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Abstract 

Microbial infections in plant leaves remain a major challenge in agriculture. Hence an understanding 
of disease mechanisms at the molecular level is of paramount importance for identifying possible 
intervention points for their control. Whole-transcriptome changes during early disease stages in 
susceptible plant species are less well-documented than those of resistant ones. This study focuses 
on the differential transcriptional changes at 24 hours post inoculation (hpi) in tomato leaflets 
affected by three pathogens: (1) Phytophthora infestans, (2) Botrytis cinerea, and (3) Oidium 
neolycopersici. Grey mould (B. cinerea) was the disease that had progressed the most by 24 hpi, 
both in terms of visible symptoms as well as differential gene expression. By means of RNA-seq, we 
identified  50 differentially expressed tomato genes induced by B. cinerea infection and 18 by P. 
infestans infection at 24 hpi. Additionally, a set of 63 genes were differentially expressed during all 
three diseases when compared by a Bayesian approach to their respective mock infections. And 
Gene expression patterns were found to also depend on the inoculation technique. These findings 
suggest a specific and distinct transcriptional response in plant leaf tissue in reaction to B. cinerea 
and P. infestans invasion at 24 hpi, indicating that plants may recognize the attacking pathogen.

Please navigate the supplemental material using provided bookmarks. 

All tables can be provided as .xlsx. Please contact the corresponding 

author.



R² = 0.927
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Supplementary Figure S1
Correlation of RNA-seq expression to qPCR of  B. cinerea infected leaf samples at 24 hpi of genes summarized in Table S1.  
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Supplementary Figure S2
Time course experiment. qPCR measured differential gene expression during B. cinerea disease development in S. lycopersicum leaflets in 3 hour intervals from 0-24 
hpi and at 48 hpi.
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Supplementary Figure S3
Correlation of RNA-seq expression to qPCR of  B. cinerea infected leaf samples at 24 hpi of genes summarized in Table S1.  In contrast to Supplementary Figure S1 
the samples analyzed with qPCR were taken from a seperate time course experiment at 24 hpi. 
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Supplementary Figure S4.1
Venn diagram of differntial expressed genes at 24 hpi identified by pairwise comparison of pathogen and mock.treaded tomato leaf samples. 
BC, B. cinerea; PI, P. infestans; ON, O. neolycopersici.
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Supplementary Figure S4.2
Venn diagram of differntial expressed genes at 24 hpi identified by pairwise comparison of pathogen and mock.treaded tomato leaf samples. 
BC, B. cinerea; PI, P. infestans; ON, O. neolycopersici.



Supplementary Figure S5
Co-occurrence of DE tomato genes down regulated during B. 
cinerea infection at 24 hpi.



Supplementary Figure S6
Co-occurrence of DE tomato genes up regulated during B. 
cinerea infection at 24 hpi.



Supplementary Figure S7
Co-occurrence of DE tomato genes up regulated during P. 
infestans infection at 24 hpi.



Supplementary Table S1

Gene ID Protein Name Primer sequence forward Primer se quence reverse Efficiency
Amplicon 
length

RNAseq 
DE BC vs 
BCm

log2FC 
BC vs 
BCm

FDR BC vs 
BCm

Reference gene- and 
mock infections-
normalized qPCR of 
same pamples as 
uses for RNA-seq

Fold change 
log2 of 
qPCR in BC 
time course SD

Solyc01g105190.2.1 Unknown Protein TGGTCCGTGCTATTGAATTCTCT CAGTACTGGTGCTCAAGTCTGT 93 153 not DE -0.5 0.8 2.4 7.2 16.9

Solyc02g030170.2.1 FAD linked oxidase domain protein TAGAAGTTCTGTTTGGCCTCTCT CGAGAGAGGAAGGACGACGA 102 143 down -4.6 4.20E-18 27.9 -38.5 12.7

Solyc02g080840.1.1 F-box-like CGCGATCAAGGAAGCAGTTG TACTGGTAGCTGCAATGCCA 97 146 up 13.7 1.24E-59 -64.3 65.9 6.2
Solyc03g112040.1.1 Cytochrome P450 GGCTGCTGGAACTCAAGTCT GACAACCTCTTCTGCCTGCA 97 167 up 11.5 2.81E-18 -38.9 33.2 3.7
Solyc03g119540.2.1 CONSTANS-like zinc finger protein TCAATCCTGATGACTACTGGCC GCGATACCCTTGCTTCTCTTC 105 105 down -4.8 4.01E-22 38.8 -45.9 9.5

Solyc04g072070.2.1 WRKY transcription factor 16 TGATGCCACACCAACACATG TGCAATCTCCACTTGAACACTTG 100 215 not DE 0.4 0.7 -3.5 23.3 11.6
Solyc06g065060.1.1 FAD-binding domain-containing protein ACTTTGCAGGGTTCCCAACA TCCATCGAGACCTCCCTCTG 98 128 up 11.4 8.61E-46 -66.4 54.3 2.5
Solyc07g056210.2.1 Unknown Protein AGCAGCAACTTTACCAGGAGT TCTCAACTGGCTCTGGACCT 113 161 not DE 0.4 0.7 -3.2 35.4 11.1
Solyc08g080310.1.1 Multidrug resistance protein mdtK AGGGGAACTTTCTTTAGCTGGT GCACCAAAAGCTTGTCCACA 100 120 up 10.5 3.99E-51 -43.9 29.2 6.1
Solyc10g078230.1.1 Cytochrome P450 TGGGAAGGATTTGATATGGGCC ACATTGCCAGGCTTAGTACAGT 117 174 up 12.3 1.37E-23 -32.4 48.9 3.5
Solyc11g071290.1.1 Alcohol dehydrogenase TGCTACTGGTGGACTTGGTG AACACAAGTCCAGCTCCAAG 105 132 down -7.4 1.50E-21 39.2 -48.2 18.7

Primers designed in this study and their target gen e for differential expression studies. DE was measu red for B. cinerea  (BC) inoculated and corresponding mock inoculated (BCm) samples at 24hpi and normalized to 0 hpi. As 
reference, genes coding for U6 snRNA-associated Sm- like protein LSm7 and Calcineurin B-like protein we re used (Pombo, Zheng et al. 2014, Müller, Grau et al. 2015).



Supplementary Table S2

gene ID functional_description
Solyc01g013900.2.1 Aldehyde dehydrogenase (AHRD V1 ***- Q71LY7_ORYSI);  
Solyc01g056270.2.1 Unknown Protein (AHRD V1)
Solyc01g056800.1.1 Exostosin-like (AHRD V1 ***- Q2HVN7_MEDTR);  
Solyc01g067450.1.1 Mutator-like transposase-like (AHRD V1 *--- Q9FH11_ARATH);  
Solyc01g080820.1.1 Unknown Protein (AHRD V1)
Solyc01g090450.2.1 Actin-related protein 2/3 complex subunit 5 (AHRD V1 **** A5AQ06_VITVI);  
Solyc01g098400.2.1 Histidine phosphotransfer protein (AHRD V1 **** B9I823_POPTR);  
Solyc01g105880.2.1 (E)-beta-ocimene synthase (AHRD V1 **** Q5CD81_CITUN);  
Solyc02g022890.1.1 Fatty acid hydroxylase family protein expressed (AHRD V1 ***- Q9AY73_ORYSJ);  
Solyc02g078160.2.1 Plant-specific domain TIGR01615 family protein (AHRD V1 ***- B6UDN7_MAIZE);  
Solyc02g085440.2.1 F-box family protein (AHRD V1 ***- D7MPC5_ARALY)
Solyc02g086410.1.1 Unknown Protein (AHRD V1)
Solyc02g086850.1.1 RNA exonuclease 4 (AHRD V1 ***- B6T4V3_MAIZE);  
Solyc02g094210.1.1 Os02g0508100 protein (Fragment) (AHRD V1 ***- Q0E0Z9_ORYSJ)
Solyc02g094860.1.1 cytochrome P450
Solyc03g079950.2.1 DNA-binding protein BIN4 (AHRD V1 *-*- BIN4_ARATH)
Solyc03g113850.1.1 Guanine nucleotide-binding protein subunit beta (AHRD V1 *--* GBB_DICDI);  
Solyc03g115320.1.1 Expansin (AHRD V1 ***- Q7X9Q3_SAMNI);  
Solyc03g121850.2.1 Aleurone layer morphogenesis protein (AHRD V1 *-*- Q7XZV4_ORYSJ)
Solyc04g005140.2.1 Uridine kinase (AHRD V1 *-*- C3SA58_BRADI);  
Solyc05g005170.2.1 Polygalacturonase 2 (AHRD V1 ***- A8D0T9_ONCHC);  
Solyc05g008240.2.1 Unknown Protein (AHRD V1)
Solyc05g009580.2.1 Aluminum-activated malate transporter-like (AHRD V1 *--- Q5Z6M4_ORYSJ);  
Solyc05g045630.1.1 Unknown Protein (AHRD V1);  
Solyc05g054780.1.1 Disease resistance response/ dirigent-like protein (AHRD V1 ***- Q9M3C8_ARATH);  
Solyc06g007580.1.1 Plant-specific domain TIGR01615 family protein (AHRD V1 *-*- B6SS18_MAIZE);  
Solyc06g060970.1.1 Expansin-like protein (AHRD V1 ***- Q0WRS3_ARATH);  
Solyc06g061060.1.1 Unknown Protein (AHRD V1)
Solyc06g074610.1.1 Unknown Protein (AHRD V1)
Solyc06g083400.1.1 Xyloglucan endotransglucosylase/hydrolase 2 (AHRD V1 **** Q2MK81_9ROSA);  
Solyc07g007420.2.1 Leucine-rich repeat family protein (AHRD V1 **-- D7KDI8_ARALY)
Solyc07g008400.1.1 Pto-like, Serine/threonine kinase protein, resistance protein
Solyc07g014730.2.1 Phospholipase A2 (AHRD V1 **** Q5CCT8_TOBAC);  
Solyc07g039630.1.1 Unknown Protein (AHRD V1)
Solyc07g042430.1.1 Dimethylaniline monooxygenase (AHRD V1 **** C1GPZ2_PARBA);  
Solyc07g052490.2.1 Myb family transcription factor (AHRD V1 **** D7M4Z5_ARALY);  
Solyc07g053400.1.1 Unknown Protein (AHRD V1)
Solyc07g055040.1.1 Agenet domain-containing protein (AHRD V1 ***- D7KG24_ARALY);  
Solyc07g062900.2.1 Yippee family protein (AHRD V1 ***- D7MTM3_ARALY);  
Solyc08g016430.1.1 Unknown Protein (AHRD V1)
Solyc08g079230.1.1 Cortical cell-delineating protein (AHRD V1 *--- B6T836_MAIZE);  
Solyc08g081850.1.1 Unknown Protein (AHRD V1);  
Solyc08g082050.1.1 UBX domain-containing protein (AHRD V1 ***- D7KBM2_ARALY);  
Solyc09g042480.1.1 Chromatin remodeling complex subunit (AHRD V1 ***- B9N1U4_POPTR)
Solyc09g042670.2.1 Unknown Protein (AHRD V1)
Solyc09g056100.1.1 PG1 protein (AHRD V1 *-*- C4VMD4_9LACO)
Solyc09g059280.1.1 Histone H3 (AHRD V1 ***- D6PYM8_ORYSI);  
Solyc10g011980.2.1 2-hydroxyacid dehydrongenase (Fragment) (AHRD V1 *-*- C6F725_PSEMZ)
Solyc10g054020.1.1 Unknown Protein (AHRD V1)
Solyc11g006270.1.1 3-oxo-5-alpha-steroid 4-dehydrogenase family protein (AHRD V1 ***- D7M7I5_ARALY);  
Solyc11g011530.1.1 Unknown Protein (AHRD V1)
Solyc11g013380.1.1 GrpE protein homolog (AHRD V1 ***- B9RJC6_RICCO);  
Solyc11g013520.1.1 Histone acetyltransferase (AHRD V1 **** B9H794_POPTR);  
Solyc11g039370.1.1 Unknown Protein (AHRD V1)
Solyc11g044350.1.1 WW domain containing adaptor with coiled-coil (AHRD V1 *-*- Q5U4Q0_XENTR);  
Solyc11g068750.1.1 NAC domain protein 
Solyc11g072230.1.1 Glucan endo-1 3-beta-glucosidase 3 (AHRD V1 ***- B6TLN1_MAIZE);  
Solyc11g072570.1.1 Proton-dependent oligopeptide transport family protein (AHRD V1 **-- D7LMP9_ARALY);  
Solyc12g019090.1.1 Serine/threonine-protein phosphatase 7 long form homolog (AHRD V1 *--- PPP7L_ARATH);  
Solyc12g042630.1.1 Mutator-like transposase-like (AHRD V1 *--- Q9FH11_ARATH);  
Solyc12g044780.1.1 F-box family protein (AHRD V1 *-*- D7LXD8_ARALY);  
Solyc12g044790.1.1 F-box family protein (AHRD V1 *-*- D7LXD8_ARALY);  
Solyc12g070180.1.1 Ulp1 protease family C-terminal catalytic domain containing protein (AHRD V1 ***- Q60D46_SOLDE); 

DE genes of EBSeq pattern “healthy vs. diseased” ([PIm&BCm&ONm] vs [PI&BC&ON]).



Supplementary Table S3

Gene ID logFC logCPM PValue FDR BCm1 BCm2 BCm3 BC1 BC2 BC3
Solyc01g101190.2.1 -16.4747 6.764242 3.52E-48 1.21E-44 0 0 0 13145 6111 4394 BC up 2476
Solyc05g046340.1.1 -15.2992 5.588955 9.20E-42 1.82E-38 0 0 0 6217 2157 1939 BC down 2264
Solyc06g066230.2.1 -13.7785 6.429372 9.74E-60 1.35E-55 0 1 1 7324 6035 5317
Solyc02g080840.1.1 -13.7404 6.873349 4.49E-64 1.24E-59 1 2 0 8046 11358 6974
Solyc01g101210.2.1 -13.6818 3.972293 2.47E-20 4.21E-18 0 0 0 2577 225 460
Solyc08g078920.1.1 -13.3721 3.662473 2.81E-20 4.77E-18 0 0 0 1633 134 762
Solyc04g054380.1.1 -13.1697 3.461212 2.49E-32 1.57E-29 0 0 0 1271 942 305
Solyc04g071590.1.1 -12.5505 5.173118 2.18E-55 2.01E-51 0 2 0 1548 4105 2547
Solyc06g083960.1.1 -12.489 4.416728 1.21E-46 3.73E-43 0 0 1 809 2487 1561
Solyc01g101050.2.1 -12.4606 2.753024 7.28E-28 3.10E-25 0 0 0 256 686 548
Solyc06g011440.1.1 -12.3929 2.685667 3.33E-29 1.56E-26 0 0 0 628 489 306
Solyc10g078230.1.1 -12.349 2.641256 3.86E-26 1.37E-23 0 0 0 518 294 476
Solyc12g019620.1.1 -12.2345 2.527708 5.38E-29 2.44E-26 0 0 0 488 502 298
Solyc01g094160.1.1 -12.1415 2.434674 2.32E-26 8.45E-24 0 0 0 266 472 435
Solyc01g101180.2.1 -12.0011 8.530847 4.35E-26 1.52E-23 23 0 5 42241 21891 16329
Solyc12g088850.1.1 -11.9878 2.28157 1.28E-25 4.12E-23 0 0 0 434 352 274
Solyc05g008170.1.1 -11.9708 2.264806 7.32E-26 2.44E-23 0 0 0 422 407 242
Solyc03g112040.1.1 -11.4626 1.758643 1.58E-20 2.81E-18 0 0 0 352 250 146
Solyc02g094270.1.1 -11.4379 6.02639 2.20E-48 8.69E-45 0 10 0 5599 4762 3855
Solyc01g008640.2.1 -11.4352 1.731347 6.64E-21 1.26E-18 0 0 0 324 250 158
Solyc06g065060.1.1 -11.3937 9.271168 1.87E-49 8.61E-46 22 65 12 31507 68434 40645
Solyc12g057070.1.1 -10.9825 1.281322 8.59E-15 7.22E-13 0 0 0 326 132 72
Solyc09g091130.2.1 -10.969 1.265559 2.52E-16 2.59E-14 0 0 0 105 171 226
Solyc02g078680.1.1 -10.96 1.257146 2.45E-15 2.24E-13 0 0 0 69 217 226
Solyc09g064760.1.1 -10.8936 1.192809 6.38E-16 6.17E-14 0 0 0 264 142 92
Solyc02g080920.1.1 -10.8636 1.164004 1.17E-15 1.10E-13 0 0 0 257 174 71
Solyc06g082420.2.1 -10.846 1.148952 3.18E-15 2.85E-13 0 0 0 198 283 51
Solyc02g070110.1.1 -10.823 8.049644 3.27E-41 5.64E-38 12 38 12 8045 40761 15271
Solyc04g077240.2.1 -10.7872 1.087392 7.71E-17 8.56E-15 0 0 0 109 219 146
Solyc09g066350.1.1 -10.7841 5.370428 9.83E-44 2.47E-40 0 10 0 4326 2615 2051
Solyc07g042220.1.1 -10.7451 1.045871 1.87E-16 1.97E-14 0 0 0 194 166 97
Solyc05g050870.2.1 -10.7439 1.045931 7.38E-12 3.94E-10 0 0 0 305 130 27
Solyc05g039950.1.1 -10.7152 6.151324 3.14E-35 2.96E-32 1 4 11 8658 4383 2590
Solyc04g015380.1.1 -10.657 0.95814 3.08E-09 9.43E-08 0 0 0 351 49 16
Solyc01g005500.2.1 -10.6041 5.334685 3.28E-30 1.74E-27 7 2 0 5370 1826 1482
Solyc07g052260.2.1 -10.4811 0.777287 5.69E-11 2.52E-09 0 0 0 29 104 209
Solyc08g080310.1.1 -10.481 5.535837 5.77E-55 3.99E-51 4 9 0 3497 4849 2293
Solyc04g072280.2.1 -10.4093 10.35195 4.85E-18 5.98E-16 243 22 29 65015 181447 66004
Solyc08g076630.1.1 -10.3982 0.702106 6.03E-13 3.81E-11 0 0 0 201 99 55
Solyc09g066160.1.1 -10.2991 2.180438 1.72E-20 3.02E-18 0 1 0 115 523 378
Solyc04g054940.1.1 -10.2986 0.600465 2.94E-12 1.67E-10 0 0 0 171 58 85
Solyc08g075980.1.1 -10.2643 0.566308 4.62E-11 2.09E-09 0 0 0 194 41 70
Solyc02g076860.2.1 -10.2383 0.544255 2.34E-13 1.59E-11 0 0 0 149 110 62
Solyc02g080850.1.1 -10.2363 4.89113 1.11E-54 6.13E-51 0 8 2 2404 2506 1674
Solyc11g069880.1.1 -10.2314 2.835581 9.32E-27 3.58E-24 0 2 0 370 395 692
Solyc06g083970.1.1 -10.0981 0.404032 3.77E-13 2.46E-11 0 0 0 106 95 83
Solyc02g086040.1.1 -10.0722 0.386404 1.64E-10 6.62E-09 0 0 0 24 225 70
Solyc08g082520.1.1 -10.0021 3.088071 4.57E-33 3.32E-30 0 3 0 604 629 599
Solyc04g071600.2.1 -9.96564 7.8815 4.67E-43 1.08E-39 19 72 13 13861 23352 15590
Solyc12g009130.1.1 -9.96382 0.286779 4.94E-07 8.88E-06 0 0 0 2 263 50
Solyc10g078220.1.1 -9.94739 9.861819 3.42E-29 1.58E-26 108 285 20 60416 86584 60072
Solyc02g078340.2.1 -9.86691 2.954287 7.42E-33 5.00E-30 0 3 0 527 671 508
Solyc12g005440.1.1 -9.81122 0.115654 3.29E-10 1.26E-08 0 0 0 98 35 84
Solyc09g014820.2.1 -9.80565 2.886644 1.89E-29 9.16E-27 0 3 0 314 901 487
Solyc06g008540.1.1 -9.79485 0.10764 6.62E-11 2.89E-09 0 0 0 35 128 79
Solyc06g082560.1.1 -9.78601 0.095699 1.64E-11 8.23E-10 0 0 0 56 90 83
Solyc03g112710.1.1 -9.75581 0.067842 5.63E-11 2.50E-09 0 0 0 113 67 46
Solyc09g066190.1.1 -9.7541 4.135315 1.00E-40 1.63E-37 6 0 1 1045 1565 1250
Solyc03g098670.1.1 -9.74573 6.109675 1.90E-19 2.89E-17 0 40 1 3127 7883 4717
Solyc06g068900.2.1 -9.72316 4.706936 1.50E-26 5.60E-24 10 0 0 833 2864 2134
Solyc12g049040.1.1 -9.71249 0.02481 4.94E-10 1.79E-08 0 0 0 129 51 37
Solyc07g062200.1.1 -9.69847 0.012814 1.64E-11 8.23E-10 0 0 0 58 103 63
Solyc08g074260.2.1 -9.68879 7.32419 7.22E-39 1.05E-35 25 35 16 17873 8318 8071
Solyc07g041650.1.1 -9.68784 0.017625 2.21E-08 5.64E-07 0 0 0 15 214 32
Solyc09g005830.1.1 -9.64643 5.83165 7.23E-37 7.99E-34 6 24 1 2659 5282 4529
Solyc07g061710.1.1 -9.63762 -0.0437 3.65E-11 1.69E-09 0 0 0 68 111 43
Solyc12g005380.1.1 -9.62476 2.232832 1.18E-24 3.35E-22 0 2 0 395 529 174
Solyc03g044850.1.1 -9.59433 2.298212 1.07E-20 1.97E-18 0 0 2 579 241 229
Solyc06g075740.1.1 -9.5798 -0.09565 4.04E-10 1.50E-08 0 0 0 38 147 40
Solyc05g016690.2.1 -9.55365 5.138333 7.64E-33 5.03E-30 0 22 0 2803 2941 2045
Solyc06g008550.1.1 -9.53833 3.623904 7.48E-38 8.99E-35 3 2 1 655 1108 934
Solyc10g080460.1.1 -9.51905 -0.17058 6.44E-10 2.28E-08 0 0 0 70 42 69
Solyc01g080920.2.1 -9.47601 -0.20832 3.24E-10 1.24E-08 0 0 0 40 78 68
Solyc05g047530.2.1 -9.43878 4.39578 1.43E-41 2.63E-38 0 12 1 1102 2150 1461
Solyc12g019640.1.1 -9.43475 3.578013 2.80E-38 3.69E-35 0 7 0 835 1271 627
Solyc03g083690.1.1 -9.42172 5.152333 5.62E-44 1.55E-40 11 6 2 2944 2655 2152
Solyc07g052370.2.1 -9.41925 10.23029 4.86E-28 2.13E-25 283 357 48 112660 89713 61997
Solyc01g090310.2.1 -9.3796 -0.30684 2.12E-08 5.43E-07 0 0 0 99 22 43
Solyc09g011620.1.1 -9.36146 1.338041 2.48E-14 1.97E-12 1 0 0 169 90 242

DE genes identified with pairwise correlation of B. cinerea - and mock-infected tomato leaf tissue.



Solyc08g013930.2.1 -9.35307 -0.31741 2.70E-08 6.70E-07 0 0 0 92 82 11
Solyc11g045690.1.1 -9.33276 -0.34653 4.47E-10 1.63E-08 0 0 0 58 65 47
Solyc09g075700.1.1 -9.32479 8.549994 1.43E-08 3.83E-07 166 5 0 19109 45382 22343
Solyc08g007090.1.1 -9.32152 6.253816 3.86E-12 2.14E-10 35 0 0 6190 8598 3045
Solyc02g070090.1.1 -9.27395 8.495828 4.23E-22 8.92E-20 133 43 17 21957 46932 16761
Solyc02g005340.2.1 -9.2664 -0.41495 2.52E-08 6.31E-07 0 0 0 95 27 33
Solyc02g085800.1.1 -9.24913 3.309878 5.12E-33 3.63E-30 3 3 0 880 983 409
Solyc01g009370.1.1 -9.21828 -0.4408 2.42E-08 6.11E-07 0 0 0 43 123 15
Solyc07g005920.1.1 -9.18908 -0.48462 1.97E-07 3.92E-06 0 0 0 107 33 13
Solyc08g081820.2.1 -9.18862 5.044036 7.41E-23 1.66E-20 0 14 10 575 5916 1753
Solyc11g069680.1.1 -9.18553 4.559023 3.18E-29 1.52E-26 7 1 6 2986 1170 923
Solyc04g045280.1.1 -9.18089 -0.48192 1.29E-08 3.50E-07 0 0 0 58 95 16
Solyc02g080830.1.1 -9.17412 3.610893 1.82E-29 8.97E-27 0 9 0 432 1530 852
Solyc06g065420.1.1 -9.17179 -0.51085 1.53E-08 4.06E-07 0 0 0 65 28 49
Solyc02g080930.1.1 -9.17007 3.829943 2.20E-22 4.69E-20 8 0 0 1755 1015 414
Solyc07g054720.1.1 -9.16143 8.227168 5.37E-21 1.04E-18 120 44 11 23240 23050 19021
Solyc07g017360.1.1 -9.15631 -0.51807 3.19E-09 9.72E-08 0 0 0 64 51 35
Solyc06g061210.2.1 -9.15629 8.811003 5.62E-11 2.50E-09 195 62 0 43510 30072 24034
Solyc03g025640.1.1 -9.12795 5.925853 1.28E-12 7.71E-11 32 0 0 3224 7396 3497
Solyc03g098570.1.1 -9.12423 -0.54563 3.40E-08 8.19E-07 0 0 0 16 88 50
Solyc05g051350.1.1 -8.98834 5.085702 8.43E-42 1.79E-38 12 5 7 2147 4647 1370
Solyc01g087960.1.1 -8.97944 5.296101 6.99E-38 8.79E-35 16 4 7 3663 3202 1884
Solyc06g036440.1.1 -8.9175 1.674045 2.05E-17 2.40E-15 2 0 0 368 203 126
Solyc01g102380.2.1 -8.91721 -0.74115 4.04E-08 9.54E-07 0 0 0 21 82 34
Solyc04g083140.1.1 -8.90658 9.43843 2.03E-14 1.64E-12 358 92 14 74755 45970 31232
Solyc03g111300.1.1 -8.89134 3.800459 3.21E-35 2.96E-32 6 5 0 1196 960 852
Solyc07g009070.2.1 -8.88975 -0.76612 1.73E-06 2.67E-05 0 0 0 5 91 40
Solyc06g005100.2.1 -8.82835 -0.82371 9.08E-08 1.96E-06 0 0 0 51 64 14
Solyc01g006530.1.1 -8.79943 -0.86643 3.45E-08 8.27E-07 0 0 0 40 39 36
Solyc07g015910.2.1 -8.7856 -0.87363 5.74E-06 7.58E-05 0 0 0 3 72 46
Solyc04g051620.1.1 -8.77309 1.378463 2.88E-19 4.26E-17 0 2 0 182 237 157
Solyc09g082270.2.1 -8.76591 9.374882 5.22E-24 1.36E-21 277 262 34 44478 62003 41474
Solyc02g036240.1.1 -8.74292 3.90758 8.96E-25 2.63E-22 9 2 1 739 2559 480
Solyc02g065250.1.1 -8.71517 1.501971 0.000332 0.002514 0 0 2 0 825 0
Solyc01g067040.1.1 -8.71447 -0.94251 6.14E-08 1.39E-06 0 0 0 46 42 24
Solyc09g090210.2.1 -8.64367 3.75159 5.03E-35 4.34E-32 0 10 4 874 948 1042
Solyc06g075260.2.1 -8.50695 -1.13843 1.46E-06 2.30E-05 0 0 0 57 29 11
Solyc12g087800.1.1 -8.48469 3.357558 8.85E-18 1.08E-15 7 3 0 1425 677 197
Solyc08g048260.1.1 -8.48031 -1.16352 1.99E-07 3.96E-06 0 0 0 28 45 24
Solyc07g056100.1.1 -8.47291 2.277309 2.23E-23 5.17E-21 0 2 3 381 403 283
Solyc01g090980.1.1 -8.46793 -1.21432 1.73E-05 0.000198 0 0 0 18 7 54
Solyc02g036220.1.1 -8.46652 5.739531 6.33E-10 2.25E-08 44 0 0 3717 6472 2360
Solyc06g060450.2.1 -8.42886 -1.20878 8.38E-07 1.42E-05 0 0 0 14 55 27
Solyc10g055270.1.1 -8.40649 -1.2445 5.78E-07 1.02E-05 0 0 0 22 32 33
Solyc12g049170.1.1 -8.40167 -1.2593 0.000494 0.003484 0 0 0 64 0 17
Solyc01g110080.1.1 -8.39701 -1.21501 6.99E-06 8.95E-05 0 0 0 9 83 13
Solyc10g050550.1.1 -8.35215 -1.28474 4.43E-06 6.04E-05 0 0 0 53 25 9
Solyc07g018080.1.1 -8.34655 -1.29116 5.76E-07 1.02E-05 0 0 0 21 42 25
Solyc12g096740.1.1 -8.322 -1.31455 1.94E-06 2.95E-05 0 0 0 45 27 13
Solyc02g062300.2.1 -8.31046 9.82857 1.71E-31 1.03E-28 441 437 196 90695 56561 48816
Solyc01g099620.2.1 -8.30838 3.194182 1.17E-29 5.97E-27 2 10 0 569 1086 470
Solyc09g066200.1.1 -8.30587 2.110415 1.35E-19 2.10E-17 0 2 3 153 542 297
Solyc03g005500.1.1 -8.29776 5.681011 2.48E-12 1.42E-10 45 5 0 4758 3997 2578
Solyc12g096840.1.1 -8.29734 -1.34392 7.57E-07 1.29E-05 0 0 0 25 31 26
Solyc12g042850.1.1 -8.28592 -1.34867 1.77E-05 0.000201 0 0 0 58 18 6
Solyc01g098970.1.1 -8.26902 -1.34831 3.10E-06 4.40E-05 0 0 0 33 48 8
Solyc11g044500.1.1 -8.26462 -1.35318 1.61E-06 2.50E-05 0 0 0 25 52 12
Solyc09g013150.2.1 -8.24204 9.430915 3.34E-15 2.97E-13 557 128 41 56738 70901 30727
Solyc01g044520.1.1 -8.22624 -1.40613 1.38E-05 0.000161 0 0 0 5 45 31
Solyc04g025530.2.1 -8.21778 9.496654 8.19E-26 2.70E-23 444 334 102 37718 92768 39060
Solyc02g070130.1.1 -8.20526 -1.41412 2.07E-05 0.00023 0 0 0 4 55 25
Solyc03g098540.1.1 -8.1977 -1.42286 0.000343 0.002576 0 0 0 0 55 28
Solyc02g062310.1.1 -8.18164 0.982233 1.98E-10 7.85E-09 2 0 0 287 115 34
Solyc06g076160.2.1 -8.17832 8.406129 1.32E-29 6.63E-27 160 266 49 29476 24315 19886
Solyc04g028460.1.1 -8.16558 -1.52066 0.00046 0.003291 0 0 0 2 4 55
Solyc10g011920.1.1 -8.14071 0.142526 2.16E-10 8.50E-09 1 0 0 117 70 50
Solyc06g060600.1.1 -8.13968 1.73761 1.52E-15 1.41E-13 0 0 4 148 546 129
Solyc01g107080.2.1 -8.11624 8.585139 2.23E-30 1.23E-27 240 161 94 32793 31188 20856
Solyc07g064660.1.1 -8.11037 6.210495 7.86E-37 8.36E-34 25 59 26 2953 10699 4054
Solyc09g059410.1.1 -8.07595 -1.55733 0.000138 0.001187 0 0 0 55 4 8
Solyc04g078170.1.1 -8.07427 -1.53117 4.52E-06 6.15E-05 0 0 0 27 41 9
Solyc03g097510.1.1 -8.04764 1.25907 4.00E-15 3.52E-13 2 1 0 93 292 161
Solyc07g065150.1.1 -8.03967 -1.56392 2.43E-05 0.000265 0 0 0 38 32 4
Solyc07g052130.1.1 -8.01446 5.139007 7.08E-24 1.78E-21 26 26 0 2302 4116 1759
Solyc12g088330.1.1 -7.99908 3.334798 5.35E-24 1.38E-21 0 4 11 1008 717 485
Solyc09g059160.1.1 -7.99459 -1.59981 1.23E-05 0.000146 0 0 0 27 41 6
Solyc11g069870.1.1 -7.98965 -1.62549 3.29E-06 4.64E-05 0 0 0 19 30 19
Solyc07g042880.1.1 -7.98179 -1.64462 5.16E-06 6.90E-05 0 0 0 23 19 22
Solyc04g052960.1.1 -7.97852 -1.62591 4.72E-06 6.39E-05 0 0 0 26 33 11
Solyc10g009530.2.1 -7.97679 -0.01746 3.13E-10 1.20E-08 1 0 0 91 82 44
Solyc02g036180.1.1 -7.96686 0.568739 1.45E-12 8.69E-11 0 2 0 84 206 62
Solyc05g041220.1.1 -7.96598 -1.63106 9.95E-06 0.000121 0 0 0 10 46 16
Solyc12g006750.1.1 -7.96225 -1.6496 0.000988 0.006278 0 0 0 56 9 0
Solyc07g005380.2.1 -7.95535 7.524748 1.57E-24 4.35E-22 128 93 47 22287 10300 7334



Solyc05g050730.1.1 -7.95016 -0.07413 7.84E-10 2.73E-08 0 0 1 26 96 83
Solyc03g096420.1.1 -7.93708 1.339569 2.10E-15 1.92E-13 0 4 0 110 243 200
Solyc03g006440.1.1 -7.93459 -1.69884 3.61E-05 0.000377 0 0 0 32 7 20
Solyc07g062480.1.1 -7.91828 6.298948 2.80E-18 3.57E-16 60 50 10 10723 2766 3108
Solyc02g065150.1.1 -7.91252 2.61779 8.31E-17 9.19E-15 6 3 0 163 550 595
Solyc02g087090.2.1 -7.90551 -0.08737 8.45E-10 2.92E-08 1 0 0 89 63 49
Solyc01g079970.2.1 -7.90127 0.751746 6.74E-07 1.17E-05 2 0 0 313 29 13
Solyc08g078170.1.1 -7.88864 3.719819 5.29E-33 3.65E-30 10 9 2 1060 1312 624
Solyc02g065090.2.1 -7.88632 8.695896 1.77E-09 5.70E-08 464 41 23 62974 13770 11545
Solyc12g098790.1.1 -7.8781 -1.77285 0.001198 0.007392 0 0 0 26 0 27
Solyc11g043160.1.1 -7.87583 -1.73015 1.43E-05 0.000166 0 0 0 33 19 10
Solyc07g008120.2.1 -7.84426 4.467588 2.85E-14 2.23E-12 27 3 0 1670 1528 1530
Solyc02g038740.2.1 -7.81206 9.8873 3.96E-35 3.53E-32 423 930 382 94512 64879 47146
Solyc07g007740.1.1 -7.80463 -1.79912 1.04E-05 0.000127 0 0 0 13 26 20
Solyc11g006050.1.1 -7.78814 1.821823 1.00E-11 5.23E-10 5 0 0 493 130 124
Solyc09g082480.1.1 -7.77268 -1.86581 0.000112 0.000999 0 0 0 16 5 29
Solyc08g066100.2.1 -7.77106 1.424137 3.02E-13 2.02E-11 0 5 0 63 273 247
Solyc05g006380.1.1 -7.7707 -1.83348 1.77E-05 0.000201 0 0 0 10 25 22
Solyc01g099040.2.1 -7.76271 -1.77167 0.000461 0.003298 0 0 0 2 66 4
Solyc04g051360.2.1 -7.76264 -0.35691 8.43E-09 2.38E-07 0 1 0 24 57 79
Solyc03g005520.1.1 -7.75113 3.940826 6.16E-39 9.46E-36 9 14 5 1030 1394 973
Solyc02g078930.1.1 -7.72794 3.778183 6.80E-24 1.72E-21 16 4 2 1187 1322 606
Solyc05g006310.1.1 -7.72594 -1.86131 1.74E-05 0.000199 0 0 0 10 31 17
Solyc05g013650.2.1 -7.71179 -1.84834 4.07E-05 0.000418 0 0 0 9 45 9
Solyc08g078180.1.1 -7.69944 6.336483 1.80E-33 1.35E-30 20 121 34 6228 6918 4713
Solyc04g081620.1.1 -7.69124 -1.9089 0.000127 0.001108 0 0 0 37 7 8
Solyc12g088800.1.1 -7.66929 5.754625 1.03E-38 1.43E-35 36 28 33 3825 5642 2829
Solyc01g095080.2.1 -7.66806 9.21447 1.09E-08 2.99E-07 780 104 6 41296 71591 26310
Solyc01g006840.2.1 -7.65806 3.168963 9.27E-26 3.01E-23 6 12 0 539 751 659
Solyc03g078270.1.1 -7.65517 4.348022 1.95E-34 1.63E-31 17 19 3 1463 2036 1102
Solyc04g008530.1.1 -7.63863 -1.96929 0.000777 0.005138 0 0 0 37 1 10
Solyc02g078650.2.1 -7.63407 10.1228 5.75E-32 3.53E-29 542 1316 485 56454 168117 46992
Solyc04g080320.1.1 -7.63256 -1.93985 1.87E-05 0.000211 0 0 0 18 27 10
Solyc11g068570.1.1 -7.62615 -1.95533 0.000107 0.000958 0 0 0 34 13 5
Solyc05g012660.1.1 -7.60183 6.515922 2.38E-37 2.74E-34 48 116 33 6992 9100 4649
Solyc08g059710.2.1 -7.60042 3.921741 3.20E-30 1.74E-27 16 8 4 1182 1345 841
Solyc10g050730.1.1 -7.57602 2.919311 6.82E-15 5.76E-13 0 19 0 873 581 241
Solyc07g005080.1.1 -7.56237 0.164894 6.77E-11 2.95E-09 0 2 0 97 114 43
Solyc01g106530.1.1 -7.55447 -0.46348 1.90E-06 2.91E-05 0 0 1 63 9 66
Solyc05g053610.2.1 -7.54746 6.199215 8.48E-09 2.39E-07 0 204 8 2945 9964 4366
Solyc02g071480.2.1 -7.52205 -2.03804 0.000277 0.002145 0 0 0 32 16 2
Solyc03g044180.1.1 -7.49737 7.340985 1.72E-10 6.86E-09 195 120 1 12204 16784 7993
Solyc10g085110.1.1 -7.49559 -2.06329 0.000124 0.001082 0 0 0 28 17 4
NCRNA_1_340 -7.48039 -2.07409 7.69E-05 0.000722 0 0 0 6 30 14
Solyc02g021350.2.1 -7.4775 2.252718 2.28E-19 3.44E-17 5 5 0 236 569 288
Solyc11g071990.1.1 -7.47015 4.021055 8.94E-37 9.15E-34 8 20 9 796 1986 968
Solyc10g011930.1.1 -7.46251 7.187878 4.92E-14 3.70E-12 125 211 4 12242 13279 7203
Solyc06g048800.1.1 -7.46164 -0.64992 2.27E-08 5.78E-07 0 1 0 39 33 56
Solyc11g069560.1.1 -7.44281 6.245413 9.15E-09 2.56E-07 118 13 1 8966 5700 2331
Solyc11g018800.1.1 -7.4123 9.624571 8.71E-22 1.81E-19 836 609 223 86730 50648 34613
Solyc03g112030.1.1 -7.41102 6.472884 4.35E-25 1.35E-22 92 68 29 9487 6615 3584
Solyc09g097950.1.1 -7.40557 -2.11606 0.000115 0.001019 0 0 0 9 36 6
Solyc01g102900.2.1 -7.39265 2.004317 2.53E-12 1.44E-10 0 3 6 57 542 321
Solyc06g075730.1.1 -7.38768 -0.01095 3.67E-10 1.37E-08 0 2 0 45 110 66
Solyc03g078280.1.1 -7.38481 4.334743 7.85E-28 3.29E-25 22 22 2 1432 1927 1155
Solyc07g052120.2.1 -7.37654 7.595074 4.52E-18 5.60E-16 234 157 24 12509 20997 10615
Solyc08g006750.2.1 -7.37341 9.392492 1.44E-19 2.22E-17 854 310 185 49808 69791 33600
Solyc07g049670.2.1 -7.36499 2.494697 1.67E-12 9.86E-11 6 7 0 855 152 174
Solyc08g079080.2.1 -7.35403 1.004438 3.35E-11 1.56E-09 0 5 0 42 310 125
Solyc12g013470.1.1 -7.34905 1.025211 3.67E-14 2.82E-12 0 5 0 169 181 102
TRNA_1_54 -7.3455 -2.23352 0.000439 0.003168 0 0 0 24 3 12
Solyc01g087950.2.1 -7.3426 1.360858 1.41E-12 8.45E-11 5 0 0 125 359 124
Solyc10g018340.1.1 -7.33974 5.636573 2.77E-27 1.09E-24 19 110 13 4075 4487 2561
Solyc10g018320.1.1 -7.32959 -2.23351 0.000827 0.005407 0 0 0 32 3 5
Solyc05g010170.1.1 -7.32058 2.174326 1.27E-10 5.23E-09 8 1 0 665 203 107
Solyc04g072000.2.1 -7.31674 9.305471 8.54E-19 1.19E-16 767 569 97 48187 61166 33178
Solyc02g077580.1.1 -7.30857 1.808764 1.64E-13 1.15E-11 7 0 0 166 398 228
Solyc08g068710.1.1 -7.30147 9.309687 1.01E-22 2.26E-20 700 621 166 60773 50469 29424
Solyc10g084910.1.1 -7.28924 -2.27485 0.000137 0.001181 0 0 0 8 13 18
Solyc03g006230.1.1 -7.28379 -2.30351 0.000371 0.002745 0 0 0 10 5 21
Solyc12g096750.1.1 -7.27835 -0.6647 9.87E-07 1.63E-05 1 0 0 75 56 10
Solyc06g076060.1.1 -7.26812 0.671596 1.54E-12 9.11E-11 0 4 0 127 139 85
Solyc10g012100.1.1 -7.26488 -2.26725 0.000993 0.006304 0 0 0 30 10 1
Solyc11g005860.1.1 -7.25286 2.908265 8.74E-15 7.30E-13 0 24 0 504 634 500
Solyc01g008870.1.1 -7.24291 3.364463 3.21E-26 1.15E-23 3 16 9 1066 645 511
NCRNA_3_252 -7.23152 0.289558 1.98E-10 7.85E-09 0 3 0 64 195 39
Solyc05g052420.1.1 -7.22633 2.113191 1.05E-10 4.37E-09 8 0 1 550 105 226
Solyc07g039570.2.1 -7.21673 6.025605 2.19E-13 1.50E-11 44 155 1 4268 6995 3570
Solyc04g079260.2.1 -7.21411 7.563418 1.88E-27 7.51E-25 151 178 152 5733 25108 13017
Solyc05g021390.2.1 -7.20337 2.2342 1.06E-12 6.45E-11 0 15 0 558 362 135
Solyc03g098740.1.1 -7.19608 10.29519 5.86E-15 5.02E-13 1894 839 160 79244 136986 70186
Solyc12g040760.1.1 -7.17364 -2.35389 0.000128 0.001119 0 0 0 17 13 8
Solyc10g076240.1.1 -7.16793 10.31329 2.95E-24 7.85E-22 299 2509 1170 72411 112114 92799
Solyc06g075100.2.1 -7.15512 5.809542 3.81E-11 1.76E-09 97 30 1 3929 6112 2810



Solyc10g076190.1.1 -7.1493 1.193628 2.54E-10 9.93E-09 5 0 0 57 305 163
NCRNA_11_202 -7.12675 -2.36638 0.000291 0.002243 0 0 0 16 21 3
Solyc11g051150.1.1 -7.10916 3.904838 1.03E-18 1.40E-16 19 19 3 1952 973 394
Solyc10g084550.1.1 -7.09992 -2.38526 0.000215 0.001726 0 0 0 10 25 5
Solyc03g123690.1.1 -7.09047 3.49923 9.68E-25 2.82E-22 15 13 3 1016 758 656
Solyc06g065070.1.1 -7.08966 0.425792 1.00E-09 3.39E-08 3 0 0 57 197 64
Solyc10g078840.1.1 -7.08959 -0.35571 1.08E-05 0.000131 0 2 0 139 19 6
Solyc02g068210.1.1 -7.07523 -2.43217 0.000201 0.001636 0 0 0 17 13 6
Solyc06g083950.1.1 -7.0718 -2.44627 0.000157 0.001324 0 0 0 9 14 12
Solyc01g087280.1.1 -7.05069 4.267887 1.27E-15 1.19E-13 25 32 0 2038 1938 494
Solyc08g068680.2.1 -7.04195 9.063393 7.77E-21 1.45E-18 595 922 115 44060 51686 25252
Solyc08g067640.1.1 -7.03628 3.078134 1.19E-24 3.35E-22 6 7 11 701 539 552
Solyc01g009480.2.1 -7.02415 3.389704 8.44E-24 2.08E-21 4 29 3 868 831 594
Solyc07g040670.1.1 -7.02321 -2.47565 0.000167 0.001395 0 0 0 10 16 9
Solyc06g063430.1.1 -7.01128 -2.45108 0.000965 0.006152 0 0 0 15 22 1
Solyc12g016070.1.1 -7.00602 2.903801 7.35E-16 7.00E-14 0 23 4 754 363 448
Solyc02g094110.1.1 -6.99356 -2.50209 0.000189 0.001557 0 0 0 12 14 8
Solyc06g051090.1.1 -6.99166 0.980396 5.48E-14 4.07E-12 0 4 2 132 154 137
Solyc08g006740.2.1 -6.98406 9.409157 6.04E-26 2.06E-23 901 538 446 49887 68610 35334
Solyc03g036470.1.1 -6.97566 3.980282 6.88E-34 5.28E-31 16 27 7 1179 1450 883
Solyc07g063700.1.1 -6.9547 2.737609 1.18E-18 1.60E-16 0 19 5 328 838 380
Solyc06g069130.2.1 -6.94969 6.56206 2.22E-24 6.00E-22 42 263 49 4518 10973 6041
Solyc03g065120.1.1 -6.94182 -2.51298 0.000466 0.003328 0 0 0 11 22 3
Solyc01g101170.2.1 -6.93656 5.499872 1.52E-15 1.41E-13 27 52 64 7379 1130 1030
Solyc01g109140.2.1 -6.92377 10.61781 4.37E-21 8.57E-19 2331 1860 514 126582 141363 82344
Solyc11g072870.1.1 -6.90886 -2.6108 0.00103 0.006497 0 0 0 3 9 17
Solyc03g113120.2.1 -6.89458 4.29846 4.49E-13 2.91E-11 43 4 4 973 2136 1314
Solyc06g050140.1.1 -6.85621 3.469383 1.65E-27 6.73E-25 5 28 8 601 1064 776
Solyc06g066040.1.1 -6.85471 -2.62504 0.000357 0.002655 0 0 0 12 10 8
Solyc05g007330.1.1 -6.8459 -2.61922 0.000345 0.002589 0 0 0 12 13 6
Solyc07g056600.1.1 -6.83972 3.690712 8.11E-18 9.96E-16 11 39 0 608 1201 1003
Solyc07g040710.2.1 -6.83842 7.070617 3.82E-17 4.32E-15 196 239 21 11528 10741 7242
Solyc12g057080.1.1 -6.82405 7.000414 2.14E-16 2.22E-14 206 164 41 16773 7368 3835
Solyc04g011750.2.1 -6.80389 6.677358 5.08E-12 2.75E-10 210 69 21 13723 4301 3725
Solyc08g082780.1.1 -6.78035 -2.68279 0.000702 0.004711 0 0 0 4 14 11
Solyc12g043030.1.1 -6.77356 0.758393 1.03E-10 4.34E-09 0 4 2 48 289 77
Solyc01g106990.1.1 -6.76264 -2.65225 0.001614 0.009495 0 0 0 12 19 1
Solyc08g065710.1.1 -6.7588 2.459352 9.18E-08 1.98E-06 15 0 0 810 159 180
Solyc02g077290.1.1 -6.73973 8.121786 1.63E-22 3.56E-20 448 396 116 18025 31295 14529
Solyc01g009870.2.1 -6.73833 2.048729 8.41E-19 1.17E-16 2 11 3 252 352 292
Solyc05g010000.1.1 -6.73385 4.495446 2.58E-24 6.92E-22 5 71 21 1140 2574 1412
Solyc11g008950.1.1 -6.73231 2.877819 1.07E-20 1.97E-18 12 4 8 425 618 542
Solyc07g052070.1.1 -6.71892 -2.73983 0.000545 0.003793 0 0 0 7 10 10
Solyc07g041940.2.1 -6.71355 5.185533 3.57E-34 2.82E-31 43 65 28 1755 3294 2843
Solyc07g056610.1.1 -6.71179 1.612322 5.63E-15 4.84E-13 0 8 4 173 238 239
Solyc03g042560.1.1 -6.70945 5.594186 2.54E-17 2.93E-15 63 125 5 3488 4273 2889
Solyc09g074220.1.1 -6.703 -2.73477 0.000517 0.003619 0 0 0 10 12 6
Solyc04g024780.1.1 -6.70189 5.549358 2.16E-35 2.13E-32 61 68 41 2836 4088 3275
Solyc09g091670.2.1 -6.67596 10.05829 4.87E-26 1.68E-23 1328 2327 562 68911 101903 65958
Solyc11g018590.1.1 -6.66957 -2.7635 0.000835 0.005447 0 0 0 14 9 4
Solyc05g050880.2.1 -6.66587 -1.41429 2.42E-05 0.000264 0 1 0 55 18 5
Solyc03g098560.1.1 -6.65931 -0.73955 3.51E-06 4.91E-05 0 2 0 8 97 35
Solyc08g005040.1.1 -6.63737 -0.76204 6.16E-07 1.08E-05 0 2 0 70 30 23
Solyc08g061200.2.1 -6.63438 0.382349 5.54E-11 2.47E-09 1 4 0 78 123 84
Solyc03g118000.1.1 -6.62783 7.049852 1.50E-10 6.07E-09 267 217 5 11765 11481 6264
Solyc05g041190.1.1 -6.62551 -1.42356 2.05E-06 3.08E-05 0 1 0 27 45 11
Solyc10g007580.1.1 -6.62265 1.263769 4.38E-11 2.00E-09 0 11 0 91 287 165
Solyc01g102910.2.1 -6.6222 2.172999 3.04E-08 7.44E-07 0 20 2 33 484 457
Solyc06g082430.1.1 -6.61524 -0.77667 3.72E-07 6.91E-06 0 2 0 19 65 43
Solyc03g005890.1.1 -6.60234 1.536608 5.24E-06 6.99E-05 7 0 2 10 741 49
Solyc10g076220.1.1 -6.5913 2.025037 1.86E-16 1.96E-14 3 6 7 151 388 341
NCRNA_4_197 -6.58618 -2.80808 0.001372 0.008298 0 0 0 12 13 2
Solyc03g031450.2.1 -6.58332 0.637738 4.88E-09 1.44E-07 5 0 0 152 89 86
Solyc09g090900.2.1 -6.57957 5.540785 2.03E-18 2.66E-16 85 85 13 4694 2355 2711
Solyc12g013610.1.1 -6.57335 -0.65977 1.35E-07 2.80E-06 0 0 2 45 37 47
Solyc05g055370.1.1 -6.56432 4.528356 2.54E-07 4.93E-06 68 4 0 2498 1450 1039
Solyc04g025520.1.1 -6.56202 4.018588 1.08E-08 2.98E-07 44 9 1 2426 512 475
Solyc02g079840.1.1 -6.53893 -2.83361 0.001485 0.008868 0 0 0 9 16 2
Solyc05g054650.1.1 -6.52612 5.84724 4.80E-11 2.17E-09 154 39 6 4378 4634 3515
Solyc08g069170.1.1 -6.52537 -0.91002 4.75E-05 0.000477 0 2 0 80 5 20
Solyc01g105070.2.1 -6.50033 9.535575 2.84E-23 6.50E-21 1021 1302 803 86100 37087 34272
Solyc12g009370.1.1 -6.49571 -2.91352 0.001049 0.006592 0 0 0 9 7 7
Solyc11g010210.1.1 -6.48997 5.977595 7.10E-28 3.07E-25 102 67 80 3454 7183 3713
Solyc04g072800.2.1 -6.48176 7.261363 2.48E-32 1.57E-29 146 339 209 13145 13967 7226
Solyc02g076910.2.1 -6.45575 2.763033 1.28E-05 0.000151 8 26 0 71 1859 11
Solyc02g077570.1.1 -6.45029 4.556603 2.39E-09 7.45E-08 68 18 0 977 2835 1550
Solyc03g044830.2.1 -6.43789 2.256473 3.10E-17 3.54E-15 1 18 5 320 443 291
Solyc09g011890.1.1 -6.43508 -1.63302 6.84E-06 8.79E-05 0 1 0 25 15 23
Solyc12g099730.1.1 -6.43164 6.554411 6.23E-11 2.74E-09 263 73 13 8815 7315 4516
Solyc05g052870.2.1 -6.43141 1.117155 6.14E-09 1.78E-07 5 4 0 317 86 57
Solyc12g019630.1.1 -6.42919 2.227765 1.28E-11 6.53E-10 14 4 0 438 416 193
Solyc06g059880.2.1 -6.42883 -0.71833 1.64E-06 2.54E-05 2 0 0 62 29 33
Solyc09g007890.1.1 -6.42437 6.315286 7.35E-29 3.28E-26 131 161 63 6064 7266 4351
Solyc07g056510.2.1 -6.42063 7.658055 7.86E-12 4.17E-10 318 658 19 8164 24888 13181



Solyc03g111280.1.1 -6.3967 1.309936 1.44E-09 4.69E-08 9 0 0 210 207 126
Solyc11g006240.1.1 -6.39013 3.517893 1.62E-08 4.28E-07 38 3 0 597 1326 684
Solyc12g006280.1.1 -6.38914 5.310091 2.57E-34 2.09E-31 54 100 36 3522 3203 1998
Solyc09g066400.1.1 -6.37678 8.794655 8.54E-05 0.00079 1511 17 3 51450 26819 17813
Solyc07g008110.2.1 -6.3735 6.507859 8.71E-30 4.54E-27 74 298 104 6641 9192 4689
Solyc08g068730.1.1 -6.36614 9.511734 1.59E-25 5.04E-23 1161 1786 548 59574 70987 34076
Solyc01g102890.2.1 -6.35975 -0.07239 1.15E-07 2.41E-06 2 2 0 27 68 98
Solyc07g005070.1.1 -6.35792 1.289106 5.76E-12 3.11E-10 5 1 4 162 350 75
Solyc01g095830.2.1 -6.32792 -1.70065 8.40E-06 0.000105 0 1 0 12 40 15
Solyc07g062370.1.1 -6.3204 4.878799 0.000108 0.000969 105 0 0 4637 980 636
Solyc09g090390.1.1 -6.31797 -3.03454 0.001655 0.009694 0 0 0 8 8 5
Solyc04g079240.2.1 -6.31526 6.021939 1.65E-21 3.35E-19 127 152 34 6181 4403 3419
Solyc06g072000.1.1 -6.31083 0.806906 6.05E-11 2.66E-09 0 2 6 95 205 97
Solyc08g066890.2.1 -6.28258 6.199425 7.26E-25 2.18E-22 68 91 191 4571 7829 4185
Solyc10g084110.1.1 -6.28207 2.082097 2.25E-11 1.10E-09 14 4 0 230 453 264
Solyc03g005040.1.1 -6.26916 2.040435 3.32E-14 2.57E-12 11 3 4 241 551 177
Solyc03g019690.1.1 -6.26609 3.06714 9.20E-24 2.25E-21 10 28 7 541 853 482
Solyc06g075570.1.1 -6.25982 -0.38376 7.69E-06 9.74E-05 0 4 0 119 18 20
Solyc06g068830.1.1 -6.25603 1.786839 4.10E-15 3.60E-13 7 8 2 204 257 267
Solyc10g047810.1.1 -6.25034 -0.30412 2.07E-06 3.10E-05 0 3 1 7 111 64
RRNA_11_20 -6.23974 5.159426 6.68E-25 2.03E-22 66 82 33 1188 3936 2800
Solyc07g066550.2.1 -6.23443 8.059151 5.01E-13 3.21E-11 781 322 77 22094 21170 14885
Solyc08g066880.2.1 -6.227 7.928569 1.62E-26 5.97E-24 270 387 566 14065 24792 15421
Solyc09g092600.2.1 -6.22475 2.010843 2.65E-07 5.10E-06 10 7 2 30 1020 61
Solyc03g096430.1.1 -6.22282 0.72637 1.49E-08 3.95E-07 0 10 0 73 101 161
Solyc09g098080.2.1 -6.21724 6.302097 4.27E-08 1.00E-06 75 422 11 492 14502 4557
Solyc04g011490.2.1 -6.21687 2.312225 3.75E-09 1.13E-07 18 3 0 527 455 144
Solyc07g052450.1.1 -6.21651 1.487234 1.22E-09 4.05E-08 0 18 0 172 365 120
Solyc04g080560.2.1 -6.21224 -1.18056 0.000267 0.002084 0 2 0 1 83 21
Solyc04g076730.1.1 -6.21194 6.662418 3.29E-07 6.17E-06 352 69 2 6942 10559 5371
Solyc01g097060.2.1 -6.21101 2.871765 3.00E-20 5.06E-18 10 9 17 659 702 292
Solyc03g020010.1.1 -6.19921 10.49919 1.65E-06 2.55E-05 5350 382 69 156514 104634 56821
Solyc08g080930.1.1 -6.19538 0.822656 2.27E-11 1.11E-09 4 5 0 100 166 119
Solyc09g090480.2.1 -6.18479 -1.74242 0.000308 0.002348 0 0 1 41 7 10
Solyc12g010990.1.1 -6.16763 -1.22318 8.04E-06 0.000101 0 2 0 42 17 26
Solyc06g068890.1.1 -6.15404 3.345023 1.01E-18 1.39E-16 3 49 13 599 895 711
Solyc11g005840.1.1 -6.15243 5.829243 4.74E-31 2.73E-28 102 142 65 3574 5646 3433
Solyc08g066930.1.1 -6.15075 3.064057 1.73E-23 4.13E-21 13 15 16 491 787 556
Solyc11g072920.1.1 -6.14461 4.17618 1.40E-11 7.11E-10 58 28 1 1020 1890 1129
Solyc05g008210.2.1 -6.14102 6.964343 1.10E-27 4.54E-25 233 317 133 9737 10247 7250
Solyc11g072140.1.1 -6.13041 2.180225 9.42E-12 4.92E-10 14 9 0 184 594 269
Solyc01g005160.2.1 -6.11798 3.446524 4.14E-12 2.28E-10 32 25 0 486 1275 706
Solyc04g074780.2.1 -6.11111 5.756031 2.07E-31 1.22E-28 94 100 96 4070 4926 2966
Solyc04g071070.2.1 -6.10909 7.663986 2.83E-11 1.34E-09 645 134 151 25149 7623 9380
Solyc06g048870.1.1 -6.1048 -0.99947 2.67E-05 0.000288 2 0 0 9 60 39
Solyc02g087070.2.1 -6.10037 10.26948 7.87E-09 2.24E-07 4397 964 272 163513 55687 43198
Solyc05g053960.2.1 -6.09663 6.767888 3.07E-18 3.89E-16 290 147 109 8904 5844 7779
Solyc02g085260.1.1 -6.09193 0.706912 3.71E-05 0.000386 7 0 0 150 8 148
Solyc09g011510.2.1 -6.08572 3.257381 2.75E-07 5.27E-06 39 3 0 394 739 865
Solyc01g097380.1.1 -6.08545 4.230892 5.37E-13 3.44E-11 64 10 13 832 1618 1556
Solyc11g007460.1.1 -6.08507 1.711658 3.19E-12 1.80E-10 0 19 3 232 327 173
Solyc08g014090.1.1 -6.07438 1.60869 2.26E-14 1.81E-12 5 11 2 178 239 230
Solyc10g076210.1.1 -6.05886 -0.05025 2.96E-08 7.27E-07 0 6 0 54 96 61
Solyc10g006720.2.1 -6.04156 3.116177 3.57E-10 1.34E-08 0 51 12 212 1188 602
Solyc12g015700.1.1 -6.03707 -0.36092 2.03E-05 0.000227 0 5 0 6 51 96
Solyc11g066140.1.1 -6.03165 3.034239 2.42E-06 3.55E-05 36 0 0 827 804 241
Solyc02g014560.2.1 -6.03051 2.183643 2.57E-13 1.74E-11 0 16 13 342 299 314
Solyc02g068460.1.1 -6.0277 3.782435 1.13E-10 4.72E-09 35 48 0 455 1141 1291
Solyc09g098160.2.1 -6.01006 7.24755 5.75E-16 5.61E-14 483 167 126 10597 16042 7742
Solyc07g056080.1.1 -5.97781 4.42315 6.73E-31 3.79E-28 35 79 25 1196 2334 1294
Solyc02g071130.2.1 -5.96865 4.785741 1.51E-20 2.71E-18 81 62 16 2059 2708 1408
Solyc04g016000.2.1 -5.96404 7.576892 1.35E-18 1.81E-16 555 228 244 14098 16625 11116
Solyc03g097410.1.1 -5.96071 5.520352 1.50E-10 6.07E-09 161 54 26 6813 1534 1306
Solyc05g009120.2.1 -5.9449 7.348629 1.59E-20 2.82E-18 415 456 126 13155 15319 7920
Solyc03g119240.2.1 -5.92919 6.926185 6.74E-20 1.09E-17 284 431 75 8119 12020 6946
Solyc09g005560.2.1 -5.91603 4.466391 3.36E-24 8.83E-22 64 42 24 1446 2168 1293
Solyc02g081890.2.1 -5.90955 3.370289 1.19E-16 1.28E-14 13 28 26 209 1398 762
Solyc11g067000.1.1 -5.90336 3.549847 2.24E-12 1.30E-10 23 57 3 1486 859 265
Solyc03g059050.2.1 -5.89664 6.052692 9.90E-06 0.000121 301 28 1 7694 5188 1923
Solyc06g050950.2.1 -5.88845 1.413946 4.93E-12 2.68E-10 6 12 0 183 238 160
Solyc10g050690.1.1 -5.86321 -0.01369 6.31E-06 8.22E-05 5 0 0 122 79 18
Solyc03g083840.2.1 -5.86194 -1.23576 2.77E-05 0.000298 2 0 0 44 28 16
Solyc02g067600.1.1 -5.83306 4.177107 4.49E-19 6.53E-17 39 79 12 1933 1002 892
Solyc06g068530.1.1 -5.82351 0.84866 1.94E-09 6.20E-08 0 12 2 182 163 58
Solyc06g076170.2.1 -5.81309 0.890992 1.49E-07 3.04E-06 9 0 1 205 91 90
Solyc08g014010.2.1 -5.81244 7.260672 8.75E-25 2.60E-22 245 719 195 9704 16322 8485
Solyc09g074350.1.1 -5.7908 3.355126 1.86E-22 4.02E-20 13 46 18 847 660 650
Solyc12g010670.1.1 -5.78773 2.531746 7.08E-16 6.77E-14 3 26 15 260 538 449
Solyc07g051950.2.1 -5.78504 3.25274 6.87E-14 5.01E-12 37 8 11 571 759 698
Solyc04g078660.1.1 -5.7834 7.63099 2.95E-27 1.15E-24 337 800 335 15945 17616 10201
Solyc08g068240.1.1 -5.78316 0.167205 1.93E-08 4.99E-07 0 5 3 117 68 52
Solyc09g065750.2.1 -5.78069 1.851344 1.49E-10 6.07E-09 15 2 4 331 225 205
Solyc10g083690.2.1 -5.77324 10.64824 3.71E-17 4.22E-15 5349 3472 1457 130075 132717 87501
Solyc04g054950.2.1 -5.77242 8.366088 1.69E-10 6.75E-09 1346 508 127 37560 18326 14359



Solyc11g068940.1.1 -5.74734 6.13281 1.19E-16 1.28E-14 212 246 39 6471 5378 3427
Solyc11g006030.1.1 -5.74388 6.733828 2.27E-13 1.55E-11 400 246 45 7956 10964 5089
Solyc03g036480.1.1 -5.7302 -1.19542 4.96E-06 6.67E-05 0 3 0 40 23 25
Solyc09g008510.1.1 -5.72402 -0.95582 2.31E-05 0.000253 0 0 3 64 33 12
Solyc08g077910.2.1 -5.7239 -0.86796 3.04E-06 4.33E-05 0 4 0 22 56 39
Solyc06g005510.2.1 -5.71522 0.703584 1.46E-10 5.97E-09 1 6 5 89 132 123
Solyc01g106630.2.1 -5.70612 1.417029 0.000956 0.006103 13 1 1 9 748 2
Solyc07g055990.2.1 -5.68949 1.271488 1.14E-11 5.87E-10 8 7 2 123 291 134
Solyc04g025920.2.1 -5.67961 -0.26379 8.59E-08 1.87E-06 2 4 0 71 76 35
Solyc06g073830.1.1 -5.66191 3.77586 1.18E-21 2.41E-19 37 59 11 907 1344 784
Solyc12g005720.1.1 -5.66131 7.751914 2.15E-17 2.51E-15 354 1335 202 20866 13542 11411
Solyc02g092890.1.1 -5.65421 6.398206 2.96E-07 5.61E-06 387 164 3 5050 8355 5230
Solyc01g094260.2.1 -5.65128 4.004037 3.16E-15 2.84E-13 57 27 25 2018 898 531
Solyc01g073860.2.1 -5.64122 2.121425 6.03E-08 1.37E-06 22 6 0 458 202 239
Solyc11g069220.1.1 -5.64059 2.9153 4.71E-13 3.03E-11 7 51 10 949 513 196
Solyc04g017740.1.1 -5.62825 2.084354 9.56E-05 0.000869 24 1 0 65 120 590
Solyc10g086710.1.1 -5.62018 3.979584 1.24E-17 1.48E-15 43 55 24 367 1910 1244
Solyc07g042400.2.1 -5.61678 0.012498 2.79E-07 5.34E-06 0 5 3 42 174 30
Solyc04g064880.2.1 -5.60674 10.92138 6.99E-08 1.56E-06 10001 1801 391 181233 163270 83779
Solyc01g057080.1.1 -5.60525 -0.94789 8.52E-05 0.000788 3 0 0 9 61 41
Solyc01g109320.2.1 -5.59634 5.546862 3.31E-14 2.57E-12 62 312 61 831 5051 4252
Solyc09g065740.1.1 -5.5851 1.086824 1.13E-07 2.38E-06 7 10 0 285 63 86
Solyc05g046110.2.1 -5.57233 2.849018 7.99E-11 3.43E-09 34 12 4 750 647 221
Solyc08g068600.2.1 -5.55747 8.42705 3.04E-17 3.49E-15 908 1844 257 23462 35615 18072
Solyc03g082470.2.1 -5.54842 4.703019 1.06E-23 2.57E-21 37 152 50 2587 1621 1326
Solyc04g072620.1.1 -5.54717 3.809567 1.29E-13 9.08E-12 60 23 17 508 1081 1312
Solyc07g063730.1.1 -5.54578 5.965901 3.31E-21 6.57E-19 53 363 169 3490 6335 3983
Solyc10g083890.1.1 -5.54401 3.002834 4.35E-07 7.91E-06 40 17 0 1135 365 207
Solyc05g025670.1.1 -5.54067 -2.26487 0.00095 0.006076 1 0 0 21 6 11
Solyc02g067770.2.1 -5.53076 0.779278 1.98E-09 6.29E-08 2 2 9 92 210 88
Solyc05g005160.2.1 -5.52167 10.16393 7.15E-21 1.34E-18 3559 3616 2020 105615 89371 54785
Solyc12g100260.1.1 -5.52145 6.876539 1.00E-09 3.39E-08 336 720 19 9363 6721 8200
Solyc11g007450.1.1 -5.51139 2.91257 9.71E-18 1.17E-15 12 30 23 269 836 558
Solyc05g056080.2.1 -5.50576 6.06919 2.55E-21 5.11E-19 151 396 76 5401 6270 3236
Solyc10g050880.1.1 -5.4898 6.388186 4.28E-10 1.57E-08 311 394 15 3916 9203 5532
Solyc11g011330.1.1 -5.4723 5.55341 9.54E-08 2.05E-06 275 23 15 3491 4202 2597
Solyc09g075820.2.1 -5.47185 9.94707 2.12E-23 4.96E-21 2340 4950 1720 73709 98892 48276
Solyc12g100250.1.1 -5.4602 7.438901 5.98E-09 1.74E-07 554 1052 20 11826 14560 11031
Solyc10g007880.2.1 -5.4589 7.043469 1.39E-19 2.16E-17 231 665 337 3860 15815 9819
Solyc12g005710.1.1 -5.44633 -1.87725 7.76E-05 0.000728 0 2 0 15 21 18
Solyc12g006130.1.1 -5.44538 -0.82698 0.000215 0.001731 0 0 4 6 108 22
Solyc10g085860.1.1 -5.44346 4.26385 6.32E-20 1.03E-17 69 77 20 953 2182 1178
Solyc05g054380.1.1 -5.43934 8.813065 5.39E-22 1.13E-19 1468 1380 923 34057 44892 21670
Solyc05g008220.2.1 -5.43126 7.348198 2.49E-19 3.74E-17 594 561 226 12743 12840 9494
Solyc08g065540.2.1 -5.42847 0.412298 1.15E-07 2.42E-06 4 8 0 42 207 65
Solyc09g014910.2.1 -5.4235 4.889315 1.01E-05 0.000123 182 25 0 1550 3811 1495
Solyc11g068370.1.1 -5.41334 3.365186 2.08E-08 5.34E-07 61 12 2 750 863 613
Solyc03g114500.2.1 -5.41308 8.870095 8.26E-24 2.06E-21 1317 1889 999 38533 39788 23983
Solyc03g007890.2.1 -5.41171 4.134575 7.45E-15 6.27E-13 70 67 15 1439 742 1339
Solyc10g012090.1.1 -5.40859 -0.20302 7.62E-06 9.65E-05 6 0 0 75 79 35
Solyc01g007960.2.1 -5.40738 5.22176 4.76E-20 7.83E-18 57 284 53 1685 4300 2389
Solyc06g074140.1.1 -5.37992 7.874475 3.20E-18 4.04E-16 906 864 294 16863 22775 12379
Solyc10g054350.1.1 -5.37973 0.316444 9.26E-08 1.99E-06 0 11 2 56 107 99
Solyc01g005390.2.1 -5.37483 3.232096 2.25E-09 7.06E-08 54 8 8 922 514 522
Solyc07g056690.1.1 -5.36474 -0.95787 9.54E-06 0.000117 0 5 0 53 33 21
Solyc01g006580.2.1 -5.3619 -0.64951 9.91E-06 0.000121 0 0 5 47 62 29
Solyc03g026370.1.1 -5.3595 6.261404 3.20E-19 4.71E-17 214 416 121 8410 5105 3035
Solyc01g098140.2.1 -5.35 6.03534 3.31E-16 3.32E-14 284 224 67 5904 5005 3269
Solyc01g098850.2.1 -5.34794 3.310303 3.94E-18 4.95E-16 29 51 16 950 562 559
Solyc12g100270.1.1 -5.34542 8.324696 9.37E-10 3.19E-08 1203 1867 70 25665 23226 19308
Solyc06g076070.1.1 -5.33944 4.123267 5.67E-21 1.09E-18 59 68 34 1744 992 919
Solyc12g056590.1.1 -5.31916 8.592944 1.81E-23 4.28E-21 1219 1525 890 25145 38847 21631
Solyc10g008150.1.1 -5.31852 2.694697 4.48E-09 1.33E-07 39 11 2 425 544 419
Solyc04g080530.2.1 -5.31811 1.673774 6.71E-08 1.51E-06 0 14 18 385 254 70
Solyc12g099130.1.1 -5.31405 0.939225 4.76E-06 6.43E-05 14 0 0 116 173 123
Solyc08g078650.2.1 -5.30819 7.241886 8.31E-12 4.38E-10 730 553 75 9593 16317 8058
Solyc09g011550.2.1 -5.30436 6.614583 2.14E-18 2.77E-16 407 348 139 6570 8126 6331
Solyc04g040090.2.1 -5.29405 2.351169 4.64E-15 4.04E-13 18 19 11 234 523 357
Solyc03g116700.2.1 -5.29354 9.025648 1.26E-18 1.69E-16 1660 3005 659 37553 44056 31062
Solyc05g056170.2.1 -5.29003 9.593734 2.60E-23 5.99E-21 2414 3030 1960 54085 78843 39518
Solyc05g005700.2.1 -5.27734 6.873962 6.02E-25 1.85E-22 362 487 295 8673 10771 6307
Solyc01g108350.2.1 -5.26527 3.029563 1.06E-09 3.58E-08 3 91 10 840 592 336
Solyc09g014610.2.1 -5.2634 0.27305 5.82E-06 7.67E-05 0 5 7 179 44 28
Solyc04g011740.2.1 -5.24288 1.537405 5.35E-10 1.93E-08 10 4 12 329 205 95
Solyc03g116510.1.1 -5.24085 7.026655 2.67E-16 2.73E-14 566 522 167 12223 9112 6550
Solyc06g063350.1.1 -5.23225 1.388241 3.98E-12 2.20E-10 8 11 7 235 236 106
Solyc09g014220.2.1 -5.21179 -0.38713 1.92E-05 0.000215 6 0 0 53 74 38
Solyc07g052140.2.1 -5.20849 8.706351 1.40E-19 2.16E-17 1144 2180 1124 17051 33495 36459
Solyc01g097560.1.1 -5.20275 -1.04937 1.54E-05 0.000178 1 0 3 36 57 14
Solyc01g057470.1.1 -5.20193 1.148895 0.000129 0.001123 16 2 0 355 103 18
Solyc07g040900.1.1 -5.19891 -0.40816 4.99E-06 6.70E-05 4 3 0 87 38 30
Solyc07g007070.1.1 -5.18195 -0.39595 4.49E-05 0.000455 6 0 0 43 109 24
Solyc06g076300.2.1 -5.17265 5.534657 2.11E-25 6.63E-23 79 246 191 2554 4470 3065
Solyc01g049830.2.1 -5.16977 -0.65552 0.000126 0.0011 5 0 0 66 62 12



