8554 11.7433 9.7146 8.02992 5.24098 5.44185
GT Sense Sense -0.213 Detected 0.213 Detected 0.000 -1.065 Detected -0.963 Detected -1.014 0.044 GT Sens contig614 contig614 Unknown   ATGCGAGcontig614 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig614 Solyc00g011130.1.1 AT2G30870.1 3478.28 3654.75 2312 2835.78 1801.05 1866.28
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -1.717 Detected -1.110 Detected -1.414 0.044 GT Sens contig614 contig614 Dihydrofla               CCCATTAcontig614 Solyc01g Solyc01g Dihydrofla               GO:00081 GO:00081           contig614 Solyc01g Dihydrofla                GO:00166 SL2.40ch AT5G24740.1  INVOLVE                                                                    chr5:847  52.27 38.7189 35.974 75.6141 14.4605 21.2676
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.974 Detected -1.972 Detected -1.973 0.001 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  118.097 98.5314 50.1839 64.5436 29.0263 28.0543
GT Sense Sense -0.301 Detected 0.301 Detected 0.000 -1.678 Detected -1.279 Detected -1.478 0.055 GT Sens contig620 contig620 FIP1 (AHR           CCAGTGTcontig620 Solyc03g Solyc03g FIP1 (AHRD V1 **-- B6TFD3 MA         contig620 Solyc03g FIP1 (AHRD V1 **-- B         SL2.40ch AT5G23350.1  GRAM do       chr5:785  744.881 883.233 442.468 266.484 267.98 340.994
GT Sense Sense -0.058 Detected 0.058 Detected 0.000 -1.154 Detected -1.097 Detected -1.126 0.003 GT Sens contig622 contig622 Unknown   GTGACGAcontig622 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig622 Solyc10g Unknown Protein (A  SL2.40ch AT4G31680.1  transcrip       chr4:153  75.9187 64.3082 41.7714 52.5716 33.1878 33.3259
GT Sense Sense -0.713 Detected 0.713 Detected 0.000 -2.270 Comprom -1.621 Comprom -1.946 0.131 GT Sens contig623 contig623 Heat shoc                   TTTCATC contig623 Solyc04g Solyc04g Heat shoc                   GO:00069 GO:00069   contig623 Solyc04g Heat shoc                    GO:00069 SL2.40ch AT4G01920.1  DC1 dom    chr4:829  11.4423 24.0327 2.76259 10.1976 3.63288 5.50133
GT Sense Sense 0.138 Detected -0.138 Detected 0.000 -1.801 Detected -1.356 Detected -1.578 0.026 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  125.991 81.3849 34.0525 23.8585 30.7201 40.374
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.427 Detected -0.946 Detected -1.187 0.042 GT Sens contig624 contig624 Unknown   ACAGATT contig624 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig624 Solyc01g Ulp1 protease family         SL2.40ch AT3G0150CA1  CA1 (CAR          chr3:195  71.5007 62.0682 44.5984 33.0695 26.1761 35.2783
GT Sense Sense -0.827 Detected 0.827 Detected 0.000 -5.760 Detected -0.976 Detected -3.368 0.315 GT Sens contig627 contig627 Expansin               CACCACCcontig627 Solyc08g Solyc08g Expansin-like protein (AHRD V             contig627 Solyc08g Expansin-like protei               SL2.40ch AT5G59480.2  haloacid      chr5:239  414.481 1019.24 222.152 17.9624 12.6761 337.245
GT Sense Sense 0.055 Detected -0.055 Detected 0.000 -1.056 Detected -1.372 Detected -1.214 0.018 GT Sens contig636 contig636 CONSTAN               GGGAAAAcontig636 Solyc02g Solyc02g CONSTAN               GO:00037 GO:00037        contig636 Solyc02g089500.2.1 AT5G1585COL1, AT   COL1 (co         chr5:517  37.7942 27.3569 18.1364 16.5908 16.34 12.6795
GT Sense Sense -1.097 Detected 1.097 Detected 0.000 -0.958 Detected -2.093 Comprom -1.526 0.342 GT Sens contig636 contig636 Cytochro                 GGGACAAcontig636 Solyc10g Solyc10g Cytochro                 GO:00198 GO:00198   contig636 Solyc10g Cytochro  GO:00198 SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  11.5822 41.4179 16.8798 11.5224 11.9118 5.23965
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -0.884 Detected -1.349 Detected -1.116 0.042 GT Sens contig640 contig640 Unknown   AATGACGcontig640 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig640 Solyc11g Unknown Protein (A  SL2.40ch AT2G4448BGLU17  BGLU17             chr2:183  45.6794 38.1747 24.8182 22.8891 23.9162 16.7255
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 -2.856 Detected -2.569 Detected -2.712 0.006 GT Sens contig647 contig647 Integrase        CAGCATTcontig647 Solyc06g Solyc06g Integrase core domain contain      contig647 Solyc06g Integrase core doma       SL2.40ch AT5G46380.1  unknown   chr5:188  248.798 243.1 78.0798 88.8349 35.908 42.298
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 -1.389 Detected -1.218 Detected -1.304 0.038 GT Sens contig652 contig652 Acyl-CoA                 GTTCCTAcontig652 Solyc02g Solyc02g Acyl-CoA                 GO:00188 GO:00188     contig652 Solyc02g Acyl-CoA                  GO:00162 SL2.40ch AT5G18890.1  inosine-u        chr5:630  220.975 243.497 167.07 86.8958 93.6082 101.721
GT Sense Sense 0.224 Detected -0.224 Detected 0.000 -1.245 Detected -0.969 Detected -1.107 0.052 GT Sens contig653 contig653 Unknown   CGGACG contig653 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig653 Solyc02g Unknown Protein (A  SL2.40ch AT3G4596ATEXLA3        ATEXLA3      chr3:168  109.412 62.6838 101.138 79.0495 36.9305 43.1783
GT Sense Sense -0.562 Detected 0.562 Detected 0.000 -2.074 Detected -2.381 Detected -2.228 0.062 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  110.503 188.272 48.9909 62.6021 36.1966 28.2542
GT Sense Sense -0.553 Detected 0.553 Detected 0.000 -3.667 Comprom -1.228 Detected -2.447 0.209 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  16.5208 27.8088 4.0629 1.88997 1.78387 9.33521
GT Sense Sense -0.278 Detected 0.278 Detected 0.000 -2.041 Comprom -0.898 Detected -1.470 0.147 GT Sens contig658 contig658 Unknown   CTTGTTT contig658 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig658 Solyc05g Mutator-like transpo                SL2.40ch AT5G01480.1  DC1 dom    chr5:192  22.2829 25.6056 14.1121 18.4051 6.13341 13.0808
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 -2.262 Detected -2.076 Detected -2.169 0.006 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  296.175 283.705 118.659 137.867 63.8796 70.1391
GT Sense Sense -0.149 Detected 0.149 Detected 0.000 -1.129 Detected -1.234 Detected -1.181 0.017 GT Sens contig667 contig667 Metacasp                ACCCTAT contig667 Solyc10g Solyc10g Metacasp                GO:00065 GO:00065 contig667 Solyc10g Metacasp                 GO:00065 SL2.40ch AT5G0420AtMC9  AtMC9 (m      chr5:115  664.852 638.686 297.85 539.954 314.979 282.637
GT Sense Sense -0.714 Detected 0.714 Detected 0.000 -1.508 Detected -1.559 Detected -1.533 0.165 GT Sens contig672 contig672 Short-cha                AATGTGCcontig672 Solyc01g Solyc01g Short-cha                GO:00081 GO:00081  contig672 Solyc01g Short-cha                 GO:00081 SL2.40ch AT1G54870.1  binding /    chr1:204  24.9924 52.5514 32.1179 3.10231 13.4687 12.5531
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -5.057 Comprom -4.893 Comprom -4.975 0.002 GT Sens contig674 contig674 Disease r             CCTTGCAcontig674 Solyc02g Solyc02g Disease r             GO:00069 GO:00069  contig674 Solyc02g Cc-nbs, re   GO:00069 SL2.40ch AT4G28410.1 55.9787 56.8047 2.05147 2.04438 1.78998 1.93648
GT Sense Sense 0.398 Detected -0.398 Detected 0.000 -0.982 Detected -1.120 Detected -1.051 0.121 GT Sens contig678 contig678 Unknown   AGAAATAcontig678 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig678 Solyc07g 1-aminocy                 GO:00454 SL2.40ch AT4G37170.1  pentatric      chr4:174  31.7273 14.2804 15.3218 14.2944 11.3853 9.99332
GT Sense Sense -0.689 Detected 0.689 Detected 0.000 -2.030 Detected -0.832 Detected -1.431 0.258 GT Sens contig680 contig680 Transmem       CCAGAAGcontig680 Solyc06g Solyc06g Transmembrane protein 205 (A    contig680 Solyc06g Transmembrane pro      SL2.40ch AT4G3016VLN4, ATV   VLN4 (AR        chr4:147  323.569 657.585 195.484 104.318 119.386 264.476
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.398 Detected -1.098 Detected -1.248 0.028 GT Sens contig682 contig682 Glycosyl                    TAAAACC contig682 Solyc10g Solyc10g Glycosyl                    GO:00059 GO:00059   contig682 Solyc10g Glycosyl                     GO:00059 SL2.40ch AT5G66540.1  FUNCTIO                                                                          chr5:265  36.1793 34.8175 34.0704 34.93 14.2341 16.9135
GT Sense Sense -0.242 Detected 0.242 Detected 0.000 -2.875 Comprom -2.714 Comprom -2.795 0.008 GT Sens contig685 contig685 Sesquiter                 TTCTACAcontig685 Solyc01g Solyc01g Sesquiter                 GO:00081 GO:00081  contig685 Solyc01g Sesquiter                  GO:00168 SL2.40ch AT5G4872XRI, XRI1  XRI1 (X-R      chr5:197  11.6452 12.7327 4.55593 1.8723 1.75405 1.89334
GT Sense Sense -1.145 Detected 1.145 Detected 0.000 -1.989 Detected -1.726 Detected -1.857 0.248 GT Sens contig689 contig689 Speckle-t                TCCTTTGcontig689 Solyc02g Solyc02g Speckle-t                GO:00056 GO:00056    contig689 Solyc02g Speckle-t                 GO:00305 SL2.40ch AT5G6748BT4  BT4 (BTB            chr5:269  376.225 1437.24 214.672 239.96 195.758 226.88
GT Sense Sense -0.236 Detected 0.236 Detected 0.000 -1.251 Detected -0.855 Detected -1.053 0.076 GT Sens contig692 contig692 Lipase-lik               CCTACTT contig692 Solyc08g Solyc08g Lipase-lik               GO:00477 GO:00477      contig692 Solyc08g Lipase-lik                GO:00477 SL2.40ch AT1G06250.1  lipase cla      chr1:191  46.3546 50.2911 37.4723 18.2364 21.439 27.2381
GT Sense Sense -0.359 Detected 0.359 Detected 0.000 -1.593 Detected -1.059 Detected -1.326 0.098 GT Sens contig694 contig694 Cytochro                 ATATGTCcontig694 Solyc08g Solyc08g Cytochro                 GO:00198 GO:00198   contig694 Solyc08g Cytochro  GO:00198 SL2.40ch AT3G2622CYP71B3  CYP71B3               chr3:959  726.01 933.941 745.869 2044.02 288.506 403.398
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.426 Detected -1.326 Detected -1.376 0.003 GT Sens contig695 contig695 Calmodul                CCATGGGcontig695 Solyc12g Solyc12g Calmodulin binding protein (AH              contig695 Solyc12g Calmodulin binding               SL2.40ch AT2G2618IQD6  IQD6 (IQ-      chr2:111  82.4942 69.5358 52.3441 62.6534 29.7861 30.8344
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -3.757 Comprom -2.966 Comprom -3.362 0.020 GT Sens contig697 contig697 Unknown   TAAGGTCcontig697 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig697 Solyc11g Unknown Protein (A  SL2.40ch AT3G14330.1  pentatric      chr3:477  21.1582 24.6387 11.8717 2.08035 1.78501 2.9809
GT Sense Sense -0.511 Detected 0.511 Detected 0.000 -1.606 Comprom -0.962 Detected -1.284 0.168 GT Sens contig697 contig697 Os03g029                   TGAGGAGcontig697 Solyc10g Solyc10g Os03g0291800 protein (Fragm                  contig697 Solyc10g Os03g0291800 prote                   SL2.40ch AT2G38320.1  unknown   chr2:160  19.0936 30.3207 11.2714 22.644 8.35513 12.6058
GT Sense Sense -0.069 Detected 0.069 Detected 0.000 -1.826 Detected -2.589 Comprom -2.207 0.030 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  36.2323 31.1514 4.29139 4.88159 10.0178 5.69546
GT Sense Sense -0.266 Detected 0.266 Detected 0.000 -1.022 Detected -1.828 Detected -1.425 0.098 GT Sens contig706 contig706 NADH deh                  GGGTCC contig706 Solyc11g Solyc11g NADH deh                  GO:00551 GO:00551  contig706 Solyc11g NADH deh                   GO:00551 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  207.199 234.179 149.668 156.484 114.659 63.3106
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -2.580 Comprom -1.870 Comprom -2.225 0.037 GT Sens contig712 contig712 Carbonic                AGAGCACcontig712 Solyc10g Solyc10g Carbonic                GO:00067 GO:00067   contig712 Solyc10g Carbonic                 GO:00067 SL2.40ch AT4G2099ATACA4,   ACA4 (AL           chr4:112  26.8183 30.0845 21.903 5.31626 5.01904 7.92906
GT Sense Sense -0.213 Detected 0.213 Detected 0.000 -1.021 Comprom -1.397 Comprom -1.209 0.051 GT Sens contig714 contig714 LOB dom                TCTCTCT contig714 Solyc03g Solyc03g LOB dom                GO:00055 GO:00055   contig714 Solyc03g LOB dom                 GO:00055 SL2.40ch AT1G6562AS2  AS2 (ASY       chr1:244  13.8798 14.5754 6.37097 3.31559 7.40985 5.51223
GT Sense Sense -0.436 Detected 0.436 Detected 0.000 -2.464 Detected -1.313 Detected -1.889 0.120 GT Sens contig723 contig723 Phosphol               ATCCTGTcontig723 Solyc08g Solyc08g Phosphol               GO:00055 GO:00055     contig723 Solyc08g Phosphol                GO:00055 SL2.40ch AT4G0024PLDBETA   PLDBETA     chr4:106  5213.25 7461.33 3376.38 1568.72 1194.43 2560.89
GT Sense Sense -0.122 Detected 0.122 Detected 0.000 -2.252 Detected -2.537 Detected -2.395 0.006 GT Sens contig723 contig723 Retroelem                  TGACGAGcontig723 Solyc12g Solyc12g Retroelement pol polyprotein-l                 contig723 Solyc12g Retroelement pol po                 SL2.40ch ATMG008 ORF170  hypothet    chrM:228  325.77 301.457 76.8576 99.0612 69.542 55.0798
GT Sense Sense 0.305 Detected -0.305 Detected 0.000 -1.367 Detected -1.547 Detected -1.457 0.044 GT Sens contig724 contig724 WRKY tra              CTACAACcontig724 Solyc08g Solyc08g WRKY tra              GO:00037 GO:00037       contig724 Solyc08g WRKY tra               GO:00037 SL2.40ch AT4G238 WRKY53,   WRKY53;            chr4:123  1196.6 612.947 491.127 241.623 350.873 299.022
GT Sense Sense 0.408 Detected -0.408 Detected 0.000 -6.060 Comprom -1.315 Detected -3.687 0.265 GT Sens contig728 contig728 Multidrug                  CACAAGGcontig728 Solyc08g Solyc08g Multidrug                  GO:00152 GO:00152      contig728 Solyc08g Multidrug                   GO:00152 SL2.40ch AT4G23030.1  MATE eff    chr4:120  444.415 197.2 302.343 62.1504 4.69088 121.387
GT Sense Sense -0.357 Detected 0.357 Detected 0.000 -2.429 Detected -1.636 Detected -2.032 0.062 GT Sens contig729 contig729 Calmodul               TCCAAAT contig729 Solyc03g Solyc03g Calmodul               GO:00055 GO:00055  contig729 Solyc03g Calmodul                GO:00055 SL2.40ch AT1G73805.1  calmodu    chr1:277  765.077 980.442 289.796 170.007 169.978 284.362
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -1.799 Detected -1.397 Detected -1.598 0.019 GT Sens contig733 contig733 Glycosylt                     CAGGAGAcontig733 Solyc03g Solyc03g Glycosyltransferase CAZy fam                    contig733 Solyc03g Glycosyltransferase                     SL2.40ch AT1G63420.1 50.4872 45.1874 27.0934 50.6153 14.5105 18.5056
GT Sense Sense 0.039 Detected -0.039 Detected 0.000 -2.696 Detected -2.289 Detected -2.492 0.007 GT Sens contig740 contig740 HMG type                 GCAGATTcontig740 Solyc06g Solyc06g HMG type                 GO:00037 GO:00037      contig740 Solyc06g HMG type                  GO:00037 SL2.40ch AT5G54550.1  unknown   chr5:221  1081.62 801.15 116.414 77.801 151.823 194.381
GT Sense Sense -0.213 Detected 0.213 Detected 0.000 -2.668 Detected -2.653 Detected -2.661 0.006 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  3233.61 3397.74 967.387 1052.14 551.307 537.532
GT Sense Sense -0.432 Detected 0.432 Detected 0.000 -2.422 Comprom -1.769 Comprom -2.095 0.061 GT Sens contig743 contig743 Disease r       AAGATTCcontig743 Solyc02g Solyc02g Disease resistance protein (Fr     contig743 Solyc04g PHD finge                 GO:00036 SL2.40ch AT5G38340.1  disease r       chr5:153  10.2422 14.5723 10.7259 6.54414 2.41001 3.65639
GT Sense Sense -0.205 Detected 0.205 Detected 0.000 -1.453 Detected -1.400 Detected -1.426 0.020 GT Sens contig764 contig764 Unknown   TTGGCTTcontig764 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig764 Solyc02g Unknown Protein (A  SL2.40ch AT2G27630.1  ubiquitin    chr2:117  3127.54 3249.94 1905.13 2150.37 1230.57 1232.88
GT Sense Sense -0.884 Detected 0.884 Detected 0.000 -3.044 Comprom -1.349 Detected -2.197 0.215 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  17.7213 47.1848 33.1746 4.04714 3.70415 11.5792
GT Sense Sense -0.588 Detected 0.588 Detected 0.000 -4.271 Comprom -1.268 Detected -2.769 0.228 GT Sens contig767 contig767 Unknown   TTGCTTGcontig767 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig767 Solyc07g Unknown Protein (A  SL2.40ch AT5G1856PUCHI  PUCHI; D       chr5:616  26.016 45.9412 8.27706 5.86954 1.89291 14.6492
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -0.989 Detected -1.150 Detected -1.069 0.018 GT Sens contig768 contig768 Unknown   GCCTAGGcontig768 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig768 Solyc11g Unknown Protein (A  SL2.40ch AT5G0597NEDD1  NEDD1 (N            chr5:179  56.1282 52.0758 34.0326 28.6374 28.7794 24.8663
GT Sense Sense -0.281 Detected 0.281 Detected 0.000 -1.620 Detected -0.808 Detected -1.214 0.133 GT Sens contig772 contig772 TMV resp      AGGACTTcontig772 Solyc04g Solyc04g TMV response-related protein    contig772 Solyc04g TMV response-relat      SL2.40ch AT1G56550.1  UDP-xylo   chr1:211  2040.46 2356.16 1360.63 761.786 753.73 1277.47
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -2.295 Detected -2.085 Detected -2.190 0.005 GT Sens contig776 contig776 Unknown   AGGCAGAcontig776 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig776 Solyc05g Unknown Protein (A  SL2.40ch AT4G23220.1  kinase  chr4:121  1739.45 1573.78 746.074 824.763 356.282 397.777
GT Sense Sense -0.296 Detected 0.296 Detected 0.000 -2.195 Comprom -1.608 Comprom -1.902 0.045 GT Sens contig783 contig783 Serine ca                TATCGACcontig783 Solyc01g Solyc01g Serine ca                GO:00041 GO:00041     contig783 Solyc01g Serine ca                 GO:00428 SL2.40ch AT5G0826scpl35  scpl35 (s       chr5:265  24.2517 28.5871 15.6414 5.14857 6.07717 8.81217
GT Sense Sense -0.656 Detected 0.656 Detected 0.000 -1.636 Detected -1.467 Detected -1.551 0.144 GT Sens contig790 contig790 Laccase (           TAAAGGTcontig790 Solyc09g Solyc09g Laccase (           GO:00480 GO:00480  contig790 Solyc09g Laccase (            GO:00043 SL2.40ch AT5G6002LAC17, AT   LAC17 (la     chr5:241  97.2881 188.841 107.158 115.794 46.1038 50.0138
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 -1.745 Detected -1.626 Detected -1.686 0.017 GT Sens contig794 contig794 Unknown   CGCATCAcontig794 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig794 Solyc11g Unknown Protein (A  SL2.40ch AT5G35926.1 2167.8 2272.52 1044.07 1126.77 699.968 733.514
GT Sense Sense 0.290 Detected -0.290 Detected 0.000 -1.316 Detected -1.030 Detected -1.173 0.068 GT Sens contig794 contig794 Unknown   TTGAAACcontig794 Solyc06g Solyc06g Unknown Protein (AHRD V1);O contig794 Solyc06g Unknown   GO:00059 SL2.40ch AT3G11490.1  rac GTPa      chr3:361  3492.49 1825.69 1084.58 1198.02 1071.78 1261.31
GT Sense Sense -1.098 Detected 1.098 Detected 0.000 -3.289 Detected -0.977 Detected -2.133 0.313 GT Sens contig796 contig796 Peroxidas               TAGTGGAcontig796 Solyc11g Solyc11g Peroxidas               GO:00551 GO:00551  contig796 Solyc11g Peroxidas                GO:00551 SL2.40ch AT2G41480.1  electron       chr2:172  361.557 1294.81 160.454 29.9679 73.9778 354.631
GT Sense Sense 0.279 Detected -0.279 Detected 0.000 -2.993 Detected -2.755 Detected -2.874 0.011 GT Sens contig796 contig796 Unknown   TGAAGCTcontig796 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig796 Solyc07g026990.1.1 AT5G24280.1  EXPRESS                                                            chr5:825  729.74 387.631 450.001 215.989 70.5978 80.3813
GT Sense Sense -0.668 Detected 0.668 Detected 0.000 -4.692 Comprom -2.867 Detected -3.780 0.079 GT Sens contig805 contig805 Calmodul              CGATGGGcontig805 Solyc03g Solyc03g Calmodul              GO:00055 GO:00055   contig805 Solyc03g Calmodul               GO:00055 SL2.40ch AT5G58000.1  LOCATE                                                         chr5:234  117.106 231.027 46.1719 15.8581 6.72304 23.0089
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -1.393 Detected -0.996 Detected -1.194 0.041 GT Sens contig806 contig806 Unknown   TAAGAGAcontig806 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig806 Solyc01g Unknown Protein (A  SL2.40ch AT5G6444AtFAAH  AtFAAH (           chr5:257  443.315 280.816 244.084 123.714 142.023 180.484
GT Sense Sense 0.185 Detected -0.185 Detected 0.000 -1.203 Detected -1.444 Detected -1.323 0.027 GT Sens contig812 contig812 Unknown   GCTATTAcontig812 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig812 Solyc01g Unknown Protein (A  SL2.40ch AT4G01895.1  systemic        chr4:819  355.779 215.09 281.01 150.994 126.977 103.769
GT Sense Sense -0.298 Detected 0.298 Detected 0.000 -1.226 Comprom -1.311 Comprom -1.269 0.052 GT Sens contig814 contig814 Unknown   CGTTAAT contig814 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig814 Solyc07g Unknown Protein (A  SL2.40ch AT1G1374AFP2  AFP2 (AB       chr1:471  13.9875 16.5319 11.7593 9.72655 6.86872 6.25399
GT Sense Sense 0.352 Detected -0.352 Detected 0.000 -0.927 Detected -1.302 Detected -1.115 0.108 GT Sens contig815 contig815 Ring finge                GTGAGAAcontig815 Solyc04g Solyc04g Ring finge                GO:00082 GO:00082   contig815 Solyc04g Protein ph                   GO:00055 SL2.40ch AT2G18938.1 64.4857 30.9462 62.202 47.4476 24.8251 18.4885
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -0.942 Detected -1.110 Detected -1.026 0.031 GT Sens contig818 contig818 U6 snRNA                    TGAATTGcontig818 Solyc09g Solyc09g U6 snRNA-associated Sm-like p                   contig818 Solyc09g U6 snRNA-associate                     SL2.40ch AT5G2772emb1644  emb1644     chr5:981  386.399 239.876 338.388 266.317 167.497 143.899
GT Sense Sense -0.807 Detected 0.807 Detected 0.000 -3.229 Detected -1.550 Detected -2.389 0.177 GT Sens contig818 contig818 Glutamine             ATGGGG contig818 Solyc02g Solyc02g Glutamine             GO:00065 GO:00065   contig818 Solyc02g Glutamine              GO:00065 SL2.40ch AT5G38200.1  hydrolas   chr5:152  1537.76 3676.89 396.458 177.154 268.086 828.732
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.115 Detected -1.087 Detected -1.101 0.002 GT Sens contig821 contig821 Unknown   TAGTGGCcontig821 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig821 Solyc07g S8-RNase              GO:00338 SL2.40ch AT2G43610.1 195.757 142.52 123.087 152.002 81.5104 80.246
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.072 Detected -0.938 Detected -1.005 0.015 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  54.3134 49.1503 35.7353 36.2119 25.9783 27.5109
GT Sense Sense 0.021 Detected -0.021 Detected 0.000 -3.414 Comprom -3.283 Comprom -3.348 0.000 GT Sens contig825 contig825 Gag-pol p                CGATACAcontig825 Solyc01g Solyc01g Gag-pol polyprotein (AHRD V1              contig825 Solyc01g Gag-pol polyprotein                SL2.40ch AT4G3574RecQl3  RecQl3; A           chr4:169  37.5337 28.4911 6.45068 6.49115 3.24345 3.42871
GT Sense Sense -0.867 Detected 0.867 Detected 0.000 -5.143 Detected -0.978 Detected -3.060 0.308 GT Sens contig827 contig827 Patatin-lik              TTGGTAAcontig827 Solyc02g Solyc02g Patatin-lik              GO:00046 GO:00046   contig827 Solyc02g Patatin-lik               GO:00046 SL2.40ch AT1G61390.2  S-locus p     chr1:226  249.917 649.551 184.016 15.9441 12.0551 208.78
GT Sense Sense -0.576 Detected 0.576 Detected 0.000 -1.581 Detected -0.990 Detected -1.286 0.185 GT Sens contig827 contig827 Seed mat       TCAAGAT contig827 Solyc03g Solyc03g Seed maturation protein PM41    contig827 Solyc03g Seed maturation pro      SL2.40ch AT3G11920.1  glutaredo   chr3:377  364.158 632.765 256.185 223.881 169.582 246.553
GT Sense Sense 0.223 Detected -0.223 Detected 0.000 -2.156 Comprom -3.305 Comprom -2.730 0.047 GT Sens contig831 contig831 Subtilisin               AAGGATAcontig831 Solyc12g Solyc12g Subtilisin               GO:00065 GO:00065 contig831 Solyc12g Subtilisin                GO:00065 SL2.40ch AT4G11690.1  pentatric      chr4:705  29.0831 16.6842 3.105 2.31575 5.22319 2.27472
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -2.470 Detected -2.850 Detected -2.660 0.006 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  129.79 91.8649 23.288 27.4102 20.8362 15.45
GT Sense Sense -0.076 Detected 0.076 Detected 0.000 -1.148 Detected -1.110 Detected -1.129 0.005 GT Sens contig832 contig832 Unknown   TAAAAAC contig832 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig832 Solyc05g Unknown Protein (A  SL2.40ch AT4G03728.1  unknown   chr4:165  23.6011 20.5035 51.9574 32.5251 10.4906 10.4012
GT Sense Sense -0.367 Detected 0.367 Detected 0.000 -0.864 Detected -1.515 Detected -1.189 0.136 GT Sens contig833 contig833 Cytochro                    CCCTTTT contig833 Solyc11g Solyc11g Cytochro                    GO:00160 GO:00160 contig833 Solyc11g Cytochro                     GO:00160 SL2.40ch ATCG010 YCF5  hypothet    chrC:114  262.27 341.081 291.822 306.595 173.678 106.796
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -2.027 Detected -1.253 Detected -1.640 0.059 GT Sens contig839 contig839 Pyruvate               ATTTCAA contig839 Solyc09g Solyc09g Pyruvate               GO:00055 GO:00055      contig839 Solyc09g Pyruvate                GO:00055 SL2.40ch AT5G5496PDC2  PDC2 (py               chr5:223  1022.07 983.668 603.969 251.699 260.1 429.386
GT Sense Sense -0.472 Detected 0.472 Detected 0.000 -2.017 Detected -1.367 Detected -1.692 0.098 GT Sens contig842 contig842 CBL-inter                 CGTTGAGcontig842 Solyc06g Solyc06g CBL-inter                 GO:00046 GO:00046     contig842 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT5G458 CIPK19, S   CIPK19 (C               chr5:185  1761.04 2649.86 929.8 776.526 564.005 854.806
GT Sense Sense -1.016 Detected 1.016 Detected 0.000 -3.476 Comprom -3.243 Comprom -3.360 0.081 GT Sens contig847 contig847 Pentatrico                    AATACTA contig847 Solyc07g Solyc07g Pentatricopeptide (PPR) repea                   contig847 Solyc07g Pentatricopeptide (P                    SL2.40ch AT5G43690.1  sulfotran     chr5:175  12.9914 41.503 24.0387 4.05699 2.2053 2.50198
GT Sense Sense -0.339 Detected 0.339 Detected 0.000 -1.289 Detected -1.132 Detected -1.210 0.074 GT Sens contig847 contig847 Fatty acid                  TTGGATCcontig847 Solyc08g Solyc08g Fatty acid                  GO:00043 GO:00043      contig847 Solyc08g Fatty acid                   GO:00043 SL2.40ch AT4G290 AIM1  AIM1 (AB       chr4:142  1062.04 1328.73 1113.64 693.595 513.951 553.25
GT Sense Sense 0.166 Detected -0.166 Detected 0.000 -2.862 Comprom -2.406 Comprom -2.634 0.011 GT Sens contig851 contig851 Unknown   CCAAATAcontig851 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig851 Solyc04g Unknown Protein (A  SL2.40ch AT2G4335ATGPX3  ATGPX3       chr2:180  59.3057 36.8019 21.9863 15.5686 6.79122 8.99244
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 -1.551 Detected -1.062 Detected -1.306 0.055 GT Sens contig851 contig851 10-deacet              TGCTGTGcontig851 Solyc01g Solyc01g 10-deacet              GO:00167 GO:00167          contig851 Solyc01g 10-deacet               GO:00167 SL2.40ch AT3G62160.1  transfera     chr3:230  104.52 108.881 65.3899 77.2321 38.4816 52.1367
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 -2.064 Detected -0.950 Detected -1.507 0.133 GT Sens contig857 contig857 Serine C-                  TGTAAGCcontig857 Solyc08g Solyc08g Serine C-                  GO:00055 GO:00055      contig857 Solyc08g Serine C-                   GO:00055 SL2.40ch AT4G3648ATLCB1,     ATLCB1         chr4:172  87.8327 97.3357 41.4736 12.6198 23.3636 48.8502
GT Sense Sense -0.613 Detected 0.613 Detected 0.000 -2.471 Detected -1.249 Detected -1.860 0.165 GT Sens contig857 contig857 Auxin res                 AGTCTACcontig857 Solyc03g Solyc03g Auxin res                 GO:00055 GO:00055  contig857 Solyc03g Auxin res                  GO:00055 SL2.40ch AT3G10810.1  zinc finge        chr3:338  2847.55 5205.11 2711.2 475.323 733.969 1653.31
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.211 Detected -1.180 Detected -1.195 0.004 GT Sens contig862 contig862 Cysteine-                   TTAGTTT contig862 Solyc03g Solyc03g Cysteine-rich receptor-like pro                  contig862 Solyc08g Protein se                GO:00163 SL2.40ch AT4G38950.2 261.788 228.16 314.453 287.059 111.603 110.085
GT Sense Sense -0.583 Detected 0.583 Detected 0.000 -1.163 Detected -1.022 Detected -1.093 0.204 GT Sens contig862 contig862 Peroxidas              AAGGCATcontig862 Solyc03g Solyc03g Peroxidas              GO:00551 GO:00551   contig862 Solyc03g Peroxidas               GO:00046 SL2.40ch AT4G31760.1  peroxida    chr4:153  272.016 476.824 284.853 366.67 169.968 180.95
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -1.830 Detected -1.366 Detected -1.598 0.026 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  3311.9 3087.81 1662.61 1250.66 950.458 1266.29
GT Sense Sense -0.348 Detected 0.348 Detected 0.000 -1.876 Comprom -1.004 Comprom -1.440 0.123 GT Sens contig878 contig878 O-methylt              TTTAGTCcontig878 Solyc02g Solyc02g O-methylt              GO:00469 GO:00469   contig878 Solyc02g O-methylt               GO:00081 SL2.40ch AT5G5416ATOMT1,   ATOMT1          chr5:219  13.0291 16.498 8.45109 2.37387 4.22064 7.45791
GT Sense Sense -1.036 Detected 1.036 Detected 0.000 -2.614 Detected -1.108 Detected -1.861 0.283 GT Sens contig881 contig881 Beta-fruct               GTTTACCcontig881 Solyc03g Solyc03g Beta-fruct               GO:00059 GO:00059     contig881 Solyc03g Beta-fruct                GO:00045 SL2.40ch AT5G1192AtcwINV6  AtcwINV6           chr5:383  82.5712 271.413 41.6226 31.0635 25.8437 70.8666
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -0.854 Detected -1.194 Detected -1.024 0.031 GT Sens contig884 contig884 Unknown   TCACATAcontig884 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig884 Solyc11g Unknown Protein (A  SL2.40ch AT3G46086.1 60.2479 52.1044 38.7819 44.9125 32.7578 24.9836
GT Sense Sense -0.065 Detected 0.065 Detected 0.000 -1.329 Detected -0.947 Detected -1.138 0.030 GT Sens contig889 contig889 Transcrip                  TTGCAGCcontig889 Solyc06g Solyc06g Transcrip                  GO:00037 GO:00037      contig889 Solyc06g Transcrip                   GO:00037 SL2.40ch AT5G59570.1  myb fami     chr5:240  810.248 693.24 618.011 369.857 315.299 396.777
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -1.273 Comprom -0.921 Comprom -1.097 0.025 GT Sens contig890 contig890 GRF zinc                 CCTTTGAcontig890 Solyc09g Solyc09g GRF zinc                 GO:00082 GO:00082   contig890 Solyc09g GRF zinc                  GO:00082 SL2.40ch AT5G59600.1  pentatric      chr5:240  17.1139 13.3461 13.4385 14.6333 6.61043 8.14684
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -1.698 Detected -1.914 Detected -1.806 0.006 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  478.18 427.355 212.149 239.708 147.287 122.407
GT Sense Sense -0.078 Detected 0.078 Detected 0.000 -1.783 Detected -1.825 Detected -1.804 0.002 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  116.704 101.587 54.9329 62.0501 33.4406 31.3624
GT Sense Sense -0.087 Detected 0.087 Detected 0.000 -1.149 Detected -1.274 Detected -1.211 0.008 GT Sens contig893 contig893 Unknown   TCAAAAC contig893 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig893 Solyc00g Unknown Protein (A  SL2.40ch AT5G24690.1  INVOLVE                                                                       chr5:845  53.1105 46.8335 29.3341 25.4284 23.7724 21.0456
GT Sense Sense -0.283 Detected 0.283 Detected 0.000 -2.049 Comprom -0.931 Comprom -1.490 0.140 GT Sens contig894 contig894 Mutator-li               AAATAGAcontig894 Solyc00g Solyc00g Mutator-like transposase-like (              contig894 Solyc10g cDNA clon                    GO:00082 SL2.40ch AT5G15040.1 14.081 16.2848 3.6591 10.7909 3.86707 8.10305
GT Sense Sense -1.656 Detected 1.656 Detected 0.000 -6.776 Comprom -1.821 Detected -4.299 0.286 GT Sens contig901 contig901 Alpha-hum                CTCCCAGcontig901 Solyc01g Solyc01g Alpha-hum                GO:00800 GO:00800      contig901 Solyc01g Alpha-hum                 GO:00800 SL2.40ch AT1G6168TPS14, AT   TPS14 (T       chr1:227  184.037 1428.6 291.125 25.8471 4.94463 148.064
GT Sense Sense -0.045 Detected 0.045 Detected 0.000 -1.512 Detected -1.373 Detected -1.442 0.003 GT Sens contig902 contig902 cDNA clon                    GAAAAGAcontig902 Solyc11g Solyc11g cDNA clone J033118E13 full in                  contig902 Solyc11g cDNA clone J033118                    SL2.40ch AT3G52900.1  unknown   chr3:196  148.305 123.441 86.7441 109.688 50.1439 53.301
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.865 Detected -1.870 Detected -1.867 0.003 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  581.687 529.522 254.948 286.754 161.006 154.936
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 -2.209 Detected -1.193 Detected -1.701 0.081 GT Sens contig906 contig906 U-box dom               CACAAGAcontig906 Solyc04g Solyc04g U-box dom               GO:00001 GO:00001   contig906 Solyc04g U-box dom                GO:00054 SL2.40ch AT3G5245PUB22  PUB22 (P       chr3:194  7479.51 6677.95 4277.28 1463.48 1615.41 3153.58
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.527 Detected -0.812 Detected -1.170 0.086 GT Sens contig909 contig909 Unknown   GCTTACTcontig909 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig909 Solyc04g Unknown Protein (A  SL2.40ch AT5G01290.1  mRNA gu            chr5:117  14490.1 12714 9112.73 4890.72 4976 7888.55
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 -1.676 Detected -1.776 Detected -1.726 0.010 GT Sens contig910 contig910 Unknown   ACTTTCAcontig910 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig910 Solyc08g Pectinace                GO:00040 SL2.40ch AT1G26976.1 885.646 876.478 743.416 752.855 291.475 262.571
GT Sense Sense -0.364 Detected 0.364 Detected 0.000 -1.646 Detected -1.463 Detected -1.554 0.054 GT Sens contig910 contig910 RING fing                 CTCCGCAcontig910 Solyc12g Solyc12g RING fing                 GO:00082 GO:00082   contig910 Solyc12g RING fing                  GO:00082 SL2.40ch AT4G26580.1  protein b       chr4:134  31.2443 40.4324 30.9669 41.7557 12.006 13.1532
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -1.718 Detected -1.975 Detected -1.846 0.013 GT Sens contig913 contig913 NADH deh                   CCCTTCTcontig913 Solyc12g Solyc12g NADH deh                   GO:00551 GO:00551  contig913 Solyc12g NADH deh                    GO:00160 SL2.40ch ATCG003 PSAB  Encodes             chrC:373  71.7332 70.7533 39.0787 40.1478 22.8853 18.4926
GT Sense Sense 0.047 Detected -0.047 Detected 0.000 -0.837 Detected -1.219 Detected -1.028 0.035 GT Sens contig914 contig914 Unknown   GGGAAAGcontig914 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig914 Solyc12g Unknown Protein (A  SL2.40ch AT5G07810.1  SNF2 dom             chr5:249  45.1782 33.0698 39.7759 29.8792 22.8706 16.9468
GT Sense Sense -0.335 Detected 0.335 Detected 0.000 -1.845 Detected -0.859 Detected -1.352 0.151 GT Sens contig918 contig918 Receptor-              GTGCTCTcontig918 Solyc11g Solyc11g Receptor-              GO:00055 GO:00055  contig918 Solyc11g LRR recep    GO:00046 SL2.40ch AT3G5324AtRLP45  AtRLP45        chr3:197  628.758 782.062 570.198 268.371 206.334 394.469
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.228 Detected -0.916 Detected -1.072 0.032 GT Sens contig918 contig918 Syt1 syna                    TTTTGAAcontig918 Solyc10g Solyc10g Syt1 syna                    GO:00082 GO:00082  contig918 Solyc10g017590.2.1 AT3G6105NTMC2TY    NTMC2T     chr3:225  27.7249 25.5454 28.7598 25.114 12.0095 14.3921
GT Sense Sense 0.018 Detected -0.018 Detected 0.000 -1.081 Detected -1.866 Detected -1.473 0.064 GT Sens contig925 contig925 Delta-6 fa               ACACTTT contig925 Solyc05g Solyc05g Delta-6 fa               GO:00200 GO:00200     contig925 Solyc05g Delta-6 fa                GO:00422 SL2.40ch AT2G46210.1  delta-8 sp     chr2:189  125.686 95.8428 67.2581 77.4303 54.85 30.7182
GT Sense Sense 0.196 Detected -0.196 Detected 0.000 -1.690 Detected -0.912 Detected -1.301 0.096 GT Sens contig936 contig936 SPRY dom      CAGCAAAcontig936 Solyc04g Solyc04g SPRY domain-containing prote     contig936 Solyc04g SPRY domain-conta      SL2.40ch AT2G41170.1  F-box fam    chr2:171  997.411 594.259 529.543 239.85 252.168 417.485
GT Sense Sense 0.309 Detected -0.309 Detected 0.000 -1.680 Detected -1.648 Detected -1.664 0.033 GT Sens contig938 contig938 Unknown   GTAATGTcontig938 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig938 Solyc07g Unknown Protein (A  SL2.40ch AT5G38600.1  proline-ri             chr5:154  75.4412 38.4167 88.604 71.1945 17.7548 17.5298
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.242 Detected -1.205 Detected -1.224 0.000 GT Sens contig953 contig953 Unknown   TGCTGTTcontig953 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig953 Solyc01g Unknown Protein (A  SL2.40ch AT5G6603ATGRIP, G   ATGRIP;    chr5:264  133.43 106.553 83.7152 75.7607 53.2623 52.7595
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -1.386 Detected -1.956 Detected -1.671 0.054 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  2700.47 3144.83 3076.71 2226.47 1178.59 766.266
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -1.469 Detected -1.677 Detected -1.573 0.020 GT Sens contig956 contig956 Unknown   TTATCCGcontig956 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig956 Solyc01g Unknown Protein (A  SL2.40ch AT4G29180.1  leucine-r       chr4:143  111.136 65.9995 49.6554 38.279 32.6968 27.338
GT Sense Sense 0.214 Detected -0.214 Detected 0.000 -1.735 Detected -1.485 Detected -1.610 0.023 GT Sens contig957 contig957 Unknown   TAAAAGCcontig957 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig957 Solyc06g Unknown Protein (A  SL2.40ch AT2G1743ATMLO7,   MLO7 (M         chr2:756  69.7772 40.5457 37.4193 32.7645 16.8886 19.3837
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.772 Detected -2.308 Detected -2.040 0.017 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  609.894 509.055 148.607 156.151 172.427 114.784
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.017 Detected -1.414 Detected -1.215 0.031 GT Sens contig96 contig96 C2H2L do                 CAATGGAcontig96 Solyc05g Solyc05g C2H2L do                 GO:00037 GO:00037      contig96 Solyc05g C2H2L do                  GO:00037 SL2.40ch AT2G0194SGR5, AT   nucleic a          chr2:432  70.4416 48.6744 15.0102 39.9594 30.5874 22.4263
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -0.915 Detected -1.344 Detected -1.130 0.043 GT Sens contig960 contig960 Fasciclin-                TCTGTTAcontig960 Solyc11g Solyc11g Fasciclin-like arabinogalactan               contig960 Solyc11g Fasciclin-like arabin                SL2.40ch AT5G59350.1  unknown   chr5:239  28.9145 26.4021 23.115 17.1562 15.4869 11.1048
GT Sense Sense -0.710 Detected 0.710 Detected 0.000 -2.815 Detected -1.163 Detected -1.989 0.209 GT Sens contig961 contig961 Zinc finge                TTGCACAcontig961 Solyc11g Solyc11g Zinc finge                GO:00056 GO:00056 contig961 Solyc11g Zinc finge                 GO:00056 SL2.40ch AT5G26770.3  unknown   chr5:940  76.842 160.612 25.0346 22.0122 16.689 50.6282
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -1.272 Comprom -1.077 Detected -1.174 0.013 GT Sens contig961 contig961 NAC dom                  TGGTTGTcontig961 Solyc06g Solyc06g NAC dom                  GO:00037 GO:00037      contig961 Solyc06g NAC dom                   GO:00037 SL2.40ch AT1G1226VND4, EM    ANAC007       chr1:416  23.48 20.9173 13.2269 10.6247 9.69712 10.7208
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -1.824 Detected -1.925 Detected -1.875 0.004 GT Sens contig973 contig973 Polyprote     GCACCGGcontig973 Solyc12g Solyc12g Polyprotein (AHRD V1 **-- Q0ZL contig973 Solyc12g Polyprotein (AHRD V   SL2.40ch AT3G0434emb2458  emb2458             chr3:114  95.5847 86.4836 37.3706 39.4629 27.1341 24.4229
GT Sense Sense 0.127 Detected -0.127 Detected 0.000 -1.488 Detected -1.368 Detected -1.428 0.010 GT Sens contig975 contig975 B3 domai                GGAGGA contig975 Solyc02g Solyc02g B3 domai                GO:00063 GO:00063    contig975 Solyc02g026080.1.1 AT3G44440.1 1874.22 1228.39 1337.45 1120.91 571.849 600.013
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.240 Detected -1.054 Detected -1.147 0.024 GT Sens contig976 contig976 Reverse t                   AGAGAGTcontig976 Solyc00g Solyc00g Reverse t                   GO:00062 GO:00062   contig976 Solyc05g Unknown Protein (A  SL2.40ch AT1G21160.1 736.928 463.892 407.486 309.371 261.542 287.258
GT Sense Sense -0.636 Detected 0.636 Detected 0.000 -1.822 Comprom -1.296 Detected -1.559 0.152 GT Sens contig977 contig977 Unknown   TCACTCT contig977 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig977 Solyc02g Unknown Protein (A  SL2.40ch #N/A #N/A #N/A #N/A 26.646 50.2813 26.2284 36.0761 10.9441 15.2117
GT Sense Sense -0.491 Detected 0.491 Detected 0.000 -3.171 Detected -0.882 Detected -2.026 0.245 GT Sens contig982 contig982 1-aminocy                 CTTGATGcontig982 Solyc02g Solyc02g 1-aminocy                 GO:00455 GO:00455    contig982 Solyc02g 1-aminocy                  GO:00455 SL2.40ch AT1G1702SRG1, AT   SRG1 (SE                                    chr1:582  1596.08 2463.98 1220.28 222.049 232.658 1098.18
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -0.886 Detected -1.649 Detected -1.267 0.086 GT Sens contig983 contig983 Calcium-b                  AATGGAGcontig983 Solyc02g Solyc02g Calcium-b                  GO:00316 GO:00316      contig983 Solyc02g Calcium-b                   GO:00316 SL2.40ch AT5G08570.1  pyruvate    chr5:277  493.599 448.399 293.423 363.153 269.122 153.021
GT Sense Sense -0.417 Detected 0.417 Detected 0.000 -2.091 Detected -1.698 Detected -1.895 0.055 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  558.284 778.434 252.202 809.762 163.494 207.327
GT Sense Sense -0.282 Detected 0.282 Detected 0.000 -2.053 Detected -0.964 Detected -1.508 0.133 GT Sens contig990 contig990 Auxin res                CACCCAGcontig990 Solyc08g Solyc08g Auxin res                GO:00037 GO:00037         contig990 Solyc08g Auxin res                 GO:00037 SL2.40ch AT4G0150NGA4  NGA4 (NG     chr4:639  554.007 640.478 496.989 214.353 151.737 311.551
GT Sense Sense 0.219 Detected -0.219 Detected 0.000 -1.382 Detected -1.476 Detected -1.429 0.024 GT Sens HM004520HM004520ZmARF5 ACAATCATGGTCCATGTTGTGCGAAGTGTTGCCTGTGGTGGTTGTTGTGAAGAACTGAAT 8202.78 4730.31 7010.42 5183.95 2526.6 2285.1
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 -3.279 Detected -1.681 Detected -2.480 0.094 GT Sens LeGH3-3 LeGH3-3 Solanum       AGACGAGGACGTTCAGCAGAATTAGGTTTGTACGTTATGGCTCAGTTAACCTGTGAAAAT 5682.92 5638.22 1961.8 732.65 616.242 1801.17
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.296 Detected -0.990 Detected -1.143 0.025 GT Sens contig103 contig103 Unknown   TAGAGGAcontig103 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig103 Solyc04g Unknown Protein (A  SL2.40ch AT2G3948PGP6  PGP6 (P-           chr2:164  194.081 174.152 145.997 108.516 79.1119 94.4675
GT Sense Sense -0.168 Detected 0.168 Detected 0.000 -2.012 Detected -0.977 Detected -1.494 0.111 GT Sens contig105 contig105 Cell numb                  AAGTGTGcontig105 Solyc06g Solyc06g Cell number regulator 10 (AHR                contig105 Solyc06g Cell number regulat                  SL2.40ch AT1G52200.1  unknown   chr1:194  1284.93 1268.51 461.209 316.95 334.541 661.907
GT Sense Sense -0.124 Detected 0.124 Detected 0.000 -1.731 Comprom -1.900 Comprom -1.815 0.007 GT Sens contig106 contig106 Carbonic                TTTTGAAcontig106 Solyc10g Solyc10g Carbonic                GO:00067 GO:00067   contig106 Solyc10g Carbonic                 GO:00067 SL2.40ch AT5G5633ATACA8,   ACA8 (AL           chr5:228  13.7739 12.7855 2.03709 3.75255 4.22436 3.62864
GT Sense Sense -0.526 Detected 0.526 Detected 0.000 -1.322 Detected -1.249 Detected -1.286 0.135 GT Sens contig100 contig100 Proteinas                    TCCATCT contig100 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig100 Solyc03g Proteinas                  GO:00048 SL2.40ch AT5G44680.1  methylad      chr5:180  2672.11 4327.94 2658.24 2633.02 1437.18 1459.6
GT Sense Sense 0.001 Detected -0.001 Detected 0.000 -1.396 Detected -0.827 Detected -1.112 0.060 GT Sens contig101 contig101 Glutathion                   CCTAGAGcontig101 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig101 Solyc09g Glutathion                 GO:00043 SL2.40ch AT1G7832ATGSTU2   ATGSTU2         chr1:294  9519 7429.99 6460.08 4323.44 3376.86 4837.23
GT Sense Sense -0.141 Detected 0.141 Detected 0.000 -2.573 Detected -2.970 Detected -2.772 0.008 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  240.243 228.332 81.1126 88.0056 41.5871 30.4978
GT Sense Sense 0.144 Detected -0.144 Detected 0.000 -1.143 Detected -1.026 Detected -1.084 0.020 GT Sens contig102 contig102 HAT famil                      TGTAGTTcontig102 Solyc09g Solyc09g HAT famil                   GO:00036 GO:00036  contig102 Solyc09g064150.1.1 AT1G35330.1 41.869 26.7906 23.2725 31.0342 16.0261 16.7843
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 -1.667 Detected -1.702 Detected -1.685 0.019 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  598.163 645.053 288.016 319.234 206.674 194.854
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.863 Detected -1.856 Detected -1.859 0.000 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 80.2315 62.3794 28.4103 36.4023 20.56 19.9449
GT Sense Sense -0.285 Detected 0.285 Detected 0.000 -2.107 Detected -2.171 Detected -2.139 0.018 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  2968.27 3444.13 1083.82 1227.01 784.528 724.619
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.576 Detected -0.884 Detected -1.230 0.079 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  7849.65 5154.35 6684.43 5860.94 2254.37 3517.14
GT Sense Sense 0.187 Detected -0.187 Detected 0.000 -1.477 Comprom -0.990 Detected -1.234 0.057 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  28.0134 16.9036 11.669 9.86275 8.25961 11.176
GT Sense Sense 0.332 Detected -0.332 Detected 0.000 -1.295 Detected -2.164 Detected -1.730 0.087 GT Sens contig106 contig106 Sulfotrans                 TTACAGAcontig106 Solyc04g Solyc04g Sulfotrans              GO:00081 GO:00081  contig106 Solyc04g Sulfotrans               GO:00081 SL2.40ch AT1G59680.1 79.8707 39.4177 82.5165 65.8291 24.1661 12.7742
GT Sense Sense -0.470 Detected 0.470 Detected 0.000 -1.848 Detected -0.850 Detected -1.349 0.188 GT Sens contig106 contig106 N-acetyltr                AAGTCTCcontig106 Solyc08g Solyc08g N-acetyltr             GO:00081 GO:00081  contig106 Solyc08g N-acetyltr              GO:00081 SL2.40ch AT4G37920.1  unknown   chr4:178  3696.45 5543.07 2448.45 1309.98 1328.73 2563.06
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.060 Detected -1.212 Comprom -1.136 0.024 GT Sens contig107 contig107 Mutator-li                  TGCGTAGcontig107 Solyc03g Solyc03g Mutator-li               GO:00082 GO:00082   contig107 Solyc10g Mutator-li                GO:00082 SL2.40ch AT3G5697BHLH038    BHLH038        chr3:210  27.6501 17.2843 8.97005 8.98364 11.084 9.63036
GT Sense Sense -0.208 Detected 0.208 Detected 0.000 -1.897 Detected -1.811 Detected -1.854 0.013 GT Sens contig108 contig108 Retrotran                        TTATGAAcontig108 Solyc12g Solyc12g Retrotran                     GO:00036 GO:00036   contig108 Solyc12g Retrotran                      GO:00036 SL2.40ch AT1G28300.1 1730.62 1805.56 738.417 722.879 501.713 513.861
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -3.436 Detected -2.533 Detected -2.984 0.022 GT Sens contig108 contig108 Unknown      GAATCAT contig108 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig108 Solyc09g014920.1.1 ATCG011 YCF1.2  hypothet    chrC:123  129.869 108.827 47.5269 42.7998 11.611 20.9602
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -2.175 Detected -2.289 Detected -2.232 0.013 GT Sens contig108 contig108 Retrotran                    ATGGTTAcontig108 Solyc10g Solyc10g Retrotransposon gag protein (              contig108 Solyc10g Retrotransposon ga                SL2.40ch AT3G51120.1  DNA bind              chr3:189  3598.21 3956.78 1198.03 1405 883.321 787.937
GT Sense Sense -0.954 Detected 0.954 Detected 0.000 -5.050 Detected -2.761 Detected -3.905 0.120 GT Sens contig109 contig109 HIN1-like                  ATCCTACcontig109 Solyc10g Solyc10g HIN1-like protein (Fragment) (A             contig109 Solyc10g HIN1-like protein (Fr              SL2.40ch AT5G63900.1  PHD finge     chr5:255  544.649 1597.95 94.571 44.7238 29.77 140.437
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 -1.849 Detected -2.157 Detected -2.003 0.015 GT Sens contig110 contig110 Pol polyp        AGACTGCcontig110 Solyc03g Solyc03g Pol polyprotein (AHRD V1 ***- Qcontig110 Solyc03g093580.1.1 AT1G7404IMS1, MA    IMS1 (2-IS       chr1:278  568.233 578.701 187.355 225.231 168.265 131.209
GT Sense Sense 0.053 Detected -0.053 Detected 0.000 -1.346 Detected -1.134 Detected -1.240 0.009 GT Sens contig110 contig110 Ulp1 prote                       CACAACAcontig110 Solyc11g Solyc11g Ulp1 prote                    GO:00065 GO:00065 contig110 Solyc11g008160.1.1 AT2G19230.1  kinase  chr2:834  88.2822 64.1316 62.6238 64.9049 31.2858 34.9918
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -3.337 Detected -1.223 Detected -2.280 0.168 GT Sens contig110 contig110 Auxin-res                    ATTAACC contig110 Solyc01g Solyc01g Auxin-responsive GH3 produc               contig110 Solyc01g Auxin-responsive G                SL2.40ch AT2G1496GH3.1  GH3.1  chr2:645  276.439 280.468 115.482 43.329 29.1266 121.684
GT Sense Sense -0.218 Detected 0.218 Detected 0.000 -2.032 Detected -2.102 Detected -2.067 0.011 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  809.967 856.279 308.236 357.539 215.235 197.993
GT Sense Sense -0.089 Detected 0.089 Detected 0.000 -1.357 Detected -1.424 Detected -1.391 0.005 GT Sens contig111 contig111 Unknown      ATAGACAcontig111 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig111 Solyc04g011330.1.1 AT1G14225.1 16792.9 14859.8 9163.85 9540.58 6515.98 6006.49
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.868 Detected -2.667 Detected -2.268 0.033 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  569.201 539.794 118.981 155.218 160.436 89.0378
GT Sense Sense -0.146 Detected 0.146 Detected 0.000 -1.184 Detected -1.146 Detected -1.165 0.016 GT Sens contig111 contig111 Gag-Pol p                 AAAGGGGcontig111 Solyc06g Solyc06g Gag-Pol p              GO:00082 GO:00082   contig111 Solyc06g Transpos                  GO:00036 SL2.40ch AT3G28650.1 43.0385 41.1658 26.9152 28.8744 19.5774 19.4014
GT Sense Sense -0.259 Detected 0.259 Detected 0.000 -1.884 Detected -1.320 Detected -1.602 0.053 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 61.8242 69.1722 31.2904 26.3856 18.7244 26.7233
GT Sense Sense -0.088 Detected 0.088 Detected 0.000 -1.955 Detected -2.104 Detected -2.029 0.003 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  9903.82 8748.29 3168.03 3295.41 2537.45 2209.52
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 -1.577 Detected -2.068 Detected -1.823 0.028 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  387.161 395.222 168.747 199.537 138.542 95.1915
GT Sense Sense -0.073 Detected 0.073 Detected 0.000 -0.958 Detected -1.485 Comprom -1.221 0.047 GT Sens contig115 contig115 Mutator-li                    CTTCGAAcontig115 Solyc12g Solyc12g Mutator-like transposase (AHR               contig115 Solyc10g Mutator-li                 GO:00082 SL2.40ch AT3G43490.1 18.6015 16.083 8.03675 6.10282 9.41144 6.30512
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -1.140 Detected -1.061 Detected -1.101 0.053 GT Sens contig115 contig115 Tracheary          CTAATAA contig115 Solyc03g Solyc03g Tracheary element differentiat      contig115 Solyc03g Tracheary element d      SL2.40ch AT2G1777ATBZIP27    ATBZIP27     chr2:772  169.561 190.159 101.724 161.263 86.1084 87.7966
GT Sense Sense -0.021 Detected 0.021 Detected 0.000 -1.806 Detected -2.349 Detected -2.077 0.017 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  800.52 644.255 183.791 222.568 217.121 143.872
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -1.461 Detected -2.181 Comprom -1.821 0.042 GT Sens contig116 contig116 Polyprote        CTCAAAGcontig116 Solyc03g Solyc03g Polyprotein (AHRD V1 ***- A5JS contig116 Solyc03g Polyprotein (AHRD V   SL2.40ch AT5G3815PMI15  PMI15 (p      chr5:152  44.6013 42.0936 29.8589 33.4314 16.6377 9.74847
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -2.051 Detected -2.109 Detected -2.080 0.002 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  1011.21 900.743 484.847 512.162 243.466 225.779
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 -1.905 Comprom -2.010 Comprom -1.957 0.003 GT Sens contig116 contig116 Ulp1 prote              GGAGATGcontig116 Solyc07g Solyc07g Ulp1 protease family C-termina         contig116 Solyc09g Unknown Protein (A  SL2.40ch AT5G45570.1 14.3169 12.8661 5.10139 5.35982 3.83114 3.43756
GT Sense Sense -0.269 Detected 0.269 Detected 0.000 -1.515 Comprom -2.170 Comprom -1.842 0.049 GT Sens contig117 contig117 Mutator-li                    AGAATGCcontig117 Solyc07g Solyc07g Mutator-like transposase (AHR               contig117 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G44280.2 12.1388 13.7712 3.43276 3.75887 4.78267 2.93065
GT Sense Sense -0.071 Detected 0.071 Detected 0.000 -0.924 Detected -1.524 Detected -1.224 0.058 GT Sens contig117 contig117 Myb-relat                   GCTCCTTcontig117 Solyc07g Solyc07g Myb-relat                GO:0045449 contig117 Solyc07g Myb-relat                 GO:00036 SL2.40ch AT5G1028MYB92, A    ATMYB9            chr5:323  170.439 147.044 143.057 131.673 88.194 56.1786
GT Sense Sense -0.362 Detected 0.362 Detected 0.000 -1.621 Detected -1.310 Detected -1.466 0.065 GT Sens contig118 contig118 Leucine-r                      GTAATTT contig118 Solyc02g Solyc02g Leucine-r                   GO:00199 GO:00199    contig118 Solyc02g Receptor   GO:00046 SL2.40ch AT3G0514RBK2  RBK2 (Ro                chr3:143  72.1059 93.1249 95.5941 71.1289 28.1638 33.7119
GT Sense Sense 0.209 Detected -0.209 Detected 0.000 -1.139 Detected -0.956 Detected -1.048 0.044 GT Sens contig119 contig119 Developm                   TTCTGCTcontig119 Solyc10g Solyc10g Developmentally-regulated GT               contig119 Solyc10g Developmentally-reg                SL2.40ch AT1G72660.3  developm       chr1:273  154.479 90.3551 122.524 110.632 56.6859 62.1288
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 -1.231 Detected -1.415 Detected -1.323 0.021 GT Sens contig120 contig120 Acetyl-Co           GCAGTCTcontig120 Solyc04g Solyc04g Acetyl-CoA carboxylase beta s     contig120 Solyc09g Acetyl-CoA carboxy       SL2.40ch AT1G11200.1 323.117 319.809 216.561 224.264 144.754 122.962
GT Sense Sense -0.540 Detected 0.540 Detected 0.000 -1.893 Detected -1.314 Detected -1.603 0.120 GT Sens contig120 contig120 Alpha-hyd                  GAGTGTTcontig120 Solyc07g Solyc07g Alpha-hyd               GO:00800 GO:00800       contig120 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT3G049 WNK1, ZIK   WNK1 (W             chr3:135  230.634 381.339 210.597 447.643 84.3853 121.711
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -1.915 Detected -1.831 Detected -1.873 0.003 GT Sens contig120 contig120 Cytochro                    GTGATTTcontig120 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig120 Solyc04g Cytochro  GO:00198 SL2.40ch AT5G19640.1  proton-de        chr5:663  210.767 145.621 188.242 116.762 49.1119 50.2282
GT Sense Sense -0.055 Detected 0.055 Detected 0.000 -1.740 Detected -2.401 Detected -2.071 0.025 GT Sens contig121 contig121 Ycf15 (AH                   CAAACAAcontig121 Solyc01g Solyc01g Ycf15 (AHRD V1 ***- D2KLP6 O             contig121 Solyc01g007650.2.1 ATCG012 ORF77.2  hypothet    chrC:144  642.467 541.984 174.899 178.47 186.656 114.012
GT Sense Sense -0.082 Detected 0.082 Detected 0.000 -3.374 Detected -1.508 Detected -2.441 0.121 GT Sens contig121 contig121 Decarbox                   CGAGAAAcontig121 Solyc08g Solyc08g Decarbox                GO:00301 GO:00301   contig121 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  907.024 794.71 247.567 68.1302 86.5206 304.633
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -2.935 Detected -3.006 Detected -2.971 0.005 GT Sens contig121 contig121 Retrotran                       AGGAATAcontig121 Solyc07g Solyc07g Retrotran                    GO:00150 GO:00150  contig121 Solyc00g Pol polyp               GO:00036 SL2.40ch AT5G66790.1 584.609 600.716 171.901 199.971 81.8812 75.2484
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 -0.877 Detected -1.718 Detected -1.297 0.114 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  656.233 705.022 436.233 450.812 391.517 210.978
GT Sense Sense -0.014 Detected 0.014 Detected 0.000 -1.034 Detected -1.224 Detected -1.129 0.007 GT Sens contig122 contig122 Ycf2 (AHR       TGCATAAcontig122 Solyc08g Solyc08g Ycf2 (AHRD V1 ***- A6Y9V5 CE contig122 Solyc08g Ycf2 (AHRD V1 ***- A SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  290.65 231.627 169.891 169.689 133.872 113.349
GT Sense Sense -0.213 Detected 0.213 Detected 0.000 -1.944 Detected -2.169 Detected -2.056 0.013 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  4196.51 4408.61 1455.03 1649.36 1181.75 975.876
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.739 Comprom -1.825 Comprom -1.782 0.001 GT Sens contig125 contig125 Serine/thr                        ATTGGAAcontig125 Solyc09g Solyc09g Serine/threonine-protein phos                    contig125 Solyc09g061650.1.1 AT5G24430.1  calcium-d         chr5:833  18.5934 14.6994 9.98597 8.40164 5.23502 4.76001
GT Sense Sense -0.399 Detected 0.399 Detected 0.000 -1.100 Comprom -2.274 Comprom -1.687 0.141 GT Sens contig125 contig125 Serine ca                   CCAATTGcontig125 Solyc04g Solyc04g Serine ca                GO:00065 GO:00065   contig125 Solyc04g Serine ca                 GO:00167 SL2.40ch AT5G3618scpl1  scpl1 (se       chr5:142  13.1114 17.8276 3.58553 21.2441 7.53903 3.22622
GT Sense Sense 1.898 Detected -1.898 Detected 0.000 -2.296 Detected -2.349 Detected -2.323 0.346 GT Sens contig126 contig126 26S prote            GAACAACcontig126 Solyc10g Solyc10g 26S proteasome non-ATPase r       contig126 Solyc10g 26S proteasome non        SL2.40ch AT4G38440.1  LOCATE                                                                   chr4:179  574.658 32.3198 373.306 372.376 29.3216 27.2906
GT Sense Sense -0.634 Detected 0.634 Detected 0.000 -3.283 Detected -2.186 Detected -2.734 0.083 GT Sens contig126 contig126 Patatin-lik                 CCTCAGTcontig126 Solyc04g Solyc04g Patatin-lik              GO:00162 GO:00162      contig126 Solyc04g Patatin-lik               GO:00457 SL2.40ch AT4G3705PLP4, PLA   PLP4 (PA       chr4:174  266.66 501.747 55.0735 44.4921 39.708 82.0381
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -2.227 Detected -2.499 Detected -2.363 0.006 GT Sens contig128 contig128 Pol polyp                   GGTTTTGcontig128 Solyc04g Solyc04g Pol polyp                GO:00062 GO:00062   contig128 Solyc04g040100.1.1 AT5G40450.2  unknown   chr5:161  542.916 495.708 186.903 220.735 117.086 93.6237
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -2.646 Detected -2.599 Detected -2.623 0.002 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  1385.88 1254.12 448.938 496.14 222.567 222.046
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -2.043 Detected -2.239 Detected -2.141 0.007 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  5793.21 5589.8 1879.11 2004.04 1459.7 1229.92
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -1.473 Detected -1.338 Detected -1.405 0.021 GT Sens contig128 contig128 Long-cha                      GCAAGAAcontig128 Solyc09g Solyc09g Long-cha                   GO:00081 GO:00081      contig128 Solyc09g Long-cha                    GO:00044 SL2.40ch AT3G0597LACS6, A   LACS6 (lo        chr3:178  58.1806 34.5721 83.1232 47.5749 17.0755 18.103
GT Sense Sense -0.444 Detected 0.444 Detected 0.000 -1.435 Detected -1.328 Detected -1.381 0.091 GT Sens contig128 contig128 Auxin-res                    ACGCCATcontig128 Solyc04g Solyc04g Auxin-responsive protein (AHR               contig128 Solyc04g Auxin-responsive pr                SL2.40ch AT1G29490.1  auxin-res     chr1:103  22.4849 32.531 21.3935 11.926 10.5721 10.9936



GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -1.709 Detected -1.844 Detected -1.777 0.007 GT Sens contig129 contig129 Unknown      TTGCAGAcontig129 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig129 Solyc05g Unknown Protein (A  SL2.40ch AT5G08500.1  transmem      chr5:274  206.192 193.53 78.7282 102.711 64.5581 56.7693
GT Sense Sense 0.267 Detected -0.267 Detected 0.000 -1.445 Detected -1.705 Detected -1.575 0.034 GT Sens contig129 contig129 Unknown      GTGAAACcontig129 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig129 Solyc08g061470.1.1 AT3G45040.1  phospha      chr3:164  6894.19 3724.33 6966.79 5447.66 1966.93 1585.3
GT Sense Sense 0.078 Detected -0.078 Detected 0.000 -0.935 Detected -1.686 Detected -1.311 0.076 GT Sens contig130 contig130 Cysteine        GGAATCTcontig130 Solyc04g Solyc04g Cysteine synthase (AHRD V1 **  contig130 Solyc04g Cysteine synthase (    SL2.40ch AT5G37050.1  FUNCTIO                                                             chr5:146  119.995 84.2071 95.8543 66.1245 55.5658 31.8734
GT Sense Sense -0.641 Detected 0.641 Detected 0.000 -2.429 Detected -0.847 Detected -1.638 0.249 GT Sens contig131 contig131 Glycosylt                    GGCTCAAcontig131 Solyc12g Solyc12g Glycosylt                 GO:00167 GO:00167     contig131 Solyc12g Glycosyltransferase                  SL2.40ch AT1G0842BSL2  kelch rep         chr1:264  703.301 1336.07 615.548 134.785 190.291 549.98
GT Sense Sense -0.247 Detected 0.247 Detected 0.000 -1.760 Detected -1.879 Detected -1.819 0.019 GT Sens contig131 contig131 Unknown      AGGTGTGcontig131 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig131 Solyc01g015160.1.1 AT5G20140.1  SOUL he     chr5:679  814.843 896.926 317.075 378.164 266.839 237.129
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -2.300 Detected -2.185 Detected -2.242 0.001 GT Sens contig131 contig131 NADH deh                     CTGTTGGcontig131 Solyc02g Solyc02g NADH deh                  GO:00551 GO:00551  contig131 Solyc04g NADH-qui                   GO:00058 SL2.40ch ATCG010 NDHF  Chloropla        chrC:110  89.2089 72.9042 33.4494 39.7425 17.3121 18.1007
GT Sense Sense -0.209 Detected 0.209 Detected 0.000 -1.182 Comprom -1.659 Comprom -1.421 0.046 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  11.1715 11.6683 5.00653 1.84797 5.31719 3.68791
GT Sense Sense -0.091 Detected 0.091 Detected 0.000 -2.519 Comprom -1.729 Detected -2.124 0.035 GT Sens contig132 contig132 F-box fam                 TATAGTAcontig132 Solyc08g Solyc08g F-box fam              GO:00048 GO:00048   contig132 Solyc12g Pistil exte                      GO:00096 SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  35.1549 31.1885 49.3421 31.8587 6.10437 10.1927
GT Sense Sense -0.413 Detected 0.413 Detected 0.000 -1.473 Detected -1.972 Comprom -1.723 0.070 GT Sens contig133 contig133 Cytochro                 GTACGATcontig133 Solyc06g Solyc06g Cytochro              GO:00200 GO:00200  contig133 Solyc06g Cytochro  GO:00198 SL2.40ch AT5G2222E2F1, E2F    E2F1; DN          chr5:736  21.3858 29.639 12.3053 38.7959 9.58463 6.5474
GT Sense Sense -0.189 Detected 0.189 Detected 0.000 -1.621 Detected -1.777 Detected -1.699 0.014 GT Sens contig133 contig133 Unknown      TGTGACGcontig133 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig133 Solyc05g025610.1.1 AT3G031 XPO1B, C   XPO1B; b      chr3:708  1869.55 1898.35 705.079 859.223 647.198 560.967
GT Sense Sense -0.068 Detected 0.068 Detected 0.000 -2.507 Comprom -2.114 Comprom -2.310 0.008 GT Sens contig133 contig133 Transpos                    ATCACGGcontig133 Solyc10g Solyc10g Transpos                 GO:00150 GO:00150  contig133 Solyc10g Transpos                  GO:00036 SL2.40ch AT5G45510.2  leucine-r      chr5:184  27.1485 23.3048 15.921 9.84316 4.67795 5.93012
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -1.235 Detected -1.635 Detected -1.435 0.022 GT Sens contig134 contig134 Ycf2 (AHR       GATACTT contig134 Solyc01g Solyc01g Ycf2 (AHRD V1 ***- D2SXY2 9M contig134 Solyc01g Ycf2 (AHR             GO:00055 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  249.842 217.876 125.852 121.929 104.788 76.6221
GT Sense Sense -0.261 Detected 0.261 Detected 0.000 -2.195 Detected -2.375 Detected -2.285 0.014 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  7824.07 8785.6 2523.55 3127.44 1913.22 1630.48
GT Sense Sense 0.320 Detected -0.320 Detected 0.000 -1.488 Comprom -0.803 Detected -1.145 0.134 GT Sens contig135 contig135 Ycf2 (AHR               TTACATA contig135 Solyc10g Solyc10g Ycf2 (AHR            GO:00095 GO:00095 contig135 Solyc10g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  25.044 12.5646 13.3122 13.231 6.68554 10.3763
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -2.194 Comprom -1.868 Comprom -2.031 0.007 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  44.7318 32.8351 16.4033 23.9686 8.85245 10.7129
GT Sense Sense -0.492 Detected 0.492 Detected 0.000 -1.127 Detected -0.971 Detected -1.049 0.170 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  104.741 161.829 94.4832 195.623 63.0152 67.7542
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 -1.808 Detected -1.226 Detected -1.517 0.054 GT Sens contig136 contig136 Unknown      TAAGTCT contig136 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig136 Solyc06g Unknown Protein (A  SL2.40ch AT5G2290ATCHX3,   ATCHX3;     chr5:765  44.2115 47.2718 26.1664 22.3032 13.7945 19.9399
GT Sense Sense -0.018 Detected 0.018 Detected 0.000 -2.287 Comprom -2.215 Comprom -2.251 0.000 GT Sens contig136 contig136 Transpos        GGGTCC contig136 Solyc08g Solyc08g Transposase (AHRD V1 **-- Q6 contig136 Solyc11g Transposase (AHRD   SL2.40ch AT4G38650.1 30.7565 24.6399 9.49296 11.4436 5.9624 6.05165
GT Sense Sense -0.155 Detected 0.155 Detected 0.000 -2.104 Detected -2.143 Detected -2.123 0.005 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  3204.42 3106.78 1144.68 1331.45 775.862 729.04
GT Sense Sense 0.028 Detected -0.028 Detected 0.000 -1.272 Detected -1.037 Detected -1.155 0.011 GT Sens contig138 contig138 Unknown      ATAGTGTcontig138 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig138 Solyc12g Unknown Protein (A  SL2.40ch AT2G36080.1  DNA-bind     chr2:151  651.533 489.742 519.2 424.736 247.176 280.828
GT Sense Sense -0.234 Detected 0.234 Detected 0.000 -4.246 Detected -1.913 Detected -3.079 0.123 GT Sens contig140 contig140 Cyclic nu                  CAGATCAcontig140 Solyc05g Solyc05g Cyclic nu               GO:00160 GO:00160   contig140 Solyc05g Cyclic nu                GO:00083 SL2.40ch AT1G0134ATCNGC1     ATCNGC                 chr1:132  1277.16 1381.52 374.661 159.899 73.9893 360.014
GT Sense Sense 0.008 Detected -0.008 Detected 0.000 -1.067 Detected -1.051 Detected -1.059 0.000 GT Sens contig140 contig140 Mutator-li                   TTCCCGTcontig140 Solyc06g Solyc06g Mutator-li                GO:00082 GO:00082   contig140 Solyc06g Mutator-li                 GO:00082 SL2.40ch AT3G26350.1  LOCATE                                                                      chr3:965  36.5157 28.2194 21.821 19.357 16.1968 15.8067
GT Sense Sense -0.448 Detected 0.448 Detected 0.000 -1.616 Detected -1.790 Detected -1.703 0.065 GT Sens contig140 contig140 Unknown      TTTGGAAcontig140 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig140 Solyc05g Unknown Protein (A  SL2.40ch AT1G7085MLP34  MLP34 (M     chr1:267  76.7896 111.703 81.3277 167.017 31.927 27.3189
GT Sense Sense 0.244 Detected -0.244 Detected 0.000 -1.324 Detected -1.747 Detected -1.535 0.042 GT Sens contig141 contig141 Phenylala                 ATGCGGTcontig141 Solyc09g Solyc09g Phenylala              GO:00043 GO:00043      contig141 Solyc09g Phenylala               GO:00043 SL2.40ch AT2G3704pal1, ATP   pal1 (Phe       chr2:155  1048.96 584.51 925.902 723.891 330.596 238.056
GT Sense Sense 1.454 Detected -1.454 Detected 0.000 -0.844 Detected -2.477 Comprom -1.661 0.424 GT Sens contig141 contig141 Major late                   CCTCTCGcontig141 Solyc04g Solyc04g Major late                GO:00096 GO:00096    contig141 Solyc04g Major late                 GO:00096 SL2.40ch AT2G2418CYP71B6  CYP71B6                 chr2:102  107.366 11.1786 24.7526 13.9464 20.3963 6.34847
GT Sense Sense -0.246 Detected 0.246 Detected 0.000 -1.209 Comprom -1.145 Comprom -1.177 0.042 GT Sens contig141 contig141 Unknown      GGAAAATcontig141 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig141 Solyc08g Unknown Protein (A  SL2.40ch AT4G20350.1  unknown   chr4:109  13.3039 14.6351 19.4757 6.55692 6.38068 6.43803
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -2.609 Detected -0.823 Detected -1.716 0.206 GT Sens contig142 contig142 Laccase (              CAACTAT contig142 Solyc04g Solyc04g Laccase (           GO:00551 GO:00551  contig142 Solyc04g Laccase 1               GO:00055 SL2.40ch AT4G39830.1  L-ascorb     chr4:184  862.458 966.124 396.416 136.995 158.156 526.637
GT Sense Sense -0.316 Detected 0.316 Detected 0.000 -1.417 Detected -0.950 Detected -1.184 0.095 GT Sens contig142 contig142 Pectinest                CTGATTCcontig142 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig142 Solyc02g Pectinest              GO:00056 SL2.40ch AT1G02810.1  pectinest     chr1:618  1922.3 2329.15 1423.64 3342.96 837.571 1117.26
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 -1.501 Detected -0.882 Detected -1.191 0.065 GT Sens contig143 contig143 Caffeoyl-C                 TATGGCTcontig143 Solyc02g Solyc02g Caffeoyl-C              GO:00081 GO:00081  contig143 Solyc02g Caffeoyl-C                GO:00424 SL2.40ch AT5G18640.1  lipase cla      chr5:621  18624.6 16296.8 9752.06 5455.08 6507.27 9645.11
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -2.660 Detected -2.673 Detected -2.666 0.002 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  819.46 740.41 238.592 282.045 130.278 124.636
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -1.214 Detected -0.882 Detected -1.048 0.032 GT Sens contig145 contig145 Unknown      ATAAGAAcontig145 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig145 Solyc00g029500.1.1 AT2G20050.1  ATP bind              chr2:864  1851.22 1271.46 1340.24 1156.62 698.725 849.387
GT Sense Sense 0.087 Detected -0.087 Detected 0.000 -1.336 Detected -1.087 Detected -1.212 0.015 GT Sens contig146 contig146 Unknown      TGGAGTAcontig146 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig146 Solyc03g Unknown Protein (A  SL2.40ch AT4G00232.1  unknown   chr4:100  852.328 590.57 686.615 415.504 296.935 340.831
GT Sense Sense -0.191 Detected 0.191 Detected 0.000 -2.205 Detected -2.340 Detected -2.273 0.008 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  4024.39 4097.13 1390.78 1391.25 930.767 818.091
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 -1.606 Detected -1.365 Detected -1.485 0.016 GT Sens contig147 contig147 Ethylene-                       TCATCGTcontig147 Solyc09g Solyc09g Ethylene-                    GO:00063 GO:00063     contig147 Solyc09g Ethylene-                     GO:00036 SL2.40ch AT2G30280.1  unknown   chr2:129  300.018 288.053 173.033 174.219 102.037 116.485
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -1.671 Detected -1.653 Comprom -1.662 0.003 GT Sens contig147 contig147 Mutator-li                    AGAAGAAcontig147 Solyc05g Solyc05g Mutator-like transposase (AHR               contig147 Solyc07g Mutator-li                GO:00082 SL2.40ch AT5G59450.1  scarecro       chr5:239  35.1269 31.4212 12.74 20.3022 11.0262 10.7799
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -3.252 Detected -2.242 Detected -2.747 0.032 GT Sens contig148 contig148 Receptor-                   ATCTTCAcontig148 Solyc12g Solyc12g Receptor-                GO:00064 GO:00064  contig148 Solyc12g RLK, Rece          GO:00046 SL2.40ch AT4G27290.1  ATP bind              chr4:136  166.201 127.289 69.2526 11.57 16.1395 31.3761
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -3.516 Detected -1.367 Detected -2.442 0.153 GT Sens contig148 contig148 Decarbox                   GTGCAACcontig148 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig148 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  1115.86 1061.46 302.272 79.3746 100.562 430.398
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 -2.053 Detected -1.115 Detected -1.584 0.092 GT Sens contig148 contig148 Proteinas                    TGGATTAcontig148 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig148 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G15830.1  binding  chr4:899  2092.2 2204.92 973.803 1283.16 546.834 1011.69
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 -2.172 Detected -2.255 Detected -2.214 0.011 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  6298.91 6798.05 2120.98 2385.03 1534.24 1398.91
GT Sense Sense 0.161 Detected -0.161 Detected 0.000 -1.241 Detected -1.178 Detected -1.209 0.018 GT Sens contig148 contig148 Unknown                  ATTGAGGcontig148 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3             contig148 Solyc01g Unknown Protein (A              SL2.40ch AT4G21600.1 54.8193 34.2785 32.6663 40.8216 19.3877 19.5539
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -1.747 Detected -1.950 Detected -1.849 0.010 GT Sens contig148 contig148 Unknown      GACATAGcontig148 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig148 Solyc03g &aposchromo&apos                 SL2.40ch AT3G51120.1  DNA bind              chr3:189  4296.51 4191.94 1813.95 2172.58 1336 1120.9
GT Sense Sense 0.061 Detected -0.061 Detected 0.000 -1.378 Detected -1.116 Detected -1.247 0.013 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  8819.01 6334.01 5048.75 3339.69 3039.06 3518.23
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.107 Detected -1.220 Detected -1.163 0.032 GT Sens contig150 contig150 Serine/thr                   CTGCAGTcontig150 Solyc02g Solyc02g Serine/thr                GO:00055 GO:00055      contig150 Solyc02g Serine/thr                 GO:00055 SL2.40ch AT5G5735AHA3, AT   AHA3; AT       chr5:232  114.838 67.5509 76.5566 63.3038 43.2273 38.5703
GT Sense Sense -0.386 Detected 0.386 Detected 0.000 -1.334 Detected -0.931 Detected -1.133 0.122 GT Sens contig150 contig150 MADS-bo                   AAGAAAT contig150 Solyc10g Solyc10g MADS-bo                GO:00056 GO:00056 contig150 Solyc10g MADS-bo                 GO:00056 SL2.40ch AT2G4566AGL20, SO   AGL20 (A      chr2:188  29.5669 39.4898 32.8879 32.6853 14.323 18.2809
GT Sense Sense -0.100 Detected 0.100 Detected 0.000 -1.217 Detected -1.794 Detected -1.506 0.039 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  869.316 780.916 330.389 407.364 374.509 242.464
GT Sense Sense -0.008 Detected 0.008 Detected 0.000 -1.163 Detected -1.538 Detected -1.350 0.019 GT Sens contig151 contig151 Unknown      AAATAAA contig151 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig151 Solyc05g S-adenos                      GO:00040 SL2.40ch AT4G2923anac075  anac075          chr4:144  36.674 28.9998 11.7285 17.4105 15.3889 11.4614
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 -1.579 Detected -1.609 Detected -1.594 0.012 GT Sens contig152 contig152 Unknown      GGACCTCcontig152 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig152 Solyc03g Unknown Protein (A  SL2.40ch AT1G06800.2 792.837 786.488 464.32 506.612 279.286 264.136
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -2.041 Comprom -1.911 Comprom -1.976 0.004 GT Sens contig152 contig152 Unknown      GTCCTCCcontig152 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig152 Solyc01g Mutator-like transpo                SL2.40ch AT3G5600ATCSLA1    ATCSLA1         chr3:207  28.094 25.3774 14.5715 13.7081 6.85542 7.24683
GT Sense Sense 0.065 Detected -0.065 Detected 0.000 -1.284 Comprom -1.091 Comprom -1.187 0.009 GT Sens contig153 contig153 Unknown      CTTTCAAcontig153 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig153 Solyc08g Unknown Protein (A  SL2.40ch AT1G70270.1  ATP bind      chr1:264  16.4978 11.7919 15.7018 13.36 6.05463 6.68041
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -0.899 Detected -1.426 Detected -1.163 0.066 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  1121.96 1111.84 645.567 623.406 632.79 423.985
GT Sense Sense 0.145 Detected -0.145 Detected 0.000 -1.365 Detected -1.889 Comprom -1.627 0.032 GT Sens contig154 contig154 Mutator-li                   GTTACAGcontig154 Solyc11g Solyc11g Mutator-li                GO:00082 GO:00082   contig154 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT5G0240PLL2  PLL2; ca      chr5:513  33.5747 21.4532 19.2418 13.4702 11.0112 7.3942
GT Sense Sense 0.152 Detected -0.152 Detected 0.000 -2.326 Detected -1.414 Detected -1.870 0.060 GT Sens contig154 contig154 CBL-inter                    CCTGCAAcontig154 Solyc06g Solyc06g CBL-inter                 GO:00046 GO:00046     contig154 Solyc06g CBL-inter                  GO:00046 SL2.40ch AT5G5838CIPK10, P     SIP1 (SO              chr5:235  569.609 360.438 346.177 174.963 95.5001 173.546
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -1.347 Detected -1.472 Detected -1.410 0.007 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  793.982 715.417 362.531 449.57 313.215 277.127
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -1.354 Detected -1.115 Detected -1.235 0.029 GT Sens contig154 contig154 Reverse t         AACTCAAcontig154 Solyc05g Solyc05g Reverse transcriptase (Fragme     contig154 Solyc10g Pol polyp                 GO:00036 SL2.40ch AT5G50330.2  LOCATE                                                                     chr5:204  110.88 110.736 71.9618 94.0248 45.8111 52.1949
GT Sense Sense -0.273 Detected 0.273 Detected 0.000 -2.153 Detected -2.282 Detected -2.218 0.016 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  6666.58 7605.57 2129.57 2663.99 1692.13 1493.78
GT Sense Sense 0.034 Detected -0.034 Detected 0.000 -1.920 Detected -2.128 Detected -2.024 0.003 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  204.512 152.481 69.1874 72.7919 49.3077 41.2148
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.118 Detected -2.379 Detected -1.748 0.112 GT Sens contig156 contig156 Mutator-li                    TAGGGCTcontig156 Solyc10g Solyc10g Mutator-like transposase (AHR               contig156 Solyc10g Mutator-like transpo                SL2.40ch AT1G78950.1  beta-amy     chr1:296  181.888 164.795 138.148 101.074 84.3246 33.958
GT Sense Sense 0.114 Detected -0.114 Detected 0.000 -1.483 Detected -1.893 Detected -1.688 0.019 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  832.983 555.644 251.549 321.202 257.302 186.955
GT Sense Sense -0.333 Detected 0.333 Detected 0.000 -1.535 Detected -1.505 Detected -1.520 0.045 GT Sens contig157 contig157 Unknown                 TTATTGCcontig157 Solyc03g Solyc03g Unknown              GO:00036 GO:00036  contig157 Solyc03g095580.1.1 AT1G31380.1  FUNCTIO                                                                       chr1:112  28.6117 35.4851 17.0635 22.7092 11.6186 11.4523
GT Sense Sense 0.066 Detected -0.066 Detected 0.000 -1.418 Detected -1.011 Detected -1.215 0.030 GT Sens contig158 contig158 Unknown      GTATCCAcontig158 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig158 Solyc09g Unknown Protein (A  SL2.40ch AT3G46640.2 129.037 92.0807 70.3223 76.951 43.1129 55.1763
GT Sense Sense -0.098 Detected 0.098 Detected 0.000 -2.231 Detected -1.201 Detected -1.716 0.082 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  10323.3 9238.79 5556.66 2476.29 2198.95 4335.11
GT Sense Sense -0.507 Detected 0.507 Detected 0.000 -1.564 Detected -1.999 Detected -1.782 0.084 GT Sens contig159 contig159 Pathogen                    TGCAATT contig159 Solyc00g Solyc00g Pathogen                 GO:00055 GO:00055  contig159 Solyc00g Pathogen                  GO:00055 SL2.40ch AT2G1980MIOX2  MIOX2 (M       chr2:853  219.352 346.333 144.739 85.7871 98.4872 70.3694
GT Sense Sense 0.030 Detected -0.030 Detected 0.000 -1.645 Detected -2.735 Comprom -2.190 0.057 GT Sens contig159 contig159 Mutator-li                   TGGCATTcontig159 Solyc08g Solyc08g Mutator-li                GO:00082 GO:00082   contig159 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G59450.1  scarecro       chr5:239  51.8775 38.8979 19.6136 19.5063 15.1852 6.88459
GT Sense Sense -0.573 Detected 0.573 Detected 0.000 -2.054 Comprom -1.543 Comprom -1.798 0.103 GT Sens contig159 contig159 Serine/thr                        TATAGGAcontig159 Solyc00g Solyc00g Serine/threonine-protein phos                    contig159 Solyc09g Serine/threonine-pro                     SL2.40ch AT5G04060.1  dehydrat    chr5:109  11.7412 20.3155 10.5601 12.847 3.9309 5.40861
GT Sense Sense -0.374 Detected 0.374 Detected 0.000 -1.538 Comprom -1.212 Comprom -1.375 0.078 GT Sens contig159 contig159 Pol polyp                   TTGATAT contig159 Solyc09g Solyc09g Pol polyp                GO:00082 GO:00082   contig159 Solyc10g Pol polyp               GO:00036 SL2.40ch AT1G5525HUB2  HUB2 (HIS           chr1:206  11.8732 15.5815 8.6171 2.02066 4.95005 5.99083
GT Sense Sense -0.127 Detected 0.127 Detected 0.000 -0.934 Detected -2.108 Comprom -1.521 0.127 GT Sens contig160 contig160 Ycf1 (AHR       ACTCCAGcontig160 Solyc11g Solyc11g Ycf1 (AHRD V1 ***- D2KLR1 OL contig160 Solyc11g Ycf1 (AHRD V1 ***- D SL2.40ch AT5G48830.1  unknown   chr5:198  26.2102 24.4458 17.8949 17.5362 14.002 5.99254
GT Sense Sense -0.099 Detected 0.099 Detected 0.000 -3.497 Comprom -2.400 Comprom -2.948 0.034 GT Sens contig160 contig160 Reverse t                    GGGTGT contig160 Solyc01g Solyc01g Reverse t                 GO:00062 GO:00062   contig160 Solyc10g Pol polyp                 GO:00065 SL2.40ch AT3G5208chx28  chx28 (ca        chr3:193  19.7296 17.6973 10.1933 10.0384 1.74949 3.61173
GT Sense Sense 0.147 Detected -0.147 Detected 0.000 -1.826 Detected -1.516 Detected -1.671 0.016 GT Sens contig160 contig160 Unknown      AAAGCAAcontig160 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig160 Solyc11g Unknown Protein (A  SL2.40ch AT5G02350.1 166.949 106.49 115.187 69.1353 39.7512 47.5796
GT Sense Sense -0.160 Detected 0.160 Detected 0.000 -1.990 Detected -2.089 Detected -2.039 0.007 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  2010.53 1962.25 775.556 883.126 528.492 476.381
GT Sense Sense -0.463 Detected 0.463 Detected 0.000 -3.359 Detected -2.332 Detected -2.845 0.054 GT Sens contig161 contig161 Unknown      CCTGTGAcontig161 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig161 Solyc02g067600.1.1 AT5G25590.1  INVOLVE                                                                               chr5:890  214.847 319.294 122.183 45.6387 26.9848 53.0681
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -2.212 Detected -2.129 Detected -2.170 0.001 GT Sens contig162 contig162 Polynucle                     CTGGGTCcontig162 Solyc07g Solyc07g Polynucle                  GO:00056 GO:00056 contig162 Solyc10g Pol polyp               GO:00036 SL2.40ch AT4G3940BRI1, CBB      BRI1 (BR                  chr4:183  3555.94 2945.16 1439.72 1639.67 738.279 754.903
GT Sense Sense -0.288 Detected 0.288 Detected 0.000 -1.348 Detected -0.822 Detected -1.085 0.109 GT Sens contig163 contig163 Unknown      TGTTCTT contig163 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig163 Solyc12g RecQ-mediated geno                    SL2.40ch AT3G25510.1  disease r       chr3:926  270.546 315.282 225.638 160.874 121.292 168.575
GT Sense Sense -0.041 Detected 0.041 Detected 0.000 -2.818 Comprom -2.189 Comprom -2.503 0.016 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 35.21 29.146 21.2154 42.3795 4.80258 7.16738
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.860 Detected -1.086 Detected -1.473 0.069 GT Sens contig163 contig163 Unknown      ACTGAACcontig163 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig163 Solyc12g Unknown Protein (A  SL2.40ch AT5G15430.1 169.17 158.518 101.274 104.667 47.6867 78.7283
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.158 Detected -1.395 Detected -1.277 0.019 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  593.86 556.271 310.098 300.843 272.166 223.029
GT Sense Sense -0.183 Detected 0.183 Detected 0.000 -1.147 Detected -1.515 Detected -1.331 0.036 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  778.235 784.423 429.209 444.084 372.958 278.98
GT Sense Sense -0.064 Detected 0.064 Detected 0.000 -1.986 Detected -1.785 Detected -1.886 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  3721.26 3178.88 1392.48 1820.27 917.479 1018.3
GT Sense Sense -0.190 Detected 0.190 Detected 0.000 -2.489 Detected -2.146 Detected -2.317 0.012 GT Sens contig165 contig165 Unknown      ACGACCCcontig165 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig165 Solyc10g Ulp1 protease family                     SL2.40ch AT2G32360.1 134.554 136.796 70.3956 41.9964 25.5466 31.2759
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -1.490 Detected -1.258 Detected -1.374 0.033 GT Sens contig165 contig165 NAC dom                     AACAAGT contig165 Solyc07g Solyc07g NAC dom                  GO:0045449 contig165 Solyc02g Calcium-t                  GO:00160 SL2.40ch AT1G2777ACA1, PE   ACA1 (AU           chr1:967  58.7112 62.8335 46.769 30.4078 22.8495 25.9145
GT Sense Sense 0.818 Detected -0.818 Detected 0.000 -1.509 Detected -1.462 Detected -1.485 0.211 GT Sens contig165 contig165 Unknown      GAGACCAcontig165 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig165 Solyc05g026100.1.1 AT4G17210.1  myosin h    chr4:965  66.2101 16.6499 24.6869 22.6964 12.3326 12.2995
GT Sense Sense -0.228 Detected 0.228 Detected 0.000 -2.303 Detected -1.286 Detected -1.795 0.085 GT Sens contig165 contig165 Unknown      GCATAACcontig165 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig165 Solyc11g Agenet do                     GO:00036 SL2.40ch AT3G10595.1 1217.6 1306.39 482.528 849.071 270.047 527.826
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.368 Detected -2.000 Detected -1.684 0.034 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  278.28 233.135 105.467 103.018 104.323 64.9758
GT Sense Sense 0.131 Detected -0.131 Detected 0.000 -2.187 Detected -1.475 Detected -1.831 0.040 GT Sens contig166 contig166 Histidine d        TAGCACCcontig166 Solyc08g Solyc08g Histidine decarboxylase (AHRD   contig166 Solyc08g Histidine decarboxy     SL2.40ch AT5G1300ATGSL12    ATGSL12           chr5:411  542.359 353.405 174.441 148.032 101.584 160.681
GT Sense Sense -0.418 Detected 0.418 Detected 0.000 -3.131 Detected -1.516 Detected -2.324 0.125 GT Sens contig167 contig167 FAD-bind                    TGGGGT contig167 Solyc02g Solyc02g FAD-bind                 GO:00506 GO:00506    contig167 Solyc02g FAD-bind                  GO:00506 SL2.40ch AT5G44390.1  FAD-bind     chr5:178  1003.49 1399.58 511.954 82.669 142.929 422.717
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.903 Detected -2.068 Detected -1.986 0.009 GT Sens contig168 contig168 Pol polyp        AGAAGAGcontig168 Solyc06g Solyc06g Pol polyprotein (AHRD V1 ***- Qcontig168 Solyc06g051490.1.1 AT5G63900.1  PHD finge     chr5:255  893.349 882.129 290.193 382.533 250.83 215.948
GT Sense Sense -0.481 Detected 0.481 Detected 0.000 -1.640 Detected -1.105 Detected -1.373 0.130 GT Sens contig169 contig169 Sulfotrans                 GAAGAGCcontig169 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig169 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  506.132 770.502 363.287 1058 211.78 296.162
GT Sense Sense 0.454 Detected -0.454 Detected 0.000 -1.119 Detected -1.534 Comprom -1.327 0.117 GT Sens contig169 contig169 Ulp1 prote              AAATGAAcontig169 Solyc01g Solyc01g Ulp1 protease family C-termina         contig169 Solyc12g Ulp1 protease family                     SL2.40ch AT3G4456FAR8  FAR8 (FA                  chr3:161  39.9808 16.656 24.5706 26.0174 12.554 9.09367
GT Sense Sense -0.245 Detected 0.245 Detected 0.000 -2.207 Detected -2.362 Detected -2.285 0.012 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  7765.97 8520.72 2300.02 2857.89 1861.52 1614.66
GT Sense Sense -0.358 Detected 0.358 Detected 0.000 -1.886 Comprom -0.867 Detected -1.377 0.157 GT Sens contig170 contig170 Laccase (              GCCTGCAcontig170 Solyc02g Solyc02g Laccase (           GO:00043 GO:00043   contig170 Solyc02g Laccase (            GO:00043 SL2.40ch AT5G0326LAC11  LAC11 (la     chr5:777  17.2509 22.1391 13.2945 10.5768 5.58737 10.93
GT Sense Sense -0.132 Detected 0.132 Detected 0.000 -2.324 Detected -2.394 Detected -2.359 0.003 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  2657.18 2493.96 859.019 958.407 543.301 499.579
GT Sense Sense -0.139 Detected 0.139 Detected 0.000 -1.495 Detected -1.663 Detected -1.579 0.010 GT Sens contig170 contig170 Retrotran                   TGGTGG contig170 Solyc08g Solyc08g Retrotran                GO:00082 GO:00082   contig170 Solyc08g Retrotran                 GO:00082 SL2.40ch AT5G02150.1 3040.29 2882.15 1493.88 1768.99 1110.3 954.07
GT Sense Sense -0.920 Detected 0.920 Detected 0.000 -0.952 Detected -1.071 Detected -1.012 0.387 GT Sens contig171 contig171 Acetylorn                    TCAGGGGcontig171 Solyc08g Solyc08g Acetylorn                 GO:00081 GO:00081  contig171 Solyc08g Acetylorn                  GO:00167 SL2.40ch AT4G17830.1  peptidase     chr4:991  36.7429 102.821 56.1973 41.769 33.5672 29.8553
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -2.105 Comprom -3.234 Comprom -2.669 0.042 GT Sens contig171 contig171 B3 domai                   AACTTGT contig171 Solyc00g Solyc00g B3 domai                GO:00063 GO:00063    contig171 Solyc00g B3 domai                 GO:00063 SL2.40ch AT1G20350.1 23.8733 19.9056 9.80162 17.3856 5.35643 2.36457
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -2.019 Comprom -1.587 Comprom -1.803 0.015 GT Sens contig172 contig172 Ulp1 prote              CATTACT contig172 Solyc12g Solyc12g Ulp1 protease family C-termina         contig172 Solyc12g Ulp1 protease family         SL2.40ch AT3G0706emb1974  emb1974     chr3:223  22.9646 16.4269 15.1804 15.3879 5.06474 6.59852
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -1.194 Detected -1.757 Detected -1.475 0.047 GT Sens contig173 contig173 Unknown      ACAGCCGcontig173 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig173 Solyc06g Unknown Protein (A  SL2.40ch AT1G69500.1  electron             chr1:261  100.959 100.376 82.1004 99.5363 46.5138 30.3823
GT Sense Sense -0.081 Detected 0.081 Detected 0.000 -2.538 Detected -2.767 Detected -2.652 0.003 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  3431.99 3000.92 868.094 1018.02 584.182 480.96
GT Sense Sense -0.382 Detected 0.382 Detected 0.000 -3.281 Comprom -2.742 Comprom -3.011 0.023 GT Sens contig174 contig174 Peroxidas                  ATAAAAG contig174 Solyc12g Solyc12g Peroxidas               GO:00551 GO:00551  contig174 Solyc10g Peroxidas                GO:00551 SL2.40ch AT2G38500.1  FUNCTIO                                                                               chr2:161  14.6294 19.4132 5.10796 2.19933 1.83184 2.57105
GT Sense Sense -0.476 Detected 0.476 Detected 0.000 -1.935 Detected -1.162 Detected -1.549 0.128 GT Sens contig174 contig174 Enoyl-CoA                TTGTCAT contig174 Solyc01g Solyc01g Enoyl-CoA             GO:00081 GO:00081  contig174 Solyc01g Enoyl-CoA              GO:00081 SL2.40ch AT2G30650.1  catalytic  chr2:130  56.6997 85.7971 41.4791 104.596 19.2731 31.8084
GT Sense Sense -0.032 Detected 0.032 Detected 0.000 -1.252 Detected -1.086 Detected -1.169 0.006 GT Sens contig175 contig175 Ulp1 prote              ACAACAT contig175 Solyc07g Solyc07g Ulp1 protease family C-termina         contig175 Solyc07g Ulp1 protease family         SL2.40ch AT2G19230.1  kinase  chr2:834  71.4527 58.3598 58.4804 64.2734 28.6551 31.0411
GT Sense Sense 0.355 Detected -0.355 Detected 0.000 -2.327 Comprom -3.096 Comprom -2.712 0.035 GT Sens contig175 contig175 Unknown      GCAACATcontig175 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig175 Solyc12g Unknown Protein (A  SL2.40ch AT5G43920.1  transduc          chr5:176  23.2062 11.0815 2.55826 6.54387 3.37666 1.91301
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -1.611 Detected -1.825 Detected -1.718 0.012 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  1026.04 997.582 373.658 437.389 350.027 291.434
GT Sense Sense -0.229 Detected 0.229 Detected 0.000 -2.201 Detected -2.341 Detected -2.271 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  7996.6 8586.96 2567.13 3008.85 1904.42 1668.92
GT Sense Sense 0.003 Detected -0.003 Detected 0.000 -1.851 Comprom -1.419 Detected -1.635 0.017 GT Sens contig177 contig177 Reverse t                    TTTGATCcontig177 Solyc11g Solyc11g Reverse t                 GO:00062 GO:00062   contig177 Solyc00g Pol polyp                 GO:00062 SL2.40ch AT1G33030.1  O-methyl      chr1:119  31.6604 24.6603 9.61425 14.2379 8.18338 10.6615
GT Sense Sense 0.212 Detected -0.212 Detected 0.000 -2.249 Comprom -0.808 Detected -1.528 0.179 GT Sens contig177 contig177 Unknown      GGTTTTGcontig177 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig177 Solyc02g Unknown Protein (A  SL2.40ch AT3G11760.1  unknown   chr3:371  42.8332 24.9526 11.9994 5.44464 7.27061 19.0512
GT Sense Sense -0.096 Detected 0.096 Detected 0.000 -2.403 Detected -2.314 Detected -2.359 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  416.395 371.886 150.979 206.454 78.6265 80.7374
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -1.049 Detected -1.083 Detected -1.066 0.020 GT Sens contig179 contig179 Unknown      TGTCTAT contig179 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig179 Solyc05g Unknown Protein (A  SL2.40ch AT2G36630.1  unknown   chr2:153  26707.6 25785.4 17032.6 18981.4 13402.5 12637.2
GT Sense Sense -0.134 Detected 0.134 Detected 0.000 -1.898 Detected -1.885 Detected -1.892 0.005 GT Sens contig180 contig180 %26aposc                    TGTATAGcontig180 Solyc00g Solyc00g %26aposc                 GO:00065 GO:00065 contig180 Solyc00g &aposchr                  GO:00065 SL2.40ch AT4G3399EMB2758  EMB2758     chr4:162  1553.67 1462.34 788.32 972.933 427.48 416.333
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -1.012 Detected -1.243 Comprom -1.128 0.011 GT Sens contig180 contig180 Unknown      AGAAAGGcontig180 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig180 Solyc04g Unknown Protein (A  SL2.40ch AT4G08540.1  unknown   chr4:543  21.7711 16.1455 11.0994 4.90371 9.82507 8.08002
GT Sense Sense 0.089 Detected -0.089 Detected 0.000 -2.094 Detected -1.162 Detected -1.628 0.075 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  9059.72 6262.72 3748.13 2048.79 1864.81 3435.51
GT Sense Sense -0.366 Detected 0.366 Detected 0.000 -2.330 Detected -1.668 Detected -1.999 0.056 GT Sens contig181 contig181 Xylogluca                  TCTTCTT contig181 Solyc03g Solyc03g Xylogluca               GO:00059 GO:00059          contig181 Solyc03g Xylogluca                GO:00167 SL2.40ch AT4G258 XTR6, XT   XTR6 (XY                  chr4:131  10728 13927.1 5150.16 1109.74 2568.64 3925.05
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 -0.969 Detected -2.000 Detected -1.484 0.111 GT Sens contig184 contig184 SWIM zinc                   ATGGTTCcontig184 Solyc05g Solyc05g SWIM zinc                GO:00082 GO:00082   contig184 Solyc10g051290.1.1 AT1G78950.1  beta-amy     chr1:296  84.0083 82.1041 79.1301 52.9404 44.8373 21.1881
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -4.571 Detected -2.397 Detected -3.484 0.086 GT Sens contig185 contig185 Polygalac                           AAAGAGCcontig185 Solyc12g Solyc12g Polygalac                        GO:00059 GO:00059   contig185 Solyc12g Polygalac                         GO:00059 SL2.40ch AT5G14650.1  polygalac       chr5:472  45364.3 39783.9 24005.1 9207.46 1889.02 8228.11
GT Sense Sense -0.533 Detected 0.533 Detected 0.000 -1.010 Detected -1.451 Detected -1.230 0.166 GT Sens contig186 contig186 Aberrant                      ATTTGCCcontig186 Solyc10g Solyc10g Aberrant                   GO:00160 GO:00160 contig186 Solyc10g Aberrant                    GO:00160 SL2.40ch AT5G1969STT3A  STT3A (S          chr5:665  25.952 42.4475 39.9144 72.7599 17.4232 12.386
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -1.708 Detected -1.442 Detected -1.575 0.008 GT Sens contig186 contig186 Pol polyp        TGAGAGTcontig186 Solyc01g Solyc01g Pol polyprotein (AHRD V1 ***- Qcontig186 Solyc01g Pol polyprotein (AHR    SL2.40ch AT3G52561.1 141.733 118.488 54.0631 58.7242 41.9337 48.675
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.102 Detected -1.431 Detected -1.266 0.024 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  599.55 545.957 266.509 281.868 281.728 216.538
GT Sense Sense -0.440 Detected 0.440 Detected 0.000 -1.787 Detected -1.217 Detected -1.502 0.103 GT Sens contig188 contig188 Sulfotrans                 GAAGAGCcontig188 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081    contig188 Solyc05g Sulfotrans               GO:00801 SL2.40ch AT3G1378AtcwINV5  AtcwINV5            chr3:452  710.787 1023.04 503.494 1274.04 261.183 374.181
GT Sense Sense 0.006 Detected -0.006 Detected 0.000 -2.245 Detected -1.957 Detected -2.101 0.005 GT Sens contig189 contig189 Unknown                TGAATCGcontig189 Solyc01g Solyc01g Unknown Protein (AHRD V1)%3           contig189 Solyc01g Unknown Protein (A            SL2.40ch AT4G0998EMB1691  EMB1691           chr4:624  96.2677 74.6332 32.8151 48.4157 18.8997 22.2824
GT Sense Sense -0.252 Detected 0.252 Detected 0.000 -1.086 Detected -1.206 Detected -1.146 0.047 GT Sens contig189 contig189 Major late                   GTGTGATcontig189 Solyc05g Solyc05g Major late                GO:00096 GO:00096    contig189 Solyc05g Major late                 GO:00096 SL2.40ch AT1G7085MLP34  MLP34 (M     chr1:267  24.9268 27.6267 18.6044 54.9908 13.0658 11.6096
GT Sense Sense -0.582 Detected 0.582 Detected 0.000 -2.307 Detected -2.326 Detected -2.317 0.058 GT Sens contig189 contig189 Mutant re            CTCCAAAcontig189 Solyc08g Solyc08g Mutant required to maintain re      contig189 Solyc08g077640.1.1 AT4G38200.1  guanine      chr4:179  351.166 614.737 177.356 84.6863 99.2425 94.5238
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -2.811 Detected -2.663 Detected -2.737 0.007 GT Sens contig19 contig19 Unknown             ATAGGATcontig19 Solyc07g Solyc07g Unknown          GO:0045449 contig19 Solyc10g045250.1.1 AT3G02900.1  unknown   chr3:645  540.681 312.333 310.921 282.933 61.8724 66.1953
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -2.294 Detected -2.212 Detected -2.253 0.006 GT Sens contig190 contig190 Gag-Pol p                    CATTTGAcontig190 Solyc01g Solyc01g Gag-Pol polyprotein (AHRD V1              contig190 Solyc01g Gag-Pol polyprotein                SL2.40ch AT3G52561.1 348.365 348.22 114.529 133.394 75.0696 76.6879
GT Sense Sense -0.085 Detected 0.085 Detected 0.000 -1.998 Detected -1.661 Detected -1.829 0.011 GT Sens contig191 contig191 Unknown      TCTTTTGcontig191 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig191 Solyc00g Unknown Protein (A  SL2.40ch AT5G35926.1 813.756 716.041 327.637 376.11 201.992 246.351