Solyc03g096540.2.1 -5.16441 7.090802 0.00073 0.004871 1042 42 3 23069 2597 2445
Solyc06g060240.1.1 -5.16161 -1.39861 4.03E-05 0.000415 0 4 0 26 31 21
Solyc02g083730.2.1 -5.15621 -1.03704 4.70E-05 0.000473 3 0 1 16 53 34
Solyc08g068610.2.1 -5.14808 7.269495 1.55E-12 9.14E-11 766 724 102 11832 13515 8270
Solyc01g016380.2.1 -5.12618 -2.6311 0.0016 0.009432 0 0 1 11 13 6
Solyc02g088840.2.1 -5.11957 -2.75833 0.000591 0.004061 0 1 0 8 9 9
Solyc11g073080.1.1 -5.11855 4.174674 1.38E-26 5.24E-24 56 91 53 1000 1895 1096
Solyc07g006670.1.1 -5.11636 -0.20933 4.17E-07 7.62E-06 0 7 3 46 96 48
Solyc01g073720.2.1 -5.11257 5.091975 7.70E-20 1.23E-17 157 93 90 2066 2547 2524
Solyc02g062030.1.1 -5.10599 -1.96969 0.000233 0.001853 0 0 2 12 33 9
Solyc04g078450.2.1 -5.08588 2.79 1.22E-17 1.46E-15 20 44 17 440 801 327
Solyc01g073670.2.1 -5.08345 2.769954 2.04E-12 1.19E-10 37 14 16 650 445 346
Solyc01g108360.2.1 -5.07971 3.239522 6.03E-12 3.24E-10 10 107 14 933 800 348
Solyc11g007970.1.1 -5.07667 1.509521 5.47E-06 7.26E-05 0 40 2 75 413 171
Solyc10g076510.1.1 -5.07643 10.05887 4.08E-12 2.25E-10 6387 2900 1208 80585 102772 52532
Solyc09g007910.2.1 -5.07401 10.11887 2.18E-18 2.79E-16 3000 7634 2876 118094 77722 44009
Solyc03g097840.2.1 -5.07331 9.282612 4.11E-21 8.12E-19 2368 3104 1508 39229 64828 34246
Solyc01g099660.2.1 -5.06897 6.269428 3.61E-10 1.35E-08 456 107 165 8898 6798 1661
Solyc11g007470.1.1 -5.05347 3.993948 1.65E-20 2.91E-18 42 92 55 547 2037 1025
Solyc05g055270.1.1 -5.05055 1.497594 5.10E-07 9.15E-06 1 3 26 125 291 197
Solyc04g079910.2.1 -5.04413 3.153678 3.50E-12 1.96E-10 39 14 37 371 1421 352
Solyc07g052150.2.1 -5.03918 6.454431 4.76E-21 9.27E-19 264 562 239 4163 7171 7050
NCRNA_6_228 -5.0324 -0.08674 3.67E-06 5.11E-05 0 9 3 115 54 29
Solyc04g015430.2.1 -5.03224 3.809988 3.22E-10 1.23E-08 90 16 28 1514 730 675
Solyc09g014720.1.1 -5.02957 3.38725 1.90E-14 1.54E-12 34 92 9 787 841 611
Solyc02g093310.2.1 -5.02701 5.885034 6.19E-26 2.09E-23 143 369 215 4047 5994 3065
Solyc03g116070.1.1 -5.0263 -2.23137 0.000339 0.00255 0 2 0 14 19 9
Solyc01g005800.2.1 -5.01618 3.775345 2.28E-08 5.79E-07 92 35 11 260 1105 1424
Solyc03g111510.2.1 -5.01405 4.869866 3.35E-20 5.58E-18 146 99 71 1884 3368 1376
Solyc08g080290.2.1 -5.00408 0.967073 3.65E-09 1.10E-07 4 20 2 152 147 114
Solyc12g100240.1.1 -4.99507 3.982476 3.58E-07 6.68E-06 87 100 0 1063 985 1190
Solyc02g062320.2.1 -4.99203 -0.85021 0.000257 0.002016 0 2 4 57 66 3
Solyc01g106510.2.1 -4.99135 1.19856 7.10E-08 1.58E-06 11 7 7 142 60 230
Solyc04g074360.1.1 -4.99131 -0.81076 8.24E-05 0.000767 3 3 0 16 111 12
Solyc07g065160.2.1 -4.98897 2.676243 1.49E-15 1.39E-13 20 47 14 554 621 249
Solyc07g008690.2.1 -4.98574 4.736118 1.02E-24 2.95E-22 98 155 71 1443 2302 1920
Solyc05g005090.2.1 -4.97464 -1.50911 0.000372 0.002752 0 3 1 48 20 4
Solyc03g058890.2.1 -4.97306 2.408267 1.66E-14 1.35E-12 21 36 9 380 511 274
Solyc10g045100.1.1 -4.97234 -0.81906 6.75E-05 0.000645 0 5 2 69 47 7
Solyc04g007620.1.1 -4.97183 2.678558 3.03E-17 3.48E-15 18 43 20 406 690 331
Solyc04g078460.2.1 -4.94299 8.374887 2.50E-12 1.43E-10 2149 740 601 24332 28959 18551
Solyc08g007230.1.1 -4.94181 3.556119 1.47E-08 3.94E-07 89 22 9 1266 638 550
Solyc06g050540.1.1 -4.9359 -1.54974 9.48E-05 0.000863 0 3 1 11 26 30
Solyc01g049820.2.1 -4.93548 1.244256 2.38E-09 7.44E-08 9 10 9 240 247 51
Solyc02g076830.1.1 -4.92324 1.603139 2.79E-08 6.90E-07 0 24 18 278 234 140
Solyc09g011520.2.1 -4.92314 5.115381 4.06E-06 5.58E-05 286 60 3 1862 3585 2160
Solyc08g068630.2.1 -4.9227 -0.54036 1.34E-06 2.14E-05 1 3 4 45 87 23
Solyc11g010860.1.1 -4.91834 0.371363 0.00037 0.002742 12 0 0 17 235 60
Solyc09g089910.1.1 -4.91006 5.852703 2.21E-24 6.00E-22 199 390 169 4207 5281 3105
Solyc07g048070.2.1 -4.90835 7.376216 4.65E-10 1.70E-08 868 1170 92 6306 20591 10516
Solyc09g075870.1.1 -4.90017 2.809779 3.09E-09 9.44E-08 30 57 7 973 327 179
Solyc12g062940.1.1 -4.89715 3.654546 1.57E-12 9.29E-11 86 28 23 758 1186 782
Solyc08g036660.2.1 -4.87545 4.331288 1.17E-18 1.59E-16 82 57 100 1481 1294 1380
Solyc03g094020.2.1 -4.86914 1.141645 4.78E-08 1.11E-06 12 1 11 134 230 120
Solyc08g007790.2.1 -4.86889 9.578479 2.18E-18 2.79E-16 2629 4028 3217 79421 52402 31749
Solyc03g115610.2.1 -4.86277 7.470911 8.01E-12 4.22E-10 1181 707 193 11677 18204 9362
Solyc02g094180.2.1 -4.85353 2.439526 1.69E-11 8.45E-10 26 35 10 160 639 396
Solyc06g072880.1.1 -4.84857 -2.95866 0.001585 0.009356 0 1 0 4 10 8
Solyc10g055740.1.1 -4.848 3.627345 4.93E-19 7.13E-17 32 96 46 501 1409 822
Solyc02g090490.2.1 -4.84565 9.073128 1.43E-18 1.91E-16 1500 4695 1619 48090 36959 28694
Solyc01g006950.2.1 -4.84476 8.246153 4.51E-18 5.60E-16 1245 2351 608 20585 30823 15709
Solyc12g008960.1.1 -4.84142 7.988749 3.22E-20 5.40E-18 752 2189 732 15549 26928 13840
Solyc04g058170.1.1 -4.83532 3.864772 2.25E-17 2.62E-15 71 99 25 738 1587 891
Solyc11g072930.1.1 -4.83396 2.195444 1.30E-09 4.27E-08 8 62 4 305 446 250
Solyc01g080010.2.1 -4.83214 8.0899 9.59E-07 1.59E-05 2299 494 138 34346 13685 9238
Solyc10g038080.1.1 -4.83016 7.325631 5.39E-19 7.67E-17 326 1175 793 14094 13925 7033
Solyc01g009320.1.1 -4.82748 3.491462 3.39E-06 4.76E-05 102 14 2 819 993 618
Solyc02g080090.1.1 -4.82609 3.264404 1.47E-06 2.31E-05 72 36 5 1477 252 240
Solyc03g096650.1.1 -4.81928 1.934882 5.00E-11 2.25E-09 7 18 26 164 329 307
Solyc02g079440.1.1 -4.81665 8.056783 2.94E-07 5.59E-06 2291 368 187 27108 20660 10058
NCRNA_9_219 -4.80198 -1.68333 0.000559 0.00387 3 0 0 17 29 17
Solyc08g007780.2.1 -4.79996 1.754323 1.28E-08 3.47E-07 23 9 8 390 227 106
Solyc10g081970.1.1 -4.79681 7.486229 1.33E-18 1.78E-16 480 1778 496 11518 17980 9890
Solyc05g054890.2.1 -4.79406 4.520356 1.97E-22 4.23E-20 95 165 62 1667 2584 942
Solyc02g068470.1.1 -4.7925 4.649227 2.25E-05 0.000247 211 80 0 1116 2340 1887
Solyc11g066890.1.1 -4.78222 7.262984 4.22E-20 6.98E-18 433 899 815 13399 11650 7756
Solyc12g096920.1.1 -4.78065 4.273071 1.19E-23 2.86E-21 53 168 68 1219 1766 1182
Solyc09g056290.1.1 -4.77204 -2.43714 0.000873 0.00566 0 2 0 10 19 7
Solyc09g011540.2.1 -4.77126 3.919892 2.05E-06 3.08E-05 137 25 6 1386 483 1093
Solyc03g025490.2.1 -4.7681 -2.04562 0.000452 0.003251 0 3 0 16 30 5
Solyc09g091000.2.1 -4.75454 5.727216 1.50E-07 3.05E-06 249 554 14 6373 2267 2254
Solyc08g074710.1.1 -4.75255 -0.48783 0.000249 0.00196 5 4 0 6 78 65
Solyc03g116440.1.1 -4.74612 2.100518 4.21E-12 2.31E-10 10 28 24 395 225 255
Solyc03g096660.1.1 -4.74447 3.040545 6.42E-13 4.05E-11 11 76 42 320 734 673



Solyc08g068390.2.1 -4.74426 9.584049 1.82E-19 2.78E-17 2034 6723 3062 61850 64524 39158
Solyc04g007390.2.1 -4.73678 5.615632 1.07E-13 7.63E-12 346 191 84 4071 3989 2476
Solyc04g011480.2.1 -4.73316 2.555975 8.11E-09 2.30E-07 43 30 4 590 487 206
Solyc08g023510.1.1 -4.7248 6.977975 6.08E-10 2.17E-08 947 586 95 8668 12258 6672
Solyc06g065550.1.1 -4.71874 -0.76083 4.12E-05 0.000422 0 3 5 67 39 17
Solyc09g090970.2.1 -4.71846 5.531908 7.50E-07 1.28E-05 374 188 22 6700 1559 1281
Solyc11g011500.1.1 -4.71587 2.741248 3.51E-12 1.96E-10 45 32 12 492 518 401
Solyc02g092120.2.1 -4.71306 4.423453 1.08E-20 1.97E-18 117 103 72 1645 1680 1229
Solyc12g056960.1.1 -4.71055 7.265834 1.43E-14 1.17E-12 894 703 468 16164 8717 7205
Solyc10g079380.1.1 -4.70109 -2.32695 0.000787 0.005192 0 0 2 16 15 7
Solyc11g007390.1.1 -4.69821 5.446152 8.08E-19 1.13E-16 225 255 137 1670 5407 2706
Solyc07g053420.2.1 -4.69684 4.777888 6.65E-19 9.43E-17 115 261 54 1667 3235 1297
Solyc01g102680.2.1 -4.68978 4.196804 1.17E-20 2.11E-18 101 99 57 1192 1816 1002
Solyc05g053620.2.1 -4.68222 -0.21795 2.16E-05 0.000239 7 0 3 27 104 56
Solyc04g005050.1.1 -4.682 8.752775 1.11E-16 1.20E-14 1965 3814 915 28615 41317 23977
Solyc09g011590.2.1 -4.68117 9.831865 9.34E-14 6.74E-12 4944 7487 1322 62219 85780 50093
Solyc10g076680.1.1 -4.67951 3.395776 1.35E-05 0.000159 107 5 6 974 1004 359
Solyc09g008740.1.1 -4.66666 4.192401 9.80E-22 2.02E-19 49 142 95 1549 1740 745
Solyc10g076670.1.1 -4.66639 5.10991 3.56E-07 6.64E-06 333 48 25 3274 3159 1199
Solyc12g006840.1.1 -4.65955 7.000313 4.46E-16 4.42E-14 513 1346 247 8502 13087 6618
Solyc03g006700.2.1 -4.65564 7.012621 9.60E-14 6.91E-12 780 593 417 13840 6086 6498
Solyc08g007160.2.1 -4.64859 5.904516 3.59E-23 8.12E-21 236 450 241 3621 6428 3206
Solyc09g009980.1.1 -4.64368 1.384072 7.59E-09 2.17E-07 2 28 14 109 314 157
Solyc06g010030.2.1 -4.62957 6.75567 2.87E-08 7.07E-07 979 271 114 11070 8093 4107
Solyc02g069540.1.1 -4.62659 0.603555 8.43E-07 1.42E-05 0 14 11 119 99 94
Solyc03g119370.1.1 -4.62556 4.978385 6.87E-07 1.18E-05 299 95 8 2507 2839 1507
Solyc02g080890.2.1 -4.62095 7.881585 1.48E-17 1.74E-15 1202 1853 621 14432 24207 13094
Solyc01g073830.1.1 -4.62008 0.978403 9.94E-07 1.64E-05 0 28 8 145 124 133
Solyc08g005100.2.1 -4.61947 3.980264 1.55E-22 3.40E-20 63 122 64 1244 1454 743
Solyc01g059960.1.1 -4.61677 -0.42189 0.000146 0.001243 6 0 3 102 37 15
Solyc04g074830.1.1 -4.61674 4.333055 1.70E-18 2.25E-16 62 237 52 1126 2078 1199
Solyc09g090990.2.1 -4.60709 6.426526 9.22E-10 3.15E-08 255 1295 69 7018 5783 5103
Solyc01g105080.2.1 -4.5958 0.126342 1.88E-05 0.000212 10 2 2 120 47 52
Solyc03g120570.2.1 -4.5956 4.258625 2.88E-09 8.85E-08 140 36 76 2461 1294 395
Solyc05g005070.2.1 -4.59071 6.703043 9.50E-18 1.15E-15 561 812 271 7723 9213 5529
Solyc07g008520.2.1 -4.58528 3.410531 2.61E-16 2.67E-14 36 96 45 485 808 886
Solyc01g086680.2.1 -4.58434 6.327423 1.03E-07 2.21E-06 777 204 56 5030 8454 4227
Solyc10g079900.1.1 -4.58319 -1.91557 0.000632 0.004308 0 4 0 21 25 8
Solyc10g008170.2.1 -4.58291 -0.24078 0.00076 0.00504 9 0 1 127 32 14
Solyc02g077350.1.1 -4.57893 -0.07182 3.98E-06 5.48E-05 0 10 6 74 100 35
Solyc08g062810.1.1 -4.57443 0.794501 1.29E-07 2.69E-06 3 13 12 49 252 96
Solyc09g090130.2.1 -4.57165 7.230461 9.23E-20 1.47E-17 482 1474 628 9477 14082 8841
Solyc02g068220.1.1 -4.5714 -0.31311 2.98E-05 0.000318 0 3 9 45 69 53
Solyc05g056420.2.1 -4.56544 3.837268 1.89E-17 2.22E-15 87 57 64 959 1389 763
Solyc03g111540.1.1 -4.55052 4.365522 2.32E-20 4.01E-18 81 222 58 1416 1943 1110
Solyc02g079530.2.1 -4.54551 5.803076 1.02E-10 4.30E-09 489 206 83 3777 5734 2783
Solyc08g074960.2.1 -4.54481 4.354402 3.80E-11 1.76E-09 13 290 97 1464 1951 1040
Solyc04g008250.1.1 -4.52952 1.047484 3.44E-05 0.000362 8 8 15 37 493 18
Solyc08g081700.1.1 -4.52462 4.618641 2.37E-21 4.79E-19 77 227 124 1208 3108 1252
Solyc02g082950.2.1 -4.51011 6.297331 1.16E-20 2.11E-18 372 661 299 5900 7192 3949
Solyc01g111250.2.1 -4.50432 5.479944 5.12E-14 3.83E-12 349 216 104 2458 5316 2248
Solyc05g053600.2.1 -4.49711 10.07618 1.73E-16 1.84E-14 4733 10667 3699 100322 87628 44843
Solyc11g007980.1.1 -4.49674 5.532517 4.59E-07 8.29E-06 48 917 56 979 5538 3596
Solyc08g013960.1.1 -4.49331 2.744194 7.09E-13 4.41E-11 46 38 21 470 742 284
Solyc02g062550.2.1 -4.49329 5.979174 1.11E-13 7.84E-12 458 432 116 3532 6140 3924
Solyc08g029000.2.1 -4.49268 12.31868 2.30E-06 3.40E-05 54231 12472 2464 466367 360435 250270
Solyc02g062870.2.1 -4.4883 0.087194 0.000659 0.004462 0 23 0 138 54 28
Solyc01g073660.2.1 -4.48792 8.794417 7.28E-17 8.12E-15 2514 3320 1539 38685 36678 20151
Solyc03g094120.2.1 -4.48546 4.323907 2.43E-11 1.18E-09 113 198 39 434 3051 1165
Solyc05g055030.1.1 -4.48516 3.273483 1.08E-08 2.98E-07 93 18 22 803 667 544
Solyc01g096430.2.1 -4.47862 9.00806 6.10E-09 1.77E-07 4698 2010 795 55770 31237 20992
Solyc02g076930.1.1 -4.47708 4.229615 1.70E-10 6.78E-09 164 92 27 1889 1180 854
Solyc04g040130.1.1 -4.47394 7.930083 6.03E-11 2.66E-09 598 4050 431 14297 19636 17008
Solyc11g012120.1.1 -4.47204 0.48517 3.88E-05 0.0004 6 6 10 12 84 170
Solyc09g065560.2.1 -4.46772 8.503376 3.62E-16 3.61E-14 2237 2250 1402 32541 28852 16332
Solyc12g011100.1.1 -4.46689 1.845256 1.65E-08 4.33E-07 2 52 18 212 326 226
Solyc02g069060.2.1 -4.46525 3.720747 1.28E-19 2.01E-17 43 117 75 798 1524 628
Solyc12g009160.1.1 -4.45722 3.943389 1.02E-18 1.40E-16 78 117 68 1463 1107 688
Solyc03g113580.1.1 -4.4566 -1.1825 0.000122 0.001068 0 7 1 20 57 19
Solyc02g069300.1.1 -4.4459 -0.67825 0.000491 0.003472 0 13 0 21 68 43
Solyc12g013640.1.1 -4.44147 0.724669 1.39E-05 0.000163 17 2 4 175 82 78
Solyc05g055730.2.1 -4.4399 4.296709 2.15E-18 2.77E-16 125 95 95 1545 1767 937
Solyc01g099210.2.1 -4.43345 -1.45084 0.000468 0.003341 0 7 0 17 25 29
Solyc10g008730.2.1 -4.42471 5.455714 2.14E-20 3.72E-18 248 388 143 3235 4166 2142
Solyc07g053270.2.1 -4.42382 7.700828 8.40E-16 7.95E-14 1304 1601 674 15032 23443 8278
Solyc10g079690.1.1 -4.41345 1.090235 1.72E-08 4.49E-07 13 18 6 97 295 95
Solyc12g017700.1.1 -4.41002 2.629744 4.51E-09 1.34E-07 56 20 18 595 337 331
Solyc02g088160.2.1 -4.40981 3.149071 1.67E-10 6.71E-09 17 94 60 1066 651 205
Solyc02g089920.1.1 -4.40609 0.88017 1.15E-08 3.13E-07 11 15 6 119 133 125
Solyc11g066800.1.1 -4.398 6.190066 5.52E-20 9.03E-18 385 522 372 3955 7917 4147
Solyc08g074970.1.1 -4.39625 6.243377 5.73E-17 6.43E-15 501 579 238 5263 7649 3686
Solyc03g005480.2.1 -4.39588 3.68691 2.05E-08 5.25E-07 131 52 14 978 729 887
Solyc11g007480.1.1 -4.39435 1.23799 1.28E-09 4.20E-08 11 16 14 106 250 152
Solyc02g092820.2.1 -4.38956 5.231718 9.74E-11 4.15E-09 304 220 95 831 5667 2190



Solyc10g024490.1.1 -4.38376 2.047644 2.16E-06 3.22E-05 43 3 13 218 308 318
Solyc06g066590.2.1 -4.38363 6.092389 6.80E-07 1.17E-05 729 285 30 4860 6184 3625
NCRNA_8_259 -4.38224 0.38092 1.22E-07 2.55E-06 8 8 6 76 111 84
Solyc12g056420.1.1 -4.37432 1.090277 1.81E-08 4.71E-07 12 8 15 148 245 82
Solyc10g005620.2.1 -4.37 5.052188 3.07E-15 2.77E-13 272 179 97 2044 2859 2104
Solyc04g074680.1.1 -4.36816 6.203279 1.86E-13 1.28E-11 409 864 158 3270 9770 3732
Solyc08g080530.1.1 -4.36628 1.597667 3.19E-06 4.51E-05 2 62 6 100 356 205
Solyc04g077300.2.1 -4.36522 5.376756 7.58E-19 1.07E-16 96 474 264 2573 4241 2243
Solyc01g095860.2.1 -4.36389 0.219994 2.50E-06 3.65E-05 3 19 2 109 73 57
Solyc08g021880.1.1 -4.35251 1.894989 1.46E-09 4.74E-08 23 42 6 284 275 215
Solyc01g010420.2.1 -4.35079 -1.7535 0.000896 0.005782 3 0 1 22 22 14
Solyc01g111570.2.1 -4.33802 6.368102 4.38E-18 5.48E-16 457 538 482 7277 6839 3609
Solyc05g008360.1.1 -4.33743 0.001872 1.24E-05 0.000147 0 12 8 82 53 64
Solyc02g078530.2.1 -4.33675 4.935237 1.88E-18 2.47E-16 200 282 88 1921 2957 1720
Solyc12g005680.1.1 -4.32165 1.168312 7.19E-09 2.06E-07 16 19 6 142 196 135
Solyc01g090890.2.1 -4.31865 0.649885 0.000451 0.003244 11 7 8 22 390 6
Solyc07g063710.1.1 -4.31386 4.454116 1.28E-07 2.66E-06 6 323 160 921 2435 1417
Solyc02g078660.2.1 -4.3126 5.569135 5.29E-19 7.62E-17 189 534 237 2143 6050 2502
Solyc03g121190.2.1 -4.30993 2.953834 5.86E-10 2.09E-08 65 65 11 566 517 502
Solyc09g011980.1.1 -4.30962 0.452082 6.81E-07 1.18E-05 9 15 2 70 167 66
Solyc11g071470.1.1 -4.3083 1.717226 9.53E-09 2.65E-07 24 17 16 100 392 225
Solyc02g086270.2.1 -4.30448 5.764942 7.50E-20 1.20E-17 277 579 223 3635 5108 2956
Solyc03g043880.2.1 -4.30358 5.852638 2.97E-09 9.12E-08 607 207 112 5307 4794 2331
Solyc07g055690.1.1 -4.30114 6.187608 2.62E-07 5.07E-06 835 256 60 5377 6401 3808
Solyc02g067780.2.1 -4.30008 2.991692 1.69E-10 6.75E-09 75 41 19 467 838 429
Solyc09g008560.2.1 -4.29712 6.446048 3.94E-13 2.57E-11 680 529 329 9159 5655 3491
Solyc07g005090.2.1 -4.29095 8.04658 5.93E-13 3.76E-11 2170 1873 710 14496 29899 14024
Solyc03g071850.1.1 -4.28251 3.48768 2.46E-07 4.80E-06 123 58 7 977 839 545
Solyc10g083290.1.1 -4.28213 9.093727 3.20E-11 1.49E-09 4316 5152 914 34280 60407 26233
Solyc07g049460.2.1 -4.28076 1.41344 1.40E-05 0.000164 31 10 2 77 354 163
Solyc12g099260.1.1 -4.28027 10.25323 3.73E-12 2.08E-10 9986 6017 5137 120483 82236 53312
Solyc06g035960.2.1 -4.27854 10.02501 2.60E-11 1.24E-09 9361 6809 2305 79710 98603 47926
Solyc01g006050.2.1 -4.2645 1.376602 5.72E-06 7.56E-05 2 48 11 51 386 155
Solyc06g069650.2.1 -4.26378 3.326616 1.48E-08 3.95E-07 7 192 44 549 923 652
Solyc10g085010.1.1 -4.26315 9.039297 1.17E-12 7.10E-11 2901 7190 1132 34414 56666 24934
Solyc01g106610.2.1 -4.26291 6.766907 0.000283 0.002187 1473 94 41 14909 3634 3500
Solyc08g078700.2.1 -4.26033 3.959797 3.31E-08 8.01E-07 153 33 66 1285 499 1198
Solyc08g028780.1.1 -4.26031 6.563394 1.26E-11 6.46E-10 844 654 214 8568 7144 4297
Solyc06g065010.2.1 -4.25934 4.783254 1.27E-19 2.01E-17 172 242 121 2344 1910 1470
Solyc06g061170.2.1 -4.2549 7.195272 6.47E-14 4.73E-12 1042 1145 586 14965 9188 6370
Solyc09g011870.1.1 -4.25158 9.50961 2.58E-16 2.65E-14 2762 8958 3864 60724 64236 32126
Solyc07g008810.1.1 -4.24404 1.288253 0.000109 0.000971 1 59 3 51 378 134
Solyc03g005510.1.1 -4.24336 -0.12142 0.000956 0.006103 11 4 0 9 147 53
Solyc10g055200.1.1 -4.2286 8.005825 1.80E-13 1.24E-11 1742 2787 717 23164 18715 12143
Solyc08g075550.2.1 -4.22541 7.393634 5.36E-09 1.57E-07 1768 894 289 6990 19191 10569
Solyc12g099140.1.1 -4.21716 3.266518 8.48E-08 1.85E-06 108 15 33 729 772 522
Solyc02g079500.2.1 -4.21499 4.882135 7.87E-11 3.39E-09 71 498 131 698 4490 1629
Solyc03g111730.2.1 -4.21184 4.271987 1.78E-16 1.88E-14 92 211 104 779 2819 874
Solyc05g015850.2.1 -4.21143 7.38809 1.45E-11 7.33E-10 1566 1145 396 11728 15938 8474
Solyc09g074890.1.1 -4.2103 0.913543 8.51E-07 1.43E-05 16 9 9 201 83 92
Solyc11g007490.1.1 -4.20612 6.345956 1.17E-08 3.19E-07 876 494 94 5411 8390 3966
Solyc01g097240.2.1 -4.20013 9.69502 7.25E-13 4.49E-11 4012 12486 2359 39486 90145 50472
Solyc02g085010.1.1 -4.19653 6.807569 9.14E-17 9.99E-15 702 1171 454 8852 9103 5734
Solyc03g020050.2.1 -4.19347 9.908582 0.001193 0.007369 13658 291 681 153504 18843 20328
Solyc03g096190.1.1 -4.18975 2.979297 8.31E-11 3.56E-09 41 121 17 343 785 546
Solyc02g036480.1.1 -4.18831 8.299215 6.50E-13 4.09E-11 2222 3668 763 23298 30758 14430
Solyc07g045000.2.1 -4.18709 2.103296 5.52E-08 1.26E-06 4 63 33 190 607 189
Solyc11g008820.1.1 -4.18689 2.317407 1.14E-09 3.81E-08 43 43 12 237 532 306
Solyc04g072920.2.1 -4.18421 4.705289 2.71E-16 2.75E-14 128 370 90 1268 3281 1306
Solyc11g063530.1.1 -4.18283 -1.32489 0.001174 0.007269 0 1 6 13 52 20
Solyc06g008620.1.1 -4.17759 8.415602 0.000658 0.004457 4901 355 88 50193 10802 8350
Solyc06g076320.1.1 -4.17695 2.533386 6.88E-07 1.19E-05 64 35 7 637 460 152
Solyc09g007520.2.1 -4.1733 7.777837 8.15E-09 2.31E-07 2462 817 547 20037 17357 9289
Solyc02g094190.2.1 -4.16303 7.447828 4.13E-14 3.14E-12 1453 1062 822 11477 18187 8480
Solyc03g020030.2.1 -4.16118 5.272683 4.22E-05 0.000431 543 56 23 3905 1547 2199
Solyc10g017570.2.1 -4.16101 6.065396 8.71E-17 9.55E-15 499 579 280 4100 6732 3637
Solyc12g088040.1.1 -4.15711 6.116084 2.77E-11 1.32E-09 643 584 147 6195 5078 3275
Solyc05g016310.1.1 -4.15666 7.147525 1.48E-12 8.85E-11 1170 1383 359 8492 16274 6685
Solyc02g083850.2.1 -4.15602 5.807962 3.53E-13 2.32E-11 510 355 206 4937 4012 2750
Solyc01g073890.2.1 -4.15538 5.925626 3.36E-14 2.59E-12 174 1055 264 3936 5871 3264
Solyc01g105630.2.1 -4.15451 3.039271 5.08E-12 2.75E-10 59 98 20 557 745 447
Solyc05g009410.1.1 -4.15348 -0.71158 0.000216 0.001732 6 0 4 31 85 20
Solyc01g007000.2.1 -4.1514 4.723159 5.96E-12 3.21E-10 138 449 44 1890 2523 1286
Solyc10g079810.1.1 -4.1468 5.411528 1.04E-16 1.13E-14 352 313 178 3220 3911 2019
Solyc10g005440.1.1 -4.1459 0.143357 0.00159 0.00938 17 0 0 80 136 31
Solyc08g068770.1.1 -4.13833 8.929279 1.48E-11 7.49E-10 3763 5428 1240 47245 38740 18204
Solyc06g005520.2.1 -4.1278 7.64011 1.58E-15 1.46E-13 1509 1738 880 13912 18046 10578
Solyc09g030370.2.1 -4.12229 1.655757 1.02E-06 1.69E-05 36 11 10 310 160 163
Solyc04g008100.1.1 -4.12093 7.231857 2.93E-06 4.19E-05 1833 902 73 8775 17570 7058
Solyc12g057140.1.1 -4.11476 6.372857 5.60E-16 5.49E-14 517 596 596 3964 10650 4041
Solyc02g065190.2.1 -4.11324 5.16643 7.78E-10 2.71E-08 347 194 148 712 4395 2695
Solyc08g013970.1.1 -4.11132 3.95464 3.37E-15 3.00E-13 82 92 143 891 1959 650
Solyc02g070910.1.1 -4.10739 5.04219 4.35E-19 6.35E-17 132 463 185 1665 3430 1997
Solyc11g008840.1.1 -4.10721 -1.55667 0.000372 0.002752 2 5 0 29 21 16



Solyc03g082530.1.1 -4.1003 5.485005 1.75E-11 8.68E-10 446 379 88 3193 3993 2342
Solyc01g096560.1.1 -4.08648 3.168292 7.29E-10 2.56E-08 96 37 37 473 797 606
Solyc05g010020.2.1 -4.08549 5.475672 9.66E-11 4.12E-09 383 544 63 2768 4319 2449
Solyc03g123380.1.1 -4.0793 2.584367 4.61E-11 2.09E-09 17 68 54 277 529 437
Solyc09g097960.2.1 -4.07851 5.16415 1.16E-10 4.79E-09 114 743 99 1325 4765 1966
Solyc06g066310.2.1 -4.07452 6.510632 1.76E-13 1.22E-11 565 851 583 10054 4413 4013
Solyc06g070990.2.1 -4.07158 3.851365 1.50E-10 6.08E-09 140 140 27 1244 964 762
Solyc06g062540.2.1 -4.07059 2.152561 0.000503 0.003536 8 109 8 34 1106 46
Solyc08g022240.1.1 -4.06638 1.668915 6.90E-09 1.98E-07 28 27 12 274 278 127
Solyc02g021680.2.1 -4.06587 0.019481 4.72E-05 0.000474 0 20 6 48 112 57
Solyc01g080570.2.1 -4.06175 7.446584 8.94E-07 1.50E-05 2376 468 279 12407 16378 8636
Solyc07g006420.1.1 -4.06136 5.035313 3.51E-10 1.32E-08 245 494 43 1483 3428 2111
Solyc02g077370.1.1 -4.05926 6.818644 5.92E-08 1.35E-06 1251 977 110 7315 10504 6221
Solyc05g041920.2.1 -4.05723 6.034051 2.81E-13 1.88E-11 565 695 184 4803 6039 3190
Solyc08g005280.1.1 -4.0527 2.035089 2.21E-09 6.95E-08 26 49 19 129 456 291
Solyc05g052280.2.1 -4.05217 5.864791 6.48E-12 3.48E-10 210 1009 279 1700 6699 4161
Solyc12g057060.1.1 -4.05142 8.959768 5.24E-09 1.54E-07 5358 3515 1241 54532 30583 18407
Solyc06g035710.1.1 -4.04927 -1.51062 0.000813 0.00533 3 4 0 14 48 13
Solyc12g056600.2.1 -4.04829 7.322317 2.04E-07 4.05E-06 2058 349 487 9724 18492 7256
Solyc05g008910.2.1 -4.04284 1.198479 2.71E-05 0.000292 12 30 12 369 60 33
Solyc01g107390.2.1 -4.04009 6.45696 9.36E-07 1.56E-05 1171 350 125 9482 5916 3051
Solyc10g081560.1.1 -4.03722 5.774317 3.93E-12 2.18E-10 517 539 139 3402 6161 2507
Solyc10g085030.1.1 -4.03444 4.483335 2.55E-14 2.01E-12 128 357 72 1992 1804 946
Solyc04g055000.2.1 -4.0208 1.195883 1.39E-05 0.000163 0 33 25 132 258 110
NCRNA_12_259 -4.01332 0.104612 3.02E-06 4.30E-05 9 12 3 80 82 58
NCRNA_12_273 -4.01332 0.104612 3.02E-06 4.30E-05 9 12 3 80 82 58
Solyc02g062670.2.1 -4.01132 5.97847 2.42E-11 1.17E-09 661 482 190 5622 4664 2899
Solyc06g074990.1.1 -4.01102 2.437192 1.91E-11 9.42E-10 37 53 33 295 690 231
Solyc09g074490.2.1 -4.00551 -1.10009 0.000625 0.004265 3 8 0 18 25 44
Solyc03g119970.2.1 -4.00061 8.795504 7.95E-12 4.20E-10 4309 3019 2073 20790 56157 22284
Solyc01g097390.2.1 -3.9983 3.276217 7.13E-11 3.10E-09 97 74 37 392 1069 622
Solyc09g014460.1.1 -3.99716 -0.41258 0.000113 0.001004 0 16 4 62 60 33
Solyc06g036420.1.1 -3.98471 2.210702 3.31E-10 1.26E-08 38 47 21 258 354 329
Solyc12g007040.1.1 -3.98469 3.23233 1.11E-13 7.84E-12 71 110 41 705 770 493
Solyc02g082450.2.1 -3.98303 8.197409 1.85E-07 3.70E-06 3970 1225 538 20078 29117 14136
Solyc01g103580.2.1 -3.97921 5.106449 4.08E-16 4.06E-14 260 342 194 3432 2201 1483
Solyc09g005840.1.1 -3.97804 2.709443 2.93E-11 1.38E-09 57 61 30 553 460 335
Solyc03g043900.1.1 -3.9762 2.583472 4.13E-10 1.52E-08 26 99 31 203 613 444
Solyc04g079730.1.1 -3.97605 5.525576 1.05E-11 5.44E-10 443 397 182 5065 2608 1789
Solyc08g081550.2.1 -3.97251 8.245354 1.61E-10 6.50E-09 2751 3626 775 28839 24998 10963
Solyc01g103870.1.1 -3.97189 2.308985 1.64E-08 4.32E-07 52 39 17 489 310 218
Solyc11g068440.1.1 -3.97177 5.265136 2.91E-16 2.93E-14 344 362 167 2386 3930 1978
Solyc06g073760.2.1 -3.97008 5.055541 5.81E-16 5.65E-14 231 464 130 1511 3755 1954
Solyc06g076020.2.1 -3.95992 7.988101 1.11E-08 3.04E-07 1831 4499 343 20911 23378 10347
Solyc08g067390.2.1 -3.95967 6.022561 6.43E-16 6.19E-14 510 753 291 4367 5473 3747
Solyc02g064830.2.1 -3.95636 5.491764 7.53E-06 9.56E-05 686 134 38 2305 4735 2628
Solyc09g014590.2.1 -3.95153 0.407038 2.37E-05 0.000259 8 4 16 150 78 43
Solyc04g074540.2.1 -3.95149 0.237899 3.55E-05 0.000372 0 19 12 83 111 55
Solyc05g050350.1.1 -3.95124 6.996689 1.39E-09 4.55E-08 1333 1344 263 11979 9601 5253
Solyc05g005150.1.1 -3.9326 7.819165 4.87E-15 4.21E-13 1152 3582 1250 14563 21785 11876
Solyc04g077180.1.1 -3.93213 3.74936 2.82E-13 1.89E-11 43 229 94 621 1202 961
Solyc03g080190.2.1 -3.92899 8.533189 5.48E-13 3.49E-11 3398 3934 1439 23515 35827 19724
Solyc02g079150.1.1 -3.92213 0.543021 2.78E-07 5.32E-06 9 19 8 95 153 65
Solyc01g008690.2.1 -3.91719 3.791879 1.11E-07 2.34E-06 195 51 34 1143 1187 606
Solyc12g010410.1.1 -3.91693 4.050502 2.49E-16 2.57E-14 93 257 87 834 1792 946
Solyc09g011350.1.1 -3.91613 -1.25334 0.001126 0.007018 4 0 4 45 26 12
Solyc07g018200.1.1 -3.91381 5.795508 3.19E-10 1.22E-08 636 393 197 5656 3676 2194
Solyc08g021870.1.1 -3.90025 2.21147 3.91E-10 1.45E-08 17 74 34 338 323 280
Solyc04g073950.1.1 -3.89984 6.275788 4.14E-14 3.14E-12 729 607 449 6063 6287 3872
Solyc01g109120.2.1 -3.89082 6.477488 4.43E-11 2.02E-09 354 1991 302 5539 8667 4786
Solyc05g041910.2.1 -3.8848 9.489903 3.69E-14 2.82E-12 4936 10626 3406 47825 71864 34940
Solyc07g062490.1.1 -3.87793 9.61753 1.56E-08 4.14E-07 9699 3631 3542 78943 42294 37338
Solyc01g081340.2.1 -3.87757 2.344916 1.70E-09 5.48E-08 33 90 16 296 422 328
Solyc05g008310.2.1 -3.87722 6.396879 4.72E-15 4.09E-13 353 1346 622 4494 9590 4317
Solyc11g008600.1.1 -3.87708 3.292616 2.45E-13 1.66E-11 46 159 63 469 976 624
Solyc05g021080.1.1 -3.87596 2.200268 1.08E-07 2.29E-06 31 39 41 560 332 86
Solyc10g005300.2.1 -3.87437 0.127159 5.93E-05 0.00058 9 17 2 130 66 28
Solyc03g098100.2.1 -3.87076 8.726665 3.92E-08 9.32E-07 5727 2197 1188 23069 52072 19074
Solyc03g113130.2.1 -3.86845 2.016196 1.04E-08 2.87E-07 9 67 37 203 410 244
Solyc04g082960.1.1 -3.86102 6.266389 1.04E-14 8.68E-13 576 1078 370 3940 6950 5116
Solyc02g077520.2.1 -3.86025 2.240409 5.06E-10 1.83E-08 23 63 39 218 367 366
Solyc02g087450.2.1 -3.85986 1.294246 8.70E-08 1.89E-06 8 23 31 178 215 121
Solyc11g068780.1.1 -3.85872 2.338993 1.59E-07 3.22E-06 65 23 22 436 334 260
Solyc10g080010.1.1 -3.85725 7.457132 3.66E-13 2.40E-11 1514 2318 700 11696 16473 9125
Solyc02g068680.1.1 -3.85145 6.327868 1.15E-08 3.15E-07 786 1206 117 4017 9369 4186
Solyc06g072650.1.1 -3.8505 6.151981 1.03E-15 9.69E-14 359 1080 513 5946 5085 3615
Solyc07g042230.1.1 -3.84605 1.701016 3.98E-06 5.48E-05 20 71 4 338 242 103
Solyc02g087100.1.1 -3.8457 0.749929 2.33E-06 3.43E-05 12 24 8 189 98 56
Solyc08g078970.1.1 -3.84321 2.440135 2.08E-09 6.59E-08 54 60 21 488 422 225
Solyc02g072070.2.1 -3.8427 4.32305 8.15E-08 1.78E-06 260 190 23 1149 2074 1069
Solyc05g012180.2.1 -3.84092 5.399818 2.69E-19 3.99E-17 247 621 281 2790 3994 2181
Solyc04g005240.1.1 -3.84089 0.015483 4.85E-05 0.000485 11 13 1 46 109 58
Solyc03g007080.2.1 -3.83752 2.278419 2.83E-08 6.96E-07 53 45 19 459 425 154
Solyc06g065430.2.1 -3.83706 -1.94721 0.001592 0.009388 0 3 3 19 18 12



Solyc05g053150.1.1 -3.83539 5.546277 9.50E-07 1.58E-05 699 178 114 1416 6749 2426
Solyc02g068540.1.1 -3.83435 4.306594 5.82E-16 5.65E-14 155 175 160 1739 1464 904
Solyc02g067790.2.1 -3.83429 6.916219 1.04E-08 2.89E-07 1475 987 371 3766 16693 6624
Solyc09g011740.2.1 -3.82811 8.770147 1.90E-12 1.11E-10 4293 4540 2050 35521 37994 19021
NCRNA_5_231 -3.82443 -0.06383 0.000303 0.002317 13 8 1 24 106 69
Solyc08g078550.1.1 -3.82396 2.901362 4.25E-10 1.56E-08 30 109 68 223 971 450
Solyc03g119810.1.1 -3.82352 5.260564 8.64E-15 7.24E-13 287 609 159 3275 3070 1693
Solyc02g079540.1.1 -3.82322 4.426455 1.35E-14 1.10E-12 174 318 88 1779 1861 915
Solyc10g076780.1.1 -3.81838 5.881759 1.77E-15 1.63E-13 273 1021 404 4524 5028 2845
Solyc06g051970.2.1 -3.81602 3.106157 1.66E-09 5.36E-08 107 49 41 571 805 444
Solyc05g007110.2.1 -3.80874 2.802045 3.63E-05 0.000379 114 33 4 546 562 343
Solyc07g042550.2.1 -3.80719 9.811123 2.46E-14 1.97E-12 7325 10974 5336 59162 91676 42538
Solyc06g084370.1.1 -3.80523 3.947696 5.11E-16 5.03E-14 104 220 98 778 1779 803
Solyc08g074680.2.1 -3.80479 9.806091 1.11E-05 0.000133 13524 2012 3315 113342 40362 27578
Solyc08g007460.2.1 -3.80239 9.109928 4.42E-11 2.02E-09 5911 6251 1898 37184 54291 26706
Solyc10g086180.1.1 -3.802 9.814525 2.96E-11 1.39E-09 2844 13143 9632 84677 71561 33700
Solyc06g009290.2.1 -3.7998 9.657347 4.54E-08 1.06E-06 11446 4521 2264 50450 73344 45654
Solyc03g043700.2.1 -3.79377 4.33937 1.20E-12 7.28E-11 191 263 82 1937 1574 746
Solyc06g053270.1.1 -3.79067 0.284061 1.65E-05 0.000189 2 21 12 41 132 82
Solyc04g077810.1.1 -3.78979 4.420542 4.29E-10 1.57E-08 227 274 60 1021 1295 1841
Solyc05g056500.1.1 -3.77684 5.975221 1.88E-16 1.97E-14 515 771 399 4010 5576 3558
Solyc12g049030.1.1 -3.75727 7.089496 1.08E-07 2.29E-06 958 3107 184 7080 12433 8781
Solyc10g055820.1.1 -3.75312 5.091862 1.25E-14 1.03E-12 139 514 340 1616 2583 2631
Solyc09g007730.2.1 -3.75192 4.798842 2.51E-19 3.74E-17 178 384 221 1789 2382 1605
Solyc07g056470.2.1 -3.7501 6.275143 6.59E-06 8.52E-05 1289 261 151 7981 4876 3036
Solyc02g088510.2.1 -3.74843 4.170274 1.40E-17 1.66E-15 107 260 146 1319 1682 823
Solyc06g053440.2.1 -3.74558 -1.06749 0.000587 0.004036 0 7 6 26 60 16
Solyc05g052880.2.1 -3.74164 0.64404 8.95E-05 0.000821 21 6 9 194 66 50
Solyc12g088940.1.1 -3.7375 6.172283 4.42E-14 3.34E-12 291 1301 606 4053 6787 4273
Solyc12g057150.1.1 -3.73721 4.262624 8.05E-16 7.65E-14 179 221 116 1088 1896 1075
Solyc07g006800.1.1 -3.73628 1.245187 0.000176 0.001455 33 13 10 250 27 157
Solyc05g051210.2.1 -3.73434 1.640166 4.83E-07 8.70E-06 36 21 20 109 279 244
Solyc04g074480.2.1 -3.73248 11.37724 3.43E-14 2.64E-12 14750 35622 25546 205503 224532 126905
Solyc12g015860.1.1 -3.72961 8.3198 3.04E-13 2.03E-11 1587 4584 3117 28438 21134 15554
Solyc02g062390.2.1 -3.72899 6.213928 1.57E-06 2.45E-05 1117 590 100 3910 10385 2639
Solyc02g092870.1.1 -3.7245 3.265338 2.34E-08 5.92E-07 137 56 37 727 709 527
Solyc02g085130.2.1 -3.72377 3.609786 2.16E-14 1.74E-12 109 141 82 653 1256 684
Solyc03g006250.2.1 -3.72239 7.735536 2.73E-13 1.84E-11 935 3317 2091 16522 20352 8736
Solyc09g010780.2.1 -3.71741 5.729574 1.62E-16 1.73E-14 342 786 414 2794 6118 2637
Solyc11g006540.1.1 -3.71732 5.346928 1.62E-13 1.13E-11 462 325 249 2215 3907 2417
Solyc07g056000.2.1 -3.71714 6.062593 2.80E-09 8.64E-08 481 1487 143 5048 6498 2777
Solyc05g052670.1.1 -3.71577 9.267127 1.03E-10 4.34E-09 6270 5921 4030 65454 39138 22218
Solyc02g070920.2.1 -3.71147 1.760454 2.42E-08 6.11E-07 14 46 38 136 363 216
Solyc01g079980.2.1 -3.70926 0.603551 0.000651 0.004418 19 15 5 244 30 23
Solyc11g044840.1.1 -3.70898 5.782116 6.84E-08 1.53E-06 108 1314 424 1571 8599 2508
Solyc07g048060.1.1 -3.70866 5.251194 1.65E-07 3.32E-06 533 398 53 1936 4784 1718
Solyc04g057830.1.1 -3.70224 3.616263 1.53E-12 9.09E-11 103 204 54 974 1105 517
Solyc05g016060.2.1 -3.69905 8.268029 1.87E-08 4.84E-07 4297 2728 812 23232 28073 13911
Solyc02g071560.2.1 -3.69808 4.622621 0.000123 0.001077 5 678 190 483 2703 1962
Solyc08g005790.2.1 -3.69705 1.203457 2.30E-06 3.40E-05 5 56 15 199 188 93
Solyc01g102390.2.1 -3.69686 6.80256 3.86E-10 1.44E-08 1412 759 623 4950 12212 6669
Solyc01g097450.2.1 -3.69652 4.44477 1.14E-12 6.92E-11 60 426 209 1394 2069 1132
Solyc03g115060.2.1 -3.69442 7.883038 2.54E-09 7.88E-08 2919 2823 633 14844 21388 13106
Solyc02g079750.2.1 -3.6876 8.971787 1.02E-10 4.30E-09 5994 4581 2575 40624 34703 26718
Solyc03g044210.2.1 -3.68609 -0.17802 0.000471 0.003355 13 1 6 38 72 65
Solyc10g055420.1.1 -3.68443 1.480372 4.58E-05 0.000463 47 8 9 239 168 149
Solyc01g068630.2.1 -3.6843 3.514628 5.92E-08 1.35E-06 142 102 54 1428 596 307
Solyc10g076480.1.1 -3.68301 7.484669 1.19E-14 9.82E-13 1079 2953 1404 12164 16657 8945
Solyc03g083960.2.1 -3.68213 6.016945 4.55E-15 3.98E-13 534 953 403 4454 6774 2751
Solyc05g052650.2.1 -3.67396 2.689759 7.31E-08 1.62E-06 24 141 46 760 338 209
Solyc05g055080.1.1 -3.66534 2.634875 1.11E-06 1.81E-05 15 190 20 310 640 362
Solyc09g098010.2.1 -3.66463 0.117411 7.31E-05 0.000694 13 15 2 104 80 38
Solyc03g006610.2.1 -3.66289 5.340451 6.13E-17 6.85E-15 363 564 250 2619 3926 2031
Solyc03g111170.2.1 -3.65841 8.713964 2.67E-13 1.80E-11 4133 4551 2991 29987 38161 20212
Solyc04g081510.2.1 -3.65638 7.528654 1.41E-14 1.15E-12 1509 2578 1336 12339 17109 9383
Solyc12g100170.1.1 -3.65293 1.5424 9.15E-08 1.97E-06 19 59 14 137 296 177
Solyc07g056500.2.1 -3.6519 6.422742 1.88E-13 1.29E-11 880 1103 466 5317 7999 4664
Solyc09g014470.1.1 -3.65002 -0.57866 0.000429 0.003107 0 10 10 51 48 34
Solyc09g007930.2.1 -3.64956 2.262518 8.14E-05 0.000759 76 30 13 117 968 101
Solyc01g107400.2.1 -3.6474 3.944787 0.001163 0.00722 312 5 17 893 1015 1128
Solyc06g062920.2.1 -3.64564 5.400059 2.34E-05 0.000256 695 369 20 2902 3940 2058
Solyc08g006730.1.1 -3.64535 3.413862 4.55E-13 2.94E-11 63 167 96 912 910 420
Solyc03g119660.1.1 -3.64385 2.831498 3.01E-11 1.41E-09 67 85 51 366 648 454
Solyc02g079460.1.1 -3.64358 1.881757 1.45E-06 2.29E-05 53 36 9 290 293 176
Solyc02g093250.2.1 -3.63791 5.806885 1.74E-11 8.65E-10 454 1092 228 5051 3788 2577
Solyc02g083370.1.1 -3.63657 1.710499 2.88E-08 7.07E-07 31 47 18 153 321 206
Solyc09g007860.2.1 -3.63398 5.021973 1.03E-12 6.29E-11 377 423 129 1982 3099 1745
Solyc08g075320.2.1 -3.63108 4.041561 3.17E-11 1.48E-09 126 306 87 759 2497 546
Solyc01g056860.1.1 -3.63021 2.318968 1.10E-07 2.34E-06 47 65 33 582 334 121
Solyc11g007950.1.1 -3.62511 0.920154 0.000248 0.001955 0 50 17 177 152 65
Solyc03g005980.2.1 -3.6231 5.307821 1.83E-13 1.26E-11 283 807 196 2978 4134 1462
Solyc08g081540.2.1 -3.61787 3.978928 9.19E-13 5.66E-11 130 295 74 1304 1300 683
Solyc09g090980.2.1 -3.61411 9.789611 2.00E-09 6.35E-08 5475 21576 3354 76045 55715 46117
Solyc03g098660.2.1 -3.61363 5.733804 1.05E-10 4.37E-09 444 1089 191 2371 4521 3886



Solyc07g065090.1.1 -3.60746 7.427848 2.32E-12 1.34E-10 1770 1898 1263 14989 12799 7669
Solyc07g005110.2.1 -3.60665 2.879779 4.72E-08 1.10E-06 57 173 17 570 652 322
Solyc10g054010.1.1 -3.60435 4.381945 6.39E-15 5.45E-13 102 311 240 1038 2002 1297
Solyc11g066150.1.1 -3.59652 5.348153 2.83E-16 2.86E-14 386 512 307 2435 4572 1819
Solyc05g052660.1.1 -3.594 2.44338 2.54E-08 6.36E-07 23 115 45 565 321 213
Solyc10g084240.1.1 -3.59097 3.819461 3.46E-13 2.27E-11 133 132 138 1126 1340 539
Solyc12g096960.1.1 -3.58931 5.473707 5.97E-07 1.05E-05 551 739 64 4824 2603 1597
Solyc11g006910.1.1 -3.58704 4.574707 6.23E-14 4.57E-12 224 257 213 1132 1758 1830
Solyc01g105620.2.1 -3.5857 4.211109 2.47E-15 2.25E-13 169 290 114 1229 1617 992
Solyc03g083680.1.1 -3.5845 5.142951 2.20E-12 1.28E-10 358 614 136 2760 2937 1642
Solyc11g015900.1.1 -3.58313 5.483283 4.07E-10 1.50E-08 446 875 120 2264 4576 2585
Solyc11g005470.1.1 -3.58192 2.557947 1.29E-10 5.29E-09 37 111 44 409 510 301
Solyc03g113070.2.1 -3.58127 4.433705 1.77E-11 8.78E-10 209 317 134 2377 1346 702
Solyc04g079660.2.1 -3.5722 5.527167 9.04E-13 5.57E-11 200 895 458 1838 4873 2975
Solyc02g067610.1.1 -3.57123 2.185927 2.10E-07 4.15E-06 28 88 34 542 224 146
Solyc01g105920.2.1 -3.56958 4.148349 8.89E-07 1.49E-05 311 98 45 907 2182 799
Solyc02g065590.2.1 -3.56837 3.376584 2.51E-11 1.21E-09 95 151 74 1012 757 377
Solyc08g075970.2.1 -3.55924 6.950746 2.48E-14 1.97E-12 739 1923 1315 8482 11878 5769
Solyc11g069640.1.1 -3.5547 2.355763 2.95E-07 5.61E-06 48 19 72 292 490 284
Solyc03g082450.2.1 -3.55412 2.582616 1.10E-08 3.02E-07 21 127 59 523 362 309
Solyc05g025820.2.1 -3.55207 6.432016 3.27E-12 1.84E-10 901 1317 468 7199 6456 4040
Solyc08g005090.1.1 -3.54749 3.30255 1.03E-09 3.48E-08 29 165 135 529 794 666
Solyc05g006390.1.1 -3.54723 6.468143 1.60E-11 8.07E-10 476 2176 515 5956 7174 4980
Solyc02g064570.1.1 -3.54427 4.088106 5.13E-06 6.86E-05 301 118 32 1837 929 649
Solyc10g074800.1.1 -3.54256 0.506287 4.65E-05 0.000469 17 21 5 156 73 52
Solyc10g084170.1.1 -3.5387 4.622641 2.34E-09 7.30E-08 287 418 75 2448 1503 1023
Solyc09g011990.1.1 -3.53849 3.977089 5.29E-14 3.94E-12 143 214 132 1340 1011 807
Solyc11g005700.1.1 -3.53747 5.191187 2.00E-15 1.83E-13 374 519 241 2078 3795 1876
Solyc06g008100.2.1 -3.53123 4.050466 1.07E-07 2.28E-06 266 151 46 1557 1124 693
Solyc01g107770.1.1 -3.53092 2.099796 2.13E-07 4.20E-06 32 100 17 168 403 304
Solyc01g007050.1.1 -3.51866 3.434632 9.10E-08 1.97E-06 144 173 21 670 1070 537
Solyc01g106410.1.1 -3.51737 2.79523 2.14E-10 8.44E-09 34 117 81 347 690 410
Solyc07g006100.2.1 -3.51643 2.511161 7.99E-09 2.27E-07 61 52 55 512 486 197
Solyc01g089990.1.1 -3.51079 0.553641 7.48E-06 9.52E-05 15 19 11 131 71 81
Solyc06g074530.1.1 -3.50409 7.622647 2.97E-12 1.68E-10 1377 4234 1300 14446 17298 9279
Solyc12g007050.1.1 -3.50336 6.731319 2.88E-11 1.36E-09 1102 1927 483 7698 8659 5459
Solyc02g032170.2.1 -3.50239 -0.60534 0.001269 0.007759 0 18 6 26 45 54
Solyc06g062340.2.1 -3.50035 3.794643 5.70E-13 3.62E-11 98 280 101 962 893 884
Solyc01g107760.2.1 -3.4998 1.331858 5.49E-05 0.000541 26 24 25 25 333 180
Solyc12g006050.1.1 -3.49976 5.964549 2.54E-08 6.36E-07 975 660 184 4012 6541 2782
Solyc05g014300.1.1 -3.4996 1.548053 0.000335 0.002528 55 14 8 55 195 301
Solyc04g005160.1.1 -3.49207 10.08407 6.97E-13 4.35E-11 8338 19744 8752 82614 91434 50735
Solyc11g067190.1.1 -3.48979 6.128325 1.15E-09 3.82E-08 598 1040 639 2725 12019 1838
Solyc08g068690.1.1 -3.48716 9.308695 1.31E-09 4.30E-08 2574 17521 4207 44181 58623 29930
Solyc02g064560.1.1 -3.48546 0.298639 0.000796 0.005241 18 19 1 141 40 53
Solyc02g071970.1.1 -3.48225 5.164712 7.52E-10 2.63E-08 104 1008 279 1905 4002 1776
Solyc04g074990.2.1 -3.48142 3.12322 9.36E-12 4.90E-10 64 122 98 474 737 556
Solyc08g068720.1.1 -3.47881 2.011766 5.11E-05 0.000509 73 21 15 468 199 135
Solyc03g034240.2.1 -3.47444 1.806147 0.000222 0.001776 69 9 12 101 497 176
Solyc07g007590.1.1 -3.47388 6.61589 6.86E-13 4.29E-11 870 1752 699 7145 10159 3729
Solyc10g084960.1.1 -3.4737 4.783567 9.70E-14 6.96E-12 158 582 244 1355 2136 1991
Solyc08g082900.2.1 -3.4732 5.421194 2.46E-12 1.41E-10 439 824 195 3263 3781 1892
Solyc05g007930.2.1 -3.47083 5.267201 3.22E-15 2.88E-13 220 599 483 2282 4230 1748
Solyc02g092880.2.1 -3.47054 2.929924 1.27E-07 2.64E-06 122 70 30 508 561 457
Solyc02g093520.2.1 -3.46943 7.705686 4.67E-13 3.01E-11 2088 3076 1630 12390 19534 11434
Solyc09g010980.1.1 -3.46796 3.335213 8.92E-10 3.07E-08 88 228 43 534 1170 472
Solyc09g056430.2.1 -3.46291 4.02119 2.70E-08 6.71E-07 197 220 98 546 755 1669
Solyc10g078550.1.1 -3.45165 10.29306 3.82E-07 7.07E-06 20347 8361 6999 133686 70272 47565
Solyc05g005050.2.1 -3.44978 2.827975 2.09E-09 6.61E-08 87 100 41 578 552 322
Solyc02g070580.1.1 -3.44058 6.324341 8.67E-10 3.00E-08 1201 771 436 5339 7581 3843
Solyc03g082520.1.1 -3.43836 4.977008 1.66E-05 0.000191 613 248 33 1970 2522 1877
Solyc04g012050.2.1 -3.43641 1.092528 9.77E-06 0.00012 11 61 10 200 164 74
Solyc08g080540.2.1 -3.4353 4.286494 2.76E-08 6.82E-07 265 341 44 1481 1767 831
Solyc01g111350.2.1 -3.43504 6.303346 4.93E-10 1.79E-08 308 959 1395 4991 8173 3599
Solyc12g062510.1.1 -3.43427 5.194119 7.04E-16 6.76E-14 254 713 337 2251 3881 1664
Solyc03g114000.2.1 -3.42601 5.257361 2.13E-16 2.22E-14 267 644 421 2132 3676 2134
Solyc11g007500.1.1 -3.42183 6.465857 2.01E-05 0.000225 1646 869 102 3914 11049 4279
Solyc02g090110.2.1 -3.42167 7.859407 5.20E-11 2.33E-09 2786 3635 1315 16226 20837 11146
Solyc02g087330.2.1 -3.4124 7.520996 6.53E-13 4.10E-11 1902 2686 1567 11773 16012 9933
Solyc03g112680.1.1 -3.41125 0.659147 1.40E-05 0.000163 5 25 25 124 142 61
Solyc07g039290.1.1 -3.41097 3.491033 1.25E-08 3.41E-07 129 78 136 343 1250 756
Solyc08g016290.1.1 -3.40831 1.443755 6.60E-06 8.54E-05 25 54 17 74 440 107
Solyc04g011540.2.1 -3.4019 5.888327 9.85E-14 7.05E-12 603 979 458 4467 4558 3000
Solyc03g098090.1.1 -3.40077 2.560017 7.39E-06 9.41E-05 35 95 77 103 1149 170
Solyc08g082460.2.1 -3.39699 1.171108 3.50E-06 4.91E-05 6 48 30 136 204 121
Solyc12g055710.1.1 -3.3963 4.716094 4.98E-14 3.73E-12 192 613 184 1732 2269 1390
Solyc10g045420.1.1 -3.39194 6.831577 4.11E-10 1.51E-08 1306 1746 809 11832 7162 4047
Solyc05g051540.1.1 -3.39154 2.427612 2.28E-05 0.00025 64 116 13 670 322 107
Solyc01g095100.2.1 -3.3909 5.043988 3.03E-14 2.36E-12 217 772 263 1790 3386 1745
Solyc01g086730.2.1 -3.38742 6.722048 3.48E-12 1.95E-10 1053 2050 679 7597 8979 5137
Solyc01g096930.2.1 -3.38421 7.994285 3.34E-13 2.21E-11 2310 4300 2362 17605 21437 13155
Solyc11g006730.1.1 -3.38284 2.009327 7.57E-07 1.29E-05 57 64 14 250 351 220
Solyc03g113080.2.1 -3.37531 4.423443 1.66E-10 6.68E-09 292 241 159 2098 1527 760
Solyc12g006850.1.1 -3.3753 6.429719 1.69E-13 1.18E-11 783 1555 746 6002 8531 3655