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -1.664 Detected -1.655 Detected -1.659 0.004 GT Sens contig192 contig192 Unknown      GGTGGT contig192 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig192 Solyc10g Unknown Protein (A  SL2.40ch AT4G0308BSL1  kelch rep       chr4:135  3666.09 3327.64 2870.26 2597.21 1165.16 1131.59
GT Sense Sense 0.235 Detected -0.235 Detected 0.000 -3.160 Comprom -1.405 Comprom -2.282 0.129 GT Sens contig193 contig193 Transpos                    CAATGAT contig193 Solyc08g Solyc08g Transpos                 GO:00150 GO:00150  contig193 Solyc08g062410.1.1 AT3G25910.1  zinc ion b   chr3:948  25.1577 14.2005 13.6176 14.2953 2.23505 7.28241
GT Sense Sense -0.509 Detected 0.509 Detected 0.000 -2.188 Detected -1.647 Detected -1.918 0.080 GT Sens contig194 contig194 Unknown      CAAATGAcontig194 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig194 Solyc01g Unknown Protein (A  SL2.40ch AT1G20970.1  FUNCTIO                                                                      chr1:731  2471.43 3911.21 2239.87 5613.59 721.038 1012.59
GT Sense Sense -0.116 Detected 0.116 Detected 0.000 -0.944 Detected -1.172 Detected -1.058 0.023 GT Sens contig194 contig194 Ycf2 (AHR       GAAGGCTcontig194 Solyc09g Solyc09g Ycf2 (AHRD V1 ***- A6Y9W3 9M contig194 Solyc09g031850.1.1 ATCG012 YCF2.2  hypothet    chrC:145  1010.19 927.904 767.647 771.188 532.009 438.539
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -1.424 Detected -1.252 Detected -1.338 0.006 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  719.18 605.756 447.596 408.31 259.934 282.681
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.078 Detected -1.223 Comprom -1.150 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  22.0401 16.6203 10.1449 5.94615 9.58024 8.36773
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -2.757 Detected -2.188 Detected -2.472 0.013 GT Sens contig196 contig196 Unknown      AGGTACAcontig196 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig196 Solyc11g Unknown Protein (A  SL2.40ch AT5G07630.1  lipid tran   chr5:241  99.5048 82.5775 49.8271 15.472 14.1726 20.3006
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 -1.298 Detected -1.280 Detected -1.289 0.000 GT Sens contig197 contig197 Acetyl-Co           GAACTAGcontig197 Solyc09g Solyc09g Acetyl-CoA carboxylase beta s     contig197 Solyc09g Acetyl-CoA carboxy       SL2.40ch ATCG005 ACCD  Encodes                                chrC:570  106.097 83.6102 62.5855 76.8658 40.4891 39.5743
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -1.178 Detected -1.074 Detected -1.126 0.002 GT Sens contig198 contig198 Receptor-                  TTAAACT contig198 Solyc08g Solyc08g Receptor-               GO:00055 GO:00055       contig198 Solyc08g Receptor   GO:00046 SL2.40ch AT1G24650.1  leucine-r           chr1:873  787.003 618.297 374.932 320.598 325.748 338.145
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -1.566 Detected -1.587 Detected -1.576 0.019 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  6113.57 6487.93 3093.46 3499.16 2248.38 2139.26
GT Sense Sense -1.103 Detected 1.103 Detected 0.000 -2.661 Detected -1.850 Detected -2.255 0.195 GT Sens contig200 contig200 Gibberelli                   TTTCGCGcontig200 Solyc09g Solyc09g Gibberelli                GO:00040 GO:00040   contig200 Solyc09g Gibberelli                 GO:00040 SL2.40ch AT3G08530.1  clathrin h     chr3:258  326.588 1178.64 215.74 133.32 103.698 175.575
GT Sense Sense 0.084 Detected -0.084 Detected 0.000 -1.075 Detected -0.929 Detected -1.002 0.012 GT Sens contig203 contig203 Unknown      TCTTGCTcontig203 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig203 Solyc01g Polyaden                GO:00055 SL2.40ch AT2G45810.1  DEAD/DE      chr2:188  1196.71 832.742 892.998 784.695 500.898 535.143
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -1.282 Detected -1.554 Detected -1.418 0.027 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  218.394 223.995 84.2184 97.0637 96.1252 76.875
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 -1.516 Detected -1.386 Detected -1.451 0.002 GT Sens contig203 contig203 Unknown      ATCGGATcontig203 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig203 Solyc06g Unknown Protein (A  SL2.40ch AT5G46520.1 44.2225 36.0891 27.4111 24.6403 14.7598 15.5956
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -1.796 Detected -1.935 Detected -1.865 0.009 GT Sens contig205 contig205 %26aposc                     GCCAACAcontig205 Solyc04g Solyc04g %26aposchromo%26apos dom                 contig205 Solyc04g &aposchromo&apos                 SL2.40ch AT3G51120.1  DNA bind              chr3:189  2286.76 2240.33 905.859 1027.75 688.862 603.995
GT Sense Sense -0.197 Detected 0.197 Detected 0.000 -1.805 Detected -1.790 Detected -1.797 0.012 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  2201.49 2260.81 826.954 948.166 674.771 658.278
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -0.979 Detected -1.532 Detected -1.255 0.070 GT Sens contig208 contig208 Sulfotrans                 ACTCAAT contig208 Solyc05g Solyc05g Sulfotrans              GO:00081 GO:00081  contig208 Solyc05g Sulfotrans               GO:00081 SL2.40ch AT2G27570.1  sulfotran     chr2:117  60.2258 34.8344 56.301 73.2202 24.5567 16.1638
GT Sense Sense 0.005 Detected -0.005 Detected 0.000 -2.214 Detected -2.330 Detected -2.272 0.001 GT Sens contig210 contig210 Polyprote        AGTGAAGcontig210 Solyc05g Solyc05g Polyprotein (AHRD V1 ***- Q9XEcontig210 Solyc05g Polyprotein (AHRD V   SL2.40ch AT3G185 RTFL20, D   RTFL20 (     chr3:636  631.825 490.307 299.844 315.507 126.743 112.971
GT Sense Sense -0.166 Detected 0.166 Detected 0.000 -1.336 Detected -1.350 Detected -1.343 0.015 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  59444.8 58517.6 30513.9 33382.7 24692.4 23612.6
GT Sense Sense -0.028 Detected 0.028 Detected 0.000 -1.293 Detected -0.969 Detected -1.131 0.020 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  38.7394 31.4877 22.7744 16.6941 15.0611 18.2
GT Sense Sense -0.279 Detected 0.279 Detected 0.000 -2.424 Detected -1.542 Detected -1.983 0.063 GT Sens contig213 contig213 Unknown      GAGTCTAcontig213 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig213 Solyc08g Unknown Protein (A  SL2.40ch AT5G45230.1  disease r       chr5:183  118.793 136.784 102.684 59.0806 25.0952 44.6565
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 -0.968 Detected -1.412 Detected -1.190 0.060 GT Sens contig213 contig213 NADH deh                      CTAAAAGcontig213 Solyc05g Solyc05g NADH deh                   GO:00551 GO:00551  contig213 Solyc02g NADH deh                GO:00551 SL2.40ch AT5G28810.1 299.711 313.73 218.225 250.484 165.648 117.546
GT Sense Sense 0.217 Detected -0.217 Detected 0.000 -1.297 Detected -1.326 Detected -1.311 0.026 GT Sens contig213 contig213 Ycf2 (AHR               GAAAGACcontig213 Solyc09g Solyc09g Ycf2 (AHR            GO:00095 GO:00095 contig213 Solyc10g Ycf2 (AHR             GO:00095 SL2.40ch ATCG012 YCF2.2  hypothet    chrC:145  406.96 235.419 263.765 216.082 133.168 125.985
GT Sense Sense -0.179 Detected 0.179 Detected 0.000 -1.107 Detected -1.146 Detected -1.126 0.025 GT Sens contig213 contig213 Unknown      TTGTCTAcontig213 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig213 Solyc04g Unknown Protein (A  SL2.40ch AT5G10100.1  trehalose     chr5:315  28048.3 28106.2 18479.8 20017.8 13781 12942.6
GT Sense Sense -0.299 Detected 0.299 Detected 0.000 -1.358 Detected -0.827 Detected -1.093 0.112 GT Sens contig214 contig214 Unknown      ATGGGG contig214 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig214 Solyc01g Unknown Protein (A  SL2.40ch AT4G3510PIP3, PIP3     PIP3 (PLA         chr4:167  20.9659 24.8015 28.5066 22.7704 9.39899 13.1119
GT Sense Sense -0.462 Detected 0.462 Detected 0.000 -2.396 Detected -1.656 Detected -2.026 0.076 GT Sens contig215 contig215 Xylogluca                           TCTTCTT contig215 Solyc03g Solyc03g Xylogluca                        GO:00167 GO:00167        contig215 Solyc03g Xylogluca                         GO:00167 SL2.40ch AT4G258 XTR6, XT   XTR6 (XY                  chr4:131  16070.6 23825 9019.96 1933.27 3929.09 6335.43
GT Sense Sense 0.315 Detected -0.315 Detected 0.000 -3.112 Comprom -2.929 Comprom -3.021 0.012 GT Sens contig216 contig216 Unknown      TTCACTCcontig216 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig216 Solyc05g Unknown Protein (A  SL2.40ch AT2G3290ATZW10  ATZW10  chr2:139  36.3098 18.3507 8.21987 13.7216 3.15506 3.4574
GT Sense Sense 0.248 Detected -0.248 Detected 0.000 -1.842 Detected -1.845 Detected -1.844 0.018 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  78.1071 43.2836 21.0179 29.1718 17.1398 16.5112
GT Sense Sense -0.107 Detected 0.107 Detected 0.000 -1.302 Detected -1.015 Detected -1.159 0.023 GT Sens contig216 contig216 Gag-Pol p        CTGGGAAcontig216 Solyc00g Solyc00g Gag-Pol polyprotein (AHRD V1  contig216 Solyc00g Gag-Pol polyprotein    SL2.40ch AT5G11250.1  disease r       chr5:358  458.304 415.514 338.458 307.245 187.006 220.259
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -0.998 Detected -1.005 Detected -1.002 0.002 GT Sens contig216 contig216 Unknown      AAGAGTTcontig216 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig216 Solyc04g Unknown Protein (A  SL2.40ch AT5G57840.1  transfera     chr5:234  193.305 142.03 131.153 139.986 87.6541 84.2266
GT Sense Sense -0.042 Detected 0.042 Detected 0.000 -1.143 Detected -1.845 Detected -1.494 0.052 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  446.685 370.236 187.178 197.952 194.576 115.505
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -2.085 Detected -1.003 Detected -1.544 0.104 GT Sens contig217 contig217 Unknown      GCTGAATcontig217 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig217 Solyc07g cDNA clone J013074                  SL2.40ch AT1G5975ARF1  ARF1 (AU           chr1:219  62.2679 48.9638 42.4203 33.1229 13.7547 28.1195
GT Sense Sense -0.214 Detected 0.214 Detected 0.000 -1.288 Detected -0.871 Detected -1.080 0.069 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  418.85 440.446 273.431 287.638 185.858 239.625
GT Sense Sense -0.299 Detected 0.299 Detected 0.000 -2.801 Detected -1.562 Detected -2.181 0.087 GT Sens contig217 contig217 Cytochro                    ATGGACAcontig217 Solyc03g Solyc03g Cytochro                 GO:00198 GO:00198   contig217 Solyc03g Cytochro  GO:00198 SL2.40ch AT5G2496CYP71A1   CYP71A1               chr5:859  903.26 1069.01 492.636 51.9517 149.04 339.599
GT Sense Sense -0.511 Detected 0.511 Detected 0.000 -2.344 Detected -1.512 Detected -1.928 0.100 GT Sens contig218 contig218 Xylogluca                  TCTTCTT contig218 Solyc03g Solyc03g Xylogluca               GO:00059 GO:00059          contig218 Solyc03g Xylogluca                GO:00167 SL2.40ch AT4G258 XTR6, XT   XTR6 (XY                  chr4:131  13928 22100.9 8295.02 1712.77 3652.59 6275.81
GT Sense Sense -0.090 Detected 0.090 Detected 0.000 -1.987 Detected -1.958 Detected -1.972 0.002 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  936.502 828.928 327.853 385.334 234.955 231.436
GT Sense Sense -0.447 Detected 0.447 Detected 0.000 -1.624 Detected -1.942 Detected -1.783 0.064 GT Sens contig221 contig221 Unknown      TCAGAGGcontig221 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig221 Solyc04g Unknown Protein (A  SL2.40ch AT1G26270.1  phospha        chr1:908  97.769 142.037 73.4961 36.6697 40.4149 31.3037
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -0.804 Detected -1.433 Detected -1.118 0.085 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  442.84 427.217 291.662 300.17 263.346 164.421
GT Sense Sense -0.322 Detected 0.322 Detected 0.000 -1.177 Detected -1.220 Detected -1.199 0.066 GT Sens contig222 contig222 Tracheary          GAACCTCcontig222 Solyc03g Solyc03g Tracheary element differentiat      contig222 Solyc03g Tracheary element d      SL2.40ch AT4G0339SRF3  SRF3 (ST            chr4:149  50.3654 61.5384 17.6257 40.1405 26.0265 24.3791
GT Sense Sense 0.016 Detected -0.016 Detected 0.000 -1.212 Detected -1.332 Detected -1.272 0.002 GT Sens contig223 contig223 Unknown      GGGCAAAcontig223 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig223 Solyc11g Unknown Protein (A  SL2.40ch AT3G0643EMB2750  EMB2750     chr3:195  202.302 154.644 102.075 122.643 80.7004 71.6747
GT Sense Sense 0.082 Detected -0.082 Detected 0.000 -1.455 Detected -1.240 Detected -1.348 0.010 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  540.408 377.185 519.02 504.629 174.041 195.017
GT Sense Sense 0.205 Detected -0.205 Detected 0.000 -1.071 Detected -2.077 Detected -1.574 0.101 GT Sens contig223 contig223 Serine/thr                        ATTCGGAcontig223 Solyc11g Solyc11g Serine/threonine-protein phos                    contig223 Solyc11g Serine/threonine-pro                     SL2.40ch AT2G2738ATEPR1  ATEPR1;       chr2:117  65.9926 38.8088 26.0158 19.8417 25.4608 12.2353
GT Sense Sense 0.182 Detected -0.182 Detected 0.000 -1.554 Detected -1.373 Detected -1.464 0.019 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  117.696 71.4656 104.585 68.3799 33.0075 36.1255
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -2.027 Detected -2.002 Detected -2.014 0.002 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  3809.86 3406.34 1677.45 1868.79 934.497 917.919
GT Sense Sense 0.192 Detected -0.192 Detected 0.000 -0.821 Detected -2.965 Comprom -1.893 0.224 GT Sens contig225 contig225 Serine/thr                        AATATTT contig225 Solyc09g Solyc09g Serine/threonine-protein phos                    contig225 Solyc09g Serine/threonine-pro                     SL2.40ch AT2G2738ATEPR1  ATEPR1;       chr2:117  21.6555 12.9788 5.85417 5.36282 10.026 2.19001
GT Sense Sense -0.079 Detected 0.079 Detected 0.000 -2.112 Detected -2.289 Detected -2.200 0.003 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  826.453 720.296 309.234 346.289 188.649 161.101
GT Sense Sense 0.193 Detected -0.193 Detected 0.000 -1.515 Detected -1.196 Detected -1.356 0.032 GT Sens contig228 contig228 Unknown      GAGATCGcontig228 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig228 Solyc07g Unknown Protein (A  SL2.40ch AT3G19520.2 311.595 186.508 227.286 151.089 89.1521 107.329
GT Sense Sense 0.442 Detected -0.442 Detected 0.000 -1.272 Detected -1.370 Detected -1.321 0.097 GT Sens contig228 contig228 Unknown      ATTGGAGcontig228 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig228 Solyc04g Unknown Protein (A  SL2.40ch AT4G13992.1  FUNCTIO                                                                         chr4:808  1883.87 797.644 618.158 1260.7 536.59 483.963
GT Sense Sense -0.125 Detected 0.125 Detected 0.000 -1.630 Comprom -2.488 Comprom -2.059 0.044 GT Sens contig229 contig229 Unknown      GATGCTAcontig229 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig229 Solyc04g039610.1.1 AT5G4463MCM6  minichro          chr5:180  19.5043 18.1358 15.3961 9.84227 6.4205 3.42067
GT Sense Sense -0.260 Detected 0.260 Detected 0.000 -1.617 Detected -1.821 Detected -1.719 0.025 GT Sens contig229 contig229 Receptor-                   AATAAAT contig229 Solyc02g Solyc02g Receptor-                GO:00064 GO:00064  contig229 Solyc02g Receptor-                 GO:00064 SL2.40ch AT4G23240.1 188.855 211.748 71.1725 79.3844 68.9199 57.7326
GT Sense Sense -0.019 Detected 0.019 Detected 0.000 -1.875 Comprom -0.953 Comprom -1.414 0.092 GT Sens contig229 contig229 Mutator-li                  GGTATTGcontig229 Solyc06g Solyc06g Mutator-li               GO:00082 GO:00082   contig229 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G3533MBD02, M   MBD02 (M           chr5:135  19.0234 15.2591 7.76463 9.23944 4.91023 8.97821
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -1.372 Comprom -1.759 Comprom -1.566 0.020 GT Sens contig229 contig229 Unknown      GGAAGAGcontig229 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig229 Solyc05g cDNA clon                   GO:00082 SL2.40ch AT3G59870.1  unknown   chr3:221  20.1213 18.557 11.2726 13.7419 7.88919 5.82365
GT Sense Sense 0.004 Detected -0.004 Detected 0.000 -1.833 Comprom -2.218 Comprom -2.025 0.009 GT Sens contig229 contig229 Ulp1 prote              GACCATGcontig229 Solyc04g Solyc04g Ulp1 protease family C-termina         contig229 Solyc10g Ulp1 protease family         SL2.40ch AT4G38090.2  unknown   chr4:178  23.9651 18.627 16.1271 9.556 6.26913 4.63358
GT Sense Sense -0.161 Detected 0.161 Detected 0.000 -0.876 Detected -3.168 Comprom -2.022 0.223 GT Sens contig230 contig230 Mutator-li                    ATGGTTAcontig230 Solyc10g Solyc10g Mutator-like transposase (AHR               contig230 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT4G1388AtRLP48  AtRLP48        chr4:802  16.7549 16.3741 19.0596 5.79538 9.53878 1.87988
GT Sense Sense -0.497 Detected 0.497 Detected 0.000 -0.952 Detected -1.304 Detected -1.128 0.166 GT Sens contig230 contig230 Tracheary          ATTCGGTcontig230 Solyc07g Solyc07g Tracheary element differentiat      contig230 Solyc07g Tracheary element d      SL2.40ch AT1G56040.1  binding /       chr1:209  35.2808 54.9273 25.5794 43.4966 24.0419 18.1922
GT Sense Sense -0.216 Detected 0.216 Detected 0.000 -2.572 Detected -2.823 Detected -2.698 0.008 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  1952.93 2060.69 433.995 475.475 356.446 289.242
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 -2.462 Detected -1.040 Detected -1.751 0.138 GT Sens contig230 contig230 CXE carb         GAATAAGcontig230 Solyc07g Solyc07g CXE carboxylesterase (Fragme     contig230 Solyc07g CXE carboxylestera      SL2.40ch AT5G4654PGP7  PGP7 (P-           chr5:188  737.422 712.797 355.972 127.423 139.074 359.813
GT Sense Sense -0.248 Detected 0.248 Detected 0.000 -2.110 Detected -2.285 Detected -2.198 0.014 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  7814.99 8613.79 2593.3 2988.44 2007.98 1717.36
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.965 Comprom -1.773 Comprom -1.869 0.003 GT Sens contig231 contig231 Unknown      TATTGGGcontig231 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig231 Solyc01g Unknown Protein (A  SL2.40ch AT4G12590.1  unknown   chr4:745  34.1049 27.5445 10.5441 16.9732 8.2952 9.14872
GT Sense Sense -0.822 Detected 0.822 Detected 0.000 -2.943 Comprom -3.315 Comprom -3.129 0.065 GT Sens contig231 contig231 Mutator-li                   AGTTAGGcontig231 Solyc01g Solyc01g Mutator-like transposase (AHR              contig231 Solyc01g Mutator-like transpo               SL2.40ch AT5G03406.1  ATP bind          chr5:839  12.2496 29.9213 13.7469 3.14178 2.63088 1.96277
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.188 Detected -1.588 Detected -1.388 0.021 GT Sens contig231 contig231 Unknown      CCAAAGCcontig231 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig231 Solyc07g Hypersen                 GO:00338 SL2.40ch AT5G2025DIN10  DIN10 (DA         chr5:683  3364.21 2760.13 2662.13 3692.67 1413.84 1034.22
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -4.747 Comprom -1.772 Detected -3.259 0.160 GT Sens contig233 contig233 Alpha-hum                   CAGTTAT contig233 Solyc01g Solyc01g Alpha-hum                GO:00800 GO:00800      contig233 Solyc01g Alpha-hum                 GO:00800 SL2.40ch AT5G49300.1  zinc finge       chr5:199  45.3589 41.3619 11.3287 1.85451 1.70505 12.9414
GT Sense Sense -0.419 Detected 0.419 Detected 0.000 -1.698 Detected -1.174 Detected -1.436 0.101 GT Sens contig234 contig234 Decarbox                   ATTTCAT contig234 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig234 Solyc08g Decarbox                 GO:00301 SL2.40ch AT4G3320XI-I, ATXI-    XI-I; moto     chr4:160  506.65 707.748 509.538 931.586 195.03 270.742
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -2.593 Detected -2.749 Detected -2.671 0.005 GT Sens contig235 contig235 Reverse t         ATGAGTTcontig235 Solyc01g Solyc01g Reverse transcriptase (Fragme     contig235 Solyc10g Polyprote                 GO:00062 SL2.40ch AT4G2118ATERDJ2   ATERDJ2           chr4:112  3670.41 3605.15 1009.12 1122.81 637.052 551.989
GT Sense Sense 0.083 Detected -0.083 Detected 0.000 -1.561 Detected -1.512 Detected -1.536 0.003 GT Sens contig236 contig236 Unknown      AGAAGAAcontig236 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig236 Solyc03g Iron-sulfu                        GO:00081 SL2.40ch AT1G01240.3 1465.14 1021.29 1172.02 989.541 438.261 437.724
GT Sense Sense -0.258 Detected 0.258 Detected 0.000 -1.376 Detected -0.848 Detected -1.112 0.095 GT Sens contig237 contig237 Unknown      CTTGTCTcontig237 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig237 Solyc07g Unknown Protein (A  SL2.40ch AT3G42850.1  galactoki    chr3:149  184.822 206.531 195.698 228.541 79.559 110.715
GT Sense Sense -0.035 Detected 0.035 Detected 0.000 -1.264 Detected -1.504 Detected -1.384 0.008 GT Sens contig238 contig238 Ycf2 (AHR       TTATCAGcontig238 Solyc11g Solyc11g Ycf2 (AHRD V1 ***- A6YA39 9M contig238 Solyc11g056520.1.1 ATCG012 YCF2.2  hypothet    chrC:145  534.894 438.951 252.984 309.398 213.305 174.348
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 -3.538 Comprom -3.394 Comprom -3.466 0.004 GT Sens contig238 contig238 Gag polyp                   GGAAACCcontig238 Solyc12g Solyc12g Gag polyprotein (Fragment) (A              contig238 Solyc12g017930.1.1 AT2G3354CPL3, AT   CPL3 (C-          chr2:142  18.5922 19.001 4.08195 7.54576 1.71048 1.82435
GT Sense Sense -0.238 Detected 0.238 Detected 0.000 -1.235 Detected -1.423 Detected -1.329 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  29148.6 31709.3 14119.9 15749.3 13646.7 11570.7
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -1.216 Detected -1.544 Detected -1.380 0.016 GT Sens contig239 contig239 Mutator-li                   ATAGGTTcontig239 Solyc08g Solyc08g Mutator-like transposase (AHR              contig239 Solyc08g Mutator-like transpo               SL2.40ch AT5G30490.2  FUNCTIO                                                                   chr5:116  59.703 51.1319 37.9304 35.0775 25.1391 19.3273
GT Sense Sense 0.073 Detected -0.073 Detected 0.000 -1.307 Detected -1.264 Detected -1.286 0.003 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  1286.53 908.926 769.987 945.516 461.953 459.341
GT Sense Sense -0.222 Detected 0.222 Detected 0.000 -1.209 Detected -1.825 Detected -1.517 0.057 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  55.7525 59.2932 27.0968 24.1565 26.2851 16.5539
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -1.904 Detected -2.449 Detected -2.177 0.016 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  163.148 119.959 43.7299 58.6304 39.5027 26.1337
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 -1.989 Detected -2.053 Detected -2.021 0.014 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  613.678 667.891 211.744 247.922 170.439 157.468
GT Sense Sense -0.249 Detected 0.249 Detected 0.000 -2.829 Detected -2.477 Detected -2.653 0.013 GT Sens contig242 contig242 Unknown      TTGTTAAcontig242 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig242 Solyc11g Unknown Protein (A  SL2.40ch AT5G07630.1  lipid tran   chr5:241  263.768 291.257 161.187 86.6575 41.2199 50.7884
GT Sense Sense -0.391 Detected 0.391 Detected 0.000 -1.551 Detected -1.072 Detected -1.311 0.104 GT Sens contig244 contig244 Cytochro                    CAAGAAGcontig244 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig244 Solyc09g Cytochro  GO:00198 SL2.40ch AT5G5726CYP71B1   CYP71B1               chr5:231  48.304 64.9256 41.896 79.3517 20.1971 27.1846
GT Sense Sense -0.233 Detected 0.233 Detected 0.000 -2.193 Detected -1.812 Detected -2.002 0.022 GT Sens contig245 contig245 Transpos                    ACAGCGTcontig245 Solyc03g Solyc03g Transpos                 GO:00150 GO:00150  contig245 Solyc03g043670.1.1 AT2G40935.3  unknown   chr2:170  41.156 44.4395 20.8053 22.5376 9.88389 12.4294
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -2.011 Detected -2.158 Detected -2.084 0.017 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  2608 2939.47 981.755 1215.86 725.761 633.228
GT Sense Sense -0.006 Detected 0.006 Detected 0.000 -2.212 Detected -1.430 Detected -1.821 0.043 GT Sens contig245 contig245 Unknown      CTCAAGAcontig245 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig245 Solyc12g Unknown Protein (A  SL2.40ch AT4G2318CRK10, R   CRK10 (C                chr4:121  54.7978 43.1805 27.576 26.36 11.0993 18.4253
GT Sense Sense -0.490 Detected 0.490 Detected 0.000 -2.177 Comprom -2.779 Comprom -2.478 0.050 GT Sens contig247 contig247 Ulp1 prote                       CTGAAAT contig247 Solyc08g Solyc08g Ulp1 prote                    GO:00065 GO:00065 contig247 Solyc08g Ulp1 prote                     GO:00065 SL2.40ch AT2G2376BLH4, SA   BLH4 (BE          chr2:101  10.2388 15.7915 3.01576 1.90565 2.97194 1.88969
GT Sense Sense -0.010 Detected 0.010 Detected 0.000 -1.447 Detected -0.877 Detected -1.162 0.055 GT Sens contig247 contig247 Mutator-li                  TGGTGATcontig247 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig247 Solyc08g043220.1.1 AT2G28390.1  SAND fam    chr2:121  69.6551 55.2431 41.8863 38.386 24.0439 34.4595
GT Sense Sense -0.151 Detected 0.151 Detected 0.000 -2.318 Detected -2.336 Detected -2.327 0.004 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  3792.88 3656.2 1104.96 1243.49 789.125 752.705
GT Sense Sense -0.093 Detected 0.093 Detected 0.000 -2.901 Detected -3.786 Comprom -3.344 0.018 GT Sens contig248 contig248 Pol polyp                   CCATATCcontig248 Solyc08g Solyc08g Pol polyp                GO:00082 GO:00082   contig248 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G28210.1  mRNA ca      chr5:101  131.206 116.608 31.8891 31.4133 17.5039 9.1478
GT Sense Sense 0.407 Detected -0.407 Detected 0.000 -0.965 Detected -2.074 Comprom -1.520 0.158 GT Sens contig248 contig248 Unknown      GACAGATcontig248 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig248 Solyc10g Unknown Protein (A  SL2.40ch AT5G08510.1  pentatric      chr5:275  29.2247 13.0023 3.98551 2.83524 10.5524 4.72281
GT Sense Sense -0.069 Detected 0.069 Detected 0.000 -1.991 Detected -2.259 Comprom -2.125 0.005 GT Sens contig249 contig249 Unknown      GGATATAcontig249 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig249 Solyc10g cDNA clon                    GO:00082 SL2.40ch AT2G38570.1  FUNCTIO                                                            chr2:161  36.5513 31.4321 10.3232 15.6735 9.01097 7.22679
GT Sense Sense -0.328 Detected 0.328 Detected 0.000 -1.287 Detected -1.582 Detected -1.435 0.058 GT Sens contig249 contig249 Os03g081                      GGAAGG contig249 Solyc09g Solyc09g Os03g0816700 protein (Fragm                 contig249 Solyc09g Os03g0816700 prote                  SL2.40ch AT3G5563ATDFD  ATDFD (A         chr3:206  31.6904 39.0542 17.1695 15.6897 15.2337 11.9889
GT Sense Sense -0.145 Detected 0.145 Detected 0.000 -1.268 Detected -1.491 Detected -1.380 0.017 GT Sens contig250 contig250 NAD(P)H-q                      ATACAAT contig250 Solyc02g Solyc02g NAD(P)H-q                   GO:00551 GO:00551  contig250 Solyc02g011810.1.1 ATCG011 NDHH  Encodes                      chrC:122  337.127 322.379 209.432 198.499 144.661 119.657
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.349 Detected -0.970 Detected -1.160 0.035 GT Sens contig250 contig250 Caffeoyl-C                  TAGCAGAcontig250 Solyc10g Solyc10g Caffeoyl-C               GO:00424 GO:00424      contig250 Solyc10g Caffeoyl-C                GO:00162 SL2.40ch AT4G34050.1  caffeoyl-C     chr4:163  12696.6 11618.5 8002.98 4935.45 5037.47 6328.08
GT Sense Sense -0.176 Detected 0.176 Detected 0.000 -2.458 Detected -2.218 Detected -2.338 0.008 GT Sens contig251 contig251 Unknown      CGACCCTcontig251 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig251 Solyc03g Unknown Protein (A  SL2.40ch AT5G47490.1  unknown   chr5:192  191.915 191.425 102.545 39.726 36.86 42.0459
GT Sense Sense -0.232 Detected 0.232 Detected 0.000 -2.427 Detected -2.656 Detected -2.542 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  1636.92 1763.88 438.923 557.209 333.848 275.124
GT Sense Sense 0.171 Detected -0.171 Detected 0.000 -1.972 Detected -1.613 Detected -1.792 0.019 GT Sens contig252 contig252 Histidine d                 CACTATGcontig252 Solyc05g Solyc05g Histidine d              GO:00301 GO:00301   contig252 Solyc08g Decarbox                 GO:00301 SL2.40ch AT5G28010.1 825.366 509.253 323.026 168.471 174.636 216.314
GT Sense Sense 0.097 Detected -0.097 Detected 0.000 -2.119 Detected -1.507 Detected -1.813 0.030 GT Sens contig253 contig253 6-phosph                   GTGATATcontig253 Solyc12g Solyc12g 6-phosph                GO:00506 GO:00506  contig253 Solyc04g 6-phosph                 GO:00046 SL2.40ch AT3G02360.1  6-phosph      chr3:482  1561.53 1067.61 698.749 304.577 314.079 463.383
GT Sense Sense -0.144 Detected 0.144 Detected 0.000 -2.143 Comprom -1.778 Comprom -1.961 0.014 GT Sens contig253 contig253 Laccase (              TTGCCTGcontig253 Solyc02g Solyc02g Laccase (           GO:00043 GO:00043   contig253 Solyc02g Laccase (            GO:00043 SL2.40ch AT5G0326LAC11  LAC11 (la     chr5:777  23.0808 22.0236 15.0229 12.6281 5.39463 6.70761
GT Sense Sense -0.655 Detected 0.655 Detected 0.000 -1.595 Detected -1.880 Detected -1.738 0.122 GT Sens contig253 contig253 Unknown      AAGAAAT contig253 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig253 Solyc05g Unknown Protein (A  SL2.40ch AT2G2376BLH4, SA   BLH4 (BE          chr2:101  34.2905 66.4179 23.627 23.6123 16.695 13.228
GT Sense Sense -0.004 Detected 0.004 Detected 0.000 -2.805 Detected -1.452 Detected -2.129 0.088 GT Sens contig255 contig255 Decarbox                   AGAAAAGcontig255 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig255 Solyc08g Decarbox                 GO:00301 SL2.40ch AT1G437 emb1075  emb1075          chr1:164  906.789 712.75 322.137 93.3022 121.569 299.758
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -1.666 Detected -1.239 Detected -1.453 0.033 GT Sens contig256 contig256 Cyclic nu                   TTACCTCcontig256 Solyc05g Solyc05g Cyclic nu                GO:00305 GO:00305   contig256 Solyc05g Cyclic nu                 GO:00305 SL2.40ch AT2G4643ATCNGC3     ATCNGC                 chr2:190  1403.86 1386.11 635.864 637.157 464.492 603.109
GT Sense Sense -0.050 Detected 0.050 Detected 0.000 -1.622 Detected -0.929 Detected -1.276 0.068 GT Sens contig256 contig256 Homeobo                    ACTCAAT contig256 Solyc07g Solyc07g Homeobox-leucine zipper prot               contig256 Solyc09g GTPase o               GO:00055 SL2.40ch AT3G47833.1 14721.7 12336.5 11584.5 7025.65 4627.02 7221.94
GT Sense Sense 0.038 Detected -0.038 Detected 0.000 -1.521 Detected -3.670 Comprom -2.596 0.137 GT Sens contig256 contig256 Polyprote                 CGGGAATcontig256 Solyc09g Solyc09g Polyprote              GO:00082 GO:00082   contig256 Solyc09g Polyprote               GO:00082 SL2.40ch AT2G4643ATCNGC3     ATCNGC                 chr2:190  27.184 20.1574 5.92996 7.48029 8.61802 1.8761
GT Sense Sense 0.148 Detected -0.148 Detected 0.000 -0.953 Detected -1.666 Detected -1.309 0.077 GT Sens contig257 contig257 Unknown      ATGAGACcontig257 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig257 Solyc05g Unknown Protein (A  SL2.40ch AT2G2738ATEPR1  ATEPR1;       chr2:117  65.4407 41.6404 24.8096 26.1198 28.5071 16.7888
GT Sense Sense -0.572 Detected 0.572 Detected 0.000 -4.946 Detected -1.530 Detected -3.238 0.214 GT Sens contig257 contig257 Alpha-hum                   CACTCAT contig257 Solyc01g Solyc01g Alpha-hum                GO:00800 GO:00800      contig257 Solyc01g Alpha-hum                 GO:00800 SL2.40ch AT5G60700.1  glycosylt      chr5:244  676.678 1169.16 466.975 68.564 30.5041 314.21
GT Sense Sense -0.119 Detected 0.119 Detected 0.000 -2.262 Detected -1.792 Detected -2.027 0.016 GT Sens contig257 contig257 Unknown      GAAAAGCcontig257 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig257 Solyc03g Unknown Protein (A  SL2.40ch AT3G0538ALY2, ATA   DNA bind          chr3:154  159.581 147.086 82.3323 45.1074 33.7635 45.1393
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -1.581 Detected -1.261 Detected -1.421 0.019 GT Sens contig258 contig258 Tyramine         GGTGAAAcontig258 Solyc08g Solyc08g Tyramine hydroxycinnamoyl t     contig258 Solyc08g Tyramine hydroxyc      SL2.40ch AT2G37780.1  DC1 dom    chr2:158  4549.08 4165.93 2928.28 2304.05 1538.2 1853.6
GT Sense Sense -0.022 Detected 0.022 Detected 0.000 -2.110 Comprom -2.397 Comprom -2.253 0.004 GT Sens contig259 contig259 Mutator-li                  TGTGGCCcontig259 Solyc10g Solyc10g Mutator-li               GO:00082 GO:00082   contig259 Solyc10g Mutator-li                GO:00082 SL2.40ch AT5G20690.1  ATP bind        chr5:700  35.3345 28.4715 14.1745 17.7977 7.76766 6.14396
GT Sense Sense 0.020 Detected -0.020 Detected 0.000 -1.303 Detected -2.054 Detected -1.679 0.047 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  240.187 182.614 106.321 108.508 89.6984 51.4602
GT Sense Sense 0.175 Detected -0.175 Detected 0.000 -1.347 Detected -1.663 Comprom -1.505 0.024 GT Sens contig262 contig262 Mutator-li                  GAAGAGAcontig262 Solyc02g Solyc02g Mutator-li               GO:00082 GO:00082   contig262 Solyc08g Mutator-li                GO:00082 SL2.40ch AT4G29420.1  F-box fam    chr4:144  32.9831 20.2326 19.667 14.5686 10.7336 8.32169
GT Sense Sense -0.012 Detected 0.012 Detected 0.000 -1.643 Detected -0.915 Detected -1.279 0.072 GT Sens contig263 contig263 Mutator-li          GACATGTcontig263 Solyc00g Solyc00g Mutator-like transposase-like p     contig263 Solyc06g Mutator-like transpo      SL2.40ch AT4G23220.1  kinase  chr4:121  108.729 86.4664 53.4949 52.5145 32.8222 52.4822
GT Sense Sense -0.725 Detected 0.725 Detected 0.000 -1.682 Detected -1.290 Detected -1.486 0.187 GT Sens contig264 contig264 Laccase (                 TTCGATAcontig264 Solyc09g Solyc09g Laccase (              GO:00551 GO:00551  contig264 Solyc09g011000.2.1 AT5G6002LAC17, AT   LAC17 (la     chr5:241  32.6378 69.739 39.5719 32.4333 15.7146 19.9061
GT Sense Sense -0.171 Detected 0.171 Detected 0.000 -1.669 Detected -1.597 Detected -1.633 0.011 GT Sens contig267 contig267 Unknown      CTGAGGAcontig267 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig267 Solyc12g Mutator-like transpo                SL2.40ch AT4G20350.1  unknown   chr4:109  28.852 28.5753 22.1458 16.5833 9.54101 9.68778
GT Sense Sense -0.187 Detected 0.187 Detected 0.000 -2.002 Detected -2.052 Detected -2.027 0.009 GT Sens contig267 contig267 Pol polyp        CCGCGAGcontig267 Solyc01g Solyc01g Pol polyprotein (AHRD V1 ***- P contig267 Solyc01g020250.1.1 AT4G2118ATERDJ2   ATERDJ2           chr4:112  7304.94 7395.37 2605.51 2964.92 1939.33 1808.43
GT Sense Sense 0.044 Detected -0.044 Detected 0.000 -3.632 Detected -1.363 Detected -2.497 0.159 GT Sens contig267 contig267 Omega-6                     GTTGTATcontig267 Solyc04g Solyc04g Omega-6                  GO:00423 GO:00423      contig267 Solyc04g Omega-6                   GO:00423 SL2.40ch AT3G1212FAD2  FAD2 (FA             chr3:386  630.068 463.331 86.5592 51.3092 46.0614 214.362
GT Sense Sense -0.320 Detected 0.320 Detected 0.000 -1.174 Detected -0.933 Detected -1.054 0.091 GT Sens contig267 contig267 L-lactate d                  AACAAGT contig267 Solyc03g Solyc03g L-lactate d               GO:00551 GO:00551    contig267 Solyc03g L-lactate d                GO:00088 SL2.40ch AT3G14130.1  (S)-2-hyd                 chr3:468  394.674 480.935 288.082 638.205 204.068 232.779
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -2.618 Detected -1.559 Detected -2.089 0.062 GT Sens contig268 contig268 Xylogluca                  GCAGATGcontig268 Solyc12g Solyc12g Xylogluca               GO:00059 GO:00059   contig268 Solyc12g Xylogluca                GO:00059 SL2.40ch AT3G23730.1  xylogluca             chr3:855  52987.6 50037.9 25878.8 9079.51 8865.53 17828.2
GT Sense Sense -0.043 Detected 0.043 Detected 0.000 -2.462 Detected -2.759 Detected -2.610 0.004 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  929.183 770.446 273.883 295.702 162.341 127.502
GT Sense Sense -0.217 Detected 0.217 Detected 0.000 -1.588 Comprom -1.428 Comprom -1.508 0.023 GT Sens contig268 contig268 Ulp1 pept                 CACAACAcontig268 Solyc08g Solyc08g Ulp1 pept              GO:00065 GO:00065 contig268 Solyc08g Ulp1 pept               GO:00065 SL2.40ch AT3G26140.1  glycosyl          chr3:955  15.4798 16.3565 7.02918 9.37557 5.5919 6.03242
GT Sense Sense -0.368 Detected 0.368 Detected 0.000 -2.007 Comprom -0.905 Detected -1.456 0.159 GT Sens contig268 contig268 Thioester                    ACAAACAcontig268 Solyc03g Solyc03g Thioester                 GO:00055 GO:00055  contig268 Solyc03g Thioester                  GO:00055 SL2.40ch AT2G47250.1 27.1733 35.3601 21.9845 43.1454 8.15265 16.8953
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.879 Detected -2.154 Detected -2.017 0.005 GT Sens contig268 contig268 Unknown      GGTCTTTcontig268 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig268 Solyc07g Unknown Protein (A  SL2.40ch AT1G69550.1 102.849 77.5205 65.422 50.516 25.6564 20.4683
GT Sense Sense -0.147 Detected 0.147 Detected 0.000 -1.866 Detected -1.974 Detected -1.920 0.007 GT Sens contig27 contig27 Retrotran                  AAATCTGcontig27 Solyc01g Solyc01g Retrotran               GO:00056 GO:00056 contig27 Solyc01g049700.2.1 AT3G58090.1  FUNCTIO                                            chr3:215  7451.91 7136.72 2947.83 3429.78 2113.96 1893.46
GT Sense Sense -0.204 Detected 0.204 Detected 0.000 -2.084 Detected -1.708 Detected -1.896 0.021 GT Sens contig271 contig271 Fibroblas                      GCAGGC contig271 Solyc08g Solyc08g Fibroblas                   GO:00064 GO:00064  contig271 Solyc08g Retinol de               GO:00047 SL2.40ch AT5G18360.1  disease r       chr5:608  613.539 636.723 320.482 186.965 155.802 195.189
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.929 Detected -1.213 Detected -1.571 0.049 GT Sens contig272 contig272 Unknown      GCTTCAAcontig272 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig272 Solyc08g Unknown Protein (A  SL2.40ch AT1G63170.1  zinc finge        chr1:234  43.8108 36.7868 28.0251 35.7901 11.1392 17.6707
GT Sense Sense -0.487 Detected 0.487 Detected 0.000 -3.246 Detected -2.114 Detected -2.680 0.070 GT Sens contig272 contig272 Unknown      CTGTGATcontig272 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig272 Solyc02g Unknown Protein (A  SL2.40ch AT1G18170.1  immunop          chr1:625  453.741 696.772 268.66 77.9424 62.657 132.519
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -2.667 Detected -3.082 Detected -2.875 0.006 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  1107.02 990.131 238.476 280.198 174.159 126.158
GT Sense Sense 0.308 Detected -0.308 Detected 0.000 -2.069 Detected -1.643 Detected -1.856 0.038 GT Sens contig273 contig273 Histidine d                 GAGCAAAcontig273 Solyc07g Solyc07g Histidine d              GO:00301 GO:00301   contig273 Solyc08g Decarbox                 GO:00301 SL2.40ch #N/A #N/A #N/A #N/A 1298.19 662.372 465.626 226.509 233.627 302.857



GT Sense Sense -0.029 Detected 0.029 Detected 0.000 -1.813 Detected -1.860 Detected -1.836 0.000 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  457.451 372.066 229.921 206.471 124.112 115.96
GT Sense Sense -0.230 Detected 0.230 Detected 0.000 -1.863 Detected -2.135 Detected -1.999 0.017 GT Sens contig276 contig276 Unknown      ACAAGAT contig276 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig276 Solyc03g051630.1.1 AT5G25580.1  FUNCTIO                                                                     chr5:890  486.674 523.144 155.73 200.295 146.637 117.235
GT Sense Sense -0.105 Detected 0.105 Detected 0.000 -1.329 Detected -0.928 Detected -1.128 0.038 GT Sens contig278 contig278 Unknown      GGAAGG contig278 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig278 Solyc10g Unknown Protein (A  SL2.40ch AT2G2560SPIK, AKT   SPIK (Sh                 chr2:108  72.5214 65.5699 46.4621 52.2479 29.0099 36.9913
GT Sense Sense -0.323 Detected 0.323 Detected 0.000 -1.667 Comprom -1.126 Comprom -1.397 0.080 GT Sens contig278 contig278 Serpin 3 (                  TTCTCCAcontig278 Solyc04g Solyc04g Serpin 3 (               GO:00048 GO:00048    contig278 Solyc04g Serpin 3 (                GO:00048 SL2.40ch AT5G4526RRS1, AT    RRS1 (RE            chr5:183  16.2677 19.9101 7.6776 10.28 5.99019 8.41217
GT Sense Sense 0.383 Detected -0.383 Detected 0.000 -1.223 Detected -1.244 Detected -1.233 0.085 GT Sens contig278 contig278 Cellulose                 CTTTTGGcontig278 Solyc05g Solyc05g Cellulose              GO:00167 GO:00167   contig278 Solyc10g Cytochro  GO:00198 SL2.40ch AT2G43310.1 1696.71 779.644 1138.91 1193.54 520.723 495.48
GT Sense Sense -0.186 Detected 0.186 Detected 0.000 -1.482 Detected -1.598 Detected -1.540 0.016 GT Sens contig280 contig280 Mutator-li                  ATTTCAGcontig280 Solyc01g Solyc01g Mutator-li               GO:00082 GO:00082   contig280 Solyc01g Mutator-li                GO:00082 SL2.40ch AT2G23560.1 48.9254 49.51 24.7828 24.1074 18.6236 16.5846
GT Sense Sense -0.404 Detected 0.404 Detected 0.000 -1.243 Comprom -2.952 Comprom -2.098 0.157 GT Sens contig280 contig280 Ulp1 prote              GAAGAAAcontig280 Solyc12g Solyc12g Ulp1 protease family C-termina         contig280 Solyc12g036270.1.1 AT1G12750.2 12.4817 17.0918 12.2697 3.77185 6.52138 1.92603
GT Sense Sense -0.212 Detected 0.212 Detected 0.000 -2.578 Detected -2.617 Detected -2.598 0.007 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  593.561 622.57 194.755 231.819 107.598 101.089
GT Sense Sense -0.108 Detected 0.108 Detected 0.000 -1.501 Detected -1.707 Detected -1.604 0.009 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  495.87 450.205 227.39 253.931 176.372 147.702
GT Sense Sense -0.084 Detected 0.084 Detected 0.000 -1.735 Detected -1.431 Detected -1.583 0.012 GT Sens contig282 contig282 Unknown      TAGCTGAcontig282 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig282 Solyc10g Unknown Protein (A  SL2.40ch AT3G52700.1  unknown   chr3:195  208.008 182.784 157.053 114.758 61.9071 73.7998
GT Sense Sense 0.234 Detected -0.234 Detected 0.000 -1.006 Detected -1.190 Detected -1.098 0.049 GT Sens contig282 contig282 F-box fam                  GTTGATGcontig282 Solyc05g Solyc05g F-box family protein (AHRD V1           contig282 Solyc05g F-box family protein             SL2.40ch AT2G3627ABI5, GIA   ABI5 (AB            chr2:152  14198.8 8025.91 15819.8 13933.6 5616.1 4775.12
GT Sense Sense 0.202 Detected -0.202 Detected 0.000 -2.083 Comprom -2.159 Comprom -2.121 0.009 GT Sens contig282 contig282 Ulp1 prote              AAGTCGTcontig282 Solyc12g Solyc12g Ulp1 protease family C-termina         contig282 Solyc12g Ulp1 protease family         SL2.40ch AT3G119 UBP13  UBP13 (U         chr3:376  29.9099 17.6584 13.3629 13.4411 5.73233 5.25188
GT Sense Sense -0.070 Detected 0.070 Detected 0.000 -1.035 Detected -1.035 Detected -1.035 0.005 GT Sens contig282 contig282 Hypotheti                  CCATTCT contig282 Solyc08g Solyc08g Hypothetical chloroplast RF1 (A            contig282 Solyc09g ORF124 (AHRD V1 *-  SL2.40ch ATCG010 YCF1.1  hypothet    chrC:109  455.156 392.021 446.133 377.112 217.852 210.294
GT Sense Sense -0.163 Detected 0.163 Detected 0.000 -0.969 Detected -1.619 Detected -1.294 0.071 GT Sens contig282 contig282 Cytochro            TTTTTGCcontig282 Solyc02g Solyc02g Cytochrome c biogenesis prot      contig282 Solyc02g Cytochrome c bioge       SL2.40ch ATCG010 YCF5  hypothet    chrC:114  58.3383 57.1358 36.4738 31.7466 31.1689 19.1764
GT Sense Sense -0.150 Detected 0.150 Detected 0.000 -1.698 Detected -2.011 Comprom -1.854 0.013 GT Sens contig282 contig282 Os07g010                   GTTGGTAcontig282 Solyc05g Solyc05g Os07g010                GO:00082 GO:00082   contig282 Solyc10g cDNA clon                    GO:00082 SL2.40ch AT3G04480.1  endoribo   chr3:119  32.2691 31.063 6.21273 14.7863 10.3112 8.01644
GT Sense Sense 0.528 Detected -0.528 Detected 0.000 -0.962 Detected -1.117 Detected -1.040 0.191 GT Sens contig283 contig283 Tubulin b                 GACACAGcontig283 Solyc07g Solyc07g Tubulin b              GO:00058 GO:00058 contig283 Solyc07g Tubulin b               GO:00058 SL2.40ch AT1G200 TUB5  TUB5; st      chr1:693  86.2932 32.4211 28.6891 32.7993 28.6873 24.8789
GT Sense Sense 0.093 Detected -0.093 Detected 0.000 -0.888 Detected -1.797 Detected -1.343 0.102 GT Sens contig283 contig283 Unknown      GGAAAATcontig283 Solyc02g Solyc02g Unknown Protein (AHRD V1) contig283 Solyc06g Unknown Protein (A  SL2.40ch AT2G18938.1 52.4137 35.9949 38.8145 39.3824 24.8053 12.7508
GT Sense Sense -0.110 Detected 0.110 Detected 0.000 -1.140 Detected -0.956 Detected -1.048 0.018 GT Sens contig284 contig284 Unknown      AATGCTGcontig284 Solyc04g Solyc04g Unknown Protein (AHRD V1) contig284 Solyc04g015670.1.1 AT3G20010.1  SNF2 dom             chr3:697  40.1195 36.5373 33.3941 25.9563 18.3648 20.1446
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -2.561 Detected -2.717 Detected -2.639 0.004 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  2241.62 2162.64 559.16 657.172 394.335 341.696
GT Sense Sense -0.225 Detected 0.225 Detected 0.000 -2.346 Detected -2.503 Detected -2.425 0.010 GT Sens contig284 contig284 Polyprote         TTTTGTAcontig284 Solyc12g Solyc12g Polyprotein (Fragment) (AHRD   contig284 Solyc11g Pol polyp               GO:00036 SL2.40ch ATMG00750.1 3920.82 4186.01 1102.05 1394.63 841.95 729.021
GT Sense Sense 0.002 Detected -0.002 Detected 0.000 -1.199 Detected -1.445 Detected -1.322 0.009 GT Sens contig286 contig286 Mutator-li                    GTGCGTTcontig286 Solyc03g Solyc03g Mutator-like transposase (AHR               contig286 Solyc11g Mutator-li                 GO:00082 SL2.40ch AT3G48630.1 64.2402 50.048 27.2035 26.0711 26.1079 21.2464
GT Sense Sense -0.452 Detected 0.452 Detected 0.000 -1.936 Detected -2.043 Detected -1.989 0.049 GT Sens contig286 contig286 Major late                   GATGAAAcontig286 Solyc05g Solyc05g Major late                GO:00096 GO:00096    contig286 Solyc05g Major late                 GO:00096 SL2.40ch AT5G02620.1 90.4993 132.335 86.5053 142.52 30.2165 27.1049
GT Sense Sense -0.499 Detected 0.499 Detected 0.000 -4.418 Detected -1.456 Detected -2.937 0.201 GT Sens contig286 contig286 Alpha-hum                   CATCCTGcontig286 Solyc01g Solyc01g Alpha-hum                GO:00800 GO:00800      contig286 Solyc01g Alpha-hum                 GO:00800 SL2.40ch AT5G49300.1  zinc finge       chr5:199  731.641 1142.37 469.031 72.9044 45.1835 339.922
GT Sense Sense 0.359 Detected -0.359 Detected 0.000 -1.338 Detected -1.215 Detected -1.277 0.073 GT Sens contig287 contig287 MuDR fam           GAGTTTTcontig287 Solyc06g Solyc06g MuDR family transposase cont      contig287 Solyc12g Unknown              GO:00160 SL2.40ch AT5G46470.1  disease r       chr5:188  15471.1 7349.66 8473.76 5476.74 4456.69 4687.67
GT Sense Sense -0.130 Detected 0.130 Detected 0.000 -2.406 Detected -2.602 Detected -2.504 0.004 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  7161.78 6703.45 1734.18 2191.21 1382.05 1164.69
GT Sense Sense 0.100 Detected -0.100 Detected 0.000 -1.114 Detected -1.174 Detected -1.144 0.008 GT Sens contig287 contig287 Unknown      AGATTCCcontig287 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig287 Solyc07g Unknown Protein (A  SL2.40ch AT5G0987CESA5  CESA5 (C           chr5:307  116.659 79.4184 51.949 41.6667 47.001 43.5361
GT Sense Sense -0.359 Detected 0.359 Detected 0.000 -1.773 Detected -1.903 Detected -1.838 0.037 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 286.602 368.337 126.53 136.076 100.48 88.6215
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -2.102 Detected -2.124 Detected -2.113 0.002 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  1898.09 1689.11 713.62 815.39 440.744 418.998
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -2.802 Detected -1.813 Detected -2.308 0.045 GT Sens contig290 contig290 Unknown      CATGTCAcontig290 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig290 Solyc01g097560.1.1 AT4G01430.2  nodulin M     chr4:585  120.466 82.2085 52.7499 33.6281 15.0758 28.9042
GT Sense Sense -1.068 Detected 1.068 Detected 0.000 -3.295 Detected -1.577 Detected -2.436 0.217 GT Sens contig291 contig291 Phosphom                 ACTAGCCcontig291 Solyc05g Solyc05g Phosphom              GO:00046 GO:00046  contig291 Solyc05g Phosphom  GO:00046 SL2.40ch AT4G15830.1  binding  chr4:899  658.087 2260.45 351.633 82.3817 131.331 417.192
GT Sense Sense 0.232 Detected -0.232 Detected 0.000 -1.323 Detected -1.227 Detected -1.275 0.033 GT Sens contig291 contig291 Serine/thr                        CTGCGTTcontig291 Solyc06g Solyc06g Serine/threonine-protein phos                    contig291 Solyc06g Serine/threonine-pro                     SL2.40ch AT1G28135.1 157.37 89.2244 62.118 45.6941 50.0479 51.6551
GT Sense Sense -0.158 Detected 0.158 Detected 0.000 -0.883 Detected -1.761 Detected -1.322 0.105 GT Sens contig291 contig291 Mutator-li                    GTCTTGGcontig291 Solyc12g Solyc12g Mutator-like transposase (AHR               contig291 Solyc12g Mutator-like transpo                SL2.40ch AT4G1388AtRLP48  AtRLP48        chr4:802  129.577 126.007 73.1789 57.2833 73.2154 38.4595
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 -1.142 Detected -1.531 Detected -1.337 0.042 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  543.067 565.576 364.826 392.114 265.365 195.656
GT Sense Sense 0.119 Detected -0.119 Detected 0.000 -1.788 Detected -0.802 Detected -1.295 0.125 GT Sens contig292 contig292 UDP-gluc                AGAGATGcontig292 Solyc11g Solyc11g UDP-gluc             GO:00081 GO:00081  contig292 Solyc11g UDP-gluc              GO:00081 SL2.40ch AT3G2622CYP71B3  CYP71B3               chr3:959  15411.8 10212.9 8822.7 4441.69 3839.64 7342.33
GT Sense Sense 0.106 Detected -0.106 Detected 0.000 -1.020 Detected -1.049 Detected -1.034 0.011 GT Sens contig293 contig293 Unknown      AAGAATGcontig293 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig293 Solyc12g Mutator-like transpo                SL2.40ch #N/A #N/A #N/A #N/A 51.4411 34.7065 24.9819 30.4219 22.0211 20.8401
GT Sense Sense -0.211 Detected 0.211 Detected 0.000 -4.343 Comprom -1.948 Comprom -3.145 0.123 GT Sens contig293 contig293 Strictosid                   GCAGGG contig293 Solyc03g Solyc03g Strictosid                GO:00040 GO:00040   contig293 Solyc03g Strictosid                 GO:00040 SL2.40ch AT4G36690.3 35.6078 37.2942 10.4305 1.94204 1.89833 9.63661
GT Sense Sense -0.219 Detected 0.219 Detected 0.000 -2.143 Detected -2.308 Detected -2.225 0.011 GT Sens contig294 contig294 Unknown      AAACCTCcontig294 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig294 Solyc10g035570.1.1 AT3G51120.1  DNA bind              chr3:189  6048.26 6401.77 1823.26 2086 1488.65 1282.48
GT Sense Sense -0.052 Detected 0.052 Detected 0.000 -1.625 Detected -2.371 Detected -1.998 0.034 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  70.8321 59.5193 24.6343 38.2048 22.2471 12.8048
GT Sense Sense 0.245 Detected -0.245 Detected 0.000 -1.329 Detected -1.381 Detected -1.355 0.031 GT Sens contig294 contig294 Serine/thr                        GGGATTAcontig294 Solyc09g Solyc09g Serine/threonine-protein phos                    contig294 Solyc09g Serine/threonine-pro                     SL2.40ch AT3G13228.1 43.8038 24.3937 23.7137 23.4117 13.7544 12.8033
GT Sense Sense -0.199 Detected 0.199 Detected 0.000 -2.255 Detected -2.527 Detected -2.391 0.010 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  4375.6 4504.25 1283.52 1506.65 983.047 785.955
GT Sense Sense -0.264 Detected 0.264 Detected 0.000 -1.173 Comprom -0.916 Comprom -1.044 0.071 GT Sens contig298 contig298 Receptor-                  TAAAAAG contig298 Solyc03g Solyc03g Receptor-               GO:00064 GO:00064  contig298 Solyc03g Receptor-                GO:00064 SL2.40ch AT3G25970.1 17.7475 19.9998 6.47669 22.8324 8.82905 10.1899
GT Sense Sense -0.250 Detected 0.250 Detected 0.000 -1.436 Detected -0.977 Detected -1.206 0.071 GT Sens contig298 contig298 S-locus-s                  ACTTTCGcontig298 Solyc07g Solyc07g S-locus-s               GO:0005529 contig298 Solyc07g S-locus-s                GO:00055 SL2.40ch AT1G78820.1  curculin-           chr1:296  17501.8 19355.3 13848 6069.98 7190.08 9544.05
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 -1.534 Detected -1.846 Detected -1.690 0.018 GT Sens contig299 contig299 Calmodul                 CTCCTAAcontig299 Solyc11g Solyc11g Calmodul              GO:00055 GO:00055   contig299 Solyc11g071750.1.1 AT5G4238CML39, C   CML37 (C        chr5:169  510.392 504.967 315.132 263.75 185.33 144.039
GT Sense Sense -0.106 Detected 0.106 Detected 0.000 -3.506 Comprom -3.834 Comprom -3.670 0.003 GT Sens contig300 contig300 Pol polyp                   TTTTAGAcontig300 Solyc12g Solyc12g Pol polyp                GO:00062 GO:00062   contig300 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT5G40450.2  unknown   chr5:161  55.4236 50.1984 21.5302 22.1319 4.90849 3.77379
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -2.522 Detected -2.443 Detected -2.483 0.002 GT Sens contig301 contig301 Polyprote                   GATTTGTcontig301 Solyc10g Solyc10g Polyprote                GO:00062 GO:00062   contig301 Solyc10g Polyprote                 GO:00062 SL2.40ch AT1G18070.2  EF-1-alph      chr1:621  1410.13 1261.05 530.482 578.925 245.387 250.156
GT Sense Sense 0.126 Detected -0.126 Detected 0.000 -1.438 Detected -1.286 Detected -1.362 0.012 GT Sens contig301 contig301 Wound-in                   AGCAGAAcontig301 Solyc06g Solyc06g Wound-induced basic protein (             contig301 Solyc06g Wound-induced bas               SL2.40ch AT3G07230.1  wound-re    chr3:229  84.3953 55.3574 42.5608 38.9189 26.661 28.6046
GT Sense Sense -0.103 Detected 0.103 Detected 0.000 -2.951 Detected -2.899 Detected -2.925 0.001 GT Sens contig302 contig302 Pol polyp        CAGTATGcontig302 Solyc01g Solyc01g Pol polyprotein (AHRD V1 *-*- P contig302 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT3G27025.1 385.49 347.749 102.804 127.355 50.05 50.0986
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -2.067 Detected -1.705 Detected -1.886 0.023 GT Sens contig303 contig303 Mutator-li                   GATCCTAcontig303 Solyc07g Solyc07g Mutator-li                GO:00082 GO:00082   contig303 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G24320.1  WD-40 re     chr5:828  74.1829 79.3872 26.5201 33.0654 19.3494 24.019
GT Sense Sense -0.054 Detected 0.054 Detected 0.000 -2.818 Comprom -1.991 Detected -2.404 0.029 GT Sens contig303 contig303 Transpos        ACTCTTAcontig303 Solyc07g Solyc07g Transposase (AHRD V1 **-- Q6 contig303 Solyc08g Transposase (AHRD   SL2.40ch AT3G28510.1  AAA-type     chr3:106  42.5043 35.8201 24.2804 12.503 5.84887 10.0165
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.426 Detected -1.357 Detected -1.391 0.002 GT Sens contig304 contig304 Unknown      CAAACAAcontig304 Solyc01g Solyc01g Unknown Protein (AHRD V1) contig304 Solyc01g Unknown Protein (A  SL2.40ch AT4G09040.2  RNA reco      chr4:579  271.528 195.325 217.9 112.122 90.574 91.7559
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 -1.746 Detected -1.456 Detected -1.601 0.018 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  61.872 60.5004 41.0367 42.6834 19.2774 22.7499
GT Sense Sense -0.157 Detected 0.157 Detected 0.000 -2.387 Detected -2.540 Detected -2.464 0.005 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  3553.95 3451.18 1041.66 1170.94 707.541 614.397
GT Sense Sense -0.172 Detected 0.172 Detected 0.000 -1.977 Detected -2.162 Detected -2.069 0.009 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 2111.24 2094.93 823.305 872.699 564.487 479.584
GT Sense Sense -0.330 Detected 0.330 Detected 0.000 -0.943 Detected -1.137 Detected -1.040 0.094 GT Sens contig307 contig307 Unknown      ACGACAGcontig307 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig307 Solyc03g116210.1.1 AT5G2294F8H  F8H (FRA     chr5:767  40.5896 50.1191 33.1461 42.476 24.7894 20.93
GT Sense Sense -0.291 Detected 0.291 Detected 0.000 -3.544 Detected -1.477 Detected -2.510 0.144 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  389.666 456.135 247.306 26.0239 38.2081 154.521
GT Sense Sense -0.224 Detected 0.224 Detected 0.000 -0.976 Detected -1.257 Detected -1.116 0.052 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 73.2883 78.1544 37.6417 47.2747 40.6695 32.3156
GT Sense Sense 0.048 Detected -0.048 Detected 0.000 -1.283 Detected -0.852 Detected -1.067 0.040 GT Sens contig308 contig308 Transpor                      ACTGCAAcontig308 Solyc05g Solyc05g Transporter-like protein (AHRD                contig308 Solyc05g Transporter-like pro                  SL2.40ch AT5G10190.1  transport   chr5:319  67.9979 49.702 49.4062 56.0867 25.2541 32.856
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.880 Detected -2.578 Comprom -2.229 0.028 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  48.4918 30.5302 18.6871 20.5703 11.0448 6.57586
GT Sense Sense -0.297 Detected 0.297 Detected 0.000 -2.557 Detected -0.846 Detected -1.701 0.201 GT Sens contig309 contig309 Serine/thr                   ACTTCTAcontig309 Solyc02g Solyc02g Serine/thr                GO:00191 GO:00191        contig309 Solyc02g Serine/thr                 GO:00191 SL2.40ch AT1G61610.1  S-locus le       chr1:227  197.612 233.222 97.5665 28.2935 38.5534 121.89
GT Sense Sense -0.048 Detected 0.048 Detected 0.000 -2.356 Detected -2.500 Detected -2.428 0.001 GT Sens contig310 contig310 Polyprote                  TTGATCCcontig310 Solyc10g Solyc10g Polyprote               GO:00036 GO:00036   contig310 Solyc11g Pol polyp                 GO:00065 SL2.40ch AT2G03740.1 758.952 634.015 202.356 250.252 143.204 125.11
GT Sense Sense -0.180 Detected 0.180 Detected 0.000 -1.436 Detected -1.371 Detected -1.404 0.017 GT Sens contig311 contig311 Unknown      TGGCGATcontig311 Solyc08g Solyc08g Unknown Protein (AHRD V1) contig311 Solyc08g Unknown Protein (A  SL2.40ch AT3G60860.1  guanine      chr3:224  2065.4 2072.97 1160.23 846.302 808.247 816.182
GT Sense Sense -0.142 Detected 0.142 Detected 0.000 -1.849 Detected -1.878 Detected -1.864 0.006 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  3792.98 3611.08 1682.13 1894.54 1085.51 1027.18
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -1.842 Detected -1.873 Detected -1.857 0.007 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  7082.83 6835.19 2736.38 3162.51 2051.72 1938.51
GT Sense Sense -0.343 Detected 0.343 Detected 0.000 -1.588 Detected -0.870 Detected -1.229 0.132 GT Sens contig318 contig318 N-acetyltr                CAGTTGCcontig318 Solyc08g Solyc08g N-acetyltr             GO:00081 GO:00081  contig318 Solyc08g N-acetyltr              GO:00081 SL2.40ch AT4G2822NDB1  NDB1 (NA         chr4:139  29177.7 36685.3 19180.6 14248 11504.4 18263.1
GT Sense Sense -0.377 Detected 0.377 Detected 0.000 -1.923 Comprom -1.574 Comprom -1.749 0.052 GT Sens contig321 contig321 Mutator-li                   GGAGCAGcontig321 Solyc06g Solyc06g Mutator-li                GO:00082 GO:00082   contig321 Solyc12g Mutator-li                 GO:00082 SL2.40ch AT5G59450.1  scarecro       chr5:239  18.3032 24.1329 8.31088 6.78881 5.85599 7.2019
GT Sense Sense -0.417 Detected 0.417 Detected 0.000 -1.675 Comprom -1.489 Comprom -1.582 0.066 GT Sens contig321 contig321 Peroxidas                 TAAGCTGcontig321 Solyc02g Solyc02g Peroxidas              GO:00055 GO:00055   contig321 Solyc02g Peroxidas               GO:00055 SL2.40ch AT5G58390.1  peroxida    chr5:235  12.7545 17.7806 11.0288 2.1714 4.98473 5.47518
GT Sense Sense -0.170 Detected 0.170 Detected 0.000 -1.137 Detected -1.152 Detected -1.145 0.021 GT Sens contig330 contig330 Unknown      CCATTGTcontig330 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig330 Solyc12g Unknown Protein (A  SL2.40ch AT5G05840.1  unknown   chr5:175  10359.7 10247 6326.02 7264.03 4951.14 4730.5
GT Sense Sense 0.339 Detected -0.339 Detected 0.000 -0.898 Detected -1.244 Detected -1.071 0.107 GT Sens contig336 contig336 Ulp1 prote              CGATTCTcontig336 Solyc03g Solyc03g Ulp1 protease family C-termina         contig336 Solyc09g Ulp1 protease family         SL2.40ch AT5G5256ATUSP  ATUSP (A               chr5:213  109.308 53.3759 48.1412 63.3476 43.3275 32.8949
GT Sense Sense 0.409 Detected -0.409 Detected 0.000 -2.043 Comprom -1.525 Comprom -1.784 0.066 GT Sens contig343 contig343 Heat shoc                      TGAAATT contig343 Solyc05g Solyc05g Heat shoc                   GO:00310 GO:00310    contig343 Solyc05g Heat shoc                    GO:00310 SL2.40ch AT4G31890.1  armadillo      chr4:154  27.789 12.3271 23.5629 21.7399 4.74664 6.56124
GT Sense Sense -0.532 Detected 0.532 Detected 0.000 -4.295 Comprom -1.147 Detected -2.721 0.243 GT Sens contig344 contig344 Serine/thr                   ATCAACT contig344 Solyc07g Solyc07g Serine/thr                GO:00191 GO:00191        contig344 Solyc07g Serine/thr                 GO:00191 SL2.40ch AT1G11340.1  S-locus le       chr1:381  72.7403 118.899 27.3492 15.2479 5.00617 42.8582
GT Sense Sense -0.295 Detected 0.295 Detected 0.000 -0.862 Detected -1.163 Detected -1.013 0.093 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  54.1486 63.7406 46.6474 44.2832 34.1636 26.7679
GT Sense Sense -0.185 Detected 0.185 Detected 0.000 -1.265 Detected -1.469 Detected -1.367 0.023 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 25693.1 25948.6 11937.8 13739.8 11354.7 9514.22
GT Sense Sense -0.102 Detected 0.102 Detected 0.000 -1.136 Detected -1.327 Detected -1.232 0.013 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  644.978 581.089 286.136 352.949 294.301 249.07
GT Sense Sense -0.131 Detected 0.131 Detected 0.000 -1.697 Detected -1.705 Detected -1.701 0.006 GT Sens contig365 contig365 Unknown      GCATGGCcontig365 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig365 Solyc12g Unknown Protein (A  SL2.40ch AT2G1817ATMPK7,   ATMPK7          chr2:790  4992.2 4678.63 2637.77 3025.42 1574.86 1512.11
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 -1.325 Detected -0.860 Detected -1.093 0.122 GT Sens contig365 contig365 Unknown      AATACAA contig365 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig365 Solyc11g Unknown Protein (A  SL2.40ch AT4G09430.1  disease r       chr4:597  96.0398 122.301 96.6067 47.825 45.7155 60.9243
GT Sense Sense -0.152 Detected 0.152 Detected 0.000 -2.596 Detected -2.762 Detected -2.679 0.004 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  3568.86 3441.91 935.985 1060.79 612.677 527.339
GT Sense Sense -0.164 Detected 0.164 Detected 0.000 -1.777 Detected -1.171 Detected -1.474 0.051 GT Sens contig367 contig367 Unannota    TATTCATCATATATATAGTGATAATATGGAAGTACTATGTAGTTCCTTAGcontig367 Solyc12g Osmotin-like protein               SL2.40ch AT4G1165ATOSM34  ATOSM3     chr4:702  2055.79 2016.91 1095.63 1901.46 627.947 922.825
GT Sense Sense -0.075 Detected 0.075 Detected 0.000 -2.614 Detected -1.300 Detected -1.957 0.098 GT Sens contig368 contig368 Xylogluca                           AACGCTAcontig368 Solyc07g Solyc07g Xylogluca                        GO:00480 GO:00480      contig368 Solyc07g Xylogluca                         GO:00167 SL2.40ch AT3G23730.1  xylogluca             chr3:855  25437.6 22072.4 11330.3 3882.63 4089.41 9816.32
GT Sense Sense -0.136 Detected 0.136 Detected 0.000 -2.347 Detected -2.429 Detected -2.388 0.004 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  3513.24 3316.61 923.014 1056.82 708.961 646.835
GT Sense Sense -0.128 Detected 0.128 Detected 0.000 -2.128 Detected -2.574 Detected -2.351 0.012 GT Sens contig374 contig374 Unknown      AACCTCAcontig374 Solyc11g Solyc11g Unknown Protein (AHRD V1) contig374 Solyc11g Unknown Protein (A  SL2.40ch AT2G45990.4  unknown   chr2:189  912.208 851.861 257.01 307.947 213.151 151.035
GT Sense Sense 0.098 Detected -0.098 Detected 0.000 -1.617 Detected -1.087 Detected -1.352 0.041 GT Sens contig376 contig376 Decarbox                   ACTAGTT contig376 Solyc08g Solyc08g Decarbox                GO:00197 GO:00197    contig376 Solyc08g Decarbox                 GO:00301 SL2.40ch AT4G11310.1  cysteine    chr4:688  10363.1 7074.51 5523.61 2518.83 2949.95 4112.11
GT Sense Sense -0.179 Detected 0.179 Detected 0.000 -1.362 Detected -1.464 Detected -1.413 0.017 GT Sens contig381 contig381 Unknown      GGGGCT contig381 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig381 Solyc09g Unknown Protein (A  SL2.40ch AT1G14225.1 33598.7 33646.2 17107.9 18709.9 13825.8 12438.4
GT Sense Sense -0.184 Detected 0.184 Detected 0.000 -2.474 Detected -2.394 Detected -2.434 0.006 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  129.425 130.513 27.3858 35.739 24.7249 25.2316
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -1.302 Detected -2.099 Detected -1.701 0.061 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  54.5263 55.342 30.1378 33.6955 23.5459 13.0826
GT Sense Sense 0.173 Detected -0.173 Detected 0.000 -1.263 Detected -1.065 Detected -1.164 0.028 GT Sens contig387 contig387 Terminal                     AATTGTT contig387 Solyc01g Solyc01g Terminal ear1-like 2 protein (A               contig387 Solyc12g Unknown Protein (A            SL2.40ch AT1G53200.2 3162.21 1943.53 2086.94 2482.99 1091.68 1209.17
GT Sense Sense -0.036 Detected 0.036 Detected 0.000 -1.552 Detected -1.576 Detected -1.564 0.001 GT Sens contig395 contig395 Mutator-li                   CAGGAAAcontig395 Solyc06g Solyc06g Mutator-li                GO:00082 GO:00082   contig395 Solyc06g Mutator-li                 GO:00082 SL2.40ch AT5G0240PLL2  PLL2; ca      chr5:513  57.7359 47.4628 25.0694 22.1091 18.8614 17.9114
GT Sense Sense -0.675 Detected 0.675 Detected 0.000 -2.344 Detected -1.596 Detected -1.970 0.125 GT Sens contig395 contig395 Unknown             ATGAGGAcontig395 Solyc01g Solyc01g Unknown          GO:00094 GO:00094    contig395 Solyc01g Unknown           GO:00094 SL2.40ch AT5G153 ATMYB16    ATMYB1            chr5:497  95.187 189.54 45.6036 48.4048 27.9573 45.3292
GT Sense Sense -0.537 Detected 0.537 Detected 0.000 -1.518 Detected -0.995 Detected -1.256 0.170 GT Sens contig396 contig396 Alpha-hyd                  CAGACAAcontig396 Solyc07g Solyc07g Alpha-hyd               GO:00800 GO:00800       contig396 Solyc07g Alpha-hyd                GO:00800 SL2.40ch AT3G11130.1  clathrin h     chr3:348  114.171 187.898 100.748 184.246 54.0642 75.0014
GT Sense Sense -0.169 Detected 0.169 Detected 0.000 -2.480 Detected -2.408 Detected -2.444 0.005 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  71.1308 70.2492 81.5778 83.6902 13.3932 13.5882
GT Sense Sense -0.126 Detected 0.126 Detected 0.000 -2.746 Detected -2.204 Detected -2.475 0.014 GT Sens contig405 contig405 Unannota    TAATCTCCTTTGCAAAATTTATGTCTCAACACAGAGAACCCCTTTTCTCCcontig405 Solyc07g LRR recep    GO:00046 SL2.40ch AT5G27240.1  DNAJ hea       chr5:959  76.2885 71.025 19.3267 31.1125 11.5929 16.2976
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.160 Detected -1.189 Detected -1.174 0.003 GT Sens contig408 contig408 Unannota    TACTTGTTTATGTCTGTTGTGTTGAGAAAGGGTTGAAGGCTTGTTGAAT contig408 Solyc09g ATP-depe                    GO:00080 SL2.40ch AT5G57670.2  protein k     chr5:233  378.383 322.396 261.819 277.427 165.237 156.319
GT Sense Sense -0.500 Detected 0.500 Detected 0.000 -1.383 Detected -1.056 Detected -1.219 0.146 GT Sens contig409 contig409 Unknown      TATGGGTcontig409 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig409 Solyc03g Unknown Protein (A  SL2.40ch AT1G71320.1  S locus F     chr1:268  55.8316 87.3007 31.6531 30.1869 28.3003 34.256
GT Sense Sense 0.079 Detected -0.079 Detected 0.000 -1.102 Detected -1.205 Detected -1.154 0.007 GT Sens contig409 contig409 Unannota    AACTTAGAATCATTTCATGCATTTAACTTGGCTTTAAAAAATATTTCAAA contig409 Solyc11g Unknown Protein (A  SL2.40ch AT5G4633FLS2  FLS2 (FL                   chr5:187  158.882 111.363 128.629 108.006 65.5019 58.8537
GT Sense Sense 0.125 Detected -0.125 Detected 0.000 -1.305 Detected -2.361 Comprom -1.833 0.078 GT Sens contig410 contig410 Unknown      TGGTTTTcontig410 Solyc09g Solyc09g Unknown Protein (AHRD V1) contig410 Solyc09g Unknown Protein (A  SL2.40ch AT5G259 AtRLP52  AtRLP52         chr5:903  30.1278 19.807 16.9184 16.4256 10.4485 4.85155
GT Sense Sense 0.026 Detected -0.026 Detected 0.000 -1.067 Detected -1.101 Detected -1.084 0.001 GT Sens contig411 contig411 Unannota    AATAGATGTTGAATATTGATAGTTATTGAATTGGTTTTTATTAATGAGTT contig411 Solyc03g Polyprote               GO:00065 SL2.40ch AT3G24530.1  AAA-type          chr3:894  256.016 193.016 269.21 241.605 112.12 105.739
GT Sense Sense 0.045 Detected -0.045 Detected 0.000 -1.261 Detected -0.938 Detected -1.099 0.023 GT Sens contig412 contig412 Unannota    GACGTTAGGCAAACTTTAGGCCGATAATTATTGCTTTATTGTGTGTATT contig412 Solyc01g ATP depe                    GO:00080 SL2.40ch AT4G2356AtGH9B15  AtGH9B1             chr4:122  927.16 680.538 868.266 1167.34 350.294 423.184
GT Sense Sense -0.114 Detected 0.114 Detected 0.000 -2.153 Detected -1.841 Detected -1.997 0.009 GT Sens contig413 contig413 Unannota    GAAGAACCGAAGTCAAGCAACTACTTCTCCAATGCCTTTCCTTTTCTTA contig413 Solyc02g014100.1.1 AT4G24880.1  unknown   chr4:128  197.892 181.188 70.662 82.3558 44.9954 53.9285
GT Sense Sense 0.060 Detected -0.060 Detected 0.000 -1.040 Detected -1.283 Detected -1.161 0.013 GT Sens contig415 contig415 Unannota    CGCTGATAAACAGTAATTATCCGCTAAAGTACGATGCTAATAGTGACTA contig415 Solyc12g Ulp1 protease family         SL2.40ch AT5G24880.1  INVOLVE                                                                            chr5:855  289.203 207.939 371.699 419.379 126.084 102.821
GT Sense Sense -0.031 Detected 0.031 Detected 0.000 -1.419 Comprom -2.084 Comprom -1.751 0.034 GT Sens contig419 contig419 Unannota    GGATTGAATCTGTTGTTCCATGCTATCATCTAACTCTTTCATACACTGT contig419 Solyc08g Ulp1 protease family         SL2.40ch AT4G18330.2  eukaryot                chr4:101  23.2624 18.9773 10.5484 16.9569 8.3051 5.05727
GT Sense Sense 0.274 Detected -0.274 Detected 0.000 -3.201 Comprom -2.900 Comprom -3.051 0.010 GT Sens contig421 contig421 Unannota    GCTCCTGTTGTGAAGTTAATCTCTATTTGAATTCTGTTGAGAATTGTTG contig421 Solyc06g Peroxisom                 GO:00055 SL2.40ch AT2G22400.1  NOL1/NO     chr2:950  87.0497 46.5407 20.6306 24.4334 7.31366 8.70164
GT Sense Sense -0.074 Detected 0.074 Detected 0.000 -2.071 Detected -1.921 Detected -1.996 0.003 GT Sens contig422 contig422 Unannota    ATAGGGATCTGGCGAGGTTAAATTCCCATATACGCTAGCATGTTATTGAcontig422 Solyc02g Lipase (A               GO:00048 SL2.40ch AT5G02850.1  hydroxyp      chr5:652  657.811 569.694 246.597 345.637 154.006 164.943
GT Sense Sense 0.136 Detected -0.136 Detected 0.000 -3.437 Comprom -1.749 Detected -2.593 0.094 GT Sens contig426 contig426 At4g1165         TTAGTTTGTGATGAATAAAAGGAAAATAAAGAATATCTTTATGATGATTT contig426 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 62.1329 40.2029 27.5168 49.5188 4.87796 15.1766
GT Sense Sense -0.306 Detected 0.306 Detected 0.000 -1.157 Detected -2.792 Detected -1.974 0.152 GT Sens contig430 contig430 Cross hyb  ATCAGGATCGGTCGATGGTGCGCCCCGAGGGGTTCCCACCTCCGTTCAcontig430 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 301.197 359.675 72.2779 75.0555 156.033 48.5041
GT Sense Sense -0.442 Detected 0.442 Detected 0.000 -1.218 Detected -0.803 Detected -1.011 0.175 GT Sens contig431 contig431 Nicotia ta          GAGTAGAAGAGTTACATATCTTAGGCTTTCAATAGTTCAGGCTGCTAAC contig431 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 57.8077 83.4447 47.1382 66.0824 31.5544 40.6071
GT Sense Sense 0.474 Detected -0.474 Detected 0.000 -0.989 Detected -1.832 Comprom -1.411 0.156 GT Sens contig434 contig434 TOBRANB              ATATATCAGGATGGGAATATCTAACCTAACAAAACAAAACCTCATGGCC contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 47.6386 19.3102 23.5114 23.7589 16.151 8.69148
GT Sense Sense -0.700 Detected 0.700 Detected 0.000 -1.749 Detected -1.012 Detected -1.381 0.223 GT Sens contig434 contig434 Nicotia ta               ACTAGTACTCGTACTTGCCTTCACTCTAACTTTTGCATGGCCTTTATAC contig434 #N/A #N/A #N/A #N/A #N/A #N/A #N/A #N/A 1110.31 2290.07 386.055 213.063 501.229 806.864
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -2.194 Detected -1.623 Detected -1.909 0.022 GT Sens contig436 contig436 Unknown      GGATCCTcontig436 Solyc07g Solyc07g Unknown Protein (AHRD V1) contig436 Solyc07g032500.1.1 AT3G44440.1 141.029 112.564 73.3583 52.9224 29.0927 41.7332
GT Sense Sense -0.287 Detected 0.287 Detected 0.000 -2.030 Comprom -1.984 Comprom -2.007 0.020 GT Sens contig446 contig446 Unknown      CCAAACT contig446 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig446 Solyc00g Unknown Protein (A  SL2.40ch AT5G39980.1  pentatric      chr5:160  27.2366 31.6874 4.27725 5.60345 7.60248 7.57495
GT Sense Sense -0.015 Detected 0.015 Detected 0.000 -1.971 Detected -2.095 Detected -2.033 0.001 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  384.872 307.233 141.858 143.252 92.7183 82.1545
GT Sense Sense -0.072 Detected 0.072 Detected 0.000 -1.184 Detected -1.568 Detected -1.376 0.022 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  820.634 709.07 336.796 388.82 354.86 262.529
GT Sense Sense -0.062 Detected 0.062 Detected 0.000 -1.184 Detected -1.863 Detected -1.524 0.048 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  408.18 347.5 174.309 193.765 175.206 105.605
GT Sense Sense -0.101 Detected 0.101 Detected 0.000 -2.377 Detected -2.604 Detected -2.491 0.004 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  393.951 353.977 107.832 123.783 75.9687 62.6548
GT Sense Sense -0.207 Detected 0.207 Detected 0.000 -2.036 Detected -0.832 Detected -1.434 0.153 GT Sens contig480 contig480 Sesquiter         CAGAGATcontig480 Solyc07g Solyc07g Sesquiterpene synthase (AHRD   contig480 Solyc07g Sesquiterpene synth     SL2.40ch AT3G28770.1  unknown   chr3:107  166.785 173.655 130.96 71.7771 43.8631 97.569
GT Sense Sense 0.247 Detected -0.247 Detected 0.000 -1.900 Detected -1.365 Detected -1.633 0.046 GT Sens contig489 contig489 Histidine d                 TAGGAACcontig489 Solyc07g Solyc07g Histidine d              GO:00197 GO:00197    contig489 Solyc08g Decarbox                 GO:00301 SL2.40ch AT5G25420.1  xanthine/      chr5:883  3837.97 2129.54 1405.15 747.307 809.47 1132.13
GT Sense Sense 0.043 Detected -0.043 Detected 0.000 -1.025 Detected -1.908 Comprom -1.466 0.080 GT Sens contig499 contig499 Unknown      TCAAATGcontig499 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig499 Solyc12g Unknown Protein (A  SL2.40ch AT1G35330.1 32.4287 23.8708 27.2082 32.1704 14.4463 7.5669
GT Sense Sense -0.873 Detected 0.873 Detected 0.000 -4.096 Detected -1.804 Detected -2.950 0.177 GT Sens contig500 contig500 Cytochro                    GCAGGAGcontig500 Solyc09g Solyc09g Cytochro                 GO:00198 GO:00198   contig500 Solyc09g066370.1.1 AT3G50220.1  unknown   chr3:186  683.565 1792.78 455.855 37.4143 68.4223 323.439
GT Sense Sense -0.111 Detected 0.111 Detected 0.000 -2.157 Detected -2.116 Detected -2.136 0.003 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  888.768 810.588 357.995 403.931 201.142 199.812
GT Sense Sense 0.024 Detected -0.024 Detected 0.000 -2.381 Comprom -1.457 Detected -1.919 0.053 GT Sens contig518 contig518 Glutathion                   AGGAATAcontig518 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043   contig518 Solyc09g Glutathion                 GO:00043 SL2.40ch AT3G0927ATGSTU8  ATGSTU8        chr3:284  34.83 26.3465 23.9523 34.0679 6.14591 11.2554
GT Sense Sense -0.178 Detected 0.178 Detected 0.000 -2.250 Detected -2.512 Detected -2.381 0.009 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  1207.44 1207.94 459.83 553.324 268.325 215.977
GT Sense Sense 0.164 Detected -0.164 Detected 0.000 -2.372 Comprom -2.181 Comprom -2.277 0.007 GT Sens contig532 contig532 Mutator-li                  TTTTATG contig532 Solyc04g Solyc04g Mutator-li               GO:00082 GO:00082   contig532 Solyc07g Mutator-li                GO:00082 SL2.40ch AT4G29420.1  F-box fam    chr4:144  45.7583 28.4925 21.8217 27.5784 7.3707 8.12544
GT Sense Sense -0.200 Detected 0.200 Detected 0.000 -2.191 Detected -2.362 Detected -2.276 0.009 GT Sens contig545 contig545 Retrotran          ATATTGGcontig545 Solyc08g Solyc08g Retrotransposon gag protein (    contig545 Solyc08g022190.1.1 AT5G14050.1  transduc          chr5:453  3206.14 3309.09 987.334 1177.56 754.062 646.693
GT Sense Sense -0.195 Detected 0.195 Detected 0.000 -1.988 Detected -2.019 Detected -2.004 0.009 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  2589.57 2653.72 1158.28 1355.25 698.21 660.133
GT Sense Sense -0.239 Detected 0.239 Detected 0.000 -1.410 Detected -1.791 Detected -1.601 0.035 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  1229.99 1338.8 658.808 742.362 510.385 378.295
GT Sense Sense -0.009 Detected 0.009 Detected 0.000 -2.291 Comprom -3.194 Comprom -2.743 0.026 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  39.8903 31.583 9.34578 10.9804 7.66319 3.95787
GT Sense Sense 0.218 Detected -0.218 Detected 0.000 -1.356 Detected -1.395 Detected -1.376 0.024 GT Sens contig581 contig581 Ulp1 prote                       CAACAACcontig581 Solyc05g Solyc05g Ulp1 prote                    GO:00065 GO:00065 contig581 Solyc05g Ulp1 prote                     GO:00065 SL2.40ch AT5G6125AtGUS1  AtGUS1 (       chr5:246  92.7693 53.566 41.5247 50.0831 29.0978 27.3458
GT Sense Sense 0.373 Detected -0.373 Detected 0.000 -1.722 Detected -2.006 Detected -1.864 0.043 GT Sens contig582 contig582 Helicase-l                      CAATGGTcontig582 Solyc01g Solyc01g Helicase-like protein (AHRD V1               contig582 Solyc01g Helicase-like protein                 SL2.40ch AT3G20700.1 5551.2 2585.59 4406.53 3693.05 1213.61 962.229
GT Sense Sense 0.198 Detected -0.198 Detected 0.000 -1.537 Detected -1.740 Comprom -1.638 0.018 GT Sens contig585 contig585 Unknown      CTCGTTGcontig585 Solyc06g Solyc06g Unknown Protein (AHRD V1) contig585 Solyc06g Unknown Protein (A  SL2.40ch AT5G09890.2  protein k    chr5:308  39.287 23.3521 9.80168 18.5244 11.035 9.24931
GT Sense Sense -0.192 Detected 0.192 Detected 0.000 -1.779 Comprom -1.170 Comprom -1.474 0.055 GT Sens contig610 contig610 Unknown      TGCCGG contig610 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig610 Solyc06g Unknown Protein (A  SL2.40ch AT3G29670.1 17.1246 17.461 20.2778 17.5263 5.32651 7.84101
GT Sense Sense 0.072 Detected -0.072 Detected 0.000 -2.110 Detected -1.358 Detected -1.734 0.045 GT Sens contig612 contig612 Cysteine                  AAGTACGcontig612 Solyc11g Solyc11g Cysteine               GO:00081 GO:00081  contig612 Solyc11g Cysteine                GO:00081 SL2.40ch AT4G30260.1  integral m      chr4:148  160.755 113.74 33.9524 15.5671 33.099 53.8139
GT Sense Sense -0.047 Detected 0.047 Detected 0.000 -1.803 Comprom -2.148 Comprom -1.975 0.008 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  33.6428 28.063 16.5839 17.4118 9.30486 7.07589
GT Sense Sense 0.261 Detected -0.261 Detected 0.000 -2.401 Comprom -1.741 Comprom -2.071 0.039 GT Sens contig621 contig621 Ulp1 prote              CAATCTAcontig621 Solyc07g Solyc07g Ulp1 protease family C-termina         contig621 Solyc07g041140.1.1 AT3G42870.1  unknown   chr3:149  29.114 15.8446 13.9145 13.4522 4.2974 6.55528
GT Sense Sense -0.109 Detected 0.109 Detected 0.000 -1.118 Detected -1.126 Detected -1.122 0.009 GT Sens contig622 contig622 Protein FA                    CTTGATT contig622 Solyc06g Solyc06g Protein FAR1-RELATED SEQU                contig622 Solyc06g054040.1.1 AT5G27710.1  unknown   chr5:981  85.4918 77.6726 58.5306 65.8726 39.6685 38.0951
GT Sense Sense 0.211 Detected -0.211 Detected 0.000 -1.313 Detected -0.802 Detected -1.058 0.086 GT Sens contig654 contig654 Unknown      CCCCTCAcontig654 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig654 Solyc03g082800.1.1 AT4G17790.1  INVOLVE                                                                    chr4:989  35.0265 20.4344 22.227 12.6051 11.3795 15.6525
GT Sense Sense -0.270 Detected 0.270 Detected 0.000 -1.206 Detected -1.328 Detected -1.267 0.044 GT Sens contig657 contig657 Subtilisin                            ACATTTT contig657 Solyc08g Solyc08g Subtilisin                         GO:00042 GO:00042   contig657 Solyc08g Subtilisin                          GO:00042 SL2.40ch AT5G58830.1  identical       chr5:237  2501.81 2841.5 1436.2 1885.32 1221.43 1083.4
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -1.461 Detected -1.119 Detected -1.290 0.034 GT Sens contig660 contig660 Gag-Pol p        GACGAAAcontig660 Solyc10g Solyc10g Gag-Pol polyprotein (AHRD V1  contig660 Solyc01g Pol polyprotein (AHR                SL2.40ch AT1G50180.1  disease r       chr1:185  1023.37 1021.84 750.799 571.138 392.551 480.511
GT Sense Sense -0.789 Detected 0.789 Detected 0.000 -3.183 Comprom -2.033 Detected -2.608 0.116 GT Sens contig683 contig683 Pyridine n                      GTGAAATcontig683 Solyc11g Solyc11g Pyridine n                   GO:00551 GO:00551  contig683 Solyc11g Nitric oxide reductas                  SL2.40ch AT3G1023LYC  LYC (LYC       chr3:316  38.9544 90.9111 14.2263 8.97117 6.92563 14.8331
GT Sense Sense -0.123 Detected 0.123 Detected 0.000 -1.755 Comprom -1.944 Comprom -1.850 0.007 GT Sens contig688 contig688 Serine/thr                        ATCGGTAcontig688 Solyc07g Solyc07g Serine/threonine-protein phos                    contig688 Solyc04g Serine/threonine-pro                     SL2.40ch AT4G3464SQS1, ER   SQS1 (SQ       chr4:165  16.8355 15.5973 5.56395 11.8372 5.07276 4.29762
GT Sense Sense -0.227 Detected 0.227 Detected 0.000 -1.518 Detected -1.212 Detected -1.365 0.038 GT Sens contig689 contig689 Mutator-li                  GACACATcontig689 Solyc04g Solyc04g Mutator-li               GO:00082 GO:00082   contig689 Solyc10g Mutator-li                GO:00082 SL2.40ch AT3G0299ATHSFA1    ATHSFA1        chr3:673  46.6928 49.9619 42.0396 17.9232 17.8283 21.2806
GT Sense Sense 0.019 Detected -0.019 Detected 0.000 -0.957 Detected -1.553 Detected -1.255 0.052 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  368.028 280.012 198.451 201.864 174.709 111.648
GT Sense Sense 0.015 Detected -0.015 Detected 0.000 -0.976 Detected -1.060 Detected -1.018 0.002 GT Sens contig700 contig700 Unknown      TCACACT contig700 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig700 Solyc03g Unknown Protein (A  SL2.40ch AT5G60740.1  ATPase,        chr5:244  1277.42 978.121 535.702 630.851 600.716 546.873
GT Sense Sense -0.094 Detected 0.094 Detected 0.000 -2.407 Detected -1.734 Detected -2.070 0.027 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  1361.52 1212.69 715.59 789.07 256.036 394.273
GT Sense Sense -0.120 Detected 0.120 Detected 0.000 -2.419 Detected -2.420 Detected -2.419 0.002 GT Sens contig729 contig729 Pol polyp        CCTCCGTcontig729 Solyc08g Solyc08g Pol polyprotein (AHRD V1 ***- P contig729 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT2G43110.1 2376.03 2193.42 742.989 841.669 451.232 435.226
GT Sense Sense -0.610 Detected 0.610 Detected 0.000 -2.573 Detected -0.836 Detected -1.705 0.249 GT Sens contig729 contig729 Beta-fruct                     GAGAATCcontig729 Solyc09g Solyc09g Beta-fruct                  GO:00059 GO:00059   contig729 Solyc10g Beta-fruct                                    GO:00059 SL2.40ch AT3G52700.1  unknown   chr3:195  8270.83 15058.2 3835.23 1895.97 1982.26 6377.95
GT Sense Sense -0.173 Detected 0.173 Detected 0.000 -2.519 Detected -2.691 Detected -2.605 0.005 GT Sens contig730 contig730 Retrotran                        TAGTACT contig730 Solyc09g Solyc09g Retrotran                     GO:00150 GO:00150  contig730 Solyc09g Retrotran                      GO:00036 SL2.40ch AT3G63320.1 1226.25 1218.88 293.917 371.744 225.412 193.224
GT Sense Sense 0.116 Detected -0.116 Detected 0.000 -1.536 Detected -2.155 Detected -1.846 0.031 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  192.205 127.924 76.8368 82.2301 57.1493 35.9142
GT Sense Sense -0.153 Detected 0.153 Detected 0.000 -2.147 Detected -2.244 Detected -2.195 0.005 GT Sens contig739 contig739 Retrotran                   CTTTGTGcontig739 Solyc10g Solyc10g Retrotran                GO:00082 GO:00082   contig739 Solyc10g Retrotran                 GO:00065 SL2.40ch AT2G1817ATMPK7,   ATMPK7          chr2:790  2071.08 2001.18 860.155 948.343 485.914 438.544
GT Sense Sense -0.196 Detected 0.196 Detected 0.000 -1.189 Detected -2.046 Detected -1.617 0.075 GT Sens contig742 contig742 Mutator-li                    TGCTTTAcontig742 Solyc04g Solyc04g Mutator-like transposase (AHR               contig742 Solyc12g Mutator-like transpo                SL2.40ch AT5G6314ATPAP29    ATPAP29             chr5:253  181.261 185.92 111.488 88.7007 85.1232 45.3594
GT Sense Sense -0.194 Detected 0.194 Detected 0.000 -2.541 Detected -1.075 Detected -1.808 0.140 GT Sens contig742 contig742 Unknown      CGAGTAGcontig742 Solyc05g Solyc05g Unknown Protein (AHRD V1) contig742 Solyc05g Unknown Protein (A  SL2.40ch AT3G2569CHUP1  CHUP1 (C      chr3:935  14780.7 15109.2 7344.09 2998.98 2713.21 7239.36
GT Sense Sense -0.083 Detected 0.083 Detected 0.000 -1.259 Detected -1.265 Detected -1.262 0.004 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  695.066 609.948 392.58 416.295 287.541 276.531
GT Sense Sense -1.683 Detected 1.683 Detected 0.000 -2.659 Detected -0.802 Detected -1.731 0.463 GT Sens contig749 contig749 Abscisic s                   ACCGTTTcontig749 Solyc04g Solyc04g Abscisic s                GO:00069 GO:00069   contig749 Solyc04g Abscisic s                 GO:00069 SL2.40ch AT1G76940.1  RNA reco      chr1:289  24.6173 198.405 9.86505 9.09377 11.6939 40.8974
GT Sense Sense -0.165 Detected 0.165 Detected 0.000 -1.520 Detected -1.421 Detected -1.470 0.013 GT Sens contig754 contig754 S-locus g                  CTTTTGT contig754 Solyc07g Solyc07g S-locus g               GO:0005529 contig754 Solyc07g S-locus g                GO:00055 SL2.40ch AT1G78820.1  curculin-           chr1:296  8588.73 8436.06 6511.3 2692.33 3136.77 3244.63
GT Sense Sense -0.162 Detected 0.162 Detected 0.000 -1.120 Detected -2.056 Detected -1.588 0.085 GT Sens contig754 contig754 Mutator-li                    CTTGCATcontig754 Solyc04g Solyc04g Mutator-like transposase (AHR               contig754 Solyc12g Mutator-like transpo                SL2.40ch AT5G6314ATPAP29    ATPAP29             chr5:253  169.954 166.258 72.1132 85.7384 81.742 41.2444
GT Sense Sense 0.051 Detected -0.051 Detected 0.000 -1.110 Detected -1.009 Detected -1.059 0.005 GT Sens contig765 contig765 Cyclic nu                  TCAAGGCcontig765 Solyc05g Solyc05g Cyclic nu               GO:00305 GO:00305   contig765 Solyc05g Cyclic nu                GO:00305 SL2.40ch AT5G5313CNGC1, A   CNGC1 (C                          chr5:215  139.063 101.25 111.082 94.8749 58.1117 60.1798
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -1.974 Detected -1.024 Detected -1.499 0.117 GT Sens contig769 contig769 Proteinas                    TACTCAAcontig769 Solyc03g Solyc03g Proteinas                 GO:00048 GO:00048    contig769 Solyc03g Proteinas                  GO:00048 SL2.40ch AT4G15830.1  binding  chr4:899  11434.7 13626.9 6740.98 8936.52 3358.79 6262.28
GT Sense Sense -0.097 Detected 0.097 Detected 0.000 -2.118 Detected -2.283 Detected -2.200 0.003 GT Sens contig791 contig791 Polyprote        GAATGGCcontig791 Solyc01g Solyc01g Polyprotein (AHRD V1 ***- A5JS contig791 Solyc01g Polyprotein (AHRD V   SL2.40ch AT4G1923CYP707A   CYP707A        chr4:105  2433.79 2175.95 779.757 793.673 560.298 482.607
GT Sense Sense -0.154 Detected 0.154 Detected 0.000 -1.112 Detected -1.136 Detected -1.124 0.018 GT Sens contig793 contig793 Unknown      TCAAAAA contig793 Solyc12g Solyc12g Unknown Protein (AHRD V1) contig793 Solyc07g041690.1.1 AT1G55960.1 66.2825 64.1086 47.0161 58.61 31.8712 30.2696
GT Sense Sense -0.174 Detected 0.174 Detected 0.000 -1.672 Detected -1.602 Detected -1.637 0.012 GT Sens contig812 contig812 Unknown      TGCAGGCcontig812 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig812 Solyc10g Unknown Protein (A  SL2.40ch AT5G63750.1 5676.1 5647.66 2567.09 2796.99 1877.37 1902.6
GT Sense Sense -0.188 Detected 0.188 Detected 0.000 -1.896 Detected -1.961 Detected -1.928 0.010 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  1603.06 1626.94 510.308 623.535 458.564 423.294
GT Sense Sense -0.958 Detected 0.958 Detected 0.000 -2.381 Comprom -1.678 Detected -2.029 0.185 GT Sens contig816 contig816 Auxin-ind                      TCTTCACcontig816 Solyc07g Solyc07g Auxin-induced protein-like (AH                 contig816 Solyc07g Auxin-induced prote                  SL2.40ch AT3G07730.1  unknown   chr3:246  23.6323 69.6693 9.65486 10.0494 8.23494 12.9424
GT Sense Sense 0.081 Detected -0.081 Detected 0.000 -1.055 Detected -1.202 Detected -1.129 0.009 GT Sens contig820 contig820 Transpos                     GGTGAG contig820 Solyc05g Solyc05g Transposon-like element Lyt2-                contig820 Solyc11g Protein FAR1-RELAT                 SL2.40ch AT2G3128CPUORF7  basic hel     chr2:133  95.0526 66.4084 56.0662 74.1252 40.4143 35.2269
GT Sense Sense -0.148 Detected 0.148 Detected 0.000 -1.495 Detected -1.157 Detected -1.326 0.028 GT Sens contig826 contig826 Cytochro                    CTAGGTAcontig826 Solyc04g Solyc04g Cytochro                 GO:00198 GO:00198   contig826 Solyc04g Cytochro  GO:00198 SL2.40ch AT4G3194CYP82C4  CYP82C4               chr4:154  192.996 185.216 132.003 291.355 70.8991 86.5313
GT Sense Sense -0.221 Detected 0.221 Detected 0.000 -2.881 Comprom -2.746 Comprom -2.813 0.007 GT Sens contig831 contig831 Ulp1 prote                       GAATACAcontig831 Solyc12g Solyc12g Ulp1 prote                    GO:00065 GO:00065 contig831 Solyc12g Ulp1 prote                     GO:00065 SL2.40ch AT3G5752AtSIP2  AtSIP2 (A           chr3:212  12.13 12.8843 4.38584 1.87631 1.79356 1.90169
GT Sense Sense -0.066 Detected 0.066 Detected 0.000 -2.695 Detected -2.464 Detected -2.579 0.003 GT Sens contig843 contig843 Glutathion                  GGCGTATcontig843 Solyc01g Solyc01g Glutathione-S-transferase (AHR              contig843 Solyc01g Glutathione-S-transf               SL2.40ch AT3G4924emb1796  emb1796       chr3:182  7342.16 6288.98 1371.64 1339.69 1109.35 1257.05
GT Sense Sense -0.352 Detected 0.352 Detected 0.000 -1.822 Detected -1.027 Detected -1.424 0.115 GT Sens contig854 contig854 Unknown      TTCATTA contig854 Solyc03g Solyc03g Unknown Protein (AHRD V1) contig854 Solyc08g Alternativ               GO:00099 SL2.40ch AT2G33640.1  zinc finge       chr2:142  921.209 1172.29 620.029 278.702 310.719 520.185
GT Sense Sense 0.156 Detected -0.156 Detected 0.000 -1.742 Comprom -3.245 Comprom -2.493 0.083 GT Sens contig856 contig856 Unknown      CTTCTAAcontig856 Solyc10g Solyc10g Unknown Protein (AHRD V1) contig856 Solyc10g Unknown Protein (A  SL2.40ch AT2G16960.2 22.1833 13.9663 8.15884 12.5143 5.56136 1.89437
GT Sense Sense -0.177 Detected 0.177 Detected 0.000 -0.978 Detected -1.436 Detected -1.207 0.053 GT Sens contig862 contig862 NAD(P)H-q                      TATATTA contig862 Solyc07g Solyc07g NAD(P)H-q                   GO:00551 GO:00551  contig862 Solyc07g NAD(P)H-q                    GO:00551 SL2.40ch ATCG010 NDHG  NADH de    chrC:118  569.825 569.642 394.532 411.556 305.788 214.871
GT Sense Sense -0.226 Detected 0.226 Detected 0.000 -1.050 Detected -0.973 Detected -1.012 0.048 GT Sens contig875 contig875 Unknown      TGCCGTTcontig875 Solyc00g Solyc00g Unknown Protein (AHRD V1) contig875 Solyc00g010110.1.1 AT4G24680.1  FUNCTIO                                                         chr4:127  3896.24 4165.77 2913.83 3327.09 2056.66 2093.77
GT Sense Sense 0.014 Detected -0.014 Detected 0.000 -1.475 Detected -1.481 Detected -1.478 0.000 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  395.74 303.482 212.696 233.261 131.762 126.634
GT Sense Sense -0.376 Detected 0.376 Detected 0.000 -1.954 Detected -1.418 Detected -1.686 0.067 GT Sens contig888 contig888 Pectinest                ATCATAA contig888 Solyc02g Solyc02g Pectinest             GO:00305 GO:00305  contig888 Solyc02g Pectinest              GO:00056 SL2.40ch AT1G02810.1  pectinest     chr1:618  1716.26 2257.89 1280.38 2767.33 536.784 751.781
GT Sense Sense 0.064 Detected -0.064 Detected 0.000 -1.636 Detected -0.982 Detected -1.309 0.059 GT Sens contig899 contig899 F-box-con          AGCCAACcontig899 Solyc01g Solyc01g F-box-containing protein 1 (AH    contig899 Solyc01g F-box-containing pr      SL2.40ch AT5G40060.1 153.104 109.522 78.2644 34.7127 44.0195 66.8881
GT Sense Sense 0.009 Detected -0.009 Detected 0.000 -0.868 Detected -1.250 Detected -1.059 0.031 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  194.893 150.486 119.434 113.281 99.1703 73.4855
GT Sense Sense -0.220 Detected 0.220 Detected 0.000 -1.227 Detected -1.987 Detected -1.607 0.067 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  340.79 361.132 164.657 162.22 158.336 90.3269
GT Sense Sense -0.752 Detected 0.752 Detected 0.000 -2.199 Comprom -2.090 Comprom -2.145 0.105 GT Sens contig915 contig915 Mutator-li                    ATACCGTcontig915 Solyc01g Solyc01g Mutator-like transposase (AHR               contig915 Solyc01g Mutator-like transpo                SL2.40ch AT5G63180.1  pectate ly     chr5:253  11.5575 25.6402 13.4333 7.25385 3.96142 4.1253
GT Sense Sense -0.112 Detected 0.112 Detected 0.000 -1.842 Detected -1.884 Detected -1.863 0.004 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  52.261 47.7288 24.2603 22.4727 14.7278 13.8024
GT Sense Sense -0.077 Detected 0.077 Detected 0.000 -2.004 Detected -2.368 Detected -2.186 0.008 GT Sens contig922 contig922 Retrotran                        CGGAGTTcontig922 Solyc02g Solyc02g Retrotran                     GO:00150 GO:00150  contig922 Solyc12g Retrotran                      GO:00036 SL2.40ch AT5G52000.1 231.439 201.398 76.3212 92.1254 56.9023 42.6813
GT Sense Sense 0.846 Detected -0.846 Detected 0.000 -2.289 Detected -2.738 Detected -2.513 0.103 GT Sens contig928 contig928 Enoyl-CoA        GGAGCAAcontig928 Solyc07g Solyc07g Enoyl-CoA-hydratase (AHRD V   contig928 Solyc07g Defensin              GO:00304 SL2.40ch AT3G44920.1 248.87 60.2064 89.5288 74.1595 26.4792 18.7244
GT Sense Sense 0.268 Detected -0.268 Detected 0.000 -3.620 Comprom -2.743 Comprom -3.181 0.025 GT Sens contig929 contig929 Self-incom                    CCTGGCGcontig929 Solyc05g Solyc05g Self-incompatibility protein-like               contig929 Solyc05g Self-incompatibility                SL2.40ch AT4G12430.1  trehalose     chr4:736  49.5788 26.7164 20.6817 18.8736 3.12863 5.54698
GT Sense Sense -0.024 Detected 0.024 Detected 0.000 -1.932 Detected -2.379 Detected -2.155 0.011 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 80.3927 64.933 28.7094 31.1714 20.0132 14.1759
GT Sense Sense -0.285 Detected 0.285 Detected 0.000 -2.006 Detected -2.193 Detected -2.099 0.020 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  5996.82 6955.98 2010.22 2449.4 1698.96 1441.58
GT Sense Sense -0.063 Detected 0.063 Detected 0.000 -2.843 Detected -2.680 Detected -2.762 0.001 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  693.181 591.587 217.021 242.628 94.3299 101.931
GT Sense Sense -0.435 Detected 0.435 Detected 0.000 -1.172 Detected -0.968 Detected -1.070 0.139 GT Sens contig931 contig931 Auxin-ind                    ATACCTT contig931 Solyc01g Solyc01g Auxin-ind                 GO:00055 GO:00055  contig931 Solyc01g Auxin-ind                  GO:00055 SL2.40ch AT4G38840.1  auxin-res     chr4:181  647.426 925.302 516.889 398.676 363.032 403.843
GT Sense Sense -0.304 Detected 0.304 Detected 0.000 -3.196 Comprom -1.468 Detected -2.332 0.126 GT Sens contig934 contig934 Pol polyp                    ACTCGTCcontig934 Solyc12g Solyc12g Pol polyprotein (AHRD V1 ***- Q             contig934 Solyc12g Pol polyprotein (AHR                SL2.40ch AT5G48470.1  unknown   chr5:196  46.7973 55.7379 22.8875 17.8299 5.89178 18.8414
GT Sense Sense -0.193 Detected 0.193 Detected 0.000 -2.113 Detected -2.208 Detected -2.161 0.008 GT Sens contig943 contig943 Polyprote        TTCTTGGcontig943 Solyc11g Solyc11g Polyprotein (AHRD V1 ***- Q0ZLcontig943 Solyc08g Pol polyp                 GO:00082 SL2.40ch AT4G3966AGT2  AGT2 (AL             chr4:184  8894.95 9089.1 3113.95 3433.45 2196.02 1986.24
GT Sense Sense 0.203 Detected -0.203 Detected 0.000 -3.207 Detected -2.879 Detected -3.043 0.007 GT Sens contig956 contig956 Ulp1 prote              CAGCAAAcontig956 Solyc11g Solyc11g Ulp1 protease family C-termina         contig956 Solyc07g041690.1.1 AT1G08040.2  unknown   chr1:249  1375.25 811.68 601.521 553.957 120.96 146.568
GT Sense Sense -0.585 Detected 0.585 Detected 0.000 -1.597 Detected -1.153 Detected -1.375 0.159 GT Sens contig958 contig958 Aromatic                  ACCAAACcontig958 Solyc07g Solyc07g Aromatic               GO:00197 GO:00197      contig958 Solyc07g054860.1.1 AT2G20340.1  tyrosine    chr2:877  77.8724 137.037 81.1069 129.828 36.1019 47.3989
GT Sense Sense 0.397 Detected -0.397 Detected 0.000 -1.831 Comprom -1.595 Comprom -1.713 0.054 GT Sens contig964 contig964 NifS-like p                      TAGAGATcontig964 Solyc11g Solyc11g NifS-like p                   GO:00081 GO:00081  contig964 Solyc11g005830.1.1 AT3G48670.2  XH/XS do          chr3:180  30.5963 13.784 2.4988 7.02486 6.10002 6.93724
GT Sense Sense -0.553 Detected 0.553 Detected 0.000 -2.456 Detected -0.885 Detected -1.671 0.224 GT Sens contig993 contig993 Glutathion                   CACGCAGcontig993 Solyc09g Solyc09g Glutathion                GO:00043 GO:00043    contig993 Solyc09g Glutathion                 GO:00043 SL2.40ch AT3G21940.1  receptor    chr3:772  436.429 734.443 248.898 189.55 109.043 312.787
GT Sense Sense -0.104 Detected 0.104 Detected 0.000 -3.495 Detected -2.005 Detected -2.750 0.067 GT Sens U70481 U70481 LEU70481            CTGGAGGAAGAGCTTCTGGTTTTGAAGAACTTAGTAAATGCTTATAAATTATACAACAAA 133642 120623 92728.1 54447.3 11897.5 32265.4
GT Sense Sense -0.046 Detected 0.046 Detected 0.000 -3.781 Detected -2.142 Detected -2.961 0.069 GT Sens U70481 U70481 TAPG4; C   AAGAGCAAGGAGTACAAAATGTGACAGTTAAGATGGTTAGCTTCACAAGTACTGAGAATG 92117.7 76797.1 61644.5 28902.1 6465.75 19448.7