Solyc03g117990.1.1 -3.37463 1.138763 5.75E-06 7.59E-05 8 39 33 208 147 87
Solyc06g062330.1.1 -3.37143 6.253433 2.33E-12 1.35E-10 770 1471 510 5349 5470 4404
Solyc03g025670.2.1 -3.37135 8.568004 5.84E-11 2.58E-09 2196 8702 3686 17162 42386 20836
Solyc07g064870.2.1 -3.3694 3.801461 9.16E-10 3.14E-08 203 153 91 1228 875 670
Solyc07g045100.1.1 -3.36802 7.249528 3.49E-09 1.06E-07 1808 3062 610 12007 14100 5848
Solyc09g007790.1.1 -3.36734 5.812634 1.80E-07 3.61E-06 964 369 345 5739 3583 2035
Solyc11g010430.1.1 -3.36652 5.345538 2.84E-16 2.87E-14 314 753 414 2451 3551 2302
Solyc04g075000.1.1 -3.36367 5.291743 3.87E-15 3.43E-13 399 557 390 2994 2731 2100
Solyc05g013710.2.1 -3.35902 5.065161 2.34E-08 5.92E-07 575 349 128 2859 2702 1335
Solyc05g025680.1.1 -3.35556 2.429175 9.60E-06 0.000118 76 41 51 631 143 242
Solyc02g092860.2.1 -3.35231 6.942897 4.74E-07 8.54E-06 2227 1077 475 6285 8387 9238
Solyc03g034360.2.1 -3.35185 2.653025 2.17E-05 0.000239 19 244 19 242 706 374
Solyc08g067610.2.1 -3.3447 7.09728 2.92E-07 5.55E-06 1639 3234 293 9987 10047 7424
Solyc06g071070.1.1 -3.33273 7.948429 8.37E-09 2.36E-07 3937 2555 1463 19703 18433 11813
Solyc01g099910.2.1 -3.33137 6.670158 2.66E-05 0.000287 2154 653 203 9177 6687 4537
Solyc05g051710.2.1 -3.3305 3.77464 6.77E-13 4.24E-11 148 245 102 881 1275 676
Solyc06g076090.2.1 -3.3305 1.037608 1.91E-06 2.92E-05 23 36 14 159 170 89
Solyc03g034250.2.1 -3.32865 5.834809 9.96E-14 7.11E-12 569 896 570 3569 6197 2405
Solyc04g054690.2.1 -3.32433 5.134071 1.45E-08 3.87E-07 499 633 117 3225 2910 1161
Solyc04g009900.2.1 -3.32354 5.95721 2.09E-11 1.03E-09 341 1173 845 2538 6460 3878
Solyc01g066940.2.1 -3.32341 6.185332 3.18E-13 2.10E-11 652 1411 654 5739 5722 3357
Solyc05g025690.1.1 -3.31846 0.853196 5.70E-05 0.00056 20 12 26 201 91 62
Solyc01g058250.1.1 -3.31632 5.378265 3.22E-10 1.23E-08 171 712 689 1578 4435 2627
Solyc06g065530.2.1 -3.316 3.115906 6.61E-07 1.15E-05 141 130 25 620 541 530
Solyc12g088390.1.1 -3.31423 6.896575 2.73E-12 1.55E-10 1176 2388 910 8192 9170 6582
Solyc06g007930.2.1 -3.31283 7.617806 1.02E-12 6.24E-11 1470 3702 2237 11806 17846 10656
Solyc01g098960.1.1 -3.3109 -1.11571 0.001021 0.006454 2 7 7 41 20 24
Solyc08g068700.1.1 -3.31081 7.950516 3.67E-06 5.11E-05 4408 2725 893 28592 11286 8711
Solyc07g006770.2.1 -3.30563 4.766871 1.07E-13 7.64E-12 231 613 215 1318 2840 1520
Solyc08g079420.2.1 -3.30221 8.731884 2.48E-11 1.20E-09 4943 7576 3033 25727 37919 23294
Solyc11g068380.1.1 -3.30139 3.530718 2.87E-09 8.82E-08 157 155 87 1130 880 366
Solyc05g052890.2.1 -3.30108 -0.27693 0.000811 0.00532 15 8 3 85 53 25
Solyc05g044490.2.1 -3.30072 4.449985 5.19E-10 1.87E-08 337 188 183 1002 2149 1339
Solyc05g056410.1.1 -3.30009 0.687747 2.62E-05 0.000284 20 14 19 150 84 77
Solyc08g005950.2.1 -3.29893 1.838799 2.54E-07 4.93E-06 39 32 49 259 257 194
Solyc06g053150.1.1 -3.29623 5.445518 6.23E-14 4.57E-12 514 737 332 2635 4138 2238
Solyc02g093270.2.1 -3.2951 9.206563 2.46E-12 1.41E-10 5899 10052 5807 34500 52499 33459
Solyc03g078490.2.1 -3.29319 9.945507 1.23E-08 3.36E-07 11362 18559 6716 27305 131106 55331
Solyc01g107090.2.1 -3.29283 6.966296 2.13E-11 1.04E-09 1168 2885 851 6741 11698 7194
Solyc10g009140.2.1 -3.29103 0.517394 8.92E-05 0.00082 10 13 26 42 129 111
Solyc02g031990.1.1 -3.28609 5.622338 7.33E-07 1.26E-05 886 673 110 3899 3842 2259
Solyc10g081980.1.1 -3.28516 7.982563 9.61E-10 3.27E-08 1595 7441 1692 15369 24464 12659
Solyc08g068660.1.1 -3.27831 -0.42083 0.000168 0.001406 6 16 6 67 49 30
Solyc02g088220.2.1 -3.27539 5.832552 2.17E-10 8.54E-09 832 845 337 4285 4556 2727
Solyc05g051530.2.1 -3.27436 5.649222 3.32E-08 8.04E-07 615 1072 234 5588 3232 1375
Solyc11g045460.1.1 -3.27072 3.109973 2.92E-09 8.97E-08 91 194 52 517 591 576
Solyc01g107100.2.1 -3.26567 6.427695 1.47E-12 8.79E-11 792 1775 784 5671 6069 5237
Solyc02g090400.2.1 -3.26244 2.684521 1.08E-06 1.76E-05 107 91 26 322 836 248
Solyc05g005060.2.1 -3.2592 3.267243 1.57E-08 4.15E-07 149 147 47 611 762 553
Solyc03g121420.2.1 -3.25872 3.610939 1.23E-09 4.08E-08 87 249 145 671 1753 332
Solyc12g014500.1.1 -3.2503 -0.46098 0.000451 0.003243 1 17 11 47 56 39
Solyc03g025870.2.1 -3.24867 -0.11802 0.000679 0.004576 16 11 4 96 41 38
Solyc05g056400.2.1 -3.24707 2.22826 0.000687 0.004624 84 38 31 711 52 115
Solyc02g078370.1.1 -3.24352 0.113811 0.000243 0.001923 17 19 3 86 72 53
Solyc04g040180.2.1 -3.23875 10.29216 1.46E-09 4.75E-08 18761 16817 8954 92500 102237 59905
Solyc04g050790.2.1 -3.23809 2.332908 2.62E-07 5.07E-06 58 106 32 185 651 250
Solyc11g005480.1.1 -3.22908 6.917551 4.18E-11 1.93E-09 1178 2434 1152 11052 8705 4690
Solyc05g010470.2.1 -3.22594 6.354522 5.27E-11 2.36E-09 1164 1154 646 5571 7373 3869
Solyc07g043320.2.1 -3.22447 9.714616 9.36E-10 3.19E-08 11964 13740 5439 51754 83464 39701
Solyc12g040570.1.1 -3.22446 5.707006 4.23E-13 2.75E-11 464 1172 481 4092 4348 2240
Solyc03g117980.2.1 -3.22337 10.22715 1.61E-11 8.10E-10 9611 26381 12714 85827 98200 58919
Solyc04g079250.2.1 -3.22165 4.199666 8.53E-07 1.44E-05 81 648 120 434 2591 990
Solyc02g067800.2.1 -3.22104 1.479632 4.73E-05 0.000476 16 80 24 48 272 233
Solyc10g081320.1.1 -3.2161 -0.2707 0.000442 0.003185 2 20 12 70 41 45
Solyc11g008640.1.1 -3.21583 1.573826 8.46E-07 1.43E-05 17 67 38 163 202 209
Solyc01g107860.2.1 -3.21352 7.574879 2.41E-12 1.39E-10 1691 3369 2388 12071 17808 9373
Solyc02g069600.2.1 -3.2111 0.839463 1.20E-05 0.000143 14 49 12 129 177 66
Solyc06g036290.2.1 -3.20073 3.513673 1.15E-06 1.87E-05 156 144 115 1498 477 267
Solyc08g008150.1.1 -3.19921 3.479083 3.47E-09 1.05E-07 87 319 78 458 1054 739
Solyc01g098840.2.1 -3.19075 8.056798 7.73E-09 2.21E-07 3705 3990 2259 27026 14335 10841
Solyc07g062630.1.1 -3.18655 0.928726 3.67E-05 0.000382 10 64 12 146 183 66
Solyc12g005940.1.1 -3.18589 7.442794 4.82E-05 0.000483 4073 921 520 13660 16494 6207
Solyc03g026230.1.1 -3.1781 4.784423 6.55E-11 2.87E-09 324 625 179 1339 3488 1143
Solyc03g118450.1.1 -3.17796 4.118972 3.99E-10 1.48E-08 185 469 88 1042 1608 901
Solyc12g014010.1.1 -3.17488 7.120043 2.08E-05 0.000231 3105 1149 375 11781 8299 7073
Solyc09g083090.2.1 -3.17466 4.48157 6.09E-08 1.38E-06 430 238 112 1074 2278 1252
Solyc04g071090.2.1 -3.1741 1.287591 0.000689 0.004635 6 77 29 160 32 227
Solyc05g008820.2.1 -3.17176 5.173304 4.79E-14 3.61E-12 359 811 325 2023 3273 2025
Solyc01g096510.2.1 -3.1715 6.874367 3.07E-10 1.18E-08 827 3452 963 7029 10154 6505
Solyc09g011860.2.1 -3.16799 5.323295 8.84E-10 3.05E-08 460 1058 187 2305 4446 1725
Solyc03g119230.1.1 -3.16739 2.141883 2.83E-07 5.40E-06 48 113 25 305 376 212
Solyc01g104740.2.1 -3.16268 5.388804 9.67E-05 0.000878 998 228 122 1062 3460 3592
Solyc02g093040.2.1 -3.16227 2.249948 5.19E-05 0.000516 73 41 54 610 133 157
Solyc06g005480.2.1 -3.16161 5.716069 3.60E-10 1.35E-08 808 907 309 3177 4978 2636



Solyc09g011330.1.1 -3.15547 6.049518 9.61E-08 2.06E-06 1166 1027 289 5602 4108 3268
Solyc01g087020.2.1 -3.15289 4.811799 1.24E-14 1.03E-12 263 609 299 1770 2616 1371
Solyc11g073060.1.1 -3.15025 2.242173 0.000245 0.001936 80 95 11 159 156 508
Solyc03g097570.2.1 -3.14412 2.233457 0.001032 0.006505 115 14 19 156 828 113
Solyc02g091070.2.1 -3.14379 5.61756 8.12E-05 0.000758 1221 165 165 3475 3854 2499
Solyc06g069040.2.1 -3.14217 4.752475 1.16E-09 3.87E-08 179 844 218 2385 1502 1338
Solyc12g010940.1.1 -3.13864 1.673179 0.000133 0.001154 3 101 46 149 345 167
Solyc11g008200.1.1 -3.13804 3.717079 2.11E-08 5.39E-07 149 355 67 1224 949 476
Solyc02g067440.2.1 -3.13689 -0.0436 0.000233 0.001859 4 19 17 47 60 74
Solyc02g072400.1.1 -3.1367 1.941643 1.49E-05 0.000173 35 87 40 484 187 86
Solyc05g008640.1.1 -3.13624 3.859905 8.01E-11 3.43E-09 146 287 165 546 1820 734
Solyc01g057910.2.1 -3.13516 4.40346 2.12E-11 1.04E-09 280 351 202 1899 1524 826
Solyc03g082640.1.1 -3.13459 4.113086 1.47E-10 5.99E-09 101 495 189 843 1947 848
Solyc12g057130.1.1 -3.13457 0.304396 0.001512 0.009012 30 6 4 74 86 77
Solyc04g005670.1.1 -3.13334 8.533269 1.04E-10 4.35E-09 4496 7654 3097 23515 36656 16664
Solyc02g094520.2.1 -3.13187 4.056454 2.12E-10 8.35E-09 203 262 190 1647 1013 630
Solyc04g009440.2.1 -3.13084 8.914883 5.45E-08 1.25E-06 8629 6840 2621 27711 44344 26050
Solyc10g011910.2.1 -3.12436 4.78236 4.34E-09 1.29E-07 187 972 158 1488 2582 1525
Solyc02g080290.2.1 -3.12416 4.90748 4.29E-07 7.83E-06 635 267 147 2414 2179 1386
Solyc01g106390.2.1 -3.12311 6.888778 8.94E-10 3.07E-08 1120 3417 794 8382 10451 5351
Solyc11g012240.1.1 -3.12119 2.296543 9.56E-06 0.000117 16 109 90 514 258 185
Solyc03g112340.1.1 -3.12093 7.505955 1.12E-09 3.74E-08 1757 5142 1243 10412 16422 9969
Solyc01g105280.2.1 -3.1189 7.936178 4.26E-11 1.96E-09 2575 5035 2636 19488 20012 10207
Solyc11g068920.1.1 -3.11759 0.911771 0.00086 0.005591 2 78 15 52 236 107
Solyc10g086280.1.1 -3.11426 9.379525 1.97E-09 6.29E-08 9704 12672 4543 47175 56714 31145
Solyc08g079480.2.1 -3.10894 3.136533 1.83E-06 2.81E-05 173 104 46 457 550 658
Solyc02g071220.2.1 -3.1037 6.21285 2.22E-11 1.09E-09 881 1649 619 4039 7161 3957
Solyc05g054820.1.1 -3.10323 2.021667 0.000193 0.001581 42 142 7 441 260 111
Solyc04g071770.2.1 -3.1013 6.491935 1.11E-08 3.04E-07 1441 1439 654 8472 6052 3417
Solyc02g078380.2.1 -3.09643 7.227945 5.68E-10 2.04E-08 1725 3126 1478 10558 7886 9847
Solyc04g077630.2.1 -3.09633 3.963558 1.27E-08 3.44E-07 91 498 151 529 1650 1007
Solyc12g087790.1.1 -3.09382 2.561486 1.47E-07 3.00E-06 60 168 38 277 604 328
Solyc09g014990.2.1 -3.09052 8.351708 2.46E-08 6.19E-07 4282 8476 1559 21280 30404 15203
Solyc08g068790.1.1 -3.09032 2.616451 1.51E-07 3.07E-06 87 122 44 530 374 290
Solyc02g079510.2.1 -3.08924 2.236223 3.06E-07 5.78E-06 36 85 77 190 573 233
Solyc03g115860.2.1 -3.0885 7.18234 8.30E-10 2.88E-08 1954 2289 1580 13114 9418 6151
Solyc05g010720.2.1 -3.08649 3.959491 9.50E-10 3.23E-08 199 367 104 720 1221 1091
Solyc03g097100.1.1 -3.07389 -0.28465 0.000549 0.003816 10 21 4 28 89 48
Solyc09g090470.2.1 -3.07045 5.152942 7.84E-12 4.17E-10 459 808 268 2515 2598 1897
Solyc05g014980.2.1 -3.06536 7.65646 4.87E-11 2.20E-09 2015 4154 2550 9816 18953 11938
Solyc03g020000.2.1 -3.06512 2.958116 2.27E-05 0.000249 154 56 70 904 364 240
Solyc04g006930.2.1 -3.06436 2.103816 2.23E-07 4.38E-06 50 65 60 359 290 195
Solyc01g094980.1.1 -3.06392 -0.4691 0.000449 0.00323 3 19 10 49 66 29
Solyc10g074570.1.1 -3.06226 7.415133 6.38E-10 2.26E-08 2515 2950 1525 12343 15492 7117
Solyc03g119980.2.1 -3.06195 6.397887 1.23E-11 6.28E-10 674 1708 1298 5581 7752 3879
Solyc03g122340.2.1 -3.05649 8.17637 1.32E-10 5.38E-09 2334 6251 4218 14617 31385 14215
Solyc12g009220.1.1 -3.05549 8.809393 1.04E-10 4.37E-09 5008 10283 4457 28174 44476 19985
Solyc03g006770.2.1 -3.05433 3.401343 2.75E-06 3.97E-05 214 125 61 1081 569 404
Solyc02g071780.2.1 -3.05136 6.393776 1.01E-11 5.27E-10 939 1791 929 6124 7456 3561
Solyc01g106620.2.1 -3.0509 11.78187 1.90E-05 0.000214 82552 31144 13314 278742 221244 183697
Solyc01g079780.2.1 -3.04706 6.525733 8.63E-12 4.54E-10 1072 1618 1194 5737 7429 5119
Solyc06g005820.2.1 -3.04435 1.22511 0.00136 0.00824 23 2 60 160 156 134
Solyc04g074950.2.1 -3.04409 5.315449 4.80E-12 2.62E-10 515 905 323 2950 3166 1852
Solyc05g053790.1.1 -3.04364 1.854402 0.000627 0.004277 86 33 12 442 138 110
Solyc02g091650.2.1 -3.04209 6.078904 4.68E-09 1.39E-07 1151 1100 488 5408 5283 2871
Solyc04g074110.2.1 -3.03796 2.996779 2.47E-07 4.82E-06 138 86 84 685 494 373
Solyc02g087210.2.1 -3.03673 6.39954 2.69E-07 5.19E-06 1481 1752 325 5733 5944 4791
Solyc04g077310.2.1 -3.0316 5.954026 4.89E-12 2.66E-10 614 1522 682 3487 5827 3257
Solyc08g077900.2.1 -3.02589 6.773036 0.000305 0.002333 2281 2088 116 12193 5109 3812
Solyc09g098000.2.1 -3.02454 0.577313 0.000347 0.002601 30 17 10 137 68 74
Solyc10g055680.1.1 -3.02289 6.405488 9.09E-10 3.12E-08 1139 1886 705 3611 9749 4358
Solyc09g011390.2.1 -3.02167 3.783516 4.88E-09 1.44E-07 237 232 98 886 979 811
Solyc01g010430.2.1 -3.02114 6.774453 1.05E-10 4.37E-09 1290 2612 1027 8022 9435 4717
Solyc06g069720.2.1 -3.02014 0.681513 3.58E-05 0.000374 23 20 21 106 160 62
Solyc02g079720.1.1 -3.01179 1.253991 5.42E-05 0.000536 47 35 13 145 257 93
Solyc03g083480.2.1 -3.01034 6.920217 1.08E-05 0.00013 2570 2020 306 9248 8438 6056
Solyc03g121340.1.1 -3.00552 3.456339 2.78E-06 4.00E-05 58 444 77 374 861 869
Solyc11g007020.1.1 -3.00188 8.112927 2.54E-08 6.36E-07 1648 5667 5327 24612 15920 12940
Solyc09g083360.2.1 -3.00052 4.318537 8.97E-05 0.000822 400 248 138 2843 435 471
Solyc02g014220.2.1 -3.0005 0.482355 0.000485 0.003439 24 31 5 140 74 53
Solyc03g005570.2.1 -2.98919 6.441531 1.03E-09 3.47E-08 1069 2369 639 6123 6623 4414
Solyc05g009550.2.1 -2.98904 4.920763 9.87E-11 4.19E-09 242 916 325 1331 3548 1473
Solyc01g103650.2.1 -2.98815 8.519487 3.20E-09 9.74E-08 5498 7966 2789 24624 28893 19102
Solyc03g112700.1.1 -2.98549 6.843096 2.91E-11 1.38E-09 1234 2564 1436 8276 8955 5554
Solyc10g012370.2.1 -2.98538 10.13679 1.54E-07 3.12E-06 20109 15915 10044 106301 64063 47748
Solyc03g115870.2.1 -2.98408 5.599338 2.21E-08 5.63E-07 786 753 490 5137 2751 1601
Solyc12g045020.1.1 -2.98371 5.101678 1.99E-05 0.000223 282 1511 63 2143 3247 1600
Solyc09g011630.2.1 -2.98049 7.003789 0.000583 0.004015 3472 1096 155 11946 7635 5380
Solyc06g050790.2.1 -2.97143 4.352588 3.38E-12 1.90E-10 171 522 279 1389 1578 1060
Solyc02g081830.2.1 -2.96775 4.386305 7.94E-12 4.20E-10 303 371 235 1499 1654 998
Solyc10g074730.1.1 -2.96751 0.89473 0.000142 0.001219 5 43 40 98 169 102
Solyc01g009780.2.1 -2.96362 6.555335 5.10E-11 2.29E-09 1215 2057 1002 5480 8592 4856
Solyc06g072330.2.1 -2.95728 4.970415 3.86E-05 0.000399 792 216 159 3081 1325 1483
Solyc02g062380.1.1 -2.95625 2.625723 4.06E-05 0.000417 149 49 36 331 708 254



Solyc06g065560.1.1 -2.95588 7.940912 1.02E-09 3.44E-08 3432 5511 2261 18042 20064 11017
Solyc01g100010.2.1 -2.95509 6.715139 6.70E-09 1.93E-07 1722 2157 780 8003 8000 4807
Solyc07g020870.1.1 -2.94734 5.139069 2.23E-09 7.00E-08 207 680 754 2929 2339 1607
Solyc02g071090.2.1 -2.94271 3.200127 0.000117 0.001033 13 337 145 269 821 698
Solyc07g008550.2.1 -2.93881 3.157819 1.53E-06 2.40E-05 170 84 104 774 460 454
Solyc10g008960.1.1 -2.93806 1.735655 6.08E-06 7.97E-05 55 62 29 132 368 181
Solyc08g066020.1.1 -2.93451 6.74178 1.63E-08 4.29E-07 1844 2068 821 8730 7747 4632
Solyc02g083360.1.1 -2.93314 5.645022 2.49E-11 1.20E-09 724 1101 471 2978 4511 2548
Solyc02g079170.2.1 -2.93012 9.018588 5.24E-08 1.21E-06 9728 8523 4010 35954 45666 22907
Solyc01g073820.2.1 -2.92633 3.206485 5.64E-05 0.000554 184 199 28 1025 499 272
Solyc03g112060.2.1 -2.92608 6.792387 8.24E-10 2.86E-08 1778 1981 1140 6998 10192 5196
Solyc03g006620.2.1 -2.92474 6.402951 1.87E-10 7.42E-09 1047 2159 845 6013 7551 3552
Solyc02g086900.2.1 -2.91873 6.475388 2.12E-09 6.71E-08 840 2255 1235 4643 5181 6692
Solyc03g098730.1.1 -2.91851 9.112784 3.11E-06 4.42E-05 11555 10370 2183 41501 44022 24565
Solyc08g066420.1.1 -2.91499 4.123161 1.14E-10 4.73E-09 150 488 230 1371 1134 863
Solyc12g007100.1.1 -2.91438 5.998008 1.81E-10 7.18E-09 958 1270 678 4608 5622 2666
Solyc10g006450.2.1 -2.90987 2.390333 8.99E-08 1.94E-06 60 126 64 323 508 233
Solyc11g010730.1.1 -2.90736 5.115654 1.90E-11 9.41E-10 402 880 397 1429 3838 1858
Solyc04g051500.2.1 -2.90617 7.733859 1.03E-09 3.48E-08 1649 5702 3277 13420 19591 9937
Solyc01g067750.2.1 -2.90113 8.602538 2.11E-08 5.40E-07 7108 5941 3805 27388 33249 17234
Solyc10g080050.1.1 -2.89973 -0.96749 0.001562 0.009251 6 12 5 33 54 15
Solyc12g005850.1.1 -2.89945 6.334061 4.26E-10 1.56E-08 1228 1634 844 4084 7583 4481
Solyc12g057160.1.1 -2.89812 3.559077 1.49E-06 2.35E-05 123 431 69 353 1485 632
Solyc11g010710.1.1 -2.89268 2.74315 7.01E-08 1.56E-06 89 150 77 343 789 272
Solyc04g011690.2.1 -2.88984 5.909806 8.62E-07 1.45E-05 1387 688 397 4220 5184 2643
Solyc07g005100.2.1 -2.88825 7.452664 4.04E-10 1.50E-08 2403 3748 2083 9614 16452 9110
Solyc07g008930.1.1 -2.88733 1.549212 0.000106 0.000949 26 121 13 255 215 107
Solyc03g116900.2.1 -2.88535 8.28212 1.09E-07 2.31E-06 4905 7470 2423 10773 36445 17150
Solyc01g080890.2.1 -2.88469 5.650968 4.20E-11 1.94E-09 777 914 596 3516 4179 2303
Solyc07g045030.2.1 -2.88079 3.398821 1.03E-06 1.69E-05 55 448 94 788 878 440
Solyc09g011560.2.1 -2.88038 6.527211 5.89E-09 1.72E-07 1245 2703 675 5470 8261 4686
Solyc04g074470.1.1 -2.88012 5.886985 4.05E-09 1.22E-07 1039 1121 527 4438 4019 2990
Solyc01g096790.2.1 -2.87951 3.510521 3.20E-08 7.79E-07 187 212 120 405 1232 674
Solyc01g087850.2.1 -2.87866 9.013419 2.20E-09 6.92E-08 5169 11441 8411 39064 31515 27947
Solyc08g078050.1.1 -2.87843 6.124829 2.98E-10 1.15E-08 662 1914 944 3217 7536 3550
Solyc02g090150.1.1 -2.87373 1.024641 0.000186 0.001528 39 15 29 148 201 66
Solyc12g011160.1.1 -2.8722 8.523279 2.45E-10 9.61E-09 4305 8498 5051 21995 32781 18622
Solyc11g016930.1.1 -2.86985 3.454396 2.84E-08 7.00E-07 201 198 96 578 968 619
Solyc09g056390.1.1 -2.86807 6.169219 4.70E-09 1.39E-07 1103 1464 798 6577 4592 2836
Solyc04g014640.1.1 -2.86444 -0.22667 0.000495 0.003488 6 29 9 42 85 42
Solyc04g054710.2.1 -2.85982 9.625476 7.84E-10 2.73E-08 8293 18073 12387 56901 62306 36641
Solyc01g099860.2.1 -2.85905 5.895465 2.57E-11 1.23E-09 708 1349 839 3846 5717 2527
Solyc10g008700.1.1 -2.85759 0.805323 5.58E-05 0.000549 19 27 34 129 106 94
Solyc05g007950.2.1 -2.85603 3.43296 2.40E-06 3.53E-05 237 105 108 495 1342 443
Solyc04g045600.2.1 -2.85222 6.689461 5.24E-08 1.21E-06 1625 1843 1298 10348 5733 3796
Solyc01g102530.2.1 -2.85089 6.314401 4.83E-11 2.18E-09 949 1843 1111 4698 7000 4105
Solyc10g076600.1.1 -2.85072 7.434117 3.01E-10 1.16E-08 2219 3985 2235 10688 15527 8351
Solyc10g082020.1.1 -2.85032 0.238084 0.000331 0.002504 8 31 20 38 115 77
Solyc08g080130.2.1 -2.84849 9.251662 8.21E-09 2.33E-07 9289 15122 5413 42593 49849 28243
Solyc12g008670.1.1 -2.84597 0.755635 0.00023 0.001833 33 36 9 81 135 107
Solyc05g018180.2.1 -2.84566 6.497384 1.15E-10 4.77E-09 1187 2127 1116 5873 7976 4198
Solyc05g014320.2.1 -2.84336 4.85824 1.20E-12 7.25E-11 361 697 375 1712 2528 1505
Solyc08g080860.2.1 -2.83521 3.936561 3.01E-07 5.70E-06 298 231 156 1535 847 559
Solyc02g086590.2.1 -2.83394 6.704952 3.50E-10 1.32E-08 1262 2809 1231 5663 9386 5642
Solyc09g014600.1.1 -2.83266 1.686552 0.000204 0.001658 14 44 95 289 152 158
Solyc02g092580.2.1 -2.8313 10.21673 8.69E-06 0.000108 28086 14036 8632 107786 61399 55580
Solyc04g082500.2.1 -2.83128 5.267447 3.17E-11 1.48E-09 550 989 383 2597 2889 2001
Solyc02g071690.1.1 -2.82898 0.308396 0.000736 0.004905 20 25 13 34 73 114
Solyc05g052750.2.1 -2.82878 6.391582 1.48E-08 3.94E-07 1562 1684 693 5545 7212 3927
Solyc04g081960.1.1 -2.82466 4.362743 1.43E-11 7.28E-10 262 542 238 1309 1846 954
Solyc08g006330.2.1 -2.82214 7.10441 3.96E-08 9.37E-07 2671 2484 1199 8519 12750 6353
Solyc04g016420.2.1 -2.82118 3.142254 7.99E-07 1.35E-05 54 346 101 429 689 576
Solyc12g098780.1.1 -2.82041 6.892672 1.48E-09 4.79E-08 1443 2720 1744 10091 8048 4969
Solyc09g064510.2.1 -2.81762 6.95759 4.22E-10 1.55E-08 1676 3103 1463 7847 11520 5605
Solyc09g098510.2.1 -2.81382 11.47045 6.30E-09 1.82E-07 34665 58707 45904 224967 173298 142449
Solyc08g007980.2.1 -2.81291 2.210291 9.64E-07 1.59E-05 67 79 72 262 334 285
Solyc05g008990.2.1 -2.8125 4.310187 2.65E-11 1.26E-09 195 566 279 1144 1670 1077
Solyc07g056440.2.1 -2.80996 3.805787 1.67E-10 6.71E-09 146 344 222 735 1148 833
Solyc08g008110.2.1 -2.80863 5.411609 1.29E-10 5.31E-09 642 1043 439 3237 3552 1692
Solyc11g072630.1.1 -2.80607 4.763044 5.63E-06 7.45E-05 699 204 218 1341 2700 1415
Solyc07g045090.2.1 -2.80116 0.286785 0.000216 0.001732 18 33 10 64 103 68
Solyc07g043510.2.1 -2.8004 5.204338 3.31E-10 1.26E-08 667 638 421 2160 3519 1729
Solyc05g007940.2.1 -2.80006 4.360944 5.55E-06 7.35E-05 372 316 259 904 3465 335
Solyc03g025680.2.1 -2.79565 5.427695 3.22E-10 1.23E-08 545 1294 435 1958 4631 2174
Solyc08g076390.2.1 -2.79516 6.41184 3.72E-09 1.12E-07 1488 1658 931 5938 7579 3536
Solyc03g123680.1.1 -2.79266 6.638725 4.79E-09 1.42E-07 1286 3119 909 6015 8071 5359
Solyc06g007180.2.1 -2.79191 7.453388 0.001122 0.006997 4934 2105 445 22780 6916 3702
Solyc01g058720.2.1 -2.79142 6.415813 2.10E-05 0.000233 2280 998 389 4671 7950 4384
Solyc08g082790.2.1 -2.78619 -0.87745 0.001464 0.008766 6 12 8 29 60 19
Solyc08g008100.2.1 -2.78602 7.931154 1.44E-08 3.86E-07 3894 6047 2366 18507 19887 9968
Solyc08g078070.2.1 -2.78205 8.483671 1.57E-09 5.07E-08 3550 9778 5609 23374 31617 16255
Solyc09g007900.2.1 -2.78158 9.002301 1.36E-06 2.16E-05 6171 19128 3438 47719 34996 17651
RRNA_11_11 -2.78074 0.376686 0.000384 0.002827 13 29 23 35 114 97
Solyc04g051860.2.1 -2.77876 7.267827 2.57E-09 7.99E-08 1437 4134 2589 11290 12942 6378



Solyc02g088270.2.1 -2.77871 2.857534 0.000123 0.001079 106 127 116 84 1223 304
Solyc07g019460.2.1 -2.77752 9.082191 2.39E-09 7.45E-08 7101 14203 6806 37563 47898 22800
Solyc07g006500.2.1 -2.77473 7.024041 0.000152 0.001289 3540 1737 435 13016 7324 4629
Solyc11g042460.1.1 -2.77466 6.125996 5.10E-10 1.84E-08 1063 1559 871 3522 6743 3675
Solyc06g050630.2.1 -2.77415 4.227401 1.41E-07 2.90E-06 399 355 133 1449 1392 813
Solyc10g007900.2.1 -2.77317 5.485339 2.42E-05 0.000263 419 1278 708 443 6716 2451
Solyc08g081610.2.1 -2.77243 1.679 8.26E-06 0.000103 58 59 36 194 250 173
Solyc05g052680.1.1 -2.77207 6.690671 5.22E-09 1.53E-07 896 3458 1399 7379 8370 4595
Solyc02g093860.2.1 -2.77048 8.126022 4.59E-09 1.36E-07 3022 9081 3231 16470 25632 13532
Solyc09g057960.1.1 -2.77031 4.496903 6.37E-05 0.000616 646 226 87 1707 1486 1123
Solyc08g082510.1.1 -2.76992 -0.10874 0.00131 0.007969 10 32 8 66 34 63
Solyc05g014380.2.1 -2.76787 8.655384 1.76E-07 3.54E-06 8081 7582 3601 29774 26718 20571
Solyc02g069740.2.1 -2.76758 2.568642 2.28E-07 4.48E-06 79 131 89 273 624 300
Solyc06g062420.2.1 -2.76293 3.774663 0.000106 0.000951 186 488 85 1845 494 254
Solyc10g081430.1.1 -2.76169 1.496352 1.00E-05 0.000122 39 72 34 217 234 106
Solyc01g090210.2.1 -2.75938 4.129294 9.73E-10 3.30E-08 228 497 204 1384 1521 604
Solyc11g011120.1.1 -2.75918 7.125291 1.12E-09 3.75E-08 1659 3110 2383 6991 12502 7927
Solyc12g098760.1.1 -2.75771 7.284369 6.29E-09 1.82E-07 1989 3369 2564 13042 9773 7006
Solyc05g014390.2.1 -2.75505 7.460991 2.08E-07 4.11E-06 3653 3037 1661 11706 11597 10064
Solyc02g079180.1.1 -2.74986 1.123412 0.000401 0.002929 45 55 9 171 116 116
Solyc07g005150.1.1 -2.74554 0.886509 0.000169 0.001407 25 34 32 52 187 122
Solyc09g009130.2.1 -2.74315 5.853315 8.36E-08 1.83E-06 1130 1033 626 2288 7068 2668
Solyc03g120260.2.1 -2.73682 7.433388 0.000253 0.001991 4799 2076 786 19697 8265 4944
Solyc08g065480.2.1 -2.73591 7.759221 2.28E-09 7.13E-08 3044 5491 2834 13308 20443 9630
Solyc01g102400.2.1 -2.73309 5.50929 5.25E-09 1.54E-07 865 752 577 2039 4665 2425
Solyc02g094260.1.1 -2.73239 6.138471 1.14E-09 3.81E-08 1007 1554 1054 4094 4624 4486
Solyc10g055800.1.1 -2.72988 11.414 7.27E-06 9.29E-05 66974 35349 22194 233434 181389 111510
Solyc01g105300.2.1 -2.72836 0.554454 0.000112 0.000999 22 32 20 79 123 80
Solyc01g095620.2.1 -2.72659 9.155641 8.51E-08 1.85E-06 10211 12903 5876 47111 39136 23938
Solyc10g076660.1.1 -2.72561 5.36391 3.84E-05 0.000397 1156 270 328 3165 3730 1394
Solyc05g007220.2.1 -2.72329 7.013986 8.98E-10 3.08E-08 1813 2957 1943 7378 12338 6096
Solyc02g072210.1.1 -2.72309 2.388167 9.32E-07 1.55E-05 49 176 71 300 450 272
Solyc06g053670.1.1 -2.72273 6.856702 1.27E-09 4.19E-08 1469 3226 1572 8108 8431 5773
Solyc09g059400.2.1 -2.72085 -0.03977 0.001003 0.006356 5 37 14 60 56 61
Solyc07g066330.2.1 -2.71928 5.27119 2.18E-06 3.26E-05 349 1823 223 1533 4052 2153
Solyc12g014510.1.1 -2.71927 1.251382 2.40E-05 0.000262 24 67 38 106 233 130
Solyc12g010710.1.1 -2.71838 5.69262 4.75E-10 1.73E-08 659 1533 643 4013 4039 2090
Solyc02g082550.2.1 -2.71731 5.475378 5.36E-11 2.40E-09 600 1197 591 3176 3755 1859
Solyc01g109710.2.1 -2.71649 8.452489 1.33E-08 3.60E-07 5864 6496 5125 25496 25497 16612
Solyc03g117870.2.1 -2.71424 8.948483 3.14E-09 9.60E-08 6315 12721 7416 34470 41644 21338
Solyc12g036390.1.1 -2.71259 4.85545 1.47E-09 4.79E-08 212 1020 454 1909 2310 1413
Solyc08g078040.2.1 -2.7103 7.831274 2.72E-08 6.74E-07 2108 7495 3400 10506 24409 11193
Solyc04g011350.2.1 -2.7075 7.354249 7.53E-09 2.16E-07 2324 4214 2198 12393 10288 8281
Solyc08g007130.2.1 -2.70426 4.754504 0.000474 0.003374 843 281 59 1359 3204 1048
Solyc11g065990.1.1 -2.70348 2.966063 5.66E-08 1.29E-06 92 215 119 466 801 315
Solyc01g073840.1.1 -2.70264 1.0019 0.001351 0.008194 28 86 4 138 122 112
Solyc04g016230.2.1 -2.70083 5.442626 9.68E-06 0.000119 1116 679 256 2245 2304 3298
Solyc04g082810.2.1 -2.70065 1.973437 4.51E-05 0.000457 22 156 58 345 235 164
Solyc09g064530.2.1 -2.69983 5.210537 4.15E-09 1.24E-07 733 715 401 2676 3128 1509
RRNA_9_2 -2.6946 5.281812 1.76E-08 4.59E-07 764 749 436 1461 3891 2333
Solyc12g007030.1.1 -2.69353 8.868246 1.97E-07 3.93E-06 9787 8931 4539 29720 41078 21424
Solyc07g049190.2.1 -2.69304 5.06851 2.92E-11 1.38E-09 508 875 418 2197 2932 1494
Solyc06g062490.2.1 -2.69266 2.218109 3.17E-06 4.49E-05 77 78 77 218 425 264
Solyc03g025720.2.1 -2.69245 9.848103 0.000895 0.005779 29645 7852 2373 79440 65371 34336
Solyc03g007710.2.1 -2.68614 0.821305 0.00032 0.002433 17 52 29 42 183 119
Solyc01g060020.2.1 -2.68479 12.54448 2.19E-06 3.26E-05 136760 107505 49335 448207 360289 312904
Solyc01g103670.2.1 -2.67971 6.755902 1.67E-09 5.38E-08 1446 2824 1622 6822 7599 6073
Solyc08g079000.2.1 -2.67598 1.72345 0.000129 0.001121 84 49 24 186 298 162
Solyc03g032090.1.1 -2.67553 5.795799 4.12E-08 9.71E-07 415 1433 1258 2478 6146 2659
Solyc01g087990.2.1 -2.67523 1.883144 2.04E-05 0.000228 27 139 54 166 417 167
Solyc12g099790.1.1 -2.67442 3.051145 0.000558 0.003866 163 120 122 1172 180 167
Solyc02g093230.2.1 -2.6721 5.497458 2.83E-07 5.40E-06 874 1142 378 4257 3123 1418
Solyc07g063640.1.1 -2.66882 0.98815 0.000202 0.001642 30 36 35 74 275 70
Solyc03g114180.2.1 -2.66655 5.116848 0.000546 0.003796 849 823 110 4547 1116 788
Solyc09g008020.2.1 -2.66584 6.254987 1.94E-08 4.99E-07 1321 1726 978 6464 5224 3022
Solyc11g073110.1.1 -2.66508 3.508906 1.38E-07 2.86E-06 73 383 217 697 1050 508
Solyc11g042420.1.1 -2.66484 0.584755 0.000161 0.001351 16 34 30 92 146 59
Solyc02g092110.2.1 -2.66469 5.137988 1.07E-09 3.59E-08 552 1095 331 2061 2939 1833
Solyc03g113710.2.1 -2.66331 3.992175 2.49E-08 6.24E-07 310 387 144 851 1512 785
Solyc01g009160.2.1 -2.66224 4.98048 9.46E-09 2.63E-07 563 900 267 2377 2467 1308
Solyc01g073970.2.1 -2.66133 4.403844 5.37E-08 1.23E-06 313 241 491 1234 2064 931
Solyc01g104770.2.1 -2.66132 7.703227 7.81E-09 2.23E-07 2132 6511 3375 12951 18138 9811
Solyc01g107170.2.1 -2.66069 7.177619 1.32E-07 2.73E-06 1968 5316 1238 7518 13494 7500
Solyc12g094390.1.1 -2.66007 3.93369 3.36E-09 1.02E-07 199 439 218 1250 984 672
Solyc10g050220.1.1 -2.65953 2.758686 8.81E-05 0.00081 187 78 49 548 482 273
Solyc02g061770.2.1 -2.65793 6.917669 0.000673 0.004545 3941 1026 370 9944 8950 4614
Solyc09g009260.2.1 -2.65609 8.029469 1.70E-08 4.44E-07 2347 7557 5062 17405 21857 11842
Solyc11g008250.1.1 -2.65246 8.60742 6.88E-08 1.54E-06 6876 9411 4609 30964 31134 14464
Solyc11g011380.1.1 -2.65124 8.387823 6.00E-07 1.05E-05 2286 11314 6398 13438 39417 15795
Solyc03g034100.2.1 -2.64733 1.634154 0.00069 0.004637 71 38 40 349 93 118
Solyc06g083710.1.1 -2.64527 1.834547 3.04E-05 0.000324 26 129 59 298 209 161
Solyc04g005040.1.1 -2.63927 4.829207 7.97E-08 1.74E-06 471 976 198 2126 2208 1188
Solyc06g053260.1.1 -2.63789 7.965298 9.59E-06 0.000118 5970 5200 1650 21353 20711 7544
Solyc05g010140.2.1 -2.63725 5.81267 7.69E-07 1.31E-05 1344 877 557 4392 4155 2318



Solyc10g086410.2.1 -2.63495 7.764861 2.56E-07 4.96E-06 3553 5725 2727 20498 13829 7423
Solyc12g011090.1.1 -2.62938 0.875741 0.000162 0.001358 28 55 20 77 149 119
Solyc02g079570.2.1 -2.62845 7.571229 6.66E-08 1.50E-06 3422 5143 1943 11968 17826 8006
Solyc09g075670.1.1 -2.61524 4.249406 8.55E-08 1.86E-06 360 561 149 1300 1351 960
Solyc04g009600.2.1 -2.61416 3.943255 6.17E-10 2.19E-08 193 416 266 1036 1202 725
Solyc09g009690.2.1 -2.61333 7.330952 5.56E-05 0.000547 4676 1820 1126 13099 10858 6774
Solyc01g081540.2.1 -2.60969 6.578238 6.84E-09 1.97E-07 1475 2314 1504 7345 7211 3920
Solyc02g065550.2.1 -2.60838 6.229823 3.95E-07 7.27E-06 1591 1898 597 5088 6814 2966
Solyc05g009420.1.1 -2.60621 5.739366 7.50E-10 2.62E-08 653 1357 1018 3620 4560 2278
Solyc07g008360.1.1 -2.60466 0.102374 0.000876 0.005674 9 27 24 64 119 33
Solyc10g084400.1.1 -2.60215 8.755439 0.000172 0.001431 12293 5061 3375 46782 19768 14079
Solyc12g010480.1.1 -2.60101 2.011441 1.73E-05 0.000198 75 68 67 293 233 217
Solyc09g014860.2.1 -2.60031 7.627658 4.42E-08 1.04E-06 3606 5097 2288 12161 18060 8753
Solyc09g018230.1.1 -2.59758 5.318948 2.81E-09 8.67E-08 781 875 497 2904 3087 1719
Solyc09g010940.2.1 -2.59741 7.499556 4.20E-08 9.89E-07 2728 5464 2308 14070 13776 7196
Solyc09g089580.2.1 -2.59604 5.444634 5.89E-05 0.000576 309 1676 756 974 7902 1039
Solyc02g032930.2.1 -2.5939 6.92492 1.78E-08 4.64E-07 2173 2596 1823 8508 10054 5124
Solyc11g005420.1.1 -2.59085 3.125123 2.58E-07 5.00E-06 124 232 141 340 869 500
Solyc02g087580.2.1 -2.58972 3.943948 1.06E-07 2.26E-06 313 386 149 1179 1129 646
Solyc02g078480.2.1 -2.58937 5.292707 1.14E-07 2.40E-06 893 799 380 3019 2969 1583
Solyc10g078470.1.1 -2.58914 4.294 2.28E-07 4.48E-06 117 749 374 934 1649 1167
Solyc02g085300.2.1 -2.5883 4.165376 4.45E-07 8.08E-06 413 366 169 1446 1418 636
Solyc01g066760.2.1 -2.58457 3.7959 9.62E-09 2.67E-07 210 286 266 970 885 736
Solyc03g044190.2.1 -2.58299 6.796815 1.62E-08 4.28E-07 1743 2684 1812 8307 6893 5580
Solyc11g062400.1.1 -2.58274 6.077843 7.78E-09 2.22E-07 1151 1941 789 4309 5606 3169
Solyc09g065940.2.1 -2.5824 1.9026 1.39E-05 0.000163 72 71 56 204 309 201
Solyc09g061620.2.1 -2.58021 6.628024 5.62E-09 1.64E-07 1250 2790 1736 4877 9761 4907
Solyc01g109310.2.1 -2.57983 1.813295 9.15E-06 0.000113 49 103 52 174 339 175
Solyc05g041540.2.1 -2.57857 7.346246 1.18E-08 3.21E-07 2677 3914 2527 9070 14956 7856
Solyc04g051310.2.1 -2.57631 7.463031 1.06E-08 2.92E-07 2405 5043 2860 11488 15880 7362
Solyc11g072470.1.1 -2.57402 5.335413 4.82E-08 1.12E-06 918 838 403 2319 3493 2014
Solyc08g061480.2.1 -2.57219 6.802963 2.05E-07 4.05E-06 843 3354 2561 5808 11782 4840
Solyc04g077620.1.1 -2.57004 7.507025 4.79E-08 1.11E-06 3169 5210 2122 11824 14852 8468
Solyc02g082910.2.1 -2.56908 6.576065 9.89E-07 1.63E-05 2271 1325 1258 5002 8345 5094
Solyc08g079230.1.1 -2.56679 1.602315 0.000177 0.001465 43 91 44 220 92 211
Solyc10g018120.1.1 -2.56594 5.748409 1.58E-05 0.000182 316 2563 749 1466 6739 2790
Solyc06g069570.2.1 -2.56112 7.584858 4.96E-08 1.15E-06 3605 4666 2500 12774 15650 8687
Solyc01g109460.2.1 -2.55953 8.723244 3.96E-08 9.37E-07 4979 14620 6421 23336 33181 23747
Solyc02g092240.2.1 -2.55861 5.050432 1.30E-05 0.000153 859 497 337 3452 2002 884
Solyc02g032950.2.1 -2.55363 7.342191 3.29E-06 4.63E-05 3795 3956 1215 12124 12277 6792
Solyc01g109720.2.1 -2.5533 5.454875 2.40E-05 0.000262 1277 499 381 3772 2952 1642
Solyc08g080670.1.1 -2.54978 10.52075 0.001142 0.007106 48961 16652 5278 147347 67919 55844
Solyc06g024210.1.1 -2.54836 4.895977 3.68E-08 8.78E-07 506 499 608 1161 2459 1988
Solyc02g088090.1.1 -2.54814 7.750172 1.54E-07 3.12E-06 2516 8548 2670 11930 20996 9659
Solyc02g087740.2.1 -2.54804 3.938117 8.32E-09 2.35E-07 274 418 193 980 1358 657
Solyc04g011770.2.1 -2.54578 4.077485 5.22E-08 1.20E-06 364 342 213 1205 1221 780
Solyc11g017390.1.1 -2.54416 0.841498 0.000248 0.001959 24 40 37 87 213 64
Solyc10g084000.1.1 -2.54307 1.293825 0.000831 0.005425 19 135 16 120 274 99
Solyc01g091190.2.1 -2.53994 9.644137 5.71E-08 1.30E-06 8599 23107 16580 54177 66063 34719
Solyc10g017580.2.1 -2.53944 6.232533 4.00E-09 1.20E-07 938 2362 1275 4670 6710 3312
Solyc03g093130.2.1 -2.53886 2.961599 0.000802 0.005276 103 387 32 259 1298 173
Solyc04g064870.2.1 -2.53635 7.567166 7.98E-05 0.000746 5684 2993 1012 10435 18330 8629
Solyc07g054140.2.1 -2.53601 2.308628 3.76E-06 5.22E-05 71 104 105 291 427 237
Solyc08g076160.2.1 -2.53366 7.589882 1.41E-08 3.79E-07 2780 5571 3144 12022 16984 8548
Solyc04g054820.2.1 -2.53251 5.063179 5.05E-08 1.17E-06 687 786 408 2853 1942 1437
Solyc06g048810.2.1 -2.53094 5.962682 1.58E-09 5.09E-08 883 1750 1077 3644 5441 2997
Solyc12g010980.1.1 -2.52942 7.291271 1.79E-07 3.60E-06 1837 3597 3695 12339 9359 7424
Solyc03g113040.2.1 -2.52677 4.283437 2.58E-07 5.00E-06 406 515 197 1559 1645 620
Solyc04g080740.1.1 -2.52116 6.250708 3.09E-08 7.54E-07 762 2085 1763 5341 5820 3399
Solyc10g012170.2.1 -2.52074 5.212967 1.50E-09 4.87E-08 466 1308 554 1840 3777 1729
Solyc12g017530.1.1 -2.52073 5.856802 6.57E-09 1.90E-07 716 1862 998 4311 4418 2392
Solyc04g079350.1.1 -2.51988 6.527868 2.74E-08 6.77E-07 1429 2891 1282 4152 8531 5152
Solyc01g005220.2.1 -2.51867 4.376991 1.24E-09 4.08E-08 239 564 446 1127 1755 1097
Solyc02g070020.1.1 -2.51339 6.609219 5.13E-07 9.20E-06 2181 2256 1059 7408 6963 4179
Solyc02g078900.2.1 -2.51326 6.858903 2.04E-08 5.25E-07 1441 3536 2143 5460 10306 6523
Solyc03g031830.1.1 -2.51276 4.75432 2.14E-09 6.76E-08 519 705 345 1653 2276 1271
Solyc10g055560.1.1 -2.51057 1.540558 7.60E-05 0.000714 52 50 58 226 224 107
Solyc01g104880.2.1 -2.50813 6.65349 1.53E-08 4.06E-07 1532 2993 1572 7205 7372 4544
Solyc01g095970.2.1 -2.50745 6.44653 1.65E-08 4.33E-07 1504 2235 1373 5759 8032 3377
Solyc06g069670.2.1 -2.50332 1.991981 0.000178 0.001472 24 140 92 120 360 271
Solyc03g082370.1.1 -2.50257 7.071237 1.57E-06 2.44E-05 2485 4880 1019 9005 10452 6215
Solyc01g097040.2.1 -2.49733 6.764512 1.55E-08 4.12E-07 1448 3433 1863 7259 9382 4494
Solyc08g082280.2.1 -2.49647 8.982893 3.96E-08 9.37E-07 7521 15326 8135 34071 40750 22366
Solyc04g056340.2.1 -2.49027 6.329256 1.18E-06 1.91E-05 1825 1871 887 6824 4989 3256
Solyc03g112080.1.1 -2.4871 4.235683 2.58E-09 7.99E-08 290 514 331 1240 1747 717
Solyc01g079600.2.1 -2.48217 8.492683 1.90E-05 0.000214 10023 5435 3654 28336 26797 13801
Solyc01g088400.2.1 -2.47983 5.075985 6.14E-06 8.02E-05 469 852 707 634 4978 1504
Solyc04g016160.2.1 -2.47965 4.097921 3.70E-08 8.81E-07 361 440 202 991 1419 858
Solyc06g082440.1.1 -2.47799 5.50186 1.05E-05 0.000127 1213 1079 273 3432 3371 1838
Solyc08g005120.2.1 -2.47784 4.648954 1.17E-07 2.46E-06 505 645 327 2048 2154 729
Solyc08g077020.1.1 -2.47721 3.805798 1.67E-06 2.58E-05 175 655 124 966 1248 521
Solyc02g084970.2.1 -2.47679 3.383774 6.47E-07 1.13E-05 194 330 116 461 1034 540
Solyc08g067630.2.1 -2.47558 8.305255 1.06E-06 1.73E-05 2448 11660 6766 15712 33653 13704
RRNA_6_4 -2.47248 3.557984 1.76E-07 3.53E-06 213 265 209 497 999 725



Solyc06g076080.1.1 -2.47196 3.43915 8.10E-06 0.000102 127 538 89 517 1109 510
Solyc03g083130.1.1 -2.46686 4.685006 1.83E-09 5.85E-08 373 832 414 1902 2027 1010
Solyc12g042210.1.1 -2.46493 0.849386 0.001063 0.006663 23 45 40 194 92 47
Solyc04g077230.1.1 -2.46084 5.840419 3.33E-08 8.04E-07 896 2032 741 3814 3856 2974
Solyc08g014150.2.1 -2.4595 7.198511 6.70E-08 1.51E-06 2754 3865 2199 9742 11837 6524
Solyc01g009810.2.1 -2.45828 3.812329 0.000213 0.001715 310 523 54 361 1615 806
Solyc07g056390.2.1 -2.45821 6.456372 1.91E-08 4.93E-07 1437 2269 1604 6215 6382 3981
Solyc08g078850.2.1 -2.45299 4.140393 5.30E-07 9.47E-06 329 470 265 1059 748 1259
Solyc09g089780.2.1 -2.45284 2.081903 0.000492 0.003477 15 214 76 191 333 263
Solyc04g079820.2.1 -2.45214 3.557442 0.000759 0.005034 420 90 72 770 1059 463
Solyc02g078170.1.1 -2.45034 5.65839 4.50E-08 1.05E-06 1044 1408 600 3470 4039 2154
NCRNA_11_155 -2.44904 1.474841 0.000204 0.00166 57 69 38 89 261 176
Solyc08g014170.1.1 -2.44815 2.387169 5.01E-06 6.73E-05 77 170 84 365 390 232
Solyc11g056620.1.1 -2.44682 6.099673 1.43E-08 3.84E-07 1224 1864 1093 3860 6407 3082
Solyc10g062160.1.1 -2.44663 4.826156 1.19E-08 3.24E-07 305 1100 490 1367 2974 1273
Solyc01g112070.2.1 -2.4455 3.144635 0.001286 0.007851 48 321 224 80 1207 514
Solyc07g005330.2.1 -2.4428 6.56386 1.18E-07 2.47E-06 1672 2355 1679 7626 6905 3492
Solyc08g081230.1.1 -2.4419 7.010715 9.06E-07 1.51E-05 2108 5264 1196 7804 11005 5948
Solyc01g086650.2.1 -2.44153 5.510934 4.81E-08 1.12E-06 1021 893 699 2656 3538 2389
Solyc10g006710.2.1 -2.43722 5.855093 3.94E-07 7.26E-06 1366 1097 832 3940 4019 2840
Solyc02g089900.1.1 -2.43721 6.300372 2.32E-06 3.42E-05 821 3903 884 3705 8193 3647
Solyc04g050440.2.1 -2.43579 1.441318 0.001219 0.007499 73 52 27 280 112 97
Solyc03g026360.1.1 -2.43486 0.482496 0.001259 0.007705 34 25 19 88 82 80
Solyc12g036330.1.1 -2.43346 4.132401 2.05E-06 3.08E-05 467 308 204 824 1589 943
Solyc03g119480.2.1 -2.43324 5.585041 1.11E-08 3.05E-07 856 1552 629 3204 3438 2343
Solyc02g082250.2.1 -2.43043 7.698726 7.11E-08 1.58E-06 3018 6379 3813 14250 17452 8342
Solyc09g089850.2.1 -2.42943 4.013763 8.04E-09 2.29E-07 242 442 321 783 1588 776
Solyc03g111720.2.1 -2.42916 8.1046 6.31E-07 1.10E-05 6108 5509 4323 17002 25905 10967
RRNA_6_3 -2.42891 5.312051 1.66E-07 3.34E-06 840 749 705 1495 3449 2528
Solyc07g056410.2.1 -2.42782 3.89843 2.75E-06 3.97E-05 378 288 183 869 1642 494
Solyc02g086880.2.1 -2.42368 11.80687 2.03E-06 3.05E-05 82216 72231 53223 267758 229550 166902
Solyc05g006660.2.1 -2.4218 7.056149 3.60E-08 8.62E-07 2270 3713 2300 7908 11526 6117
Solyc09g008190.2.1 -2.41957 3.84634 1.54E-08 4.08E-07 205 397 301 734 1313 717
Solyc04g048950.2.1 -2.41926 6.194291 1.83E-06 2.81E-05 1845 1511 872 5454 4871 3314
Solyc12g006270.1.1 -2.41837 1.107441 0.000261 0.002046 37 49 43 177 131 88
Solyc04g008450.2.1 -2.4139 3.963203 6.42E-08 1.45E-06 322 386 235 1017 1039 819
Solyc03g118720.2.1 -2.4135 6.127174 1.45E-08 3.87E-07 1215 1990 1173 4279 5834 3227
Solyc11g030730.1.1 -2.41319 3.624058 2.85E-05 0.000306 121 696 100 555 1303 571
Solyc03g082500.2.1 -2.41307 6.382658 3.64E-08 8.69E-07 1500 2481 1273 5178 7499 3486
Solyc03g005470.2.1 -2.41235 8.504594 6.76E-06 8.71E-05 9715 6392 4411 24750 27892 16127
Solyc07g008140.2.1 -2.41188 4.741576 0.000301 0.002305 80 1669 347 1167 3211 1050
Solyc05g056140.2.1 -2.41006 6.199797 1.93E-07 3.85E-06 1600 2003 900 4206 6021 3695
Solyc12g019890.1.1 -2.40918 5.494081 6.51E-07 1.13E-05 1166 800 597 2831 3859 1961
Solyc09g074250.2.1 -2.40614 5.454122 3.66E-09 1.10E-07 625 1363 842 2026 4261 2205
Solyc01g014840.2.1 -2.39894 4.982362 1.48E-06 2.33E-05 195 1444 636 1515 2658 1782
Solyc03g119440.2.1 -2.3956 7.827739 1.46E-07 2.99E-06 2798 7904 4462 14402 19514 9711
Solyc01g096420.2.1 -2.39461 7.553226 0.00047 0.003349 6103 3867 696 9848 14376 10716
Solyc03g044300.2.1 -2.38922 3.477048 1.86E-06 2.86E-05 211 283 195 1010 702 371
Solyc06g065910.2.1 -2.38919 1.05614 0.000252 0.001984 34 48 45 149 170 76
Solyc02g072190.2.1 -2.38815 4.530066 5.31E-08 1.22E-06 218 914 469 1157 2012 1217
Solyc09g011490.2.1 -2.38363 4.75866 6.71E-08 1.51E-06 452 1101 292 1542 2377 1261
Solyc01g087560.2.1 -2.38353 8.629028 7.79E-06 9.84E-05 10765 7636 4545 24513 33503 17615
Solyc07g043550.2.1 -2.38344 5.53742 1.00E-05 0.000122 332 2087 926 1295 4539 2999
Solyc01g067640.2.1 -2.38334 5.888986 1.72E-08 4.49E-07 1027 1600 1113 3987 4397 2732
Solyc03g033680.1.1 -2.38051 0.128546 0.001179 0.007298 16 35 19 49 95 59
Solyc03g053090.1.1 -2.38041 1.841525 7.79E-05 0.00073 78 78 59 233 340 125
Solyc08g067410.1.1 -2.37836 6.914821 1.22E-07 2.55E-06 2319 3346 1949 7920 10450 4852
Solyc01g066720.2.1 -2.37739 7.385119 1.17E-07 2.46E-06 3025 5109 2637 10480 13275 7817
Solyc06g076820.1.1 -2.37713 4.773397 2.53E-09 7.86E-08 497 806 447 1573 2086 1441
Solyc11g012790.1.1 -2.37655 6.117287 2.15E-08 5.49E-07 1151 2063 1264 4481 5837 2951
Solyc01g086850.2.1 -2.37627 5.084209 5.66E-09 1.65E-07 649 960 541 2446 2464 1456
Solyc07g007170.2.1 -2.37611 6.019765 1.07E-07 2.27E-06 1166 2288 841 4223 5594 2649
Solyc01g005470.2.1 -2.37526 9.601392 1.94E-06 2.95E-05 16338 19787 12004 64673 46115 32309
Solyc12g005980.1.1 -2.37264 7.395449 9.52E-07 1.58E-05 3832 4412 2177 11525 13067 7246
Solyc01g067070.2.1 -2.37218 6.753038 5.44E-08 1.25E-06 1907 3200 1837 6793 8487 5054
Solyc09g091990.2.1 -2.37088 5.51834 2.68E-09 8.28E-08 683 1434 892 2717 3952 2083
Solyc01g008130.2.1 -2.36977 4.69168 7.34E-08 1.62E-06 310 1057 437 1033 2659 1330
Solyc03g096390.2.1 -2.36823 7.443853 1.45E-07 2.96E-06 2823 5912 2830 9427 16442 7816
Solyc04g071580.2.1 -2.36627 2.76168 8.22E-06 0.000103 119 185 127 254 766 320
Solyc01g081310.2.1 -2.36579 5.87935 4.81E-06 6.49E-05 695 2436 1003 1514 6734 3321
Solyc02g078840.2.1 -2.36392 6.320509 3.34E-08 8.05E-07 1295 2569 1403 4320 7316 3720
Solyc03g044380.2.1 -2.36367 6.339136 6.68E-08 1.50E-06 1470 2204 1480 5753 5960 3486
Solyc09g091660.2.1 -2.35942 10.85698 1.43E-06 2.27E-05 27306 78997 23948 126112 153331 74729
Solyc08g079010.1.1 -2.35718 1.84308 0.00024 0.001903 97 79 38 238 306 140
Solyc12g098910.1.1 -2.35645 6.451559 0.000164 0.001378 2930 1437 562 6003 6428 3943
Solyc03g112090.2.1 -2.35534 0.83201 0.000538 0.003754 21 58 39 75 191 80
Solyc08g068780.1.1 -2.35476 5.013915 2.43E-06 3.57E-05 767 802 426 3084 1671 1152
Solyc06g005810.2.1 -2.35345 4.618803 2.65E-09 8.22E-08 386 741 485 1345 2227 1136
Solyc06g053550.2.1 -2.35322 3.206182 3.25E-06 4.60E-05 100 343 195 398 1028 401
Solyc02g071870.2.1 -2.35209 6.989556 5.45E-07 9.69E-06 2898 3261 1768 8029 9906 5946
Solyc04g016260.2.1 -2.35164 7.537864 2.19E-07 4.31E-06 3467 5554 3044 10431 17654 7931
Solyc06g053710.2.1 -2.3515 8.077388 4.14E-07 7.59E-06 3287 10703 4923 13102 25684 13192
Solyc08g078190.1.1 -2.34674 5.119891 1.53E-07 3.10E-06 415 1486 578 1319 3064 2133
Solyc08g062360.2.1 -2.34629 5.879181 2.01E-05 0.000225 1388 2110 391 2422 6078 2941



Solyc12g010440.1.1 -2.34173 4.838338 2.46E-07 4.80E-06 657 842 333 2124 2163 1112
Solyc05g006510.1.1 -2.34088 5.382402 3.26E-06 4.61E-05 1182 652 577 2630 3564 1765
Solyc04g071890.2.1 -2.3388 9.622194 2.30E-06 3.40E-05 13936 20886 15906 68877 42668 32034
Solyc11g013120.1.1 -2.33783 5.679074 2.29E-06 3.38E-05 334 2093 1274 3044 4102 2479
Solyc11g012260.1.1 -2.33401 5.585492 7.85E-08 1.72E-06 908 1597 696 3714 3264 1954
Solyc06g036260.2.1 -2.33392 6.064735 2.32E-05 0.000254 1844 1890 469 4138 6158 2641
Solyc10g079860.1.1 -2.33305 7.452327 0.000368 0.00273 1729 10667 1427 4268 14122 13405
Solyc01g091330.2.1 -2.33222 2.02931 6.38E-05 0.000616 44 129 103 276 241 217
Solyc06g076450.2.1 -2.33163 4.438109 1.33E-08 3.60E-07 368 777 331 1204 2022 947
Solyc01g059880.2.1 -2.32452 7.383609 3.27E-07 6.14E-06 2702 5498 3079 12258 13328 6170
Solyc02g090330.2.1 -2.32089 2.906055 3.83E-05 0.000396 162 182 129 686 320 324
Solyc04g015820.1.1 -2.31976 0.72657 0.001489 0.008889 25 64 25 153 69 69
Solyc04g008110.2.1 -2.31801 1.907554 5.39E-05 0.000533 45 135 80 241 332 144
Solyc08g082440.2.1 -2.317 7.514865 5.81E-07 1.02E-05 3616 5736 2788 12864 14425 7292
Solyc06g063280.1.1 -2.31441 1.308994 0.000448 0.003223 23 98 55 100 191 159
Solyc03g097030.2.1 -2.31422 4.744753 2.28E-08 5.79E-07 430 1014 423 1926 1813 1207
Solyc01g096230.2.1 -2.3105 5.34252 4.22E-09 1.26E-07 700 1304 733 2497 3498 1729
Solyc12g056360.1.1 -2.30931 3.996165 9.00E-07 1.50E-05 223 771 187 979 1356 692
Solyc04g078630.2.1 -2.30815 5.46455 5.57E-08 1.27E-06 897 1402 645 3170 3417 1737
Solyc02g087350.1.1 -2.30444 7.048898 4.10E-05 0.00042 1571 7390 1311 5061 15553 5759
Solyc01g008140.2.1 -2.30339 6.866884 3.27E-07 6.14E-06 2308 3449 1968 8428 8647 4771
Solyc10g049240.1.1 -2.30187 2.393798 3.78E-05 0.000392 117 122 93 357 315 273
Solyc09g009840.1.1 -2.30066 6.628533 2.51E-07 4.88E-06 1681 3424 1700 4347 9055 5320
Solyc02g093990.2.1 -2.30052 1.506082 0.000703 0.004717 76 83 23 201 200 122
Solyc04g016190.1.1 -2.2999 2.405779 0.000651 0.004418 91 257 41 523 217 201
Solyc06g051620.2.1 -2.2991 4.600986 1.75E-08 4.57E-07 433 812 409 1617 1589 1219
Solyc09g008250.2.1 -2.29752 4.457381 1.27E-08 3.45E-07 329 746 442 1317 1472 1203
Solyc12g009520.1.1 -2.29709 5.120734 3.26E-08 7.91E-07 715 1094 518 1590 3088 1872
Solyc01g067380.2.1 -2.29493 6.280414 6.12E-06 8.00E-05 2097 1822 942 5783 5818 2992
Solyc06g065310.2.1 -2.29277 3.117172 1.68E-05 0.000193 145 289 160 817 441 312
Solyc01g094960.2.1 -2.28925 6.764193 1.33E-07 2.75E-06 1673 3922 2024 6081 9210 5188
Solyc04g074730.1.1 -2.2891 7.332766 3.12E-06 4.43E-05 2679 4811 3399 5003 17765 8590
Solyc10g085810.1.1 -2.28795 5.213353 4.66E-08 1.09E-06 764 1059 631 2745 2855 1389
Solyc04g012010.2.1 -2.28713 1.769914 9.69E-05 0.000879 45 123 71 147 310 183
Solyc10g008890.2.1 -2.28609 4.382486 4.01E-05 0.000413 602 453 233 1973 960 802
Solyc02g080080.2.1 -2.2854 6.546257 7.00E-06 8.96E-05 1718 3746 1168 2888 9573 5403
Solyc10g049890.1.1 -2.2853 3.484701 4.17E-07 7.62E-06 149 374 256 569 1049 519
Solyc06g051540.2.1 -2.2851 5.072455 1.73E-08 4.50E-07 615 1195 522 2344 2658 1337
Solyc01g009820.2.1 -2.28504 6.528422 1.32E-07 2.73E-06 1750 2906 1595 5579 7572 4205
Solyc11g068430.1.1 -2.2837 6.69975 1.63E-07 3.29E-06 1431 3625 2245 6456 8313 4716
Solyc07g056110.2.1 -2.28106 6.141682 1.04E-07 2.21E-06 1265 2294 1275 3638 6853 3109
Solyc01g087070.2.1 -2.28036 2.888191 4.47E-05 0.000453 85 309 147 209 701 474
Solyc07g005520.1.1 -2.27961 4.313905 1.43E-05 0.000166 604 344 246 922 1932 955
Solyc04g078290.2.1 -2.27955 7.454273 2.27E-06 3.37E-05 3320 7152 2032 10432 14072 8293
Solyc11g066860.1.1 -2.27942 6.590778 8.35E-05 0.000776 1059 3903 2083 1669 11566 5650
Solyc06g076440.1.1 -2.27782 4.572099 4.34E-07 7.91E-06 555 643 355 1870 1524 973
Solyc10g005630.2.1 -2.27526 6.396666 2.74E-07 5.26E-06 1050 3362 1710 4249 7203 4342
Solyc04g072930.1.1 -2.27404 5.608126 1.47E-07 3.00E-06 1125 1324 748 3211 3750 2142
Solyc08g008330.2.1 -2.2726 5.56402 1.66E-08 4.35E-07 836 1329 1015 2603 3713 2449
Solyc06g008890.2.1 -2.27159 4.10193 1.43E-07 2.94E-06 257 572 368 1369 1139 662
Solyc12g096570.1.1 -2.27095 5.380115 3.15E-05 0.000334 197 2051 1001 1956 3848 2093
Solyc06g076050.2.1 -2.27031 5.145409 5.56E-07 9.86E-06 904 921 464 2479 2380 1627
Solyc11g015890.1.1 -2.26751 3.55489 3.91E-06 5.41E-05 289 344 144 777 992 458
Solyc06g075580.2.1 -2.26619 4.567127 8.76E-05 0.000807 664 282 455 2193 1024 983
Solyc04g064860.1.1 -2.26572 3.280213 6.12E-06 8.00E-05 226 316 115 601 795 426
Solyc08g079520.2.1 -2.26546 7.050685 2.85E-07 5.43E-06 2433 4312 2394 7159 12587 5702
Solyc06g050810.2.1 -2.26377 4.842051 2.02E-06 3.05E-05 786 714 337 2045 1998 1245
Solyc08g069060.2.1 -2.26271 7.820694 2.67E-06 3.86E-05 5305 6580 3165 14599 19885 8682
Solyc08g081480.2.1 -2.26175 5.531829 3.17E-07 5.96E-06 830 914 1241 2402 4566 1962
Solyc03g007290.2.1 -2.26075 3.401761 7.81E-06 9.87E-05 230 365 133 850 758 365
Solyc08g081370.1.1 -2.26073 5.200464 1.37E-08 3.70E-07 491 1273 847 1997 3121 1781
Solyc08g077550.2.1 -2.26018 3.634076 5.26E-07 9.40E-06 255 316 248 828 1037 483
Solyc09g074480.1.1 -2.25779 1.182536 0.000576 0.003973 50 75 29 127 146 131
Solyc06g064660.2.1 -2.25768 3.396351 8.43E-07 1.42E-05 157 296 266 606 782 544
Solyc03g123560.2.1 -2.25598 6.285533 1.72E-05 0.000196 2222 1986 806 4417 4951 4594
Solyc02g084650.2.1 -2.2535 5.643989 7.07E-08 1.57E-06 1064 1371 905 3287 3835 2188
Solyc02g092990.1.1 -2.25041 6.724441 1.90E-06 2.91E-05 2170 4000 1324 5121 10297 4851
Solyc12g005340.1.1 -2.24923 7.032534 6.95E-06 8.91E-05 2551 5783 1284 7221 11564 5972
Solyc03g115770.2.1 -2.24817 3.736994 0.000152 0.001288 142 173 541 545 1531 555
Solyc12g017480.1.1 -2.247 3.092941 4.67E-05 0.00047 191 291 107 766 438 328
Solyc07g040890.1.1 -2.24693 4.564546 8.63E-05 0.000797 623 901 124 1763 1718 918
Solyc02g089110.2.1 -2.24631 5.996912 2.29E-07 4.49E-06 1344 1945 1067 4266 5009 2668
Solyc09g092000.2.1 -2.24577 5.326411 8.47E-09 2.39E-07 702 1319 785 2131 3296 2036
Solyc05g012850.2.1 -2.2437 5.010961 1.27E-05 0.00015 375 1511 579 770 3926 1663
Solyc06g071990.2.1 -2.24325 5.472498 8.64E-08 1.88E-06 606 1239 1225 2172 3953 2226
Solyc04g080820.2.1 -2.24058 8.964626 3.51E-06 4.91E-05 5344 17562 13372 34466 40688 19089
RRNA_11_2 -2.2392 7.099589 6.06E-06 7.94E-05 3019 2979 2926 5171 10627 9041
Solyc01g007910.2.1 -2.23916 7.745704 7.76E-07 1.32E-05 3154 7847 4498 9900 19848 10819
Solyc04g079840.2.1 -2.23768 5.130583 4.56E-08 1.06E-06 775 1059 554 1954 3152 1537
Solyc01g073740.2.1 -2.23742 8.948351 5.52E-07 9.81E-06 8777 15408 10194 31120 37315 22943
Solyc09g089640.2.1 -2.23703 6.118981 5.74E-07 1.01E-05 1387 2501 1033 3121 6411 3577
Solyc11g008720.1.1 -2.23684 4.079072 3.88E-07 7.15E-06 380 370 350 990 1551 683
Solyc01g095490.2.1 -2.23657 5.633252 7.55E-08 1.66E-06 974 1428 987 3460 3991 1890
Solyc03g044900.2.1 -2.23405 6.56025 6.19E-07 1.08E-05 1907 2291 2088 6432 6926 4095