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
9396 GO:0016168 chlorophyll binding 0.00 12 2.169982 46 0.13284431

22409 GO:0046906 tetrapyrrole binding 0.00 33 5.96745 596 1.7212002
9266 GO:0016020 membrane 0.00 93 16.81736 3741 10.803708
3872 GO:0005506 iron ion binding 0.00 22 3.9783 563 1.6258988

11931 GO:0020037 heme binding 0.00 21 3.7974684 550 1.5883559
3827 GO:0005372 water transmembrane trans  0.00 7 1.2658228 81 0.23392151
8652 GO:0015250 water channel activity 0.00 7 1.2658228 81 0.23392151
4927 GO:0006833 water transport 0.00 7 1.2658228 81 0.23392151

18429 GO:0042044 fluid transport 0.00 7 1.2658228 81 0.23392151
2868 GO:0004062 aryl sulfotransferase activity 0.00 3 0.5424955 15 0.043318797
5702 GO:0008146 sulfotransferase activity 0.00 5 0.9041591 54 0.15594767
2986 GO:0004252 serine-type endopeptidase a 0.00 8 1.4466546 144 0.41586044

13082 GO:0030599 pectinesterase activity 0.00 9 1.6274865 178 0.5140497
9832 GO:0016782 transferase activity, transfe   0.01 5 0.9041591 74 0.21370606
6613 GO:0009250 glucan biosynthetic process 0.01 2 0.36166364 8 0.023103358
5766 GO:0008236 serine-type peptidase activi 0.01 9 1.6274865 214 0.6180149

10103 GO:0017171 serine hydrolase activity 0.01 9 1.6274865 220 0.63534236
4215 GO:0005975 carbohydrate metabolic pro 0.01 26 4.7016273 990 2.8590407

11776 GO:0019825 oxygen binding 0.01 13 2.3508136 389 1.1234008
6216 GO:0008810 cellulase activity 0.01 3 0.5424955 30 0.086637594

11827 GO:0019898|GO:0030396 extrinsic to membrane 0.01 3 0.5424955 30 0.086637594
3156 GO:0004497 monooxygenase activity 0.02 7 1.2658228 172 0.49672222

16081 GO:0033692 cellular polysaccharide bios  0.02 2 0.36166364 15 0.043318797
206 GO:0000271 polysaccharide biosynthetic 0.03 2 0.36166364 16 0.046206716

12533 GO:0022838 substrate-specific channel a 0.03 8 1.4466546 221 0.63823026
9771 GO:0016709 oxidoreductase activity, act                        0.03 4 0.7233273 71 0.2050423
4909 GO:0006810|GO:0015457|Gtransport 0.03 49 8.86076 2315 6.6855345

25529 GO:0051234 establishment of localizatio 0.03 49 8.86076 2315 6.6855345
25476 GO:0051179 localization 0.03 49 8.86076 2319 6.697086
31498 GO:0080123 jasmonate-amino synthetas  0.03 2 0.36166364 17 0.049094636
8660 GO:0015267|GO:0015249|Gchannel activity 0.03 8 1.4466546 226 0.6526699

12515 GO:0022803 passive transmembrane tra  0.03 8 1.4466546 226 0.6526699
3013 GO:0004328|GO:0034566 formamidase activity 0.03 1 0.18083182 2 0.00577584
4429 GO:0006223 uracil salvage 0.03 1 0.18083182 2 0.00577584
4907 GO:0006808 regulation of nitrogen utiliza 0.03 1 0.18083182 2 0.00577584
6080 GO:0008655 pyrimidine-containing comp  0.03 1 0.18083182 2 0.00577584
6828 GO:0009540 zeaxanthin epoxidase [over  0.03 1 0.18083182 2 0.00577584
7504 GO:0010277|GO:0046407 chlorophyllide a oxygenase  0.03 1 0.18083182 2 0.00577584
7532 GO:0010307 acetylglutamate kinase regu  0.03 1 0.18083182 2 0.00577584
8612 GO:0015204|GO:0015287 urea transmembrane transp  0.03 1 0.18083182 2 0.00577584
9106 GO:0015840 urea transport 0.03 1 0.18083182 2 0.00577584
9766 GO:0016703 oxidoreductase activity, act                      0.03 1 0.18083182 2 0.00577584

11797 GO:0019860 uracil metabolic process 0.03 1 0.18083182 2 0.00577584
14849 GO:0032441 pheophorbide a oxygenase 0.03 1 0.18083182 2 0.00577584
19204 GO:0042887 amide transmembrane tran  0.03 1 0.18083182 2 0.00577584
19407 GO:0043100 pyrimidine base salvage 0.03 1 0.18083182 2 0.00577584
23921 GO:0048529 magnesium-protoporphyrin      0.03 1 0.18083182 2 0.00577584
30280 GO:0071918 urea transmembrane transp 0.03 1 0.18083182 2 0.00577584
31514 GO:0080139 borate efflux transmembran   0.03 1 0.18083182 2 0.00577584
3723 GO:0005215|GO:0005478 transporter activity 0.03 40 7.233273 1844 5.325324

12547 GO:0022857|GO:0005386|Gtransmembrane transporter 0.04 33 5.96745 1483 4.282785
3877 GO:0005516 calmodulin binding 0.04 8 1.4466546 236 0.6815491

26931 GO:0055085 transmembrane transport 0.04 34 6.148282 1548 4.4705
9767 GO:0016705 oxidoreductase activity, act           0.04 10 1.8083183 329 0.95012563
9784 GO:0016723 oxidoreductase activity, oxid        0.04 2 0.36166364 20 0.0577584
225 GO:0000293 ferric-chelate reductase act 0.04 2 0.36166364 20 0.0577584

28930 GO:0070566 adenylyltransferase activity 0.04 3 0.5424955 48 0.13862015
7074 GO:0009815 1-aminocyclopropane-1-car   0.04 3 0.5424955 49 0.14150807

31421 GO:0080044 quercetin 7-O-glucosyltrans  0.04 3 0.5424955 49 0.14150807
7166 GO:0009914 hormone transport 0.05 3 0.5424955 50 0.14439599

27891 GO:0060918 auxin transport 0.05 3 0.5424955 50 0.14439599
31536 GO:0080161 auxin transmembrane trans  0.05 3 0.5424955 50 0.14439599
12574 GO:0022892 substrate-specific transport  0.05 32 5.786618 1463 4.2250266
3134 GO:0004474 malate synthase activity 0.05 1 0.18083182 3 0.00866376
4319 GO:0006081 cellular aldehyde metabolic 0.05 1 0.18083182 3 0.00866376
4330 GO:0006097 glyoxylate cycle 0.05 1 0.18083182 3 0.00866376

21936 GO:0046409 p-coumarate 3-hydroxylase 0.05 1 0.18083182 3 0.00866376
22011 GO:0046487 glyoxylate metabolic proces 0.05 1 0.18083182 3 0.00866376
24613 GO:0050294 steroid sulfotransferase act 0.05 1 0.18083182 3 0.00866376
4954 GO:0006869 lipid transport 0.05 7 1.2658228 208 0.6006873
8085 GO:0010876 lipid localization 0.05 7 1.2658228 208 0.6006873

26845 GO:0052689 carboxylic ester hydrolase a 0.05 14 2.5316455 538 1.5537009
4311 GO:0006073 cellular glucan metabolic pr 0.06 2 0.36166364 24 0.06931008

20293 GO:0044042 glucan metabolic process 0.06 2 0.36166364 24 0.06931008
2969 GO:0004167|GO:0048059 dopachrome isomerase act 0.06 1 0.18083182 4 0.011551679
3057 GO:0004373 glycogen (starch) synthase 0.06 1 0.18083182 4 0.011551679
3320 GO:0004697|GO:0004701 protein kinase C activity 0.06 1 0.18083182 4 0.011551679
3452 GO:0004845 uracil phosphoribosyltransfe  0.06 1 0.18083182 4 0.011551679
3834 GO:0005395 eye pigment precursor trans  0.06 1 0.18083182 4 0.011551679
4218 GO:0005978 glycogen biosynthetic proce 0.06 1 0.18083182 4 0.011551679
4413 GO:0006206 pyrimidine base metabolic p 0.06 1 0.18083182 4 0.011551679
5942 GO:0008456 alpha-N-acetylgalactosamin  0.06 1 0.18083182 4 0.011551679
7538 GO:0010313 phytochrome binding 0.06 1 0.18083182 4 0.011551679
8637 GO:0015231 5-formyltetrahydrofolate tra  0.06 1 0.18083182 4 0.011551679
9147 GO:0015885 5-formyltetrahydrofolate tra 0.06 1 0.18083182 4 0.011551679
9351 GO:0016119 carotene metabolic process 0.06 1 0.18083182 4 0.011551679
9352 GO:0016120 carotene biosynthetic proce 0.06 1 0.18083182 4 0.011551679
9790 GO:0016730 oxidoreductase activity, act      0.06 1 0.18083182 4 0.011551679
9819 GO:0016767 geranylgeranyl-diphosphate  0.06 1 0.18083182 4 0.011551679

11857 GO:0019932 second-messenger-mediate  0.06 1 0.18083182 4 0.011551679
17811 GO:0035445 borate transmembrane tran 0.06 1 0.18083182 4 0.011551679
18575 GO:0042214 terpene metabolic process 0.06 1 0.18083182 4 0.011551679
18729 GO:0042380 hydroxymethylbutenyl pyrop   0.06 1 0.18083182 4 0.011551679
21791 GO:0046246 terpene biosynthetic proces 0.06 1 0.18083182 4 0.011551679
22222 GO:0046713 borate transport 0.06 1 0.18083182 4 0.011551679
22224 GO:0046715 borate transmembrane tran  0.06 1 0.18083182 4 0.011551679
22366 GO:0046863|GO:0018236 ribulose-1,5-bisphosphate c   0.06 1 0.18083182 4 0.011551679
22408 GO:0046905 phytoene synthase activity 0.06 1 0.18083182 4 0.011551679
23493 GO:0048015 phosphatidylinositol-mediat  0.06 1 0.18083182 4 0.011551679
23495 GO:0048017 inositol lipid-mediated signa 0.06 1 0.18083182 4 0.011551679
25055 GO:0050750 low-density lipoprotein parti   0.06 1 0.18083182 4 0.011551679
28689 GO:0070325 lipoprotein particle receptor 0.06 1 0.18083182 4 0.011551679
8673 GO:0015291|GO:0015290|Gsecondary active transmem   0.06 11 1.98915 407 1.1753833
8028 GO:0010817 regulation of hormone level 0.07 3 0.5424955 58 0.16749935

12573 GO:0022891 substrate-specific transmem   0.07 27 4.882459 1241 3.5839086
9541 GO:0016413 O-acetyltransferase activity 0.07 2 0.36166364 27 0.077973835

25379 GO:0051082 unfolded protein binding 0.07 4 0.7233273 98 0.28301615
2975 GO:0004175|GO:0016809 endopeptidase activity 0.07 9 1.6274865 320 0.9241344
6940 GO:0009672 auxin:hydrogen symporter a 0.07 2 0.36166364 28 0.080861755
8863 GO:0015562 efflux transmembrane trans  0.07 2 0.36166364 28 0.080861755

11210 GO:0019207 kinase regulator activity 0.08 3 0.5424955 62 0.17905103
2962 GO:0004160 dihydroxy-acid dehydratase 0.08 1 0.18083182 5 0.0144396
5989 GO:0008517 folic acid transporter activity 0.08 1 0.18083182 5 0.0144396
9146 GO:0015884 folic acid transport 0.08 1 0.18083182 5 0.0144396
2870 GO:0004064 arylesterase activity 0.08 2 0.36166364 30 0.086637594

20514 GO:0044264 cellular polysaccharide met  0.09 2 0.36166364 31 0.08952551
19253 GO:0042936 dipeptide transporter activit 0.09 4 0.7233273 105 0.3032316
19255 GO:0042938 dipeptide transport 0.09 4 0.7233273 105 0.3032316
3845 GO:0005452 inorganic anion exchanger a 0.09 1 0.18083182 6 0.01732752
3940 GO:0005615 extracellular space 0.09 1 0.18083182 6 0.01732752
4118 GO:0005852 eukaryotic translation initiat    0.09 1 0.18083182 6 0.01732752
5559 GO:0007602 phototransduction 0.09 1 0.18083182 6 0.01732752
5775 GO:0008251 tRNA-specific adenosine de  0.09 1 0.18083182 6 0.01732752



6868 GO:0009585 red, far-red light phototrans 0.09 1 0.18083182 6 0.01732752
7135 GO:0009883 red or far-red light photorec  0.09 1 0.18083182 6 0.01732752
7255 GO:0010017 red or far-red light signaling 0.09 1 0.18083182 6 0.01732752
9248 GO:0015994 chlorophyll metabolic proce 0.09 1 0.18083182 6 0.01732752
9249 GO:0015995 chlorophyll biosynthetic pro 0.09 1 0.18083182 6 0.01732752

10045 GO:0017091 AU-rich element binding 0.09 1 0.18083182 6 0.01732752
19203 GO:0042886 amide transport 0.09 1 0.18083182 6 0.01732752
22188 GO:0046677 response to antibiotic 0.09 1 0.18083182 6 0.01732752
29853 GO:0071489 cellular response to red or f   0.09 1 0.18083182 6 0.01732752

5 GO:0000007 low-affinity zinc ion transme   0.09 1 0.18083182 6 0.01732752
19125 GO:0042802 identical protein binding 0.10 16 2.893309 697 2.01288
2632 GO:0003682 chromatin binding 0.10 2 0.36166364 33 0.09530135
9722 GO:0016641 oxidoreductase activity, act          0.10 3 0.5424955 69 0.19926646
8517 GO:0015103 inorganic anion transmemb   0.10 5 0.9041591 154 0.44473964
6004 GO:0008536 Ran GTPase binding 0.10 2 0.36166364 34 0.09818927
3021 GO:0004337 geranyltranstransferase act 0.11 1 0.18083182 7 0.020215439

19401 GO:0043094 cellular metabolic compoun  0.11 1 0.18083182 7 0.020215439
21107 GO:0045505 dynein intermediate chain b 0.11 1 0.18083182 7 0.020215439
21146 GO:0045544 gibberellin 20-oxidase activ 0.11 2 0.36166364 35 0.10107719
11202 GO:0019199 transmembrane receptor pr   0.11 12 2.169982 504 1.4555116
8739 GO:0015385|GO:0015502 sodium:hydrogen antiporter 0.11 2 0.36166364 36 0.10396511
9185 GO:0015925 galactosidase activity 0.11 2 0.36166364 36 0.10396511

12626 GO:0030029 actin filament-based proces 0.11 2 0.36166364 36 0.10396511
12633 GO:0030036 actin cytoskeleton organiza 0.11 2 0.36166364 36 0.10396511
2816 GO:0004000 adenosine deaminase activ 0.12 1 0.18083182 8 0.023103358
3803 GO:0005344|GO:0015033 oxygen transporter activity 0.12 1 0.18083182 8 0.023103358
4961 GO:0006879 cellular iron ion homeostasi 0.12 1 0.18083182 8 0.023103358
7843 GO:0010628 positive regulation of gene e 0.12 1 0.18083182 8 0.023103358
8940 GO:0015669 gas transport 0.12 1 0.18083182 8 0.023103358
8942 GO:0015671 oxygen transport 0.12 1 0.18083182 8 0.023103358

11196 GO:0019187 beta-1,4-mannosyltransfera  0.12 1 0.18083182 8 0.023103358
13262 GO:0030795|GO:0045546 jasmonate O-methyltransfe  0.12 1 0.18083182 8 0.023103358
21461 GO:0045893|GO:0043193|Gpositive regulation of transc  0.12 1 0.18083182 8 0.023103358
22702 GO:0047209 coniferyl-alcohol glucosyltra  0.12 1 0.18083182 8 0.023103358
26035 GO:0051753 mannan synthase activity 0.12 1 0.18083182 8 0.023103358
26918 GO:0055072 iron ion homeostasis 0.12 1 0.18083182 8 0.023103358
5066 GO:0007010 cytoskeleton organization 0.12 2 0.36166364 38 0.10974095
9637 GO:0016538|GO:0003751|Gcyclin-dependent protein kin   0.12 2 0.36166364 38 0.10974095

22479 GO:0046983 protein dimerization activity 0.13 12 2.169982 517 1.4930545
3475 GO:0004871|GO:0005062|Gsignal transducer activity 0.13 17 3.074141 787 2.2727928

27063 GO:0060089 molecular transducer activit 0.13 17 3.074141 787 2.2727928
19126 GO:0042803 protein homodimerization a 0.13 7 1.2658228 265 0.7652988
2837 GO:0004028 3-chloroallyl aldehyde dehy  0.13 1 0.18083182 9 0.025991278
5735 GO:0008198 ferrous iron binding 0.13 1 0.18083182 9 0.025991278
7225 GO:0009978 allene oxide synthase activi 0.13 1 0.18083182 9 0.025991278
9769 GO:0016707 gibberellin 3-beta-dioxygena  0.13 1 0.18083182 9 0.025991278

19342 GO:0043027 caspase inhibitor activity 0.13 1 0.18083182 9 0.025991278
19343 GO:0043028 caspase regulator activity 0.13 1 0.18083182 9 0.025991278
19458 GO:0043154|GO:0001719 negative regulation of caspa  0.13 1 0.18083182 9 0.025991278
19579 GO:0043281|GO:0043026 regulation of caspase activi 0.13 1 0.18083182 9 0.025991278
21104 GO:0045502 dynein binding 0.13 1 0.18083182 9 0.025991278
28365 GO:0065008 regulation of biological qual 0.14 8 1.4466546 316 0.9125827
17617 GO:0035251 UDP-glucosyltransferase ac 0.14 6 1.084991 218 0.62956655
18674 GO:0042325 regulation of phosphorylatio 0.14 3 0.5424955 81 0.23392151
22049 GO:0046527 glucosyltransferase activity 0.14 7 1.2658228 270 0.77973837
5019 GO:0006952|GO:0002217|Gdefense response 0.14 6 1.084991 221 0.63823026
8675 GO:0015293 symporter activity 0.14 5 0.9041591 173 0.49961013
3203 GO:0004557 alpha-galactosidase activity 0.15 1 0.18083182 10 0.0288792
6275 GO:0008878 glucose-1-phosphate adeny  0.15 1 0.18083182 10 0.0288792
6479 GO:0009112 nucleobase metabolic proce 0.15 1 0.18083182 10 0.0288792
8651 GO:0015248 sterol transporter activity 0.15 1 0.18083182 10 0.0288792
9178 GO:0015918 sterol transport 0.15 1 0.18083182 10 0.0288792

10072 GO:0017127 cholesterol transporter activ 0.15 1 0.18083182 10 0.0288792
12859 GO:0030301 cholesterol transport 0.15 1 0.18083182 10 0.0288792
19443 GO:0043139 5'-3' DNA helicase activity 0.15 1 0.18083182 10 0.0288792
19445 GO:0043141|GO:0008722 ATP-dependent 5'-3' DNA h  0.15 1 0.18083182 10 0.0288792
26069 GO:0051787 misfolded protein binding 0.15 1 0.18083182 10 0.0288792
29578 GO:0071214 cellular response to abiotic 0.15 1 0.18083182 10 0.0288792
29842 GO:0071478 cellular response to radiatio 0.15 1 0.18083182 10 0.0288792
29846 GO:0071482 cellular response to light sti 0.15 1 0.18083182 10 0.0288792
25095 GO:0050790 regulation of catalytic activi 0.15 11 1.98915 480 1.3862015
25998 GO:0051716 cellular response to stimulu 0.15 23 4.159132 1138 3.2864528
9768 GO:0016706 oxidoreductase activity, act                          0.15 5 0.9041591 175 0.505386

25195 GO:0050896|GO:0051869 response to stimulus 0.15 36 6.509946 1881 5.432177
8967 GO:0015698 inorganic anion transport 0.15 5 0.9041591 176 0.5082739

28378 GO:0070011 peptidase activity, acting on   0.15 12 2.169982 537 1.550813
11222 GO:0019220 regulation of phosphate me  0.15 3 0.5424955 85 0.24547319
25471 GO:0051174 regulation of phosphorus m  0.15 3 0.5424955 85 0.24547319
28366 GO:0065009 regulation of molecular func 0.16 11 1.98915 484 1.3977532
3904 GO:0005576 extracellular region 0.16 5 0.9041591 178 0.5140497

31431 GO:0080054 low affinity nitrate transmem   0.16 2 0.36166364 45 0.1299564
3416 GO:0004806 triglyceride lipase activity 0.16 1 0.18083182 11 0.03176712

11152 GO:0019139|GO:0046420 cytokinin dehydrogenase ac 0.16 1 0.18083182 11 0.03176712
9719 GO:0016638 oxidoreductase activity, act       0.17 3 0.5424955 89 0.25702485
2843 GO:0004034 aldose 1-epimerase activity 0.18 1 0.18083182 12 0.03465504
3049 GO:0004365 glyceraldehyde-3-phosphate    0.18 1 0.18083182 12 0.03465504
3386 GO:0004773 steryl-sulfatase activity 0.18 1 0.18083182 12 0.03465504
4217 GO:0005977 glycogen metabolic process 0.18 1 0.18083182 12 0.03465504
4344 GO:0006112 energy reserve metabolic p 0.18 1 0.18083182 12 0.03465504
5965 GO:0008484 sulfuric ester hydrolase acti 0.18 1 0.18083182 12 0.03465504
6336 GO:0008943 glyceraldehyde-3-phosphate  0.18 1 0.18083182 12 0.03465504
6826 GO:0009538 photosystem I reaction cent 0.18 1 0.18083182 12 0.03465504
6864 GO:0009581 detection of external stimulu 0.18 1 0.18083182 12 0.03465504
6865 GO:0009582 detection of abiotic stimulus 0.18 1 0.18083182 12 0.03465504
6866 GO:0009583 detection of light stimulus 0.18 1 0.18083182 12 0.03465504
8748 GO:0015398 high affinity secondary activ     0.18 1 0.18083182 12 0.03465504
9775 GO:0016713 oxidoreductase activity, act                        0.18 1 0.18083182 12 0.03465504

10743 GO:0018685|GO:0008393 alkane 1-monooxygenase a 0.18 1 0.18083182 12 0.03465504
20615 GO:0044421 extracellular region part 0.18 1 0.18083182 12 0.03465504
21503 GO:0045935 positive regulation of nucleo        0.18 1 0.18083182 12 0.03465504
25470 GO:0051173 positive regulation of nitrog    0.18 1 0.18083182 12 0.03465504
25546 GO:0051254 positive regulation of RNA m  0.18 1 0.18083182 12 0.03465504
25890 GO:0051606 detection of stimulus 0.18 1 0.18083182 12 0.03465504
2976 GO:0004176|GO:0004280 ATP-dependent peptidase a 0.18 2 0.36166364 48 0.13862015
4942 GO:0006855 drug transmembrane transp 0.18 4 0.7233273 139 0.40142086
8607 GO:0015197|GO:0015637 peptide transporter activity 0.18 4 0.7233273 139 0.40142086
8608 GO:0015198 oligopeptide transporter act 0.18 4 0.7233273 139 0.40142086
8642 GO:0015238|GO:0015239|Gdrug transmembrane transp  0.18 4 0.7233273 139 0.40142086
9154 GO:0015893 drug transport 0.18 4 0.7233273 139 0.40142086

18832 GO:0042493|GO:0017035 response to drug 0.18 4 0.7233273 139 0.40142086
3844 GO:0005451 monovalent cation:hydroge   0.18 2 0.36166364 49 0.14150807
8909 GO:0015630 microtubule cytoskeleton 0.18 2 0.36166364 49 0.14150807
3002 GO:0004315 3-oxoacyl-[acyl-carrier-prote   0.19 1 0.18083182 13 0.037542958
7551 GO:0010327 acetyl CoA:(Z)-3-hexen-1-o   0.19 1 0.18083182 13 0.037542958
8149 GO:0010941 regulation of cell death 0.19 1 0.18083182 13 0.037542958

13443 GO:0030984 kininogen binding 0.19 1 0.18083182 13 0.037542958
19298 GO:0042981 regulation of apoptosis 0.19 1 0.18083182 13 0.037542958
19381 GO:0043067|GO:0043070 regulation of programmed c  0.19 1 0.18083182 13 0.037542958
4944 GO:0006857 oligopeptide transport 0.19 4 0.7233273 141 0.4071967
8676 GO:0015294 solute:cation symporter act 0.19 4 0.7233273 141 0.4071967
9099 GO:0015833 peptide transport 0.19 4 0.7233273 141 0.4071967
4216 GO:0005976 polysaccharide metabolic p 0.19 2 0.36166364 50 0.14439599
9783 GO:0016722 oxidoreductase activity, oxid   0.19 2 0.36166364 50 0.14439599
9993 GO:0017016 Ras GTPase binding 0.19 2 0.36166364 50 0.14439599
3476 GO:0004872|GO:0019041 receptor activity 0.19 14 2.5316455 672 1.9406822

28364 GO:0065007 biological regulation 0.20 77 13.92405 4376 12.637537
5763 GO:0008233 peptidase activity 0.20 12 2.169982 565 1.6316746



12794 GO:0030234 enzyme regulator activity 0.20 9 1.6274865 403 1.1638317
5981 GO:0008509 anion transmembrane trans  0.20 6 1.084991 245 0.70754033
5195 GO:0007165|GO:0023033 signal transduction 0.20 19 3.4358046 961 2.775291

12602 GO:0023052|GO:0023046 signaling 0.20 19 3.4358046 961 2.775291
3629 GO:0005087 Ran guanyl-nucleotide exch   0.20 1 0.18083182 14 0.040430877

11238 GO:0019239 deaminase activity 0.20 1 0.18083182 14 0.040430877
4917 GO:0006820|GO:0006822 anion transport 0.20 6 1.084991 247 0.7133162

25626 GO:0051336 regulation of hydrolase activ 0.21 5 0.9041591 196 0.5660323
3490 GO:0004888|GO:0004926 transmembrane receptor ac 0.21 12 2.169982 571 1.6490022
9600 GO:0016491 oxidoreductase activity 0.21 32 5.786618 1724 4.9787736
6810 GO:0009522 photosystem I 0.21 1 0.18083182 15 0.043318797
9340 GO:0016108 tetraterpenoid metabolic pro 0.21 1 0.18083182 15 0.043318797
9341 GO:0016109 tetraterpenoid biosynthetic 0.21 1 0.18083182 15 0.043318797
9348 GO:0016116 carotenoid metabolic proce 0.21 1 0.18083182 15 0.043318797
9349 GO:0016117 carotenoid biosynthetic proc 0.21 1 0.18083182 15 0.043318797

10079 GO:0017134 fibroblast growth factor bind 0.21 1 0.18083182 15 0.043318797
4478 GO:0006281 DNA repair 0.22 4 0.7233273 149 0.43030006
5037 GO:0006974|GO:0034984 response to DNA damage s 0.22 4 0.7233273 149 0.43030006

13697 GO:0031267 small GTPase binding 0.23 2 0.36166364 56 0.16172351
7133 GO:0009881 photoreceptor activity 0.23 1 0.18083182 16 0.046206716
7178 GO:0009927 histidine phosphotransfer ki  0.23 1 0.18083182 16 0.046206716
7521 GO:0010295 (+)-abscisic acid 8'-hydroxy  0.23 1 0.18083182 16 0.046206716
9189 GO:0015929 hexosaminidase activity 0.23 1 0.18083182 16 0.046206716
9386 GO:0016157 sucrose synthase activity 0.23 1 0.18083182 16 0.046206716
9898 GO:0016863 intramolecular oxidoreducta     0.23 1 0.18083182 16 0.046206716

18757 GO:0042409 caffeoyl-CoA O-methyltrans  0.23 1 0.18083182 16 0.046206716
30066 GO:0071702 organic substance transpor 0.23 11 1.98915 529 1.5277096
3307 GO:0004675 transmembrane receptor pr    0.24 8 1.4466546 367 1.0598665
4913 GO:0006814|GO:0006834|Gsodium ion transport 0.24 2 0.36166364 58 0.16749935
8499 GO:0015081|GO:0022816 sodium ion transmembrane  0.24 2 0.36166364 58 0.16749935

11820 GO:0019887 protein kinase regulator act 0.24 2 0.36166364 58 0.16749935
18086 GO:0035725 sodium ion transmembrane 0.24 2 0.36166364 58 0.16749935
29800 GO:0071436 sodium ion export 0.24 2 0.36166364 58 0.16749935
4135 GO:0005875 microtubule associated com 0.24 1 0.18083182 17 0.049094636
4957 GO:0006875 cellular metal ion homeosta 0.24 1 0.18083182 17 0.049094636

12610 GO:0030003 cellular cation homeostasis 0.24 1 0.18083182 17 0.049094636
26912 GO:0055065 metal ion homeostasis 0.24 1 0.18083182 17 0.049094636
26926 GO:0055080 cation homeostasis 0.24 1 0.18083182 17 0.049094636
2831 GO:0004022 alcohol dehydrogenase (NA  0.24 2 0.36166364 59 0.17038727
3942 GO:0005618 cell wall 0.24 3 0.5424955 107 0.30900744
5704 GO:0008150|GO:0000004|Gbiological_process 0.25 363 65.64195 22215 64.155136

25319 GO:0051020 GTPase binding 0.25 2 0.36166364 60 0.17327519
2630 GO:0003680 AT DNA binding 0.25 1 0.18083182 18 0.051982556
3963 GO:0005643|GO:0005644 nuclear pore 0.25 1 0.18083182 18 0.051982556
4134 GO:0005874 microtubule 0.25 1 0.18083182 18 0.051982556
4225 GO:0005985 sucrose metabolic process 0.25 1 0.18083182 18 0.051982556
4252 GO:0006014 D-ribose metabolic process 0.25 1 0.18083182 18 0.051982556
5792 GO:0008271 secondary active sulfate tra   0.25 1 0.18083182 18 0.051982556
7773 GO:0010557 positive regulation of macro   0.25 1 0.18083182 18 0.051982556
8662 GO:0015271 outward rectifier potassium  0.25 1 0.18083182 18 0.051982556
8736 GO:0015381 high affinity sulfate transme   0.25 1 0.18083182 18 0.051982556

12887 GO:0030332 cyclin binding 0.25 1 0.18083182 18 0.051982556
22431 GO:0046930 pore complex 0.25 1 0.18083182 18 0.051982556
22917 GO:0047429 nucleoside-triphosphate dip  0.25 1 0.18083182 18 0.051982556
8494 GO:0015075 ion transmembrane transpo  0.25 16 2.893309 827 2.3883097
8526 GO:0015112 nitrate transmembrane tran  0.25 2 0.36166364 61 0.1761631
8975 GO:0015706|GO:0006872 nitrate transport 0.25 2 0.36166364 61 0.1761631

25098 GO:0050794|GO:0051244 regulation of cellular proces 0.26 69 12.477396 3987 11.514136
7690 GO:0010466 negative regulation of peptid  0.26 3 0.5424955 110 0.31767118

12946 GO:0030414 peptidase inhibitor activity 0.26 3 0.5424955 110 0.31767118
25636 GO:0051346 negative regulation of hydro  0.26 3 0.5424955 110 0.31767118
5732 GO:0008194 UDP-glycosyltransferase ac 0.26 7 1.2658228 322 0.9299102

16603 GO:0034220 ion transmembrane transpo 0.26 16 2.893309 833 2.4056373
12868 GO:0030312 external encapsulating struc 0.26 3 0.5424955 111 0.3205591
12985 GO:0030488 tRNA methylation 0.26 1 0.18083182 19 0.054870475
26711 GO:0052547 regulation of peptidase activ 0.27 3 0.5424955 112 0.32344702
28100 GO:0061134 peptidase regulator activity 0.27 3 0.5424955 112 0.32344702
17016 GO:0034637 cellular carbohydrate biosyn  0.27 2 0.36166364 63 0.18193895
8943 GO:0015672 monovalent inorganic cation 0.27 8 1.4466546 383 1.1060733

25094 GO:0050789|GO:0050791 regulation of biological proc 0.27 74 13.381556 4315 12.461374
9293 GO:0016051|GO:0006093 carbohydrate biosynthetic p 0.27 2 0.36166364 64 0.18482687

25820 GO:0051536 iron-sulfur cluster binding 0.27 2 0.36166364 64 0.18482687
25824 GO:0051540 metal cluster binding 0.27 2 0.36166364 64 0.18482687
4910 GO:0006811 ion transport 0.28 18 3.254973 959 2.769515
3798 GO:0005337 nucleoside transmembrane  0.28 1 0.18083182 20 0.0577584
3956 GO:0005635|GO:0005636 nuclear envelope 0.28 1 0.18083182 20 0.0577584
5991 GO:0008519 ammonium transmembrane  0.28 1 0.18083182 20 0.0577584
8965 GO:0015696 ammonium transport 0.28 1 0.18083182 20 0.0577584
9122 GO:0015858 nucleoside transport 0.28 1 0.18083182 20 0.0577584
9856 GO:0016814 hydrolase activity, acting on        0.28 1 0.18083182 20 0.0577584

25477 GO:0051180 vitamin transport 0.28 1 0.18083182 20 0.0577584
25480 GO:0051183 vitamin transporter activity 0.28 1 0.18083182 20 0.0577584
30844 GO:0072488 ammonium transmembrane 0.28 1 0.18083182 20 0.0577584
9811 GO:0016757|GO:0016932 transferase activity, transfe   0.28 14 2.5316455 729 2.1052935
9812 GO:0016758 transferase activity, transfe   0.28 10 1.8083183 501 1.4468478
3129 GO:0004467 long-chain fatty acid-CoA lig  0.29 1 0.18083182 21 0.060646318
3364 GO:0004745 retinol dehydrogenase activ 0.29 1 0.18083182 21 0.060646318
3474 GO:0004869|GO:0004870 cysteine-type endopeptidas   0.29 1 0.18083182 21 0.060646318
4955 GO:0006873 cellular ion homeostasis 0.29 1 0.18083182 21 0.060646318

12999 GO:0030506 ankyrin binding 0.29 1 0.18083182 21 0.060646318
25104 GO:0050801 ion homeostasis 0.29 1 0.18083182 21 0.060646318
26928 GO:0055082 cellular chemical homeosta 0.29 1 0.18083182 21 0.060646318
24966 GO:0050660 flavin adenine dinucleotide 0.29 3 0.5424955 118 0.34077454
2662 GO:0003746|GO:0008182|Gtranslation elongation facto  0.30 1 0.18083182 22 0.06353424
3831 GO:0005385 zinc ion transmembrane tra  0.30 1 0.18083182 22 0.06353424
4574 GO:0006414|GO:0006442|Gtranslational elongation 0.30 1 0.18083182 22 0.06353424
4882 GO:0006778 porphyrin metabolic proces 0.30 1 0.18083182 22 0.06353424
4883 GO:0006779 porphyrin biosynthetic proce 0.30 1 0.18083182 22 0.06353424
4924 GO:0006829 zinc ion transport 0.30 1 0.18083182 22 0.06353424
7143 GO:0009891 positive regulation of biosyn  0.30 1 0.18083182 22 0.06353424

13758 GO:0031328 positive regulation of cellula   0.30 1 0.18083182 22 0.06353424
18524 GO:0042162 telomeric DNA binding 0.30 1 0.18083182 22 0.06353424
21152 GO:0045551 cinnamyl-alcohol dehydroge  0.30 1 0.18083182 22 0.06353424
29941 GO:0071577 zinc ion transmembrane tra 0.30 1 0.18083182 22 0.06353424
15949 GO:0033554 cellular response to stress 0.30 4 0.7233273 173 0.49961013
21710 GO:0046148 pigment biosynthetic proces 0.30 2 0.36166364 69 0.19926646
15524 GO:0033124 regulation of GTP catabolic 0.31 2 0.36166364 70 0.20215438
19394 GO:0043087 regulation of GTPase activi 0.31 2 0.36166364 70 0.20215438
2633 GO:0003684 damaged DNA binding 0.31 1 0.18083182 23 0.06642216
7527 GO:0010302 2-oxoglutarate-dependent d  0.31 1 0.18083182 23 0.06642216

22414 GO:0046912 transferase activity, transfe          0.31 1 0.18083182 23 0.06642216
9845 GO:0016798 hydrolase activity, acting on  0.31 8 1.4466546 401 1.1580559

26959 GO:0055114 oxidation-reduction process 0.32 43 7.7757688 2490 7.1909204
11695 GO:0019725 cellular homeostasis 0.32 5 0.9041591 234 0.67577326
8559 GO:0015146 pentose transmembrane tra  0.32 1 0.18083182 24 0.06931008
8561 GO:0015148 D-xylose transmembrane tr  0.32 1 0.18083182 24 0.06931008
8829 GO:0015519 D-xylose:hydrogen symport  0.32 1 0.18083182 24 0.06931008
9019 GO:0015750 pentose transport 0.32 1 0.18083182 24 0.06931008
9022 GO:0015753 D-xylose transport 0.32 1 0.18083182 24 0.06931008
4916 GO:0006818 hydrogen transport 0.32 6 1.084991 292 0.84327257
9246 GO:0015992 proton transport 0.32 6 1.084991 292 0.84327257
9703 GO:0016620 oxidoreductase activity, act              0.33 2 0.36166364 73 0.21081814

18786 GO:0042440 pigment metabolic process 0.33 2 0.36166364 73 0.21081814
3884 GO:0005524 ATP binding 0.33 10 1.8083183 524 1.51327

11828 GO:0019899 enzyme binding 0.33 5 0.9041591 237 0.684437
9817 GO:0016763 transferase activity, transfe   0.33 2 0.36166364 74 0.21370606
973 GO:0001653 peptide receptor activity 0.33 1 0.18083182 25 0.072197996



9876 GO:0016837 carbon-oxygen lyase activit    0.33 1 0.18083182 25 0.072197996
13054 GO:0030570 pectate lyase activity 0.33 1 0.18083182 25 0.072197996
24256 GO:0048878 chemical homeostasis 0.33 1 0.18083182 25 0.072197996
31493 GO:0080118 brassinosteroid sulfotransfe  0.33 1 0.18083182 25 0.072197996
18925 GO:0042592 homeostatic process 0.33 5 0.9041591 238 0.68732494
8810 GO:0015491 cation:cation antiporter acti 0.34 2 0.36166364 75 0.21659398
3210 GO:0004565 beta-galactosidase activity 0.34 1 0.18083182 26 0.075085916
5978 GO:0008506 sucrose:hydrogen symporte  0.34 1 0.18083182 26 0.075085916
5987 GO:0008515|GO:0019188 sucrose transmembrane tra  0.34 1 0.18083182 26 0.075085916
6907 GO:0009639 response to red or far red li 0.34 1 0.18083182 26 0.075085916
7000 GO:0009734 auxin mediated signaling pa 0.34 1 0.18083182 26 0.075085916
7540 GO:0010315 auxin efflux 0.34 1 0.18083182 26 0.075085916
7553 GO:0010329 auxin efflux transmembrane  0.34 1 0.18083182 26 0.075085916
8516 GO:0015101 organic cation transmembra   0.34 1 0.18083182 26 0.075085916
8530 GO:0015116 sulfate transmembrane tran  0.34 1 0.18083182 26 0.075085916
8567 GO:0015154 disaccharide transmembran   0.34 1 0.18083182 26 0.075085916
8964 GO:0015695 organic cation transport 0.34 1 0.18083182 26 0.075085916
9035 GO:0015766 disaccharide transport 0.34 1 0.18083182 26 0.075085916
9039 GO:0015770 sucrose transport 0.34 1 0.18083182 26 0.075085916
9744 GO:0016671 oxidoreductase activity, act          0.34 1 0.18083182 26 0.075085916

29729 GO:0071365 cellular response to auxin s 0.34 1 0.18083182 26 0.075085916
126 GO:0000160 two-component signal trans   0.34 1 0.18083182 26 0.075085916

18000 GO:0035639 purine ribonucleoside tripho  0.35 14 2.5316455 769 2.2208104
4562 GO:0006400|GO:0016549 tRNA modification 0.35 1 0.18083182 27 0.077973835
8919 GO:0015645 fatty acid ligase activity 0.35 1 0.18083182 27 0.077973835
9346 GO:0016114 terpenoid biosynthetic proce 0.35 1 0.18083182 27 0.077973835

25481 GO:0051184 cofactor transporter activity 0.35 1 0.18083182 27 0.077973835
19393 GO:0043086 negative regulation of cataly  0.35 4 0.7233273 188 0.54292893
20342 GO:0044092 negative regulation of mole  0.35 4 0.7233273 188 0.54292893
5840 GO:0008324 cation transmembrane tran  0.36 10 1.8083183 538 1.5537009
2833 GO:0004024 alcohol dehydrogenase acti  0.36 1 0.18083182 28 0.080861755
5793 GO:0008272|GO:0006870 sulfate transport 0.36 1 0.18083182 28 0.080861755
6079 GO:0008654 phospholipid biosynthetic p 0.36 1 0.18083182 28 0.080861755
6809 GO:0009521|GO:0030090 photosystem 0.36 1 0.18083182 28 0.080861755
7145 GO:0009893 positive regulation of metab  0.36 1 0.18083182 28 0.080861755
7819 GO:0010604 positive regulation of macro   0.36 1 0.18083182 28 0.080861755
9238 GO:0015980 energy derivation by oxidati    0.36 1 0.18083182 28 0.080861755

13634 GO:0031177 phosphopantetheine binding 0.36 1 0.18083182 28 0.080861755
13755 GO:0031325 positive regulation of cellula   0.36 1 0.18083182 28 0.080861755
20512 GO:0044262|GO:0006092 cellular carbohydrate metab  0.36 5 0.9041591 248 0.7162041
4358 GO:0006140 regulation of nucleotide met  0.37 2 0.36166364 80 0.2310336
7146 GO:0009894 regulation of catabolic proc 0.37 2 0.36166364 80 0.2310336
9875 GO:0016836 hydro-lyase activity 0.37 2 0.36166364 80 0.2310336

13278 GO:0030811 regulation of nucleotide cata  0.37 2 0.36166364 80 0.2310336
13759 GO:0031329 regulation of cellular catabo  0.37 2 0.36166364 80 0.2310336
15521 GO:0033121 regulation of purine nucleot   0.37 2 0.36166364 80 0.2310336
4911 GO:0006812|GO:0006819|Gcation transport 0.37 12 2.169982 662 1.9118029
4841 GO:0006721 terpenoid metabolic process 0.37 1 0.18083182 29 0.083749674
4641 GO:0006508 proteolysis 0.37 17 3.074141 965 2.7868426
9869 GO:0016829 lyase activity 0.38 9 1.6274865 488 1.4093049

12516 GO:0022804 active transmembrane trans  0.38 14 2.5316455 787 2.2727928
3200 GO:0004553|GO:0016800 hydrolase activity, hydrolyz   0.38 6 1.084991 312 0.90103096
2774 GO:0003950 NAD+ ADP-ribosyltransfera  0.38 1 0.18083182 30 0.086637594
8683 GO:0015301|GO:0015380|Ganion:anion antiporter activ 0.38 1 0.18083182 30 0.086637594

15414 GO:0033013 tetrapyrrole metabolic proce 0.38 1 0.18083182 30 0.086637594
15415 GO:0033014 tetrapyrrole biosynthetic pro 0.38 1 0.18083182 30 0.086637594

23 GO:0000030 mannosyltransferase activit 0.38 1 0.18083182 30 0.086637594
3787 GO:0005319 lipid transporter activity 0.38 2 0.36166364 83 0.23969735

16738 GO:0034357 photosynthetic membrane 0.38 2 0.36166364 83 0.23969735
13041 GO:0030554 adenyl nucleotide binding 0.38 10 1.8083183 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide bindin 0.38 10 1.8083183 550 1.5883559
5018 GO:0006950 response to stress 0.39 11 1.98915 611 1.764519
4912 GO:0006813|GO:0015458 potassium ion transport 0.39 2 0.36166364 84 0.24258527

30168 GO:0071804 cellular potassium ion trans 0.39 2 0.36166364 84 0.24258527
30169 GO:0071805 potassium ion transmembra  0.39 2 0.36166364 84 0.24258527
12608 GO:0030001 metal ion transport 0.39 7 1.2658228 374 1.080082
14959 GO:0032553 ribonucleotide binding 0.39 14 2.5316455 795 2.2958963
14961 GO:0032555 purine ribonucleotide bindin 0.39 14 2.5316455 795 2.2958963
14422 GO:0032012 regulation of ARF protein si  0.39 1 0.18083182 31 0.08952551
14720 GO:0032312 regulation of ARF GTPase a 0.39 1 0.18083182 31 0.08952551
25478 GO:0051181 cofactor transport 0.39 1 0.18083182 31 0.08952551
5624 GO:0008047 enzyme activator activity 0.39 2 0.36166364 85 0.24547319

10033 GO:0017076 purine nucleotide binding 0.40 14 2.5316455 797 2.3016722
3717 GO:0005199 structural constituent of cell 0.40 1 0.18083182 32 0.09241343
3785 GO:0005315|GO:0005317 inorganic phosphate transm   0.40 1 0.18083182 32 0.09241343
6942 GO:0009674 potassium:sodium symport  0.40 1 0.18083182 32 0.09241343
9041 GO:0015772 oligosaccharide transport 0.40 1 0.18083182 32 0.09241343

12522 GO:0022820 potassium ion symporter ac 0.40 1 0.18083182 32 0.09241343
23914 GO:0048522|GO:0051242 positive regulation of cellula  0.40 1 0.18083182 32 0.09241343
20624 GO:0044430 cytoskeletal part 0.41 2 0.36166364 88 0.25413695

119 GO:0000151 ubiquitin ligase complex 0.41 2 0.36166364 88 0.25413695
4493 GO:0006298|GO:0006300 mismatch repair 0.41 1 0.18083182 33 0.09530135
3749 GO:0005249 voltage-gated potassium ch  0.42 1 0.18083182 34 0.09818927

11831 GO:0019902 phosphatase binding 0.42 1 0.18083182 34 0.09818927
11832 GO:0019903 protein phosphatase binding 0.42 1 0.18083182 34 0.09818927
9829 GO:0016779 nucleotidyltransferase activ 0.42 3 0.5424955 148 0.42741212

20630 GO:0044436 thylakoid part 0.42 2 0.36166364 90 0.2599128
18582 GO:0042221 response to chemical stimu 0.43 6 1.084991 328 0.94723773
16785 GO:0034404 nucleobase, nucleoside and   0.43 2 0.36166364 92 0.26568863
17033 GO:0034654 nucleobase, nucleoside, nu      0.43 2 0.36166364 92 0.26568863
21058 GO:0045454|GO:0030503|Gcell redox homeostasis 0.44 4 0.7233273 211 0.6093511
8679 GO:0015297 antiporter activity 0.44 3 0.5424955 152 0.4389638
8682 GO:0015300 solute:solute antiporter activ 0.44 3 0.5424955 152 0.4389638

11314 GO:0019321 pentose metabolic process 0.44 1 0.18083182 36 0.10396511
22376 GO:0046873 metal ion transmembrane t  0.44 4 0.7233273 213 0.6151269
3808 GO:0005351|GO:0005403 sugar:hydrogen symporter a 0.44 2 0.36166364 94 0.27146447
3835 GO:0005402 cation:sugar symporter acti 0.44 2 0.36166364 94 0.27146447
6863 GO:0009579 thylakoid 0.44 2 0.36166364 94 0.27146447

13656 GO:0031224 intrinsic to membrane 0.44 20 3.6166365 1193 3.4452884
15436 GO:0033036 macromolecule localization 0.45 7 1.2658228 397 1.1465042
3758 GO:0005267 potassium channel activity 0.45 1 0.18083182 37 0.10685303
3472 GO:0004866 endopeptidase inhibitor acti 0.45 2 0.36166364 95 0.27435237
8159 GO:0010951 negative regulation of endo  0.45 2 0.36166364 95 0.27435237

26712 GO:0052548 regulation of endopeptidase 0.45 2 0.36166364 95 0.27435237
28101 GO:0061135 endopeptidase regulator ac 0.45 2 0.36166364 95 0.27435237
12538 GO:0022843 voltage-gated cation channe  0.46 1 0.18083182 38 0.10974095
3464 GO:0004857 enzyme inhibitor activity 0.46 3 0.5424955 157 0.4534034
8677 GO:0015295 solute:hydrogen symporter 0.47 2 0.36166364 98 0.28301615
8681 GO:0015299 solute:hydrogen antiporter a 0.47 2 0.36166364 98 0.28301615

30883 GO:0072527 pyrimidine-containing comp   0.47 1 0.18083182 39 0.11262887
868 GO:0001510 RNA methylation 0.47 1 0.18083182 39 0.11262887

19831 GO:0043565 sequence-specific DNA bind 0.47 3 0.5424955 159 0.45917925
4755 GO:0006629 lipid metabolic process 0.47 10 1.8083183 590 1.7038727
6882 GO:0009605 response to external stimulu 0.47 1 0.18083182 40 0.1155168
7021 GO:0009755 hormone-mediated signalin  0.47 1 0.18083182 40 0.1155168

15271 GO:0032870 cellular response to hormon  0.47 1 0.18083182 40 0.1155168
23910 GO:0048518|GO:0043119 positive regulation of biolog  0.47 1 0.18083182 40 0.1155168
16430 GO:0034046 poly(G) RNA binding 0.48 2 0.36166364 100 0.28879198
14667 GO:0032259 methylation 0.48 5 0.9041591 285 0.8230572
3638 GO:0005096 GTPase activator activity 0.48 1 0.18083182 41 0.118404716

19813 GO:0043547 positive regulation of GTPa  0.48 1 0.18083182 41 0.118404716
5874 GO:0008374 O-acyltransferase activity 0.49 2 0.36166364 102 0.29456782
9837 GO:0016788 hydrolase activity, acting on  0.49 25 4.520796 1534 4.430069
8461 GO:0015020|GO:0003981 glucuronosyltransferase act 0.49 1 0.18083182 42 0.121292636

13884 GO:0031461 cullin-RING ubiquitin ligase 0.49 1 0.18083182 42 0.121292636
9267 GO:0016021 integral to membrane 0.50 18 3.254973 1103 3.1853757

19392 GO:0043085 positive regulation of cataly  0.50 2 0.36166364 104 0.30034366



20343 GO:0044093 positive regulation of molec  0.50 2 0.36166364 104 0.30034366
13531 GO:0031072 heat shock protein binding 0.50 4 0.7233273 230 0.6642216
11224 GO:0019222 regulation of metabolic proc 0.51 50 9.041592 3115 8.995871
9753 GO:0016682 oxidoreductase activity, act           0.51 1 0.18083182 44 0.12706847

29859 GO:0071495 cellular response to endoge  0.51 1 0.18083182 44 0.12706847
3630 GO:0005088 Ras guanyl-nucleotide exch   0.52 1 0.18083182 45 0.1299564
5692 GO:0008134 transcription factor binding 0.52 1 0.18083182 45 0.1299564
9893 GO:0016857 racemase and epimerase a      0.52 1 0.18083182 45 0.1299564

14726 GO:0032318 regulation of Ras GTPase a 0.52 1 0.18083182 45 0.1299564
22096 GO:0046578 regulation of Ras protein sig  0.52 1 0.18083182 45 0.1299564
25355 GO:0051056 regulation of small GTPase   0.52 1 0.18083182 45 0.1299564
2636 GO:0003690 double-stranded DNA bindin 0.52 1 0.18083182 46 0.13284431
6999 GO:0009733 response to auxin stimulus 0.52 1 0.18083182 46 0.13284431
9795 GO:0016740 transferase activity 0.53 60 10.84991 3764 10.870131
8497 GO:0015079|GO:0022817 potassium ion transmembra   0.53 1 0.18083182 47 0.13573223
8680 GO:0015298 solute:cation antiporter activ 0.54 2 0.36166364 112 0.32344702

29081 GO:0070717 poly-purine tract binding 0.54 2 0.36166364 112 0.32344702
13753 GO:0031323 regulation of cellular metab  0.54 44 7.9566 2770 7.999538
9933 GO:0016903 oxidoreductase activity, act         0.54 2 0.36166364 113 0.32633495
9800 GO:0016746 transferase activity, transfe   0.54 8 1.4466546 498 1.438184
3756 GO:0005261|GO:0015281|Gcation channel activity 0.55 1 0.18083182 49 0.14150807
9725 GO:0016645 oxidoreductase activity, act       0.55 1 0.18083182 49 0.14150807

11784 GO:0019838 growth factor binding 0.55 1 0.18083182 49 0.14150807
6166 GO:0008757 S-adenosylmethionine-depe   0.55 3 0.5424955 180 0.5198256
9535 GO:0016407 acetyltransferase activity 0.55 2 0.36166364 115 0.3321108
3885 GO:0005525 GTP binding 0.55 4 0.7233273 245 0.70754033

11032 GO:0019001 guanyl nucleotide binding 0.55 4 0.7233273 245 0.70754033
14967 GO:0032561 guanyl ribonucleotide bindin 0.55 4 0.7233273 245 0.70754033
29674 GO:0071310 cellular response to organic 0.55 1 0.18083182 50 0.14439599
3903 GO:0005575|GO:0008372 cellular_component 0.56 135 24.412296 8515 24.590637

20619 GO:0044425 membrane part 0.56 24 4.339964 1523 4.398302
3293 GO:0004659 prenyltransferase activity 0.56 1 0.18083182 51 0.14728391
7213 GO:0009966|GO:0035466 regulation of signal transdu 0.56 1 0.18083182 51 0.14728391

12601 GO:0023051 regulation of signaling 0.56 1 0.18083182 51 0.14728391
25416 GO:0051119 sugar transmembrane trans  0.56 2 0.36166364 118 0.34077454
4915 GO:0006817 phosphate transport 0.57 1 0.18083182 52 0.15017183
8528 GO:0015114 phosphate transmembrane  0.57 1 0.18083182 52 0.15017183

17801 GO:0035435 phosphate transmembrane 0.57 1 0.18083182 52 0.15017183
9818 GO:0016765|GO:0016766 transferase activity, transfe        0.57 3 0.5424955 185 0.53426516

12805 GO:0030246 carbohydrate binding 0.57 4 0.7233273 251 0.7248679
3946 GO:0005623 cell 0.57 130 23.508137 8227 23.758917

20657 GO:0044464 cell part 0.57 130 23.508137 8227 23.758917
9750 GO:0016679 oxidoreductase activity, act        0.57 1 0.18083182 53 0.15305975

25635 GO:0051345 positive regulation of hydro  0.57 1 0.18083182 53 0.15305975
2657 GO:0003727|GO:0003728 single-stranded RNA bindin 0.58 3 0.5424955 188 0.54292893

17918 GO:0035556|GO:0007242|Gintracellular signal transduc 0.58 1 0.18083182 54 0.15594767
29251 GO:0070887 cellular response to chemic  0.58 1 0.18083182 54 0.15594767
2628 GO:0003677 DNA binding 0.58 19 3.4358046 1224 3.534814
4951 GO:0006865|GO:0006866 amino acid transport 0.59 2 0.36166364 123 0.35521415

24968 GO:0050662 coenzyme binding 0.59 3 0.5424955 191 0.5515927
5809 GO:0008289 lipid binding 0.59 4 0.7233273 258 0.74508333
9801 GO:0016747 transferase activity, transfe       0.59 7 1.2658228 456 1.3168914
4224 GO:0005984 disaccharide metabolic proc 0.59 1 0.18083182 56 0.16172351
9369 GO:0016137 glycoside metabolic proces 0.59 1 0.18083182 56 0.16172351
9883 GO:0016846 carbon-sulfur lyase activity 0.59 1 0.18083182 56 0.16172351
4849 GO:0006730|GO:0019753|Gone-carbon metabolic proce 0.59 5 0.9041591 325 0.93857396
4121 GO:0005856 cytoskeleton 0.60 2 0.36166364 126 0.3638779
5715 GO:0008171 O-methyltransferase activity 0.60 1 0.18083182 57 0.16461143
9813 GO:0016759 cellulose synthase activity 0.60 1 0.18083182 57 0.16461143

23973 GO:0048583 regulation of response to st 0.60 1 0.18083182 57 0.16461143
3323 GO:0004702 receptor signaling protein s   0.61 1 0.18083182 58 0.16749935
5819 GO:0008299|GO:0009241 isoprenoid biosynthetic proc 0.61 1 0.18083182 58 0.16749935
6665 GO:0009311 oligosaccharide metabolic p 0.61 1 0.18083182 58 0.16749935
8558 GO:0015145 monosaccharide transmem   0.61 1 0.18083182 58 0.16749935
9018 GO:0015749 monosaccharide transport 0.61 1 0.18083182 58 0.16749935
3333 GO:0004712 protein serine/threonine/tyro   0.61 1 0.18083182 59 0.17038727

18981 GO:0042651 thylakoid membrane 0.61 1 0.18083182 59 0.17038727
30700 GO:0072341 modified amino acid binding 0.61 1 0.18083182 59 0.17038727
12572 GO:0022890|GO:0015082 inorganic cation transmemb   0.61 5 0.9041591 332 0.9587894
3340 GO:0004721 phosphoprotein phosphatas  0.62 3 0.5424955 199 0.57469606
2980 GO:0004185 serine-type carboxypeptidas  0.62 1 0.18083182 60 0.17327519
4840 GO:0006720|GO:0016096 isoprenoid metabolic proces 0.62 1 0.18083182 60 0.17327519

28375 GO:0070008 serine-type exopeptidase ac 0.62 1 0.18083182 60 0.17327519
2818 GO:0004003 ATP-dependent DNA helica  0.63 1 0.18083182 61 0.1761631
4768 GO:0006644 phospholipid metabolic proc 0.63 1 0.18083182 61 0.1761631
9874 GO:0016835 carbon-oxygen lyase activit 0.63 3 0.5424955 202 0.5833598

30069 GO:0071705 nitrogen compound transpo 0.63 3 0.5424955 202 0.5833598
3876 GO:0005515|GO:0045308 protein binding 0.63 108 19.529837 6933 20.021948
2978 GO:0004180 carboxypeptidase activity 0.63 1 0.18083182 62 0.17905103
6018 GO:0008559|GO:0005226|Gxenobiotic-transporting ATP  0.63 1 0.18083182 62 0.17905103

19225 GO:0042908 xenobiotic transport 0.63 1 0.18083182 62 0.17905103
19227 GO:0042910 xenobiotic transporter activi 0.63 1 0.18083182 62 0.17905103
11221 GO:0019219 regulation of nucleobase, n       0.63 41 7.414105 2675 7.7251854
25468 GO:0051171 regulation of nitrogen comp   0.63 41 7.414105 2675 7.7251854
9852 GO:0016810 hydrolase activity, acting on     0.63 2 0.36166364 134 0.38698125
9103 GO:0015837 amine transport 0.64 2 0.36166364 135 0.38986918
3103 GO:0004437 inositol or phosphatidylinos   0.64 1 0.18083182 64 0.18482687

22416 GO:0046915 transition metal ion transme   0.64 1 0.18083182 64 0.18482687
11616 GO:0019637 organophosphate metabolic 0.65 1 0.18083182 65 0.18771479
2626 GO:0003674|GO:0005554 molecular_function 0.65 386 69.80109 24394 70.447914
9836 GO:0016787 hydrolase activity 0.65 57 10.307414 3723 10.751725
3473 GO:0004867 serine-type endopeptidase i  0.65 1 0.18083182 66 0.1906027
4561 GO:0006399 tRNA metabolic process 0.65 1 0.18083182 66 0.1906027
5615 GO:0008033 tRNA processing 0.65 1 0.18083182 66 0.1906027
9890 GO:0016854 racemase and epimerase a 0.65 1 0.18083182 66 0.1906027

11829 GO:0019900 kinase binding 0.65 1 0.18083182 66 0.1906027
3895 GO:0005543 phospholipid binding 0.66 2 0.36166364 140 0.40430877
2629 GO:0003678|GO:0003679 DNA helicase activity 0.66 1 0.18083182 67 0.19349062
6046 GO:0008610 lipid biosynthetic process 0.66 2 0.36166364 141 0.4071967

13164 GO:0030695 GTPase regulator activity 0.66 2 0.36166364 142 0.4100846
31465 GO:0080090 regulation of primary metab  0.66 41 7.414105 2710 7.826263
2999 GO:0004312 fatty acid synthase activity 0.67 1 0.18083182 68 0.19637854

18742 GO:0042393 histone binding 0.67 1 0.18083182 68 0.19637854
32 GO:0000041 transition metal ion transpo 0.67 1 0.18083182 68 0.19637854

8495 GO:0015077 monovalent inorganic cation   0.67 3 0.5424955 214 0.6180149
8557 GO:0015144 carbohydrate transmembra   0.67 2 0.36166364 143 0.41297254

16602 GO:0034219 carbohydrate transmembra  0.67 2 0.36166364 143 0.41297254
3620 GO:0005057 receptor signaling protein a 0.67 1 0.18083182 69 0.19926646
4530 GO:0006355|GO:0032583|Gregulation of transcription, D 0.67 39 7.052441 2591 7.4826

25544 GO:0051252 regulation of RNA metabolic 0.68 39 7.052441 2593 7.488376
5726 GO:0008187 poly-pyrimidine tract bindin 0.68 1 0.18083182 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.68 1 0.18083182 70 0.20215438
9191 GO:0015931 nucleobase, nucleoside, nu     0.68 1 0.18083182 70 0.20215438
9192 GO:0015932 nucleobase, nucleoside, nu       0.68 1 0.18083182 70 0.20215438
9853 GO:0016811 hydrolase activity, acting on        0.68 1 0.18083182 70 0.20215438

23522 GO:0048046 apoplast 0.68 1 0.18083182 70 0.20215438
3873 GO:0005507 copper ion binding 0.68 2 0.36166364 146 0.42163628
6071 GO:0008643|GO:0006861|Gcarbohydrate transport 0.68 2 0.36166364 147 0.42452422
3744 GO:0005244 voltage-gated ion channel a 0.69 1 0.18083182 72 0.20793022
9740 GO:0016667 oxidoreductase activity, act       0.69 1 0.18083182 72 0.20793022
9764 GO:0016701 oxidoreductase activity, act         0.69 1 0.18083182 72 0.20793022

12528 GO:0022832 voltage-gated channel activ 0.69 1 0.18083182 72 0.20793022
15280 GO:0032879 regulation of localization 0.69 1 0.18083182 72 0.20793022
17141 GO:0034762 regulation of transmembran  0.69 1 0.18083182 72 0.20793022
17144 GO:0034765 regulation of ion transmemb  0.69 1 0.18083182 72 0.20793022
19568 GO:0043269 regulation of ion transport 0.69 1 0.18083182 72 0.20793022
25348 GO:0051049 regulation of transport 0.69 1 0.18083182 72 0.20793022



7141 GO:0009889 regulation of biosynthetic pr 0.69 39 7.052441 2605 7.523031
7772 GO:0010556 regulation of macromolecul   0.69 39 7.052441 2605 7.523031

13756 GO:0031326 regulation of cellular biosyn  0.69 39 7.052441 2605 7.523031
32213 GO:2000112 regulation of cellular macro   0.69 39 7.052441 2605 7.523031
27562 GO:0060589 nucleoside-triphosphatase r  0.70 2 0.36166364 152 0.4389638
3627 GO:0005085|GO:0008433|Gguanyl-nucleotide exchange  0.70 1 0.18083182 75 0.21659398
4990 GO:0006915|GO:0008632 apoptosis 0.70 3 0.5424955 227 0.6555578
5663 GO:0008094|GO:0004011 DNA-dependent ATPase ac 0.71 1 0.18083182 76 0.2194819
6424 GO:0009055|GO:0009053|Gelectron carrier activity 0.71 2 0.36166364 154 0.44473964
5604 GO:0008017 microtubule binding 0.71 1 0.18083182 77 0.22236982
6529 GO:0009165 nucleotide biosynthetic proc 0.71 1 0.18083182 77 0.22236982
7692 GO:0010468 regulation of gene expressio 0.71 39 7.052441 2635 7.6096687
9114 GO:0015849 organic acid transport 0.71 2 0.36166364 156 0.45051548

22443 GO:0046942 carboxylic acid transport 0.71 2 0.36166364 156 0.45051548
9909 GO:0016877 ligase activity, forming carb  0.72 1 0.18083182 78 0.22525774

19832 GO:0043566 structure-specific DNA bind 0.72 1 0.18083182 78 0.22525774
30865 GO:0072509 divalent inorganic cation tra   0.72 1 0.18083182 78 0.22525774
3888 GO:0005529 sugar binding 0.72 2 0.36166364 158 0.45629135
9682 GO:0016597 amino acid binding 0.72 1 0.18083182 80 0.2310336

19479 GO:0043176 amine binding 0.72 1 0.18083182 80 0.2310336
8496 GO:0015078 hydrogen ion transmembra   0.73 2 0.36166364 160 0.4620672
6668 GO:0009314 response to radiation 0.73 1 0.18083182 81 0.23392151
6751 GO:0009416 response to light stimulus 0.73 1 0.18083182 81 0.23392151

15189 GO:0032787 monocarboxylic acid metab  0.73 1 0.18083182 81 0.23392151
6991 GO:0009725 response to hormone stimu 0.73 1 0.18083182 82 0.23680943

29202 GO:0070838 divalent metal ion transport 0.73 1 0.18083182 82 0.23680943
9839 GO:0016791|GO:0016302 phosphatase activity 0.73 5 0.9041591 383 1.1060733

27228 GO:0060255 regulation of macromolecul   0.73 39 7.052441 2660 7.6818666
5756 GO:0008219 cell death 0.74 3 0.5424955 239 0.69021285
8209 GO:0012501|GO:0016244 programmed cell death 0.74 3 0.5424955 239 0.69021285
9462 GO:0016265 death 0.74 3 0.5424955 239 0.69021285
5055 GO:0006996 organelle organization 0.74 2 0.36166364 164 0.47361887
3048 GO:0004364 glutathione transferase activ 0.74 1 0.18083182 84 0.24258527
4327 GO:0006091 generation of precursor met   0.74 1 0.18083182 84 0.24258527

30867 GO:0072511 divalent inorganic cation tra 0.74 1 0.18083182 84 0.24258527
131 GO:0000166 nucleotide binding 0.74 17 3.074141 1213 3.5030468

2643 GO:0003700|GO:0000130 sequence-specific DNA bind    0.75 20 3.6166365 1417 4.0921826
716 GO:0001071 nucleic acid binding transcr   0.75 20 3.6166365 1417 4.0921826

5712 GO:0008168|GO:0004480 methyltransferase activity 0.75 3 0.5424955 244 0.7046524
5768 GO:0008238 exopeptidase activity 0.75 1 0.18083182 86 0.24836111
6985 GO:0009719 response to endogenous sti 0.75 1 0.18083182 86 0.24836111

12734 GO:0030163 protein catabolic process 0.75 1 0.18083182 86 0.24836111
3341 GO:0004722|GO:0000158|Gprotein serine/threonine pho  0.76 2 0.36166364 171 0.4938343

21331 GO:0045735 nutrient reservoir activity 0.76 1 0.18083182 89 0.25702485
2982 GO:0004197 cysteine-type endopeptidas  0.77 1 0.18083182 90 0.2599128
4605 GO:0006457|GO:0007022|Gprotein folding 0.77 2 0.36166364 173 0.49961013
3644 GO:0005102 receptor binding 0.77 1 0.18083182 91 0.2628007
6784 GO:0009451|GO:0016547 RNA modification 0.77 1 0.18083182 91 0.2628007
5693 GO:0008135 translation factor activity, n   0.77 1 0.18083182 92 0.26568863
2674 GO:0003824 catalytic activity 0.77 164 29.65642 10750 31.045137