Solyc09g098070.2.1 -2.23355 6.596947 2.80E-07 5.35E-06 1883 3229 1674 5981 7888 4249
Solyc06g060700.1.1 -2.22868 1.470521 0.000375 0.002772 40 132 38 140 229 142
Solyc03g116890.2.1 -2.22815 7.138836 3.26E-06 4.61E-05 2798 5869 1651 8313 11771 6330
Solyc09g082470.2.1 -2.22758 7.41826 5.37E-07 9.57E-06 3305 5069 3429 10294 14828 7202
RRNA_11_14 -2.22652 7.18451 4.00E-06 5.51E-05 3186 3187 3172 5993 11786 8846
Solyc07g062620.2.1 -2.2254 7.065821 3.39E-07 6.34E-06 2038 4360 3130 7571 10637 6601
Solyc02g083380.2.1 -2.22395 3.879694 2.87E-05 0.000308 462 282 175 826 1069 784
Solyc06g065570.2.1 -2.2231 6.717799 8.25E-07 1.40E-05 2390 3035 1739 5700 9194 4899
Solyc02g088460.2.1 -2.21698 8.215108 2.61E-06 3.79E-05 7051 7672 5171 20362 21749 12762
Solyc07g043310.2.1 -2.21663 9.369961 2.33E-06 3.43E-05 14894 19780 10805 37950 61830 26683
Solyc10g083230.1.1 -2.21586 0.714498 0.001166 0.007235 38 46 26 103 128 70
Solyc12g005220.1.1 -2.21522 4.802254 3.18E-08 7.74E-07 497 889 583 1230 2534 1465
Solyc10g080770.1.1 -2.21518 8.221569 1.56E-06 2.43E-05 6554 9484 4737 18331 26010 12131
Solyc11g010420.1.1 -2.21491 1.98472 0.00013 0.001132 95 111 61 231 285 202
Solyc03g097050.2.1 -2.21084 3.029614 1.04E-05 0.000126 134 249 192 611 676 259
Solyc03g083590.2.1 -2.20921 2.443425 2.55E-05 0.000276 77 187 129 278 496 250
Solyc08g062860.2.1 -2.20814 5.508623 1.02E-07 2.18E-06 889 1531 816 3349 3243 1810
Solyc09g090040.2.1 -2.20808 7.571796 7.87E-06 9.92E-05 5049 4772 2798 12919 15019 7603
Solyc05g051050.2.1 -2.20593 4.82519 4.37E-07 7.94E-06 688 790 448 1362 3003 1144
Solyc08g078960.2.1 -2.20589 5.660036 3.02E-07 5.72E-06 1122 1448 905 3658 3831 1926
Solyc08g063030.2.1 -2.20577 1.19352 0.001275 0.007788 50 40 57 191 137 84
Solyc01g112220.2.1 -2.20574 5.732684 5.99E-06 7.86E-05 1354 1757 587 3993 3750 2068
Solyc04g009920.2.1 -2.20446 6.673868 3.68E-07 6.85E-06 1757 3512 2089 6693 8340 4106
Solyc09g008200.2.1 -2.20299 8.946347 8.28E-07 1.40E-05 7542 17112 11209 29926 39866 22050
Solyc10g054930.1.1 -2.20054 4.313447 4.66E-08 1.09E-06 343 698 398 1294 1519 864
Solyc06g068650.2.1 -2.19981 6.8496 1.61E-05 0.000186 910 4882 3128 6125 11846 4395
Solyc02g093830.2.1 -2.19971 8.893677 9.29E-07 1.55E-05 7378 17700 9967 30176 36308 21386
Solyc09g061280.2.1 -2.19897 3.867798 8.60E-07 1.45E-05 260 529 272 612 1620 616
Solyc05g005190.2.1 -2.19882 7.926293 1.13E-06 1.83E-05 3813 8104 5659 17191 16265 10833
Solyc04g054150.1.1 -2.19831 2.097286 9.71E-05 0.00088 99 111 79 211 363 217
Solyc03g117350.1.1 -2.1973 4.609047 3.71E-08 8.83E-07 432 804 512 1669 1885 982
Solyc05g051570.2.1 -2.19605 6.45677 4.44E-07 8.06E-06 1849 2817 1536 5141 7533 3814
Solyc11g068460.1.1 -2.19207 5.669724 3.53E-07 6.60E-06 1207 1365 900 3256 4111 2127
Solyc09g075450.2.1 -2.1894 8.306106 3.79E-06 5.25E-05 7913 8610 5046 18771 24491 15049
Solyc05g054800.1.1 -2.18913 8.017726 1.92E-06 2.93E-05 5121 9834 4045 16809 21741 10174
RRNA_11_1 -2.18866 6.148259 2.24E-06 3.32E-05 1582 1854 1417 2669 6300 4151
Solyc03g113380.2.1 -2.18776 6.1434 6.18E-07 1.08E-05 1565 2295 1144 4449 5790 2962
Solyc08g062820.2.1 -2.18742 6.543827 2.06E-06 3.09E-05 2260 2208 1794 4762 8593 4264
Solyc02g062500.2.1 -2.1867 4.171118 0.000506 0.003555 88 966 432 486 2558 653
Solyc04g016270.1.1 -2.18647 4.828467 2.74E-07 5.25E-06 709 781 452 1462 2528 1337
Solyc01g102700.2.1 -2.18554 5.831993 7.62E-07 1.30E-05 1272 1962 841 3635 3960 2752
Solyc10g074740.1.1 -2.18492 7.54778 5.08E-06 6.80E-05 3149 8556 2701 13446 13745 7393
RRNA_SL2.40sc04870_1 -2.18444 7.130703 7.82E-06 9.87E-05 3024 3012 3363 5595 10794 8889
Solyc12g014430.1.1 -2.18433 6.407033 4.22E-05 0.000431 619 2606 3040 5571 5166 4397
Solyc09g074320.2.1 -2.18393 8.287203 1.05E-06 1.72E-05 4613 12040 6750 19433 25950 13058
Solyc12g005200.1.1 -2.18385 6.447837 3.39E-05 0.000357 2494 2021 1248 7491 4819 3375
Solyc01g107900.2.1 -2.18342 9.483844 4.33E-05 0.000441 21342 18541 7903 47368 53680 30978
Solyc08g080680.2.1 -2.18138 6.826188 1.20E-06 1.94E-05 2564 2900 2299 7042 8814 5103
Solyc03g114600.2.1 -2.18076 5.689168 7.08E-07 1.22E-05 964 2162 758 3666 4119 1876
Solyc07g065250.2.1 -2.18035 5.266058 5.30E-07 9.47E-06 466 1577 901 1617 4197 1657
Solyc12g087950.1.1 -2.17822 6.158207 9.43E-07 1.57E-05 1691 2086 1193 4427 5170 3429
Solyc06g069150.1.1 -2.17821 5.394143 0.00013 0.001128 202 2147 1099 1474 3708 2557
Solyc03g123370.2.1 -2.17761 9.970095 4.19E-06 5.75E-05 20783 36850 15657 71697 74951 39084
Solyc08g080640.1.1 -2.17661 9.456131 2.33E-05 0.000255 17419 15788 13816 57012 35832 31447
Solyc04g015570.2.1 -2.17606 4.809344 5.68E-06 7.51E-05 824 742 321 1813 2171 1200
Solyc10g079130.1.1 -2.17568 8.075096 1.54E-06 2.41E-05 5311 9385 4904 18830 20874 10444
Solyc04g074710.2.1 -2.17403 4.030442 4.35E-07 7.92E-06 255 720 282 777 1486 798
Solyc11g007890.1.1 -2.17305 3.375118 5.20E-05 0.000517 209 508 88 541 858 516
Solyc07g063180.2.1 -2.17048 2.267395 0.000106 0.000949 55 184 125 271 318 268
Solyc11g069600.1.1 -2.16872 7.083034 6.75E-07 1.17E-05 2470 4358 2977 6835 12074 6462
Solyc08g081680.1.1 -2.16724 2.25016 0.001011 0.006399 144 54 96 235 497 184
Solyc07g054830.2.1 -2.16555 6.788757 5.72E-07 1.01E-05 1684 4289 2381 6444 8941 5078
Solyc04g049090.2.1 -2.16472 9.791152 3.73E-05 0.000387 25381 25452 10065 60233 69070 35192
Solyc12g099340.1.1 -2.16471 6.614398 2.93E-06 4.19E-05 2458 2527 1728 6459 7719 4006
Solyc01g104620.2.1 -2.16439 2.284222 0.000138 0.001192 109 146 88 206 327 323
Solyc08g075230.1.1 -2.16105 1.653175 0.000348 0.002607 36 100 95 158 247 166
Solyc09g074340.2.1 -2.15991 3.310115 7.44E-06 9.47E-05 184 352 194 796 607 387
Solyc02g088630.2.1 -2.15963 5.491279 7.58E-08 1.67E-06 886 1340 987 2518 4089 1882
Solyc11g068770.1.1 -2.15836 6.163649 1.94E-06 2.95E-05 780 3197 1683 4315 5517 3333
Solyc06g074960.2.1 -2.15829 5.810198 3.04E-07 5.75E-06 1138 1920 1035 3652 4019 2557
Solyc03g115850.2.1 -2.1573 4.722562 7.41E-07 1.27E-05 297 1285 538 1272 2401 1270
Solyc01g097330.2.1 -2.15682 6.601228 1.09E-05 0.000131 2609 2546 1499 7446 6168 3961
Solyc04g016460.2.1 -2.15661 2.108664 0.000284 0.002191 119 122 56 204 355 229
Solyc07g066080.2.1 -2.15409 6.688717 3.21E-06 4.55E-05 1174 4294 2571 4878 9674 4870
Solyc07g049700.1.1 -2.15252 3.66923 1.20E-06 1.94E-05 267 451 215 633 1216 558
Solyc04g083160.1.1 -2.15119 3.015952 2.04E-05 0.000228 183 203 174 371 606 476
Solyc08g014570.2.1 -2.15035 7.356367 1.42E-06 2.24E-05 2930 5988 3319 11173 12836 6402
Solyc03g097230.1.1 -2.14905 3.315511 0.000772 0.005105 42 269 429 570 746 494
Solyc03g112970.1.1 -2.14806 3.174225 3.71E-05 0.000386 241 295 106 519 665 452
Solyc12g044940.1.1 -2.14752 6.948114 4.32E-05 0.00044 3563 3875 1240 8825 8817 4981
Solyc05g053330.2.1 -2.14614 5.58099 4.86E-07 8.75E-06 737 2277 786 2531 4267 2162
Solyc05g018050.1.1 -2.14555 1.681979 0.000972 0.006188 38 138 74 303 147 114
Solyc01g097270.2.1 -2.14366 10.9863 0.000127 0.00111 64249 43487 26441 154923 110681 93416
Solyc01g097220.1.1 -2.14182 2.169939 0.00024 0.001905 91 102 118 162 450 233



Solyc06g062990.1.1 -2.14148 5.8767 2.96E-07 5.61E-06 1022 2319 1134 3178 5138 2649
Solyc06g075190.1.1 -2.14078 6.49842 9.44E-07 1.57E-05 1898 3266 1538 5351 6701 4398
Solyc02g086770.2.1 -2.13934 2.423327 0.000832 0.005432 166 138 60 453 236 241
Solyc01g080800.2.1 -2.13891 4.457554 1.12E-05 0.000134 518 917 225 945 2390 914
Solyc07g007820.2.1 -2.1378 7.350344 1.15E-06 1.86E-05 3052 5924 3240 10025 12894 7171
Solyc05g056200.1.1 -2.13645 4.5325 2.85E-07 5.43E-06 529 739 405 1190 2231 969
Solyc07g062670.1.1 -2.12957 1.855143 0.000518 0.003625 79 136 54 166 438 112
Solyc06g008600.2.1 -2.12548 6.213309 4.88E-06 6.58E-05 1758 2177 1377 5941 4518 2894
Solyc09g059040.2.1 -2.12453 8.558671 2.20E-06 3.28E-05 6963 15192 6830 21333 29273 18277
Solyc08g081240.2.1 -2.12386 7.109536 1.59E-06 2.47E-05 2579 5168 2720 9333 10893 5353
Solyc11g065940.1.1 -2.12192 7.411379 2.76E-06 3.98E-05 2244 7058 4087 9139 13686 8371
Solyc05g013880.1.1 -2.12149 4.900995 1.94E-05 0.000218 900 868 326 2251 1873 1245
Solyc01g105370.2.1 -2.11907 7.982626 8.66E-05 0.0008 8229 5951 2922 15907 20101 10665
Solyc10g054030.1.1 -2.11858 6.216959 1.89E-06 2.90E-05 1631 2626 1280 5360 5324 2918
Solyc07g049580.2.1 -2.11535 4.153631 1.91E-06 2.91E-05 433 390 407 1185 1373 716
Solyc11g007590.1.1 -2.11495 6.644227 2.06E-06 3.09E-05 2167 3046 2077 7102 6620 4316
Solyc07g045350.2.1 -2.11336 9.256262 2.17E-05 0.000239 7369 20885 18589 47623 34339 26510
Solyc01g008300.1.1 -2.11171 4.697559 2.45E-06 3.58E-05 476 730 686 2242 1688 807
Solyc01g106500.2.1 -2.11075 6.913173 1.47E-06 2.32E-05 2014 5001 2414 5963 10539 5823
Solyc01g010060.2.1 -2.10944 3.39923 0.000116 0.001026 127 640 141 387 1074 529
Solyc08g077920.2.1 -2.10839 6.837543 2.59E-06 3.76E-05 1505 4449 2993 5521 9763 5770
Solyc03g114360.2.1 -2.10768 5.950263 1.54E-06 2.41E-05 1446 2199 967 3700 4470 3002
Solyc06g072610.2.1 -2.10676 6.148136 6.96E-07 1.20E-05 1359 2599 1434 4645 5684 2794
Solyc10g085000.1.1 -2.1062 6.411473 6.42E-05 0.000619 2777 1816 1134 5893 6352 3366
Solyc07g064740.2.1 -2.10462 5.346828 3.20E-05 0.000339 1143 1066 647 3827 2164 1289
Solyc08g076050.2.1 -2.1025 4.236435 2.97E-05 0.000318 210 917 425 517 2021 1028
Solyc01g091910.2.1 -2.10096 5.152151 7.72E-08 1.70E-06 572 1222 913 1969 3086 1552
Solyc04g006940.2.1 -2.10062 5.913969 2.65E-06 3.84E-05 775 2818 1316 2646 5475 3058
RRNA_11_6 -2.10039 7.110309 1.86E-05 0.00021 3311 3038 3297 5749 9854 8823
Solyc01g097230.2.1 -2.09989 4.695674 1.11E-07 2.34E-06 528 907 518 1292 2342 1192
Solyc08g066970.2.1 -2.09614 4.783943 2.80E-07 5.36E-06 640 921 485 1845 1993 1169
Solyc11g008420.1.1 -2.09611 3.489488 3.15E-06 4.46E-05 162 414 294 652 774 579
Solyc05g011920.2.1 -2.09557 5.465936 4.10E-07 7.51E-06 820 1916 756 2064 4057 2110
Solyc04g016250.2.1 -2.09542 1.037569 0.001055 0.006623 32 85 43 143 151 78
Solyc02g087260.1.1 -2.09491 4.768231 1.31E-07 2.73E-06 443 1094 599 1761 2262 1040
Solyc12g094660.1.1 -2.094 7.482628 2.31E-06 3.41E-05 3000 7442 3670 10421 14839 7771
RRNA_SL2.40sc06748_1 -2.09346 6.214612 1.13E-05 0.000135 1623 1668 1963 2752 6219 4473
Solyc05g053320.1.1 -2.09324 3.50482 2.39E-06 3.51E-05 195 356 300 723 860 487
Solyc11g006500.1.1 -2.09223 5.972583 1.07E-06 1.74E-05 1453 2069 1143 3823 5103 2652
Solyc08g066210.2.1 -2.08934 6.870635 2.08E-06 3.12E-05 2370 4635 2066 6337 10382 5076
Solyc02g024050.2.1 -2.08798 7.202447 3.50E-05 0.000367 3425 4305 3034 13499 7942 4852
Solyc11g008390.1.1 -2.08314 7.123961 1.72E-06 2.65E-05 2432 5581 2947 8474 11112 6016
Solyc11g068610.1.1 -2.08211 5.805366 1.22E-06 1.96E-05 1349 1694 1066 3399 4369 2457
Solyc10g085350.1.1 -2.0816 1.554059 0.000551 0.003827 41 86 93 177 214 136
Solyc03g007430.2.1 -2.07765 6.235024 3.38E-06 4.74E-05 1852 2656 1167 4389 6114 3326
Solyc02g078180.2.1 -2.07717 5.605913 2.28E-07 4.48E-06 838 2015 1010 2612 4083 2258
Solyc05g006220.2.1 -2.07565 5.069325 3.14E-07 5.91E-06 636 939 913 2318 2628 1241
Solyc06g063190.2.1 -2.07317 5.579397 1.19E-05 0.000142 1048 2129 624 1646 4657 2586
Solyc04g009640.2.1 -2.07175 2.089029 0.00017 0.001415 59 169 109 245 367 174
Solyc07g055080.2.1 -2.07147 6.160386 0.001352 0.008195 2404 1483 987 8144 2540 1801
Solyc09g082570.2.1 -2.06824 4.112389 6.86E-06 8.81E-05 410 741 208 974 1200 904
Solyc08g067290.2.1 -2.06663 5.819381 0.000192 0.001572 1629 1480 926 5783 2589 1605
Solyc02g088620.2.1 -2.06549 7.073693 1.24E-05 0.000147 3666 4035 2168 8618 10678 5443
Solyc06g075610.1.1 -2.06495 7.167868 6.84E-06 8.79E-05 3256 5621 2295 9613 10844 5793
Solyc02g083820.1.1 -2.06362 5.423611 1.91E-07 3.82E-06 862 1659 834 2301 3853 1832
Solyc07g008620.1.1 -2.06347 5.987681 2.22E-06 3.30E-05 1412 2567 991 3629 4917 2976
Solyc07g006890.1.1 -2.0628 8.127283 0.000217 0.00174 9287 8241 2536 18633 20552 11614
Solyc03g006080.2.1 -2.06086 5.688685 4.88E-06 6.57E-05 1391 1704 753 3366 3441 2398
Solyc03g005260.2.1 -2.06059 8.082814 4.30E-05 0.000438 7967 6284 4856 18131 16108 13407
Solyc12g008950.1.1 -2.06021 3.713522 0.000423 0.003066 500 241 133 738 1098 574
Solyc02g087460.1.1 -2.05488 6.752378 1.95E-06 2.96E-05 1983 4150 2371 7081 8076 4457
Solyc01g067740.2.1 -2.05469 10.05576 5.04E-05 0.000503 28827 37501 14175 77049 81094 37421
Solyc07g065340.1.1 -2.05366 6.452946 2.13E-05 0.000236 2123 3139 1445 2842 8208 5038
Solyc08g014130.2.1 -2.05278 6.628971 2.81E-05 0.000302 2841 2521 1741 7111 5733 4562
Solyc02g089060.2.1 -2.0509 4.734693 9.02E-07 1.51E-05 616 984 458 1142 2430 1338
Solyc02g090970.1.1 -2.04975 6.038349 1.22E-05 0.000145 754 3625 1323 3236 5499 3257
Solyc09g090710.2.1 -2.04963 4.543811 1.26E-06 2.02E-05 306 948 636 1019 2185 1124
NCRNA_2_182 -2.04921 2.561168 0.00035 0.002614 99 143 195 184 580 326
Solyc06g073020.2.1 -2.04833 4.870954 6.08E-07 1.07E-05 726 906 558 1376 2470 1487
Solyc08g066980.2.1 -2.04635 5.218917 3.28E-07 6.15E-06 891 1177 739 2134 2965 1684
Solyc04g054260.2.1 -2.04523 6.78517 2.80E-06 4.02E-05 2533 3426 2364 6475 8513 5020
Solyc12g008770.1.1 -2.04354 6.361688 6.64E-06 8.58E-05 2203 2387 1485 5211 6063 3592
Solyc02g071820.2.1 -2.03864 7.253985 0.0001 0.000905 1268 8955 3401 8481 10642 7981
Solyc03g083140.2.1 -2.03843 4.43557 1.45E-06 2.29E-05 552 745 354 1132 1924 945
Solyc02g092230.2.1 -2.03833 4.834257 2.78E-06 4.00E-05 641 1014 554 2360 1891 914
Solyc01g098730.2.1 -2.03806 6.967057 3.67E-06 5.11E-05 2258 5326 2562 6383 8832 6939
Solyc03g063690.1.1 -2.03701 3.070976 6.02E-05 0.000587 101 393 210 389 593 496
Solyc12g099810.1.1 -2.03687 5.223555 0.000106 0.000952 1306 752 518 2888 2344 1439
Solyc08g082040.2.1 -2.03551 4.849467 6.59E-07 1.14E-05 567 1186 560 1198 2853 1344
Solyc02g063520.2.1 -2.03424 5.217097 2.44E-06 3.57E-05 725 1864 520 1936 2896 1871
Solyc06g051030.2.1 -2.03415 6.630067 3.48E-05 0.000366 3006 2930 1353 5998 7912 4184
Solyc03g033370.2.1 -2.03344 2.869178 3.42E-05 0.00036 111 265 204 367 570 375
Solyc01g079810.2.1 -2.03065 5.852095 1.54E-06 2.40E-05 1352 1984 1118 3449 4287 2664
Solyc03g117640.1.1 -2.02966 4.389108 1.14E-06 1.86E-05 328 995 430 1039 2023 866



Solyc08g080940.2.1 -2.02735 8.297499 4.18E-05 0.000428 9238 8830 5072 22003 21854 12752
Solyc01g079610.2.1 -2.02653 7.662362 2.18E-05 0.00024 3449 6002 6168 15511 11447 8630
Solyc02g091100.2.1 -2.02482 8.730792 1.96E-05 0.00022 11702 12631 7398 24074 34914 18665
Solyc02g085830.2.1 -2.02394 5.3957 3.61E-06 5.03E-05 1078 1502 675 1661 3898 2182
Solyc05g055470.2.1 -2.02038 7.194323 5.02E-06 6.74E-05 2929 5517 3204 9962 11178 5562
Solyc10g083610.1.1 -2.01958 7.12998 3.46E-06 4.85E-05 2871 5253 2997 8591 11186 5793
Solyc05g006980.2.1 -2.0189 3.771089 0.000231 0.001842 259 436 365 280 1893 550
Solyc10g054440.1.1 -2.01863 11.04528 1.86E-05 0.00021 50766 72054 40673 151628 135906 88494
Solyc01g109680.2.1 -2.01767 4.484316 0.000401 0.002929 747 561 300 2231 932 718
Solyc03g112870.2.1 -2.01713 8.243298 7.79E-06 9.84E-05 5612 11446 7206 12570 26576 16047
Solyc04g007650.2.1 -2.01388 3.257073 0.000205 0.00166 267 337 131 823 531 333
Solyc06g072740.1.1 -2.01225 1.915017 0.000964 0.006142 84 150 66 317 277 96
Solyc05g050120.2.1 -2.01203 12.14567 1.93E-05 0.000217 109401 154789 87513 304806 273251 216201
Solyc05g006860.2.1 -2.01203 3.006969 0.00012 0.001055 169 263 192 347 986 247
Solyc12g099100.1.1 -2.0111 7.317909 4.98E-06 6.70E-05 2956 6342 3629 7484 13274 8141
Solyc01g060240.2.1 -2.00786 4.576066 0.000249 0.00196 906 380 332 1308 2062 1013
Solyc01g095070.2.1 -2.00694 7.146603 3.53E-06 4.94E-05 2724 4866 3611 8305 10581 6565
Solyc09g075120.2.1 -2.00651 8.433369 6.47E-06 8.40E-05 5678 13310 9103 21597 26013 14819
Solyc01g058500.2.1 -2.00538 4.917323 1.02E-05 0.000125 747 665 803 1127 2443 1813
Solyc06g074550.2.1 -2.00455 2.286671 0.000167 0.001395 87 199 111 287 318 249
Solyc10g011880.1.1 -2.00436 4.089067 0.000343 0.002576 571 336 291 1585 763 600
Solyc09g075110.1.1 -2.00425 4.301129 2.03E-06 3.05E-05 279 898 485 1348 1405 792
Solyc12g005080.1.1 -2.00277 7.924888 5.86E-06 7.72E-05 5082 9260 5144 12520 20334 11382
Solyc05g006780.2.1 -2.00171 5.642897 9.46E-07 1.57E-05 939 2066 1086 3404 3697 1941
Solyc10g007290.2.1 -1.99883 4.877171 2.26E-06 3.35E-05 621 1001 693 2267 2253 877
Solyc03g115410.2.1 -1.9964 4.749524 1.71E-06 2.64E-05 700 885 494 1794 2019 1055
Solyc06g053700.1.1 -1.99518 3.233948 3.32E-05 0.00035 243 329 162 577 678 424
Solyc03g116030.2.1 -1.99494 5.731088 1.12E-05 0.000134 1552 1566 885 3395 3965 2218
Solyc03g093890.2.1 -1.99467 3.289778 6.99E-05 0.000666 232 409 151 375 757 594
Solyc06g009020.2.1 -1.9942 9.20673 1.08E-05 0.00013 13606 20786 12264 38751 41676 25309
Solyc06g066050.2.1 -1.99396 5.223279 4.64E-06 6.28E-05 946 1184 751 2937 2123 1496
Solyc08g078510.2.1 -1.99363 5.645542 1.53E-05 0.000177 1021 2684 613 2679 4028 2345
Solyc09g015530.2.1 -1.99121 5.575731 5.81E-07 1.02E-05 861 1864 1169 2445 4270 2069
Solyc01g007020.2.1 -1.98892 5.319579 9.56E-05 0.000869 700 2544 381 1876 3907 1678
RRNA_11_4 -1.98865 6.880824 4.74E-05 0.000476 2941 2681 3122 4655 8553 7396
Solyc02g065540.1.1 -1.98857 4.586604 6.20E-06 8.11E-05 556 908 459 1975 1472 827
Solyc02g062460.2.1 -1.98812 3.646852 1.82E-05 0.000206 157 596 324 625 1246 482
Solyc09g015820.2.1 -1.9873 6.560161 2.87E-06 4.12E-05 1733 3624 2334 5680 6989 4248
Solyc10g011740.2.1 -1.98715 5.594069 1.63E-06 2.52E-05 730 2301 1104 3007 3958 1872
Solyc10g054320.1.1 -1.98688 5.823956 4.62E-06 6.27E-05 1337 2017 1135 4007 4235 2039
Solyc02g078400.2.1 -1.98651 8.196619 0.000676 0.004562 5364 13383 5953 4431 29021 19763
Solyc02g088520.2.1 -1.98644 3.711799 7.51E-06 9.54E-05 281 478 289 975 908 471
Solyc09g098310.2.1 -1.98639 7.08776 4.31E-06 5.89E-05 2374 5559 3311 7593 11014 6064
Solyc01g059980.2.1 -1.98606 4.394663 2.53E-06 3.69E-05 332 679 669 1351 1295 1027
Solyc08g082310.2.1 -1.98445 4.187569 1.55E-06 2.42E-05 285 711 505 962 1249 985
Solyc07g032230.2.1 -1.98344 7.067931 4.82E-06 6.51E-05 2602 5541 2922 7900 11158 5469
Solyc11g072550.1.1 -1.9834 6.639204 4.37E-06 5.95E-05 1774 3965 2464 6581 7531 3921
Solyc06g005500.2.1 -1.98301 8.160285 8.93E-06 0.000111 6477 10496 5926 18800 20696 11860
Solyc03g070380.2.1 -1.98147 1.327994 0.001453 0.008719 67 81 45 151 190 107
Solyc07g049180.2.1 -1.98081 7.881589 1.79E-05 0.000203 5927 8806 4079 14781 18654 9428
Solyc07g063620.2.1 -1.97909 3.260035 7.52E-05 0.000709 269 222 217 582 811 363
Solyc03g007220.2.1 -1.97898 4.750677 4.25E-05 0.000434 638 1193 394 2394 1293 981
Solyc08g063010.2.1 -1.97855 2.806175 0.000114 0.001016 137 242 180 548 413 268
Solyc02g067530.2.1 -1.97747 4.75727 7.03E-07 1.21E-05 437 1276 600 1407 2311 1212
Solyc03g097830.2.1 -1.97705 5.612812 1.32E-06 2.11E-05 746 2148 1247 2517 4314 2142
Solyc10g009180.2.1 -1.97653 6.96127 9.88E-06 0.000121 3003 4806 2238 8097 9276 5072
Solyc06g009110.2.1 -1.97603 5.491275 5.60E-07 9.92E-06 781 1910 1071 2440 3642 2052
Solyc03g114890.2.1 -1.97554 3.591398 1.35E-05 0.000159 187 588 264 534 942 665
Solyc06g082080.2.1 -1.97461 4.39255 1.11E-05 0.000133 513 957 275 1189 1901 799
Solyc07g008280.2.1 -1.97414 4.764275 1.14E-06 1.85E-05 633 897 613 1217 2039 1540
Solyc08g005200.2.1 -1.9738 4.814493 5.72E-07 1.01E-05 598 901 724 1853 1998 1177
Solyc12g013690.1.1 -1.97037 7.278191 0.000125 0.001096 5083 4600 2046 9959 10714 6890
Solyc05g051200.1.1 -1.96965 6.586277 0.001026 0.006477 3600 2519 916 8336 4754 3581
Solyc10g080900.1.1 -1.96897 4.756712 2.51E-05 0.000272 728 798 554 1271 3273 759
Solyc02g089290.2.1 -1.96753 5.775341 3.09E-06 4.40E-05 1109 2195 1211 3835 3630 2252
Solyc04g076830.2.1 -1.9654 7.505347 1.10E-05 0.000132 4399 6015 3952 9760 15507 7878
Solyc10g074930.1.1 -1.96525 7.149807 2.14E-05 0.000236 3611 5163 2581 6354 14132 6030
RRNA_SL2.40sc06396_1 -1.96517 7.750314 6.90E-05 0.000658 5498 4960 5713 8896 15332 13270
Solyc07g064800.2.1 -1.96204 7.475467 1.74E-05 0.000199 2619 8081 4595 7914 15356 8949
Solyc10g012080.2.1 -1.96139 6.783551 1.31E-05 0.000154 2529 4449 2074 7768 8053 4041
Solyc09g014280.1.1 -1.96106 8.150857 9.90E-05 0.000897 6299 10300 6387 25642 12627 10580
Solyc04g071030.1.1 -1.95577 7.197581 4.92E-05 0.000492 3198 7498 2010 8551 12965 5542
Solyc06g071060.1.1 -1.95319 5.09709 3.54E-05 0.000371 1142 969 477 2196 2309 1536
Solyc03g007900.2.1 -1.95281 5.555341 5.06E-06 6.78E-05 1289 1700 768 2546 3710 2184
RRNA_6_1 -1.95259 7.996325 7.81E-05 0.000731 6660 5960 6682 10884 17006 16084
Solyc07g043250.1.1 -1.95242 7.014435 9.51E-06 0.000117 2832 5349 2568 8405 8613 5784
Solyc10g049630.1.1 -1.95237 5.315171 2.76E-06 3.97E-05 919 1817 623 2462 3096 1625
Solyc03g118390.2.1 -1.95185 7.003614 6.88E-06 8.82E-05 2900 4735 2807 6536 11303 5617
Solyc07g005440.1.1 -1.95003 9.127692 2.08E-05 0.000231 14235 20607 10330 32739 43310 24468
Solyc04g078640.1.1 -1.94897 5.609613 6.74E-05 0.000645 1636 1474 622 3193 3461 2043
Solyc03g083470.2.1 -1.94877 5.5994 0.000867 0.005632 1689 1846 294 3544 3083 1929
Solyc09g009390.2.1 -1.94842 9.265759 3.54E-05 0.000371 12764 21746 15596 48636 35974 23397
Solyc02g067470.2.1 -1.94724 3.931538 6.81E-06 8.76E-05 248 678 381 688 1548 618
Solyc08g080900.2.1 -1.94421 7.569122 4.42E-05 0.000448 5622 5966 3228 10782 15117 8314



Solyc04g010310.2.1 -1.94248 7.466567 1.36E-05 0.000159 3714 7415 3722 11852 12271 7310
Solyc11g005380.1.1 -1.94182 8.143361 1.60E-05 0.000184 7135 9991 5660 15244 24492 11879
Solyc06g069780.2.1 -1.94117 5.639814 9.23E-06 0.000114 1453 1514 915 2618 3638 2542
Solyc07g005130.2.1 -1.9402 5.933837 1.17E-05 0.000139 1739 1883 1160 3422 4743 2780
Solyc01g103030.2.1 -1.93959 5.448347 7.72E-07 1.31E-05 820 1616 1179 2208 3707 1992
Solyc07g008940.2.1 -1.93919 6.625446 6.58E-06 8.52E-05 1670 4383 2434 5589 8266 4090
Solyc04g007580.1.1 -1.93705 6.191287 0.000186 0.00153 1593 4206 752 2945 7016 3474
Solyc06g035610.2.1 -1.93694 2.21215 0.00077 0.005094 134 176 63 268 370 194
Solyc05g006640.2.1 -1.93682 6.7004 7.35E-06 9.37E-05 2313 3968 2301 5687 9255 4149
Solyc06g073840.2.1 -1.93525 7.366881 4.10E-05 0.000421 4743 5358 2934 9932 13899 6302
Solyc11g012780.1.1 -1.93331 4.9918 7.61E-07 1.30E-05 762 1150 681 1949 2452 1314
Solyc09g075750.1.1 -1.93249 4.885214 1.91E-05 0.000215 882 1044 433 2076 2179 1060
Solyc02g082350.2.1 -1.9295 6.359294 3.42E-05 0.00036 2189 2939 1514 6339 4932 3130
Solyc01g005920.2.1 -1.92904 4.786472 3.55E-05 0.000371 865 718 521 2081 1991 897
Solyc08g060970.2.1 -1.92746 5.753399 7.80E-06 9.85E-05 738 2560 1465 3100 4292 2313
Solyc01g010020.2.1 -1.927 4.150376 5.09E-06 6.81E-05 397 821 304 891 1374 887
Solyc01g099520.2.1 -1.92697 6.184995 9.36E-06 0.000115 1024 3390 1983 3861 5966 3278
Solyc06g073190.2.1 -1.92673 7.85468 2.54E-05 0.000275 5533 8379 5030 15700 13855 10616
Solyc04g058110.2.1 -1.92293 4.514052 3.19E-05 0.000339 266 1281 555 863 2111 1173
Solyc11g008370.1.1 -1.91957 3.794382 1.01E-05 0.000123 197 618 396 838 1106 556
Solyc04g007870.2.1 -1.91837 6.575414 7.26E-06 9.27E-05 2225 3513 2133 5468 7726 4004
Solyc08g023470.2.1 -1.91777 6.772711 7.83E-06 9.87E-05 2489 4220 2403 6192 8822 4674
Solyc06g074940.2.1 -1.91755 4.913737 0.000359 0.002665 263 1745 814 848 3755 1220
Solyc03g120140.2.1 -1.91748 5.359327 8.72E-07 1.46E-05 897 1534 980 2439 3390 1614
Solyc02g090820.2.1 -1.91647 6.690054 0.00011 0.000978 997 4953 3335 4598 8387 5396
Solyc10g080560.1.1 -1.91631 1.59004 0.000871 0.005653 58 115 78 181 220 130
Solyc10g086680.1.1 -1.91598 5.082375 8.66E-05 0.0008 467 714 1501 1894 2985 1319
Solyc08g078090.1.1 -1.91505 5.956181 8.24E-05 0.000767 590 2963 2029 2703 5335 3123
Solyc09g082230.1.1 -1.91493 5.495037 0.000142 0.001219 1568 1497 480 2561 3703 1880
Solyc12g087960.1.1 -1.9149 4.061465 0.000147 0.001255 578 373 296 1231 1048 650
Solyc03g083150.2.1 -1.91477 4.313855 8.33E-06 0.000104 505 751 384 801 1917 930
Solyc06g009270.2.1 -1.91311 6.957115 9.02E-06 0.000112 2532 4996 2994 7968 8375 5496
Solyc07g045160.2.1 -1.91097 6.044904 8.93E-06 0.000111 1262 3356 1252 3675 5236 2917
Solyc07g043560.2.1 -1.90917 7.451986 4.28E-05 0.000437 2604 7146 5376 12604 10662 7272
Solyc07g064610.2.1 -1.90882 7.227597 1.27E-05 0.000151 3372 5267 3728 9211 11653 6046
Solyc09g059430.2.1 -1.90832 6.704573 1.58E-05 0.000182 2289 4603 2070 4627 9400 4911
Solyc09g008840.2.1 -1.9083 2.903532 9.10E-05 0.000834 147 272 205 524 508 289
Solyc04g079300.2.1 -1.90799 7.071744 1.56E-05 0.00018 2132 6248 3491 8241 10459 5447
Solyc11g066970.1.1 -1.90702 2.368655 0.001648 0.009661 46 165 224 260 432 234
Solyc01g091840.2.1 -1.90678 5.527201 2.46E-06 3.60E-05 915 2167 953 2209 3991 2131
Solyc12g017430.1.1 -1.90646 2.312037 0.000414 0.00301 127 172 105 295 314 247
Solyc11g061760.1.1 -1.90541 3.993279 5.51E-06 7.31E-05 398 511 379 1009 1125 679
Solyc02g078820.2.1 -1.90309 5.807429 1.02E-05 0.000125 1404 2120 1130 3879 3823 2202
Solyc01g068450.2.1 -1.90119 4.883922 6.79E-07 1.17E-05 608 1213 700 1664 2359 1270
Solyc02g077470.2.1 -1.89532 5.363339 0.000126 0.001099 1188 1342 788 3830 1884 1350
Solyc05g013750.2.1 -1.89127 8.088897 2.17E-05 0.000239 6662 11041 5369 14714 21450 12374
Solyc09g091840.2.1 -1.89123 8.989041 2.19E-05 0.000241 9623 19430 14254 24153 42131 24574
Solyc12g005640.1.1 -1.89076 5.71629 3.43E-06 4.82E-05 1219 1818 1320 2536 4205 2598
Solyc11g017380.1.1 -1.88986 3.008054 0.000152 0.00129 206 312 155 575 571 284
Solyc03g007040.2.1 -1.88883 5.908848 1.06E-05 0.000128 1605 2062 1261 3300 5206 2408
Solyc12g005140.1.1 -1.88873 5.158372 1.27E-05 0.000151 1011 1330 612 2536 2524 1292
Solyc05g009340.1.1 -1.88848 2.759621 0.000354 0.002635 98 352 166 462 578 200
Solyc06g036430.2.1 -1.88788 2.312915 0.000353 0.002634 115 167 127 251 404 229
Solyc03g025380.2.1 -1.88679 3.774778 0.000278 0.002157 418 486 212 1098 1089 319
Solyc06g005490.2.1 -1.88509 4.869137 1.25E-06 2.01E-05 674 1055 716 1699 1995 1402
Solyc09g089670.2.1 -1.88475 6.737998 1.12E-05 0.000134 2278 3836 2860 6561 7538 4694
Solyc02g071470.2.1 -1.88469 6.656205 6.24E-05 0.000604 2272 5143 1587 7110 6140 4262
Solyc02g080070.2.1 -1.88468 8.562688 8.74E-05 0.000805 11009 14468 5933 18301 32900 17074
Solyc01g096730.2.1 -1.88233 6.920027 5.23E-05 0.000519 3524 3772 2462 5604 11649 5026
Solyc01g098580.2.1 -1.88197 3.156009 0.000473 0.003372 285 297 136 684 480 364
Solyc06g063090.2.1 -1.88082 6.815312 6.50E-05 0.000625 1364 5493 3403 5012 10456 5052
Solyc09g074050.2.1 -1.87994 7.722932 7.21E-05 0.000685 3233 11909 4537 9175 19462 9750
Solyc12g009180.1.1 -1.87912 6.492095 7.65E-06 9.69E-05 1797 3502 2416 5092 6754 4077
Solyc02g080040.2.1 -1.87911 3.142279 0.000594 0.004079 131 546 161 302 1026 347
Solyc06g066370.2.1 -1.87845 9.293667 5.49E-05 0.000541 14671 30104 10598 35014 52827 25516
Solyc02g093050.2.1 -1.87745 7.696446 4.52E-05 0.000457 5471 8321 3776 10091 18648 8946
Solyc06g063180.1.1 -1.8748 6.379908 5.71E-05 0.00056 2395 3412 1233 5140 5865 3637
Solyc09g090250.2.1 -1.87416 5.651651 2.93E-06 4.19E-05 1007 2176 1214 3060 4056 1930
Solyc09g090440.1.1 -1.874 4.471624 3.36E-05 0.000355 695 733 370 1541 1445 894
Solyc05g006560.1.1 -1.87342 5.269748 2.41E-06 3.53E-05 684 1822 945 2532 2671 1586
Solyc01g104690.2.1 -1.87065 7.484575 0.000792 0.005222 6700 4537 2547 13268 8848 8184
Solyc04g039960.2.1 -1.86943 4.056708 0.000106 0.000951 187 857 497 1078 781 908
Solyc12g043120.1.1 -1.8688 8.230146 3.31E-05 0.000349 4862 14444 7839 19256 21832 12102
Solyc11g010450.1.1 -1.86862 3.73594 1.51E-05 0.000175 233 525 398 587 1108 671
Solyc02g072080.1.1 -1.86591 7.138491 0.000158 0.001328 3682 7060 1778 7841 12556 5304
Solyc11g013880.1.1 -1.86407 6.396742 1.13E-05 0.000135 1633 3920 1966 4838 7042 3316
Solyc12g006500.1.1 -1.864 5.593016 5.91E-06 7.77E-05 1019 1794 1310 2075 4843 1997
Solyc08g016610.1.1 -1.86399 1.803184 0.001458 0.008744 46 140 120 188 302 138
Solyc02g063020.1.1 -1.86195 4.491854 6.97E-06 8.93E-05 589 945 401 1137 1820 1043
Solyc06g082290.2.1 -1.86084 5.175353 4.24E-06 5.80E-05 589 1702 971 1639 3483 1505
Solyc06g005170.2.1 -1.85942 7.864177 0.000159 0.001337 5639 11838 3459 17074 15833 8250
Solyc12g005290.1.1 -1.85925 4.368273 1.17E-05 0.000139 376 1014 480 1547 1343 736
Solyc03g098650.2.1 -1.85916 1.695844 0.001309 0.007962 79 129 68 208 207 143
Solyc02g064680.2.1 -1.8589 7.032054 2.68E-05 0.000289 2490 5780 3338 7065 12626 4529



Solyc11g018610.1.1 -1.85875 5.48242 1.05E-05 0.000127 971 1894 1041 3454 2932 1496
Solyc01g007010.2.1 -1.85859 5.004246 7.62E-05 0.000716 707 1942 363 1677 2699 1383
Solyc10g050060.1.1 -1.85834 6.610898 0.000196 0.001603 3072 3207 1699 7867 5654 3454
Solyc09g075480.2.1 -1.85766 3.290082 0.000213 0.001718 279 209 276 492 776 461
Solyc05g013060.2.1 -1.85756 5.434098 8.19E-05 0.000763 1508 1222 693 2017 3972 1865
Solyc01g107820.2.1 -1.85533 9.69436 0.000929 0.00597 30409 28783 8081 52809 60372 33355
Solyc06g009140.2.1 -1.85492 9.960668 3.77E-05 0.000392 21381 44820 22077 48826 88655 42793
Solyc02g090350.2.1 -1.85423 6.68413 0.000246 0.001946 2225 4032 2634 9765 5286 2797
Solyc09g011670.2.1 -1.85376 7.930749 7.22E-05 0.000686 4474 8748 7778 18243 14105 9748
Solyc04g074430.1.1 -1.85323 3.962246 0.000491 0.003472 534 603 160 1067 1295 471
Solyc04g012040.2.1 -1.85301 5.013347 0.001241 0.007613 983 974 662 3583 1033 818
Solyc01g007780.2.1 -1.85246 3.038886 0.000201 0.001636 149 289 266 399 487 494
Solyc09g059510.2.1 -1.85246 6.029545 6.49E-05 0.000625 1883 2542 1108 4599 3696 2884
Solyc02g020890.2.1 -1.85124 4.711583 2.23E-06 3.31E-05 515 1245 598 1541 2016 1093
Solyc11g066320.1.1 -1.84824 4.298057 9.39E-05 0.000856 663 608 318 1375 1338 742
Solyc01g103220.2.1 -1.84724 7.915827 4.37E-05 0.000444 4440 9940 6933 9959 20239 12577
Solyc03g063680.1.1 -1.84308 2.418097 0.000535 0.003735 78 282 137 293 370 261
Solyc09g083100.1.1 -1.84175 3.269425 5.41E-05 0.000535 214 396 232 444 779 477
Solyc12g042480.1.1 -1.84109 7.9662 3.49E-05 0.000366 5007 12071 5605 11737 19316 12783
Solyc12g100010.1.1 -1.84037 5.311161 4.34E-06 5.91E-05 897 1870 792 2578 2801 1598
Solyc09g089680.2.1 -1.84011 4.544001 0.001578 0.009331 906 769 206 2034 1228 756
Solyc05g050800.2.1 -1.83489 6.852728 7.47E-05 0.000705 2842 5391 2085 8491 7347 4309
Solyc05g005260.1.1 -1.83471 8.06457 5.13E-05 0.00051 5379 14248 5206 16074 19835 11282
Solyc06g076100.2.1 -1.83367 6.534784 1.65E-05 0.000189 2018 4090 2151 5723 6916 3749
Solyc06g061150.2.1 -1.83051 6.914955 1.97E-05 0.000221 2780 4653 3053 6696 10127 4834
Solyc11g070110.1.1 -1.83028 4.522013 4.18E-06 5.74E-05 418 1076 596 1238 2012 899
Solyc01g007220.2.1 -1.82907 7.311696 6.05E-05 0.000589 2506 8173 4156 10664 11093 6151
Solyc03g119340.2.1 -1.82821 3.555081 0.000389 0.002861 121 637 364 401 1061 629
Solyc03g007530.2.1 -1.82696 8.289096 8.52E-05 0.000788 4499 14049 10054 13729 28348 14255
Solyc01g111970.2.1 -1.82658 2.242846 0.000842 0.005488 110 138 146 299 349 184
Solyc11g069550.1.1 -1.82646 4.451012 4.65E-06 6.29E-05 407 908 634 1271 1892 792
Solyc09g064780.2.1 -1.82602 6.373247 3.46E-05 0.000363 2280 3400 1524 4696 6607 3436
Solyc01g105230.2.1 -1.82586 6.080162 4.36E-05 0.000443 2008 2277 1379 4268 5276 2516
Solyc12g056210.1.1 -1.8253 6.956897 0.000106 0.000949 3536 4293 2652 9524 7430 4554
Solyc04g014820.2.1 -1.82424 5.411982 1.51E-05 0.000175 1261 1517 820 2698 3214 1632
Solyc01g014230.2.1 -1.82355 5.99868 2.21E-05 0.000243 1551 2370 1600 4533 4283 2375
Solyc12g010570.1.1 -1.82252 6.177526 8.97E-05 0.000822 2209 2962 1075 4181 5483 3094
Solyc12g007110.1.1 -1.82208 7.621195 6.75E-05 0.000645 5675 6817 4134 11861 14814 8081
Solyc12g008970.1.1 -1.82196 6.915266 5.85E-05 0.000572 3480 4382 2404 7688 8736 4813
Solyc08g080520.2.1 -1.82173 5.145008 3.92E-06 5.41E-05 636 1707 910 1677 3227 1493
Solyc04g007660.1.1 -1.82109 4.818028 1.20E-05 0.000143 746 1068 617 2069 1701 1097
Solyc10g084690.1.1 -1.8184 3.191048 0.000542 0.003774 223 365 210 814 547 237
Solyc11g072660.1.1 -1.81456 4.92982 9.38E-06 0.000116 809 1287 587 1437 2892 1222
Solyc11g072830.1.1 -1.81399 2.499145 0.001291 0.007873 166 179 126 440 263 241
Solyc03g121610.2.1 -1.81355 3.160361 0.000601 0.004121 120 360 327 413 459 589
Solyc06g050440.2.1 -1.81124 3.433007 0.000181 0.001493 143 644 265 506 997 449
Solyc04g073960.2.1 -1.80895 2.54265 0.001527 0.009089 187 221 88 207 582 268
Solyc09g092480.1.1 -1.80754 4.455417 0.000244 0.00193 358 1316 457 552 2247 1173
Solyc09g090730.1.1 -1.80434 7.456136 0.000106 0.000952 2473 10053 4498 9016 13557 8217
Solyc06g072310.2.1 -1.80372 2.697806 0.001058 0.006638 186 307 88 457 410 252
Solyc07g066570.2.1 -1.80211 4.615902 4.75E-06 6.42E-05 565 1115 540 1432 1911 992
Solyc01g065530.2.1 -1.8021 5.694588 9.96E-05 0.0009 1110 3057 799 2663 5173 1736
Solyc02g071350.2.1 -1.80142 3.852816 4.76E-05 0.000478 356 662 286 772 1411 476
Solyc01g106310.2.1 -1.79909 3.268233 0.000121 0.001067 183 435 262 619 531 469
Solyc04g078680.2.1 -1.79691 7.254947 3.44E-05 0.000362 3589 6271 3754 9056 11559 6270
Solyc05g005250.2.1 -1.79492 6.238067 2.14E-05 0.000236 1762 3077 1889 4820 5650 2849
Solyc09g047910.2.1 -1.79376 4.36821 5.28E-05 0.000523 660 700 387 1374 1501 757
Solyc01g111620.2.1 -1.79355 5.133688 4.90E-06 6.60E-05 706 1633 891 1537 2691 1860
Solyc09g074970.2.1 -1.79254 2.951908 0.000181 0.001496 177 362 167 370 658 344
Solyc12g038550.1.1 -1.79118 3.582563 9.55E-05 0.000868 337 462 246 844 810 434
Solyc09g007130.2.1 -1.78997 5.919846 0.000467 0.003335 2108 1912 1021 4959 3017 2264
Solyc03g034180.2.1 -1.78869 7.090225 7.50E-05 0.000707 3701 5670 2730 8683 10630 4894
Solyc02g084710.2.1 -1.78828 4.32624 0.000398 0.002914 622 589 462 1849 952 607
Solyc12g055930.1.1 -1.78821 4.570056 6.73E-06 8.68E-05 460 1082 644 1507 1809 881
Solyc01g080220.2.1 -1.78816 7.864953 6.33E-05 0.000612 4668 10845 6011 9923 18818 12024
Solyc01g088530.2.1 -1.78705 3.539921 6.56E-05 0.00063 200 584 311 497 1027 544
Solyc10g081440.1.1 -1.78586 7.982832 7.92E-05 0.000741 4262 10702 8223 16713 16893 10235
Solyc05g014340.2.1 -1.7844 6.140987 3.32E-05 0.00035 1923 2628 1615 4274 5635 2633
Solyc10g084940.1.1 -1.78367 5.250302 2.72E-05 0.000293 1148 1136 914 1958 3565 1396
Solyc10g080810.1.1 -1.78363 5.443527 8.53E-06 0.000106 1141 1665 1024 2651 3511 1588
Solyc09g008260.2.1 -1.7831 4.560692 5.04E-05 0.000502 765 651 535 1451 1683 976
Solyc03g097680.2.1 -1.78299 7.995374 3.90E-05 0.000403 5289 11299 6779 14306 19437 11002
Solyc02g087000.2.1 -1.78261 6.985393 6.70E-05 0.000642 2472 5504 3626 4996 12618 5461
Solyc09g011660.2.1 -1.78149 6.019058 2.74E-05 0.000295 1483 2208 1976 4161 4237 2770
RRNA_3_1 -1.78145 8.766058 0.000211 0.001706 11548 13014 12454 16850 30201 26622
Solyc02g062930.2.1 -1.78131 5.550717 5.43E-06 7.22E-05 967 2035 1278 2403 3817 2057
Solyc05g006520.2.1 -1.78117 8.274089 4.62E-05 0.000466 7515 11556 8256 17447 23101 13537
Solyc04g016180.2.1 -1.77985 7.988998 0.000151 0.001284 7116 10365 5053 18461 16144 9357
Solyc08g066430.1.1 -1.77719 4.174525 7.47E-05 0.000705 295 904 513 613 1353 1112
Solyc01g109050.2.1 -1.77703 3.066139 0.000211 0.001702 167 320 263 534 669 286
Solyc10g074500.1.1 -1.77654 7.574626 5.59E-05 0.00055 4882 7657 4462 11608 13762 7881
Solyc02g083390.2.1 -1.77652 5.875512 0.000101 0.000911 1833 1953 1223 4190 3828 2161
Solyc11g065660.1.1 -1.77594 5.689734 1.47E-05 0.000171 1339 2023 1219 3074 4234 1893
Solyc06g065200.2.1 -1.77529 3.042365 0.000167 0.001394 164 364 228 417 719 334



Solyc12g014080.1.1 -1.77359 5.294747 4.78E-06 6.46E-05 723 1805 1126 2042 3265 1652
Solyc05g007150.2.1 -1.77319 6.320221 5.11E-05 0.000508 1542 2837 2743 5032 4905 3660
Solyc01g006870.2.1 -1.77202 5.983202 3.93E-05 0.000406 1100 2784 1981 2574 5381 3177
Solyc02g064750.2.1 -1.77181 5.763525 8.45E-05 0.000783 1687 2069 987 3581 3736 2123
Solyc09g090560.1.1 -1.77112 3.114928 0.000175 0.00145 214 338 219 507 733 308
Solyc07g043590.2.1 -1.77013 6.831023 6.23E-05 0.000604 2153 5672 2941 4864 10789 4889
Solyc11g006720.1.1 -1.76981 4.157942 6.89E-05 0.000657 533 796 277 1070 1320 728
Solyc01g102500.2.1 -1.76899 6.086908 1.84E-05 0.000208 1394 3078 1820 4003 4989 2861
Solyc01g097280.2.1 -1.76659 4.611893 6.12E-05 0.000595 387 1206 734 881 1699 1537
Solyc12g042460.1.1 -1.76633 2.524692 0.001168 0.007249 188 180 118 376 414 213
Solyc06g071620.2.1 -1.76607 4.365505 8.37E-05 0.000778 263 976 723 822 1609 1128
Solyc11g010780.1.1 -1.76547 4.753831 0.000469 0.003342 1016 658 512 2122 1453 1002
Solyc03g118340.2.1 -1.76482 7.905252 0.000262 0.002051 4655 10461 7044 7623 26620 10147
Solyc08g079700.1.1 -1.76339 6.863344 0.000473 0.003366 2722 7396 1381 6372 8992 5026
Solyc11g044880.1.1 -1.76148 7.074492 4.35E-05 0.000442 3146 5664 3462 8050 10531 5194
Solyc06g083790.2.1 -1.76138 8.507902 5.20E-05 0.000517 7957 16100 9514 19084 28253 16307
Solyc01g081470.2.1 -1.76135 4.498476 5.34E-05 0.000528 283 1135 763 1376 1499 1002
Solyc06g005160.2.1 -1.76096 9.078238 0.000124 0.001088 8081 26657 17016 28232 44136 23034
Solyc06g035620.2.1 -1.76077 4.556426 0.000159 0.001337 764 1046 301 1317 1851 968
Solyc06g051750.2.1 -1.75877 5.338155 3.18E-05 0.000338 1255 1425 833 1850 3739 1680
Solyc01g094040.2.1 -1.75744 6.019685 2.78E-05 0.000298 1562 2668 1655 2822 5488 3108
Solyc05g012890.1.1 -1.75715 5.649412 1.53E-05 0.000177 1286 2242 1071 2981 3794 2015
Solyc07g006280.2.1 -1.75707 8.047918 0.000241 0.001911 6041 14907 4609 14925 24924 8440
Solyc01g067020.2.1 -1.75549 6.492611 8.46E-05 0.000784 1620 5372 1921 4469 7465 3950
Solyc05g013660.2.1 -1.75524 5.869771 6.66E-05 0.000638 1120 3190 1353 2381 5838 2415
Solyc11g051200.1.1 -1.75462 5.216096 4.60E-05 0.000464 880 1021 1294 1811 2290 2113
Solyc10g006310.2.1 -1.75417 4.67295 5.90E-06 7.77E-05 525 1051 762 1477 1826 1111
Solyc04g050140.2.1 -1.75096 6.205291 7.11E-05 0.000676 2091 2902 1598 4996 5094 2734
Solyc02g083590.2.1 -1.74994 8.317128 0.000143 0.001225 4667 15166 10676 18853 24624 12549
Solyc05g056510.2.1 -1.74477 6.581912 3.63E-05 0.000378 2179 4251 2457 5751 6657 4112
Solyc01g006650.1.1 -1.74419 2.816867 0.000961 0.006128 224 224 157 496 389 298
Solyc03g123700.2.1 -1.74409 5.547778 0.000326 0.00247 1743 1213 909 3192 2664 2032
Solyc01g111980.2.1 -1.74387 8.608357 0.000283 0.002188 7024 23443 8431 28554 25063 13773
Solyc11g066770.1.1 -1.74249 5.736991 1.67E-05 0.000191 1261 2329 1337 2868 4313 2206
Solyc04g076960.2.1 -1.74241 4.232833 6.92E-05 0.000659 266 786 713 853 1566 878
Solyc08g066440.2.1 -1.74196 5.342835 1.06E-05 0.000128 849 2085 955 2516 3114 1503
Solyc02g063160.2.1 -1.74077 5.191069 1.21E-05 0.000144 1027 1341 878 2186 2598 1534
Solyc04g077980.1.1 -1.7385 8.72465 0.000284 0.002194 7622 27496 7901 23839 32800 17415
Solyc03g083160.1.1 -1.73846 1.913461 0.001524 0.009073 76 169 106 211 271 165
Solyc06g075370.2.1 -1.73789 5.223552 8.13E-06 0.000102 718 1823 1026 2165 2930 1467
Solyc09g090110.2.1 -1.7354 6.526892 6.73E-05 0.000644 1567 4414 2855 4172 7498 4420
Solyc04g081550.2.1 -1.73165 7.643153 0.000235 0.001868 2792 11131 5981 8722 15871 10054
Solyc06g083750.2.1 -1.73162 4.289931 2.19E-05 0.000241 395 755 645 897 1419 1023
Solyc10g085300.1.1 -1.73136 5.594543 7.99E-05 0.000746 1615 1703 909 2860 3535 1989
Solyc03g095730.2.1 -1.73066 6.466226 3.97E-05 0.00041 2144 3485 2437 4317 6677 4267
Solyc10g007280.2.1 -1.73042 7.248585 0.000247 0.001952 4691 6589 2572 9531 10870 5981
Solyc02g083860.2.1 -1.72999 4.869181 5.36E-05 0.00053 436 1870 684 1530 1994 1448
Solyc01g005560.2.1 -1.7298 9.765368 0.000136 0.001179 24599 30309 22250 46543 69173 36725
Solyc04g049350.2.1 -1.72946 9.87425 0.000104 0.000938 21050 41263 25338 59837 66174 36614
Solyc11g010500.1.1 -1.72624 7.876009 0.000408 0.002974 4291 14217 5110 9464 25575 8425
Solyc12g008500.1.1 -1.72604 7.781251 0.000116 0.001027 5531 10621 4626 11838 18391 8679
Solyc07g026660.2.1 -1.72529 3.771069 0.000438 0.003163 415 341 400 632 718 864
Solyc01g097350.2.1 -1.7242 5.816854 3.87E-05 0.0004 1497 2352 1325 3580 3817 2292
Solyc10g009060.1.1 -1.72398 5.093228 9.02E-06 0.000112 759 1715 799 2022 2677 1294
Solyc05g010260.2.1 -1.72279 6.138695 4.82E-05 0.000483 1269 3081 2317 4243 5230 2787
Solyc03g117020.2.1 -1.72214 7.055824 0.000131 0.001136 2524 4911 4801 8634 8314 5661
Solyc04g077270.2.1 -1.72156 7.408456 0.00021 0.001697 4494 8243 3304 11744 10100 6940
Solyc12g019320.1.1 -1.72049 7.543634 0.000122 0.001072 5203 6826 4724 10950 14963 6965
Solyc08g076530.2.1 -1.72049 4.675886 2.08E-05 0.000231 644 924 738 1717 1541 1069
Solyc05g015470.1.1 -1.71996 5.419547 5.05E-05 0.000503 1397 1515 864 2222 3590 1739
Solyc08g077290.1.1 -1.71904 4.685734 1.28E-05 0.000151 557 1060 775 1093 2145 1250
Solyc04g079120.2.1 -1.71677 5.676779 0.000206 0.001667 1861 1478 1015 2793 4128 2058
Solyc06g060230.2.1 -1.71636 7.958479 0.000101 0.000912 5074 11373 7205 11264 18178 13003
Solyc09g011920.2.1 -1.71611 6.616071 6.08E-05 0.000592 2660 3831 2441 5399 7212 4321
Solyc02g083460.2.1 -1.71424 6.885048 0.000144 0.001228 2859 5840 2601 5155 11928 4430
Solyc04g011520.2.1 -1.71021 7.082991 0.000141 0.001211 4114 5389 2808 7383 9996 6005
Solyc07g017860.2.1 -1.70747 5.256935 7.50E-05 0.000707 848 1733 1046 3122 2011 1310
Solyc04g080170.2.1 -1.70717 5.834651 0.000151 0.001278 1901 2019 1138 3028 4914 2178
Solyc07g064270.2.1 -1.70616 6.988521 0.000139 0.001193 2127 5754 4342 5410 10125 6398
Solyc11g072270.1.1 -1.70568 5.15649 1.14E-05 0.000137 858 1365 1056 2072 2873 1327
Solyc11g044610.1.1 -1.70392 5.003762 0.000216 0.001734 999 823 929 1887 1474 1816
RRNA_SL2.40sc03714_1 -1.70252 5.422889 0.000126 0.001101 1133 1167 1454 1990 2450 2585
Solyc07g053980.2.1 -1.70204 7.133313 7.52E-05 0.000709 3188 6570 3657 7999 11013 5523
Solyc06g061190.1.1 -1.7011 4.950087 1.54E-05 0.000178 780 1434 716 1902 2442 1088
Solyc01g107780.2.1 -1.70006 6.843848 0.000754 0.00501 2894 6652 1835 3439 10305 6294
Solyc06g051730.2.1 -1.69984 5.606286 0.000141 0.001208 1595 1724 1021 3468 3252 1677
Solyc01g108120.2.1 -1.69914 4.793986 8.09E-06 0.000101 617 1264 762 1426 2200 1199
Solyc06g076130.2.1 -1.69777 6.378111 0.00012 0.001056 2126 4328 1610 5178 6151 3122
Solyc07g062500.2.1 -1.69736 7.537769 0.000731 0.004873 3984 8550 5265 4601 19972 9047
Solyc11g021170.1.1 -1.69616 4.398211 0.000275 0.002137 672 532 604 1187 1040 1191
Solyc04g010300.2.1 -1.69599 3.34322 0.000358 0.002659 242 538 210 728 649 358
Solyc05g008510.2.1 -1.69312 5.846157 0.000116 0.001024 1660 2461 1229 3989 3461 2279
Solyc02g086120.2.1 -1.69284 2.327208 0.001552 0.009207 91 217 170 220 462 207
Solyc12g010690.1.1 -1.69164 4.593321 1.31E-05 0.000154 538 1160 631 1235 1964 1015



Solyc11g066760.1.1 -1.69012 5.367167 1.18E-05 0.000141 964 1761 1171 2100 3503 1662
Solyc01g106890.2.1 -1.68886 4.290818 0.000468 0.003341 736 696 299 1195 1130 931
Solyc10g083720.1.1 -1.68701 8.411531 0.000148 0.001255 8807 14332 8790 21817 24247 12748
Solyc04g015970.2.1 -1.68595 8.843785 0.000119 0.001052 10827 19796 12902 26096 36150 17929
Solyc05g053400.1.1 -1.68428 2.845988 0.001529 0.009101 103 383 235 231 653 371
Solyc11g068400.1.1 -1.68289 6.242918 6.58E-05 0.000632 1562 3461 2285 3286 6240 3612
Solyc08g007100.2.1 -1.68247 3.444572 0.000125 0.001093 284 471 270 600 816 459
Solyc04g063280.2.1 -1.68164 7.22084 0.000103 0.000929 3267 7223 4017 7502 12799 5981
Solyc02g068740.2.1 -1.68096 4.324585 3.67E-05 0.000382 365 859 700 1108 1321 949
Solyc07g005860.2.1 -1.67975 5.362079 1.59E-05 0.000182 788 1892 1312 2322 3125 1672
Solyc01g095990.2.1 -1.67902 8.101943 0.000476 0.003386 9240 10294 5354 18491 19238 9704
Solyc04g012160.2.1 -1.67728 7.324379 0.000259 0.002025 2987 9112 4135 11230 10119 5931
Solyc11g008380.1.1 -1.67728 4.167153 3.00E-05 0.00032 406 847 484 1128 1330 655
Solyc02g093750.2.1 -1.67575 5.529154 8.52E-05 0.000788 1467 1873 921 2078 3459 2333
Solyc11g045210.1.1 -1.6747 4.628131 2.59E-05 0.00028 698 1028 586 1444 1663 1087
Solyc07g065650.2.1 -1.67461 7.068842 9.31E-05 0.00085 2999 5668 4115 6469 10254 6324
Solyc10g081850.1.1 -1.67368 6.440555 0.000163 0.001365 2637 3649 1813 5502 5992 3387
Solyc07g006790.2.1 -1.67333 8.339997 0.00012 0.001055 7205 14175 9680 18739 22267 14149
Solyc03g083440.2.1 -1.67304 7.948209 0.000263 0.002057 7544 8661 6201 12208 22329 9373
Solyc12g013620.1.1 -1.673 8.187734 0.000157 0.001322 5481 14654 8748 16880 23406 10767
Solyc02g094030.2.1 -1.67286 6.961293 0.000651 0.004418 1608 7492 3865 4352 10637 6563
Solyc10g005060.2.1 -1.67163 4.447644 0.000211 0.001704 744 543 594 1252 1785 791
Solyc12g096270.1.1 -1.67036 5.197603 2.02E-05 0.000225 1033 1457 925 2031 2586 1634
Solyc03g082870.2.1 -1.66962 5.067836 1.20E-05 0.000142 846 1521 847 1964 2412 1377
Solyc06g061180.1.1 -1.66907 5.443959 3.57E-05 0.000373 1050 2365 911 2496 2937 1943
Solyc02g078540.2.1 -1.666 7.496611 0.000136 0.001174 4286 7893 5123 10017 15098 6649
Solyc05g050970.2.1 -1.664 7.535341 0.000241 0.001911 4321 7857 5540 13185 10529 7344
Solyc12g042360.1.1 -1.66349 5.390422 1.59E-05 0.000183 946 1885 1221 2506 3130 1611
Solyc01g109130.2.1 -1.66137 4.819107 0.00015 0.001272 794 1154 702 2293 1484 948
Solyc02g082510.1.1 -1.66121 7.349649 0.000138 0.001189 3506 7793 4691 8479 14148 6154
Solyc07g065960.1.1 -1.65994 3.53396 0.000372 0.002752 377 499 208 617 810 534
Solyc10g078490.1.1 -1.65753 6.530029 0.00016 0.001343 2702 3446 2403 5873 5729 3930
Solyc08g007190.2.1 -1.65706 4.840308 1.45E-05 0.000168 610 1383 825 1485 2310 1180
Solyc06g082780.2.1 -1.65555 3.782188 0.000464 0.003318 407 692 237 1021 829 476
Solyc01g098910.2.1 -1.65537 6.880261 0.000137 0.001179 2868 5036 3380 7748 8385 4167
Solyc05g008920.2.1 -1.65533 5.590487 4.43E-05 0.000449 901 2521 1424 2834 3883 1713
Solyc01g106420.2.1 -1.65472 5.192076 2.59E-05 0.00028 846 1799 952 2404 2406 1404
Solyc03g044260.2.1 -1.65471 6.833923 0.000151 0.001284 2195 5541 3575 4876 8673 5853
Solyc11g005670.1.1 -1.65448 8.839648 0.001047 0.006586 15672 21290 6483 20190 38330 20993
Solyc08g082610.2.1 -1.64913 9.198749 0.00025 0.001966 11160 33406 15660 31868 47156 23158
Solyc05g007460.2.1 -1.64596 5.88113 0.000554 0.003841 2240 1957 1076 3644 4179 2269
Solyc07g064290.2.1 -1.64546 5.770063 7.54E-05 0.00071 1490 2289 1417 3396 3901 2064
Solyc10g076360.1.1 -1.64458 4.692581 6.14E-05 0.000596 804 1005 601 1540 1579 1188
Solyc12g088370.1.1 -1.64383 5.995372 0.000129 0.001125 1905 2810 1374 3719 4902 2418
Solyc01g103770.2.1 -1.64194 3.051921 0.000589 0.004051 141 440 261 459 615 344
Solyc11g071330.1.1 -1.64044 4.990822 1.68E-05 0.000192 744 1493 884 1928 2168 1300
Solyc03g043640.2.1 -1.63982 3.081299 0.00081 0.005316 152 448 258 353 839 322
Solyc06g053230.2.1 -1.63809 6.179282 0.000338 0.002544 2526 2317 1689 4428 5225 2771
Solyc03g019680.2.1 -1.63757 6.814361 0.000331 0.002504 3588 4392 2536 7491 7797 3988
Solyc01g103470.2.1 -1.63743 3.334011 0.000979 0.006227 332 474 161 562 611 494
Solyc06g065210.2.1 -1.63675 5.431205 0.000583 0.004016 1585 1449 863 3379 2548 1368
Solyc09g075730.2.1 -1.63595 2.643323 0.001605 0.009453 202 267 121 310 476 279
Solyc06g082070.2.1 -1.63452 3.83397 0.000252 0.001983 400 410 483 656 1007 729
Solyc01g110150.2.1 -1.63337 5.273366 0.000279 0.002161 1083 1267 1218 3169 2073 1231
Solyc10g006540.2.1 -1.63235 6.813912 0.000169 0.001412 3138 4793 2862 6943 8243 4159
Solyc01g006150.2.1 -1.63082 6.937513 0.000156 0.001315 3448 5031 3212 6131 9883 5172
Solyc05g008200.2.1 -1.63079 7.921923 0.000196 0.001603 5749 10626 7259 14904 16017 10023
Solyc09g005920.2.1 -1.62997 6.016033 9.39E-05 0.000856 1753 2711 1746 4003 4528 2503
Solyc01g102290.2.1 -1.62955 7.400285 0.001121 0.006997 6420 6371 2728 8687 14396 6483
Solyc06g051720.2.1 -1.62941 5.846827 8.79E-05 0.000808 1156 2510 1990 3459 4069 2283
Solyc06g005260.2.1 -1.62906 6.478014 0.000227 0.001812 2787 3469 2117 5460 5549 3889
Solyc07g054060.2.1 -1.62813 3.633661 0.001565 0.009262 456 337 303 460 1379 431
Solyc04g074940.2.1 -1.62635 4.37955 0.00012 0.001055 557 803 616 1500 1104 832
Solyc11g044470.1.1 -1.62544 4.838708 4.59E-05 0.000463 587 1408 876 1144 2650 1237
Solyc02g089630.2.1 -1.62507 7.741896 0.000778 0.005142 2618 12431 7565 11670 15606 9181
Solyc04g064810.2.1 -1.62469 6.211157 9.39E-05 0.000856 1576 3480 2311 4065 5931 2847
Solyc01g091030.2.1 -1.62424 6.097241 0.000226 0.001809 2279 2454 1603 3393 5025 3189
Solyc02g021440.2.1 -1.62392 8.357464 0.00033 0.002496 9779 14261 7507 20121 24344 11985
Solyc06g024290.1.1 -1.62167 4.299809 0.000481 0.003417 575 529 675 1118 923 1101
Solyc04g007990.1.1 -1.62049 4.706374 0.000838 0.005465 310 918 1318 1622 1674 1085
Solyc11g071600.1.1 -1.62045 3.522514 0.000594 0.004077 228 786 221 531 901 530
Solyc04g080090.2.1 -1.6196 4.617962 2.95E-05 0.000315 588 1159 685 1467 1767 956
Solyc12g044910.1.1 -1.61687 4.740949 3.35E-05 0.000354 638 1125 840 1668 1847 1027
Solyc04g007530.2.1 -1.61664 4.373362 7.93E-05 0.000741 591 901 513 930 1940 796
Solyc10g081570.1.1 -1.61403 5.034257 7.43E-05 0.000703 934 1670 660 1764 2841 1151
Solyc11g039960.1.1 -1.61239 5.146995 0.000491 0.003472 1354 1107 736 2487 2343 1193
Solyc05g054550.2.1 -1.61202 5.05961 3.79E-05 0.000393 957 1273 939 2060 2161 1377
Solyc06g011490.2.1 -1.60545 3.747182 0.001186 0.007333 272 467 550 365 1086 804
Solyc03g123730.2.1 -1.60349 6.756482 0.001536 0.009132 3475 4185 2592 9473 5193 3225
Solyc02g089400.2.1 -1.60322 7.218528 0.001174 0.007269 5620 4996 3030 10114 10073 5144
Solyc12g011330.2.1 -1.60249 6.400309 0.000197 0.00161 2317 3658 2274 5596 5745 3010
Solyc04g008260.2.1 -1.60058 3.391453 0.000861 0.005593 253 438 335 332 1085 451
Solyc01g094550.2.1 -1.59939 6.80367 0.000177 0.001468 2610 4994 3488 6867 7805 4290
Solyc11g011780.1.1 -1.59559 6.11503 0.000879 0.005691 2416 2755 1407 2476 4674 4205



Solyc01g107290.2.1 -1.59554 4.780367 4.21E-05 0.00043 698 1347 716 1708 1732 1144
Solyc03g123870.2.1 -1.59401 7.247537 0.000228 0.00182 3435 7985 4167 8801 11148 5951
Solyc01g109760.2.1 -1.59276 3.965122 0.000201 0.001637 507 635 355 912 1121 616
Solyc09g009220.2.1 -1.59172 5.036208 0.000421 0.003056 478 1783 1190 1033 3194 1532
Solyc08g061160.1.1 -1.5891 5.255652 0.000759 0.005034 1341 980 1118 2032 1806 2213
Solyc03g058340.2.1 -1.5884 5.136327 0.000179 0.001481 1215 1286 810 2278 2158 1418
Solyc06g053810.2.1 -1.58801 5.391322 0.000854 0.00556 597 1517 2035 1469 3409 2228
Solyc01g088690.2.1 -1.588 4.218248 0.000111 0.000987 320 1010 617 972 1407 786
Solyc06g007540.2.1 -1.58723 7.197616 0.000271 0.00211 3418 6824 4514 6235 10950 7467
Solyc10g055410.1.1 -1.58615 5.150337 5.76E-05 0.000565 1010 1562 922 2187 2149 1540
Solyc08g006030.2.1 -1.58569 4.34309 0.000151 0.00128 628 781 535 1290 1536 667
Solyc07g055710.2.1 -1.58534 6.72436 0.000378 0.002785 2872 5905 2122 5684 8547 4021
Solyc08g016210.2.1 -1.58511 6.675641 0.001249 0.007655 2276 6508 2164 2928 8665 5745
Solyc05g007490.2.1 -1.58473 4.813129 0.000103 0.000931 665 1037 1025 1924 1781 1014
Solyc05g009730.1.1 -1.58422 3.361907 0.001573 0.009306 218 385 401 293 895 562
Solyc01g091620.2.1 -1.58409 7.047186 0.000323 0.002454 2614 7125 4041 5559 11716 5696
Solyc04g024340.2.1 -1.58356 4.81494 3.30E-05 0.000349 664 1203 925 1450 2180 1173
Solyc03g098220.2.1 -1.5824 7.888573 0.000956 0.006103 8359 8928 5150 15866 15339 8660
Solyc06g076350.2.1 -1.57441 4.122245 0.000333 0.00252 523 530 577 1173 1148 612
Solyc01g104970.2.1 -1.57344 7.262013 0.00035 0.002614 4544 7006 3699 8700 11428 5998
Solyc02g087950.2.1 -1.57312 4.028921 0.000132 0.001143 466 756 406 990 1158 615
Solyc02g088200.2.1 -1.56827 5.313617 6.59E-05 0.000633 738 2090 1335 1871 2991 1842
Solyc10g078500.1.1 -1.56756 3.876384 0.000402 0.002932 395 453 544 916 882 623
RRNA_SL2.40sc06977_2 -1.56705 5.867015 0.000377 0.00278 1918 2055 1575 2636 3779 3145
Solyc04g072640.2.1 -1.56661 5.826537 0.000297 0.002279 1258 2992 1651 1960 5095 2727
Solyc11g044620.1.1 -1.56657 4.696044 0.000728 0.004862 878 688 810 1481 1210 1413
Solyc01g017490.1.1 -1.56565 3.850182 0.001483 0.008861 479 352 482 795 689 799
Solyc02g072300.2.1 -1.56542 7.612891 0.000309 0.002355 4973 9314 5569 11536 14204 7471
Solyc12g055860.1.1 -1.56375 4.698098 5.06E-05 0.000505 707 1087 774 1469 1842 1060
Solyc11g072530.1.1 -1.56086 5.97344 0.000142 0.001214 1507 3212 1768 3319 5150 2360
Solyc05g054170.2.1 -1.55705 5.293854 9.08E-05 0.000832 1240 1655 963 2132 3061 1509
Solyc05g012900.2.1 -1.55574 3.509924 0.000827 0.005409 402 465 237 539 900 494
Solyc01g008820.2.1 -1.55322 7.053941 0.000382 0.002813 2754 6336 4617 8464 8829 4988
Solyc08g082820.2.1 -1.55097 8.999027 0.001151 0.00715 9432 21261 21291 33644 26790 22500
Solyc09g075920.1.1 -1.55042 5.029491 0.001271 0.007769 959 2170 397 1315 2742 1514
Solyc09g013110.2.1 -1.54985 5.260846 6.87E-05 0.000656 1138 1642 1030 2006 2686 1709
Solyc11g007720.1.1 -1.54862 6.909004 0.000235 0.001868 2926 5688 3689 6243 8753 5204
Solyc04g007520.2.1 -1.54789 5.314274 0.000139 0.001192 646 2381 1303 2071 3052 1628
Solyc01g086640.2.1 -1.5477 6.019601 0.000495 0.003486 2165 3075 1265 3142 5351 2630
Solyc05g052790.2.1 -1.54689 5.325988 5.11E-05 0.000509 1052 1796 1205 2276 2938 1567
Solyc01g006430.2.1 -1.54595 8.722638 0.000461 0.003299 12544 17479 11830 22482 30416 18044
Solyc06g068820.2.1 -1.54565 4.911426 0.000193 0.001581 992 1318 673 1966 1949 1111
Solyc12g006200.1.1 -1.54506 4.281465 8.95E-05 0.000821 426 912 662 1011 1408 842
Solyc09g083320.1.1 -1.54413 4.48896 0.000115 0.00102 426 1218 742 1015 1853 965
Solyc12g056630.1.1 -1.54263 4.212431 0.000177 0.001468 353 1005 612 1174 1222 700
Solyc01g099790.2.1 -1.54104 7.456796 0.000513 0.003598 5380 7395 4676 10479 12184 6831
Solyc03g118810.1.1 -1.53776 6.816294 0.001038 0.006535 3468 6214 2059 7525 7354 3986
Solyc02g069350.2.1 -1.53746 4.119058 9.92E-05 0.000898 441 796 535 838 1367 739
Solyc08g065860.2.1 -1.5373 4.693 6.77E-05 0.000647 707 1223 711 1216 2051 1118
Solyc09g011230.2.1 -1.537 5.205834 0.000107 0.00096 1127 1514 1017 2107 2269 1674
Solyc06g009050.2.1 -1.5361 8.474789 0.000945 0.006049 12237 13304 8955 21570 21438 15384
Solyc02g082920.2.1 -1.5358 11.8165 0.000885 0.005725 79773 189770 110816 132891 337041 156614
Solyc02g086360.2.1 -1.53557 4.45385 0.000374 0.00276 794 904 447 1186 1756 808
Solyc06g065740.2.1 -1.53463 5.172037 0.000195 0.001597 1242 1416 863 2146 2556 1365
Solyc12g014350.1.1 -1.53389 7.805683 0.000485 0.003439 5584 11395 6344 13915 14380 8859
Solyc07g052790.1.1 -1.53332 5.110092 0.000533 0.003727 639 2226 956 1053 3340 1608
Solyc03g121860.1.1 -1.52635 6.635846 0.000292 0.002248 2657 4992 2683 5404 7262 4051
Solyc04g008010.2.1 -1.52549 5.840525 0.000191 0.001567 1317 3029 1715 3380 4029 2205
Solyc01g007980.2.1 -1.52501 5.946396 0.000673 0.004546 2200 2625 1282 3602 3741 2745
Solyc11g011190.1.1 -1.52266 5.730415 0.000206 0.00167 1099 3084 1569 2420 3892 2527
Solyc03g120390.2.1 -1.52253 6.255381 0.000239 0.001895 1709 4156 2281 4058 5616 3159
Solyc09g005910.2.1 -1.52193 7.363708 0.000543 0.003781 4936 7288 4440 9748 11844 6151
Solyc05g013450.2.1 -1.51922 6.06979 0.000227 0.00181 1468 3268 2305 3250 5056 2963
Solyc02g021600.1.1 -1.51905 4.776906 0.000105 0.000945 534 1551 881 1560 1810 1164
Solyc11g022540.1.1 -1.51572 6.751634 0.000347 0.002598 2478 5412 3457 6093 8238 3957
Solyc05g008070.2.1 -1.51549 3.725645 0.000703 0.004716 441 655 259 701 1004 525
Solyc02g088690.2.1 -1.51524 7.270575 0.000652 0.004421 3403 8679 4553 9472 12047 4926
Solyc01g100290.2.1 -1.51435 4.608924 9.52E-05 0.000866 584 1169 790 1452 1732 911
Solyc07g047800.2.1 -1.51401 9.1007 0.000925 0.005954 17404 24564 13662 35254 36428 19931
Solyc02g089730.1.1 -1.51396 3.546908 0.000413 0.003009 253 610 378 655 827 469
Solyc01g067000.2.1 -1.51382 6.806744 0.000426 0.003092 3030 6044 2769 6143 8472 4309
Solyc02g071520.2.1 -1.51378 4.347207 0.000605 0.004143 323 1094 786 721 1665 1031
Solyc01g079410.2.1 -1.5137 3.201242 0.001558 0.009235 196 436 329 649 548 319
Solyc01g094050.1.1 -1.51328 5.254022 0.000158 0.001327 923 1991 1123 2625 2436 1295
Solyc11g011220.1.1 -1.51119 6.360573 0.000293 0.002251 2176 3699 2571 4708 5196 3586
Solyc11g012510.1.1 -1.50915 5.707156 0.000599 0.004106 868 3568 1502 2192 4626 2164
Solyc02g090740.2.1 -1.50826 4.397392 0.00011 0.000979 596 923 630 1142 1531 854
Solyc10g084140.1.1 -1.50714 7.003927 0.000401 0.002929 3446 6402 3586 7266 9547 4835
Solyc08g013900.2.1 -1.50652 6.253909 0.00085 0.005537 2811 3008 1698 4233 5784 2881
Solyc10g047140.1.1 -1.50646 6.783635 0.00054 0.003764 3479 4911 2808 6452 7652 4287
Solyc02g082830.1.1 -1.50534 6.197975 0.000961 0.006127 1172 4094 2771 2743 6503 3309
Solyc01g108200.2.1 -1.50484 5.124797 0.00043 0.003114 1058 1459 1006 2632 1695 1296
Solyc12g009230.1.1 -1.50411 3.846504 0.000258 0.002018 380 674 437 752 921 675
Solyc12g096050.1.1 -1.50321 5.762222 0.000262 0.002051 1564 2357 1616 3272 3664 2091



Solyc10g086420.1.1 -1.50145 7.107652 0.000545 0.003791 3578 7295 3781 6096 12082 5517
Solyc11g066060.1.1 -1.50026 8.985454 0.001148 0.007138 8657 29973 17488 30875 35458 18547
Solyc04g082480.2.1 -1.4993 5.656653 0.000401 0.002929 861 3413 1466 2554 3727 2150
Solyc12g005590.1.1 -1.49915 4.641211 0.000172 0.001428 719 1096 739 1460 2006 807
RRNA_SL2.40sc06977_1 -1.49642 6.58229 0.001215 0.00748 2977 3000 3358 4557 5389 5297
Solyc02g069720.2.1 -1.4957 6.567484 0.000501 0.003529 3027 3920 2622 5057 6799 3949
Solyc01g005680.2.1 -1.49266 4.241023 0.000223 0.001787 548 726 628 940 1298 872
Solyc06g076260.2.1 -1.49217 5.645085 0.000157 0.001323 1427 2173 1535 2476 3735 2149
Solyc09g075510.2.1 -1.49214 4.608745 0.000139 0.001197 660 1331 618 1352 1647 1029
Solyc03g006570.2.1 -1.49089 6.518142 0.00038 0.002801 2432 4534 2691 5025 7125 3373
Solyc06g072030.1.1 -1.48915 5.925337 0.00032 0.002433 1693 2477 2026 3538 3870 2559
Solyc10g084800.1.1 -1.4886 7.496698 0.000645 0.004387 4966 8585 5332 10849 12776 6600
Solyc08g069000.2.1 -1.48859 5.942951 0.001391 0.0084 2242 2120 1645 4285 4278 1808
Solyc01g008550.2.1 -1.48834 8.87965 0.000843 0.005495 14311 19948 13785 28170 30248 19093
Solyc01g098410.2.1 -1.48724 4.135138 0.000449 0.003228 348 1016 569 645 1359 906
Solyc01g105100.2.1 -1.48673 7.111228 0.000508 0.003571 3630 7031 4014 8061 9676 5305
Solyc12g088440.1.1 -1.48643 4.815065 0.000159 0.001338 801 1389 766 1773 1992 957
Solyc05g026050.2.1 -1.48261 5.646333 0.000157 0.001324 1309 2418 1552 2750 3753 1910
Solyc03g117110.2.1 -1.48103 5.291459 0.000343 0.002578 1213 1609 1161 2778 2321 1335
Solyc11g068710.1.1 -1.48082 6.484962 0.000945 0.006049 2464 5677 1771 5040 6305 3551
Solyc10g007010.1.1 -1.48041 3.653631 0.00077 0.005094 271 729 383 466 1009 622
Solyc07g063950.2.1 -1.47935 3.96869 0.000311 0.002371 313 802 575 780 1143 676
Solyc06g082650.2.1 -1.4776 8.400846 0.000673 0.004544 7872 17556 10973 15631 25172 15343
Solyc04g077290.1.1 -1.47473 3.492393 0.00077 0.005099 252 526 414 501 953 456
Solyc04g009800.2.1 -1.47439 6.416977 0.000463 0.00331 2591 3659 2537 4760 5834 3518
Solyc02g069240.1.1 -1.47333 4.084999 0.000461 0.0033 334 971 570 642 1347 834
Solyc03g007470.2.1 -1.47272 6.728486 0.001308 0.007962 3714 4245 2728 7013 6023 4166
Solyc09g075020.2.1 -1.47207 10.5031 0.00126 0.007709 36724 85279 37589 59474 128326 60225
Solyc03g121070.2.1 -1.47191 6.252559 0.000998 0.006327 1220 4041 3131 4433 4840 3195
Solyc05g052210.2.1 -1.47083 5.023749 0.00019 0.001564 763 1999 860 1352 2744 1407
Solyc11g005350.1.1 -1.46944 4.236533 0.000853 0.005553 663 659 544 697 1466 955
Solyc11g065000.1.1 -1.46908 6.603698 0.000557 0.003857 2289 5539 2855 5673 6011 4149
Solyc07g008170.2.1 -1.46873 5.044054 0.000123 0.001081 872 1753 929 1969 2101 1333
Solyc11g040110.1.1 -1.46604 6.357822 0.000546 0.003794 1630 4400 2964 3888 5851 3770
Solyc10g079260.1.1 -1.46572 5.724675 0.000238 0.001891 1296 2704 1692 2467 4114 2264
Solyc07g049280.2.1 -1.46513 4.270934 0.000258 0.002018 414 894 749 994 1419 796
Solyc12g009990.1.1 -1.465 8.316892 0.001549 0.009194 10265 14301 8469 22315 19797 10506
Solyc08g066870.2.1 -1.46123 7.481357 0.001123 0.007003 5848 8425 4397 10010 13754 6363
Solyc11g010390.1.1 -1.45943 3.781902 0.000392 0.002881 329 669 474 744 889 606
Solyc09g075910.1.1 -1.45935 5.053642 0.001252 0.007671 1029 2204 483 1862 2420 1256
Solyc03g119420.2.1 -1.45837 5.712314 0.000247 0.001952 1247 2758 1694 2353 3938 2393
Solyc11g017190.1.1 -1.45673 3.624775 0.000492 0.003476 310 614 399 620 890 527
Solyc06g074840.2.1 -1.45604 6.063497 0.000412 0.003003 2007 3097 1922 3434 5017 2701
Solyc12g011130.1.1 -1.45418 3.862636 0.001232 0.007566 552 512 378 858 976 560
Solyc09g008340.2.1 -1.45355 6.849519 0.000561 0.003879 3247 5487 3501 6126 7926 4906
Solyc04g071510.2.1 -1.45314 3.680559 0.000636 0.004337 275 717 425 545 1051 555
Solyc06g009380.2.1 -1.45276 7.747353 0.000845 0.005509 4847 10541 7823 11965 15026 8543
Solyc08g077350.2.1 -1.4526 6.17543 0.000464 0.003318 1570 3625 2654 3640 5051 3186
Solyc01g087570.2.1 -1.45211 3.955759 0.000438 0.003163 350 767 559 684 1351 606
Solyc03g117950.2.1 -1.45205 9.525016 0.000943 0.006043 19789 38413 21480 35546 59538 29112
Solyc07g053910.2.1 -1.45159 7.127932 0.001123 0.007003 4615 6613 3448 8521 9176 5309
Solyc01g098160.2.1 -1.4494 7.315151 0.000823 0.005389 4356 7747 4918 9625 9973 6374
Solyc12g014600.1.1 -1.44796 4.542815 0.00049 0.00347 723 895 766 1570 1397 834
Solyc02g093360.2.1 -1.44546 5.100236 0.000953 0.006089 546 2284 1157 1181 2940 1636
Solyc07g064440.2.1 -1.44515 6.265635 0.000669 0.004518 1698 4743 2257 3745 6425 2878
Solyc04g072910.2.1 -1.44506 7.37987 0.001565 0.009265 6072 7130 3919 8925 11693 6849
Solyc06g074650.2.1 -1.44299 7.432752 0.000874 0.005667 3962 10102 5256 8740 13333 6823
Solyc12g006180.1.1 -1.44285 5.209912 0.000298 0.002289 1182 1518 1123 2272 2524 1325
Solyc06g050770.2.1 -1.44113 7.113875 0.00071 0.004764 3684 6650 4519 7833 9735 5342
Solyc10g050230.1.1 -1.44044 5.226756 0.000159 0.001336 988 1970 1121 1987 2814 1442
Solyc04g057880.2.1 -1.43915 6.001996 0.000421 0.003056 1555 3582 1959 3225 4928 2547
Solyc09g098130.1.1 -1.43899 3.986381 0.000615 0.004207 298 958 543 680 1264 697
Solyc03g113390.2.1 -1.43857 6.438368 0.000792 0.005223 1851 5441 2590 3928 7206 3491
Solyc02g088680.1.1 -1.43767 3.87998 0.000561 0.003883 368 825 434 820 1193 482
Solyc11g011610.1.1 -1.43751 5.891663 0.000516 0.003617 1776 3109 1537 3364 3831 2475
Solyc07g047720.2.1 -1.43674 5.232432 0.000254 0.001994 774 1962 1412 1684 2994 1600
Solyc08g080080.2.1 -1.43666 4.965713 0.000274 0.002129 907 1344 1030 2017 2076 1065
Solyc03g005300.2.1 -1.43556 5.250311 0.000299 0.002293 1102 1768 1177 2507 2265 1409
Solyc07g066070.2.1 -1.43503 6.246506 0.001258 0.0077 2784 3113 1890 4562 4776 3021
Solyc11g069690.1.1 -1.43463 3.963945 0.000614 0.004199 331 803 581 637 1122 782
Solyc01g100850.2.1 -1.43452 4.454508 0.00093 0.005978 508 1051 814 1689 1179 683
Solyc10g079420.1.1 -1.43439 8.800532 0.001245 0.007633 14483 21024 11691 23319 31204 18755
Solyc12g094550.1.1 -1.43362 5.212934 0.000217 0.001741 1059 1685 1193 1763 3138 1386
Solyc02g069710.2.1 -1.43239 4.717141 0.000223 0.001784 803 1235 757 1392 2026 981
Solyc05g014120.1.1 -1.43199 3.271012 0.001541 0.009159 302 435 279 472 701 414
Solyc01g111090.2.1 -1.43171 6.104226 0.000441 0.003181 1783 3583 2154 3430 5055 2884
Solyc01g100000.2.1 -1.4287 4.712919 0.000334 0.002523 814 979 904 1476 1730 1072
Solyc03g081220.1.1 -1.4277 5.025417 0.00016 0.001342 873 1779 936 1498 2533 1382
Solyc10g079710.1.1 -1.42751 3.327247 0.001464 0.008768 225 587 316 549 769 359
Solyc05g007190.2.1 -1.4271 6.015114 0.000558 0.003863 1899 3187 1879 3774 4613 2337
Solyc04g077920.2.1 -1.42659 7.235863 0.000945 0.006049 4178 7657 4548 6891 12683 5884
Solyc03g096810.2.1 -1.4238 6.752795 0.000711 0.004769 2963 5769 3115 5487 8089 4318
Solyc08g067810.2.1 -1.42164 5.042854 0.000155 0.001308 872 1767 993 1598 2430 1405
RRNA_11_13 -1.42086 4.079962 0.000761 0.005041 517 704 552 606 1424 790



Solyc01g112050.2.1 -1.42048 6.61956 0.000888 0.005738 2674 5408 2796 5800 7303 3322
Solyc01g094060.2.1 -1.42038 6.593562 0.000707 0.004742 2468 5105 3074 5621 6472 3729
Solyc04g082030.1.1 -1.41908 6.849394 0.001578 0.009331 3979 4719 3276 6986 8727 3648
Solyc11g013490.1.1 -1.41742 5.561113 0.000304 0.002324 1387 2329 1391 2181 3763 1933
Solyc12g098820.1.1 -1.4173 6.770655 0.000794 0.005234 3201 5311 3277 5593 8365 4223
Solyc09g005870.1.1 -1.41593 4.650764 0.000571 0.003944 610 1211 917 855 2221 1148
Solyc08g008490.2.1 -1.41586 5.878488 0.000752 0.004999 1399 3629 1683 2426 5016 2456
Solyc07g041010.2.1 -1.41511 6.516009 0.000817 0.005353 2688 4271 2865 5437 5809 3620
Solyc04g009380.1.1 -1.41354 5.518639 0.001532 0.00911 1903 1730 1009 2521 3346 1722
Solyc05g012070.2.1 -1.41249 6.31609 0.000655 0.00444 1886 4197 2762 3680 5948 3489
Solyc07g005200.2.1 -1.41122 7.013125 0.000933 0.00599 3946 6009 3893 7067 9184 5023
Solyc05g055480.2.1 -1.41107 5.941441 0.000858 0.005584 1833 3049 1785 3982 3417 2434
Solyc03g095710.2.1 -1.40641 5.043966 0.000199 0.00162 844 1676 1113 1707 2619 1198
Solyc06g059980.2.1 -1.40467 4.391487 0.000352 0.002626 476 1043 799 1041 1650 806
Solyc01g007900.2.1 -1.40442 4.356804 0.000432 0.003123 484 1280 589 1174 1444 755
Solyc04g007860.2.1 -1.40212 7.040057 0.000954 0.006097 3470 6974 4165 7096 10065 4765
Solyc03g113870.1.1 -1.39975 5.165072 0.000782 0.005164 1346 1632 814 2076 2350 1407
Solyc05g054770.2.1 -1.39916 5.322541 0.000612 0.004189 680 2418 1545 1827 3111 1684
Solyc09g061310.2.1 -1.39893 6.600833 0.000934 0.005994 2330 5199 3335 5782 6570 3553
Solyc06g083440.2.1 -1.39641 4.311526 0.000428 0.003104 511 991 686 1205 1254 757
Solyc07g065740.2.1 -1.39529 4.957887 0.000248 0.001959 916 1588 910 1597 2421 1156
Solyc09g074860.2.1 -1.395 5.895616 0.000575 0.003969 1580 2892 2058 2748 4231 2706
Solyc11g007770.1.1 -1.39457 6.602878 0.001431 0.008605 2073 6056 3142 3892 6949 4880
Solyc03g117030.1.1 -1.39434 5.495782 0.000303 0.002317 1148 2490 1432 2156 3314 1928
Solyc01g094860.2.1 -1.39198 5.356353 0.000399 0.002921 1293 2195 1036 2211 3026 1531
Solyc09g005080.1.1 -1.38967 4.681238 0.00078 0.005154 789 1540 571 1255 2228 869
Solyc04g081410.2.1 -1.38883 5.695012 0.000418 0.003036 1426 2468 1774 2764 3554 2117
Solyc08g062500.2.1 -1.38849 6.23135 0.001638 0.009608 2618 3394 2012 4897 4763 2574
Solyc04g064820.2.1 -1.38844 4.67908 0.000667 0.00451 675 1339 838 1810 1519 822
Solyc10g079000.1.1 -1.38786 5.596096 0.000348 0.002607 1353 2480 1520 2522 3269 2052
Solyc06g051410.2.1 -1.38662 4.850051 0.001429 0.008597 949 1113 964 874 2222 1576
Solyc10g075040.1.1 -1.38388 5.27842 0.000306 0.00234 1022 2146 1206 1939 3193 1381
Solyc09g008310.2.1 -1.38362 5.354562 0.000814 0.005337 1534 1603 1127 2295 3017 1453
Solyc06g034110.2.1 -1.38344 5.052953 0.000262 0.002049 942 1578 1112 1938 2262 1224
Solyc07g005600.2.1 -1.38108 7.98584 0.001319 0.008016 6363 13395 8712 12496 19799 9772
Solyc03g121590.2.1 -1.38092 8.520251 0.001396 0.008422 9620 19863 11827 19438 27441 13777
Solyc06g060100.2.1 -1.37929 4.156272 0.000605 0.004147 473 831 651 1096 1129 659
Solyc01g107740.2.1 -1.37848 4.615962 0.001212 0.007465 901 1181 563 1541 1695 797
Solyc05g009020.2.1 -1.37543 4.305059 0.000419 0.003047 522 1065 637 983 1518 764
Solyc04g007710.2.1 -1.37417 7.626808 0.001466 0.008775 5757 10132 6072 10456 15062 7222
Solyc07g040690.2.1 -1.37232 6.115475 0.000805 0.005289 1864 3749 2203 3717 5159 2560
Solyc05g008830.2.1 -1.37019 7.011305 0.001375 0.008316 4183 6088 3795 6874 8892 5203
Solyc05g041870.1.1 -1.3701 4.502059 0.000658 0.004457 574 1225 764 1492 1274 846
Solyc03g097970.2.1 -1.36889 6.352242 0.001083 0.006777 1784 4740 2916 4468 5595 3219
Solyc11g065070.1.1 -1.36836 6.654453 0.00117 0.007253 2541 5564 3355 5063 8107 3633
Solyc02g065050.1.1 -1.36464 4.592453 0.000885 0.005721 611 1701 567 1233 1594 1050
Solyc01g007770.2.1 -1.36449 4.604026 0.000594 0.004079 556 1519 771 1031 2059 969
Solyc06g065720.1.1 -1.36413 5.252636 0.000415 0.003022 929 2059 1346 1991 3078 1302
Solyc04g014270.2.1 -1.36307 6.490013 0.000987 0.006269 2346 4819 3012 4783 6023 3714
Solyc08g006940.2.1 -1.36193 5.243346 0.000455 0.003267 825 2362 1261 1833 2796 1562
Solyc05g055760.2.1 -1.36149 5.416464 0.001549 0.009194 756 2194 1938 2363 2193 2075
Solyc01g099810.2.1 -1.36108 5.814573 0.001193 0.007371 1148 3248 2141 2414 4647 2288
Solyc11g069780.1.1 -1.35991 5.019143 0.000313 0.002387 775 1820 1126 1479 2384 1414
Solyc05g009160.2.1 -1.35683 5.275844 0.000421 0.003055 912 2222 1339 1842 3161 1445
Solyc01g088710.2.1 -1.35589 4.694184 0.000399 0.002917 638 1432 893 1403 1904 944
Solyc05g056100.2.1 -1.35348 5.991137 0.000902 0.005814 1598 3812 1982 3353 4462 2523
Solyc09g010850.2.1 -1.35343 6.284524 0.001562 0.009251 2546 4254 1968 4468 5147 2986
Solyc01g068390.2.1 -1.34928 6.566851 0.001228 0.007544 2535 5251 3060 5127 6890 3508
Solyc09g064470.2.1 -1.34914 5.518006 0.000967 0.006159 1079 2610 1613 3089 2681 1572
Solyc10g055650.1.1 -1.34895 5.872635 0.001169 0.007251 1819 2667 1947 3590 3624 2190
Solyc10g079080.1.1 -1.34654 6.482655 0.001712 0.009986 2905 4203 2740 5521 5843 3125
Solyc06g082490.2.1 -1.34646 5.731262 0.000799 0.005259 1330 2903 1858 3043 3740 1892
Solyc10g007390.2.1 -1.34629 8.075251 0.001668 0.009762 6850 14619 9404 13379 20328 10530
Solyc05g055070.2.1 -1.3441 6.246713 0.001321 0.008027 2491 3422 2399 3949 4943 3261
Solyc01g112040.2.1 -1.34164 4.973701 0.000449 0.003228 890 1638 1028 1644 2509 1069
Solyc07g007050.1.1 -1.34154 3.748723 0.001275 0.007788 350 793 417 566 1029 593
Solyc04g051820.2.1 -1.33984 5.13666 0.000439 0.003164 988 2042 1032 1771 2703 1314
Solyc09g008290.2.1 -1.33719 4.045438 0.000912 0.005879 484 839 536 953 947 701
Solyc07g052640.2.1 -1.33624 4.793746 0.001029 0.006493 945 1407 742 1804 1583 1018
Solyc02g078320.1.1 -1.33564 4.873874 0.00066 0.00447 680 1635 1086 1833 1809 1058
Solyc05g046300.2.1 -1.33483 5.315315 0.00057 0.003934 1258 2080 1153 1874 3270 1467
Solyc06g068960.1.1 -1.33403 4.556999 0.00162 0.009519 644 1536 609 831 1616 1275
Solyc01g057460.2.1 -1.33129 5.167216 0.000532 0.003717 1041 1879 1162 2127 2406 1281
Solyc01g068000.2.1 -1.32994 5.300207 0.000549 0.003815 1279 2029 1127 2065 2748 1558
Solyc01g096460.2.1 -1.32963 4.246218 0.001413 0.008505 645 908 550 1223 1134 672
Solyc08g067480.2.1 -1.32923 5.08745 0.000543 0.003781 838 1856 1235 1364 2625 1537
Solyc08g066680.2.1 -1.32793 5.767898 0.001376 0.008323 1163 3335 1978 2999 3318 2316
Solyc03g097020.2.1 -1.32458 5.760224 0.001602 0.00944 1147 3526 1856 2985 4107 1831
Solyc12g042570.1.1 -1.32378 4.056244 0.001179 0.007298 467 1064 437 860 1052 726
Solyc05g053230.2.1 -1.32367 6.519731 0.001612 0.00949 2687 4948 2876 3932 7167 3889
Solyc01g100660.2.1 -1.32166 6.185751 0.001407 0.008482 1915 3831 2617 4062 4278 3128
Solyc07g051940.2.1 -1.32116 4.884142 0.001038 0.006535 977 1781 668 1540 1916 1250
Solyc04g024710.2.1 -1.31841 4.818824 0.000667 0.00451 844 1380 959 1725 1816 995
Solyc04g009310.2.1 -1.31771 4.892189 0.00059 0.004056 937 1323 1032 1569 2116 1128



Solyc03g006000.2.1 -1.31689 5.047342 0.000684 0.004606 1117 1656 943 1899 2158 1247
Solyc12g005570.1.1 -1.31503 5.439217 0.000827 0.005407 984 2277 1772 2163 2675 1994
Solyc04g077600.2.1 -1.31362 5.095482 0.000513 0.003597 967 1871 1112 1950 2231 1298
Solyc02g031830.1.1 -1.31121 5.539416 0.001582 0.009339 1708 2108 1312 2830 3134 1562
Solyc01g098210.2.1 -1.30842 4.425761 0.000999 0.006334 736 990 664 1215 1462 786
Solyc03g095510.2.1 -1.30659 6.022518 0.001708 0.009969 1479 3479 2636 3407 4978 2279
Solyc11g062390.1.1 -1.30278 4.659121 0.001087 0.006803 867 1200 763 1415 1881 838
Solyc05g006590.2.1 -1.30261 5.78949 0.001181 0.007303 1558 2799 1985 2847 3956 2137
Solyc06g050730.2.1 -1.30187 4.196343 0.001053 0.006614 586 935 566 880 1448 678
Solyc05g009010.1.1 -1.29993 4.290863 0.001655 0.009693 501 1417 493 1026 1293 800
Solyc07g042590.2.1 -1.29279 5.570799 0.001471 0.008798 1699 2104 1475 2445 2820 2161
Solyc12g005760.1.1 -1.28698 4.379037 0.001484 0.008863 686 1134 586 1267 1188 808
Solyc06g082120.2.1 -1.28046 5.519176 0.001456 0.00873 1548 2184 1467 2805 2947 1577
Solyc01g010940.2.1 -1.28025 5.738303 0.001356 0.008217 1383 2838 2039 2739 3760 2074
Solyc05g008100.1.1 -1.27967 5.027318 0.000929 0.005973 835 1874 1168 2049 1964 1152
Solyc01g100410.2.1 -1.27633 4.809826 0.000729 0.004867 835 1548 905 1458 1965 1076
Solyc01g010150.2.1 -1.27505 4.167407 0.001646 0.009649 415 1095 662 1071 1040 703
Solyc05g018610.1.1 -1.27334 5.390937 0.00081 0.005316 1174 2231 1509 1865 3133 1754
Solyc07g008080.2.1 -1.27096 5.62785 0.00121 0.007451 1472 2672 1648 2802 3327 1784
Solyc12g055750.1.1 -1.26824 4.877011 0.000997 0.006324 774 1611 1092 1744 1726 1138
Solyc07g048030.2.1 -1.26809 4.499523 0.001003 0.006356 647 1243 775 1147 1721 807
Solyc10g078570.1.1 -1.26602 4.33565 0.001129 0.007034 526 1063 787 990 1494 771
Solyc09g008410.2.1 -1.26559 5.3935 0.000993 0.006304 1355 2042 1430 2037 3231 1558
Solyc09g097870.2.1 -1.26242 4.795681 0.001542 0.009164 668 1410 1191 1712 1843 897
Solyc07g065140.2.1 -1.2624 4.779663 0.00089 0.005749 795 1461 969 1545 1791 1026
Solyc02g091520.2.1 -1.25792 4.578637 0.00145 0.008703 544 1560 846 1135 1510 1088
Solyc02g065650.1.1 -1.25699 4.33434 0.001339 0.008126 657 1026 656 1098 1351 759
Solyc04g072010.2.1 -1.256 5.436118 0.001188 0.007343 1417 2349 1311 2360 2919 1618
Solyc04g072120.2.1 -1.25252 5.438624 0.001581 0.009337 1536 2028 1384 2504 2810 1569
Solyc03g031750.1.1 -1.25165 4.662754 0.001075 0.006731 782 1391 819 1307 1807 945
Solyc08g082920.2.1 -1.25115 4.610221 0.001195 0.007382 803 1278 770 1288 1658 937
Solyc04g072110.2.1 -1.24994 5.411472 0.001154 0.007167 1116 2190 1721 2287 2761 1674
Solyc09g059520.2.1 -1.24181 5.099812 0.000943 0.006044 993 1975 1150 1810 2302 1323
Solyc04g015580.2.1 -1.23842 4.639097 0.001353 0.008199 646 1461 916 1418 1634 897
Solyc12g095790.1.1 -1.23789 5.254634 0.001201 0.007412 1171 1986 1343 2145 2524 1386
Solyc05g011930.2.1 -1.23377 4.864596 0.001563 0.009256 953 1799 776 1436 2155 1085
Solyc11g017170.1.1 -1.23285 4.61359 0.001615 0.0095 810 1329 758 1389 1664 847
Solyc12g015740.1.1 -1.22904 4.914587 0.001151 0.00715 833 1577 1183 1568 1947 1218
Solyc10g018160.1.1 -1.22091 4.606459 0.001477 0.008832 707 1430 823 1316 1474 995
Solyc03g116600.2.1 -1.21265 4.417436 0.001559 0.009238 608 1201 780 1115 1488 787
Solyc02g091430.2.1 -1.20617 5.336623 0.001617 0.009507 1372 2129 1307 1990 2614 1697
Solyc02g081380.2.1 -1.20457 5.460853 0.00167 0.009774 1261 2375 1684 2333 2883 1695
Solyc01g010860.2.1 -1.20004 4.891828 0.001409 0.008494 816 1783 1067 1539 1984 1142
Solyc07g005430.2.1 -1.19684 5.352557 0.001679 0.009818 1314 2015 1520 2090 2698 1611
Solyc02g094170.2.1 -1.18263 4.766269 0.001708 0.009969 855 1503 954 1355 1808 1086
Solyc07g066290.2.1 1.203968 4.670867 0.001675 0.009796 1655 3245 2218 481 750 494
Solyc01g096600.2.1 1.20448 4.963488 0.001633 0.009583 1761 4776 2540 657 989 509
Solyc03g121260.2.1 1.218071 4.796395 0.001315 0.007997 1890 3709 2229 509 882 505
Solyc05g005640.2.1 1.226305 5.033718 0.001494 0.008915 1751 4765 2984 594 976 631
Solyc12g100200.1.1 1.236993 5.118574 0.001258 0.0077 2381 4218 3068 878 890 542
Solyc10g085460.1.1 1.238917 5.351327 0.00126 0.007709 2862 5531 3166 707 1308 748
Solyc02g070670.2.1 1.244963 5.141868 0.001509 0.008996 1729 5209 3401 765 973 608
Solyc03g121440.2.1 1.254271 4.844257 0.001173 0.007268 2130 3206 2540 505 873 536
Solyc07g005030.2.1 1.26449 4.690706 0.001119 0.006988 1471 3675 2341 611 711 390
Solyc06g076770.2.1 1.266082 5.043502 0.001266 0.007742 2435 3690 2945 504 1059 635
Solyc08g014470.2.1 1.267657 4.290994 0.001555 0.00922 1132 2483 1947 449 587 277
Solyc05g053710.2.1 1.274266 4.234884 0.001139 0.00709 1291 2510 1550 379 514 336
Solyc03g007920.2.1 1.274401 5.075197 0.001229 0.007549 1669 4512 3570 630 1063 560
Solyc12g056740.1.1 1.275417 5.456007 0.000938 0.006017 2614 6399 3774 877 1299 732
Solyc06g008960.2.1 1.276088 4.328207 0.001595 0.009405 1072 2983 1840 333 617 376
Solyc03g116350.2.1 1.280911 4.8288 0.000776 0.005133 1943 3867 2312 667 709 465
Solyc04g040190.1.1 1.282973 4.90987 0.000752 0.004999 1851 4193 2638 671 887 439
Solyc06g009220.2.1 1.287889 4.54145 0.001463 0.008764 1672 2908 1968 637 565 312
Solyc01g089870.2.1 1.300096 5.13515 0.001197 0.007392 1770 5370 3306 550 1156 621
Solyc04g079060.2.1 1.301145 4.369305 0.001408 0.008489 1172 2819 1994 538 526 278
Solyc10g081720.1.1 1.301999 4.528618 0.001307 0.007955 2009 2351 1870 532 655 327
Solyc07g053610.2.1 1.302658 5.86203 0.001444 0.008667 4147 8391 4294 1037 1626 1089
Solyc04g014500.2.1 1.309704 5.148371 0.001611 0.009484 1933 5277 3263 463 1276 630
Solyc02g089340.2.1 1.311443 4.007041 0.00117 0.007251 926 2518 1332 313 464 266
Solyc03g113350.2.1 1.314109 4.665403 0.001403 0.008466 2377 2845 1698 598 637 390
Solyc05g054940.2.1 1.317893 4.148766 0.001651 0.009675 921 2366 1863 391 386 327
Solyc11g065870.1.1 1.31915 4.398324 0.000901 0.005813 1812 2560 1492 433 566 352
Solyc07g045420.2.1 1.3221 6.181179 0.00141 0.008496 4318 10486 6482 1420 2303 1063
Solyc07g017800.2.1 1.322671 5.027489 0.001462 0.008763 3217 3614 2027 693 1037 430
Solyc03g005870.2.1 1.322703 3.689467 0.001591 0.009386 775 1666 1260 235 358 231
Solyc03g083360.2.1 1.324338 4.632963 0.000806 0.005294 1360 3123 2650 509 695 395
Solyc12g088750.1.1 1.324527 4.421596 0.000752 0.004999 1505 2742 1850 341 690 369
Solyc01g067550.2.1 1.325426 4.75703 0.000952 0.006084 1580 3487 2716 396 846 508
Solyc12g014460.1.1 1.326391 4.952443 0.000503 0.003539 1806 4539 2769 672 807 497
Solyc01g009230.2.1 1.326679 5.297349 0.000493 0.003479 2352 5568 3574 759 1088 672
Solyc09g098330.2.1 1.331848 4.457627 0.001335 0.008102 1074 3266 2196 331 647 425
Solyc11g010490.1.1 1.33201 4.014366 0.00122 0.007505 871 2285 1586 278 453 297
Solyc06g073740.2.1 1.332779 5.511392 0.000922 0.005934 2555 5785 4806 839 1515 660
Solyc02g081850.2.1 1.334281 4.93404 0.000995 0.006315 2866 3141 2258 692 739 495



Solyc01g008480.2.1 1.33625 3.758215 0.00129 0.00787 835 2036 1120 304 365 197
Solyc04g082680.2.1 1.337433 4.657233 0.000986 0.006266 1664 3395 2224 340 782 495
Solyc09g007310.2.1 1.338927 4.706276 0.000717 0.004802 1436 3686 2546 589 597 441
Solyc02g021140.2.1 1.339624 4.601656 0.001298 0.007911 1175 3443 2558 360 775 435
Solyc01g068270.2.1 1.341821 4.32969 0.001125 0.007016 1427 2038 2074 432 440 367
Solyc12g007090.1.1 1.342781 4.325806 0.001023 0.006464 1571 2290 1722 448 414 366
Solyc11g005020.1.1 1.343081 5.156035 0.000397 0.002909 2227 5174 3072 686 1029 572
Solyc02g069080.2.1 1.344586 4.096938 0.000741 0.004933 1054 2316 1594 298 489 301
Solyc02g070260.2.1 1.345006 5.175382 0.001326 0.008057 1610 5172 3964 819 778 631
Solyc12g015680.1.1 1.347512 4.534626 0.000855 0.005563 1829 2592 2017 578 608 296
Solyc09g018790.2.1 1.349853 5.501104 0.000514 0.003602 3397 5508 3894 974 1159 722
Solyc03g006420.2.1 1.351821 4.495257 0.000508 0.003567 1509 3235 1848 387 638 402
Solyc01g068610.2.1 1.351958 5.799603 0.001545 0.009175 2934 7800 5686 1393 1311 793
Solyc01g080810.2.1 1.354829 5.223907 0.00042 0.00305 2416 5000 3411 835 1026 525
Solyc01g102970.2.1 1.35795 4.775041 0.000477 0.003393 1693 3984 2391 429 867 464
Solyc07g040940.2.1 1.361534 5.084532 0.000284 0.002195 2383 4497 2899 701 874 551
Solyc11g069290.1.1 1.36986 5.081146 0.000401 0.002929 2474 3998 3098 521 1031 596
Solyc06g083770.2.1 1.37009 3.683101 0.001055 0.006623 977 1515 1122 234 338 226
Solyc01g102540.2.1 1.370274 4.69615 0.001638 0.009611 1005 4536 2533 413 814 430
Solyc07g045310.2.1 1.370721 4.438678 0.001482 0.008861 2171 2017 1602 515 541 302
Solyc01g091860.2.1 1.373468 3.675494 0.00163 0.00957 881 1746 1078 179 341 265
Solyc02g090380.2.1 1.375008 3.900087 0.001217 0.007491 863 2334 1282 373 353 202
Solyc04g014870.2.1 1.377392 4.277525 0.00058 0.003993 1231 2647 1780 416 426 337
Solyc11g011250.1.1 1.377775 4.909344 0.000637 0.00434 1526 4442 3022 462 851 561
Solyc12g062480.1.1 1.378472 3.456771 0.001542 0.009164 701 1492 1003 222 331 148
Solyc07g006140.2.1 1.37975 4.468038 0.000535 0.003735 1838 2677 1719 510 592 293
Solyc03g043600.1.1 1.380026 3.917542 0.000756 0.005016 916 2328 1271 267 443 243
Solyc02g068240.2.1 1.380663 5.322686 0.000613 0.004194 3534 4518 3064 975 919 576
Solyc02g069830.2.1 1.382347 3.656143 0.001227 0.007537 1082 1525 932 252 316 209
Solyc01g096900.2.1 1.385109 5.008784 0.000832 0.005432 1366 5236 3280 538 971 526
Solyc04g076850.2.1 1.389286 7.224018 0.001133 0.007058 10420 20717 12545 2631 4143 2540
Solyc02g091240.1.1 1.389418 4.921968 0.000318 0.002417 2097 3786 2818 479 836 560
Solyc12g010330.1.1 1.390095 4.003399 0.000893 0.005767 890 2176 1647 244 452 297
Solyc11g022460.1.1 1.390284 3.962136 0.00114 0.007094 866 2225 1529 214 493 276
Solyc12g049400.1.1 1.397121 4.886548 0.001368 0.008278 2543 3250 2429 790 834 267
Solyc08g082090.1.1 1.399776 5.182617 0.001693 0.009887 2389 7412 1718 584 1081 608
Solyc07g066670.2.1 1.400681 4.881292 0.00118 0.007303 1268 5094 2811 404 988 485
Solyc05g006900.1.1 1.401235 4.433742 0.001088 0.006805 1248 3732 1666 264 685 404
Solyc09g092330.1.1 1.402961 5.968493 0.000793 0.005228 3636 9644 5577 1000 2005 969
Solyc08g076470.2.1 1.405105 4.683783 0.000968 0.006161 2080 3078 2118 641 769 238
Solyc07g064950.2.1 1.405909 4.858557 0.000325 0.002464 1745 3952 2835 449 833 513
Solyc12g010740.1.1 1.406273 3.518072 0.000967 0.006161 739 1657 989 222 311 175
Solyc04g014210.2.1 1.407662 5.219575 0.000288 0.00222 2353 5661 3136 628 953 684
Solyc10g076860.1.1 1.41008 3.496406 0.001186 0.007333 639 1631 1087 223 289 178
Solyc08g063040.2.1 1.411035 5.009917 0.000949 0.00607 3373 3441 1984 737 766 464
Solyc03g019940.2.1 1.411192 5.147812 0.000481 0.003417 1672 5361 3708 649 896 612
Solyc11g065180.1.1 1.411704 4.397708 0.001055 0.006623 1018 3389 2042 271 635 397
Solyc04g080770.2.1 1.415317 4.013741 0.000612 0.004188 870 2216 1696 295 406 278
Solyc02g083180.2.1 1.417389 4.871877 0.000582 0.004011 1444 4639 2856 449 726 580
Solyc01g111600.2.1 1.417809 5.415148 0.000815 0.005341 3973 4637 3206 1089 865 603
Solyc03g033420.2.1 1.418037 4.49097 0.000616 0.004209 1123 3073 2486 345 651 390
Solyc03g120670.2.1 1.419485 5.012553 0.000213 0.001716 2192 4294 2932 555 766 609
Solyc04g063230.2.1 1.420651 5.023761 0.000777 0.005138 1747 4431 3465 822 907 320
Solyc11g068720.1.1 1.421429 3.68457 0.001159 0.007198 749 1792 1264 174 415 215
Solyc03g116670.2.1 1.424771 7.408245 0.001107 0.006922 11051 26506 13640 3632 3787 2753
Solyc09g011170.2.1 1.42542 5.814551 0.00065 0.004418 3349 6727 6209 1057 1669 789
Solyc07g018000.2.1 1.42597 3.571784 0.001393 0.008409 597 1980 1083 186 346 199
Solyc09g083410.2.1 1.426957 4.290635 0.000441 0.003181 1258 2449 1966 409 404 341
Solyc09g074330.2.1 1.429964 3.927191 0.001366 0.008267 755 2643 1333 197 474 269
Solyc05g013300.1.1 1.430059 4.32249 0.000621 0.00424 1935 2276 1355 367 502 337
Solyc06g011530.2.1 1.430361 3.427431 0.001119 0.006986 794 1367 938 191 337 146
Solyc03g114510.2.1 1.431165 3.866203 0.000878 0.005688 942 1962 1372 374 307 192
Solyc01g005020.2.1 1.433599 6.156485 0.001201 0.007412 3124 10648 7939 1255 2031 1105
Solyc02g093970.2.1 1.437186 4.524168 0.000267 0.002081 1871 3097 1702 483 619 310
Solyc08g076720.2.1 1.438048 3.879084 0.000953 0.006089 1227 2062 995 347 399 164
Solyc02g091840.2.1 1.43955 6.361617 0.000796 0.005244 4969 11957 7685 1157 2505 1404
Solyc07g063570.2.1 1.444919 5.378232 0.000493 0.003479 3211 5289 3510 1118 859 506
Solyc07g021550.2.1 1.44606 3.934118 0.000946 0.00605 786 2303 1542 207 420 290
Solyc05g048810.2.1 1.446302 3.464022 0.00166 0.009717 516 2018 947 195 309 168
Solyc01g010270.2.1 1.446762 4.015355 0.00158 0.009337 598 2660 1780 262 500 239
Solyc04g009510.2.1 1.449877 4.486732 0.001581 0.009339 2480 2129 1424 555 506 283
Solyc01g094290.2.1 1.452363 6.215882 0.000718 0.004809 4545 10834 6909 1015 2257 1276
Solyc09g074410.2.1 1.453386 3.396127 0.001691 0.009876 712 1205 1093 204 197 201
Solyc05g018210.2.1 1.454206 4.552209 0.001649 0.009663 1695 3092 2060 738 405 238
Solyc08g077510.2.1 1.455212 4.873423 0.0002 0.00163 2494 3178 2549 568 814 407
Solyc05g009760.1.1 1.457546 3.738003 0.000493 0.003479 1027 1635 1169 284 308 199
Solyc11g008910.1.1 1.459375 3.33562 0.001099 0.006873 777 1222 892 166 258 175
Solyc02g086550.2.1 1.463407 4.059391 0.000258 0.00202 1255 2213 1395 276 425 288
Solyc10g083520.1.1 1.466213 4.862833 0.000201 0.001636 1788 4458 2567 416 807 518
Solyc03g119400.2.1 1.46837 4.275839 0.000438 0.003161 975 3067 1911 330 614 255
Solyc03g026150.2.1 1.468428 4.047469 0.000213 0.001716 1130 2307 1458 315 406 259
Solyc03g034020.2.1 1.468891 4.737477 0.000121 0.001067 1827 3854 2272 477 750 389
Solyc05g005180.2.1 1.468901 3.971719 0.000645 0.004393 1359 1691 1345 351 301 252
Solyc10g081040.1.1 1.470295 5.300299 0.000669 0.004518 2622 7731 2162 617 1275 549



Solyc06g075390.2.1 1.47098 3.976016 0.000535 0.003734 1053 2442 1260 383 387 177
Solyc07g045190.1.1 1.471684 3.825771 0.000515 0.003606 1105 1583 1334 261 304 254
Solyc06g082750.2.1 1.471738 4.43986 0.000883 0.005709 1273 2692 2395 535 328 359
Solyc01g111400.2.1 1.472035 5.671429 0.00065 0.004414 4518 6342 3737 669 1804 724
Solyc01g011510.2.1 1.472581 5.315259 0.000663 0.004488 3365 5413 2830 1025 1061 357
Solyc01g008180.2.1 1.472627 3.444138 0.00089 0.00575 803 1384 971 176 353 144
Solyc03g032150.2.1 1.472986 3.796605 0.00049 0.00347 808 2051 1331 229 437 189
Solyc03g121050.2.1 1.473069 3.623172 0.000628 0.004285 911 1549 1109 187 308 227
Solyc03g007600.2.1 1.476871 5.835337 0.000552 0.003833 5092 6585 4494 1321 1366 719
Solyc12g017420.1.1 1.477046 4.451296 0.000146 0.001245 1521 2981 1955 441 486 349
Solyc01g090200.2.1 1.477054 5.01162 0.000147 0.00125 2114 4345 3082 733 825 385
Solyc07g055290.2.1 1.477909 4.33642 0.000178 0.001473 1304 2890 1843 316 571 325
Solyc12g009150.1.1 1.478001 5.093106 0.000126 0.001098 1986 5011 3310 575 867 574
Solyc11g032200.1.1 1.478331 3.163782 0.001215 0.007478 622 1164 832 181 213 133
Solyc01g099110.2.1 1.478566 5.223833 0.000334 0.002523 3527 4532 2558 855 822 518
Solyc03g113370.2.1 1.47918 3.777688 0.000932 0.005988 804 2231 1177 161 407 252
Solyc05g051680.2.1 1.479637 4.195551 0.000337 0.002542 1715 2225 1265 337 476 277
Solyc02g085780.2.1 1.482284 4.898943 0.000293 0.002251 1795 4114 2994 371 835 561
Solyc01g109850.2.1 1.482429 6.421282 0.000341 0.002568 6155 11288 7725 1687 2129 1265
Solyc01g094830.2.1 1.483016 4.085874 0.000717 0.004803 1006 2361 1706 192 468 338
Solyc10g051200.1.1 1.484824 4.677545 0.000354 0.002635 1663 3704 2305 674 527 299
Solyc09g064270.2.1 1.485812 4.265156 0.000553 0.003837 1039 2892 1921 234 556 353
Solyc01g105670.2.1 1.485935 4.17183 0.000222 0.001775 1197 2305 1782 385 388 273
Solyc07g065260.2.1 1.486481 4.706125 0.000483 0.003427 1361 4149 2533 310 849 431
Solyc01g079650.2.1 1.487354 3.716695 0.000826 0.005403 667 2383 1106 267 371 158
Solyc03g097000.2.1 1.487696 3.211478 0.001437 0.008638 564 1348 870 127 276 152
Solyc02g063450.2.1 1.487763 7.961989 0.000917 0.005911 15624 30226 27058 5661 6206 3034
Solyc09g010190.2.1 1.487775 3.818842 0.000551 0.003825 773 1986 1482 201 413 231
Solyc12g096550.1.1 1.490373 5.852143 0.000489 0.003467 5109 7834 3891 850 1727 906
Solyc03g025600.2.1 1.492029 5.750519 0.000346 0.002594 4415 6438 4608 868 1236 997
Solyc08g075530.2.1 1.492146 5.526669 0.000353 0.002633 2300 7536 4491 655 1314 777
Solyc09g009430.2.1 1.492637 6.28488 0.000368 0.00273 5629 9201 7709 1418 1836 1286
Solyc04g049380.2.1 1.496252 4.255035 0.001322 0.008034 1848 2037 1438 541 368 201
Solyc03g059070.2.1 1.496337 3.413999 0.001283 0.007834 687 1406 1053 125 332 182
Solyc11g008990.1.1 1.496389 5.323045 9.15E-05 0.000837 3190 4933 3454 762 972 611
Solyc10g008630.2.1 1.49747 4.360875 0.000218 0.001751 1342 3092 1777 486 445 266
Solyc05g050940.2.1 1.498346 3.016168 0.001483 0.008861 522 1057 803 147 234 105
Solyc03g113770.2.1 1.499244 3.877823 0.000599 0.00411 678 2469 1455 241 420 217
Solyc12g099280.1.1 1.500323 4.415341 0.000252 0.001982 1411 3326 1755 292 724 296
Solyc02g093940.2.1 1.501286 3.547952 0.001588 0.009375 568 1831 1205 142 292 237
Solyc09g008730.2.1 1.501371 3.910048 0.000246 0.001942 1099 2103 1256 235 415 239
Solyc02g091640.2.1 1.502032 4.425604 0.00021 0.0017 1104 3365 2152 379 621 291
Solyc08g077890.2.1 1.502249 6.791764 0.000611 0.00418 6819 14862 11335 2585 2430 1443
Solyc02g068030.1.1 1.503256 5.06429 0.000278 0.002156 3384 3908 2144 546 983 480
Solyc07g019440.2.1 1.503731 5.101977 0.00014 0.001206 1925 5098 3428 503 934 583
Solyc08g082400.1.1 1.505881 4.628266 0.001191 0.007358 2873 2481 1384 553 623 291
Solyc06g065440.1.1 1.506523 5.474699 0.000519 0.00363 2028 6176 5294 919 848 744
Solyc12g006480.1.1 1.506634 6.014275 0.001036 0.006529 2716 11851 6160 893 1971 1015
Solyc05g015490.2.1 1.507248 6.391776 0.0004 0.002925 5449 13832 6624 1613 2419 1031
Solyc12g068070.1.1 1.510169 4.594591 0.00039 0.002866 1184 3798 2491 313 649 444
Solyc01g081050.2.1 1.516134 4.500872 0.000133 0.001152 1303 3772 1965 386 617 332
Solyc11g030600.2.1 1.516449 5.177068 0.000183 0.001506 2629 5297 2936 439 1123 597
Solyc06g064940.2.1 1.516966 5.284765 0.000256 0.00201 2072 6085 3868 492 1242 609
Solyc10g078750.1.1 1.519172 4.39789 0.000307 0.002344 2131 2420 1391 363 589 296
Solyc02g088000.2.1 1.519936 6.815316 0.000334 0.002523 7490 16883 9793 2275 2704 1573
Solyc05g049900.2.1 1.519965 3.620472 0.000449 0.003228 782 1862 1091 171 352 200
Solyc02g081910.1.1 1.520568 4.146424 0.001037 0.006532 697 3025 1890 249 614 224
Solyc10g005180.2.1 1.520672 5.032052 0.000264 0.002061 2431 3995 3101 861 704 339
Solyc01g087290.2.1 1.522294 4.151175 0.000375 0.002767 1234 2383 1650 461 351 206
Solyc08g065150.1.1 1.523248 3.642632 0.000292 0.002248 812 1732 1189 224 313 187
Solyc05g026140.2.1 1.525585 3.285589 0.001227 0.00754 921 1137 709 211 245 115
Solyc06g062480.2.1 1.527847 3.878145 0.000205 0.001666 924 2224 1327 237 382 233
Solyc10g024410.1.1 1.528462 5.37365 7.14E-05 0.000679 2900 5822 3688 664 1192 597
Solyc08g067030.2.1 1.53162 2.960706 0.001283 0.007834 575 935 747 121 235 106
Solyc12g042770.1.1 1.533472 6.979052 0.000566 0.003916 11769 14158 9891 2674 3164 1543
Solyc05g005770.2.1 1.533953 3.526638 0.000395 0.002895 797 1874 867 209 290 167
Solyc04g010290.2.1 1.534651 3.285637 0.001365 0.008263 556 1361 1022 113 295 164
Solyc11g069500.1.1 1.536973 3.404883 0.000569 0.003931 825 1205 1013 216 263 135
Solyc02g036470.2.1 1.538325 4.520023 0.000172 0.001431 1998 2932 1743 524 473 305
Solyc09g011710.2.1 1.542604 7.173376 0.001459 0.008748 5519 27635 13952 2150 4408 2021
Solyc08g076450.2.1 1.542684 5.666087 0.00165 0.009667 5172 5409 3641 1498 910 476
Solyc12g005180.1.1 1.543546 5.327623 0.000438 0.003161 3227 4775 3632 1120 687 447
Solyc01g087250.2.1 1.545499 5.435012 0.000179 0.001479 2771 6540 3903 1073 924 482
Solyc09g075860.2.1 1.546087 5.279207 0.000387 0.002847 4030 3996 2785 916 749 517
Solyc06g076850.2.1 1.546211 8.404142 0.001151 0.00715 34155 36272 24732 7979 7583 3928
Solyc04g082400.2.1 1.547849 6.053406 0.00039 0.002864 3760 10924 6055 1562 1310 870
Solyc06g073780.2.1 1.547961 5.876764 0.000214 0.001724 3571 9242 5323 1272 1385 728
Solyc05g056260.2.1 1.548786 5.096872 7.45E-05 0.000704 2181 4669 3425 478 932 564
Solyc03g096800.2.1 1.548816 5.508518 0.000368 0.002727 4514 5793 2828 1020 1146 492
Solyc01g104910.2.1 1.549323 5.352558 0.000195 0.001597 2283 7897 3011 584 1117 660
Solyc08g006510.2.1 1.549386 3.079957 0.001179 0.007298 450 1301 853 169 213 106
Solyc04g015450.2.1 1.549841 6.32053 0.000648 0.004408 7356 9546 6080 2003 1570 947
Solyc07g005140.2.1 1.549896 3.503308 0.00168 0.009818 430 1559 1482 225 303 134
Solyc09g042740.2.1 1.550654 4.632139 8.25E-05 0.000767 1640 3203 2521 513 531 355