11712 GO:0019748 secondary metabolic proces 0.78 1 0.18083182 95 0.27435237
18633 GO:0042277 peptide binding 0.78 1 0.18083182 95 0.27435237
30306 GO:0071944 cell periphery 0.78 3 0.5424955 259 0.74797124
9796 GO:0016741 transferase activity, transfe   0.79 3 0.5424955 261 0.7537471
9823 GO:0016772 transferase activity, transfe   0.79 27 4.882459 1932 5.579461
5610 GO:0008026 ATP-dependent helicase ac 0.79 2 0.36166364 183 0.52848935

28401 GO:0070035 purine NTP-dependent helic  0.79 2 0.36166364 183 0.52848935
13829 GO:0031406 carboxylic acid binding 0.79 1 0.18083182 98 0.28301615
20505 GO:0044255 cellular lipid metabolic proc 0.79 2 0.36166364 184 0.53137726
9486 GO:0016298 lipase activity 0.80 2 0.36166364 185 0.53426516
3999 GO:0005694 chromosome 0.80 1 0.18083182 99 0.28590405

16851 GO:0034470 ncRNA processing 0.80 1 0.18083182 99 0.28590405
17039 GO:0034660 ncRNA metabolic process 0.80 1 0.18083182 99 0.28590405
9488 GO:0016301 kinase activity 0.80 24 4.339964 1740 5.0249805
3304 GO:0004672|GO:0050222 protein kinase activity 0.80 18 3.254973 1333 3.8495972
9699 GO:0016616 oxidoreductase activity, act            0.80 3 0.5424955 266 0.7681867
7271 GO:0010033 response to organic substa 0.80 1 0.18083182 100 0.28879198
4459 GO:0006259|GO:0055132 DNA metabolic process 0.80 6 1.084991 493 1.4237444
5705 GO:0008152 metabolic process 0.80 269 48.64376 17432 50.34222
3306 GO:0004674|GO:0004695|Gprotein serine/threonine kin  0.80 14 2.5316455 1062 3.0669708
3068 GO:0004386 helicase activity 0.81 2 0.36166364 189 0.54581684
9494 GO:0016311 dephosphorylation 0.81 5 0.9041591 425 1.227366

30206 GO:0071842 cellular component organiza    0.82 2 0.36166364 193 0.5573685
2897 GO:0004091|GO:0004302|Gcarboxylesterase activity 0.82 2 0.36166364 194 0.5602564
6426 GO:0009057|GO:0043285 macromolecule catabolic pr 0.82 1 0.18083182 106 0.3061195
2653 GO:0003723 RNA binding 0.82 10 1.8083183 797 2.3016722
8910 GO:0015631 tubulin binding 0.82 1 0.18083182 107 0.30900744
3178 GO:0004519 endonuclease activity 0.82 4 0.7233273 356 1.0280994
3626 GO:0005083 small GTPase regulator act 0.83 1 0.18083182 111 0.3205591

19686 GO:0043414 macromolecule methylation 0.84 1 0.18083182 113 0.32633495
18912 GO:0042578 phosphoric ester hydrolase 0.84 5 0.9041591 444 1.2822365
22478 GO:0046982 protein heterodimerization a 0.84 1 0.18083182 114 0.32922286
4612 GO:0006468 protein phosphorylation 0.84 30 5.424955 2205 6.367863
9697 GO:0016614 oxidoreductase activity, act      0.85 3 0.5424955 293 0.84616053
2521 GO:0003333 amino acid transmembrane 0.85 1 0.18083182 118 0.34077454
8584 GO:0015171|GO:0015359 amino acid transmembrane  0.85 1 0.18083182 118 0.34077454

18956 GO:0042626 ATPase activity, coupled to    0.85 2 0.36166364 211 0.6093511
9861 GO:0016820 hydrolase activity, acting on       0.85 2 0.36166364 212 0.612239
9493 GO:0016310 phosphorylation 0.86 34 6.148282 2504 7.2313514

18953 GO:0042623 ATPase activity, coupled 0.86 6 1.084991 537 1.550813
6884 GO:0009607 response to biotic stimulus 0.86 1 0.18083182 122 0.3523262

12532 GO:0022836 gated channel activity 0.86 1 0.18083182 122 0.3523262
25485 GO:0051188 cofactor biosynthetic proces 0.86 1 0.18083182 123 0.35521415
3863 GO:0005488 binding 0.86 210 37.97468 13903 40.15075
4236 GO:0005996 monosaccharide metabolic 0.87 1 0.18083182 125 0.36099
3761 GO:0005275|GO:0005279 amine transmembrane tran  0.87 1 0.18083182 126 0.3638779
9913 GO:0016881 acid-amino acid ligase activ 0.87 4 0.7233273 391 1.1291766

22415 GO:0046914 transition metal ion binding 0.87 35 6.329114 2599 7.5057034
4526 GO:0006351|GO:0006350|Gtranscription, DNA-depende 0.88 20 3.6166365 1575 4.548474

15176 GO:0032774 RNA biosynthetic process 0.88 20 3.6166365 1575 4.548474
2758 GO:0003924 GTPase activity 0.88 1 0.18083182 132 0.3812054
4394 GO:0006184 GTP catabolic process 0.88 1 0.18083182 132 0.3812054

21605 GO:0046039 GTP metabolic process 0.88 1 0.18083182 132 0.3812054
4408 GO:0006200 ATP catabolic process 0.89 7 1.2658228 641 1.8511566
9918 GO:0016887|GO:0004002 ATPase activity 0.89 7 1.2658228 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.89 7 1.2658228 641 1.8511566
3801 GO:0005342 organic acid transmembran   0.89 1 0.18083182 136 0.3927571

22444 GO:0046943 carboxylic acid transmembr   0.89 1 0.18083182 136 0.3927571
19758 GO:0043492 ATPase activity, coupled to   0.89 2 0.36166364 235 0.67866117
3724 GO:0005216 ion channel activity 0.90 1 0.18083182 140 0.40430877

23515 GO:0048037 cofactor binding 0.90 3 0.5424955 327 0.94434977
5909 GO:0008415 acyltransferase activity 0.90 3 0.5424955 330 0.95301354
4897 GO:0006793 phosphorus metabolic proc 0.90 39 7.052441 2925 8.4471655
4900 GO:0006796 phosphate metabolic proces 0.90 39 7.052441 2925 8.4471655
4304 GO:0006066 alcohol metabolic process 0.90 1 0.18083182 143 0.41297254
9895 GO:0016860 intramolecular oxidoreducta  0.91 1 0.18083182 146 0.42163628
6824 GO:0009536 plastid 0.91 2 0.36166364 247 0.7133162
5661 GO:0008092 cytoskeletal protein binding 0.91 2 0.36166364 249 0.719092
3177 GO:0004518 nuclease activity 0.91 4 0.7233273 427 1.2331418
9824 GO:0016773 phosphotransferase activity     0.91 18 3.254973 1493 4.311664
8749 GO:0015399 primary active transmembra   0.92 2 0.36166364 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-driven   0.92 2 0.36166364 260 0.75085914
9285 GO:0016043 cellular component organiza 0.92 2 0.36166364 261 0.7537471
5764 GO:0008234|GO:0004220 cysteine-type peptidase act 0.93 1 0.18083182 163 0.47073093
4405 GO:0006195 purine nucleotide catabolic 0.93 8 1.4466546 773 2.232362
6508 GO:0009143 nucleoside triphosphate cat  0.93 8 1.4466546 773 2.232362
6509 GO:0009144 purine nucleoside triphosph   0.93 8 1.4466546 773 2.232362



6511 GO:0009146 purine nucleoside triphosph   0.93 8 1.4466546 773 2.232362
6519 GO:0009154 purine ribonucleotide catabo  0.93 8 1.4466546 773 2.232362
6530 GO:0009166 nucleotide catabolic proces 0.93 8 1.4466546 773 2.232362
6567 GO:0009203 ribonucleoside triphosphate  0.93 8 1.4466546 773 2.232362
6569 GO:0009205 purine ribonucleoside tripho   0.93 8 1.4466546 773 2.232362
6571 GO:0009207 purine ribonucleoside tripho   0.93 8 1.4466546 773 2.232362
6624 GO:0009261 ribonucleotide catabolic pro 0.93 8 1.4466546 773 2.232362

17034 GO:0034655 nucleobase, nucleoside, nu      0.93 8 1.4466546 773 2.232362
17035 GO:0034656 nucleobase, nucleoside and   0.93 8 1.4466546 773 2.232362
22209 GO:0046700 heterocycle catabolic proce 0.93 8 1.4466546 773 2.232362
30879 GO:0072523 purine-containing compoun   0.93 8 1.4466546 773 2.232362
25483 GO:0051186 cofactor metabolic process 0.93 1 0.18083182 164 0.47361887
2627 GO:0003676 nucleic acid binding 0.93 31 5.605787 2453 7.0840673

20520 GO:0044270 cellular nitrogen compound  0.93 8 1.4466546 777 2.2439137
4476 GO:0006278 RNA-dependent DNA replic 0.93 1 0.18083182 166 0.4793947

20521 GO:0044271 cellular nitrogen compound  0.93 3 0.5424955 367 1.0598665
9911 GO:0016879 ligase activity, forming carb  0.93 4 0.7233273 456 1.3168914
6899 GO:0009628 response to abiotic stimulus 0.94 1 0.18083182 170 0.49094638

26932 GO:0055086 nucleobase, nucleoside and   0.94 10 1.8083183 944 2.7261963
6563 GO:0009199 ribonucleoside triphosphate  0.94 8 1.4466546 790 2.2814567
6515 GO:0009150 purine ribonucleotide metab  0.94 8 1.4466546 791 2.2843447
3874 GO:0005509 calcium ion binding 0.94 2 0.36166364 279 0.8057296

11522 GO:0019538|GO:0006411 protein metabolic process 0.94 55 9.94575 4134 11.938661
6506 GO:0009141 nucleoside triphosphate me  0.94 8 1.4466546 796 2.2987843
9579 GO:0016462 pyrophosphatase activity 0.94 10 1.8083183 954 2.7550755
9859 GO:0016818 hydrolase activity, acting on     0.94 10 1.8083183 956 2.7608514

10058 GO:0017111 nucleoside-triphosphatase a 0.94 9 1.6274865 878 2.5355935
11787 GO:0019842 vitamin binding 0.94 1 0.18083182 177 0.5111618
20622 GO:0044428 nuclear part 0.94 1 0.18083182 178 0.5140497
30205 GO:0071841 cellular component organiza      0.94 2 0.36166364 285 0.8230572
9858 GO:0016817 hydrolase activity, acting on  0.94 10 1.8083183 959 2.769515

17024 GO:0034645|GO:0034961 cellular macromolecule bios  0.94 24 4.339964 1999 5.7729516
4572 GO:0006412|GO:0006416|Gtranslation 0.95 1 0.18083182 180 0.5198256
6428 GO:0009059|GO:0043284 macromolecule biosynthetic 0.95 24 4.339964 2003 5.7845035
4373 GO:0006163 purine nucleotide metabolic 0.95 8 1.4466546 810 2.339215
6622 GO:0009259|GO:0009121 ribonucleotide metabolic pro 0.95 8 1.4466546 812 2.344991
4844 GO:0006725 cellular aromatic compound  0.95 1 0.18083182 185 0.53426516

30877 GO:0072521 purine-containing compoun   0.95 8 1.4466546 827 2.3883097
4867 GO:0006753 nucleoside phosphate meta  0.96 9 1.6274865 914 2.6395588
6484 GO:0009117 nucleotide metabolic proces 0.96 9 1.6274865 914 2.6395588
9889 GO:0016853 isomerase activity 0.96 2 0.36166364 306 0.8837035

10244 GO:0018130 heterocycle biosynthetic pro 0.96 1 0.18083182 199 0.57469606
22375 GO:0046872 metal ion binding 0.96 37 6.690778 2985 8.6204405
14380 GO:0031967 organelle envelope 0.96 1 0.18083182 201 0.5804719
19470 GO:0043167 ion binding 0.96 37 6.690778 2997 8.655096
19472 GO:0043169 cation binding 0.96 37 6.690778 2997 8.655096
9906 GO:0016874 ligase activity 0.96 5 0.9041591 597 1.7240882

14387 GO:0031975 envelope 0.96 1 0.18083182 205 0.59202355
22007 GO:0046483 heterocycle metabolic proce 0.96 11 1.98915 1094 3.1593843
20532 GO:0044282 small molecule catabolic pr 0.96 8 1.4466546 854 2.4662836
9308 GO:0016070 RNA metabolic process 0.96 21 3.7974684 1855 5.3570914
3449 GO:0004842|GO:0004840|Gubiquitin-protein ligase activ 0.97 2 0.36166364 326 0.94146186

20488 GO:0044238 primary metabolic process 0.97 128 23.146473 9167 26.47356
9654 GO:0016567 protein ubiquitination 0.97 2 0.36166364 332 0.9587894

14854 GO:0032446 protein modification by sma   0.97 2 0.36166364 332 0.9587894
29011 GO:0070647 protein modification by sma     0.97 2 0.36166364 332 0.9587894
4558 GO:0006396|GO:0006394 RNA processing 0.97 1 0.18083182 219 0.63245445

11747 GO:0019787|GO:0008639|Gsmall conjugating protein lig  0.97 2 0.36166364 339 0.9790048
31895 GO:0090304 nucleic acid metabolic proc 0.97 27 4.882459 2340 6.7577324
4460 GO:0006260|GO:0055133 DNA replication 0.97 1 0.18083182 224 0.64689404
7691 GO:0010467 gene expression 0.97 22 3.9783 1974 5.7007537

20498 GO:0044248 cellular catabolic process 0.98 8 1.4466546 894 2.5818002
6796 GO:0009507 chloroplast 0.98 1 0.18083182 229 0.6613336

20533 GO:0044283 small molecule biosynthetic 0.98 2 0.36166364 347 1.0021082
8211 GO:0012505 endomembrane system 0.98 1 0.18083182 242 0.6988766

30204 GO:0071840 cellular component organiza   0.98 2 0.36166364 362 1.045427
4609 GO:0006464 protein modification proces 0.98 32 5.786618 2781 8.031305

19533 GO:0043234 protein complex 0.98 7 1.2658228 848 2.448956
6427 GO:0009058 biosynthetic process 0.98 32 5.786618 2796 8.074624

19684 GO:0043412 macromolecule modification 0.99 33 5.96745 2900 8.374968
3716 GO:0005198 structural molecule activity 0.99 2 0.36166364 393 1.1349525
6425 GO:0009056 catabolic process 0.99 9 1.6274865 1051 3.0352037

20499 GO:0044249 cellular biosynthetic proces 0.99 29 5.244123 2635 7.6096687
19473 GO:0043170|GO:0043283 macromolecule metabolic p 0.99 84 15.189874 6553 18.92454
3955 GO:0005634 nucleus 0.99 13 2.3508136 1433 4.138389
4357 GO:0006139|GO:0055134 nucleobase, nucleoside, nu      0.99 37 6.690778 3285 9.486816

20517 GO:0044267 cellular protein metabolic pr 0.99 36 6.509946 3225 9.313541
20531 GO:0044281 small molecule metabolic p 0.99 17 3.074141 1788 5.1636004
4320 GO:0006082 organic acid metabolic proc 1.00 1 0.18083182 369 1.0656425

11716 GO:0019752 carboxylic acid metabolic p 1.00 1 0.18083182 369 1.0656425
19707 GO:0043436 oxoacid metabolic process 1.00 1 0.18083182 369 1.0656425
7229 GO:0009987|GO:0008151|Gcellular process 1.00 140 25.316456 10601 30.614838

18541 GO:0042180 cellular ketone metabolic pr 1.00 1 0.18083182 375 1.0829699
20510 GO:0044260|GO:0034960 cellular macromolecule met  1.00 65 11.754068 5577 16.105928
17020 GO:0034641 cellular nitrogen compound  1.00 38 6.871609 3678 10.621769
20640 GO:0044446 intracellular organelle part 1.00 3 0.5424955 710 2.0504231
20616 GO:0044422 organelle part 1.00 3 0.5424955 712 2.0561988
4906 GO:0006807 nitrogen compound metabo  1.00 38 6.871609 3725 10.757502

19527 GO:0043228 non-membrane-bounded or 1.00 4 0.7233273 923 2.66555
19531 GO:0043232 intracellular non-membrane  1.00 4 0.7233273 923 2.66555
20487 GO:0044237 cellular metabolic process 1.00 94 16.998192 8185 23.637625
19526 GO:0043227 membrane-bounded organe 1.00 15 2.7124774 2142 6.185924
19530 GO:0043231 intracellular membrane-bou  1.00 15 2.7124774 2142 6.185924
4109 GO:0005840|GO:0033279 ribosome 1.00 1 0.18083182 682 1.9695613
5791 GO:0008270 zinc ion binding 1.00 11 1.98915 1880 5.4292893

15392 GO:0032991 macromolecular complex 1.00 8 1.4466546 1616 4.666878
13018 GO:0030529 ribonucleoprotein complex 1.00 1 0.18083182 741 2.1399486
19525 GO:0043226 organelle 1.00 19 3.4358046 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 19 3.4358046 3013 8.701303
3945 GO:0005622 intracellular 1.00 37 6.690778 4751 13.720507

20618 GO:0044424 intracellular part 1.00 27 4.882459 3853 11.127155
4027 GO:0005737 cytoplasm 1.00 7 1.2658228 2001 5.7787275

20638 GO:0044444 cytoplasmic part 1.00 4 0.7233273 1644 4.7477403



GO ID GO ACCESSION GO Term p-value Count in Selection % Count in Selection Count in Total % Count in Total
4476 GO:0006278 RNA-dependent DNA re 0.00 38 5.322129 166 0.4793947
4459 GO:0006259|GO:00551 DNA metabolic process 0.00 59 8.263306 493 1.4237444
4460 GO:0006260|GO:00551 DNA replication 0.00 38 5.322129 224 0.64689404
8493 GO:0015074 DNA integration 0.00 21 2.9411764 47 0.13573223

31895 GO:0090304 nucleic acid metabolic p 0.00 94 13.165266 2340 6.7577324
31393 GO:0080016 (-)-E-beta-caryophyllene  0.00 9 1.2605042 25 0.072197996
31394 GO:0080017 alpha-humulene synthas  0.00 9 1.2605042 25 0.072197996

7558 GO:0010334 sesquiterpene synthase 0.00 9 1.2605042 29 0.083749674
7222 GO:0009975 cyclase activity 0.00 9 1.2605042 31 0.08952551
7557 GO:0010333 terpene synthase activity 0.00 11 1.5406163 57 0.16461143
9877 GO:0016838 carbon-oxygen lyase ac    0.00 12 1.6806723 77 0.22236982
4357 GO:0006139|GO:00551 nucleobase, nucleoside,      0.00 111 15.546219 3285 9.486816

17024 GO:0034645|GO:00349 cellular macromolecule b  0.00 73 10.22409 1999 5.7729516
6428 GO:0009059|GO:00432 macromolecule biosynth  0.00 73 10.22409 2003 5.7845035

17020 GO:0034641 cellular nitrogen compou   0.00 114 15.966387 3678 10.621769
4906 GO:0006807 nitrogen compound meta  0.00 114 15.966387 3725 10.757502
6884 GO:0009607 response to biotic stimul 0.00 11 1.5406163 122 0.3523262

23522 GO:0048046 apoplast 0.00 8 1.1204482 70 0.20215438
5705 GO:0008152 metabolic process 0.00 408 57.142857 17432 50.34222
9869 GO:0016829 lyase activity 0.00 23 3.2212884 488 1.4093049

22375 GO:0046872 metal ion binding 0.00 89 12.464986 2985 8.6204405
9874 GO:0016835 carbon-oxygen lyase ac 0.00 13 1.8207283 202 0.5833598

19470 GO:0043167 ion binding 0.00 89 12.464986 2997 8.655096
19472 GO:0043169 cation binding 0.00 89 12.464986 2997 8.655096
20499 GO:0044249 cellular biosynthetic proc 0.00 80 11.204482 2635 7.6096687

3009 GO:0004322 ferroxidase activity 0.00 5 0.70028013 30 0.086637594
9785 GO:0016724 oxidoreductase activity,      0.00 5 0.70028013 30 0.086637594
6427 GO:0009058 biosynthetic process 0.00 83 11.62465 2796 8.074624

26959 GO:0055114 oxidation-reduction proc 0.00 75 10.504202 2490 7.1909204
2864 GO:0004058|GO:00164 aromatic-L-amino-acid d  0.00 3 0.42016807 9 0.025991278
3874 GO:0005509 calcium ion binding 0.00 15 2.1008403 279 0.8057296
3904 GO:0005576 extracellular region 0.00 11 1.5406163 178 0.5140497
3386 GO:0004773 steryl-sulfatase activity 0.00 3 0.42016807 12 0.03465504
5965 GO:0008484 sulfuric ester hydrolase 0.00 3 0.42016807 12 0.03465504
9816 GO:0016762 xyloglucan:xyloglucosyl  0.00 4 0.5602241 27 0.077973835
5704 GO:0008150|GO:00000 biological_process 0.00 494 69.187675 22215 64.155136
3473 GO:0004867 serine-type endopeptida   0.00 6 0.84033614 66 0.1906027
5791 GO:0008270 zinc ion binding 0.00 57 7.9831934 1880 5.4292893

14101 GO:0031683 G-protein beta/gamma-s   0.00 3 0.42016807 15 0.043318797
9783 GO:0016722 oxidoreductase activity,   0.00 5 0.70028013 50 0.14439599

18757 GO:0042409 caffeoyl-CoA O-methyltr  0.00 3 0.42016807 16 0.046206716
25837 GO:0051553 flavone biosynthetic pro 0.00 4 0.5602241 32 0.09241343
25838 GO:0051554 flavonol metabolic proce 0.00 4 0.5602241 32 0.09241343
25839 GO:0051555 flavonol biosynthetic pro 0.00 4 0.5602241 32 0.09241343
21041 GO:0045431 flavonol synthase activit 0.00 4 0.5602241 32 0.09241343
25836 GO:0051552 flavone metabolic proce 0.00 4 0.5602241 32 0.09241343
19707 GO:0043436 oxoacid metabolic proce 0.00 16 2.2408965 369 1.0656425

4320 GO:0006082 organic acid metabolic p 0.00 16 2.2408965 369 1.0656425
11716 GO:0019752 carboxylic acid metaboli  0.00 16 2.2408965 369 1.0656425
22415 GO:0046914 transition metal ion bind 0.00 73 10.22409 2599 7.5057034

5702 GO:0008146 sulfotransferase activity 0.01 5 0.70028013 54 0.15594767
18541 GO:0042180 cellular ketone metabolic 0.01 16 2.2408965 375 1.0829699

3888 GO:0005529 sugar binding 0.01 9 1.2605042 158 0.45629135
7072 GO:0009813 flavonoid biosynthetic pr 0.01 4 0.5602241 40 0.1155168

13038 GO:0030551 cyclic nucleotide binding 0.01 3 0.42016807 22 0.06353424
3256 GO:0004616 phosphogluconate dehy   0.01 2 0.28011206 8 0.023103358
7071 GO:0009812 flavonoid metabolic proc 0.01 4 0.5602241 44 0.12706847
3472 GO:0004866 endopeptidase inhibitor 0.01 6 0.84033614 95 0.27435237
8159 GO:0010951 negative regulation of en  0.01 6 0.84033614 95 0.27435237

26712 GO:0052548 regulation of endopeptid  0.01 6 0.84033614 95 0.27435237
28101 GO:0061135 endopeptidase regulator 0.01 6 0.84033614 95 0.27435237
12805 GO:0030246 carbohydrate binding 0.02 11 1.5406163 251 0.7248679

6632 GO:0009269 response to desiccation 0.02 2 0.28011206 10 0.0288792
21148 GO:0045547 dehydrodolichyl diphosp   0.02 2 0.28011206 10 0.0288792

6750 GO:0009415 response to water 0.02 4 0.5602241 49 0.14150807
9832 GO:0016782 transferase activity, tran   0.02 5 0.70028013 74 0.21370606
9767 GO:0016705 oxidoreductase activity,           0.02 13 1.8207283 329 0.95012563

19473 GO:0043170|GO:00432 macromolecule metabol  0.02 157 21.988796 6553 18.92454
6965 GO:0009699 phenylpropanoid biosyn  0.02 4 0.5602241 52 0.15017183
7690 GO:0010466 negative regulation of pe  0.03 6 0.84033614 110 0.31767118

12946 GO:0030414 peptidase inhibitor activi 0.03 6 0.84033614 110 0.31767118
25636 GO:0051346 negative regulation of hy  0.03 6 0.84033614 110 0.31767118
26711 GO:0052547 regulation of peptidase a 0.03 6 0.84033614 112 0.32344702
28100 GO:0061134 peptidase regulator activ 0.03 6 0.84033614 112 0.32344702

5715 GO:0008171 O-methyltransferase act 0.03 4 0.5602241 57 0.16461143
9871 GO:0016831 carboxy-lyase activity 0.03 6 0.84033614 115 0.3321108

11776 GO:0019825 oxygen binding 0.03 14 1.9607843 389 1.1234008
31408 GO:0080031 methyl salicylate esteras  0.03 2 0.28011206 14 0.040430877

6964 GO:0009698 phenylpropanoid metabo  0.04 4 0.5602241 60 0.17327519
14811 GO:0032403 protein complex binding 0.04 4 0.5602241 60 0.17327519

9393 GO:0016165 lipoxygenase activity 0.04 3 0.42016807 36 0.10396511
6018 GO:0008559|GO:00052 xenobiotic-transporting A  0.04 4 0.5602241 62 0.17905103

19225 GO:0042908 xenobiotic transport 0.04 4 0.5602241 62 0.17905103
19227 GO:0042910 xenobiotic transporter ac 0.04 4 0.5602241 62 0.17905103

4699 GO:0006570 tyrosine metabolic proce 0.04 1 0.14005603 2 0.00577584
4700 GO:0006571 tyrosine biosynthetic pro 0.04 1 0.14005603 2 0.00577584
9419 GO:0016206 catechol O-methyltransf  0.04 1 0.14005603 2 0.00577584
3382 GO:0004768|GO:00162 stearoyl-CoA 9-desatura  0.04 2 0.28011206 16 0.046206716
9427 GO:0016215 CoA desaturase activity 0.04 2 0.28011206 16 0.046206716

31396 GO:0080019 fatty-acyl-CoA reductase  0.04 2 0.28011206 16 0.046206716
6749 GO:0009414 response to water depriv 0.04 3 0.42016807 38 0.10974095

21710 GO:0046148 pigment biosynthetic pro 0.05 4 0.5602241 69 0.19926646
9812 GO:0016758 transferase activity, tran   0.06 16 2.2408965 501 1.4468478

13651 GO:0031219 levanase activity 0.06 1 0.14005603 3 0.00866376
9764 GO:0016701 oxidoreductase activity,         0.06 4 0.5602241 72 0.20793022
9753 GO:0016682 oxidoreductase activity,           0.06 3 0.42016807 44 0.12706847

18786 GO:0042440 pigment metabolic proce 0.06 4 0.5602241 73 0.21081814
8666 GO:0015276 ligand-gated ion channe  0.07 3 0.42016807 45 0.1299564

12530 GO:0022834 ligand-gated channel ac 0.07 3 0.42016807 45 0.1299564
23518 GO:0048040 UDP-glucuronate decarb  0.07 2 0.28011206 21 0.060646318

3129 GO:0004467 long-chain fatty acid-CoA  0.07 2 0.28011206 21 0.060646318



20510 GO:0044260|GO:00349 cellular macromolecule m  0.07 130 18.207283 5577 16.105928
9768 GO:0016706 oxidoreductase activity,                          0.07 7 0.98039216 175 0.505386

18956 GO:0042626 ATPase activity, coupled     0.07 8 1.1204482 211 0.6093511
9861 GO:0016820 hydrolase activity, acting        0.07 8 1.1204482 212 0.612239

24858 GO:0050551 myrcene synthase activi 0.07 2 0.28011206 22 0.06353424
11787 GO:0019842 vitamin binding 0.07 7 0.98039216 177 0.5111618
23515 GO:0048037 cofactor binding 0.08 11 1.5406163 327 0.94434977

9811 GO:0016757|GO:00169 transferase activity, tran   0.08 21 2.9411764 729 2.1052935
3291 GO:0004657 proline dehydrogenase a 0.08 1 0.14005603 4 0.011551679
3834 GO:0005395 eye pigment precursor tr  0.08 1 0.14005603 4 0.011551679
4325 GO:0006089 lactate metabolic proces 0.08 1 0.14005603 4 0.011551679
4345 GO:0006113 fermentation 0.08 1 0.14005603 4 0.011551679
6422 GO:0009051 pentose-phosphate shu   0.08 1 0.14005603 4 0.011551679
8459 GO:0015018 galactosylgalactosylxylo   0.08 1 0.14005603 4 0.011551679

11632 GO:0019656 glucose catabolic proces     0.08 1 0.14005603 4 0.011551679
11635 GO:0019659 glucose catabolic proces   0.08 1 0.14005603 4 0.011551679
11638 GO:0019662 non-glycolytic fermentat 0.08 1 0.14005603 4 0.011551679
16391 GO:0034007 S-linalool synthase activ 0.08 1 0.14005603 4 0.011551679
22893 GO:0047405 pyrimidine-5'-nucleotide  0.08 1 0.14005603 4 0.011551679
24433 GO:0050113 inositol oxygenase activ 0.08 1 0.14005603 4 0.011551679

2753 GO:0003919 FMN adenylyltransferase 0.08 1 0.14005603 4 0.011551679
9779 GO:0016717 oxidoreductase activity,                       0.09 2 0.28011206 24 0.06931008

31407 GO:0080030 methyl indole-3-acetate  0.09 2 0.28011206 24 0.06931008
3293 GO:0004659 prenyltransferase activit 0.09 3 0.42016807 51 0.14728391
9482 GO:0016291|GO:00087 acyl-CoA thioesterase a 0.09 2 0.28011206 25 0.072197996

31493 GO:0080118 brassinosteroid sulfotran  0.09 2 0.28011206 25 0.072197996
9750 GO:0016679 oxidoreductase activity,        0.10 3 0.42016807 53 0.15305975
5978 GO:0008506 sucrose:hydrogen symp  0.10 2 0.28011206 26 0.075085916
5987 GO:0008515|GO:00191 sucrose transmembrane  0.10 2 0.28011206 26 0.075085916
8567 GO:0015154 disaccharide transmemb   0.10 2 0.28011206 26 0.075085916
9035 GO:0015766 disaccharide transport 0.10 2 0.28011206 26 0.075085916
9039 GO:0015770 sucrose transport 0.10 2 0.28011206 26 0.075085916

17147 GO:0034768 (E)-beta-ocimene syntha  0.10 2 0.28011206 26 0.075085916
4641 GO:0006508 proteolysis 0.10 26 3.6414566 965 2.7868426
8919 GO:0015645 fatty acid ligase activity 0.11 2 0.28011206 27 0.077973835
3464 GO:0004857 enzyme inhibitor activity 0.11 6 0.84033614 157 0.4534034

119 GO:0000151 ubiquitin ligase complex 0.11 4 0.5602241 88 0.25413695
3260 GO:0004620 phospholipase activity 0.11 5 0.70028013 123 0.35521415

25626 GO:0051336 regulation of hydrolase a 0.11 7 0.98039216 196 0.5660323
9813 GO:0016759 cellulose synthase activ 0.11 3 0.42016807 57 0.16461143

19758 GO:0043492 ATPase activity, coupled    0.11 8 1.1204482 235 0.67866117
9870 GO:0016830 carbon-carbon lyase act 0.12 6 0.84033614 161 0.4649551
3376 GO:0004758 serine C-palmitoyltransfe  0.12 1 0.14005603 6 0.01732752
3845 GO:0005452 inorganic anion exchang  0.12 1 0.14005603 6 0.01732752
4375 GO:0006165 nucleoside diphosphate 0.12 1 0.14005603 6 0.01732752
5966 GO:0008486 diphosphoinositol-polyph   0.12 1 0.14005603 6 0.01732752
6000 GO:0008531 riboflavin kinase activity 0.12 1 0.14005603 6 0.01732752
9572 GO:0016454 C-palmitoyltransferase a 0.12 1 0.14005603 6 0.01732752
9772 GO:0016710 trans-cinnamate 4-mono  0.12 1 0.14005603 6 0.01732752

11899 GO:0019992 diacylglycerol binding 0.12 1 0.14005603 6 0.01732752
19761 GO:0043495 protein anchor 0.12 1 0.14005603 6 0.01732752

3073 GO:0004397 histidine ammonia-lyase 0.12 1 0.14005603 6 0.01732752
3197 GO:0004550 nucleoside diphosphate  0.12 1 0.14005603 6 0.01732752

12741 GO:0030170 pyridoxal phosphate bin 0.12 5 0.70028013 126 0.3638779
28643 GO:0070279 vitamin B6 binding 0.12 5 0.70028013 126 0.3638779

2870 GO:0004064 arylesterase activity 0.13 2 0.28011206 30 0.086637594
28375 GO:0070008 serine-type exopeptidas  0.13 3 0.42016807 60 0.17327519

2980 GO:0004185 serine-type carboxypept  0.13 3 0.42016807 60 0.17327519
11712 GO:0019748 secondary metabolic pro 0.13 4 0.5602241 95 0.27435237

3255 GO:0004615|GO:00089 phosphomannomutase a 0.14 1 0.14005603 7 0.020215439
16115 GO:0033729 anthocyanidin reductase 0.14 1 0.14005603 7 0.020215439
21149 GO:0045548 phenylalanine ammonia  0.14 1 0.14005603 7 0.020215439

2945 GO:0004143 diacylglycerol kinase act 0.14 1 0.14005603 7 0.020215439
2978 GO:0004180 carboxypeptidase activit 0.14 3 0.42016807 62 0.17905103
6942 GO:0009674 potassium:sodium symp  0.14 2 0.28011206 32 0.09241343
9041 GO:0015772 oligosaccharide transpo 0.14 2 0.28011206 32 0.09241343

12522 GO:0022820 potassium ion symporte  0.14 2 0.28011206 32 0.09241343
9600 GO:0016491 oxidoreductase activity 0.15 42 5.882353 1724 4.9787736
3356 GO:0004737 pyruvate decarboxylase 0.15 1 0.14005603 8 0.023103358
3402 GO:0004791 thioredoxin-disulfide red  0.15 1 0.14005603 8 0.023103358
5953 GO:0008471 laccase activity 0.15 1 0.14005603 8 0.023103358
6378 GO:0008999 ribosomal-protein-alanin   0.15 1 0.14005603 8 0.023103358
6497 GO:0009132 nucleoside diphosphate  0.15 1 0.14005603 8 0.023103358
7003 GO:0009737 response to abscisic aci  0.15 1 0.14005603 8 0.023103358
7168 GO:0009916 alternative oxidase activ 0.15 1 0.14005603 8 0.023103358
9680 GO:0016595 glutamate binding 0.15 1 0.14005603 8 0.023103358

11196 GO:0019187 beta-1,4-mannosyltransf  0.15 1 0.14005603 8 0.023103358
18639 GO:0042284 sphingolipid delta-4 desa  0.15 1 0.14005603 8 0.023103358
26035 GO:0051753 mannan synthase activit 0.15 1 0.14005603 8 0.023103358

2988 GO:0004300|GO:00165 enoyl-CoA hydratase ac 0.15 1 0.14005603 8 0.023103358
9765 GO:0016702 oxidoreductase activity,               0.16 3 0.42016807 66 0.1906027

11829 GO:0019900 kinase binding 0.16 3 0.42016807 66 0.1906027
4942 GO:0006855 drug transmembrane tra 0.16 5 0.70028013 139 0.40142086
8642 GO:0015238|GO:00152 drug transmembrane tra  0.16 5 0.70028013 139 0.40142086
9154 GO:0015893 drug transport 0.16 5 0.70028013 139 0.40142086

18832 GO:0042493|GO:00170 response to drug 0.16 5 0.70028013 139 0.40142086
9480 GO:0016289 CoA hydrolase activity 0.16 2 0.28011206 35 0.10107719

11931 GO:0020037 heme binding 0.17 15 2.1008403 550 1.5883559
8749 GO:0015399 primary active transmem   0.17 8 1.1204482 260 0.75085914
8753 GO:0015405 P-P-bond-hydrolysis-driv    0.17 8 1.1204482 260 0.75085914
4079 GO:0005795|GO:00169 Golgi stack 0.17 1 0.14005603 9 0.025991278

20488 GO:0044238 primary metabolic proce 0.18 200 28.011204 9167 26.47356
9486 GO:0016298 lipase activity 0.18 6 0.84033614 185 0.53426516
9818 GO:0016765|GO:00167 transferase activity, tran        0.18 6 0.84033614 185 0.53426516
5911 GO:0008417 fucosyltransferase activi 0.19 1 0.14005603 10 0.0288792
6464 GO:0009095 aromatic amino acid fam     0.19 1 0.14005603 10 0.0288792
8727 GO:0015369 calcium:hydrogen antipo  0.19 1 0.14005603 10 0.0288792
9741 GO:0016668|GO:00166 oxidoreductase activity,            0.19 1 0.14005603 10 0.0288792

23116 GO:0047631 ADP-ribose diphosphata  0.19 1 0.14005603 10 0.0288792
2797 GO:0003979 UDP-glucose 6-dehydro  0.19 1 0.14005603 10 0.0288792
4530 GO:0006355|GO:00325 regulation of transcriptio  0.19 60 8.403361 2591 7.4826
3872 GO:0005506 iron ion binding 0.19 15 2.1008403 563 1.6258988

25544 GO:0051252 regulation of RNA metab  0.19 60 8.403361 2593 7.488376
20487 GO:0044237 cellular metabolic proces 0.19 179 25.070028 8185 23.637625
19393 GO:0043086 negative regulation of ca  0.19 6 0.84033614 188 0.54292893
20342 GO:0044092 negative regulation of m  0.19 6 0.84033614 188 0.54292893
11426 GO:0019438 aromatic compound bios  0.20 5 0.70028013 149 0.43030006



25510 GO:0051213 dioxygenase activity 0.20 3 0.42016807 75 0.21659398
7141 GO:0009889 regulation of biosyntheti  0.20 60 8.403361 2605 7.523031
7772 GO:0010556 regulation of macromole   0.20 60 8.403361 2605 7.523031

13756 GO:0031326 regulation of cellular bio  0.20 60 8.403361 2605 7.523031
32213 GO:2000112 regulation of cellular ma   0.20 60 8.403361 2605 7.523031
24968 GO:0050662 coenzyme binding 0.20 6 0.84033614 191 0.5515927

6288 GO:0008891 glycolate oxidase activity 0.20 1 0.14005603 11 0.03176712
11152 GO:0019139|GO:00464 cytokinin dehydrogenase 0.20 1 0.14005603 11 0.03176712
24696 GO:0050378 UDP-glucuronate 4-epim  0.20 1 0.14005603 11 0.03176712

2791 GO:0003973 (S)-2-hydroxy-acid oxida  0.20 1 0.14005603 11 0.03176712
9845 GO:0016798 hydrolase activity, acting   0.21 11 1.5406163 401 1.1580559
8461 GO:0015020|GO:00039 glucuronosyltransferase 0.21 2 0.28011206 42 0.121292636
3877 GO:0005516 calmodulin binding 0.22 7 0.98039216 236 0.6815491
9909 GO:0016877 ligase activity, forming c  0.22 3 0.42016807 78 0.22525774

25436 GO:0051139 metal ion:hydrogen antip  0.22 1 0.14005603 12 0.03465504
31380 GO:0080002 UDP-glucose:4-aminobe   0.22 1 0.14005603 12 0.03465504
11221 GO:0019219 regulation of nucleobase        0.22 61 8.543417 2675 7.7251854
25468 GO:0051171 regulation of nitrogen co   0.22 61 8.543417 2675 7.7251854

7692 GO:0010468 regulation of gene expre 0.23 60 8.403361 2635 7.6096687
9682 GO:0016597 amino acid binding 0.23 3 0.42016807 80 0.2310336

19479 GO:0043176 amine binding 0.23 3 0.42016807 80 0.2310336
13443 GO:0030984 kininogen binding 0.24 1 0.14005603 13 0.037542958
18582 GO:0042221 response to chemical st 0.24 9 1.2605042 328 0.94723773
12532 GO:0022836 gated channel activity 0.24 4 0.5602241 122 0.3523262

4912 GO:0006813|GO:00154 potassium ion transport 0.25 3 0.42016807 84 0.24258527
30168 GO:0071804 cellular potassium ion tra 0.25 3 0.42016807 84 0.24258527
30169 GO:0071805 potassium ion transmem  0.25 3 0.42016807 84 0.24258527

3048 GO:0004364 glutathione transferase a 0.25 3 0.42016807 84 0.24258527
27228 GO:0060255 regulation of macromole   0.25 60 8.403361 2660 7.6818666
22409 GO:0046906 tetrapyrrole binding 0.25 15 2.1008403 596 1.7212002

8497 GO:0015079|GO:00228 potassium ion transmem   0.25 2 0.28011206 47 0.13573223
4670 GO:0006541 glutamine metabolic pro 0.25 1 0.14005603 14 0.040430877
6423 GO:0009052 pentose-phosphate shu   0.25 1 0.14005603 14 0.040430877
9399 GO:0016174 NAD(P)H oxidase activit 0.25 1 0.14005603 14 0.040430877
9879 GO:0016841 ammonia-lyase activity 0.25 1 0.14005603 14 0.040430877

11157 GO:0019144 ADP-sugar diphosphata  0.25 1 0.14005603 14 0.040430877
24970 GO:0050664 oxidoreductase activity,        0.25 1 0.14005603 14 0.040430877

2998 GO:0004311 farnesyltranstransferase 0.25 1 0.14005603 14 0.040430877
31465 GO:0080090 regulation of primary me  0.25 61 8.543417 2710 7.826263

9422 GO:0016209 antioxidant activity 0.25 5 0.70028013 165 0.47650677
5768 GO:0008238 exopeptidase activity 0.26 3 0.42016807 86 0.24836111
7074 GO:0009815 1-aminocyclopropane-1-   0.27 2 0.28011206 49 0.14150807
8909 GO:0015630 microtubule cytoskeleton 0.27 2 0.28011206 49 0.14150807
9725 GO:0016645 oxidoreductase activity,       0.27 2 0.28011206 49 0.14150807
3209 GO:0004564 beta-fructofuranosidase 0.27 1 0.14005603 15 0.043318797
9536 GO:0016408 C-acyltransferase activit 0.27 1 0.14005603 15 0.043318797
2868 GO:0004062 aryl sulfotransferase act 0.27 1 0.14005603 15 0.043318797

21331 GO:0045735 nutrient reservoir activity 0.28 3 0.42016807 89 0.25702485
3334 GO:0004713|GO:00047 protein tyrosine kinase a 0.28 1 0.14005603 16 0.046206716
3742 GO:0005242 inward rectifier potassiu   0.28 1 0.14005603 16 0.046206716
7521 GO:0010295 (+)-abscisic acid 8'-hydro  0.28 1 0.14005603 16 0.046206716
9878 GO:0016840 carbon-nitrogen lyase ac 0.28 1 0.14005603 16 0.046206716

13435 GO:0030976 thiamine pyrophosphate 0.28 1 0.14005603 16 0.046206716
4135 GO:0005875 microtubule associated c 0.30 1 0.14005603 17 0.049094636
4446 GO:0006241 CTP biosynthetic proces 0.30 1 0.14005603 17 0.049094636
6507 GO:0009142 nucleoside triphosphate  0.30 1 0.14005603 17 0.049094636
6513 GO:0009148 pyrimidine nucleoside tri   0.30 1 0.14005603 17 0.049094636
6565 GO:0009201 ribonucleoside triphosph   0.30 1 0.14005603 17 0.049094636
6572 GO:0009208 pyrimidine ribonucleosid    0.30 1 0.14005603 17 0.049094636
6573 GO:0009209 pyrimidine ribonucleosid    0.30 1 0.14005603 17 0.049094636
9930 GO:0016899 oxidoreductase activity,          0.30 1 0.14005603 17 0.049094636

18738 GO:0042389 omega-3 fatty acid desa  0.30 1 0.14005603 17 0.049094636
21602 GO:0046036|GO:00062 CTP metabolic process 0.30 1 0.14005603 17 0.049094636

3242 GO:0004601|GO:00166 peroxidase activity 0.30 4 0.5602241 135 0.38986918
9754 GO:0016684 oxidoreductase activity,     0.30 4 0.5602241 135 0.38986918

12533 GO:0022838 substrate-specific chann  0.31 6 0.84033614 221 0.63823026
17918 GO:0035556|GO:00072 intracellular signal transd 0.31 2 0.28011206 54 0.15594767

3239 GO:0004596 peptide alpha-N-acetyltr  0.31 1 0.14005603 18 0.051982556
4134 GO:0005874 microtubule 0.31 1 0.14005603 18 0.051982556
5776 GO:0008252 nucleotidase activity 0.31 1 0.14005603 18 0.051982556

10899 GO:0018858 benzoate-CoA ligase ac 0.31 1 0.14005603 18 0.051982556
16595 GO:0034212 peptide N-acetyltransfer  0.31 1 0.14005603 18 0.051982556
13753 GO:0031323 regulation of cellular me  0.31 61 8.543417 2770 7.999538
26845 GO:0052689 carboxylic ester hydrolas  0.32 13 1.8207283 538 1.5537009

8660 GO:0015267|GO:00152 channel activity 0.32 6 0.84033614 226 0.6526699
12515 GO:0022803 passive transmembrane  0.32 6 0.84033614 226 0.6526699
19887 GO:0043621 protein self-association 0.33 1 0.14005603 19 0.054870475

3724 GO:0005216 ion channel activity 0.33 4 0.5602241 140 0.40430877
13829 GO:0031406 carboxylic acid binding 0.33 3 0.42016807 98 0.28301615

4844 GO:0006725 cellular aromatic compo   0.33 5 0.70028013 185 0.53426516
3323 GO:0004702 receptor signaling protei    0.34 2 0.28011206 58 0.16749935
3328 GO:0004707|GO:00083 MAP kinase activity 0.34 1 0.14005603 20 0.0577584
6201 GO:0008794 arsenate reductase (glut  0.34 1 0.14005603 20 0.0577584
8726 GO:0015368 calcium:cation antiporter 0.34 1 0.14005603 20 0.0577584

13086 GO:0030611 arsenate reductase activ 0.34 1 0.14005603 20 0.0577584
13088 GO:0030613 oxidoreductase activity,       0.34 1 0.14005603 20 0.0577584
13089 GO:0030614 oxidoreductase activity,          0.34 1 0.14005603 20 0.0577584
30700 GO:0072341 modified amino acid bind 0.34 2 0.28011206 59 0.17038727

4526 GO:0006351|GO:00063 transcription, DNA-depe 0.35 35 4.901961 1575 4.548474
15176 GO:0032774 RNA biosynthetic proces 0.35 35 4.901961 1575 4.548474

4420 GO:0006213 pyrimidine nucleoside m  0.35 1 0.14005603 21 0.060646318
6582 GO:0009218 pyrimidine ribonucleotide  0.35 1 0.14005603 21 0.060646318
6584 GO:0009220 pyrimidine ribonucleotide  0.35 1 0.14005603 21 0.060646318
9902 GO:0016868|GO:00167 intramolecular transferas   0.35 1 0.14005603 21 0.060646318

21697 GO:0046131 pyrimidine ribonucleosid   0.35 1 0.14005603 21 0.060646318
8526 GO:0015112 nitrate transmembrane t  0.36 2 0.28011206 61 0.1761631
8975 GO:0015706|GO:00068 nitrate transport 0.36 2 0.28011206 61 0.1761631

12516 GO:0022804 active transmembrane tr  0.36 18 2.5210085 787 2.2727928
8489 GO:0015066 alpha-amylase inhibitor 0.37 1 0.14005603 22 0.06353424

10032 GO:0017075 syntaxin-1 binding 0.37 1 0.14005603 22 0.06353424
11224 GO:0019222 regulation of metabolic p 0.38 67 9.383754 3115 8.995871

6512 GO:0009147 pyrimidine nucleoside tri   0.38 1 0.14005603 23 0.06642216
7052 GO:0009790|GO:00097 embryo development 0.38 1 0.14005603 23 0.06642216
9806 GO:0016752 sinapoyltransferase activ 0.38 1 0.14005603 23 0.06642216
9807 GO:0016753 O-sinapoyltransferase a 0.38 1 0.14005603 23 0.06642216
9808 GO:0016754 sinapoylglucose-malate  0.38 1 0.14005603 23 0.06642216
9710 GO:0016628 oxidoreductase activity,            0.39 2 0.28011206 65 0.18771479



9838 GO:0016790 thiolester hydrolase activ 0.39 2 0.28011206 65 0.18771479
6424 GO:0009055|GO:00090 electron carrier activity 0.39 4 0.5602241 154 0.44473964
3213 GO:0004568 chitinase activity 0.39 1 0.14005603 24 0.06931008
3262 GO:0004622|GO:00451 lysophospholipase activ 0.39 1 0.14005603 24 0.06931008
6248 GO:0008843 endochitinase activity 0.39 1 0.14005603 24 0.06931008