Solyc01g105540.2.1 1.550904 4.885441 0.000113 0.001006 2731 3065 2526 594 718 388
Solyc02g021050.2.1 1.551122 3.559025 0.000457 0.003273 743 1617 1176 224 223 201
Solyc09g008930.2.1 1.551412 4.682224 0.000845 0.005509 2801 2680 1650 657 442 327
Solyc03g006140.2.1 1.55163 6.336803 0.00026 0.002033 5461 9251 8865 1458 1935 1216
Solyc09g072650.2.1 1.556682 3.851692 0.000945 0.00605 539 2524 1561 211 358 247
Solyc03g097130.2.1 1.557198 3.737385 0.000903 0.005824 1139 1624 1099 367 247 136
Solyc12g017410.1.1 1.558118 3.509332 0.000371 0.002745 658 1726 1110 183 307 166
Solyc04g039730.2.1 1.558142 3.127353 0.000934 0.005997 525 1248 873 174 231 102
Solyc09g065120.2.1 1.558607 5.562868 0.000111 0.000987 4256 6024 3487 804 1117 751
Solyc11g062100.1.1 1.559533 4.203376 0.000873 0.005662 692 3003 2133 272 622 216
Solyc01g096470.2.1 1.559747 3.302579 0.000761 0.005041 709 1353 879 143 208 190
Solyc05g008940.2.1 1.56481 3.285038 0.001016 0.006424 527 1677 869 222 230 106
Solyc01g007740.2.1 1.566574 4.88115 6.47E-05 0.000624 1611 4339 3100 543 700 426
Solyc03g081240.2.1 1.566741 5.13644 0.000223 0.001786 3662 3225 2793 557 992 492
Solyc08g007950.2.1 1.568877 4.483032 9.11E-05 0.000835 1292 3084 2398 391 488 364
Solyc03g098280.2.1 1.570228 6.74642 0.000822 0.005381 5380 17889 10631 1197 3430 1676
Solyc09g014450.2.1 1.57033 4.269348 0.000271 0.00211 925 3484 1777 269 566 284
Solyc01g097800.2.1 1.571779 3.415203 0.001037 0.006531 608 1585 1076 119 257 213
Solyc01g103750.2.1 1.572746 5.329124 6.39E-05 0.000617 2865 5034 3981 730 788 682
Solyc01g096870.2.1 1.57489 5.747887 0.000308 0.002348 2611 8725 5572 762 1305 938
Solyc06g051080.2.1 1.574974 4.666996 5.76E-05 0.000564 1762 3869 2137 406 749 328
Solyc01g094890.2.1 1.575663 5.090193 0.000494 0.003484 1556 4467 4329 367 1013 580
Solyc12g096500.1.1 1.576058 6.853278 0.00024 0.001904 8756 15613 10133 2459 2676 1426
Solyc02g068910.2.1 1.57624 4.326154 0.000799 0.005258 998 3119 2131 185 524 408
Solyc04g016240.2.1 1.576624 4.906912 0.000489 0.003469 1268 5076 3212 330 953 469
Solyc05g013960.2.1 1.577102 4.139886 8.72E-05 0.000804 1451 2138 1546 343 410 240
Solyc11g006340.1.1 1.577952 4.474717 0.001258 0.0077 952 4336 1998 211 833 300
Solyc04g049390.2.1 1.578233 3.940816 0.000276 0.002145 1446 1603 1286 328 346 191
Solyc05g013310.1.1 1.578359 3.034092 0.001489 0.008889 805 1025 530 173 170 111
Solyc06g065480.2.1 1.57844 5.595592 0.000727 0.004857 5209 5303 3099 1224 826 603
Solyc07g017990.2.1 1.579042 3.094845 0.000945 0.00605 472 1545 705 155 209 118
Solyc07g066430.2.1 1.579624 4.263263 0.000717 0.004802 724 3236 2170 241 486 346
Solyc06g082610.2.1 1.581467 2.806523 0.001417 0.008525 498 899 672 140 195 71
Solyc03g113800.2.1 1.584889 6.706901 0.000256 0.002005 6000 14956 11025 2093 2322 1428
Solyc06g008760.1.1 1.586076 4.685987 0.00055 0.003822 986 3933 3161 337 836 342
Solyc07g062610.2.1 1.588311 5.035735 5.88E-05 0.000575 2098 4594 3257 676 597 506
Solyc06g048540.2.1 1.588403 5.423922 0.000192 0.001572 2157 6495 4690 523 1132 754
Solyc07g063530.2.1 1.589485 5.129105 0.000237 0.001882 3385 3836 2736 872 702 378
Solyc04g005800.2.1 1.590224 5.452971 0.000274 0.002128 1921 6340 5320 642 1338 573
Solyc01g095280.2.1 1.590647 3.867412 0.000287 0.002212 759 2262 1521 189 397 238
Solyc05g013320.1.1 1.592048 4.32751 0.00019 0.001564 2049 2443 1280 385 461 275
Solyc01g103430.2.1 1.595671 6.354619 0.000266 0.002077 7374 10243 6297 1255 1703 1479
Solyc11g020300.1.1 1.596521 5.726617 0.000863 0.005607 2241 8874 5779 521 1624 890
Solyc06g062840.2.1 1.596731 3.291515 0.001062 0.006662 661 1282 980 187 139 183
Solyc01g106430.2.1 1.597241 6.287343 0.000695 0.004671 6950 8059 7218 1980 1217 1008
Solyc05g014790.2.1 1.597595 4.870883 4.01E-05 0.000414 1685 4381 2968 482 742 422
Solyc11g072420.1.1 1.598977 3.808135 0.000128 0.001112 817 2199 1337 254 332 195
Solyc07g054090.2.1 1.603049 2.919886 0.001392 0.008405 419 1203 736 86 223 120
Solyc04g076180.2.1 1.603388 4.727911 8.50E-05 0.000788 1542 4332 2442 331 754 417
Solyc06g053980.2.1 1.604578 3.835919 0.00066 0.004467 1160 1666 1329 391 258 136
Solyc04g049850.2.1 1.604697 4.116248 8.23E-05 0.000766 999 2648 1726 262 431 271
Solyc01g079680.2.1 1.606041 4.375811 0.000687 0.004624 1062 3404 2087 173 595 393
Solyc02g091530.2.1 1.606176 3.43476 0.000592 0.004068 740 1471 1042 269 218 111
Solyc05g012790.2.1 1.606757 3.772084 0.000223 0.001782 1065 1337 1492 220 374 181
Solyc05g006650.2.1 1.609775 4.546108 0.000149 0.001266 2239 2711 1774 529 442 300
Solyc01g068600.2.1 1.61034 2.94257 0.00153 0.009102 390 1231 789 176 184 73
Solyc11g010300.1.1 1.61043 3.960137 0.000126 0.001099 1361 1830 1325 324 341 195
Solyc05g053280.2.1 1.610636 4.161707 1.00E-04 0.000904 1002 2678 1857 262 411 304
Solyc06g075790.2.1 1.61163 4.220358 5.62E-05 0.000552 1476 2389 1655 352 393 272
Solyc03g118860.2.1 1.612842 3.11309 0.001027 0.006481 677 1076 793 213 159 98
Solyc12g096760.1.1 1.617078 5.787477 8.93E-05 0.000821 3318 8170 5557 1044 1203 780
Solyc02g079770.2.1 1.617211 6.537425 0.00017 0.001419 7896 10779 8370 1357 2480 1373
Solyc09g074520.2.1 1.617351 5.173805 4.77E-05 0.000478 3097 4911 2749 682 690 565
Solyc06g063300.2.1 1.621543 3.371012 0.000488 0.003461 720 1497 931 125 236 195
Solyc07g032110.2.1 1.622065 3.492141 0.000194 0.001585 701 1701 1070 201 287 141
Solyc07g055200.2.1 1.622699 5.599663 0.000165 0.001383 2355 7789 5189 608 1358 755
Solyc07g016180.2.1 1.625533 4.484071 0.000145 0.001239 1095 4169 2014 483 480 266
Solyc05g005860.1.1 1.62652 2.59356 0.001241 0.007612 435 865 526 122 119 83
Solyc11g071460.1.1 1.626545 5.480954 9.48E-05 0.000863 4068 4532 4114 800 859 723
Solyc01g094940.2.1 1.626883 4.398097 4.69E-05 0.000472 1760 2701 1778 299 595 294
Solyc04g077660.2.1 1.628682 4.364739 0.000357 0.002655 1123 3210 2114 185 621 351
Solyc03g025590.2.1 1.628864 3.69966 0.000111 0.000988 1062 1690 1103 210 291 203
Solyc09g083330.2.1 1.629247 3.571434 0.000932 0.005988 1361 1082 823 246 289 128
Solyc02g093460.2.1 1.629335 3.308327 0.000481 0.003417 496 1501 1091 165 229 146
Solyc03g121480.2.1 1.629997 3.723352 9.73E-05 0.000882 1023 1634 1246 226 304 191
Solyc04g064680.2.1 1.630223 3.437203 0.000275 0.002138 706 1537 1058 199 200 174
Solyc04g081420.2.1 1.631078 3.240311 0.000994 0.006307 858 1156 741 230 207 86
Solyc05g010610.2.1 1.631181 2.485003 0.001298 0.007911 375 847 495 88 139 80
Solyc03g119110.2.1 1.631878 2.670408 0.001051 0.006602 513 745 597 121 136 87
Solyc09g010300.2.1 1.633158 3.942634 0.00022 0.001765 1310 1805 1369 360 257 199
Solyc02g083110.1.1 1.635321 2.862014 0.001686 0.009851 609 939 600 189 139 67
Solyc10g007840.2.1 1.639533 3.680863 0.000321 0.002436 771 1927 1273 136 326 233
Solyc05g009630.2.1 1.640545 3.351762 0.000411 0.002997 697 1614 858 201 283 95
Solyc03g080060.1.1 1.641763 5.426889 0.000924 0.005945 3861 5620 3265 1287 772 293



Solyc03g124030.2.1 1.641871 5.101831 0.000444 0.003201 2772 4640 2890 1005 526 304
Solyc06g036000.2.1 1.644352 3.40453 0.000469 0.003342 628 1544 1092 116 286 178
Solyc01g088460.2.1 1.645279 2.904676 0.000889 0.005746 651 821 685 128 135 127
Solyc06g062900.2.1 1.648413 2.44453 0.001479 0.008846 427 754 452 86 107 92
Solyc12g015970.1.1 1.648829 4.851378 1.75E-05 0.000199 2222 3791 2641 515 731 352
Solyc01g087200.2.1 1.648891 3.861059 0.00049 0.003471 625 2586 1502 159 416 230
Solyc12g088400.1.1 1.649234 3.81962 0.000919 0.005917 697 2934 1080 129 461 211
Solyc01g087240.2.1 1.649788 4.335307 6.56E-05 0.00063 1113 3444 1884 272 520 312
Solyc06g073180.2.1 1.650313 3.846184 0.000837 0.005465 1102 2889 679 312 365 128
Solyc12g043020.1.1 1.65153 4.501119 8.14E-05 0.000759 1443 3110 2356 254 587 389
Solyc03g097460.2.1 1.652425 5.413281 2.18E-05 0.00024 2911 6279 3933 694 896 678
Solyc12g005300.1.1 1.653012 4.297642 0.000637 0.004337 1250 1630 2732 477 332 231
Solyc04g008290.2.1 1.653779 5.650121 0.000688 0.00463 2571 8442 5042 378 1489 905
Solyc01g103530.2.1 1.653853 4.297588 0.000364 0.002705 900 2617 2537 218 480 356
Solyc09g013100.2.1 1.654541 4.32089 3.42E-05 0.00036 1199 2908 2069 347 469 270
Solyc10g005330.2.1 1.65482 4.979058 1.75E-05 0.000199 1928 5118 2892 507 799 426
Solyc03g118380.1.1 1.655413 3.430632 0.000194 0.001585 808 1597 893 148 266 169
Solyc10g084280.1.1 1.655519 4.616279 9.69E-05 0.000879 1270 3788 2653 290 643 403
Solyc01g105690.2.1 1.656521 3.107209 0.000389 0.002861 713 1130 722 150 220 104
Solyc11g011230.1.1 1.656998 2.974332 0.000515 0.003606 613 1087 667 109 181 129
Solyc05g016380.2.1 1.657361 3.444567 0.000165 0.001383 684 1774 963 192 247 148
Solyc12g094630.1.1 1.657405 5.876011 0.001505 0.008977 6288 5706 4495 1715 885 513
Solyc04g080380.2.1 1.658318 3.269688 0.001643 0.009633 839 1317 726 272 173 74
Solyc01g079860.2.1 1.658813 3.247907 0.00042 0.00305 499 1488 999 163 250 112
Solyc12g007310.1.1 1.658852 6.002646 5.28E-05 0.000523 4339 8836 6384 1124 1541 835
Solyc06g053840.2.1 1.659698 4.346469 8.40E-05 0.000779 1643 3480 1256 276 506 319
Solyc12g049390.1.1 1.659804 4.199778 0.000176 0.001458 926 2784 2054 204 493 304
Solyc07g055470.2.1 1.660079 5.466155 0.000179 0.001479 4683 4998 3000 1000 863 506
Solyc04g051580.2.1 1.660205 3.745281 0.000236 0.001877 599 2034 1589 210 319 195
Solyc04g015180.2.1 1.662344 2.912113 0.001621 0.009526 367 1222 798 79 259 93
Solyc09g011480.2.1 1.664723 4.043248 3.37E-05 0.000355 1155 2372 1524 305 396 198
Solyc02g021700.2.1 1.666802 3.130719 0.000539 0.003755 520 1367 852 106 249 127
Solyc06g051960.2.1 1.667385 5.24477 4.68E-05 0.000471 3637 4333 3025 750 731 521
Solyc12g070270.1.1 1.668832 3.122541 0.001203 0.007422 798 1032 709 220 176 74
Solyc06g007430.1.1 1.671549 5.218192 1.92E-05 0.000215 2827 5747 2948 541 1023 490
Solyc06g064460.2.1 1.671956 3.771159 0.000385 0.00283 1284 1761 988 345 249 132
Solyc12g096770.1.1 1.672537 4.190862 0.000347 0.002601 765 2697 2289 412 406 175
Solyc03g025310.2.1 1.673336 4.685824 2.13E-05 0.000235 1636 3582 2680 362 630 392
Solyc02g087140.2.1 1.673651 3.415357 0.000223 0.001785 778 1525 955 148 329 123
Solyc02g091950.2.1 1.675732 3.249388 0.000927 0.005964 432 1422 1134 107 294 129
Solyc10g039290.1.1 1.676273 5.004203 6.15E-05 0.000596 3326 4056 2018 565 831 368
Solyc07g045210.1.1 1.677153 4.907092 6.10E-05 0.000593 1433 4978 3208 395 736 476
Solyc05g052350.2.1 1.67727 2.903858 0.000517 0.003619 580 1030 649 130 135 120
Solyc01g106010.2.1 1.677565 4.18525 0.000101 0.000913 1804 2172 1321 387 364 215
Solyc02g067890.2.1 1.679064 4.595801 0.000142 0.001219 1491 3439 2533 228 600 452
Solyc06g069390.2.1 1.679115 2.702978 0.000795 0.005236 511 757 645 88 164 97
Solyc03g025510.2.1 1.682488 4.057933 6.64E-05 0.000637 1243 2238 1560 343 419 154
Solyc07g018010.2.1 1.682972 3.531401 0.000308 0.002351 852 1932 852 203 352 99
Solyc09g010120.2.1 1.683348 3.244009 0.000432 0.003123 835 1035 875 116 232 155
Solyc07g006520.2.1 1.685693 4.842216 9.15E-05 0.000837 2710 3246 2381 684 524 304
Solyc02g036350.2.1 1.685899 9.26411 0.00018 0.001487 53958 82791 48008 8777 16851 8098
Solyc02g069020.2.1 1.687589 3.232082 0.000534 0.003728 714 1266 859 105 317 110
Solyc11g068730.1.1 1.689312 4.756899 1.18E-05 0.00014 1788 3941 2636 409 650 386
Solyc01g056690.2.1 1.690318 3.292198 0.000186 0.001531 723 1347 905 170 192 146
Solyc04g017690.2.1 1.690561 7.615621 0.000372 0.002751 19484 23247 14540 4443 3459 2332
Solyc09g091860.2.1 1.690638 3.295493 0.000208 0.001681 595 1434 1015 150 257 125
Solyc06g062600.2.1 1.691648 4.035674 0.00017 0.001414 1358 2270 1334 400 345 137
Solyc04g072690.2.1 1.691746 2.340606 0.001205 0.007429 336 811 436 82 130 61
Solyc11g066660.1.1 1.691784 3.531464 0.000975 0.006204 1303 1166 786 278 247 97
Solyc03g097590.2.1 1.69725 5.615719 0.000105 0.000943 4791 5907 3681 643 1580 541
Solyc02g089120.2.1 1.698079 3.750164 6.62E-05 0.000636 1010 2040 1111 270 252 176
Solyc07g042150.2.1 1.698654 3.119821 0.000437 0.003155 528 1207 939 116 261 103
Solyc04g079940.2.1 1.699834 6.16386 8.97E-05 0.000823 6854 9282 5172 1351 1673 823
Solyc08g048390.1.1 1.701756 5.189867 9.91E-05 0.000897 4025 3822 2542 697 903 379
Solyc11g068820.1.1 1.701893 5.292949 0.001551 0.009202 4292 3521 3141 1198 475 328
Solyc10g085680.1.1 1.70215 2.35643 0.001378 0.008328 326 680 549 87 93 80
Solyc04g051190.2.1 1.702161 5.840791 7.36E-05 0.000697 3903 8649 5308 1271 1175 593
Solyc08g023490.2.1 1.702471 2.41417 0.001431 0.008605 404 726 481 121 109 51
Solyc11g062430.1.1 1.704539 3.804315 4.38E-05 0.000445 911 2092 1346 216 370 170
Solyc06g082390.2.1 1.704554 5.19878 1.09E-05 0.000131 2455 5923 3215 545 867 531
Solyc03g044160.1.1 1.706015 3.914357 9.24E-05 0.000845 808 2660 1415 192 406 213
Solyc11g010280.1.1 1.70658 5.199468 0.000398 0.002914 2102 6176 3499 262 903 740
Solyc11g017200.1.1 1.708003 4.763752 1.09E-05 0.000131 2039 3576 2615 514 548 354
Solyc11g013750.1.1 1.709508 3.369171 0.000699 0.004696 989 1280 774 264 164 103
Solyc05g051770.2.1 1.709595 2.937898 0.00038 0.002803 602 1006 697 152 140 101
Solyc12g095780.1.1 1.710318 3.307127 0.000333 0.002518 476 1403 1212 163 222 134
Solyc10g086240.1.1 1.710428 4.794052 0.000429 0.003111 1448 4513 2911 195 715 539
Solyc06g084290.2.1 1.711499 3.106714 0.000394 0.002887 546 1146 939 113 254 104
Solyc08g079880.1.1 1.711614 3.330117 0.001205 0.00743 483 895 1572 148 279 119
Solyc01g079820.2.1 1.714078 4.83245 7.07E-05 0.000673 1585 4196 3153 283 765 466
Solyc01g017600.2.1 1.716902 4.997281 0.000243 0.001925 1746 2688 4862 528 587 506
Solyc04g081070.2.1 1.717292 5.279238 6.00E-05 0.000585 2246 6131 3940 384 1123 588
Solyc03g078000.2.1 1.718302 5.925446 0.000267 0.002084 5104 7227 5715 1586 994 560
Solyc12g021360.1.1 1.718992 3.687985 6.12E-05 0.000595 1045 1638 1181 254 249 162



Solyc10g008790.2.1 1.719737 2.363744 0.001235 0.00758 326 682 559 101 94 67
Solyc04g045470.2.1 1.720246 2.887581 0.000773 0.005114 397 1050 855 149 186 64
Solyc07g006810.2.1 1.72057 3.899437 4.68E-05 0.000471 844 2493 1444 217 378 198
Solyc03g120710.2.1 1.721006 5.226684 2.43E-05 0.000264 1909 6171 3957 687 774 485
Solyc10g038190.1.1 1.721367 2.433715 0.000939 0.006019 371 646 597 95 111 72
Solyc11g066110.1.1 1.721805 6.314461 0.000578 0.003984 7765 9278 6278 2156 1218 712
Solyc01g109830.2.1 1.724133 4.204638 6.75E-05 0.000645 893 3146 1934 231 481 266
Solyc03g113240.2.1 1.724472 5.136587 0.000212 0.00171 3422 4105 2782 934 566 311
Solyc01g097160.2.1 1.726637 3.120942 0.000768 0.005085 626 1132 877 215 118 101
Solyc08g048550.2.1 1.728928 4.061773 0.000213 0.001718 1538 1952 1422 416 230 190
Solyc11g072710.1.1 1.729508 7.202943 0.000213 0.001718 15987 17407 9537 2518 3094 2010
Solyc11g068950.1.1 1.733394 7.581241 0.000183 0.001511 10310 30451 20431 2260 5386 2633
Solyc06g009630.1.1 1.737084 6.74895 0.000157 0.001322 9040 11587 10969 2376 1807 1273
Solyc08g076310.2.1 1.738159 2.679584 0.001014 0.006413 280 1108 695 99 170 72
Solyc03g116560.1.1 1.740636 3.021634 0.000267 0.002084 570 1220 737 103 217 109
Solyc04g077010.2.1 1.7411 6.093898 3.69E-05 0.000385 5687 10288 5175 937 1717 938
Solyc10g078920.1.1 1.741329 5.223123 0.000895 0.005779 4784 2686 2622 935 605 361
Solyc01g108300.2.1 1.742553 5.830643 3.03E-05 0.000323 4152 8008 5400 797 1617 658
Solyc03g005000.2.1 1.742571 4.757834 1.75E-05 0.000199 2284 3402 2433 569 484 322
Solyc05g008040.2.1 1.742932 2.999986 0.000816 0.005343 315 1427 888 141 196 85
Solyc09g083050.2.1 1.743385 4.024195 0.000728 0.004864 576 4033 1180 185 406 254
Solyc01g107330.2.1 1.743438 3.846125 0.000585 0.004027 665 2441 1565 108 449 217
Solyc01g106820.2.1 1.743983 3.359858 0.001007 0.006377 906 1667 627 272 132 105
Solyc02g067660.2.1 1.746261 3.659677 5.57E-05 0.000548 1026 1840 1023 232 308 128
Solyc06g068140.2.1 1.747866 6.944945 0.000139 0.001197 11530 16901 8860 2655 2455 1262
Solyc09g072900.2.1 1.748496 3.509407 0.000173 0.001437 822 1671 1040 260 233 99
Solyc09g063010.2.1 1.749304 3.735807 0.000871 0.005653 1735 1443 588 256 299 140
Solyc08g082120.2.1 1.751236 6.78111 0.000264 0.002061 4176 20642 11968 1799 2241 1555
Solyc11g072540.1.1 1.751449 5.249008 6.15E-05 0.000597 3996 4286 2782 804 630 472
Solyc02g062140.2.1 1.751858 4.989677 0.000135 0.001164 3520 3630 2067 742 558 318
Solyc04g008690.2.1 1.753234 3.49774 6.11E-05 0.000594 859 1543 1052 175 221 171
Solyc12g014390.1.1 1.753272 5.013442 0.000268 0.002086 2767 3855 3004 912 436 270
Solyc12g070280.1.1 1.754812 2.764678 0.000722 0.00483 599 867 566 154 131 63
Solyc10g083490.1.1 1.755122 4.598372 8.53E-06 0.000106 1519 3535 2531 422 552 284
Solyc10g005530.2.1 1.755715 5.53353 5.31E-05 0.000526 2413 8187 4553 504 1289 656
Solyc07g045170.2.1 1.755872 2.363874 0.001394 0.008412 231 851 577 71 129 67
Solyc06g066030.2.1 1.756084 5.418999 7.98E-06 0.0001 3551 5115 4125 758 944 510
Solyc06g066340.2.1 1.756775 2.050746 0.001709 0.009971 203 694 435 66 99 49
Solyc02g086090.2.1 1.757112 3.363549 0.000132 0.001142 967 1302 798 140 257 138
Solyc11g068790.1.1 1.757265 3.966458 4.55E-05 0.000459 934 2365 1634 179 430 215
Solyc05g007120.2.1 1.757703 4.61509 1.04E-05 0.000126 1790 3519 2285 324 509 399
Solyc05g015050.2.1 1.759193 5.668887 0.001545 0.009179 6884 3999 2942 1318 731 491
Solyc09g011210.2.1 1.763218 2.666188 0.000552 0.00383 423 868 661 113 102 95
Solyc10g075100.1.1 1.765447 9.047357 0.000282 0.002183 34900 89125 46079 9608 15528 3809
Solyc03g113030.2.1 1.766123 3.14563 0.000515 0.003611 451 1105 1167 138 150 144
Solyc03g119600.1.1 1.766742 3.846904 0.000109 0.000975 975 2437 1199 149 293 268
Solyc01g110020.2.1 1.767477 3.446719 0.000183 0.001506 661 1701 1095 112 248 188
Solyc04g050540.2.1 1.76904 3.918303 3.77E-05 0.000391 856 2285 1648 259 378 156
Solyc06g006000.2.1 1.77017 5.733177 5.47E-05 0.00054 4117 4912 6455 742 1183 777
Solyc04g016360.2.1 1.771068 5.2931 6.37E-05 0.000616 1677 6476 4620 450 966 596
Solyc04g079790.2.1 1.772008 5.194207 7.95E-06 0.0001 2585 4639 3948 688 682 465
Solyc01g094570.2.1 1.772246 3.23996 0.000114 0.00101 807 1271 789 137 230 120
Solyc12g098350.1.1 1.774367 4.033258 2.49E-05 0.000271 1555 1924 1362 301 335 194
Solyc06g069450.2.1 1.774824 2.589023 0.000541 0.003768 509 855 475 75 132 94
Solyc07g049230.1.1 1.775113 3.73906 5.82E-05 0.00057 810 2014 1392 274 226 162
Solyc11g069470.1.1 1.775569 4.808057 5.92E-06 7.78E-05 1971 4428 2472 368 741 355
Solyc06g007760.2.1 1.77565 4.27515 0.001033 0.006512 1867 1994 1758 582 205 156
Solyc01g080080.2.1 1.776671 3.731124 3.29E-05 0.000348 900 2025 1254 179 273 209
Solyc01g079360.2.1 1.778173 5.12124 2.04E-05 0.000228 2686 4685 3304 801 596 348
Solyc10g079840.1.1 1.778299 3.040117 0.00035 0.002616 810 990 629 98 220 109
Solyc08g083010.2.1 1.781221 4.484812 0.001412 0.008503 2878 1778 1486 620 279 197
Solyc02g093630.2.1 1.781348 6.99212 4.97E-05 0.000496 8180 17795 13757 1663 3402 1594
Solyc04g008730.2.1 1.781958 4.241006 4.04E-05 0.000415 1407 2084 2151 203 501 273
Solyc04g078810.2.1 1.782145 2.314473 0.001635 0.009595 251 664 630 60 150 54
Solyc04g080390.2.1 1.783612 4.341205 9.87E-06 0.000121 1749 2658 1739 379 390 246
Solyc08g081830.2.1 1.784853 3.252031 0.000154 0.0013 626 1376 973 106 242 139
Solyc01g105460.2.1 1.785311 4.502053 8.51E-06 0.000106 1452 3279 2376 343 596 247
Solyc03g026110.2.1 1.786751 4.801519 4.88E-06 6.57E-05 2032 4151 2550 379 574 432
Solyc03g117810.2.1 1.789227 5.513731 6.56E-06 8.50E-05 2949 6964 4560 667 1150 547
Solyc01g103110.2.1 1.789518 3.906454 1.28E-05 0.000151 1210 2061 1331 232 347 185
Solyc12g014150.1.1 1.79046 2.013182 0.001382 0.00835 311 450 434 77 82 43
Solyc01g080150.2.1 1.791633 3.901309 0.000494 0.003484 427 2427 2054 206 372 189
Solyc08g005860.2.1 1.792041 4.185874 2.53E-05 0.000275 874 2998 2040 289 399 231
Solyc08g068590.2.1 1.792174 3.42785 0.000372 0.002752 866 1387 1014 277 152 98
Solyc05g009920.2.1 1.794029 3.418982 0.000131 0.001139 751 1474 1083 223 156 137
Solyc12g005280.1.1 1.794132 2.584414 0.00099 0.006286 254 903 760 93 154 63
Solyc01g107430.2.1 1.795123 3.87943 0.000167 0.001395 1776 1567 871 246 301 188
Solyc08g043180.2.1 1.795502 4.41636 0.000147 0.001254 1483 2788 2297 563 334 165
Solyc08g081310.2.1 1.796716 5.426399 3.53E-06 4.93E-05 3046 6153 4226 725 953 504
Solyc07g006340.2.1 1.796892 3.573449 0.000135 0.001166 1211 1342 935 250 217 125
Solyc02g069030.2.1 1.798752 2.94655 0.000649 0.004408 822 924 520 168 154 67
Solyc01g006970.2.1 1.798883 4.69779 5.04E-06 6.76E-05 1699 4308 2341 343 641 341
Solyc09g092160.2.1 1.799748 3.904749 0.000677 0.004566 1727 1601 985 394 189 141
Solyc09g065130.2.1 1.800594 4.219682 0.000193 0.001581 701 3498 2062 190 444 299



Solyc10g085100.1.1 1.802773 3.957893 0.000118 0.001041 847 2470 1680 342 345 113
Solyc02g086150.2.1 1.803619 2.586587 0.000558 0.003866 342 886 666 85 108 96
Solyc01g087260.2.1 1.804825 5.945264 0.000535 0.003735 7349 6295 3988 1546 859 593
Solyc11g045100.1.1 1.804861 2.356287 0.000574 0.003962 326 766 517 72 117 67
Solyc01g096190.2.1 1.807773 4.219127 7.44E-06 9.47E-05 1380 2709 1728 239 466 243
Solyc05g052710.2.1 1.808494 4.571597 1.85E-05 0.000209 2201 2606 2209 465 389 300
Solyc07g042260.2.1 1.809167 4.262818 2.00E-05 0.000223 1952 2564 1272 305 429 232
Solyc12g005040.1.1 1.809844 2.997293 0.000574 0.003964 907 804 571 137 129 116
Solyc03g113620.2.1 1.810971 5.214006 1.70E-05 0.000194 3925 4596 2517 658 715 460
Solyc04g025040.1.1 1.811344 5.789496 1.08E-05 0.00013 3816 7803 5670 790 1161 786
Solyc07g063430.2.1 1.811876 7.09991 0.000494 0.003484 13789 18379 9345 3597 1835 1221
Solyc09g011830.2.1 1.815114 3.481559 6.06E-05 0.00059 588 1861 1180 174 232 146
Solyc08g082670.2.1 1.815847 4.405808 0.000209 0.001695 2716 1579 1515 385 419 246
Solyc11g012820.1.1 1.815905 2.972254 0.000147 0.001252 532 1187 755 98 188 107
Solyc09g056160.2.1 1.818116 4.817592 6.42E-05 0.000619 1065 5124 3254 355 755 340
Solyc01g079390.2.1 1.819033 5.493389 8.81E-06 0.000109 4292 5758 3543 807 853 553
Solyc12g014110.1.1 1.821481 4.295621 0.00049 0.003471 547 2933 2910 226 435 305
Solyc01g105410.2.1 1.823932 7.182732 3.43E-05 0.000361 11616 23816 10907 2120 3591 1680
Solyc07g063610.2.1 1.824708 2.640464 0.000686 0.004621 338 814 787 120 144 52
Solyc12g013890.1.1 1.825546 3.696935 0.000816 0.005346 1300 1508 1030 367 189 79
Solyc04g051780.2.1 1.825957 3.104211 0.000118 0.001045 619 1293 793 107 228 103
Solyc01g005330.2.1 1.827794 5.228768 6.40E-06 8.32E-05 2370 5740 3848 440 809 585
Solyc04g081210.2.1 1.828361 4.927735 2.32E-06 3.42E-05 2233 4449 2873 408 776 363
Solyc02g078860.2.1 1.830723 2.943316 0.000329 0.002493 517 1067 811 167 105 91
Solyc11g069510.1.1 1.830938 3.88101 8.38E-06 0.000104 1175 2018 1355 231 325 176
Solyc10g083380.1.1 1.831173 5.797159 0.000175 0.001451 5404 7955 3735 1214 1292 353
Solyc09g091010.2.1 1.831591 3.584914 2.87E-05 0.000307 1017 1471 1137 217 236 136
Solyc08g079180.2.1 1.831951 4.867705 7.07E-05 0.000673 1130 5990 2916 325 726 411
Solyc01g097820.2.1 1.832773 1.862438 0.001466 0.008776 247 575 329 54 104 30
Solyc02g005210.2.1 1.832975 4.765685 2.00E-06 3.03E-05 1983 3867 2656 399 554 375
Solyc03g117600.2.1 1.833708 5.647424 6.32E-06 8.23E-05 3229 7009 5509 839 1143 536
Solyc10g086220.1.1 1.834111 5.619292 1.63E-05 0.000187 2546 8200 5327 595 1109 718
Solyc02g085030.2.1 1.836207 2.868002 0.000557 0.003857 324 1049 954 141 118 89
Solyc11g065930.1.1 1.836765 7.463344 0.00105 0.0066 4170 27864 26348 2520 3816 2356
Solyc09g098580.2.1 1.840147 4.493016 8.72E-06 0.000108 1849 3261 1908 464 396 234
Solyc12g015640.1.1 1.840885 3.36572 4.19E-05 0.000429 861 1501 843 175 201 125
Solyc12g099160.1.1 1.842116 4.252508 0.000112 0.001 1195 2731 2091 142 414 356
Solyc09g082810.2.1 1.846838 5.481738 0.000319 0.002424 1205 9006 5252 522 957 686
Solyc06g075360.2.1 1.848361 3.491303 0.000158 0.00133 520 1835 1318 113 292 156
Solyc10g084250.1.1 1.851929 2.638663 0.000401 0.002929 346 855 755 79 122 95
Solyc02g092610.2.1 1.851963 2.549759 0.001236 0.007585 429 688 655 40 139 103
Solyc02g092920.2.1 1.854731 5.279274 7.73E-05 0.000725 1953 6346 4395 331 754 735
Solyc06g069630.2.1 1.855326 2.881887 0.000946 0.00605 759 791 606 182 86 74
Solyc01g081490.2.1 1.856738 4.289968 1.09E-05 0.000131 1502 2637 1923 404 311 215
Solyc03g083090.2.1 1.856858 6.253034 1.04E-05 0.000126 5722 10286 7702 1075 1495 1087
Solyc08g066140.2.1 1.857271 3.821064 8.07E-06 0.000101 953 2023 1475 215 306 170
Solyc09g091240.2.1 1.858452 4.336041 4.54E-05 0.000459 1349 2535 2357 473 305 185
Solyc08g005800.2.1 1.858541 6.007742 5.75E-05 0.000564 3162 7979 9010 1088 1425 672
Solyc06g009790.2.1 1.859484 2.939325 0.000408 0.002974 484 1123 820 59 204 116
Solyc10g083350.1.1 1.859511 2.929864 0.000118 0.00104 541 989 821 135 156 80
Solyc05g051460.2.1 1.859535 4.854937 0.000881 0.005703 689 4972 4073 231 810 413
Solyc05g056370.2.1 1.859608 5.644895 2.17E-05 0.000239 5536 5609 3571 851 1027 564
Solyc04g071700.2.1 1.8609 2.857486 0.001346 0.008165 709 849 598 195 79 62
Solyc04g049630.2.1 1.860901 3.740816 2.24E-05 0.000246 713 2045 1546 185 301 168
Solyc03g112940.2.1 1.861435 3.461699 4.04E-05 0.000416 690 1927 991 200 231 109
Solyc04g015850.2.1 1.862147 2.774291 0.000343 0.002578 613 833 614 145 126 60
Solyc10g081310.1.1 1.862418 5.526243 5.00E-05 0.000499 1987 7951 5376 491 959 748
Solyc09g074100.2.1 1.862966 4.328758 1.41E-05 0.000165 1941 2794 1434 398 361 208
Solyc06g051900.2.1 1.864235 3.242796 6.66E-05 0.000638 767 1286 870 158 153 131
Solyc07g061900.2.1 1.864863 5.391001 6.32E-06 8.23E-05 3216 5457 4290 870 699 435
Solyc11g008540.1.1 1.865876 4.734542 6.93E-05 0.00066 3026 2626 2029 578 391 284
Solyc05g052030.1.1 1.866916 6.157322 9.13E-06 0.000113 6180 9747 6137 949 1551 961
Solyc03g078080.2.1 1.868108 4.440935 0.000722 0.00483 2219 2443 1773 638 203 162
Solyc04g007000.1.1 1.868305 6.188177 0.000129 0.001126 7252 9938 5124 1692 1336 535
Solyc11g045250.1.1 1.868597 2.84365 0.000745 0.004953 261 1329 829 73 168 106
Solyc10g007320.2.1 1.868935 3.814456 0.000191 0.001564 480 2161 1961 195 261 207
Solyc06g048950.2.1 1.869386 2.936828 0.000116 0.001027 680 881 731 123 142 98
Solyc06g065260.2.1 1.871254 5.170264 2.26E-06 3.34E-05 3372 4952 2759 551 746 443
Solyc09g065300.2.1 1.871406 3.305831 6.26E-05 0.000606 708 1332 1036 192 191 95
Solyc04g080470.2.1 1.871794 3.013267 0.000153 0.001292 635 1053 795 80 202 113
Solyc02g079360.1.1 1.873529 2.505521 0.000793 0.005227 514 653 528 132 87 49
Solyc06g050760.1.1 1.875249 3.816459 0.000103 0.00093 1446 1540 1170 322 208 133
Solyc01g099260.2.1 1.879366 4.835707 1.96E-06 2.98E-05 1971 4200 2892 336 641 400
Solyc01g109100.2.1 1.880379 2.360254 0.001146 0.007128 449 576 507 103 124 30
Solyc02g070390.2.1 1.881106 3.835198 8.30E-05 0.000772 722 2364 1597 122 382 200
Solyc09g009940.2.1 1.881292 6.705284 0.001559 0.00924 12600 9988 7336 3017 1111 718
Solyc04g077130.1.1 1.884374 3.156942 0.000208 0.001684 403 1255 1195 112 195 120
Solyc03g117430.2.1 1.884782 7.607935 0.000367 0.002726 26305 16291 11862 3322 3837 2200
Solyc02g092530.2.1 1.884897 4.488988 3.92E-06 5.41E-05 1599 3574 2042 412 348 282
Solyc03g078610.2.1 1.887328 3.463912 0.000273 0.002126 1379 1107 677 212 180 124
Solyc03g083200.2.1 1.887642 1.776866 0.000967 0.006161 199 553 351 52 72 39
Solyc04g078620.2.1 1.889855 2.540231 0.000732 0.00488 261 989 669 54 140 85
Solyc02g086860.2.1 1.891552 3.371585 0.000334 0.002524 361 1856 1269 109 225 156
Solyc05g056520.2.1 1.891762 1.711011 0.001314 0.007989 252 516 267 32 88 40



Solyc06g053910.2.1 1.892494 4.889542 3.77E-05 0.000391 1572 5353 2974 237 866 382
Solyc01g104580.2.1 1.893655 3.197535 0.00015 0.001277 449 1404 1118 101 203 132
Solyc12g036140.1.1 1.89412 2.817787 0.000731 0.004874 751 750 564 168 103 58
Solyc11g008620.1.1 1.896569 5.351001 9.26E-05 0.000846 4996 3707 2931 871 728 349
Solyc12g008870.1.1 1.897092 3.171216 0.000498 0.003503 391 1574 1036 68 224 140
Solyc08g080200.2.1 1.897731 5.345857 1.20E-06 1.94E-05 3661 5364 3491 592 844 503
Solyc03g044150.2.1 1.897769 5.721295 3.16E-06 4.47E-05 4223 6473 5494 744 1120 658
Solyc01g098990.2.1 1.897787 3.973081 5.70E-06 7.54E-05 1360 1839 1554 225 302 210
Solyc04g009530.2.1 1.898653 3.198285 0.000249 0.001963 494 1428 1050 205 123 93
Solyc11g008550.1.1 1.89911 3.186059 4.02E-05 0.000414 629 1515 806 137 184 110
Solyc03g119920.1.1 1.900845 3.530804 1.13E-05 0.000135 944 1621 1042 165 256 134
Solyc11g008150.1.1 1.901376 5.861629 4.28E-06 5.85E-05 4408 8728 5356 998 1164 617
Solyc08g079750.2.1 1.901415 2.42723 0.001093 0.006834 189 1125 550 90 91 67
Solyc10g011690.2.1 1.901944 3.521574 1.16E-05 0.000139 790 1780 1111 160 258 134
Solyc08g082250.2.1 1.903409 3.891624 2.06E-05 0.00023 1468 1659 1295 200 248 229
Solyc09g008940.2.1 1.904507 3.283183 0.000103 0.00093 917 1123 880 195 139 111
Solyc06g075010.2.1 1.905021 6.230215 0.000242 0.001914 2143 13031 10206 986 1619 971
Solyc03g113280.2.1 1.90665 4.064423 0.000166 0.001393 1466 1898 1680 412 159 175
Solyc01g068260.2.1 1.907785 2.438689 0.000252 0.001982 321 855 573 76 112 67
Solyc04g009730.2.1 1.908298 2.340461 0.000296 0.002272 372 826 428 64 115 62
Solyc04g017700.2.1 1.910144 3.752391 0.001415 0.008516 2083 777 715 262 210 149
Solyc02g064950.2.1 1.911133 4.88247 2.66E-06 3.85E-05 1913 4193 3272 317 743 372
Solyc02g067540.2.1 1.911514 3.999267 6.74E-06 8.68E-05 877 2600 1757 238 291 212
Solyc01g090740.2.1 1.912834 2.755931 0.000371 0.002744 290 1281 717 76 144 96
Solyc10g007600.2.1 1.913371 5.503985 0.000108 0.000962 2220 4454 7212 743 620 667
Solyc12g016220.1.1 1.915543 2.657884 0.000172 0.001428 359 1059 649 81 143 76
Solyc07g005510.2.1 1.916388 4.808618 9.13E-05 0.000836 3692 2616 1662 529 461 307
Solyc08g065800.1.1 1.919638 2.642216 0.000668 0.004513 334 953 730 49 196 68
Solyc01g067890.2.1 1.919862 6.17739 0.000804 0.005288 9038 7830 4254 1927 995 447
Solyc03g097190.2.1 1.920461 5.305819 1.25E-06 2.00E-05 2426 5857 4431 513 884 486
Solyc12g095760.1.1 1.920894 5.665811 0.00049 0.003471 1486 8806 6888 360 1290 777
Solyc01g094500.2.1 1.922466 2.545288 0.000147 0.00125 453 773 583 89 115 68
Solyc03g116790.2.1 1.922725 3.770276 1.43E-05 0.000166 822 1751 1711 212 310 134
Solyc07g005190.2.1 1.923198 2.561814 0.000368 0.00273 334 854 697 102 79 81
Solyc08g005310.2.1 1.923315 3.954362 3.97E-06 5.47E-05 1027 2397 1570 190 325 210
Solyc10g011660.2.1 1.923344 5.653402 1.05E-05 0.000127 5347 7126 3055 758 1108 540
Solyc08g063090.2.1 1.924121 2.23057 0.000755 0.005011 348 700 437 80 123 29
Solyc09g061860.2.1 1.924526 4.823578 0.00022 0.001766 2030 5590 1919 764 365 177
Solyc05g013160.2.1 1.924792 4.303783 1.54E-06 2.40E-05 1384 2909 2004 314 357 242
Solyc04g082040.2.1 1.924985 3.024886 0.000167 0.001397 800 710 846 127 182 80
Solyc08g006530.2.1 1.925801 4.45391 2.67E-06 3.87E-05 1553 3442 2070 377 502 183
Solyc09g009420.1.1 1.925815 4.166967 7.45E-05 0.000704 2094 1384 1593 283 449 149
Solyc03g098630.2.1 1.926157 4.898188 3.37E-06 4.73E-05 2734 4100 2423 589 521 282
Solyc09g013090.2.1 1.92685 3.338329 3.08E-05 0.000327 940 1433 770 135 191 139
Solyc01g097910.2.1 1.927132 3.51861 0.000724 0.004843 1569 1029 630 257 154 109
Solyc01g006930.2.1 1.9295 3.986971 0.001251 0.007666 491 3369 1719 74 439 249
Solyc07g061970.2.1 1.930826 4.396136 2.08E-06 3.12E-05 1247 3208 2358 347 397 236
Solyc01g091480.2.1 1.931094 3.174695 6.17E-05 0.000598 478 1504 992 124 210 97
Solyc07g062740.2.1 1.932635 2.435332 0.000556 0.003854 622 597 368 84 126 49
Solyc08g067210.2.1 1.934191 4.006006 9.58E-06 0.000118 849 2879 1651 190 405 180
Solyc06g083690.2.1 1.934511 4.909674 5.98E-05 0.000584 2444 3275 3385 735 343 270
Solyc05g009820.2.1 1.935041 2.942962 0.000481 0.003419 763 617 827 166 135 58
Solyc03g032040.2.1 1.935433 1.711009 0.001037 0.006531 174 592 320 38 70 43
Solyc01g107800.2.1 1.935442 2.987231 0.000132 0.001146 443 1473 745 84 211 89
Solyc03g005340.2.1 1.937117 4.807491 1.49E-06 2.35E-05 1590 4141 3313 410 595 314
Solyc08g082000.2.1 1.937199 2.357937 0.000377 0.002783 299 757 586 56 130 59
Solyc01g087390.2.1 1.93818 2.21082 0.000354 0.002635 315 764 421 75 102 42
Solyc11g065820.1.1 1.938319 2.640211 0.001291 0.007873 217 1212 711 45 165 87
Solyc04g082740.2.1 1.938335 2.482777 0.000296 0.002276 397 896 508 90 141 41
Solyc10g009410.1.1 1.940246 5.281487 4.01E-06 5.52E-05 4126 5149 2620 512 932 420
Solyc11g020780.1.1 1.943862 5.069417 7.06E-06 9.03E-05 2225 5624 3171 279 937 416
Solyc03g118510.2.1 1.944309 2.871011 0.001021 0.006454 313 1001 1035 47 162 125
Solyc03g025320.2.1 1.945251 5.036513 1.76E-05 0.0002 3217 4549 2413 731 549 245
Solyc12g013920.1.1 1.945773 3.510337 0.000227 0.001813 445 2304 1199 92 283 162
Solyc09g082630.2.1 1.946731 3.790688 9.22E-06 0.000114 816 2411 1366 237 293 124
Solyc12g019100.1.1 1.948032 1.533752 0.001631 0.009578 161 417 342 54 39 34
Solyc04g011670.2.1 1.948844 3.272098 0.000143 0.001225 434 1611 1163 94 198 148
Solyc01g107020.2.1 1.948863 1.902232 0.000742 0.004938 294 513 356 75 62 33
Solyc09g091590.2.1 1.949817 2.093366 0.000808 0.005306 195 713 501 43 101 55
Solyc05g018700.2.1 1.949874 5.782585 0.000235 0.00187 1674 9487 7496 491 1234 825
Solyc02g083680.1.1 1.949874 2.679623 0.000198 0.001613 304 1054 756 92 128 75
Solyc07g047950.1.1 1.950564 3.978272 6.86E-06 8.81E-05 1417 1915 1484 226 237 233
Solyc07g061990.2.1 1.951183 3.823303 6.48E-06 8.40E-05 1405 1831 1098 196 277 177
Solyc07g062520.2.1 1.951477 3.11353 0.000206 0.001672 417 1425 1019 76 238 103
Solyc07g061780.2.1 1.951695 4.6616 9.24E-06 0.000114 1331 4134 2890 234 615 343
Solyc11g069330.1.1 1.953575 5.658772 0.000167 0.001395 1992 10077 5450 461 1691 421
Solyc12g089000.1.1 1.953936 3.200418 0.000174 0.001445 476 1565 1010 73 245 120
Solyc08g068100.2.1 1.955479 3.550875 9.41E-05 0.000857 1038 1703 944 262 128 123
Solyc02g084720.2.1 1.956757 4.453716 5.65E-05 0.000555 743 3636 2976 244 544 254
Solyc05g054240.2.1 1.958407 3.287562 8.52E-05 0.000788 472 1649 1126 102 258 108
Solyc07g045180.2.1 1.959241 2.448147 0.000971 0.006183 269 892 636 46 182 46
Solyc03g112150.1.1 1.961253 5.11571 3.63E-07 6.75E-06 2369 5434 3448 512 734 371
Solyc11g011440.1.1 1.962321 5.41931 0.000304 0.002323 1152 11205 3592 430 1120 498
Solyc07g041340.1.1 1.96276 2.649256 0.000295 0.002269 731 686 428 98 109 75



Solyc04g072400.2.1 1.962906 5.129332 5.82E-05 0.00057 1333 6409 4206 286 770 545
Solyc01g080090.2.1 1.964115 2.13755 0.000426 0.003091 352 564 443 50 119 42
Solyc02g083970.1.1 1.964518 3.24124 0.000301 0.002305 675 1294 1015 53 226 155
Solyc01g095470.2.1 1.965363 2.629247 0.001146 0.007128 204 1668 429 85 128 71
Solyc03g118290.2.1 1.969748 7.147988 1.74E-05 0.000199 8202 24456 14623 1590 3667 1527
Solyc08g067340.2.1 1.971382 5.302395 0.000694 0.004661 1621 9752 3003 175 1179 548
Solyc08g078010.2.1 1.973712 5.23041 2.68E-06 3.87E-05 3042 4648 3948 706 513 433
Solyc06g065690.2.1 1.974056 3.617396 2.13E-05 0.000236 591 1982 1487 182 274 118
Solyc02g094060.2.1 1.97485 2.841301 7.72E-05 0.000725 513 1001 754 132 114 74
Solyc01g104710.2.1 1.979062 4.500938 1.03E-06 1.69E-05 1464 3554 2361 332 366 302
Solyc01g108530.2.1 1.979375 3.409172 0.0003 0.002297 1417 958 649 206 159 107
Solyc07g064330.2.1 1.981014 5.211955 6.12E-07 1.07E-05 2444 6358 3476 598 749 362
Solyc10g049210.1.1 1.9812 3.076732 5.75E-05 0.000564 678 1052 881 151 119 99
Solyc06g084470.2.1 1.98326 2.077523 0.000651 0.004418 419 407 412 79 64 43
Solyc01g105010.2.1 1.983702 2.675379 0.000739 0.004918 196 1089 871 91 155 55
Solyc06g065390.2.1 1.983743 5.426257 2.66E-06 3.86E-05 4296 4904 3803 754 652 495
Solyc01g101240.2.1 1.984538 8.054805 8.79E-06 0.000109 20763 37326 26338 4688 4795 2603
Solyc06g048470.2.1 1.985112 3.16053 5.58E-05 0.000549 507 1221 1130 131 140 120
Solyc05g016330.2.1 1.987982 4.656526 1.20E-06 1.94E-05 1962 3496 2526 469 442 231
Solyc10g085340.1.1 1.99085 2.6399 0.000106 0.000953 603 791 515 100 120 62
Solyc09g065270.2.1 1.992444 5.621888 5.99E-05 0.000585 5040 5281 4439 1150 542 444
Solyc03g095490.2.1 1.992751 3.584989 1.05E-05 0.000127 932 1283 1441 152 231 154
Solyc11g069170.1.1 1.995631 2.807729 9.17E-05 0.000839 363 1194 775 100 122 87
Solyc02g082260.2.1 1.996326 4.100222 0.000137 0.001185 959 4295 961 361 207 174
Solyc10g081100.1.1 1.996666 3.960534 1.49E-05 0.000173 1474 1642 1562 307 213 160
Solyc09g008240.2.1 1.997311 5.029922 2.45E-06 3.58E-05 1652 4587 4354 503 690 311
Solyc07g007670.2.1 1.998169 5.163047 2.11E-06 3.16E-05 3055 4725 3431 711 615 293
Solyc11g009050.1.1 1.998435 2.468984 0.000144 0.001229 323 819 646 83 103 61
Solyc07g032710.2.1 1.998954 2.345298 0.001619 0.009517 234 884 585 114 99 22
Solyc11g022400.1.1 2.002169 3.235699 1.92E-05 0.000215 617 1510 953 157 176 91
Solyc03g120530.2.1 2.002181 1.684933 0.001622 0.00953 110 542 423 42 69 34
Solyc02g092480.2.1 2.002394 3.441278 3.05E-05 0.000325 613 1685 1259 99 248 146
Solyc01g111320.2.1 2.002782 3.308438 0.000141 0.001206 340 1815 1241 119 220 113
Solyc03g113630.2.1 2.003631 4.19913 1.93E-06 2.95E-05 1247 2873 1865 310 392 147
Solyc05g006920.2.1 2.006865 4.343747 1.25E-05 0.000148 2015 2287 1843 159 498 274
Solyc09g007280.2.1 2.008087 3.922516 0.000126 0.001103 483 2956 1844 142 404 166
Solyc07g007270.2.1 2.008102 3.032065 0.000937 0.006009 556 1339 785 30 238 115
Solyc03g114030.2.1 2.008661 4.08827 1.47E-05 0.000171 665 3003 2117 219 353 196
Solyc10g086730.1.1 2.009501 5.128325 0.000301 0.002304 4933 3363 1743 804 490 253
Solyc02g092560.2.1 2.009806 6.181742 1.99E-05 0.000223 7906 9342 5018 1362 1030 769
Solyc08g082190.2.1 2.010087 9.557308 5.22E-05 0.000518 38230 139320 79586 15056 12302 6311
Solyc10g080190.1.1 2.010235 3.373846 7.00E-06 8.95E-05 786 1481 1036 136 197 127
Solyc03g097950.2.1 2.010299 4.210082 1.35E-05 0.000158 1506 2355 1918 408 237 160
Solyc01g105180.2.1 2.010434 3.256562 0.001364 0.008258 337 1939 1068 41 219 164
Solyc07g061740.2.1 2.014223 4.65528 0.001172 0.007263 3652 1952 1435 660 213 195
Solyc02g088490.2.1 2.014248 4.79014 3.86E-07 7.13E-06 1745 4672 2772 365 485 362
Solyc11g005080.1.1 2.015146 3.574741 5.30E-06 7.05E-05 993 1857 986 201 217 114
Solyc03g051810.2.1 2.01524 4.109717 4.32E-06 5.89E-05 1706 1867 1629 311 297 160
Solyc03g019880.2.1 2.015287 4.824257 8.92E-07 1.49E-05 2357 3862 2721 534 435 275
Solyc02g070770.2.1 2.015669 3.929025 2.20E-06 3.27E-05 1019 1973 1830 220 273 179
Solyc11g062350.1.1 2.015672 2.040401 0.000245 0.001934 283 679 381 52 89 44
Solyc08g007000.2.1 2.015921 2.308324 0.001332 0.008087 199 980 533 30 121 72
Solyc01g005210.2.1 2.017618 6.511198 2.01E-06 3.03E-05 6984 13960 8580 1410 1703 962
Solyc08g041710.2.1 2.017902 3.177851 0.000111 0.000993 357 1734 1032 116 217 85
Solyc10g044710.1.1 2.019745 2.349195 0.000295 0.002267 446 680 461 103 83 39
Solyc09g014760.2.1 2.020448 5.524843 3.94E-06 5.44E-05 3021 7043 4956 926 781 353
Solyc08g081210.2.1 2.020501 3.928512 2.16E-06 3.22E-05 990 2547 1502 168 348 176
Solyc09g007410.2.1 2.021891 2.317064 0.000286 0.002209 330 632 603 47 100 71
Solyc04g054190.2.1 2.022449 4.373042 1.95E-05 0.000219 2511 2821 1020 319 401 208
Solyc01g103230.2.1 2.022483 4.130147 1.54E-05 0.000178 673 3073 2215 220 327 223
Solyc07g017510.2.1 2.023174 8.012573 5.82E-05 0.00057 23839 35798 21704 5681 4186 1692
Solyc01g102350.2.1 2.023585 4.543568 7.46E-05 0.000704 1154 3903 2760 187 797 173
Solyc12g007230.1.1 2.024566 3.333204 0.000143 0.001225 528 1660 1166 91 325 76
Solyc09g064720.2.1 2.028635 4.607966 5.61E-07 9.94E-06 1623 3624 2665 415 417 242
Solyc11g005640.1.1 2.028939 1.958571 0.000607 0.004159 438 397 307 60 80 34
Solyc10g006030.2.1 2.030072 5.300843 0.000121 0.001065 4236 3851 3599 979 369 317
Solyc06g076270.2.1 2.030671 2.407805 0.000319 0.002424 219 1055 565 67 118 54
Solyc01g106580.2.1 2.031108 2.935904 0.00024 0.001905 314 1099 1093 69 159 108
Solyc03g116320.2.1 2.0346 3.314523 0.000503 0.003537 1206 1310 515 237 114 74
Solyc05g009080.2.1 2.036314 1.556403 0.00114 0.007095 265 509 178 56 44 26
Solyc01g087040.2.1 2.040622 4.062697 0.000333 0.002516 2241 1427 1104 382 155 158
Solyc08g008630.2.1 2.040892 4.323987 0.000237 0.001883 2606 1868 1325 483 239 138
Solyc10g081770.1.1 2.041117 2.458887 0.000655 0.00444 335 568 790 37 147 67
Solyc07g039380.2.1 2.041334 2.829213 3.32E-05 0.00035 645 900 657 93 146 76
Solyc02g071260.2.1 2.041397 4.162546 1.61E-06 2.51E-05 1606 2436 1593 327 304 156
Solyc08g065220.2.1 2.042396 7.14984 0.001115 0.006963 23690 8780 5862 2355 2426 1433
Solyc01g008230.2.1 2.042881 4.413574 4.17E-05 0.000427 936 3361 2813 147 467 322
Solyc11g072600.1.1 2.043474 4.277776 0.000596 0.004088 2872 1386 1123 452 229 147
Solyc01g067630.2.1 2.045988 2.060491 0.000341 0.002562 237 629 491 74 68 38
Solyc03g097670.2.1 2.046488 4.939023 8.84E-07 1.48E-05 1588 5426 3388 376 708 307
Solyc01g086810.2.1 2.048163 4.465983 4.74E-06 6.41E-05 1380 3691 2284 167 491 316
Solyc05g050630.2.1 2.048792 3.728389 1.49E-06 2.34E-05 926 2035 1356 165 246 164
Solyc09g090840.2.1 2.049765 3.80146 2.84E-06 4.08E-05 790 2099 1683 199 280 139
Solyc09g064430.2.1 2.051036 4.810285 1.69E-06 2.61E-05 2991 3365 2213 495 443 274



Solyc03g081260.2.1 2.051351 3.503857 5.87E-05 0.000574 1360 1075 883 107 283 125
Solyc03g112950.2.1 2.05139 4.304631 6.86E-07 1.18E-05 1155 3559 1976 270 351 234
Solyc07g007800.2.1 2.051769 2.239522 0.000421 0.003056 377 959 267 77 96 37
Solyc01g007890.1.1 2.052174 3.435015 5.39E-05 0.000533 675 1871 1071 71 250 156
Solyc01g091780.2.1 2.052805 3.648836 7.51E-06 9.54E-05 1139 1622 1152 181 161 176
Solyc10g079830.1.1 2.054781 2.822249 2.96E-05 0.000316 518 1061 705 79 147 84
Solyc02g083500.2.1 2.056607 3.882377 5.96E-06 7.83E-05 1046 1993 1668 278 187 154
Solyc01g080300.2.1 2.056695 2.435238 0.000122 0.001072 398 721 591 57 93 78
Solyc11g067050.1.1 2.058168 4.20188 4.19E-06 5.75E-05 1162 2793 2070 148 450 228
Solyc07g005870.2.1 2.058538 2.465528 0.000135 0.001166 338 867 606 100 95 45
Solyc01g097860.2.1 2.059673 4.840848 2.39E-06 3.51E-05 2814 3535 2507 557 477 219
Solyc08g079070.2.1 2.060126 5.688223 3.59E-07 6.70E-06 3533 7797 5503 725 914 589
Solyc04g077390.2.1 2.06173 5.549405 1.36E-05 0.000159 2839 9418 3971 324 1187 599
Solyc01g111930.2.1 2.062145 3.252225 0.000101 0.000915 950 1108 850 208 110 81
Solyc06g066430.2.1 2.062755 1.879641 0.000649 0.004408 249 446 454 28 75 54
Solyc02g071590.1.1 2.063327 2.122351 0.00094 0.00603 498 487 315 92 73 25
Solyc04g008370.1.1 2.066946 2.850905 0.000101 0.00091 305 1136 965 101 142 72
Solyc06g008300.2.1 2.068233 3.931729 0.000116 0.00103 977 2918 1320 73 458 177
Solyc02g080990.1.1 2.068306 2.723435 5.83E-05 0.000571 374 1030 771 100 102 76
Solyc09g011300.2.1 2.068508 3.601708 6.85E-06 8.80E-05 663 1927 1439 130 232 159
Solyc08g005490.2.1 2.068623 5.481696 2.02E-06 3.04E-05 4180 5326 4308 387 1076 535
Solyc03g005280.2.1 2.069309 3.465604 7.84E-05 0.000733 724 949 1672 199 145 117
Solyc07g009150.2.1 2.069597 2.641773 6.82E-05 0.000651 332 1105 671 77 130 66
Solyc04g009560.2.1 2.069873 3.997635 3.58E-06 4.99E-05 910 2477 1890 147 336 211
Solyc11g067060.1.1 2.070984 4.25816 9.46E-06 0.000116 1489 2540 2046 417 253 143
Solyc04g078610.2.1 2.07189 4.75351 3.02E-07 5.70E-06 1725 3635 3320 328 549 302
Solyc07g056580.2.1 2.073164 2.845298 4.34E-05 0.000441 420 1320 699 74 163 80
Solyc06g050370.1.1 2.073245 2.169846 0.000574 0.00396 197 748 564 79 91 29
Solyc10g079070.1.1 2.073407 4.857821 2.75E-06 3.97E-05 1693 4585 3340 227 665 383
Solyc06g030530.2.1 2.073556 3.56012 2.14E-06 3.19E-05 790 1891 1208 160 235 120
Solyc03g113270.2.1 2.073705 7.539347 3.64E-06 5.08E-05 11281 31256 19817 2420 3465 2145
Solyc08g079630.2.1 2.073845 2.670331 0.000205 0.00166 334 1099 709 46 132 94
Solyc08g079310.2.1 2.075927 3.132998 0.000828 0.005414 958 1122 618 233 76 53
Solyc04g078900.2.1 2.076139 2.996448 0.000293 0.002251 658 1318 637 53 272 59
Solyc08g065360.2.1 2.076648 3.751013 1.19E-06 1.93E-05 915 2219 1328 181 290 125
Solyc06g059800.2.1 2.076964 4.796032 1.31E-06 2.10E-05 2449 3912 2484 228 547 409
Solyc01g068290.2.1 2.077052 3.749056 3.27E-06 4.62E-05 1042 2014 1295 240 176 143
Solyc07g064970.2.1 2.077488 4.063072 1.51E-06 2.37E-05 994 2273 2135 185 343 198
Solyc06g068210.1.1 2.0783 2.564661 0.00013 0.001133 520 846 512 45 136 77
Solyc09g083350.2.1 2.078934 5.053823 5.44E-08 1.25E-06 2626 4979 3158 474 583 365
Solyc03g093800.1.1 2.079323 3.64375 4.23E-06 5.79E-05 958 2395 885 171 269 113
Solyc01g096450.2.1 2.080188 3.128509 0.000154 0.001299 678 737 1204 175 127 69
Solyc03g119080.2.1 2.080868 7.182588 4.96E-05 0.000496 7229 18807 21038 1174 3683 1673
Solyc08g077430.2.1 2.08096 4.839038 4.16E-07 7.61E-06 1833 5017 2791 276 594 368
Solyc02g093080.2.1 2.081397 3.539835 4.52E-05 0.000457 514 1944 1471 99 211 177
Solyc02g084020.2.1 2.081937 3.835137 5.45E-05 0.000538 789 2488 1549 81 393 172
Solyc07g049320.2.1 2.083589 1.493243 0.000896 0.00578 213 318 333 45 33 35
Solyc05g006970.2.1 2.083764 2.453893 0.000293 0.002251 340 841 613 36 150 61
Solyc04g077670.2.1 2.084881 1.940622 0.000882 0.005709 151 633 505 64 80 25
Solyc07g043160.1.1 2.086042 3.47747 1.68E-05 0.000193 1036 1422 1017 199 124 129
Solyc07g056640.1.1 2.086376 1.990889 0.000923 0.005944 404 366 402 78 38 43
Solyc08g061630.2.1 2.086961 2.831263 0.000134 0.001159 636 758 774 147 107 49
Solyc04g080140.2.1 2.087247 2.978646 3.28E-05 0.000348 403 1399 875 100 171 75
Solyc08g042050.2.1 2.089731 6.476399 1.28E-06 2.04E-05 5632 14053 9822 1110 1643 1048
Solyc03g113610.2.1 2.089966 3.178115 0.000105 0.00094 344 1549 1191 84 185 118
Solyc06g069280.2.1 2.090207 2.774252 3.71E-05 0.000386 465 1045 724 79 165 61
Solyc01g104410.2.1 2.091175 3.150755 3.09E-05 0.000329 591 1415 922 70 193 119
Solyc01g097340.2.1 2.09228 3.332552 0.000466 0.003329 1132 1001 862 256 107 56
Solyc04g071140.2.1 2.094763 8.255426 0.000569 0.003931 41913 28121 18607 7411 3263 2014
Solyc08g006760.2.1 2.095611 3.332245 0.000424 0.003073 1507 754 556 184 157 85
Solyc01g107200.2.1 2.09643 1.792736 0.000646 0.004393 259 453 379 58 33 45
Solyc06g034290.2.1 2.098042 5.192932 9.64E-07 1.59E-05 3908 4081 3140 365 787 433
Solyc11g068360.1.1 2.098377 2.094601 0.000213 0.001716 284 562 513 39 90 53
Solyc01g099180.2.1 2.099246 3.257799 2.98E-05 0.000318 615 978 1372 107 184 115
Solyc10g074970.1.1 2.100724 3.369639 6.67E-05 0.000639 362 1895 1324 113 184 135
Solyc03g019670.2.1 2.100973 3.61736 0.000139 0.001194 652 1945 1495 57 305 173
Solyc09g010400.2.1 2.10158 6.105275 2.93E-06 4.19E-05 6860 7873 6421 994 945 873
Solyc04g009540.1.1 2.101828 5.243357 1.42E-07 2.92E-06 2544 5360 4398 564 693 365
Solyc11g007990.1.1 2.102073 5.817792 3.15E-05 0.000334 3968 8468 6024 1304 742 334
Solyc11g010170.1.1 2.104924 3.659714 1.35E-06 2.15E-05 803 1951 1412 182 231 125
Solyc04g074050.2.1 2.105842 3.726552 0.000306 0.002336 594 3217 1038 60 332 185
Solyc03g119700.2.1 2.106409 4.343332 0.000219 0.001754 2991 1749 1052 400 207 209
Solyc10g006330.2.1 2.107078 2.780893 0.000273 0.002121 759 915 456 150 90 46
Solyc07g008670.2.1 2.107681 2.472418 0.000138 0.001191 578 622 483 90 70 64
Solyc02g092670.1.1 2.108 5.86088 0.000481 0.00342 3330 9183 6869 183 1934 606
Solyc03g078100.2.1 2.108499 2.010042 0.000287 0.002215 195 618 518 54 68 45
Solyc06g007680.1.1 2.108679 2.089168 0.000339 0.002551 262 530 558 35 105 46
Solyc03g005190.2.1 2.110074 3.563972 4.25E-05 0.000434 1218 1202 1143 241 192 72
Solyc06g083680.2.1 2.110092 5.894145 0.000248 0.001958 8121 4794 4122 1310 552 530
Solyc02g080320.2.1 2.110494 2.550845 0.000287 0.002212 232 1205 630 50 147 61
Solyc12g094380.1.1 2.112907 3.850591 2.83E-05 0.000304 1812 1253 1130 131 299 183
Solyc06g083890.2.1 2.114805 3.058324 2.44E-05 0.000265 432 1427 959 89 167 97
Solyc06g084460.2.1 2.115989 3.388897 0.00035 0.002618 360 1718 1486 238 128 67
Solyc01g068130.2.1 2.116141 2.360436 0.000251 0.001973 324 555 722 43 116 61