13657 GO:0031225 anchored to membrane 0.39 1 0.14005603 24 0.06931008
22440 GO:0046939 nucleotide phosphorylat 0.39 1 0.14005603 24 0.06931008
25578 GO:0051287|GO:00512 NAD binding 0.39 1 0.14005603 24 0.06931008

6824 GO:0009536 plastid 0.40 6 0.84033614 247 0.7133162
4331 GO:0006098 pentose-phosphate shu 0.41 1 0.14005603 25 0.072197996
4855 GO:0006739 NADP metabolic proces 0.41 1 0.14005603 25 0.072197996
4856 GO:0006740 NADPH regeneration 0.41 1 0.14005603 25 0.072197996
9846 GO:0016799 hydrolase activity, hydro   0.41 1 0.14005603 25 0.072197996

21145 GO:0045543 gibberellin 2-beta-dioxyg  0.41 1 0.14005603 25 0.072197996
125 GO:0000159 protein phosphatase typ   0.41 1 0.14005603 25 0.072197996

3620 GO:0005057 receptor signaling protei  0.42 2 0.28011206 69 0.19926646
9722 GO:0016641 oxidoreductase activity,          0.42 2 0.28011206 69 0.19926646
3210 GO:0004565 beta-galactosidase activ 0.42 1 0.14005603 26 0.075085916
4030 GO:0005741 mitochondrial outer mem 0.42 1 0.14005603 26 0.075085916
9421 GO:0016208 AMP binding 0.42 1 0.14005603 26 0.075085916

20625 GO:0044431 Golgi apparatus part 0.42 1 0.14005603 26 0.075085916
3725 GO:0005217 intracellular ligand-gated   0.43 1 0.14005603 27 0.077973835
6433 GO:0009064 glutamine family amino a   0.43 1 0.14005603 27 0.077973835
9771 GO:0016709 oxidoreductase activity,                        0.43 2 0.28011206 71 0.2050423
3744 GO:0005244 voltage-gated ion chann  0.44 2 0.28011206 72 0.20793022

12528 GO:0022832 voltage-gated channel a 0.44 2 0.28011206 72 0.20793022
15280 GO:0032879 regulation of localization 0.44 2 0.28011206 72 0.20793022
17141 GO:0034762 regulation of transmemb  0.44 2 0.28011206 72 0.20793022
17144 GO:0034765 regulation of ion transme  0.44 2 0.28011206 72 0.20793022
19568 GO:0043269 regulation of ion transpo 0.44 2 0.28011206 72 0.20793022
25348 GO:0051049 regulation of transport 0.44 2 0.28011206 72 0.20793022
24966 GO:0050660 flavin adenine dinucleot  0.44 3 0.42016807 118 0.34077454

3284 GO:0004650 polygalacturonase activi 0.44 1 0.14005603 28 0.080861755
9238 GO:0015980 energy derivation by oxi    0.44 1 0.14005603 28 0.080861755
9827 GO:0016776 phosphotransferase act     0.44 1 0.14005603 28 0.080861755

13634 GO:0031177 phosphopantetheine bin 0.44 1 0.14005603 28 0.080861755
139 GO:0000175 3'-5'-exoribonuclease ac 0.44 1 0.14005603 28 0.080861755

2833 GO:0004024 alcohol dehydrogenase  0.44 1 0.14005603 28 0.080861755
25195 GO:0050896|GO:00518 response to stimulus 0.44 40 5.602241 1881 5.432177

9703 GO:0016620 oxidoreductase activity,              0.45 2 0.28011206 73 0.21081814
20531 GO:0044281 small molecule metaboli  0.45 38 5.322129 1788 5.1636004

5766 GO:0008236 serine-type peptidase ac 0.45 5 0.70028013 214 0.6180149
4427 GO:0006221 pyrimidine nucleotide bio  0.45 1 0.14005603 29 0.083749674

11834 GO:0019905 syntaxin binding 0.45 1 0.14005603 29 0.083749674
20887 GO:0045263 proton-transporting ATP     0.45 1 0.14005603 29 0.083749674

3310 GO:0004679 AMP-activated protein k  0.46 1 0.14005603 30 0.086637594
8683 GO:0015301|GO:00153 anion:anion antiporter a 0.46 1 0.14005603 30 0.086637594

23 GO:0000030 mannosyltransferase ac 0.46 1 0.14005603 30 0.086637594
2774 GO:0003950 NAD+ ADP-ribosyltransf  0.46 1 0.14005603 30 0.086637594
6899 GO:0009628 response to abiotic stimu 0.47 4 0.5602241 170 0.49094638

11202 GO:0019199 transmembrane recepto    0.47 11 1.5406163 504 1.4555116
716 GO:0001071 nucleic acid binding tran   0.47 30 4.2016807 1417 4.0921826

2643 GO:0003700|GO:00001 sequence-specific DNA    0.47 30 4.2016807 1417 4.0921826
4078 GO:0005794 Golgi apparatus 0.48 1 0.14005603 31 0.08952551

14422 GO:0032012 regulation of ARF protei   0.48 1 0.14005603 31 0.08952551
14720 GO:0032312 regulation of ARF GTPa  0.48 1 0.14005603 31 0.08952551
19590 GO:0043295 glutathione binding 0.48 1 0.14005603 31 0.08952551
22019 GO:0046496 nicotinamide nucleotide  0.48 1 0.14005603 31 0.08952551
30884 GO:0072528 pyrimidine-containing co   0.48 1 0.14005603 31 0.08952551
10103 GO:0017171 serine hydrolase activity 0.48 5 0.70028013 220 0.63534236

8675 GO:0015293 symporter activity 0.48 4 0.5602241 173 0.49961013
4121 GO:0005856 cytoskeleton 0.48 3 0.42016807 126 0.3638779

22049 GO:0046527 glucosyltransferase activ 0.48 6 0.84033614 270 0.77973837
3265 GO:0004630 phospholipase D activity 0.49 1 0.14005603 32 0.09241343
3717 GO:0005199 structural constituent of  0.49 1 0.14005603 32 0.09241343
3785 GO:0005315|GO:00053 inorganic phosphate tran   0.49 1 0.14005603 32 0.09241343
4510 GO:0006323 DNA packaging 0.49 1 0.14005603 32 0.09241343
4514 GO:0006334 nucleosome assembly 0.49 1 0.14005603 32 0.09241343
9537 GO:0016409 palmitoyltransferase act 0.49 1 0.14005603 32 0.09241343
9927 GO:0016896 exoribonuclease activity   0.49 1 0.14005603 32 0.09241343

13920 GO:0031497 chromatin assembly 0.49 1 0.14005603 32 0.09241343
14381 GO:0031968 organelle outer membra 0.49 1 0.14005603 32 0.09241343
17107 GO:0034728 nucleosome organizatio 0.49 1 0.14005603 32 0.09241343
28361 GO:0065004 protein-DNA complex as 0.49 1 0.14005603 32 0.09241343
29467 GO:0071103 DNA conformation chan 0.49 1 0.14005603 32 0.09241343
30188 GO:0071824 protein-DNA complex su  0.49 1 0.14005603 32 0.09241343

3190 GO:0004532 exoribonuclease activity 0.49 1 0.14005603 32 0.09241343
3827 GO:0005372 water transmembrane tr  0.50 2 0.28011206 81 0.23392151
4927 GO:0006833 water transport 0.50 2 0.28011206 81 0.23392151
8652 GO:0015250 water channel activity 0.50 2 0.28011206 81 0.23392151

15189 GO:0032787 monocarboxylic acid me  0.50 2 0.28011206 81 0.23392151
18429 GO:0042044 fluid transport 0.50 2 0.28011206 81 0.23392151

4849 GO:0006730|GO:00197 one-carbon metabolic pr 0.51 7 0.98039216 325 0.93857396
3749 GO:0005249 voltage-gated potassium  0.51 1 0.14005603 34 0.09818927
5270 GO:0007264 small GTPase mediated  0.51 1 0.14005603 34 0.09818927
5827 GO:0008308|GO:00228 voltage-gated anion cha  0.51 1 0.14005603 34 0.09818927
6486 GO:0009119 ribonucleoside metabolic 0.51 1 0.14005603 34 0.09818927

11208 GO:0019205 nucleobase, nucleoside,   0.51 1 0.14005603 34 0.09818927
11831 GO:0019902 phosphatase binding 0.51 1 0.14005603 34 0.09818927
11832 GO:0019903 protein phosphatase bin 0.51 1 0.14005603 34 0.09818927
20321 GO:0044070 regulation of anion trans 0.51 1 0.14005603 34 0.09818927

6166 GO:0008757 S-adenosylmethionine-d   0.51 4 0.5602241 180 0.5198256
6796 GO:0009507 chloroplast 0.51 5 0.70028013 229 0.6613336
3490 GO:0004888|GO:00049 transmembrane recepto  0.51 12 1.6806723 571 1.6490022
4426 GO:0006220 pyrimidine nucleotide me  0.52 1 0.14005603 35 0.10107719
6355 GO:0008970 phospholipase A1 activit 0.52 1 0.14005603 35 0.10107719

21146 GO:0045544 gibberellin 20-oxidase a 0.52 1 0.14005603 35 0.10107719
23199 GO:0047714 galactolipase activity 0.52 1 0.14005603 35 0.10107719

4513 GO:0006333 chromatin assembly or d 0.53 1 0.14005603 36 0.10396511
5902 GO:0008408 3'-5' exonuclease activit 0.53 1 0.14005603 36 0.10396511
9185 GO:0015925 galactosidase activity 0.53 1 0.14005603 36 0.10396511

11314 GO:0019321 pentose metabolic proce 0.53 1 0.14005603 36 0.10396511
3758 GO:0005267 potassium channel activ 0.54 1 0.14005603 37 0.10685303
9193 GO:0015934 large ribosomal subunit 0.54 1 0.14005603 37 0.10685303

11355 GO:0019362 pyridine nucleotide meta  0.54 1 0.14005603 37 0.10685303
30880 GO:0072524 pyridine-containing com   0.54 1 0.14005603 37 0.10685303
20624 GO:0044430 cytoskeletal part 0.54 2 0.28011206 88 0.25413695



8501 GO:0015085 calcium ion transmembr   0.55 1 0.14005603 38 0.10974095
12538 GO:0022843 voltage-gated cation cha  0.55 1 0.14005603 38 0.10974095

117 GO:0000149 SNARE binding 0.55 1 0.14005603 38 0.10974095
2628 GO:0003677 DNA binding 0.55 25 3.5014005 1224 3.534814
9719 GO:0016638 oxidoreductase activity,       0.55 2 0.28011206 89 0.25702485
6623 GO:0009260 ribonucleotide biosynthe  0.56 1 0.14005603 39 0.11262887

30883 GO:0072527 pyrimidine-containing co   0.56 1 0.14005603 39 0.11262887
4408 GO:0006200 ATP catabolic process 0.56 13 1.8207283 641 1.8511566
9918 GO:0016887|GO:00040 ATPase activity 0.56 13 1.8207283 641 1.8511566

21600 GO:0046034 ATP metabolic process 0.56 13 1.8207283 641 1.8511566
9697 GO:0016614 oxidoreductase activity,      0.56 6 0.84033614 293 0.84616053
4058 GO:0005773 vacuole 0.57 1 0.14005603 40 0.1155168
5891 GO:0008395|GO:00083 steroid hydroxylase activ 0.57 1 0.14005603 40 0.1155168
9843 GO:0016796 exonuclease activity, ac          0.57 1 0.14005603 40 0.1155168

11804 GO:0019867 outer membrane 0.57 1 0.14005603 40 0.1155168
5712 GO:0008168|GO:00044 methyltransferase activit 0.57 5 0.70028013 244 0.7046524
2897 GO:0004091|GO:00043 carboxylesterase activity 0.57 4 0.5602241 194 0.5602564
5981 GO:0008509 anion transmembrane tr  0.57 5 0.70028013 245 0.70754033
4851 GO:0006733 oxidoreduction coenzym   0.57 1 0.14005603 41 0.118404716

25098 GO:0050794|GO:00512 regulation of cellular pro 0.57 81 11.344538 3987 11.514136
4917 GO:0006820|GO:00068 anion transport 0.58 5 0.70028013 247 0.7133162
3808 GO:0005351|GO:00054 sugar:hydrogen symport  0.58 2 0.28011206 94 0.27146447
3835 GO:0005402 cation:sugar symporter a 0.58 2 0.28011206 94 0.27146447
3753 GO:0005253 anion channel activity 0.58 1 0.14005603 42 0.121292636
4756 GO:0006631 fatty acid metabolic proc 0.58 1 0.14005603 42 0.121292636
9801 GO:0016747 transferase activity, tran       0.60 9 1.2605042 456 1.3168914
4914 GO:0006816 calcium ion transport 0.60 1 0.14005603 44 0.12706847
6822 GO:0009534 chloroplast thylakoid 0.60 1 0.14005603 44 0.12706847
6823 GO:0009535 chloroplast thylakoid me 0.60 1 0.14005603 44 0.12706847

14388 GO:0031976 plastid thylakoid 0.60 1 0.14005603 44 0.12706847
14395 GO:0031984 organelle subcompartme 0.60 1 0.14005603 44 0.12706847
26883 GO:0055035 plastid thylakoid membra 0.60 1 0.14005603 44 0.12706847
28952 GO:0070588 calcium ion transmembr  0.60 1 0.14005603 44 0.12706847

8677 GO:0015295 solute:hydrogen sympor  0.60 2 0.28011206 98 0.28301615
8681 GO:0015299 solute:hydrogen antiport  0.60 2 0.28011206 98 0.28301615
8673 GO:0015291|GO:00152 secondary active transm   0.60 8 1.1204482 407 1.1753833

25094 GO:0050789|GO:00507 regulation of biological p 0.61 87 12.184874 4315 12.461374
9893 GO:0016857 racemase and epimeras       0.61 1 0.14005603 45 0.1299564

14726 GO:0032318 regulation of Ras GTPas  0.61 1 0.14005603 45 0.1299564
17001 GO:0034622 cellular macromolecular  0.61 1 0.14005603 45 0.1299564
22096 GO:0046578 regulation of Ras protein  0.61 1 0.14005603 45 0.1299564
25355 GO:0051056 regulation of small GTPa    0.61 1 0.14005603 45 0.1299564
28360 GO:0065003 macromolecular comple  0.61 1 0.14005603 45 0.1299564

8679 GO:0015297 antiporter activity 0.61 3 0.42016807 152 0.4389638
8682 GO:0015300 solute:solute antiporter a 0.61 3 0.42016807 152 0.4389638
4073 GO:0005789 endoplasmic reticulum m 0.62 1 0.14005603 46 0.13284431

18536 GO:0042175 nuclear outer membrane    0.62 1 0.14005603 46 0.13284431
20626 GO:0044432 endoplasmic reticulum p 0.62 1 0.14005603 46 0.13284431

8517 GO:0015103 inorganic anion transme   0.62 3 0.42016807 154 0.44473964
5280 GO:0007275 multicellular organismal 0.62 2 0.28011206 101 0.2916799
5807 GO:0008287 protein serine/threonine  0.62 1 0.14005603 47 0.13573223
6442 GO:0009073|GO:00160 aromatic amino acid fam   0.62 1 0.14005603 47 0.13573223

21943 GO:0046417 chorismate metabolic pr 0.62 1 0.14005603 47 0.13573223
9796 GO:0016741 transferase activity, tran   0.63 5 0.70028013 261 0.7537471

14591 GO:0032183 SUMO binding 0.63 1 0.14005603 48 0.13862015
28930 GO:0070566 adenylyltransferase activ 0.63 1 0.14005603 48 0.13862015

9709 GO:0016627 oxidoreductase activity,       0.64 2 0.28011206 104 0.30034366
19831 GO:0043565 sequence-specific DNA 0.64 3 0.42016807 159 0.45917925

3756 GO:0005261|GO:00152 cation channel activity 0.64 1 0.14005603 49 0.14150807
6483 GO:0009116 nucleoside metabolic pro 0.64 1 0.14005603 49 0.14150807

11830 GO:0019901 protein kinase binding 0.64 1 0.14005603 49 0.14150807
31421 GO:0080044 quercetin 7-O-glucosyltr  0.64 1 0.14005603 49 0.14150807
19126 GO:0042803 protein homodimerizatio  0.64 5 0.70028013 265 0.7652988
14909 GO:0032501|GO:00508 multicellular organismal 0.64 2 0.28011206 105 0.3032316

2668 GO:0003779 actin binding 0.64 2 0.28011206 105 0.3032316
9795 GO:0016740 transferase activity 0.64 75 10.504202 3764 10.870131
8495 GO:0015077 monovalent inorganic ca    0.65 4 0.5602241 214 0.6180149
5096 GO:0007047 cellular cell wall organiza 0.65 1 0.14005603 50 0.14439599
6932 GO:0009664 plant-type cell wall organ 0.65 1 0.14005603 50 0.14439599

19914 GO:0043648 dicarboxylic acid metabo  0.65 1 0.14005603 50 0.14439599
20857 GO:0045229 external encapsulating s  0.65 1 0.14005603 50 0.14439599
30033 GO:0071669 plant-type cell wall organ   0.65 1 0.14005603 50 0.14439599

3185 GO:0004527|GO:00088 exonuclease activity 0.65 1 0.14005603 50 0.14439599
7213 GO:0009966|GO:00354 regulation of signal trans 0.65 1 0.14005603 51 0.14728391
9975 GO:0016998 cell wall macromolecule  0.65 1 0.14005603 51 0.14728391

12492 GO:0022607 cellular component asse 0.65 1 0.14005603 51 0.14728391
12601 GO:0023051 regulation of signaling 0.65 1 0.14005603 51 0.14728391
30208 GO:0071844 cellular component asse    0.65 1 0.14005603 51 0.14728391

3099 GO:0004428 inositol or phosphatidylin   0.65 1 0.14005603 51 0.14728391
28364 GO:0065007 biological regulation 0.66 87 12.184874 4376 12.637537

4915 GO:0006817 phosphate transport 0.66 1 0.14005603 52 0.15017183
8528 GO:0015114 phosphate transmembra   0.66 1 0.14005603 52 0.15017183

17801 GO:0035435 phosphate transmembra  0.66 1 0.14005603 52 0.15017183
20287 GO:0044036 cell wall macromolecule  0.66 1 0.14005603 52 0.15017183

6563 GO:0009199 ribonucleoside triphosph   0.66 15 2.1008403 790 2.2814567
29246 GO:0070882 cellular cell wall organiza   0.67 1 0.14005603 53 0.15305975
18953 GO:0042623 ATPase activity, coupled 0.67 10 1.4005603 537 1.550813

6506 GO:0009141 nucleoside triphosphate  0.67 15 2.1008403 796 2.2987843
8680 GO:0015298 solute:cation antiporter a 0.67 2 0.28011206 112 0.32344702
9730 GO:0016651 oxidoreductase activity,     0.67 2 0.28011206 112 0.32344702

29918 GO:0071554 cell wall organization or 0.67 2 0.28011206 112 0.32344702
8943 GO:0015672 monovalent inorganic ca  0.68 7 0.98039216 383 1.1060733
9933 GO:0016903 oxidoreductase activity,         0.68 2 0.28011206 113 0.32633495
9533 GO:0016405 CoA-ligase activity 0.68 1 0.14005603 55 0.15883559

15576 GO:0033177 proton-transporting two-     0.69 1 0.14005603 56 0.16172351
3156 GO:0004497 monooxygenase activity 0.69 3 0.42016807 172 0.49672222
6441 GO:0009072 aromatic amino acid fam   0.70 1 0.14005603 57 0.16461143
9910 GO:0016878 acid-thiol ligase activity 0.70 1 0.14005603 57 0.16461143

23973 GO:0048583 regulation of response to 0.70 1 0.14005603 57 0.16461143
9800 GO:0016746 transferase activity, tran   0.70 9 1.2605042 498 1.438184
5819 GO:0008299|GO:00092 isoprenoid biosynthetic p 0.70 1 0.14005603 58 0.16749935

29919 GO:0071555 cell wall organization 0.70 1 0.14005603 58 0.16749935
14667 GO:0032259 methylation 0.70 5 0.70028013 285 0.8230572

8584 GO:0015171|GO:00153 amino acid transmembra   0.70 2 0.28011206 118 0.34077454
25416 GO:0051119 sugar transmembrane tr  0.70 2 0.28011206 118 0.34077454

2521 GO:0003333 amino acid transmembra  0.70 2 0.28011206 118 0.34077454
6622 GO:0009259|GO:00091 ribonucleotide metabolic 0.70 15 2.1008403 812 2.344991



8967 GO:0015698 inorganic anion transpor 0.71 3 0.42016807 176 0.5082739
9900 GO:0016866 intramolecular transferas  0.71 1 0.14005603 59 0.17038727

18981 GO:0042651 thylakoid membrane 0.71 1 0.14005603 59 0.17038727
2831 GO:0004022 alcohol dehydrogenase  0.71 1 0.14005603 59 0.17038727

13082 GO:0030599 pectinesterase activity 0.71 3 0.42016807 178 0.5140497
4840 GO:0006720|GO:00160 isoprenoid metabolic pro 0.71 1 0.14005603 60 0.17327519
5652 GO:0008081|GO:00044 phosphoric diester hydro  0.71 1 0.14005603 60 0.17327519

14910 GO:0032502 developmental process 0.72 2 0.28011206 121 0.3494383
2818 GO:0004003 ATP-dependent DNA he  0.72 1 0.14005603 61 0.1761631

11828 GO:0019899 enzyme binding 0.72 4 0.5602241 237 0.684437
4951 GO:0006865|GO:00068 amino acid transport 0.72 2 0.28011206 123 0.35521415

17000 GO:0034621 cellular macromolecular   0.73 1 0.14005603 62 0.17905103
20186 GO:0043933|GO:00346 macromolecular comple   0.73 1 0.14005603 62 0.17905103
20883 GO:0045259|GO:00452 proton-transporting ATP  0.73 1 0.14005603 62 0.17905103

4405 GO:0006195 purine nucleotide catabo  0.73 14 1.9607843 773 2.232362
6508 GO:0009143 nucleoside triphosphate  0.73 14 1.9607843 773 2.232362
6509 GO:0009144 purine nucleoside tripho   0.73 14 1.9607843 773 2.232362
6511 GO:0009146 purine nucleoside tripho   0.73 14 1.9607843 773 2.232362
6519 GO:0009154 purine ribonucleotide ca  0.73 14 1.9607843 773 2.232362
6530 GO:0009166 nucleotide catabolic proc 0.73 14 1.9607843 773 2.232362
6567 GO:0009203 ribonucleoside triphosph   0.73 14 1.9607843 773 2.232362
6569 GO:0009205 purine ribonucleoside tri   0.73 14 1.9607843 773 2.232362
6571 GO:0009207 purine ribonucleoside tri   0.73 14 1.9607843 773 2.232362
6624 GO:0009261 ribonucleotide catabolic 0.73 14 1.9607843 773 2.232362

17034 GO:0034655 nucleobase, nucleoside,      0.73 14 1.9607843 773 2.232362
17035 GO:0034656 nucleobase, nucleoside    0.73 14 1.9607843 773 2.232362
22209 GO:0046700 heterocycle catabolic pro 0.73 14 1.9607843 773 2.232362
30879 GO:0072523 purine-containing compo   0.73 14 1.9607843 773 2.232362

9308 GO:0016070 RNA metabolic process 0.73 35 4.901961 1855 5.3570914
20520 GO:0044270 cellular nitrogen compou   0.73 14 1.9607843 777 2.2439137

3476 GO:0004872|GO:00190 receptor activity 0.73 12 1.6806723 672 1.9406822
3761 GO:0005275|GO:00052 amine transmembrane t  0.74 2 0.28011206 126 0.3638779

25820 GO:0051536 iron-sulfur cluster bindin 0.74 1 0.14005603 64 0.18482687
25824 GO:0051540 metal cluster binding 0.74 1 0.14005603 64 0.18482687
22007 GO:0046483 heterocycle metabolic pr 0.74 20 2.8011205 1094 3.1593843
25314 GO:0051015 actin filament binding 0.74 1 0.14005603 65 0.18771479

9890 GO:0016854 racemase and epimeras  0.75 1 0.14005603 66 0.1906027
3475 GO:0004871|GO:00050 signal transducer activity 0.75 14 1.9607843 787 2.2727928

27063 GO:0060089 molecular transducer ac 0.75 14 1.9607843 787 2.2727928
5651 GO:0008080 N-acetyltransferase activ 0.75 1 0.14005603 67 0.19349062
2629 GO:0003678|GO:00036 DNA helicase activity 0.75 1 0.14005603 67 0.19349062
6515 GO:0009150 purine ribonucleotide me  0.76 14 1.9607843 791 2.2843447

31420 GO:0080043 quercetin 3-O-glucosyltr  0.76 1 0.14005603 69 0.19926646
9579 GO:0016462 pyrophosphatase activity 0.76 17 2.3809524 954 2.7550755
9859 GO:0016818 hydrolase activity, acting      0.77 17 2.3809524 956 2.7608514
5726 GO:0008187 poly-pyrimidine tract bind 0.77 1 0.14005603 70 0.20215438
5788 GO:0008266 poly(U) RNA binding 0.77 1 0.14005603 70 0.20215438

15524 GO:0033124 regulation of GTP catab  0.77 1 0.14005603 70 0.20215438
19394 GO:0043087 regulation of GTPase ac 0.77 1 0.14005603 70 0.20215438

9103 GO:0015837 amine transport 0.77 2 0.28011206 135 0.38986918
3307 GO:0004675 transmembrane recepto     0.77 6 0.84033614 367 1.0598665
9858 GO:0016817 hydrolase activity, acting   0.77 17 2.3809524 959 2.769515

20532 GO:0044282 small molecule catabolic 0.77 15 2.1008403 854 2.4662836
3801 GO:0005342 organic acid transmemb   0.77 2 0.28011206 136 0.3927571

22444 GO:0046943 carboxylic acid transmem   0.77 2 0.28011206 136 0.3927571
19125 GO:0042802 identical protein binding 0.78 12 1.6806723 697 2.01288

9740 GO:0016667 oxidoreductase activity,       0.78 1 0.14005603 72 0.20793022
5809 GO:0008289 lipid binding 0.78 4 0.5602241 258 0.74508333
4867 GO:0006753 nucleoside phosphate m  0.78 16 2.2408965 914 2.6395588
6484 GO:0009117 nucleotide metabolic pro 0.78 16 2.2408965 914 2.6395588
4247 GO:0006007 glucose catabolic proces 0.78 1 0.14005603 73 0.21081814

11313 GO:0019320 hexose catabolic proces 0.78 1 0.14005603 73 0.21081814
20525 GO:0044275 cellular carbohydrate ca  0.78 1 0.14005603 73 0.21081814
21726 GO:0046164 alcohol catabolic proces 0.78 1 0.14005603 73 0.21081814
21894 GO:0046365 monosaccharide catabo  0.78 1 0.14005603 73 0.21081814

8607 GO:0015197|GO:00156 peptide transporter activ 0.78 2 0.28011206 139 0.40142086
8608 GO:0015198 oligopeptide transporter 0.78 2 0.28011206 139 0.40142086
4373 GO:0006163 purine nucleotide metab  0.78 14 1.9607843 810 2.339215
3311 GO:0004683|GO:00046 calmodulin-dependent p   0.79 1 0.14005603 74 0.21370606
9817 GO:0016763 transferase activity, tran   0.79 1 0.14005603 74 0.21370606

20628 GO:0044434 chloroplast part 0.79 1 0.14005603 74 0.21370606
20629 GO:0044435 plastid part 0.79 1 0.14005603 74 0.21370606

3895 GO:0005543 phospholipid binding 0.79 2 0.28011206 140 0.40430877
4944 GO:0006857 oligopeptide transport 0.79 2 0.28011206 141 0.4071967
8676 GO:0015294 solute:cation symporter 0.79 2 0.28011206 141 0.4071967
9099 GO:0015833 peptide transport 0.79 2 0.28011206 141 0.4071967
8810 GO:0015491 cation:cation antiporter a 0.79 1 0.14005603 75 0.21659398
5663 GO:0008094|GO:00040 DNA-dependent ATPase 0.80 1 0.14005603 76 0.2194819
5732 GO:0008194 UDP-glycosyltransferase 0.80 5 0.70028013 322 0.9299102
8557 GO:0015144 carbohydrate transmem   0.80 2 0.28011206 143 0.41297254

16602 GO:0034219 carbohydrate transmem  0.80 2 0.28011206 143 0.41297254
6529 GO:0009165 nucleotide biosynthetic p 0.80 1 0.14005603 77 0.22236982
9538 GO:0016410 N-acyltransferase activit 0.80 1 0.14005603 77 0.22236982
2986 GO:0004252 serine-type endopeptida  0.80 2 0.28011206 144 0.41586044
9699 GO:0016616 oxidoreductase activity,            0.80 4 0.5602241 266 0.7681867

30865 GO:0072509 divalent inorganic cation   0.80 1 0.14005603 78 0.22525774
10058 GO:0017111 nucleoside-triphosphata  0.80 15 2.1008403 878 2.5355935

4954 GO:0006869 lipid transport 0.81 3 0.42016807 208 0.6006873
8085 GO:0010876 lipid localization 0.81 3 0.42016807 208 0.6006873
3873 GO:0005507 copper ion binding 0.81 2 0.28011206 146 0.42163628
8494 GO:0015075 ion transmembrane tran  0.81 14 1.9607843 827 2.3883097

30877 GO:0072521 purine-containing compo   0.81 14 1.9607843 827 2.3883097
6071 GO:0008643|GO:00068 carbohydrate transport 0.81 2 0.28011206 147 0.42452422
4215 GO:0005975 carbohydrate metabolic 0.81 17 2.3809524 990 2.8590407
4358 GO:0006140 regulation of nucleotide  0.81 1 0.14005603 80 0.2310336
7146 GO:0009894 regulation of catabolic p 0.81 1 0.14005603 80 0.2310336
9875 GO:0016836 hydro-lyase activity 0.81 1 0.14005603 80 0.2310336

13278 GO:0030811 regulation of nucleotide  0.81 1 0.14005603 80 0.2310336
13759 GO:0031329 regulation of cellular cat  0.81 1 0.14005603 80 0.2310336
15521 GO:0033121 regulation of purine nucl   0.81 1 0.14005603 80 0.2310336
16603 GO:0034220 ion transmembrane tran 0.82 14 1.9607843 833 2.4056373
22376 GO:0046873 metal ion transmembran   0.82 3 0.42016807 213 0.6151269

6991 GO:0009725 response to hormone st 0.82 1 0.14005603 82 0.23680943
29202 GO:0070838 divalent metal ion transp 0.82 1 0.14005603 82 0.23680943
26932 GO:0055086 nucleobase, nucleoside    0.82 16 2.2408965 944 2.7261963

4029 GO:0005740 mitochondrial envelope 0.82 2 0.28011206 151 0.4360759
16738 GO:0034357 photosynthetic membran 0.82 1 0.14005603 83 0.23969735



4327 GO:0006091 generation of precursor   0.83 1 0.14005603 84 0.24258527
30867 GO:0072511 divalent inorganic cation 0.83 1 0.14005603 84 0.24258527
12547 GO:0022857|GO:00053 transmembrane transpo  0.83 26 3.6414566 1483 4.282785
17617 GO:0035251 UDP-glucosyltransferase 0.83 3 0.42016807 218 0.62956655

6985 GO:0009719 response to endogenou  0.83 1 0.14005603 86 0.24836111
9114 GO:0015849 organic acid transport 0.83 2 0.28011206 156 0.45051548

22443 GO:0046942 carboxylic acid transport 0.83 2 0.28011206 156 0.45051548
4246 GO:0006006 glucose metabolic proce 0.84 1 0.14005603 87 0.25124902
7229 GO:0009987|GO:00081 cellular process 0.84 207 28.991596 10601 30.614838

26931 GO:0055085 transmembrane transpo 0.84 27 3.7815125 1548 4.4705
12794 GO:0030234 enzyme regulator activity 0.84 6 0.84033614 403 1.1638317

5195 GO:0007165|GO:00230 signal transduction 0.84 16 2.2408965 961 2.775291
12602 GO:0023052|GO:00230 signaling 0.84 16 2.2408965 961 2.775291

7691 GO:0010467 gene expression 0.84 35 4.901961 1974 5.7007537
8496 GO:0015078 hydrogen ion transmemb   0.84 2 0.28011206 160 0.4620672

14590 GO:0032182 small conjugating protei  0.85 1 0.14005603 90 0.2599128
20630 GO:0044436 thylakoid part 0.85 1 0.14005603 90 0.2599128

2982 GO:0004197 cysteine-type endopepti  0.85 1 0.14005603 90 0.2599128
4990 GO:0006915|GO:00086 apoptosis 0.85 3 0.42016807 227 0.6555578
3644 GO:0005102 receptor binding 0.85 1 0.14005603 91 0.2628007
9294 GO:0016052|GO:00060 carbohydrate catabolic p 0.85 1 0.14005603 91 0.2628007
5764 GO:0008234|GO:00042 cysteine-type peptidase 0.85 2 0.28011206 163 0.47073093

16785 GO:0034404 nucleobase, nucleoside    0.85 1 0.14005603 92 0.26568863
17033 GO:0034654 nucleobase, nucleoside,      0.85 1 0.14005603 92 0.26568863

4916 GO:0006818 hydrogen transport 0.85 4 0.5602241 292 0.84327257
9246 GO:0015992 proton transport 0.85 4 0.5602241 292 0.84327257

20336 GO:0044085 cellular component biog 0.86 1 0.14005603 93 0.26857653
20623 GO:0044429 mitochondrial part 0.86 2 0.28011206 165 0.47650677

6863 GO:0009579 thylakoid 0.86 1 0.14005603 94 0.27146447
18633 GO:0042277 peptide binding 0.86 1 0.14005603 95 0.27435237
25095 GO:0050790 regulation of catalytic ac 0.87 7 0.98039216 480 1.3862015

5756 GO:0008219 cell death 0.87 3 0.42016807 239 0.69021285
8209 GO:0012501|GO:00162 programmed cell death 0.87 3 0.42016807 239 0.69021285
9462 GO:0016265 death 0.87 3 0.42016807 239 0.69021285

28366 GO:0065009 regulation of molecular f 0.87 7 0.98039216 484 1.3977532
7271 GO:0010033 response to organic sub 0.88 1 0.14005603 100 0.28879198
4067 GO:0005783 endoplasmic reticulum 0.88 2 0.28011206 174 0.50249803
2674 GO:0003824 catalytic activity 0.88 208 29.131653 10750 31.045137
8211 GO:0012505 endomembrane system 0.88 3 0.42016807 242 0.6988766

11311 GO:0019318 hexose metabolic proce 0.88 1 0.14005603 101 0.2916799
5874 GO:0008374 O-acyltransferase activit 0.88 1 0.14005603 102 0.29456782

20498 GO:0044248 cellular catabolic proces 0.88 14 1.9607843 894 2.5818002
3306 GO:0004674|GO:00046 protein serine/threonine  0.89 17 2.3809524 1062 3.0669708

12608 GO:0030001 metal ion transport 0.89 5 0.70028013 374 1.080082
3200 GO:0004553|GO:00168 hydrolase activity, hydro   0.89 4 0.5602241 312 0.90103096

19253 GO:0042936 dipeptide transporter act 0.89 1 0.14005603 105 0.3032316
19255 GO:0042938 dipeptide transport 0.89 1 0.14005603 105 0.3032316

3195 GO:0004540 ribonuclease activity 0.89 1 0.14005603 106 0.3061195
4910 GO:0006811 ion transport 0.89 15 2.1008403 959 2.769515
3942 GO:0005618 cell wall 0.89 1 0.14005603 107 0.30900744

20505 GO:0044255 cellular lipid metabolic p 0.90 2 0.28011206 184 0.53137726
12868 GO:0030312 external encapsulating s 0.90 1 0.14005603 111 0.3205591

4512 GO:0006325 chromatin organization 0.90 1 0.14005603 112 0.32344702
25568 GO:0051276|GO:00070 chromosome organizatio 0.90 1 0.14005603 112 0.32344702

4850 GO:0006732|GO:00067 coenzyme metabolic pro 0.91 1 0.14005603 113 0.32633495
3449 GO:0004842|GO:00048 ubiquitin-protein ligase a 0.91 4 0.5602241 326 0.94146186

14379 GO:0031966 mitochondrial membrane 0.91 1 0.14005603 114 0.32922286
22478 GO:0046982 protein heterodimerizatio  0.91 1 0.14005603 114 0.32922286

9535 GO:0016407 acetyltransferase activity 0.91 1 0.14005603 115 0.3321108
22479 GO:0046983 protein dimerization activ 0.91 7 0.98039216 517 1.4930545

9654 GO:0016567 protein ubiquitination 0.91 4 0.5602241 332 0.9587894
12572 GO:0022890|GO:00150 inorganic cation transme   0.91 4 0.5602241 332 0.9587894
14854 GO:0032446 protein modification by s   0.91 4 0.5602241 332 0.9587894
29011 GO:0070647 protein modification by s     0.91 4 0.5602241 332 0.9587894

3955 GO:0005634 nucleus 0.91 23 3.2212884 1433 4.138389
4144 GO:0005886|GO:00059 plasma membrane 0.92 1 0.14005603 120 0.34655038
6425 GO:0009056 catabolic process 0.92 16 2.2408965 1051 3.0352037

11747 GO:0019787|GO:00086 small conjugating protei   0.92 4 0.5602241 339 0.9790048
14380 GO:0031967 organelle envelope 0.92 2 0.28011206 201 0.5804719
30066 GO:0071702 organic substance trans 0.92 7 0.98039216 529 1.5277096

4755 GO:0006629 lipid metabolic process 0.92 8 1.1204482 590 1.7038727
30069 GO:0071705 nitrogen compound tran 0.92 2 0.28011206 202 0.5833598
14387 GO:0031975 envelope 0.93 2 0.28011206 205 0.59202355

4236 GO:0005996 monosaccharide metabo  0.93 1 0.14005603 125 0.36099
4649 GO:0006520|GO:00065 cellular amino acid meta  0.93 3 0.42016807 277 0.7999538

634 GO:0000988 protein binding transcrip   0.93 1 0.14005603 126 0.3638779
635 GO:0000989 transcription factor bindi    0.93 1 0.14005603 126 0.3638779

2648 GO:0003712 transcription cofactor ac 0.93 1 0.14005603 126 0.3638779
28378 GO:0070011 peptidase activity, acting    0.93 7 0.98039216 537 1.550813

5840 GO:0008324 cation transmembrane tr  0.93 7 0.98039216 538 1.5537009
9583 GO:0016469 proton-transporting two-   0.93 1 0.14005603 127 0.36676583

21058 GO:0045454|GO:00305 cell redox homeostasis 0.93 2 0.28011206 211 0.6093511
4394 GO:0006184 GTP catabolic process 0.94 1 0.14005603 132 0.3812054

21605 GO:0046039 GTP metabolic process 0.94 1 0.14005603 132 0.3812054
2758 GO:0003924 GTPase activity 0.94 1 0.14005603 132 0.3812054
9837 GO:0016788 hydrolase activity, acting   0.94 24 3.3613446 1534 4.430069
4028 GO:0005739 mitochondrion 0.94 2 0.28011206 219 0.63245445

13547 GO:0031090 organelle membrane 0.95 2 0.28011206 224 0.64689404
6046 GO:0008610 lipid biosynthetic proces 0.95 1 0.14005603 141 0.4071967
5763 GO:0008233 peptidase activity 0.95 7 0.98039216 565 1.6316746
4304 GO:0006066 alcohol metabolic proces 0.95 1 0.14005603 143 0.41297254

20356 GO:0044106 cellular amine metabolic 0.95 3 0.42016807 303 0.8750397
9488 GO:0016301 kinase activity 0.95 27 3.7815125 1740 5.0249805
9829 GO:0016779 nucleotidyltransferase a 0.95 1 0.14005603 148 0.42741212

11695 GO:0019725 cellular homeostasis 0.96 2 0.28011206 234 0.67577326
12573 GO:0022891 substrate-specific transm   0.96 18 2.5210085 1241 3.5839086
18925 GO:0042592 homeostatic process 0.96 2 0.28011206 238 0.68732494

6662 GO:0009308 amine metabolic proces 0.96 3 0.42016807 314 0.9068068
25998 GO:0051716 cellular response to stim 0.96 16 2.2408965 1138 3.2864528

9913 GO:0016881 acid-amino acid ligase a 0.96 4 0.5602241 391 1.1291766
2975 GO:0004175|GO:00168 endopeptidase activity 0.96 3 0.42016807 320 0.9241344
3716 GO:0005198 structural molecule activ 0.96 4 0.5602241 393 1.1349525
2660 GO:0003735|GO:00037 structural constituent of 0.96 2 0.28011206 246 0.7104283
9906 GO:0016874 ligase activity 0.96 7 0.98039216 597 1.7240882
4911 GO:0006812|GO:00068 cation transport 0.96 8 1.1204482 662 1.9118029
5661 GO:0008092 cytoskeletal protein bind 0.97 2 0.28011206 249 0.719092
3723 GO:0005215|GO:00054 transporter activity 0.97 28 3.9215686 1844 5.325324



3304 GO:0004672|GO:00502 protein kinase activity 0.97 19 2.6610644 1333 3.8495972
5055 GO:0006996 organelle organization 0.97 1 0.14005603 164 0.47361887

25483 GO:0051186 cofactor metabolic proce 0.97 1 0.14005603 164 0.47361887
5909 GO:0008415 acyltransferase activity 0.97 3 0.42016807 330 0.95301354
5018 GO:0006950 response to stress 0.97 7 0.98039216 611 1.764519
6077 GO:0008652 cellular amino acid biosy  0.97 1 0.14005603 169 0.48805845

19526 GO:0043227 membrane-bounded org 0.97 33 4.6218486 2142 6.185924
19530 GO:0043231 intracellular membrane-b  0.97 33 4.6218486 2142 6.185924
30306 GO:0071944 cell periphery 0.97 2 0.28011206 259 0.74797124

9285 GO:0016043 cellular component orga 0.97 2 0.28011206 261 0.7537471
13656 GO:0031224 intrinsic to membrane 0.98 16 2.2408965 1193 3.4452884

6663 GO:0009309 amine biosynthetic proce 0.98 1 0.14005603 181 0.5227135
9824 GO:0016773 phosphotransferase act     0.98 21 2.9411764 1493 4.311664
5610 GO:0008026 ATP-dependent helicase 0.98 1 0.14005603 183 0.52848935

28401 GO:0070035 purine NTP-dependent h  0.98 1 0.14005603 183 0.52848935
9836 GO:0016787 hydrolase activity 0.98 61 8.543417 3723 10.751725
2657 GO:0003727|GO:00037 single-stranded RNA bin 0.98 1 0.14005603 188 0.54292893

30204 GO:0071840 cellular component orga   0.98 3 0.42016807 362 1.045427
3068 GO:0004386 helicase activity 0.98 1 0.14005603 189 0.54581684

30205 GO:0071841 cellular component orga      0.98 2 0.28011206 285 0.8230572
30206 GO:0071842 cellular component orga    0.98 1 0.14005603 193 0.5573685

9267 GO:0016021 integral to membrane 0.98 14 1.9607843 1103 3.1853757
10244 GO:0018130 heterocycle biosynthetic 0.98 1 0.14005603 199 0.57469606

9911 GO:0016879 ligase activity, forming c  0.99 4 0.5602241 456 1.3168914
9889 GO:0016853 isomerase activity 0.99 2 0.28011206 306 0.8837035
9295 GO:0016053 organic acid biosynthetic 0.99 1 0.14005603 211 0.6093511

21922 GO:0046394 carboxylic acid biosynth  0.99 1 0.14005603 211 0.6093511
4612 GO:0006468 protein phosphorylation 0.99 32 4.481793 2205 6.367863

15436 GO:0033036 macromolecule localizat 0.99 3 0.42016807 397 1.1465042
9493 GO:0016310 phosphorylation 0.99 37 5.1820726 2504 7.2313514
9823 GO:0016772 transferase activity, tran   0.99 27 3.7815125 1932 5.579461

28365 GO:0065008 regulation of biological q 0.99 2 0.28011206 316 0.9125827
2627 GO:0003676 nucleic acid binding 0.99 36 5.042017 2453 7.0840673

12574 GO:0022892 substrate-specific transp  0.99 19 2.6610644 1463 4.2250266
5019 GO:0006952|GO:00022 defense response 0.99 1 0.14005603 221 0.63823026

20640 GO:0044446 intracellular organelle pa 0.99 7 0.98039216 710 2.0504231
20616 GO:0044422 organelle part 0.99 7 0.98039216 712 2.0561988
13531 GO:0031072 heat shock protein bindi 0.99 1 0.14005603 230 0.6642216

4909 GO:0006810|GO:00154 transport 0.99 33 4.6218486 2315 6.6855345
25529 GO:0051234 establishment of localiza 0.99 33 4.6218486 2315 6.6855345
25476 GO:0051179 localization 0.99 33 4.6218486 2319 6.697086
20533 GO:0044283 small molecule biosynth  0.99 2 0.28011206 347 1.0021082
20512 GO:0044262|GO:00060 cellular carbohydrate me  0.99 1 0.14005603 248 0.7162041
20521 GO:0044271 cellular nitrogen compou   1.00 2 0.28011206 367 1.0598665
19533 GO:0043234 protein complex 1.00 8 1.1204482 848 2.448956
20619 GO:0044425 membrane part 1.00 18 2.5210085 1523 4.398302
11522 GO:0019538|GO:00064 protein metabolic proces 1.00 62 8.683474 4134 11.938661

4109 GO:0005840|GO:00332 ribosome 1.00 5 0.70028013 682 1.9695613
19527 GO:0043228 non-membrane-bounded 1.00 8 1.1204482 923 2.66555
19531 GO:0043232 intracellular non-membra  1.00 8 1.1204482 923 2.66555
19525 GO:0043226 organelle 1.00 41 5.7422967 3013 8.701303
19528 GO:0043229 intracellular organelle 1.00 41 5.7422967 3013 8.701303
18912 GO:0042578 phosphoric ester hydrola  1.00 2 0.28011206 444 1.2822365
13041 GO:0030554 adenyl nucleotide bindin 1.00 3 0.42016807 550 1.5883559
14965 GO:0032559 adenyl ribonucleotide bi 1.00 3 0.42016807 550 1.5883559

4609 GO:0006464 protein modification proc 1.00 36 5.042017 2781 8.031305
13018 GO:0030529 ribonucleoprotein compl 1.00 5 0.70028013 741 2.1399486

4897 GO:0006793 phosphorus metabolic p 1.00 38 5.322129 2925 8.4471655
4900 GO:0006796 phosphate metabolic pro 1.00 38 5.322129 2925 8.4471655
9839 GO:0016791|GO:00163 phosphatase activity 1.00 1 0.14005603 383 1.1060733
3884 GO:0005524 ATP binding 1.00 2 0.28011206 524 1.51327

19684 GO:0043412 macromolecule modifica 1.00 36 5.042017 2900 8.374968
9494 GO:0016311 dephosphorylation 1.00 1 0.14005603 425 1.227366
3177 GO:0004518 nuclease activity 1.00 1 0.14005603 427 1.2331418
3863 GO:0005488 binding 1.00 240 33.613445 13903 40.15075

20618 GO:0044424 intracellular part 1.00 50 7.002801 3853 11.127155
20638 GO:0044444 cytoplasmic part 1.00 15 2.1008403 1644 4.7477403

131 GO:0000166 nucleotide binding 1.00 9 1.2605042 1213 3.5030468
9266 GO:0016020 membrane 1.00 46 6.442577 3741 10.803708

15392 GO:0032991 macromolecular comple 1.00 13 1.8207283 1616 4.666878
3945 GO:0005622 intracellular 1.00 62 8.683474 4751 13.720507
4027 GO:0005737 cytoplasm 1.00 18 2.5210085 2001 5.7787275

14959 GO:0032553 ribonucleotide binding 1.00 3 0.42016807 795 2.2958963
14961 GO:0032555 purine ribonucleotide bin 1.00 3 0.42016807 795 2.2958963
10033 GO:0017076 purine nucleotide bindin 1.00 3 0.42016807 797 2.3016722
20517 GO:0044267 cellular protein metaboli  1.00 36 5.042017 3225 9.313541
18000 GO:0035639 purine ribonucleoside tri  1.00 2 0.28011206 769 2.2208104

2626 GO:0003674|GO:00055 molecular_function 1.00 446 62.464985 24394 70.447914
3903 GO:0005575|GO:00083 cellular_component 1.00 119 16.666666 8515 24.590637
2653 GO:0003723 RNA binding 1.00 1 0.14005603 797 2.3016722
3876 GO:0005515|GO:00453 protein binding 1.00 87 12.184874 6933 20.021948
3946 GO:0005623 cell 1.00 108 15.12605 8227 23.758917

20657 GO:0044464 cell part 1.00 108 15.12605 8227 23.758917
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