Solyc02g070490.2.1 2.116929 3.438949 5.29E-06 7.05E-05 1083 1390 908 173 186 98
Solyc08g083140.2.1 2.117543 1.56812 0.000762 0.005047 122 533 355 32 56 35
Solyc08g075280.2.1 2.128608 5.067411 2.27E-06 3.36E-05 3242 5216 2398 663 505 236
Solyc09g091580.2.1 2.12886 5.284106 0.000214 0.001721 3798 6093 2731 1046 371 175
Solyc01g095700.2.1 2.128872 5.321049 1.10E-07 2.34E-06 2971 5374 4508 412 816 466
Solyc10g076740.1.1 2.129365 2.943442 7.44E-05 0.000704 427 1467 759 54 189 90
Solyc10g083360.1.1 2.129866 5.482315 1.50E-07 3.04E-06 3238 7355 4293 641 920 369
Solyc01g079520.2.1 2.130148 2.314507 0.000166 0.001393 284 741 608 43 95 67
Solyc01g105430.2.1 2.132959 1.887784 0.000906 0.005843 447 497 193 64 72 22
Solyc12g010380.1.1 2.133022 3.736638 4.36E-05 0.000443 1646 1257 1025 264 174 107
Solyc05g009310.2.1 2.133588 3.902502 0.000677 0.004564 2192 724 1161 314 143 136
Solyc02g068930.2.1 2.133696 1.955064 0.000278 0.002157 185 666 460 49 82 34
Solyc03g098440.2.1 2.13509 3.281706 1.84E-05 0.000208 911 1201 922 171 110 105
Solyc01g105030.2.1 2.135331 4.739789 5.24E-05 0.000519 3672 2196 1814 516 314 246
Solyc12g035190.1.1 2.139362 1.76547 0.000878 0.005686 314 468 289 72 54 16
Solyc02g093140.2.1 2.140384 4.547907 3.61E-07 6.72E-06 2174 2829 2302 324 312 296
Solyc10g080490.1.1 2.141108 2.766955 0.000436 0.003154 861 619 508 146 73 53
Solyc04g057870.2.1 2.142168 4.960758 1.47E-07 3.00E-06 1890 4875 3611 495 495 295
Solyc08g023440.2.1 2.142333 4.079447 1.43E-05 0.000166 1168 2640 1782 376 220 100
Solyc06g050130.2.1 2.142492 2.601641 0.000147 0.00125 354 1038 654 114 111 33
Solyc02g085870.2.1 2.142618 5.564256 2.47E-06 3.60E-05 4367 7674 3473 358 1181 521
Solyc06g062580.2.1 2.144622 1.957437 0.001056 0.006626 476 237 378 68 55 34
Solyc02g080260.2.1 2.145428 2.055993 0.000341 0.002567 212 786 434 44 111 29
Solyc01g095180.2.1 2.146235 2.435207 8.59E-05 0.000794 277 992 586 55 106 63
Solyc09g065030.2.1 2.147957 3.860324 2.48E-05 0.00027 651 2252 1979 104 364 161
Solyc02g086050.2.1 2.148058 2.609868 4.97E-05 0.000496 337 1009 705 80 132 49
Solyc01g005830.2.1 2.148326 2.574991 0.001707 0.009968 221 1061 772 20 123 99
Solyc06g054010.2.1 2.148677 3.059363 0.000139 0.001195 285 1989 794 107 120 105
Solyc02g077670.2.1 2.149101 3.11793 9.59E-06 0.000118 561 1398 931 85 176 101
Solyc08g074390.2.1 2.149323 2.133306 0.000238 0.001894 219 770 502 37 84 58
Solyc08g005010.2.1 2.1495 6.129775 4.06E-06 5.59E-05 7166 9907 5215 1285 982 592
Solyc02g093930.2.1 2.150324 1.821253 0.00049 0.00347 235 613 334 72 50 22
Solyc09g090410.2.1 2.150831 4.445185 3.60E-05 0.000376 1999 2389 2340 505 188 165
Solyc09g005020.1.1 2.15127 1.083323 0.000988 0.006275 214 237 188 31 31 22
Solyc01g005540.2.1 2.152779 3.495835 1.51E-05 0.000175 655 1749 1350 83 211 164
Solyc10g044780.1.1 2.15291 2.408026 8.69E-05 0.000802 358 747 615 77 116 35
Solyc07g008900.2.1 2.153985 3.609933 2.46E-06 3.60E-05 685 1985 1435 170 248 100
Solyc08g005430.2.1 2.154049 2.867633 4.78E-05 0.00048 623 1018 695 49 169 90
Solyc08g079790.1.1 2.155382 2.025796 0.000725 0.004846 194 668 507 23 79 62
Solyc02g086830.2.1 2.155578 6.322911 2.21E-05 0.000243 8431 9395 6916 1697 927 596
Solyc09g082830.2.1 2.157735 5.008334 1.93E-06 2.94E-05 4059 3399 2186 445 507 353
Solyc03g119740.2.1 2.159343 3.597282 1.85E-06 2.83E-05 1245 1448 1055 140 243 123
Solyc01g080700.2.1 2.161043 1.451901 0.001028 0.00649 155 358 364 54 33 21
Solyc07g053600.2.1 2.161778 3.557319 1.55E-05 0.000179 852 2081 1043 77 314 122
Solyc02g089950.1.1 2.16295 1.632487 0.000294 0.00226 191 480 348 45 43 34
Solyc07g006230.1.1 2.163703 3.011665 1.34E-05 0.000158 583 1056 947 78 181 82
Solyc10g005920.2.1 2.164201 5.198063 6.61E-08 1.49E-06 2908 5646 3510 379 631 473
Solyc01g028830.2.1 2.164744 4.050197 7.56E-06 9.59E-05 1257 2172 1884 104 299 259
Solyc07g053710.2.1 2.16483 4.283378 1.30E-07 2.70E-06 1225 3071 2201 256 362 189
Solyc03g006600.1.1 2.165644 2.794265 6.34E-05 0.000613 296 1308 811 83 105 87
Solyc05g042120.2.1 2.166418 3.432472 5.53E-06 7.33E-05 628 1706 1275 98 202 139
Solyc06g048960.2.1 2.167308 3.280282 4.04E-06 5.56E-05 565 1624 1090 115 183 102
Solyc02g068050.2.1 2.167606 4.689476 9.35E-08 2.01E-06 2561 3410 2182 374 434 248
Solyc09g010360.2.1 2.169532 2.328061 6.53E-05 0.000628 320 795 550 79 77 46
Solyc06g083660.2.1 2.170127 3.566274 3.23E-06 4.56E-05 1172 1488 1048 153 153 155
Solyc09g011720.2.1 2.172734 2.131897 0.00087 0.00565 336 431 576 69 28 63
Solyc02g079020.2.1 2.173519 3.825059 4.66E-07 8.41E-06 915 2566 1362 155 256 165
Solyc05g005560.2.1 2.173538 3.379402 8.36E-06 0.000104 672 1332 1348 89 205 131
Solyc04g015480.2.1 2.174649 5.37078 7.73E-06 9.79E-05 4415 5023 3420 868 563 252
Solyc08g083350.2.1 2.175346 4.587335 4.06E-05 0.000417 2450 2544 2362 551 197 183
Solyc08g066120.2.1 2.175415 4.028111 2.72E-07 5.23E-06 1072 2634 1753 172 354 160
Solyc01g080460.2.1 2.176019 6.670032 3.92E-06 5.41E-05 6680 18808 9527 1016 2658 796
Solyc07g005390.2.1 2.177556 6.939228 0.000151 0.001278 10854 21509 8751 3022 1328 578
Solyc05g005760.2.1 2.177631 2.260589 0.000185 0.001527 392 448 617 80 64 45
Solyc09g011140.2.1 2.17802 3.86197 3.11E-07 5.86E-06 1042 2463 1381 208 271 123
Solyc01g094910.2.1 2.178095 6.947279 0.000809 0.005312 3728 22786 16975 408 2956 1785
Solyc03g117040.2.1 2.178355 6.525173 5.32E-07 9.49E-06 6109 15434 9543 1004 1777 1010
Solyc05g054340.2.1 2.178396 3.148777 0.000435 0.003144 385 1428 1194 34 212 123
Solyc03g096830.2.1 2.178583 3.05423 6.53E-05 0.000628 980 867 651 152 128 58
Solyc02g092310.2.1 2.182016 4.561417 0.00043 0.003116 3526 2151 1160 558 211 153
Solyc09g065690.2.1 2.184561 3.132878 3.81E-06 5.28E-05 645 1466 821 115 140 95
Solyc01g110820.2.1 2.184753 2.574477 0.000137 0.001185 364 1046 613 38 164 56
Solyc05g014310.2.1 2.187579 4.822815 5.78E-06 7.62E-05 3211 2990 2395 567 363 200
Solyc01g010190.2.1 2.188132 2.772379 0.000622 0.004246 292 1092 930 28 195 73
Solyc01g079800.2.1 2.190241 1.76204 0.00019 0.001559 221 510 381 35 76 30
Solyc10g086660.1.1 2.190697 3.443619 5.37E-06 7.13E-05 1069 1128 1133 117 250 93
Solyc09g014770.2.1 2.190772 6.544024 6.69E-07 1.16E-05 5590 16564 9864 1062 1827 951
Solyc12g055940.1.1 2.191704 3.438531 7.34E-06 9.36E-05 1030 1301 1059 199 142 88
Solyc09g083260.2.1 2.191881 1.599053 0.001623 0.00953 153 441 403 13 84 32
Solyc10g075020.1.1 2.193284 2.517958 0.001505 0.008977 484 771 574 156 39 25
Solyc03g044090.2.1 2.194175 1.967526 0.000359 0.002668 245 607 442 23 96 44
Solyc01g107690.2.1 2.194235 2.526078 0.000193 0.001581 245 823 847 62 144 41
Solyc05g056270.2.1 2.1949 3.498606 2.96E-06 4.23E-05 633 1915 1295 172 152 118
Solyc02g082480.2.1 2.196324 3.281417 9.28E-05 0.000847 306 1575 1455 111 223 77



Solyc07g008310.2.1 2.196428 3.411474 1.63E-06 2.52E-05 775 1396 1257 151 173 102
Solyc03g117250.2.1 2.197965 3.879565 3.84E-05 0.000398 685 1404 2560 144 223 204
Solyc04g064930.2.1 2.199724 3.282684 3.49E-06 4.89E-05 898 1325 885 150 168 77
Solyc06g016770.2.1 2.199806 3.126988 7.77E-05 0.000728 374 1784 948 59 173 118
Solyc03g058190.2.1 2.200598 5.838924 2.19E-07 4.31E-06 4041 9233 5897 866 979 480
Solyc12g099960.1.1 2.200869 2.12417 0.000648 0.004408 511 539 289 94 49 27
Solyc05g014110.2.1 2.201478 3.278176 3.82E-06 5.28E-05 736 1544 937 84 185 120
Solyc11g066050.1.1 2.204809 2.477175 7.32E-05 0.000694 251 915 726 68 107 51
Solyc02g078570.2.1 2.204817 0.740565 0.001048 0.006588 123 216 186 19 26 19
Solyc06g007770.2.1 2.204921 3.402069 7.78E-06 9.84E-05 526 1447 1516 144 190 94
Solyc01g007880.2.1 2.206773 2.964614 5.39E-06 7.17E-05 663 1117 745 115 121 73
Solyc01g010520.2.1 2.207224 4.867427 5.10E-08 1.18E-06 2059 4521 3129 272 616 311
Solyc01g008960.2.1 2.209189 7.690106 9.74E-07 1.61E-05 13870 34078 21772 2934 3769 1724
Solyc07g063690.1.1 2.209656 2.07529 0.000733 0.004883 247 398 664 86 43 32
Solyc06g053600.2.1 2.210355 3.680842 2.50E-06 3.65E-05 918 1383 1736 195 228 98
Solyc06g074460.2.1 2.210944 2.813523 2.94E-05 0.000315 394 1093 867 63 167 64
Solyc07g063960.2.1 2.211409 4.911087 5.53E-06 7.32E-05 2661 3617 3226 645 303 214
Solyc02g070440.2.1 2.211491 4.483508 3.38E-07 6.33E-06 1111 3847 2732 237 395 258
Solyc01g006830.2.1 2.213044 4.779376 5.00E-07 8.97E-06 2870 3504 2269 221 496 367
Solyc07g049500.2.1 2.215445 2.383583 0.00015 0.001277 223 1012 598 45 119 51
Solyc08g082180.2.1 2.215692 4.102712 2.00E-06 3.02E-05 886 2769 2175 133 342 214
Solyc02g094590.2.1 2.215931 2.740165 7.82E-05 0.000732 266 1312 784 62 151 63
Solyc09g008790.2.1 2.216292 3.110982 3.29E-06 4.63E-05 609 1546 786 111 149 84
Solyc06g007120.2.1 2.219762 3.240113 4.63E-06 6.28E-05 568 1660 1004 115 203 73
Solyc03g121180.2.1 2.219824 5.55819 7.42E-08 1.64E-06 4457 6086 4448 644 887 388
Solyc02g069130.2.1 2.22151 2.0313 0.000363 0.002693 350 426 484 75 72 19
Solyc01g111040.2.1 2.222389 5.261783 6.19E-08 1.40E-06 3147 5634 3788 630 598 300
Solyc01g107660.2.1 2.224413 5.088819 0.000197 0.001608 4210 2968 2895 846 249 194
Solyc11g072110.1.1 2.224696 1.825113 0.000281 0.002174 174 585 440 43 81 23
Solyc06g065990.1.1 2.224785 3.720524 0.000657 0.004451 1747 1125 985 338 96 66
Solyc09g097820.2.1 2.225335 4.015212 7.30E-05 0.000693 580 3284 1935 87 443 159
Solyc02g082690.2.1 2.225757 2.960363 2.84E-05 0.000305 364 1504 867 124 135 54
Solyc08g044260.2.1 2.225924 5.772087 2.56E-07 4.96E-06 4323 8835 5090 893 811 452
Solyc11g072480.1.1 2.226128 4.152742 2.18E-07 4.30E-06 1771 2171 1646 225 369 138
Solyc02g078160.2.1 2.226336 3.551639 1.04E-05 0.000126 1096 2247 648 202 169 90
Solyc10g085670.1.1 2.226666 1.730182 0.000455 0.003267 354 275 350 36 79 23
Solyc08g042140.2.1 2.228413 1.982315 0.0004 0.002924 299 622 382 85 47 21
Solyc02g080980.2.1 2.229674 2.889751 7.90E-06 9.95E-05 425 1221 863 91 117 80
Solyc02g089080.2.1 2.231832 3.149033 4.54E-06 6.17E-05 644 1302 971 142 124 78
Solyc06g071370.1.1 2.232031 1.652968 0.000356 0.002646 289 373 316 25 45 47
Solyc11g027830.1.1 2.233057 2.239404 0.001148 0.007139 463 573 438 112 25 35
Solyc09g065150.1.1 2.233158 0.805239 0.00161 0.009481 197 217 119 25 35 10
Solyc02g079190.2.1 2.233209 5.227026 2.43E-05 0.000265 4798 4251 2368 779 386 267
Solyc03g121120.2.1 2.233434 3.580609 5.77E-06 7.61E-05 721 2161 1241 82 290 123
Solyc02g086130.2.1 2.23521 4.677561 2.04E-07 4.04E-06 1458 4229 3027 225 458 319
Solyc04g045580.2.1 2.235588 2.832182 8.04E-06 0.000101 470 1142 774 106 107 64
Solyc05g018620.2.1 2.237607 4.106846 1.40E-05 0.000164 1590 2810 1305 376 202 92
Solyc02g068040.2.1 2.238316 1.563571 0.000934 0.005995 361 365 178 55 45 16
Solyc01g105020.2.1 2.239796 4.504421 0.000651 0.004418 3711 1505 1122 516 225 128
Solyc10g047050.1.1 2.239864 3.555453 2.79E-06 4.01E-05 541 2294 1320 136 207 120
Solyc09g005750.2.1 2.240446 3.225352 1.99E-06 3.02E-05 705 1401 977 95 156 111
Solyc02g069290.2.1 2.241135 5.991957 1.55E-06 2.41E-05 3471 11825 6926 505 1400 682
Solyc04g076660.2.1 2.24135 2.28075 0.000169 0.001408 234 857 582 33 105 56
Solyc12g005240.1.1 2.241739 2.487701 0.000196 0.001603 523 620 597 119 56 37
Solyc02g077310.2.1 2.241773 1.610009 0.000682 0.004595 178 521 332 18 44 50
Solyc12g021280.1.1 2.241952 3.779476 1.71E-07 3.45E-06 1181 2006 1294 163 202 160
Solyc11g071500.1.1 2.242574 0.629765 0.001306 0.00795 104 203 184 16 35 11
Solyc10g011770.2.1 2.242745 4.150018 2.37E-05 0.000259 2097 1623 1591 368 217 104
Solyc06g069030.2.1 2.243798 4.488451 1.19E-07 2.48E-06 1491 3500 2531 370 318 184
Solyc02g068270.2.1 2.245765 3.883984 4.55E-07 8.24E-06 1480 1696 1429 210 264 115
Solyc02g077090.2.1 2.246068 3.66892 3.95E-07 7.27E-06 887 2036 1343 117 255 135
Solyc03g122270.2.1 2.246812 5.197136 2.68E-05 0.000289 1144 6902 5000 236 834 418
Solyc07g005570.2.1 2.247269 4.490269 1.92E-08 4.95E-07 1643 3477 2368 295 335 235
Solyc10g054100.1.1 2.248973 3.06394 0.000194 0.001589 264 2296 663 123 159 55
Solyc03g117010.2.1 2.24956 3.813071 1.38E-06 2.19E-05 736 2590 1572 129 222 184
Solyc12g014420.1.1 2.249735 1.775317 0.000211 0.001704 224 618 324 24 67 42
Solyc02g079430.2.1 2.250208 4.167995 7.34E-07 1.26E-05 964 3730 1722 150 350 209
Solyc02g084450.2.1 2.25224 1.937928 0.000456 0.003272 120 813 449 38 78 36
Solyc10g085980.1.1 2.252989 2.72819 0.000456 0.003271 791 651 548 143 42 55
Solyc03g120910.2.1 2.253002 4.251643 5.25E-07 9.40E-06 2149 2143 1584 289 267 175
Solyc09g074640.2.1 2.254384 4.307001 2.04E-07 4.04E-06 1719 2566 2068 331 249 173
Solyc01g097290.2.1 2.256078 4.965975 1.68E-06 2.59E-05 1795 4763 3964 235 848 243
Solyc03g083560.1.1 2.256736 2.992908 0.000329 0.002492 900 780 726 29 149 125
Solyc05g005080.2.1 2.256974 5.179293 1.65E-08 4.33E-07 2625 5234 4106 508 513 363
Solyc02g085760.2.1 2.258491 6.211338 2.63E-07 5.08E-06 7245 10995 5905 1064 1170 651
Solyc02g093210.2.1 2.258501 2.792052 0.000383 0.002819 247 1136 1002 32 158 86
Solyc01g008790.2.1 2.260378 1.868657 9.43E-05 0.000859 206 595 430 41 64 36
Solyc03g114150.2.1 2.262379 7.758661 3.46E-05 0.000364 27850 22550 15144 4042 2266 1800
Solyc01g005520.2.1 2.263417 4.893031 4.59E-06 6.23E-05 4017 2952 1915 486 447 222
Solyc09g083030.1.1 2.263889 2.16715 6.18E-05 0.000599 248 683 571 49 88 40
Solyc08g078210.2.1 2.264526 3.657194 1.28E-05 0.000152 1587 1432 839 221 183 85
Solyc05g012580.1.1 2.264601 7.250737 1.53E-05 0.000177 16371 21303 11176 2985 2080 862
Solyc02g030210.2.1 2.265451 3.18261 1.93E-06 2.94E-05 585 1630 907 103 148 97
Solyc07g056020.2.1 2.265983 5.806342 7.34E-08 1.62E-06 4884 8629 4992 791 843 518



Solyc01g010200.2.1 2.266555 5.869133 6.61E-06 8.54E-05 2408 10506 7604 434 1305 614
Solyc05g051850.2.1 2.267778 6.24326 1.11E-05 0.000133 9471 9290 4747 554 1822 726
Solyc05g015150.2.1 2.27003 3.420513 1.67E-06 2.58E-05 901 1468 1104 102 252 84
Solyc11g067140.1.1 2.27039 1.639056 0.000339 0.002554 227 395 375 41 71 15
Solyc01g005550.2.1 2.27119 4.197242 2.68E-06 3.87E-05 648 3620 2306 217 322 175
Solyc08g066390.2.1 2.271803 1.167332 0.000388 0.002852 157 408 195 20 40 25
Solyc03g119860.2.1 2.272627 2.52405 0.000196 0.001597 746 474 463 103 72 42
Solyc02g068440.2.1 2.2733 2.356278 2.11E-05 0.000234 365 782 551 60 98 43
Solyc06g005560.2.1 2.274746 1.848658 0.000467 0.003335 159 443 572 27 61 47
Solyc01g106090.2.1 2.276476 3.779787 0.000115 0.001017 1658 1448 1077 318 108 80
Solyc09g082210.2.1 2.279393 4.366356 3.25E-05 0.000344 876 3587 2726 90 446 271
Solyc12g100030.1.1 2.279646 4.432029 1.51E-07 3.07E-06 1992 3211 1869 319 413 131
Solyc05g014260.2.1 2.280698 6.095456 4.90E-05 0.00049 4609 15009 4980 1424 1010 255
Solyc08g008670.2.1 2.281138 1.226715 0.000352 0.002627 162 329 268 33 28 24
Solyc08g076480.2.1 2.28118 5.578533 9.60E-08 2.06E-06 2954 7810 5513 747 700 383
Solyc01g096480.2.1 2.28168 3.394352 4.79E-05 0.000481 507 1922 1248 219 98 71
Solyc03g058160.2.1 2.282153 3.958177 4.06E-07 7.45E-06 1692 1554 1506 191 246 155
Solyc01g014320.2.1 2.282676 1.434851 0.000809 0.005313 93 437 392 41 38 22
Solyc12g014440.1.1 2.285077 4.516745 3.40E-06 4.77E-05 849 4211 3037 224 314 303
Solyc02g077880.2.1 2.28525 8.147456 3.14E-06 4.46E-05 31228 38897 20585 4560 3368 2612
Solyc02g079200.1.1 2.287072 3.801447 4.30E-06 5.88E-05 1250 1500 1616 265 161 96
Solyc12g099200.1.1 2.288509 4.978244 0.000125 0.001096 1420 5633 3988 88 798 383
Solyc03g111120.2.1 2.28863 1.274587 0.000643 0.004376 156 258 345 20 36 32
Solyc04g005060.2.1 2.288815 1.334339 0.000597 0.004097 240 405 178 45 38 13
Solyc04g081890.1.1 2.290437 1.58209 0.001357 0.008224 205 781 121 26 79 18
Solyc12g013840.1.1 2.291951 2.763237 7.37E-05 0.000698 704 1126 411 105 136 31
Solyc10g078440.1.1 2.292014 5.378349 1.99E-08 5.12E-07 3695 7030 3272 598 620 362
Solyc06g005750.2.1 2.292409 2.621739 0.000225 0.001801 232 1310 689 102 117 26
Solyc03g082560.2.1 2.29378 3.849001 1.12E-07 2.37E-06 1101 2071 1579 205 238 112
Solyc01g102810.2.1 2.293903 3.231847 2.02E-05 0.000225 517 1623 1098 56 164 131
Solyc07g064360.1.1 2.294424 0.874615 0.0008 0.005263 142 227 209 13 33 22
Solyc02g077280.2.1 2.294614 3.977546 3.36E-06 4.73E-05 878 2777 1803 99 255 228
Solyc03g120230.2.1 2.295181 2.587387 1.63E-05 0.000187 333 923 768 66 97 63
Solyc09g060110.2.1 2.297425 1.739874 0.000192 0.001576 233 338 473 47 45 31
Solyc11g040040.1.1 2.299343 2.896085 9.26E-06 0.000114 562 901 925 69 104 98
Solyc11g066300.1.1 2.300283 2.026792 7.41E-05 0.000701 246 597 510 63 57 32
Solyc05g009040.2.1 2.300472 1.871497 0.000824 0.005391 139 1055 225 42 42 46
Solyc06g071330.2.1 2.300738 1.984291 0.000371 0.002749 360 408 454 44 29 61
Solyc08g080250.2.1 2.301396 2.774811 0.000242 0.001915 303 1179 891 27 149 88
Solyc04g074860.2.1 2.303564 1.428659 0.000584 0.00402 129 412 362 17 49 34
Solyc08g068200.2.1 2.304917 3.639321 2.00E-06 3.03E-05 865 1919 1394 78 253 148
Solyc06g084140.2.1 2.30492 2.480493 0.000121 0.001064 661 674 397 68 132 27
Solyc02g090580.2.1 2.305132 1.929963 0.000413 0.003006 128 659 538 29 67 46
Solyc01g067800.2.1 2.305338 4.547182 3.71E-07 6.89E-06 1164 3645 3170 199 478 234
Solyc05g054350.2.1 2.305604 5.036889 1.31E-05 0.000155 4601 3732 1664 586 434 217
Solyc03g080180.2.1 2.307203 4.981322 9.43E-07 1.57E-05 1719 5210 3927 588 399 199
Solyc05g050500.1.1 2.308019 4.02947 2.47E-06 3.60E-05 1709 2259 1284 304 223 92
Solyc11g020670.1.1 2.308465 4.360603 7.07E-08 1.57E-06 1347 4158 1774 272 261 218
Solyc07g040950.2.1 2.311214 3.965821 7.01E-08 1.56E-06 1580 1962 1425 194 250 145
Solyc09g005260.2.1 2.311468 8.803702 6.50E-07 1.13E-05 46321 56341 39603 5713 7847 3653
Solyc12g100160.1.1 2.312299 5.522825 9.86E-08 2.11E-06 4154 5468 5030 728 565 400
Solyc03g083610.2.1 2.314708 3.854313 1.84E-06 2.83E-05 770 2070 2016 108 313 144
Solyc01g005030.2.1 2.31473 4.679284 4.22E-06 5.78E-05 1171 4516 3281 142 563 292
Solyc01g100190.2.1 2.315929 2.376468 0.000265 0.002072 209 996 636 26 119 57
Solyc04g081370.2.1 2.317289 4.333608 7.86E-07 1.34E-05 1689 3358 1755 120 487 196
Solyc12g007010.1.1 2.317322 5.391232 0.00022 0.001766 6362 3714 2226 946 395 202
Solyc05g006000.2.1 2.317358 2.160857 4.07E-05 0.000418 313 523 595 49 72 45
Solyc08g077880.2.1 2.318534 6.075939 1.05E-07 2.23E-06 4242 12454 6877 902 936 654
Solyc07g006220.1.1 2.31915 5.381345 2.20E-06 3.28E-05 1506 8562 5075 380 922 348
Solyc12g096030.1.1 2.320379 2.957473 4.29E-05 0.000437 294 1381 1052 70 102 105
Solyc02g068090.2.1 2.322883 6.485062 7.55E-05 0.00071 10646 8225 8229 1922 620 633
Solyc03g111600.2.1 2.323064 2.505286 2.05E-05 0.000229 347 845 707 85 70 51
Solyc08g082680.2.1 2.323563 1.964508 0.00043 0.003114 429 414 352 27 39 66
Solyc02g077050.2.1 2.323935 3.531379 7.67E-06 9.71E-05 1152 1870 812 106 306 64
Solyc06g068480.2.1 2.324121 4.422152 5.59E-05 0.00055 2385 2301 1950 500 192 92
Solyc03g083570.2.1 2.324622 3.31735 3.79E-07 7.03E-06 815 1585 935 119 174 85
Solyc05g013720.2.1 2.324887 4.894589 1.94E-08 4.99E-07 2006 5598 2795 263 609 280
Solyc09g007940.2.1 2.326163 1.376137 0.001169 0.007249 79 376 420 39 29 24
Solyc01g088100.2.1 2.327006 6.407059 0.000209 0.001691 3120 16716 10761 281 2382 809
Solyc07g056040.2.1 2.328239 3.545561 1.76E-07 3.53E-06 778 1931 1270 147 175 110
Solyc03g005230.2.1 2.328572 7.406981 0.000368 0.002728 23917 16112 10656 3982 1315 826
Solyc12g005030.1.1 2.328604 3.213374 6.58E-07 1.14E-05 779 1331 936 118 144 83
Solyc01g111660.2.1 2.328915 2.694404 0.000266 0.002074 759 429 701 118 50 58
Solyc09g065920.2.1 2.329493 2.397266 0.00067 0.004527 169 1183 591 22 133 53
Solyc09g065480.1.1 2.330084 2.601229 1.77E-05 0.000201 433 1031 599 84 59 69
Solyc08g081080.2.1 2.330882 3.425723 2.67E-05 0.000289 453 1918 1405 60 250 110
Solyc09g018510.2.1 2.331394 4.437445 8.20E-07 1.39E-05 2031 2561 2296 402 223 158
Solyc09g005230.2.1 2.331729 2.408335 9.19E-05 0.00084 472 645 572 104 53 34
Solyc03g097650.2.1 2.331886 0.810193 0.001709 0.009969 124 212 220 15 49 7
Solyc04g077320.1.1 2.333927 0.990755 0.000955 0.006102 135 338 194 12 25 31
Solyc10g005790.2.1 2.334431 3.17723 5.11E-06 6.84E-05 866 1020 959 100 99 117
Solyc11g066820.1.1 2.335278 3.821399 2.53E-06 3.69E-05 829 2342 1683 90 353 121
Solyc05g051740.2.1 2.337595 1.129237 0.000811 0.00532 270 178 191 32 30 17
Solyc09g092270.2.1 2.338447 4.685735 0.000539 0.003756 2977 3858 1517 682 153 83



Solyc09g064520.2.1 2.338525 1.117677 0.000274 0.002126 179 299 220 21 31 25
Solyc01g067480.2.1 2.340378 2.797433 6.45E-06 8.38E-05 431 1173 777 91 80 75
Solyc01g065750.2.1 2.340567 0.763855 0.001029 0.006493 97 264 203 29 22 10
Solyc06g009400.2.1 2.341651 5.975322 2.60E-07 5.04E-06 3922 9485 7861 954 735 574
Solyc06g076570.1.1 2.342659 3.124685 2.56E-06 3.73E-05 814 1053 909 127 108 79
Solyc01g110340.2.1 2.342782 2.48298 0.000346 0.002591 804 470 360 89 101 25
Solyc07g025510.2.1 2.344577 1.420286 0.000191 0.00157 155 397 339 33 48 19
Solyc05g013460.2.1 2.345307 3.923223 7.34E-08 1.62E-06 904 2451 1833 192 238 132
Solyc02g081480.2.1 2.346421 1.85286 7.54E-05 0.00071 282 593 337 37 82 22
Solyc01g097520.2.1 2.347835 4.675906 6.65E-06 8.58E-05 700 4740 3733 303 458 206
Solyc02g088100.2.1 2.347851 1.877769 0.000228 0.001818 397 471 292 23 96 27
Solyc06g062400.1.1 2.348767 1.234062 0.000853 0.005554 92 577 204 19 35 29
Solyc04g054480.2.1 2.349189 6.776309 2.18E-07 4.30E-06 6767 16699 13709 1039 1980 1090
Solyc10g052490.1.1 2.349975 6.489512 4.59E-06 6.23E-05 3790 15612 12191 665 2003 824
Solyc07g056240.2.1 2.35085 2.160252 0.000495 0.003489 651 541 170 66 51 41
Solyc05g054760.2.1 2.351057 7.705867 5.29E-06 7.04E-05 8143 31637 32130 2559 3232 1911
Solyc05g012600.2.1 2.351531 3.5274 1.94E-06 2.96E-05 620 1777 1529 91 179 145
Solyc04g076740.2.1 2.351709 2.888827 1.57E-06 2.45E-05 544 1159 785 82 107 78
Solyc07g005010.2.1 2.354758 2.690316 1.32E-05 0.000156 361 1028 812 51 134 60
Solyc09g092670.2.1 2.35479 2.303341 2.59E-05 0.00028 290 731 635 44 88 50
Solyc02g067090.2.1 2.355351 4.809105 1.94E-08 5.00E-07 1708 5164 2959 237 493 306
Solyc01g088670.1.1 2.356273 1.671314 0.000167 0.001397 180 500 395 21 58 37
Solyc03g005010.2.1 2.35662 3.806596 3.20E-08 7.79E-07 964 2420 1432 163 229 125
Solyc05g011820.1.1 2.357674 0.531674 0.001403 0.008463 62 235 190 20 20 11
Solyc09g075940.2.1 2.358311 1.622544 0.000512 0.003596 256 294 401 21 33 49
Solyc09g007190.2.1 2.358618 3.741006 0.000445 0.003204 1940 1101 879 313 122 47
Solyc02g089250.2.1 2.359499 4.223586 4.03E-05 0.000415 2561 1347 1541 361 166 131
Solyc09g098040.2.1 2.35981 6.99317 8.56E-07 1.44E-05 13087 16541 11332 2105 1612 913
Solyc07g055720.2.1 2.360129 4.26528 0.000489 0.003467 3448 750 987 315 248 136
Solyc11g011210.1.1 2.36073 0.626979 0.000871 0.005653 150 161 159 17 19 17
Solyc05g012620.2.1 2.360867 3.431926 8.24E-05 0.000767 1399 1124 764 225 88 66
Solyc01g109930.2.1 2.362722 2.272241 2.08E-05 0.000231 276 800 578 50 82 45
Solyc05g014100.1.1 2.364064 3.727366 4.71E-08 1.10E-06 927 2313 1326 161 222 108
Solyc01g101100.2.1 2.365251 4.143915 8.58E-08 1.87E-06 1907 2149 1543 232 217 177
Solyc07g007020.2.1 2.365402 1.159526 0.000385 0.00283 161 365 221 13 40 27
Solyc11g069710.1.1 2.366535 2.334526 0.000301 0.002305 220 878 662 20 113 57
Solyc09g083130.2.1 2.367359 4.492234 0.000123 0.001079 2844 2309 1727 531 184 86
Solyc07g006200.2.1 2.368415 3.531992 2.23E-07 4.38E-06 797 1550 1473 113 204 110
Solyc01g009670.2.1 2.368891 1.855162 0.001116 0.006971 578 257 190 61 44 24
Solyc12g009440.1.1 2.368904 5.924292 1.03E-06 1.69E-05 7230 5716 5565 917 851 448
Solyc02g090680.2.1 2.370568 2.83877 2.11E-06 3.16E-05 666 1122 587 89 105 64
Solyc01g006020.2.1 2.370775 6.159387 9.67E-05 0.000878 11309 5048 4156 1289 730 512
Solyc07g045440.1.1 2.371242 3.476244 6.61E-07 1.15E-05 626 1656 1487 147 179 84
Solyc09g074420.2.1 2.371265 3.771039 1.00E-06 1.65E-05 1109 1941 1461 192 109 159
Solyc04g074870.2.1 2.371385 3.26062 2.30E-05 0.000252 1277 885 710 157 129 62
Solyc06g030540.2.1 2.372225 0.527874 0.001068 0.006693 96 235 148 22 23 7
Solyc02g083310.2.1 2.373756 5.273952 9.95E-05 0.000899 6388 2911 1804 697 375 287
Solyc08g048240.2.1 2.375312 2.870128 5.28E-06 7.03E-05 367 1173 973 79 127 63
Solyc02g080500.2.1 2.377897 3.87169 8.38E-07 1.42E-05 920 2313 1758 88 271 175
Solyc11g072500.1.1 2.378618 2.54863 4.97E-05 0.000496 246 800 923 64 75 65
Solyc10g006800.2.1 2.379174 7.320762 2.73E-07 5.24E-06 17210 19967 13857 1782 2844 1321
Solyc01g008520.2.1 2.380314 0.748073 0.000701 0.004706 173 250 115 25 20 13
Solyc03g119310.2.1 2.383705 2.500117 0.000958 0.006112 97 1277 746 31 109 66
Solyc04g054270.2.1 2.384206 1.529452 6.82E-05 0.000651 241 418 286 33 50 22
Solyc09g014400.2.1 2.38459 3.812462 0.000137 0.00118 323 2844 1986 67 309 152
Solyc03g119200.2.1 2.384743 2.927392 3.53E-05 0.00037 268 1667 871 119 97 55
Solyc01g103250.2.1 2.38512 1.714115 0.000152 0.001289 177 565 389 20 63 36
Solyc06g062370.2.1 2.38553 3.944724 0.00085 0.005538 503 1504 3023 46 476 109
Solyc03g117550.1.1 2.387431 1.661629 0.000409 0.00298 213 474 367 17 35 52
Solyc06g072350.2.1 2.388037 6.425012 3.69E-06 5.13E-05 4373 9751 14135 681 1319 1044
Solyc08g076300.2.1 2.388754 1.693972 0.000879 0.005693 142 590 403 10 71 38
Solyc02g083190.1.1 2.389644 0.569463 0.000685 0.004611 100 209 173 20 19 12
Solyc01g068470.2.1 2.392715 2.28841 0.000214 0.001722 609 594 319 94 50 27
Solyc04g076100.2.1 2.39393 1.527262 0.000186 0.001528 199 270 432 30 45 27
Solyc09g090870.2.1 2.395293 3.520529 3.09E-07 5.82E-06 677 2127 1237 106 228 94
Solyc06g051250.1.1 2.395885 0.866666 0.000294 0.002263 162 270 160 20 31 14
Solyc04g014680.2.1 2.396115 3.403785 1.47E-05 0.000171 573 1729 1351 48 199 134
Solyc09g015770.2.1 2.396246 6.400087 9.60E-06 0.000118 5104 19152 6826 400 2003 825
Solyc03g119690.1.1 2.396567 5.587158 1.11E-06 1.81E-05 5827 5402 3760 811 647 279
Solyc12g015710.1.1 2.396907 2.647234 5.22E-06 6.97E-05 397 1031 717 52 108 65
Solyc04g050960.2.1 2.397543 3.918163 1.98E-07 3.93E-06 815 2728 1777 121 260 163
Solyc09g074650.2.1 2.398008 4.0392 4.38E-08 1.03E-06 1233 2479 1815 241 180 148
Solyc12g056800.1.1 2.398551 4.912917 1.05E-08 2.89E-07 1674 4892 3844 314 539 254
Solyc10g086470.1.1 2.399861 1.322309 0.000115 0.001022 188 383 259 33 36 19
Solyc04g079050.1.1 2.400842 2.087048 9.93E-05 0.000899 384 692 345 74 62 18
Solyc07g052670.2.1 2.402723 1.802621 0.000177 0.001463 124 668 453 42 59 25
Solyc09g010450.1.1 2.403073 1.697007 7.63E-05 0.000717 176 478 436 36 46 31
Solyc02g084590.2.1 2.404863 2.528821 2.22E-05 0.000244 348 922 701 36 126 53
Solyc02g080570.2.1 2.40595 5.041107 9.77E-09 2.71E-07 1742 5889 3973 318 542 322
Solyc08g015960.2.1 2.407419 3.650677 3.61E-07 6.72E-06 604 2188 1618 150 183 112
Solyc12g094430.1.1 2.407529 3.790191 2.94E-07 5.59E-06 1306 1819 1367 222 142 112
Solyc04g040160.2.1 2.408514 3.368691 0.001522 0.009067 1701 773 492 248 68 38
Solyc01g096390.2.1 2.408697 4.64345 3.02E-08 7.39E-07 1251 4862 2853 239 413 244
Solyc09g082980.2.1 2.408828 3.741029 5.81E-08 1.32E-06 1002 1767 1638 173 173 121



Solyc07g045460.2.1 2.408889 2.573413 0.000168 0.001399 195 1404 638 45 150 36
Solyc05g044480.2.1 2.40891 3.52036 6.00E-05 0.000585 366 2089 1651 56 275 105
Solyc04g011900.2.1 2.40909 3.914039 0.000143 0.001223 2162 1249 1044 324 106 83
Solyc05g051240.1.1 2.409419 3.689791 4.39E-05 0.000445 703 2846 1182 49 365 97
Solyc01g005730.2.1 2.413236 3.478591 2.52E-05 0.000274 983 1460 1191 37 256 122
Solyc09g010540.2.1 2.413286 1.266592 0.000593 0.004073 177 356 262 10 36 35
Solyc10g081470.1.1 2.414035 4.221863 2.72E-08 6.74E-07 1739 2302 1978 269 235 149
Solyc06g066620.2.1 2.414448 4.793717 4.31E-07 7.86E-06 3382 2689 2427 440 317 208
Solyc11g066900.1.1 2.414565 3.634966 1.15E-06 1.87E-05 921 1755 1463 73 195 163
Solyc11g007530.1.1 2.415288 1.16978 0.000725 0.004843 215 269 224 36 13 23
Solyc11g044360.1.1 2.415989 2.313559 7.26E-06 9.27E-05 364 764 543 54 81 42
Solyc03g005820.2.1 2.416531 2.422074 2.50E-05 0.000271 259 974 656 71 92 32
Solyc05g047590.2.1 2.419507 1.416322 0.001006 0.00637 87 443 398 16 69 17
Solyc03g006870.2.1 2.422259 5.890545 6.08E-09 1.77E-07 4844 9515 5788 678 929 508
Solyc04g051660.2.1 2.42289 3.88788 8.96E-06 0.000111 418 3163 1910 126 286 129
Solyc01g020440.2.1 2.423903 3.4711 2.69E-06 3.89E-05 463 2108 1408 86 214 103
Solyc03g082960.2.1 2.424453 4.537426 1.31E-07 2.73E-06 1969 3729 2165 401 292 128
Solyc08g081140.2.1 2.424825 4.729843 1.59E-08 4.20E-07 1926 4650 2629 407 288 215
Solyc11g009010.1.1 2.424836 0.895209 0.000494 0.003483 97 333 212 12 34 19
Solyc05g054600.2.1 2.424948 2.766337 7.59E-06 9.63E-05 327 1231 844 57 111 71
Solyc10g080360.1.1 2.426242 1.542161 0.000199 0.001621 305 234 336 38 33 27
Solyc05g024020.1.1 2.427103 1.504422 0.001714 0.009994 433 257 141 56 28 13
Solyc08g007530.2.1 2.428116 0.529421 0.000691 0.004642 83 242 162 14 19 15
Solyc09g007260.2.1 2.429681 2.682002 6.87E-06 8.82E-05 504 806 782 80 121 35
Solyc12g014220.1.1 2.430257 2.352203 1.17E-05 0.000139 389 615 650 68 66 42
Solyc04g082110.2.1 2.435552 1.197134 0.001005 0.006366 123 354 298 7 50 25
Solyc10g080600.1.1 2.435918 1.823362 0.00028 0.002168 301 464 383 15 44 56
Solyc08g065260.2.1 2.436162 3.71912 2.42E-07 4.72E-06 1548 1452 1114 162 176 117
Solyc11g020040.1.1 2.436989 3.551408 0.000293 0.002251 227 2949 1360 51 237 133
Solyc04g071610.2.1 2.437726 6.030625 1.13E-06 1.83E-05 3701 14988 5575 1021 982 345
Solyc05g025500.2.1 2.437899 3.290204 6.28E-07 1.10E-05 951 1337 906 145 129 67
Solyc07g038160.2.1 2.43799 1.886143 0.000124 0.001082 473 286 333 35 60 34
Solyc12g056220.1.1 2.440106 6.426783 3.03E-06 4.32E-05 10484 9739 6747 1485 839 599
Solyc08g007430.1.1 2.440156 0.617963 0.001056 0.006627 99 266 155 7 24 20
Solyc11g065680.1.1 2.440985 1.890218 0.000277 0.002147 531 313 247 33 43 46
Solyc04g079080.2.1 2.442889 0.129336 0.001025 0.006477 85 158 109 13 14 9
Solyc02g087060.2.1 2.445071 2.71267 0.000497 0.003502 177 1096 1045 24 108 91
Solyc07g005930.2.1 2.44537 4.757668 2.13E-08 5.45E-07 2091 4174 2904 202 611 199
Solyc03g113460.1.1 2.445428 2.724774 7.38E-05 0.000698 874 507 575 85 53 75
Solyc06g053830.2.1 2.445434 2.951743 1.36E-06 2.16E-05 564 1625 586 90 124 59
Solyc12g088650.1.1 2.445681 2.360028 0.000136 0.001179 242 836 701 24 74 73
Solyc10g078160.1.1 2.445916 2.726091 1.33E-06 2.11E-05 538 917 732 68 112 54
Solyc08g079100.2.1 2.447047 3.276448 6.09E-05 0.000592 1201 1287 604 157 172 28
Solyc06g072710.2.1 2.448109 2.013027 0.000153 0.001291 331 596 414 77 48 15
Solyc04g011580.2.1 2.449602 4.308143 4.40E-09 1.31E-07 1734 2564 2187 182 350 173
Solyc09g065160.2.1 2.45 4.699157 4.88E-07 8.78E-06 2849 3514 2063 458 310 135
Solyc07g043330.1.1 2.454108 3.176035 2.00E-06 3.02E-05 476 1433 1212 81 116 105
Solyc01g028870.2.1 2.455332 3.79842 7.18E-08 1.59E-06 730 2449 1725 138 233 119
Solyc02g070210.2.1 2.457185 1.944189 0.000503 0.003538 225 255 707 62 36 29
Solyc08g007770.2.1 2.457481 2.778053 2.23E-06 3.32E-05 546 1191 622 93 73 62
Solyc07g043490.1.1 2.460414 3.355023 0.000138 0.001189 192 2915 982 137 129 82
Solyc04g053120.2.1 2.460664 4.126689 1.71E-08 4.47E-07 1272 2609 2029 255 220 124
Solyc05g006170.2.1 2.462696 4.788203 2.43E-06 3.56E-05 980 5341 3726 159 550 278
Solyc04g071800.2.1 2.464313 5.681609 4.55E-07 8.23E-06 5633 6786 4209 883 571 299
Solyc05g005880.2.1 2.464744 5.425109 8.23E-06 0.000103 4860 4491 4100 878 367 201
Solyc04g071930.2.1 2.465332 3.542061 0.001531 0.009107 2051 620 574 265 83 41
Solyc06g082980.2.1 2.467571 5.807057 6.66E-06 8.60E-05 4688 9557 5032 1152 467 260
Solyc04g074080.2.1 2.469721 3.205264 0.000274 0.002128 1125 903 808 210 68 30
Solyc11g071550.1.1 2.471687 2.475215 7.79E-05 0.00073 600 392 677 53 125 28
Solyc08g008380.2.1 2.47229 2.996302 0.000133 0.00115 1095 766 557 158 79 33
Solyc04g009260.1.1 2.472405 1.612866 9.68E-05 0.000879 195 351 446 24 60 24
Solyc11g069430.1.1 2.47246 6.602524 2.63E-07 5.08E-06 8613 14723 9357 588 1548 1168
Solyc01g097510.2.1 2.473271 2.972193 7.36E-05 0.000697 252 1467 1114 46 193 54
Solyc07g062300.2.1 2.475687 2.541371 3.78E-06 5.25E-05 401 890 684 45 105 53
Solyc07g042500.2.1 2.475721 5.153933 6.16E-08 1.39E-06 1700 7710 3752 288 696 291
Solyc02g077160.2.1 2.480338 2.505163 3.66E-06 5.09E-05 451 841 610 44 86 61
Solyc01g010480.2.1 2.482446 7.244433 1.06E-06 1.74E-05 7608 24757 20753 1012 3013 1377
Solyc08g065820.1.1 2.484826 0.366496 0.001513 0.009016 53 180 195 9 25 10
Solyc11g007830.1.1 2.487779 4.965943 2.02E-10 7.98E-09 2394 5021 3298 327 453 281
Solyc04g056580.2.1 2.489659 4.070941 5.23E-08 1.20E-06 1606 2046 1790 247 236 96
Solyc03g093880.2.1 2.490128 3.071964 7.36E-07 1.26E-05 597 1622 761 75 105 95
Solyc07g063770.2.1 2.490953 2.937492 1.70E-05 0.000194 378 1931 609 44 150 74
Solyc08g006270.1.1 2.493642 0.721476 0.000256 0.00201 127 261 161 20 19 14
Solyc05g009780.2.1 2.494331 4.140865 3.29E-08 7.98E-07 1096 2758 2224 238 275 101
Solyc09g089690.2.1 2.495937 4.119184 2.62E-06 3.81E-05 2035 1824 1576 318 151 101
Solyc03g119640.2.1 2.496064 3.044359 3.94E-07 7.26E-06 793 1274 695 82 139 64
Solyc02g086730.1.1 2.496065 5.822815 3.25E-06 4.59E-05 6507 5882 5355 1039 506 321
Solyc01g095170.2.1 2.497992 1.894005 0.000717 0.004802 66 911 449 27 71 31
Solyc02g082120.2.1 2.498024 5.390696 2.19E-09 6.91E-08 3673 7022 3699 406 819 275
Solyc03g113010.1.1 2.498161 3.58168 2.46E-08 6.19E-07 1196 1640 1093 124 175 105
Solyc08g075120.2.1 2.498527 2.363663 9.24E-05 0.000845 311 685 724 42 36 77
Solyc09g098290.2.1 2.499034 3.609398 6.29E-07 1.10E-05 950 1604 1491 202 112 84
Solyc12g013810.1.1 2.49917 5.884719 3.69E-07 6.86E-06 7552 5891 4813 805 689 467
Solyc01g098340.2.1 2.499585 3.603978 1.68E-08 4.39E-07 899 2127 1207 116 172 118



Solyc12g008400.1.1 2.499732 2.358088 8.58E-06 0.000107 415 807 512 41 60 63
Solyc08g077050.2.1 2.500558 3.897082 8.85E-08 1.92E-06 1241 2098 1634 229 140 115
Solyc12g056510.1.1 2.504309 3.545761 2.01E-07 4.00E-06 1066 1714 1119 174 111 93
Solyc11g066670.1.1 2.505692 3.542668 1.44E-06 2.28E-05 491 2300 1450 149 112 112
Solyc07g043600.2.1 2.506969 4.057195 7.97E-08 1.74E-06 1042 2686 2042 108 349 135
Solyc10g055760.1.1 2.507188 3.386897 0.000314 0.00239 609 2758 651 20 244 109
Solyc12g006320.1.1 2.507255 6.843677 1.03E-07 2.21E-06 7395 22128 11633 1665 1428 762
Solyc05g018510.2.1 2.512191 4.73805 5.48E-05 0.00054 3681 2687 1826 554 257 81
Solyc04g009740.2.1 2.513929 4.858205 2.30E-08 5.82E-07 3458 3454 2320 396 380 197
Solyc02g090890.2.1 2.514355 5.744902 1.66E-05 0.00019 7238 6121 3426 241 1390 367
Solyc05g053570.2.1 2.515295 1.317792 7.98E-05 0.000746 139 464 274 23 37 22
Solyc12g088430.1.1 2.515587 0.269992 0.00076 0.005041 109 127 136 12 15 11
Solyc06g008050.2.1 2.518308 0.56061 0.001256 0.007691 146 237 101 8 14 22
Solyc08g067240.2.1 2.519187 2.037812 8.99E-06 0.000111 316 669 416 32 69 37
Solyc03g117860.2.1 2.51934 6.153512 0.000948 0.006062 13638 4064 2152 1306 855 253
Solyc07g006630.2.1 2.519871 3.351031 1.40E-06 2.22E-05 1219 1045 915 116 187 55
Solyc10g018530.1.1 2.520361 1.246117 0.000171 0.001428 213 394 192 26 47 10
Solyc04g071280.1.1 2.522938 2.304902 3.90E-06 5.39E-05 332 875 519 54 66 42
Solyc04g028470.1.1 2.522988 0.677859 0.000325 0.002467 160 233 125 13 22 16
Solyc10g009570.2.1 2.524353 3.871572 0.001484 0.008863 2928 569 451 247 94 115
Solyc03g117540.2.1 2.52818 3.793467 2.70E-08 6.71E-07 1195 1980 1466 189 203 78
Solyc12g007140.1.1 2.528329 3.639185 6.22E-07 1.09E-05 714 2156 1520 68 197 145
Solyc08g082570.2.1 2.529046 2.972616 4.30E-06 5.87E-05 690 1187 764 136 77 42
Solyc07g053020.1.1 2.530549 4.151669 9.14E-06 0.000113 1028 3227 2069 50 348 206
Solyc09g011770.2.1 2.532796 1.608574 0.000161 0.001351 109 491 465 24 50 27
Solyc06g071790.2.1 2.535591 6.526883 3.73E-05 0.000388 9665 11024 9089 1980 577 378
Solyc12g014250.1.1 2.536571 6.553936 3.30E-06 4.65E-05 3590 18244 12558 518 1818 893
Solyc05g012100.2.1 2.540263 4.589149 2.79E-07 5.34E-06 1045 5017 2834 157 502 185
Solyc02g070000.2.1 2.540417 2.75977 0.000303 0.002317 284 1220 920 14 149 71
Solyc02g079870.2.1 2.542599 3.082745 5.84E-07 1.03E-05 632 1082 1097 72 161 59
Solyc03g113680.2.1 2.543442 2.520696 0.000132 0.001146 846 400 433 91 48 41
Solyc02g064640.2.1 2.544314 3.357199 9.56E-07 1.58E-05 605 1546 1377 103 209 50
Solyc02g077260.2.1 2.545769 1.204152 7.28E-05 0.000691 166 452 193 25 31 18
Solyc03g093550.1.1 2.548116 3.523241 3.47E-05 0.000365 308 3345 979 70 206 110
Solyc03g006970.1.1 2.55059 3.141376 0.000152 0.00129 632 1714 802 197 48 31
Solyc08g079110.2.1 2.551333 2.724754 8.41E-05 0.00078 626 743 753 115 27 55
Solyc09g007550.2.1 2.552353 2.273122 1.29E-05 0.000152 436 595 541 28 77 52
Solyc10g044840.1.1 2.553487 1.844977 0.000229 0.001828 543 303 217 52 38 24
Solyc06g059870.1.1 2.555003 6.399983 5.80E-08 1.32E-06 8996 11591 7241 1142 832 693
Solyc01g098560.2.1 2.555123 4.916205 2.45E-08 6.18E-07 2957 4716 2537 482 316 176
Solyc10g085330.1.1 2.555155 1.622773 5.06E-05 0.000504 304 449 263 19 63 23
Solyc03g112210.1.1 2.556011 3.288034 1.39E-07 2.87E-06 937 1300 979 126 135 61
Solyc03g111700.2.1 2.558638 4.109578 3.46E-08 8.30E-07 1887 2505 1324 249 189 116
Solyc07g018360.2.1 2.559189 6.997127 8.75E-09 2.45E-07 8667 20194 15411 1295 1853 1049
Solyc02g082680.2.1 2.56027 4.27128 1.23E-09 4.08E-08 1876 2487 1976 169 302 166
Solyc05g050220.2.1 2.561104 0.645042 0.001085 0.006788 57 428 117 19 22 9
Solyc11g010960.1.1 2.56139 2.842398 9.29E-05 0.000847 897 825 540 137 76 21
Solyc12g019110.1.1 2.562051 2.983259 1.43E-06 2.27E-05 482 1342 948 47 124 85
Solyc01g096660.2.1 2.562364 5.284282 1.39E-08 3.75E-07 4790 4479 3105 501 489 275
Solyc01g087500.2.1 2.563666 1.90416 0.000523 0.003659 161 291 743 36 27 47
Solyc12g011010.1.1 2.566115 1.403268 4.13E-05 0.000423 265 330 255 22 40 23
Solyc02g093720.2.1 2.566504 2.236054 0.000433 0.003131 702 308 360 82 29 32
Solyc08g080000.2.1 2.566611 2.258739 9.94E-05 0.000899 263 884 559 29 127 19
Solyc08g075950.1.1 2.567217 0.925196 0.00035 0.002618 89 276 278 19 18 20
Solyc01g091450.2.1 2.568465 2.149529 2.08E-05 0.000231 317 713 494 21 83 43
Solyc08g007380.2.1 2.569192 1.409631 7.61E-05 0.000715 156 417 338 29 47 13
Solyc11g012690.1.1 2.56995 1.553669 0.000263 0.002052 239 384 341 10 37 42
Solyc06g060880.2.1 2.570073 1.087817 0.000119 0.001051 207 320 174 26 21 18
Solyc07g056310.2.1 2.570655 0.550784 0.000808 0.005309 119 189 165 5 27 15
Solyc07g005830.2.1 2.571132 4.654517 1.80E-09 5.78E-08 2117 3462 2859 345 271 183
Solyc07g062870.2.1 2.571519 5.075323 2.13E-09 6.74E-08 2480 4797 4168 469 336 255
Solyc01g010130.2.1 2.574026 2.405038 1.42E-06 2.25E-05 400 807 595 51 77 43
Solyc09g010140.1.1 2.57567 0.430592 0.001048 0.006588 157 162 100 22 12 7
Solyc09g089540.2.1 2.576058 10.02423 0.000318 0.002416 16420 94003 238461 9709 15363 8845
Solyc07g066610.2.1 2.577903 7.544322 5.96E-06 7.83E-05 27020 16218 13298 2797 1867 1232
Solyc10g083300.1.1 2.578538 2.804889 0.000162 0.00136 845 868 524 146 51 22
Solyc04g081320.2.1 2.578783 4.061623 0.00158 0.009337 3337 620 567 330 115 74
Solyc06g076470.2.1 2.578834 4.136422 2.21E-07 4.36E-06 2299 1549 1533 229 215 120
Solyc12g010870.1.1 2.580874 4.373295 4.14E-09 1.24E-07 1993 2438 2308 262 295 123
Solyc11g065530.1.1 2.582828 2.972989 0.000148 0.001262 201 1577 1135 51 200 33
Solyc09g064870.2.1 2.583374 0.69328 0.000779 0.005149 201 154 134 23 23 6
Solyc09g007570.1.1 2.584415 0.031625 0.001535 0.009127 114 103 92 14 14 4
Solyc03g118240.2.1 2.584523 4.519528 3.12E-10 1.20E-08 1693 3267 2830 250 299 184
Solyc01g091800.2.1 2.584877 2.552741 9.86E-06 0.000121 257 937 866 44 109 43
Solyc12g010910.1.1 2.585197 2.718593 9.28E-05 0.000847 549 692 880 127 66 18
Solyc11g056650.1.1 2.586089 2.792973 6.33E-06 8.24E-05 475 1663 458 41 107 73
Solyc05g052160.2.1 2.589817 3.243664 1.19E-06 1.93E-05 657 1657 1017 44 171 95
Solyc04g072780.2.1 2.593462 5.064893 8.65E-07 1.45E-05 1233 6652 4480 170 510 381
Solyc10g086640.1.1 2.596675 0.683241 0.000311 0.002372 105 183 230 16 17 15
Solyc06g069170.2.1 2.596711 5.705314 1.22E-09 4.04E-08 4201 7416 6055 655 676 343
Solyc08g065950.1.1 2.599956 3.641822 1.13E-07 2.38E-06 1176 1883 1155 145 94 130
Solyc05g051450.1.1 2.600481 1.14369 0.000334 0.00252 254 346 128 12 50 13
Solyc01g102300.2.1 2.60057 4.275801 0.000153 0.001297 332 5119 2254 71 419 168
Solyc01g006940.2.1 2.6006 4.371691 6.12E-10 2.18E-08 1707 2812 2429 248 283 135



Solyc01g079570.2.1 2.600958 0.543187 0.000623 0.004253 137 142 172 7 23 15
Solyc06g054250.2.1 2.6013 4.370102 3.62E-10 1.35E-08 1805 2937 2220 187 253 202
Solyc01g057200.2.1 2.602046 2.112735 4.64E-06 6.29E-05 305 778 437 32 63 41
Solyc12g010050.1.1 2.60335 1.480269 0.000172 0.001431 186 366 377 10 55 26
Solyc03g114250.2.1 2.603854 2.731265 7.78E-07 1.32E-05 602 980 652 88 84 39
Solyc10g081730.1.1 2.604374 0.219256 0.000791 0.005218 77 186 127 11 9 13
Solyc03g123490.1.1 2.605322 3.519574 9.19E-07 1.53E-05 593 2182 1378 57 171 131
Solyc09g074880.2.1 2.607129 1.938969 6.30E-05 0.00061 322 431 487 37 24 48
Solyc03g096850.2.1 2.609561 4.288467 0.000344 0.002583 2723 1635 1569 447 106 45
Solyc01g005720.2.1 2.610063 3.088007 1.88E-06 2.87E-05 620 1278 1013 38 160 80
Solyc03g093340.2.1 2.610685 2.762159 1.30E-05 0.000153 917 660 511 50 71 81
Solyc03g078640.1.1 2.611621 3.384812 1.41E-05 0.000165 410 1913 1465 39 208 98
Solyc08g065430.2.1 2.611965 2.1472 0.00017 0.001414 255 818 508 17 122 20
Solyc08g065940.2.1 2.61445 5.69124 4.55E-09 1.35E-07 5355 7426 4490 693 565 351
Solyc01g056780.2.1 2.615671 3.773344 3.58E-08 8.57E-07 1391 1623 1428 190 155 83
Solyc06g074820.2.1 2.61716 4.748536 2.07E-07 4.10E-06 1185 3612 4476 212 524 168
Solyc11g013390.1.1 2.617732 0.473018 0.000311 0.002368 103 192 161 18 16 8
Solyc04g054990.2.1 2.6182 5.199842 2.56E-08 6.39E-07 1832 4768 5972 296 591 298
Solyc05g006770.2.1 2.619211 0.371466 0.001032 0.006505 69 208 163 6 14 17
Solyc03g096460.2.1 2.619353 3.500997 0.001427 0.008589 2070 396 648 235 59 45
Solyc07g006000.2.1 2.621336 4.442572 1.40E-06 2.22E-05 2751 2091 1927 353 143 150
Solyc01g111260.2.1 2.62325 4.720608 2.55E-08 6.37E-07 1091 5747 3078 287 392 169
Solyc09g065760.2.1 2.627472 3.114384 1.10E-06 1.80E-05 381 2017 889 85 101 78
Solyc01g108070.2.1 2.62781 2.899381 5.44E-07 9.68E-06 775 897 748 97 91 45
Solyc01g100760.2.1 2.634584 3.482541 1.55E-06 2.41E-05 495 1921 1587 167 130 53
Solyc05g051640.2.1 2.63558 1.185004 0.000112 0.000999 116 294 353 18 36 17
Solyc12g014610.1.1 2.637753 4.390088 3.52E-10 1.32E-08 2178 3012 1823 204 321 144
Solyc10g006370.2.1 2.639872 4.110534 2.24E-09 7.02E-08 1404 2361 2059 216 167 136
Solyc04g071150.2.1 2.639969 2.121043 0.000137 0.00118 460 382 511 78 25 24
Solyc10g084970.1.1 2.640139 2.698688 3.14E-07 5.92E-06 590 1011 608 72 76 50
Solyc05g026240.1.1 2.645098 2.260072 1.65E-05 0.000189 304 696 640 71 60 19
Solyc09g089730.2.1 2.648148 4.183493 4.78E-09 1.41E-07 1118 3661 1866 117 285 167
Solyc06g008220.2.1 2.648441 4.150302 2.06E-08 5.29E-07 946 3018 2362 110 300 154
Solyc01g106590.2.1 2.649827 1.788409 6.22E-06 8.12E-05 249 559 384 36 46 24
Solyc09g008640.1.1 2.652173 1.713589 6.76E-05 0.000646 216 539 384 54 34 12
Solyc01g058160.2.1 2.652929 0.020968 0.000738 0.004914 88 164 84 11 16 4
Solyc09g010160.1.1 2.654288 2.914338 0.000453 0.003253 130 1524 1176 22 165 62
Solyc12g008410.1.1 2.654985 3.507302 5.19E-07 9.30E-06 603 2077 1420 54 193 110
Solyc10g084320.1.1 2.655921 7.690971 2.32E-05 0.000254 11288 16442 39252 3420 1485 1206
Solyc09g074260.1.1 2.663476 2.768185 0.000292 0.002248 988 672 436 116 90 11
Solyc03g063560.2.1 2.663875 8.027335 5.65E-05 0.000555 38998 23115 17446 4915 1916 984
Solyc02g089690.2.1 2.665265 1.212996 0.000138 0.001191 116 358 328 24 41 9
Solyc11g067130.1.1 2.666574 0.528324 0.000234 0.001866 129 203 141 9 27 9
Solyc11g006680.1.1 2.667208 3.818001 2.04E-09 6.48E-08 952 2278 1708 155 197 87
Solyc12g055720.1.1 2.669074 4.412516 2.49E-07 4.85E-06 1749 3467 2184 371 150 106
Solyc03g111260.2.1 2.672512 4.521313 1.29E-10 5.29E-09 1594 3837 2658 176 327 200
Solyc05g050550.2.1 2.673064 1.508719 0.000803 0.005284 381 283 212 57 18 8
Solyc07g045140.2.1 2.675196 1.983843 0.000202 0.00164 379 694 295 59 62 6
Solyc09g056170.2.1 2.677286 1.15306 0.000195 0.001597 198 247 270 23 43 6
Solyc12g013980.1.1 2.678385 0.034521 0.000481 0.003417 75 180 93 10 14 6
Solyc04g063240.2.1 2.68129 3.334211 0.000225 0.001798 1606 870 559 198 72 29
Solyc07g006910.2.1 2.681603 1.278018 0.000493 0.003479 75 421 372 34 34 7
Solyc03g013160.2.1 2.683617 2.118851 0.000729 0.004867 121 513 850 10 79 45
Solyc03g034170.2.1 2.684061 3.87884 0.00036 0.002675 2497 970 822 295 61 63
Solyc02g070040.1.1 2.686847 2.420128 0.000392 0.002876 150 1617 422 19 131 30
Solyc01g057830.2.1 2.68686 6.038172 1.35E-06 2.15E-05 6321 8431 7107 1175 464 288
Solyc08g016720.1.1 2.688952 3.483874 0.000786 0.005187 84 2346 1846 52 246 71
Solyc06g050170.2.1 2.689993 4.140109 7.04E-09 2.02E-07 2198 1954 1472 146 268 130
Solyc06g073940.2.1 2.690306 2.292162 1.88E-05 0.000212 175 1209 511 36 79 36
Solyc01g111990.2.1 2.690692 4.782176 2.03E-11 9.98E-10 2331 4175 2951 260 415 179
Solyc07g056330.2.1 2.691406 1.397531 0.00033 0.002498 65 566 357 17 50 16
Solyc10g039270.1.1 2.692977 2.12658 3.90E-06 5.39E-05 286 654 564 54 45 29
Solyc03g119590.1.1 2.693184 2.410875 0.000143 0.001227 236 1292 512 16 54 77
Solyc06g083220.2.1 2.69375 2.709007 4.41E-07 8.00E-06 359 1215 788 56 85 54
Solyc05g009570.2.1 2.694388 2.536643 1.71E-06 2.64E-05 570 678 642 77 54 38
Solyc04g071420.2.1 2.695717 3.447078 3.41E-08 8.20E-07 701 1843 1317 67 161 101
Solyc08g076970.2.1 2.696597 11.22356 4.01E-07 7.38E-06 107693 400204 352019 31085 26036 14413
Solyc03g083770.1.1 2.701589 4.947916 2.55E-06 3.71E-05 3756 3456 2690 360 594 66
Solyc03g114640.2.1 2.701611 2.822761 8.19E-06 0.000103 792 1039 533 109 85 22
Solyc11g013270.1.1 2.702407 0.299688 0.000872 0.005659 100 165 136 7 8 17
Solyc04g071470.2.1 2.702461 2.567855 1.90E-05 0.000214 598 867 527 100 31 35
Solyc08g078300.2.1 2.703886 2.080868 0.000106 0.000953 114 878 593 21 79 32
Solyc07g062260.2.1 2.70499 2.032456 0.000396 0.002903 123 664 675 10 62 48
Solyc05g007780.2.1 2.706342 2.724882 0.00083 0.005424 1234 390 257 120 41 28
Solyc01g107670.2.1 2.707234 4.69368 0.000463 0.003312 403 5553 3967 42 502 263
Solyc04g007410.2.1 2.710627 3.034551 6.44E-08 1.45E-06 811 1009 877 83 109 54
Solyc09g065840.2.1 2.710653 3.819274 5.38E-08 1.23E-06 1829 1434 1181 164 174 85
Solyc02g090020.2.1 2.71228 2.897872 7.13E-05 0.000679 1079 707 508 123 33 49
Solyc01g111110.2.1 2.715101 0.667523 0.000725 0.004843 62 271 226 6 19 19
Solyc01g088600.2.1 2.717326 2.126546 2.75E-06 3.96E-05 251 735 559 40 65 27
Solyc10g085390.1.1 2.717884 2.359457 1.07E-05 0.000129 330 863 616 21 64 61
Solyc11g066410.1.1 2.717983 4.771427 7.11E-08 1.58E-06 2345 3383 3395 443 214 132
Solyc08g081160.2.1 2.719837 3.063642 7.86E-06 9.91E-05 222 1598 1284 63 128 62
Solyc07g052390.2.1 2.720243 4.121365 8.71E-10 3.00E-08 1193 2581 2261 117 238 159



Solyc02g081060.2.1 2.720736 2.306208 2.94E-05 0.000314 693 301 470 49 68 31
Solyc04g082310.2.1 2.733503 4.36678 2.64E-08 6.58E-07 930 3756 2847 122 273 204
Solyc11g044530.1.1 2.733837 2.43492 9.91E-05 0.000898 594 533 589 101 39 15
Solyc07g063190.2.1 2.735341 6.706458 1.41E-08 3.80E-07 10444 13785 10707 1372 934 679
Solyc06g051860.1.1 2.73788 2.679654 0.00143 0.008599 44 1277 1106 30 145 33
Solyc11g010600.1.1 2.739341 6.721193 8.69E-09 2.44E-07 6620 18433 12834 1254 1366 543
Solyc02g087400.1.1 2.739346 4.258805 2.64E-10 1.03E-08 2038 2493 1821 204 240 121
Solyc01g099980.2.1 2.73979 3.236118 6.53E-06 8.47E-05 280 2186 1172 124 112 43
Solyc06g007160.2.1 2.740297 0.346529 0.000448 0.003224 114 162 135 18 8 8
Solyc06g082910.2.1 2.740417 3.836633 1.20E-05 0.000142 497 2463 2240 42 285 118
Solyc11g072510.1.1 2.741216 2.451407 1.32E-06 2.11E-05 386 780 708 61 44 46
Solyc09g076030.2.1 2.742408 2.249243 1.54E-05 0.000178 336 709 595 22 107 24
Solyc08g016080.2.1 2.743148 5.101693 6.85E-05 0.000654 6212 2935 1092 553 298 141
Solyc01g088610.2.1 2.743535 4.474704 8.95E-08 1.94E-06 925 3887 3274 117 304 223
Solyc05g013510.2.1 2.744241 3.989263 3.42E-09 1.04E-07 1951 2091 1173 164 193 107
Solyc02g071720.2.1 2.744253 0.049544 0.001714 0.009993 41 164 150 3 16 10
Solyc12g010230.1.1 2.746448 0.284345 0.000615 0.004203 78 184 149 17 15 3
Solyc01g057260.2.1 2.746716 2.68874 4.17E-07 7.62E-06 658 873 619 46 114 38
Solyc11g044940.1.1 2.746924 1.84433 6.29E-06 8.20E-05 185 607 484 32 44 27
Solyc01g104950.2.1 2.748743 7.615717 3.86E-05 0.000399 33791 14378 9951 3028 1580 974
Solyc10g085600.1.1 2.751176 2.455584 1.31E-06 2.10E-05 311 909 726 35 89 40
Solyc02g090900.2.1 2.751314 2.187943 4.29E-05 0.000438 254 699 642 15 100 29
Solyc09g007110.2.1 2.7532 2.98407 5.98E-06 7.85E-05 321 1446 1126 32 114 82
Solyc02g081980.2.1 2.755961 2.136886 0.001021 0.006453 589 244 469 88 13 17
Solyc10g080390.1.1 2.759353 3.056171 6.31E-07 1.10E-05 825 1112 843 123 66 44
Solyc06g005710.2.1 2.763764 4.519969 0.000117 0.001035 4183 1253 1149 391 144 102
Solyc10g054110.1.1 2.764599 4.41084 1.62E-06 2.51E-05 671 6485 1647 264 246 109
Solyc06g068950.2.1 2.765698 1.288491 1.78E-05 0.000203 183 364 286 27 25 16
Solyc08g007240.2.1 2.765781 6.432898 4.24E-06 5.80E-05 11957 8606 6598 1393 488 481
Solyc08g029090.2.1 2.765994 1.367527 5.85E-05 0.000572 116 635 238 16 40 19
Solyc03g117850.2.1 2.766108 4.371509 0.000172 0.001431 3834 1511 720 360 158 69
Solyc02g092810.2.1 2.770092 2.358866 1.13E-05 0.000135 388 615 709 27 43 65
Solyc08g067840.2.1 2.774192 3.065438 3.71E-07 6.89E-06 734 901 1110 105 65 59
Solyc06g075090.2.1 2.774595 1.671592 0.000125 0.001091 376 623 115 22 62 14
Solyc02g037530.2.1 2.774636 3.417971 2.78E-08 6.86E-07 589 2112 1241 71 173 74
Solyc03g097380.2.1 2.77514 2.339612 1.99E-06 3.02E-05 332 1113 440 32 58 50
Solyc02g080530.2.1 2.775309 6.880355 9.05E-09 2.54E-07 9534 22215 10756 1541 1236 603
Solyc03g118740.2.1 2.775914 1.595465 2.43E-05 0.000264 185 483 389 13 50 25
Solyc01g094690.2.1 2.777671 2.882148 1.68E-06 2.59E-05 418 854 1220 54 66 78
Solyc06g071290.2.1 2.782645 3.625126 3.39E-05 0.000358 1869 1060 843 213 57 61
Solyc07g007260.2.1 2.784254 0.177786 0.001595 0.009402 151 50 120 10 11 9
Solyc08g066450.1.1 2.785221 0.414296 0.000395 0.002898 132 122 160 6 25 8
Solyc03g053110.2.1 2.787959 5.582862 6.84E-10 2.41E-08 4753 5815 5351 595 466 284
Solyc08g082890.2.1 2.789327 3.200734 2.88E-05 0.000309 197 1370 1736 61 96 93
Solyc10g008270.2.1 2.790493 3.737612 1.15E-06 1.87E-05 1978 1581 692 156 185 53
Solyc01g080580.2.1 2.790731 1.986053 6.79E-06 8.75E-05 493 540 267 39 56 20
Solyc12g014040.1.1 2.792546 0.44703 0.001284 0.007835 70 176 210 14 4 15
Solyc04g009180.1.1 2.792834 3.172425 2.17E-05 0.000239 408 1552 1305 21 185 69
Solyc03g033410.2.1 2.793918 3.027193 4.55E-05 0.000459 186 1508 1338 32 146 64
Solyc09g009040.2.1 2.794273 4.848963 3.22E-08 7.82E-07 1010 5267 4379 243 444 166
Solyc07g039190.2.1 2.795966 2.940262 1.56E-07 3.14E-06 517 1246 947 96 88 35
Solyc09g061930.2.1 2.796952 1.560649 1.01E-05 0.000123 168 462 402 26 30 24
Solyc08g062960.2.1 2.798364 2.817996 1.27E-05 0.00015 993 782 460 97 87 21
Solyc10g080940.1.1 2.798506 4.789169 1.15E-11 5.90E-10 1943 4241 3514 263 368 167
Solyc04g072030.1.1 2.800695 3.251021 4.24E-06 5.80E-05 313 1587 1559 45 128 93
Solyc12g008420.1.1 2.801847 2.285641 5.38E-07 9.58E-06 328 850 559 36 61 39
Solyc06g084320.1.1 2.801999 1.911623 0.000114 0.00101 355 752 240 66 19 15
Solyc02g085750.2.1 2.802606 2.325 0.000927 0.005964 629 509 448 4 134 25
Solyc11g010810.1.1 2.805537 4.97278 2.16E-11 1.06E-09 1936 5029 4199 260 426 214
Solyc01g103360.2.1 2.807861 0.312856 0.001569 0.009285 169 90 108 5 29 4
Solyc05g009680.1.1 2.808591 3.675914 1.10E-06 1.79E-05 565 2245 1849 46 163 141
Solyc11g012360.1.1 2.813311 5.301521 3.61E-05 0.000377 5752 5868 1456 683 338 89
Solyc04g079340.2.1 2.813653 2.214139 2.73E-06 3.94E-05 492 485 517 29 51 45
Solyc02g086740.1.1 2.815061 4.186279 4.33E-05 0.000441 2665 1358 1513 339 85 62
Solyc03g114850.2.1 2.815803 2.81242 1.86E-05 0.00021 229 1555 906 24 107 67
Solyc08g076880.2.1 2.816245 5.008763 1.51E-06 2.37E-05 1335 9581 2302 125 613 228
Solyc05g012680.2.1 2.816868 1.131617 0.001223 0.007518 42 402 360 5 35 21
Solyc04g015490.2.1 2.819421 4.730077 4.10E-05 0.00042 3046 3360 2376 536 126 54
Solyc08g006260.1.1 2.819482 0.492392 0.000251 0.001977 62 265 178 11 23 6
Solyc12g044410.1.1 2.819711 2.886473 1.18E-07 2.47E-06 400 1384 921 63 111 40
Solyc04g007790.2.1 2.819868 7.862704 2.68E-09 8.28E-08 16958 34697 29730 2433 2959 1256
Solyc12g044840.1.1 2.821854 -0.28575 0.001223 0.007517 38 162 90 5 15 3
Solyc11g072610.1.1 2.825995 0.665528 8.26E-05 0.000768 139 234 159 11 15 15
Solyc03g080010.2.1 2.826475 3.639481 2.46E-10 9.61E-09 930 1995 1463 107 143 93
Solyc02g092590.2.1 2.832453 3.282365 1.39E-07 2.86E-06 1168 1109 880 116 118 41
Solyc09g060100.2.1 2.835165 1.913986 3.59E-05 0.000375 258 654 428 62 27 12
Solyc08g082170.2.1 2.835675 4.691817 6.82E-12 3.65E-10 1886 3928 3245 254 274 178
Solyc03g119060.2.1 2.835835 5.867745 1.21E-10 4.97E-09 3698 11308 6503 463 789 395
Solyc07g064600.2.1 2.838315 10.82231 3.17E-05 0.000337 113461 171044 318095 32261 11580 5110
Solyc06g074070.2.1 2.839505 1.371243 5.07E-05 0.000505 243 288 311 37 24 9
Solyc10g075070.1.1 2.843007 7.748946 0.000636 0.004336 1910 56377 29192 510 4544 1466
Solyc07g064830.2.1 2.844287 2.515273 2.09E-05 0.000232 184 1184 794 23 106 38
Solyc11g011980.1.1 2.844548 2.981986 1.51E-06 2.37E-05 973 1054 587 58 154 27
Solyc03g113210.2.1 2.84693 3.123474 3.00E-07 5.68E-06 624 895 1375 47 129 68



Solyc09g090510.2.1 2.848648 5.396807 8.38E-05 0.000778 6769 3452 2616 799 219 102
Solyc01g104860.2.1 2.849061 1.33429 0.001042 0.006554 381 196 180 43 23 3
Solyc06g054260.1.1 2.854727 8.15516 0.000362 0.002684 52268 17447 13574 5316 1384 805
Solyc03g044470.2.1 2.855776 4.019003 1.46E-07 2.98E-06 899 2807 2172 53 281 130
Solyc08g066940.2.1 2.856735 4.250299 6.72E-07 1.16E-05 557 3716 2901 92 228 188
Solyc10g081490.1.1 2.860542 2.173251 0.000675 0.004554 679 381 318 83 34 5
Solyc07g049310.2.1 2.861939 2.562673 2.17E-06 3.23E-05 501 810 703 86 52 21
Solyc02g067310.2.1 2.864765 3.067178 1.26E-06 2.02E-05 359 1461 1240 40 90 88
Solyc08g006540.2.1 2.867607 2.613882 9.02E-07 1.51E-05 552 811 706 69 34 50
Solyc05g041430.2.1 2.868806 1.372768 0.000271 0.002113 400 173 194 35 27 8
Solyc08g081940.2.1 2.869236 2.91698 4.32E-08 1.01E-06 753 983 798 80 62 54
Solyc11g066510.1.1 2.87019 2.198455 1.26E-05 0.000149 258 872 551 14 84 33
Solyc05g015310.2.1 2.870249 2.563891 2.88E-07 5.48E-06 299 1069 790 45 71 43
Solyc01g008920.2.1 2.871785 2.408645 1.80E-05 0.000205 839 433 339 63 45 31
Solyc03g020080.2.1 2.872835 5.754202 8.47E-05 0.000785 6147 5481 5845 1082 201 113
Solyc11g071620.1.1 2.875385 4.453166 6.41E-10 2.27E-08 2037 2747 2598 276 174 124
Solyc04g009720.1.1 2.875518 0.558095 9.58E-05 0.000871 95 298 138 10 14 13
Solyc09g075960.1.1 2.876203 0.343797 0.000183 0.001508 93 126 188 10 15 8
Solyc03g118410.2.1 2.879522 3.535695 8.34E-08 1.82E-06 1375 1218 1153 153 102 53
Solyc02g080540.1.1 2.880225 6.008175 0.001552 0.009209 10290 4992 4300 1425 159 66
Solyc02g089550.2.1 2.882517 2.374253 4.34E-07 7.91E-06 469 595 656 38 77 29
Solyc02g083130.2.1 2.882518 1.730722 1.33E-05 0.000157 213 516 435 46 28 13
Solyc09g007150.2.1 2.885229 4.443701 1.12E-09 3.74E-08 978 4260 2907 226 229 127
Solyc06g006110.2.1 2.88683 4.978688 4.38E-11 2.00E-09 2701 3276 4475 284 331 220
Solyc04g050920.2.1 2.888666 3.518634 1.07E-07 2.28E-06 422 2265 1626 89 172 60
Solyc06g082810.2.1 2.888936 2.154364 1.90E-05 0.000214 159 988 557 18 57 42
Solyc01g095670.2.1 2.889901 4.111153 1.14E-08 3.12E-07 2119 1915 1580 221 164 76
Solyc06g054270.2.1 2.890826 4.335365 7.87E-08 1.72E-06 1902 4332 1224 286 183 71
Solyc07g008540.2.1 2.891779 4.046092 8.38E-10 2.90E-08 1323 2569 1910 74 238 137
Solyc07g047850.2.1 2.895564 6.416049 0.000457 0.003275 16054 6526 2828 1596 345 234
Solyc12g087940.1.1 2.899319 1.601691 0.001056 0.006626 485 159 240 52 24 4
Solyc09g007360.2.1 2.901303 2.351839 2.75E-05 0.000296 392 719 648 10 61 59
Solyc02g065280.2.1 2.904174 4.388061 2.50E-05 0.000271 276 4638 3287 89 296 178
Solyc05g007470.2.1 2.904267 5.399479 1.35E-05 0.000159 1168 10248 5316 91 802 313
Solyc03g121300.2.1 2.905349 4.011196 6.79E-09 1.96E-07 1394 2181 1951 213 160 58
Solyc04g081760.2.1 2.906144 1.308124 1.41E-05 0.000164 256 356 220 16 21 24
Solyc04g080580.2.1 2.90966 6.460282 0.000639 0.004353 19321 2863 1980 1185 700 402
Solyc04g076260.1.1 2.910937 1.034122 0.001469 0.008788 79 373 293 1 33 20
Solyc06g050350.2.1 2.912127 1.614219 2.27E-05 0.00025 242 407 390 9 40 30
Solyc06g005970.2.1 2.913469 3.393594 1.89E-07 3.77E-06 365 2059 1534 65 133 80
Solyc11g040340.1.1 2.91377 1.075188 0.001211 0.007456 34 227 461 8 27 19
Solyc09g091510.2.1 2.916369 2.147314 2.58E-06 3.75E-05 292 999 382 56 38 20
Solyc05g056300.2.1 2.91712 5.316634 0.000249 0.001965 7559 2743 1445 697 268 75
Solyc11g070000.1.1 2.918447 0.703208 4.05E-05 0.000417 119 286 167 11 15 14
Solyc01g091050.2.1 2.919924 3.64011 8.61E-05 0.000796 2177 924 634 206 89 29
Solyc08g079550.1.1 2.921764 1.902387 0.000161 0.001351 193 519 593 59 10 20
Solyc04g007210.2.1 2.927168 3.509214 1.92E-09 6.12E-08 1297 1477 1033 90 162 58
Solyc01g087060.2.1 2.936492 0.292686 0.000815 0.005341 200 84 72 8 18 6
Solyc04g006970.2.1 2.93808 3.93325 3.29E-08 7.98E-07 696 4018 1390 164 180 63
Solyc03g111050.2.1 2.940547 3.227466 1.22E-06 1.96E-05 315 1961 1304 39 128 78
Solyc04g072550.1.1 2.94208 -0.76789 0.001614 0.009495 22 91 84 4 7 3
Solyc10g080840.1.1 2.943725 3.038035 1.42E-07 2.92E-06 800 1272 779 109 54 41
Solyc10g055240.1.1 2.944654 2.837403 1.06E-06 1.74E-05 652 1364 566 98 35 40
Solyc05g006050.2.1 2.945106 4.5561 7.85E-08 1.72E-06 921 4675 3304 88 309 212
Solyc03g115980.1.1 2.948304 5.063232 0.001292 0.007877 6426 2187 1204 683 92 47
Solyc10g008510.1.1 2.952902 1.57165 5.92E-05 0.000578 482 227 184 23 27 23
Solyc02g066930.2.1 2.954042 2.857944 1.13E-08 3.08E-07 477 1267 879 50 80 54
Solyc05g005540.2.1 2.956117 2.585954 3.07E-05 0.000327 235 570 1229 68 30 44
Solyc08g079840.1.1 2.957013 3.106994 6.93E-08 1.55E-06 861 1208 874 104 52 53
Solyc04g008500.2.1 2.959294 3.486292 7.26E-10 2.55E-08 729 2155 1256 72 160 66
Solyc06g006040.1.1 2.959487 3.571338 3.62E-10 1.35E-08 1280 1917 940 81 135 87
Solyc01g090680.2.1 2.961894 5.531499 8.05E-09 2.29E-07 6510 5356 3153 519 465 209
Solyc02g065220.2.1 2.971391 4.588887 2.80E-11 1.33E-09 1474 4564 2877 133 323 170
Solyc12g009540.1.1 2.97684 1.331561 0.000196 0.001603 81 278 504 28 30 7
Solyc06g061230.2.1 2.97951 4.804745 5.51E-06 7.31E-05 465 3661 5939 175 343 197
Solyc07g018070.2.1 2.980253 2.935233 0.000279 0.002162 143 1311 1395 16 55 102
Solyc02g077270.2.1 2.98087 3.258492 1.90E-08 4.92E-07 514 1950 1139 48 133 67
Solyc08g079680.2.1 2.98144 2.089651 5.99E-07 1.05E-05 412 510 499 42 49 18
Solyc03g096890.1.1 2.983739 0.071402 0.000513 0.003598 98 61 158 9 10 6
Solyc06g054320.1.1 2.985299 0.449925 6.61E-05 0.000635 76 248 164 11 14 8
Solyc05g054680.1.1 2.986923 1.796302 1.98E-06 3.01E-05 311 529 364 16 57 19
Solyc09g082580.2.1 2.987214 3.007004 6.11E-09 1.77E-07 622 1282 946 48 82 67
Solyc07g020790.2.1 2.987272 1.840066 4.19E-06 5.75E-05 184 630 490 35 46 12
Solyc03g013290.1.1 2.991447 -0.20102 0.000543 0.003779 105 107 63 5 14 3
Solyc08g008270.2.1 2.991736 1.766035 2.69E-05 0.00029 113 593 545 24 55 12
Solyc04g007110.2.1 2.992035 2.304393 6.49E-07 1.13E-05 478 652 544 60 39 22
Solyc07g063860.2.1 2.996582 2.855827 5.33E-07 9.49E-06 340 1317 1022 30 121 42
Solyc06g060830.2.1 2.996783 2.051342 5.86E-06 7.72E-05 135 930 538 26 43 32
Solyc12g010020.1.1 3.002132 13.41832 5.18E-06 6.92E-05 463445 1381480 2023930 160790 77194 32680
Solyc12g008430.1.1 3.005254 -0.0666 0.000722 0.00483 28 213 115 9 8 5
Solyc05g048830.2.1 3.00711 1.417575 3.80E-05 0.000394 125 636 271 8 41 19
Solyc01g095430.2.1 3.008733 6.506504 0.000375 0.002767 18599 3678 3485 1469 400 294
Solyc05g005920.2.1 3.008836 3.785933 6.62E-08 1.49E-06 414 2961 1967 93 136 106
Solyc01g005100.2.1 3.009307 3.231234 1.24E-09 4.08E-08 687 1654 1062 75 78 71



Solyc12g019450.1.1 3.012247 -0.52262 0.001546 0.009182 87 91 40 3 5 7
Solyc06g036310.2.1 3.012722 2.652048 3.26E-07 6.13E-06 375 1623 482 31 85 43
Solyc12g010030.1.1 3.018401 9.913585 3.50E-06 4.90E-05 39056 108127 189514 13140 7274 3256
Solyc01g088250.2.1 3.019729 2.603756 3.01E-06 4.29E-05 202 980 1042 29 87 39
Solyc11g012640.1.1 3.020436 1.923425 1.57E-05 0.000181 111 636 646 24 36 30
Solyc02g086180.2.1 3.023941 5.342485 0.000712 0.004772 4877 9392 869 791 87 66
Solyc02g089700.2.1 3.026133 1.455384 1.24E-05 0.000147 243 433 280 9 49 14
Solyc09g065780.2.1 3.027758 3.164366 0.000338 0.002544 1596 766 373 158 40 15
Solyc04g014650.2.1 3.028949 1.182743 0.000153 0.001292 131 460 250 3 39 16
Solyc04g071620.2.1 3.030715 6.945004 8.18E-06 0.000102 15521 23333 5117 1782 1059 238
Solyc01g094370.2.1 3.032922 4.470106 2.69E-12 1.53E-10 1752 4054 2289 182 293 94
Solyc01g111630.2.1 3.033942 7.234296 0.000676 0.004562 27749 10203 7039 2854 442 228
Solyc06g075500.2.1 3.034445 2.994479 2.49E-07 4.85E-06 511 1387 1005 25 134 49
Solyc12g006630.1.1 3.036292 1.861728 2.90E-05 0.00031 94 688 585 16 49 25
Solyc10g055780.1.1 3.038149 1.239954 6.38E-05 0.000617 350 218 165 27 22 8
Solyc05g006550.2.1 3.038497 3.882844 0.000724 0.004843 3320 450 284 198 104 52
Solyc04g040220.2.1 3.041628 1.387876 0.000144 0.001228 64 484 429 15 46 8
Solyc10g009190.1.1 3.043274 3.039615 1.30E-06 2.08E-05 298 2050 928 34 140 42
Solyc09g007850.2.1 3.043432 7.437721 3.46E-08 8.29E-07 24611 15555 14822 1807 1436 912
Solyc07g055740.1.1 3.04351 2.90542 6.40E-08 1.45E-06 963 1015 532 37 96 52
Solyc10g006970.2.1 3.044042 4.96305 2.49E-05 0.00027 6082 1609 1362 407 183 140
Solyc07g055050.2.1 3.045077 4.94136 1.04E-10 4.36E-09 3645 2605 3601 237 366 163
Solyc08g015830.1.1 3.04552 0.053987 0.000349 0.002611 139 125 64 4 15 6
Solyc12g044260.1.1 3.04562 1.85786 2.62E-06 3.81E-05 228 639 449 13 57 22
Solyc02g077850.2.1 3.048336 3.867702 7.82E-11 3.37E-09 896 2598 1871 82 156 112
Solyc08g081220.1.1 3.053704 1.166883 0.000288 0.002218 292 263 171 37 9 5
Solyc03g071590.2.1 3.056247 3.042535 8.77E-05 0.000807 594 1344 1019 149 33 10
Solyc01g014270.2.1 3.056771 2.132741 3.04E-05 0.000324 409 643 466 70 25 8
Solyc03g031940.2.1 3.059965 2.842062 5.35E-05 0.00053 944 772 611 108 61 7
Solyc04g078740.2.1 3.061129 2.195366 7.31E-07 1.25E-05 274 645 695 34 65 17
Solyc03g121970.1.1 3.061501 3.756465 1.63E-11 8.19E-10 1303 1748 1569 98 165 71
Solyc12g070120.1.1 3.061867 0.168598 0.00027 0.002103 49 223 138 4 11 10
Solyc06g051940.2.1 3.062327 3.290734 1.44E-06 2.28E-05 242 1526 1834 83 113 45
Solyc02g090260.1.1 3.063903 3.211226 3.60E-09 1.09E-07 1007 1346 833 68 67 75
Solyc11g021360.1.1 3.064225 0.814608 0.001513 0.009016 224 134 184 1 41 6
Solyc09g091100.2.1 3.065249 3.473723 6.85E-10 2.41E-08 1359 1458 917 98 101 64
Solyc05g050090.2.1 3.065941 2.800252 4.46E-07 8.09E-06 421 880 1124 25 78 61
Solyc04g051470.1.1 3.070105 0.281814 0.000578 0.003984 24 252 180 8 16 5
Solyc01g109790.2.1 3.070282 4.215485 5.83E-11 2.58E-09 920 4168 2120 152 195 101
Solyc06g061090.2.1 3.070526 1.020024 2.92E-05 0.000312 131 310 271 6 29 14
Solyc07g065500.1.1 3.072849 4.169132 0.000354 0.002635 3535 919 764 295 39 64
Solyc09g072690.1.1 3.073354 3.149136 1.88E-06 2.88E-05 583 874 1537 24 92 88
Solyc02g078950.2.1 3.075063 2.162057 3.38E-06 4.75E-05 156 718 761 40 36 27
Solyc05g053550.2.1 3.076086 2.79181 1.81E-05 0.000205 327 1778 657 75 95 8
Solyc01g090790.2.1 3.077745 5.099919 8.80E-12 4.61E-10 3831 5104 2944 254 480 136
Solyc01g009570.2.1 3.077915 1.887155 6.55E-07 1.14E-05 251 452 566 30 34 22
Solyc03g025430.1.1 3.078878 0.0116 0.000412 0.002999 105 195 51 12 6 4
Solyc06g083580.2.1 3.079816 1.796829 0.000748 0.004972 356 444 370 65 12 2
Solyc01g094700.2.1 3.080682 3.008114 5.23E-05 0.000519 977 1185 589 139 32 13
Solyc11g069190.1.1 3.080815 3.923996 1.39E-09 4.55E-08 744 2348 2415 92 134 122
Solyc06g074110.2.1 3.082118 3.089048 1.49E-07 3.03E-06 284 1771 1222 60 105 43
Solyc01g094720.2.1 3.085717 2.808449 9.09E-09 2.55E-07 521 1257 775 64 48 46
Solyc03g116160.1.1 3.08894 2.174997 4.51E-07 8.16E-06 535 669 338 23 43 37
Solyc10g077040.1.1 3.089954 5.892483 4.21E-08 9.90E-07 8252 6166 4825 737 379 250
Solyc10g009080.2.1 3.090113 2.652586 1.11E-06 1.81E-05 638 648 790 59 24 51
Solyc10g055390.1.1 3.092948 1.372196 0.001381 0.008348 130 451 362 0 37 24
Solyc05g007130.2.1 3.094808 1.900996 6.71E-06 8.66E-05 110 771 549 32 36 19
Solyc04g014730.2.1 3.096961 4.019049 2.77E-05 0.000298 303 2566 3161 47 321 65
Solyc05g007790.2.1 3.098528 -0.25841 0.001261 0.007709 131 80 40 5 13 2
Solyc03g120850.2.1 3.099545 5.684385 4.04E-10 1.50E-08 2549 8763 7699 263 500 417
Solyc12g095810.1.1 3.103041 -0.22413 0.00168 0.009818 24 186 108 1 14 5
Solyc01g099750.2.1 3.104034 4.135565 2.55E-11 1.22E-09 1529 2694 1999 73 220 126
Solyc12g014490.1.1 3.105176 2.276383 7.55E-05 0.00071 67 1175 700 28 36 42
Solyc06g071500.2.1 3.107377 4.160305 3.43E-07 6.41E-06 382 4643 2277 101 247 92
Solyc01g006400.2.1 3.108557 10.20386 3.54E-06 4.94E-05 29093 146785 248145 12871 8682 5503
Solyc08g081770.2.1 3.109401 3.134789 9.27E-09 2.59E-07 1052 928 903 57 118 40
Solyc01g109150.2.1 3.109643 1.488802 0.000175 0.001454 100 353 533 37 25 4
Solyc07g041920.2.1 3.110167 6.860241 0.001557 0.009231 19039 3844 11142 2150 103 256
Solyc01g105050.2.1 3.110227 4.167598 1.41E-08 3.80E-07 2383 1715 1694 213 147 60
Solyc12g096780.1.1 3.112399 3.386552 4.85E-06 6.55E-05 494 1407 1826 51 211 20
Solyc06g074190.2.1 3.113561 2.990602 5.68E-07 1.00E-05 245 1899 1015 40 114 41
Solyc02g085250.2.1 3.113744 2.091834 1.48E-07 3.02E-06 252 812 518 27 41 29
Solyc06g073910.2.1 3.11432 0.182469 0.000119 0.001049 51 215 146 7 14 5
Solyc07g007250.2.1 3.114379 10.62975 1.90E-05 0.000214 65697 186770 307213 23473 4852 6196
Solyc02g068600.2.1 3.115282 2.060425 2.25E-06 3.34E-05 211 775 564 14 64 24
Solyc02g080310.2.1 3.11563 0.852345 0.000209 0.001691 55 233 344 9 12 17
Solyc04g072850.2.1 3.116064 3.024584 7.63E-08 1.68E-06 310 1456 1278 68 84 39
Solyc03g005030.2.1 3.119333 3.099299 4.14E-08 9.76E-07 617 1372 1090 28 90 76
Solyc01g073760.2.1 3.120253 1.793218 4.98E-07 8.96E-06 199 681 413 24 42 16
Solyc12g008980.1.1 3.12034 3.188511 4.54E-06 6.17E-05 928 998 1119 128 23 43
Solyc01g073750.2.1 3.123067 5.800468 7.42E-12 3.95E-10 3566 11354 6198 319 569 394
Solyc10g009170.1.1 3.12438 0.255063 0.000114 0.001012 134 188 81 9 16 3
Solyc11g065220.1.1 3.12654 -0.44108 0.001174 0.007269 58 126 68 2 15 1
Solyc06g008740.2.1 3.12705 2.652085 8.27E-06 0.000103 314 1127 892 13 123 27



Solyc09g010600.1.1 3.129405 -0.63077 0.000619 0.00423 42 71 94 5 7 2
Solyc08g078760.1.1 3.129633 2.262865 0.000336 0.002537 36 1576 471 39 59 17
Solyc02g092970.2.1 3.132235 1.301187 4.02E-05 0.000414 164 292 384 31 9 12
Solyc08g076650.2.1 3.137619 5.57912 1.51E-06 2.37E-05 883 11060 7186 173 669 307
Solyc03g112580.2.1 3.139716 2.426623 1.54E-07 3.12E-06 462 720 677 20 55 45
Solyc04g078470.2.1 3.140212 1.534802 4.95E-06 6.66E-05 158 404 459 27 17 18
Solyc05g015510.2.1 3.140407 5.059746 2.16E-14 1.74E-12 3134 5076 3571 187 375 212
Solyc05g008270.2.1 3.143763 2.613627 1.38E-07 2.85E-06 264 1112 912 48 71 25
Solyc02g090100.1.1 3.144281 4.08687 6.29E-10 2.23E-08 1634 2486 1831 190 162 46
Solyc07g045540.2.1 3.145452 2.952698 0.00031 0.002361 1268 487 589 130 36 7
Solyc11g071800.1.1 3.148329 3.360592 6.85E-08 1.54E-06 348 2105 1509 51 139 55
Solyc07g054210.2.1 3.148791 5.116909 7.63E-11 3.29E-09 4792 3378 3037 301 319 172
Solyc04g078520.2.1 3.149535 0.903116 3.16E-05 0.000336 271 166 144 12 20 10
Solyc03g118370.2.1 3.152109 2.007519 8.73E-05 0.000805 629 352 273 53 35 5
Solyc02g068140.2.1 3.152851 2.970536 7.72E-08 1.70E-06 752 959 959 91 68 21
Solyc07g041910.2.1 3.156344 6.08621 0.000754 0.00501 11156 2187 6592 1201 93 142
Solyc05g008350.2.1 3.157373 6.050193 1.22E-11 6.27E-10 4413 10554 9086 603 584 315
Solyc05g013380.2.1 3.161848 6.675891 0.000105 0.000947 20233 6321 3742 1505 405 301
Solyc05g013150.2.1 3.163115 1.640933 4.03E-07 7.41E-06 197 602 357 20 30 19
Solyc11g069990.1.1 3.168575 2.203669 5.17E-06 6.90E-05 233 946 573 12 82 20
Solyc01g007130.2.1 3.175113 2.68451 2.01E-05 0.000225 206 1215 1021 10 89 49
Solyc01g067460.1.1 3.176174 1.284808 3.10E-05 0.000329 313 283 200 31 16 6
Solyc07g062040.2.1 3.182476 0.096557 0.000736 0.004905 99 175 94 1 22 3
Solyc09g010220.2.1 3.184208 0.920476 9.37E-05 0.000855 276 167 146 21 17 4
Solyc10g045240.1.1 3.185213 2.416877 5.94E-06 7.81E-05 388 860 674 63 55 6
Solyc02g081600.2.1 3.186149 1.707044 0.001294 0.007889 102 677 476 2 81 5
Solyc03g119150.2.1 3.186495 3.77711 9.15E-06 0.000113 2426 1071 710 186 78 35
Solyc05g005950.2.1 3.187918 4.815294 7.40E-06 9.43E-05 2460 4990 2822 467 95 41
Solyc12g088840.1.1 3.192087 4.880487 5.32E-15 4.58E-13 2440 4871 3344 227 253 166
Solyc01g090330.1.1 3.192573 2.313475 0.00014 0.001204 49 996 887 19 46 41
Solyc01g097000.2.1 3.193502 0.75758 7.34E-05 0.000696 102 235 251 20 6 8
Solyc09g015080.2.1 3.195983 1.677711 1.95E-06 2.96E-05 154 460 529 19 27 22
Solyc08g082660.2.1 3.197371 1.317313 0.000491 0.003472 494 114 104 29 13 10
Solyc06g008030.2.1 3.199547 6.007559 3.05E-10 1.18E-08 8521 8343 4842 617 507 286
Solyc01g005870.1.1 3.200158 5.541988 6.04E-10 2.16E-08 4520 5757 5732 162 750 216
Solyc09g014520.2.1 3.206268 7.748634 0.001078 0.006748 48880 5961 4931 3280 777 483
Solyc04g009420.2.1 3.211271 0.767962 1.84E-05 0.000209 117 296 199 11 24 4
Solyc06g054240.2.1 3.211702 0.116009 0.000276 0.002141 60 164 154 10 13 1
Solyc12g042100.1.1 3.21354 -0.97653 0.001348 0.008177 61 69 29 5 4 1
Solyc07g007150.1.1 3.213803 2.892045 5.35E-10 1.93E-08 789 1028 745 50 66 44
Solyc11g069270.1.1 3.214677 5.076497 5.82E-14 4.30E-12 2720 5079 4261 270 227 211
Solyc05g053190.2.1 3.217453 2.104471 1.39E-06 2.21E-05 161 850 629 20 60 19
Solyc10g008740.2.1 3.217894 5.63952 2.80E-10 1.09E-08 5221 6123 5697 558 277 214
Solyc11g065320.1.1 3.218637 4.185434 5.80E-10 2.08E-08 744 3200 2894 93 227 94
Solyc11g073020.1.1 3.218943 3.884526 6.19E-09 1.79E-07 2179 1708 962 139 140 50
Solyc06g083040.2.1 3.219331 6.152717 1.81E-09 5.79E-08 4824 7803 11994 714 605 250
Solyc03g115200.2.1 3.220288 2.358999 0.00069 0.004637 68 755 1072 4 52 51
Solyc01g091530.2.1 3.220332 2.618021 2.41E-07 4.72E-06 402 742 992 46 28 48
Solyc02g079980.2.1 3.224798 2.259078 0.000138 0.001191 827 280 327 69 16 13
Solyc08g045780.2.1 3.227198 2.46407 2.47E-08 6.21E-07 358 929 728 25 52 40
Solyc03g093330.2.1 3.228109 0.630225 4.43E-05 0.000449 71 200 267 8 14 10
Solyc01g010970.2.1 3.228227 0.268863 0.001442 0.008662 49 241 157 0 20 7
Solyc03g078150.2.1 3.22903 2.500176 0.000309 0.002354 47 1951 505 20 37 55
Solyc09g083290.2.1 3.231808 4.179045 1.01E-10 4.28E-09 1619 3479 1613 111 268 51
Solyc06g036390.1.1 3.238216 1.601947 0.001413 0.008505 644 119 93 44 14 5
Solyc09g063130.2.1 3.239466 7.405717 0.000212 0.001713 31026 10582 9576 2768 464 260
Solyc01g094020.2.1 3.247262 3.394021 8.76E-05 0.000807 2072 493 502 141 62 20
Solyc02g070540.2.1 3.251683 3.158429 3.62E-06 5.04E-05 206 1432 1702 27 106 61
Solyc07g006870.2.1 3.255465 2.053392 1.11E-06 1.81E-05 139 937 555 32 40 17
Solyc05g005480.2.1 3.256713 4.60891 1.10E-13 7.77E-12 2193 4645 2200 215 182 115
Solyc09g091880.2.1 3.257853 1.118398 0.000228 0.001818 31 508 321 7 20 17
Solyc03g114450.2.1 3.258064 4.913965 4.61E-11 2.09E-09 1179 6615 4062 231 278 139
Solyc10g076790.1.1 3.25841 1.198738 0.00112 0.00699 268 293 207 0 15 28
Solyc02g090430.2.1 3.258489 6.142085 3.81E-05 0.000395 11779 4677 5254 1023 400 80
Solyc09g007380.2.1 3.259395 -0.72221 0.000666 0.004507 76 55 52 4 6 2
Solyc05g010710.1.1 3.262012 1.016166 2.07E-05 0.00023 192 244 245 4 28 12
Solyc11g042640.1.1 3.264628 5.030541 3.86E-07 7.13E-06 5449 2633 2132 403 166 103
Solyc11g010690.1.1 3.269843 3.510424 3.46E-11 1.61E-09 640 2170 1497 76 118 52
Solyc04g008060.2.1 3.276849 1.795351 7.51E-06 9.54E-05 237 542 468 5 44 25
Solyc03g118630.2.1 3.278501 -0.07498 0.00034 0.002556 84 142 96 1 8 9
Solyc02g080600.1.1 3.287526 2.170363 5.61E-08 1.28E-06 532 657 364 25 34 31
Solyc07g018140.2.1 3.288072 1.955634 4.10E-05 0.00042 562 422 276 54 12 10
Solyc06g053140.2.1 3.288824 4.230278 1.67E-10 6.71E-09 2117 2243 2016 193 149 54
Solyc06g071320.2.1 3.292116 -0.20246 0.000158 0.001327 68 180 65 7 4 5
Solyc06g073090.2.1 3.292147 7.438991 0.000565 0.003905 36915 7943 5427 2710 420 305
Solyc06g051200.2.1 3.296708 4.259642 1.25E-12 7.53E-11 1755 2949 2143 174 168 63
Solyc04g077780.2.1 3.29739 6.511209 5.53E-07 9.82E-06 15129 8249 5563 1080 533 255
Solyc05g009170.1.1 3.298216 1.244913 0.001305 0.007946 60 569 313 0 35 16
Solyc07g042190.2.1 3.302077 5.75809 9.50E-07 1.58E-05 1296 10398 9315 131 771 300
Solyc02g092220.1.1 3.303841 0.118631 0.001136 0.007076 54 176 156 0 17 6
Solyc03g006360.2.1 3.308309 2.913534 2.54E-05 0.000276 260 2738 360 66 90 11
Solyc05g009470.2.1 3.3087 5.492813 2.77E-13 1.86E-11 4336 5676 5612 288 526 167
Solyc09g074630.2.1 3.312534 -0.24917 0.000201 0.001632 38 116 135 7 6 3
Solyc11g009020.1.1 3.31303 2.44237 0.000131 0.001139 968 358 322 78 22 8



Solyc11g009060.1.1 3.313046 3.870581 5.44E-07 9.68E-06 2737 1150 609 128 109 61
Solyc11g007850.1.1 3.315115 4.613192 3.80E-07 7.05E-06 845 6075 3013 40 310 170
Solyc08g005560.2.1 3.317237 4.34774 3.14E-13 2.08E-11 1983 3463 1932 185 148 81
Solyc08g067970.2.1 3.317431 1.05589 8.02E-05 0.000749 57 323 380 10 10 18
Solyc08g078840.2.1 3.317859 0.03548 6.63E-05 0.000636 70 170 121 7 12 2
Solyc08g080780.2.1 3.318849 3.400184 9.95E-08 2.13E-06 1234 1148 1152 130 57 25
Solyc09g091060.2.1 3.31912 0.128688 0.000349 0.002611 27 201 175 4 7 9
Solyc02g067120.2.1 3.325626 3.043171 2.31E-10 9.08E-09 634 1671 810 68 57 39
Solyc03g083100.2.1 3.329167 4.463819 4.65E-15 4.04E-13 2096 3104 2580 159 178 109
Solyc04g064720.2.1 3.332063 3.739147 6.96E-11 3.03E-09 741 2203 2001 117 86 61
Solyc07g064160.2.1 3.333022 5.450157 1.50E-09 4.87E-08 2807 12422 2805 444 299 141
Solyc02g076980.2.1 3.335818 2.69734 2.06E-05 0.00023 591 1529 386 12 132 12
Solyc09g097780.2.1 3.339629 5.951618 2.81E-10 1.09E-08 5945 12254 4939 645 445 170
Solyc09g082760.2.1 3.344714 5.451984 4.22E-11 1.94E-09 2595 5467 7525 173 418 289
Solyc08g083130.2.1 3.344742 1.504028 2.69E-05 0.00029 133 902 164 25 29 5
Solyc12g040790.1.1 3.346787 1.883087 0.000117 0.001035 52 890 550 8 58 15
Solyc04g077510.2.1 3.349615 2.664569 0.001112 0.006946 89 1023 1283 1 85 46
Solyc03g013240.2.1 3.350707 2.007935 1.31E-06 2.10E-05 461 624 324 38 40 6
Solyc01g067290.2.1 3.353989 2.528445 9.43E-09 2.63E-07 463 745 812 50 34 27
Solyc07g063230.2.1 3.354234 3.539045 5.35E-09 1.57E-07 769 2011 1533 26 157 64
Solyc03g120640.2.1 3.355311 6.772407 0.000161 0.001351 20909 6436 5553 1654 262 169
Solyc06g072700.2.1 3.356742 1.108221 0.00016 0.001345 193 408 185 32 5 3
Solyc07g061800.2.1 3.358378 -0.4171 0.000541 0.003768 70 170 31 6 3 4
Solyc06g076220.2.1 3.358899 1.672261 1.95E-06 2.96E-05 121 481 563 17 24 20
Solyc03g033610.1.1 3.360554 -0.03348 0.000921 0.005932 88 135 107 0 18 3
Solyc09g031750.2.1 3.361233 4.995668 2.69E-15 2.44E-13 2697 5923 3259 220 327 115
Solyc02g080510.1.1 3.362182 4.691063 2.82E-05 0.000302 278 6561 3872 47 404 119
Solyc08g076820.2.1 3.36501 -0.70416 0.00158 0.009337 83 71 36 2 2 6
Solyc01g100530.2.1 3.366108 2.079751 4.30E-08 1.01E-06 254 754 564 35 32 16
Solyc09g074850.2.1 3.366689 -0.05835 0.000859 0.005586 116 73 107 13 2 2
Solyc11g068680.1.1 3.367378 1.510614 1.07E-05 0.000129 244 377 368 4 23 26
Solyc02g071210.2.1 3.367867 6.008803 4.62E-11 2.09E-09 2709 14631 8287 381 654 285
Solyc10g009270.2.1 3.370574 2.392516 3.77E-06 5.23E-05 126 1169 792 22 74 17
Solyc01g109040.2.1 3.370651 3.557104 0.001333 0.008095 2644 345 324 182 24 15
Solyc07g062550.2.1 3.371966 -0.06675 8.78E-05 0.000808 81 155 95 2 10 6
Solyc02g077910.2.1 3.372543 1.073398 1.41E-05 0.000164 110 406 273 4 28 11
Solyc10g083440.1.1 3.377003 1.320642 0.000759 0.005034 30 799 248 2 39 12
Solyc01g086920.2.1 3.379381 2.514718 1.04E-06 1.71E-05 741 574 563 67 30 13
Solyc02g084640.2.1 3.380213 2.879556 8.04E-06 0.000101 130 1877 1024 20 105 32
Solyc02g091140.2.1 3.384714 3.710026 1.04E-05 0.000126 128 2745 2342 44 130 84
Solyc11g007540.1.1 3.386357 0.883934 0.000208 0.001686 341 124 86 16 18 3
Solyc01g111310.2.1 3.390152 1.66361 0.000122 0.001071 168 463 513 1 47 18
Solyc02g091990.2.1 3.396737 1.580031 2.38E-07 4.66E-06 227 469 379 18 35 8
Solyc05g009330.2.1 3.397832 1.786892 6.54E-06 8.48E-05 85 606 616 15 28 22
Solyc10g009320.2.1 3.400766 -0.57394 0.001594 0.009402 87 97 34 0 10 3
Solyc07g062530.2.1 3.402506 -0.20713 0.000126 0.001101 36 196 95 5 8 3
Solyc11g007160.1.1 3.403213 0.94151 0.000343 0.002578 118 330 253 0 28 11
Solyc02g089880.2.1 3.404206 -0.20251 0.000136 0.001173 81 137 79 9 3 3
Solyc12g099650.1.1 3.406 5.642509 0.001616 0.009502 11482 1291 1241 775 94 52
Solyc07g061790.2.1 3.406128 4.55525 8.16E-10 2.84E-08 964 4891 3349 232 124 86
Solyc01g049880.2.1 3.409926 2.965359 9.35E-10 3.19E-08 902 950 812 61 71 23
Solyc01g096370.2.1 3.414775 3.772257 1.13E-09 3.78E-08 446 2966 2004 67 140 64
Solyc10g054840.1.1 3.417673 3.388434 0.000328 0.002488 2121 617 385 154 30 10
Solyc11g020960.1.1 3.418081 1.883033 0.000168 0.001402 45 471 832 13 57 9
Solyc04g057980.2.1 3.42163 1.456972 7.25E-05 0.000688 482 205 154 31 9 9
Solyc01g090560.2.1 3.42183 2.664241 2.01E-06 3.03E-05 138 1124 1167 27 80 23
Solyc03g120520.1.1 3.422081 0.099699 0.000384 0.002827 22 245 148 2 12 6
Solyc03g119930.1.1 3.425582 4.615237 1.09E-07 2.31E-06 2908 2905 2542 275 184 26
Solyc02g070220.2.1 3.42576 1.270139 1.95E-05 0.000219 112 409 370 6 12 23
Solyc09g008320.2.1 3.426746 1.335037 5.40E-06 7.17E-05 240 342 293 25 21 3
Solyc03g026210.2.1 3.429537 2.731658 4.83E-10 1.76E-08 534 984 865 45 39 37
Solyc09g008860.2.1 3.430234 -0.04254 0.000411 0.002997 48 103 175 9 2 5
Solyc11g007900.1.1 3.432734 5.16383 1.51E-12 8.97E-11 2327 5937 5043 119 426 176
Solyc05g024160.2.1 3.433951 1.228507 0.000648 0.004407 71 531 321 0 26 18
Solyc04g015750.2.1 3.435978 5.508019 1.54E-05 0.000178 8039 4476 2055 600 208 50
Solyc01g096220.2.1 3.436339 0.114422 0.001254 0.00768 43 172 173 0 7 11
Solyc06g084250.2.1 3.438451 1.964529 3.12E-08 7.61E-07 217 832 459 22 29 21
Solyc07g056250.2.1 3.440622 0.508193 8.18E-05 0.000762 57 343 158 4 22 3
Solyc07g006600.1.1 3.446673 -0.03415 6.47E-05 0.000623 67 177 106 2 8 7
Solyc04g082050.2.1 3.450023 2.567908 6.41E-06 8.33E-05 399 1248 634 4 84 32
Solyc09g065910.1.1 3.455369 6.055583 3.01E-06 4.29E-05 11529 5182 4175 821 265 130
Solyc03g098060.1.1 3.457635 0.747173 9.16E-06 0.000113 116 343 170 4 23 6
Solyc12g008900.1.1 3.460776 4.048253 1.19E-05 0.000142 1560 1916 2249 231 64 10
Solyc12g049510.1.1 3.464037 2.188583 2.93E-07 5.57E-06 317 698 637 31 13 32
Solyc01g066640.2.1 3.470488 -0.44674 0.000111 0.000991 81 99 61 4 7 2
Solyc09g091050.2.1 3.479797 4.394301 6.77E-15 5.76E-13 1415 3558 2860 123 202 78
Solyc02g078040.2.1 3.480157 1.585397 0.000147 0.001254 42 410 652 7 19 25
Solyc04g082000.2.1 3.480295 4.580704 0.001031 0.006505 5778 438 392 310 66 46
Solyc03g112390.2.1 3.480993 -0.54416 0.001069 0.006697 51 84 92 0 11 2
Solyc02g071700.2.1 3.485379 4.340884 6.64E-10 2.34E-08 704 3620 3453 104 234 63
Solyc04g005250.2.1 3.485856 2.284973 9.13E-07 1.52E-05 154 1358 524 18 61 17
Solyc06g050900.2.1 3.486637 0.964084 0.00115 0.007146 123 391 221 0 41 2
Solyc12g014030.1.1 3.486902 0.154596 3.96E-05 0.000409 108 102 150 9 6 4
Solyc12g007070.1.1 3.491798 3.577189 1.72E-12 1.01E-10 1064 1828 1416 98 70 46



Solyc08g083320.2.1 3.49229 7.551895 3.43E-10 1.30E-08 13098 44943 16716 1770 1098 548
Solyc07g056140.2.1 3.493166 5.976972 1.25E-06 2.01E-05 7693 9608 5001 831 206 84
Solyc10g079750.1.1 3.497637 0.65605 0.000121 0.001064 58 226 284 12 17 1
Solyc08g083230.1.1 3.500458 2.592509 5.04E-09 1.49E-07 272 1198 862 34 57 22
Solyc09g083150.2.1 3.502323 4.57146 5.30E-06 7.05E-05 3769 2073 1799 312 48 48
Solyc08g006690.1.1 3.505787 2.802049 4.71E-07 8.50E-06 1028 668 576 54 73 9
Solyc02g093420.2.1 3.51063 1.03731 6.03E-05 0.000588 314 209 136 2 19 15
Solyc10g084150.1.1 3.510913 1.89921 1.16E-05 0.000138 155 715 560 4 55 15
Solyc10g009290.1.1 3.510981 4.526061 4.24E-09 1.27E-07 653 3943 4231 79 242 113
Solyc05g013560.2.1 3.511088 3.601062 1.84E-08 4.77E-07 1841 1102 987 118 72 29
Solyc06g083070.2.1 3.513377 3.869806 1.23E-06 1.98E-05 2546 1075 948 147 107 19
Solyc06g065670.2.1 3.514973 2.584978 2.28E-08 5.79E-07 838 713 462 50 30 24
Solyc04g054370.1.1 3.518848 1.745479 3.62E-08 8.66E-07 281 497 419 23 17 17
Solyc02g064770.2.1 3.521236 5.148543 1.62E-16 1.73E-14 2983 7168 3381 210 321 129
Solyc07g018240.1.1 3.522543 1.518638 0.000345 0.002587 382 261 286 42 4 2
Solyc05g010240.2.1 3.522638 2.497269 1.95E-06 2.96E-05 919 396 450 47 50 9
Solyc07g006300.2.1 3.526299 2.865007 1.41E-07 2.90E-06 499 1591 746 10 97 34
Solyc05g025600.1.1 3.526481 4.854068 2.37E-06 3.49E-05 5091 2225 1766 350 85 61
Solyc09g009190.2.1 3.527261 5.409191 2.88E-14 2.25E-12 2635 7701 5786 159 423 206
Solyc06g006080.2.1 3.5308 6.05519 2.80E-14 2.21E-12 5577 9248 9050 303 509 366
Solyc08g075490.2.1 3.530959 4.515222 1.06E-11 5.49E-10 2758 3601 1792 210 130 65
Solyc10g008520.2.1 3.537919 6.605004 7.29E-11 3.16E-09 9189 13639 11936 884 667 216
Solyc03g115900.2.1 3.53852 4.431198 0.000226 0.001805 4883 609 643 263 90 26
Solyc05g008950.2.1 3.53948 2.85851 1.05E-05 0.000127 314 1736 873 4 100 36
Solyc05g005980.2.1 3.541151 1.950804 1.77E-06 2.73E-05 255 861 389 43 18 6
Solyc06g062460.2.1 3.543936 3.565464 1.31E-10 5.37E-09 456 2426 1768 64 107 45
Solyc11g072120.1.1 3.544542 1.487915 5.31E-07 9.48E-06 112 659 345 13 20 15
Solyc12g055840.1.1 3.551023 4.468355 8.80E-14 6.39E-12 2995 2561 1929 122 183 92
Solyc09g074840.2.1 3.551677 0.283259 0.00036 0.002677 43 276 153 10 12 0
Solyc11g012130.1.1 3.552873 2.745131 3.75E-06 5.21E-05 98 1911 849 53 45 20
Solyc07g044860.2.1 3.553004 8.421067 0.000326 0.002474 69841 16943 15480 4841 620 312
Solyc01g080910.2.1 3.56357 4.728182 4.14E-14 3.14E-12 1529 4117 4199 147 244 92
Solyc12g038160.1.1 3.563819 2.325907 3.98E-07 7.31E-06 148 1123 734 15 48 26
Solyc07g006570.2.1 3.564864 5.955842 1.60E-10 6.49E-09 2212 10080 11274 392 410 272
Solyc06g074090.2.1 3.564994 3.524862 7.56E-05 0.000711 54 3780 1298 27 117 63
Solyc01g096320.2.1 3.569408 3.255776 0.000394 0.002892 88 4249 312 37 146 11
Solyc03g114160.1.1 3.57185 1.782945 7.82E-05 0.000732 82 1213 240 6 54 8
Solyc12g088320.1.1 3.577766 0.850567 6.38E-06 8.30E-05 264 163 148 12 14 5
Solyc09g048980.2.1 3.583148 -0.40691 0.000121 0.001066 39 99 120 2 6 4
Solyc02g055440.2.1 3.583885 3.413294 8.76E-06 0.000109 1766 958 699 132 35 12
Solyc09g075360.2.1 3.585657 2.206092 1.35E-05 0.000158 543 642 423 59 12 5
Solyc03g031840.2.1 3.590919 3.163463 3.95E-10 1.47E-08 478 1832 1178 26 74 53
Solyc01g109370.2.1 3.594628 1.318203 6.09E-06 7.97E-05 103 486 367 24 14 4
Solyc09g008380.2.1 3.594785 0.572441 0.001435 0.008625 45 99 354 1 4 16
Solyc05g007510.2.1 3.594795 6.083453 4.29E-14 3.25E-12 4582 13901 7832 272 660 284
Solyc06g054570.1.1 3.599559 1.744772 0.000127 0.001111 566 395 137 42 5 6
Solyc03g123410.1.1 3.59973 0.912825 1.17E-05 0.00014 270 170 163 16 13 3
Solyc10g005690.2.1 3.599799 0.454972 0.00018 0.001485 152 166 142 0 17 7
Solyc04g072310.2.1 3.600935 1.292384 2.65E-07 5.11E-06 176 485 264 9 28 7
Solyc10g078610.1.1 3.601985 -0.97797 0.000973 0.006191 80 39 29 1 5 2
Solyc06g073540.2.1 3.604393 5.183945 6.25E-11 2.74E-09 4566 5647 2730 347 161 97
Solyc02g069460.2.1 3.607008 6.800041 9.87E-06 0.000121 19637 7427 7711 1357 270 187
Solyc05g024260.2.1 3.609226 5.034914 2.11E-06 3.16E-05 1419 11088 1989 390 92 54
Solyc12g006520.1.1 3.618637 2.323643 1.25E-06 2.01E-05 150 1311 614 10 59 21
Solyc01g106910.2.1 3.620282 3.983803 6.16E-14 4.54E-12 1285 3331 1498 81 161 43
Solyc07g049440.2.1 3.622841 3.133952 6.62E-10 2.34E-08 783 2226 495 58 70 24
Solyc02g083810.2.1 3.631081 7.31999 1.18E-07 2.47E-06 27716 12210 10684 1506 729 397
Solyc03g062660.2.1 3.637323 0.102922 7.30E-05 0.000693 42 171 176 2 9 6
Solyc04g071650.2.1 3.641633 5.589257 1.70E-11 8.46E-10 1624 10220 7389 206 419 201
Solyc02g069110.2.1 3.644242 4.186942 3.70E-08 8.83E-07 461 2293 3977 54 180 82
Solyc04g005380.2.1 3.650058 1.224048 6.40E-06 8.32E-05 101 767 139 17 15 6
Solyc11g008530.1.1 3.652042 4.848195 1.91E-09 6.12E-08 5174 2748 1354 150 151 154
Solyc01g105680.2.1 3.652659 4.412239 4.67E-16 4.61E-14 1779 3910 2337 95 212 67
Solyc08g065970.2.1 3.655887 3.448728 8.81E-14 6.39E-12 1068 1645 1227 56 96 35
Solyc10g054900.1.1 3.664818 -0.79449 0.001207 0.007439 12 103 92 1 3 4
Solyc08g069230.2.1 3.667972 -0.06464 0.001454 0.008719 154 48 80 8 0 5
Solyc10g055770.1.1 3.67351 1.51152 1.94E-07 3.87E-06 140 571 388 10 17 17
Solyc02g005180.2.1 3.679412 2.257816 4.32E-08 1.01E-06 505 782 445 28 50 6
Solyc01g009080.2.1 3.681257 2.516205 4.04E-05 0.000416 1185 309 216 58 24 9
Solyc07g019650.2.1 3.681615 3.076983 1.27E-09 4.17E-08 426 1736 1145 19 78 43
Solyc01g094790.2.1 3.687658 5.413444 3.34E-07 6.26E-06 1573 9216 6297 35 497 209
Solyc08g067330.1.1 3.689778 1.686749 0.000444 0.003201 752 54 87 18 13 17
Solyc01g058320.2.1 3.691055 2.54578 9.77E-09 2.71E-07 420 1059 725 18 75 12
Solyc12g008830.1.1 3.69433 1.402304 0.000101 0.000913 141 580 314 0 35 11
Solyc07g065860.2.1 3.697834 -0.1396 0.000609 0.004168 26 167 144 0 9 5
Solyc03g044480.2.1 3.697972 2.497554 7.42E-11 3.21E-09 491 1099 547 34 39 18
Solyc06g068440.2.1 3.698796 3.984888 3.48E-10 1.32E-08 461 3713 2298 53 128 76
Solyc02g068760.2.1 3.701114 3.578812 1.75E-05 0.000199 2307 663 668 130 51 10
Solyc12g098370.1.1 3.701514 2.37747 7.42E-07 1.27E-05 190 1106 766 8 65 18
Solyc07g019430.1.1 3.710909 0.743082 1.20E-06 1.94E-05 198 246 137 8 15 4
Solyc06g050840.2.1 3.71392 1.138555 0.000158 0.001327 149 386 283 0 35 5
Solyc03g083050.2.1 3.720598 -0.98354 0.000691 0.004646 44 93 37 5 2 0
Solyc08g061980.2.1 3.725947 3.598146 0.000128 0.001114 209 2354 2246 2 125 71
Solyc01g006690.2.1 3.727107 2.713965 8.77E-08 1.90E-06 705 1019 639 66 15 16



Solyc09g097890.2.1 3.732064 -0.89663 0.000384 0.002829 44 70 63 3 5 0
Solyc03g005900.2.1 3.733525 1.454006 1.65E-07 3.33E-06 392 294 221 15 17 10
Solyc10g078770.1.1 3.736547 1.846932 2.79E-05 0.0003 191 1301 110 27 29 3
Solyc04g016290.2.1 3.738842 1.616266 6.89E-08 1.54E-06 369 422 276 7 26 15
Solyc11g012040.1.1 3.741064 0.622066 0.000255 0.002004 24 306 268 1 18 6
Solyc09g075900.2.1 3.742363 1.129561 4.50E-07 8.15E-06 169 374 261 5 13 14
Solyc02g071610.2.1 3.746251 3.380765 4.29E-11 1.97E-09 1497 1362 725 62 78 27
Solyc07g052980.2.1 3.752437 4.809809 5.23E-17 5.90E-15 2321 3504 4204 129 184 120
Solyc02g079950.2.1 3.760131 7.717123 0.000173 0.001435 43237 9346 10455 2600 281 199
Solyc05g014560.2.1 3.761378 -1.0978 0.000604 0.004139 51 49 45 4 1 1
Solyc01g098640.2.1 3.763105 4.287354 1.15E-11 5.91E-10 2239 2607 2046 170 82 43
Solyc07g041720.1.1 3.7771 2.115552 1.73E-06 2.67E-05 805 250 271 30 23 12
Solyc01g005990.2.1 3.784606 2.139683 3.83E-07 7.08E-06 543 578 410 42 19 5
Solyc09g059550.1.1 3.795095 -0.90849 0.00052 0.003634 63 33 63 4 2 1
Solyc02g030200.1.1 3.799002 -0.42498 0.000253 0.001985 52 156 66 0 5 5
Solyc10g006230.2.1 3.802613 7.563578 0.000555 0.003849 40225 6981 8751 2397 168 119
Solyc07g007280.2.1 3.802664 -0.04691 5.26E-05 0.000521 146 79 76 2 8 4
Solyc02g068060.2.1 3.811522 2.239373 2.70E-10 1.05E-08 504 665 509 17 30 22
Solyc02g070950.1.1 3.820842 2.248872 0.000507 0.003561 1137 136 76 47 12 8
Solyc03g031760.2.1 3.826362 2.798551 2.51E-11 1.21E-09 542 1329 787 34 61 14
Solyc10g007120.2.1 3.832585 2.217774 2.96E-10 1.15E-08 346 703 659 22 35 13
Solyc02g083120.1.1 3.833179 2.328569 2.14E-09 6.76E-08 236 1087 673 15 37 22
Solyc11g008040.1.1 3.834441 -0.77244 0.000754 0.00501 44 58 87 5 0 2
Solyc07g043660.2.1 3.8349 0.623606 0.000107 0.000954 40 334 232 1 7 12
Solyc08g062370.2.1 3.843334 -0.89048 0.000115 0.001017 38 89 59 3 3 1
Solyc12g006460.1.1 3.849667 4.455414 1.35E-09 4.43E-08 506 6374 2625 60 163 100
Solyc07g066150.1.1 3.850289 7.007177 0.000404 0.002948 28124 4509 5235 1550 173 67
Solyc01g096360.2.1 3.858269 3.720019 1.71E-12 1.00E-10 750 2524 1850 30 116 53
Solyc04g081810.2.1 3.85928 0.030002 0.00053 0.003706 182 92 42 0 11 4
Solyc06g082950.2.1 3.870273 6.255172 0.000181 0.001492 16870 2977 2723 873 122 56
Solyc01g095530.2.1 3.870876 1.101042 1.25E-06 2.01E-05 306 301 130 14 14 3
Solyc04g008330.1.1 3.872194 2.984676 8.02E-07 1.36E-05 260 1456 1379 75 29 8
Solyc07g055930.2.1 3.874478 2.629534 1.59E-05 0.000183 155 1680 788 2 64 28
Solyc12g098600.1.1 3.881159 2.566473 1.47E-07 3.01E-06 639 737 703 57 13 10
Solyc05g026100.1.1 3.887505 -0.83916 0.00059 0.004058 22 118 66 0 4 3
Solyc10g018300.1.1 3.902273 6.543035 5.18E-08 1.20E-06 14273 11451 6232 860 332 109
Solyc06g074970.1.1 3.914171 2.308084 2.94E-08 7.22E-07 216 1091 677 8 34 26
Solyc01g091230.2.1 3.918976 0.774463 2.63E-07 5.07E-06 114 285 232 5 11 7
Solyc11g008480.1.1 3.927107 -0.35833 0.000272 0.002117 109 90 53 7 3 0
Solyc04g009980.2.1 3.93005 -0.47502 0.000396 0.002901 24 104 127 0 5 4
Solyc03g093540.1.1 3.931579 1.950198 3.84E-07 7.10E-06 161 1114 366 5 26 21
Solyc03g005770.1.1 3.934152 5.451283 2.17E-06 3.24E-05 8820 1776 2594 394 116 72
Solyc06g053210.2.1 3.934682 -1.11084 0.000567 0.003922 58 59 30 0 5 1
Solyc07g014590.2.1 3.93676 2.938281 3.36E-08 8.09E-07 160 1727 1253 20 56 31
Solyc02g071380.2.1 3.94832 2.016581 0.000172 0.001428 716 560 98 19 44 0
Solyc03g025390.2.1 3.951468 4.545091 1.12E-12 6.80E-11 988 5056 3372 155 92 63
Solyc12g062250.1.1 3.957561 2.561601 1.59E-09 5.15E-08 611 917 623 45 27 8
Solyc06g068620.2.1 3.966737 2.344341 2.15E-08 5.49E-07 316 747 820 6 44 21
Solyc08g079240.2.1 3.967435 3.605328 6.93E-11 3.02E-09 1539 1593 1147 85 26 41
Solyc01g100770.2.1 3.977281 4.67403 1.93E-11 9.54E-10 1984 3650 3777 186 141 27
Solyc08g066840.2.1 3.978708 5.427164 2.42E-06 3.55E-05 662 10351 7028 28 422 172
Solyc07g008570.2.1 3.981666 4.13036 8.74E-09 2.45E-07 270 4754 2504 63 137 47
Solyc05g043330.2.1 3.993673 -0.27072 0.000458 0.00328 136 83 41 5 0 4
Solyc01g008930.2.1 3.995355 1.226089 1.35E-07 2.80E-06 103 554 286 6 14 10
Solyc10g009580.2.1 3.998795 1.458729 8.15E-06 0.000102 411 408 138 25 8 2
Solyc08g080050.2.1 4.003847 5.182766 8.82E-07 1.48E-05 6227 3094 2512 350 91 27
Solyc08g075100.2.1 4.012093 3.317347 9.20E-14 6.66E-12 754 1781 1265 34 40 49
Solyc03g005960.2.1 4.036369 1.865218 6.89E-06 8.84E-05 40 672 730 8 30 11
Solyc05g006440.2.1 4.036609 4.169053 8.13E-13 5.03E-11 1865 2415 2192 129 78 26
Solyc02g070800.2.1 4.042215 6.390985 8.67E-11 3.70E-09 12793 7605 7555 574 358 148
Solyc07g043480.1.1 4.043158 1.536537 2.06E-06 3.09E-05 74 919 279 20 11 5
Solyc06g051460.2.1 4.046695 1.951846 9.84E-06 0.00012 258 645 554 0 28 21
Solyc01g099560.2.1 4.050677 -0.09135 5.59E-06 7.39E-05 55 184 112 2 5 4
Solyc07g043390.2.1 4.056443 6.044005 3.86E-12 2.14E-10 3663 20161 4845 400 261 164
Solyc04g079560.2.1 4.056645 1.159312 0.000173 0.001435 65 361 424 0 30 3
Solyc03g117800.2.1 4.063265 3.97003 3.18E-09 9.70E-08 349 5528 1310 43 105 55
Solyc07g043400.1.1 4.068589 3.087766 1.07E-09 3.58E-08 482 2441 696 46 59 9
Solyc03g115540.1.1 4.070578 3.045503 1.20E-13 8.46E-12 997 1349 672 33 48 24
Solyc11g006230.1.1 4.071025 -0.38967 0.000517 0.003619 64 214 23 0 9 1
Solyc05g011890.1.1 4.072839 2.607122 7.14E-08 1.58E-06 178 2011 533 11 51 19
Solyc03g005760.1.1 4.072887 7.055359 1.02E-10 4.32E-09 22014 9696 11383 727 733 262
Solyc01g095930.2.1 4.074268 -0.18025 0.000578 0.003984 22 215 113 0 2 7
Solyc06g005220.2.1 4.076027 -0.97422 0.000319 0.002424 22 113 54 0 5 1
Solyc01g009260.1.1 4.077162 -0.84089 0.000866 0.005625 10 96 96 0 3 3
Solyc04g054740.2.1 4.090399 5.162076 6.29E-06 8.20E-05 6385 3366 2010 356 43 25
Solyc11g071240.1.1 4.097948 -0.56522 0.000239 0.001897 111 53 41 3 1 3
Solyc01g058170.2.1 4.106283 -0.09936 2.99E-06 4.27E-05 66 133 131 3 6 2
Solyc01g098500.2.1 4.107301 4.110766 5.61E-14 4.15E-12 679 3406 2806 63 114 44
Solyc04g082010.1.1 4.107777 6.80284 0.001078 0.006751 27814 1982 1951 1156 101 49
Solyc10g078260.1.1 4.108454 2.599757 9.54E-12 4.98E-10 335 1468 677 26 28 19
Solyc03g119960.2.1 4.109292 1.690627 4.09E-06 5.61E-05 121 630 519 1 19 18
Solyc08g074650.2.1 4.111847 3.091458 3.96E-08 9.37E-07 406 954 1750 65 28 10
Solyc10g078250.1.1 4.114974 0.798922 7.89E-07 1.34E-05 76 360 245 10 9 2
Solyc07g053200.2.1 4.11637 2.94033 1.66E-11 8.32E-10 327 1685 1096 30 52 16



Solyc01g079470.2.1 4.117295 3.233969 9.93E-10 3.37E-08 1181 780 1203 17 94 18
Solyc01g090730.2.1 4.124022 -0.18563 0.000122 0.001074 29 145 150 0 6 4
Solyc03g020070.2.1 4.138379 3.739299 0.000455 0.003267 3167 377 335 135 13 5
Solyc09g008670.2.1 4.143219 12.14973 6.11E-07 1.07E-05 166195 442270 1049170 37666 8923 5891
Solyc01g079620.2.1 4.147631 -0.07074 6.14E-05 0.000596 75 210 76 0 4 6
Solyc02g065780.1.1 4.149943 0.234878 7.53E-05 0.000709 23 207 219 2 12 1
Solyc06g082940.2.1 4.165186 7.314979 3.26E-05 0.000346 29546 9208 11388 1555 139 94
Solyc08g081890.2.1 4.167646 1.781889 4.59E-07 8.29E-06 319 509 427 1 33 10
Solyc01g087770.2.1 4.170899 1.371105 7.70E-05 0.000723 603 75 66 5 15 10
Solyc03g093180.1.1 4.172824 -2.1603 0.00158 0.009337 18 35 15 0 2 0
Solyc04g077570.1.1 4.194787 -0.39125 2.65E-05 0.000286 104 54 79 3 3 2
Solyc10g009380.2.1 4.195264 1.368904 1.41E-05 0.000165 41 660 384 9 23 1
Solyc10g006900.2.1 4.196941 4.401009 2.85E-08 7.01E-07 4304 1264 1003 135 67 38
Solyc03g112760.2.1 4.205957 3.919618 1.11E-14 9.24E-13 1076 2297 2316 29 118 40
Solyc06g068040.2.1 4.220516 2.499443 7.32E-11 3.17E-09 531 555 889 12 39 16
Solyc10g076710.1.1 4.225869 3.809206 5.41E-11 2.42E-09 398 2964 2355 27 100 41
Solyc05g056050.2.1 4.228751 3.994865 0.000109 0.000976 3996 172 331 112 46 20
Solyc12g008580.1.1 4.247702 0.501621 6.21E-06 8.11E-05 59 307 193 1 14 2
Solyc03g019790.2.1 4.250823 1.272365 9.98E-09 2.77E-07 249 388 246 14 8 4
Solyc04g016220.2.1 4.251095 1.700357 7.26E-09 2.08E-07 326 521 350 16 20 2
Solyc08g076980.2.1 4.259777 3.651878 6.01E-09 1.75E-07 258 1366 3060 41 62 37
Solyc07g053630.2.1 4.267946 4.543895 8.63E-18 1.06E-15 1143 5097 3242 72 116 71
Solyc07g052950.2.1 4.273882 -0.61935 0.000985 0.006265 24 155 73 6 0 0
Solyc10g012050.2.1 4.275822 3.617643 1.14E-10 4.73E-09 305 2112 2429 43 73 25
Solyc01g096280.1.1 4.276743 0.574194 1.05E-05 0.000127 70 331 189 0 13 4
Solyc02g077720.2.1 4.281936 1.388013 3.23E-09 9.82E-08 142 655 276 9 12 7
Solyc08g005770.2.1 4.301096 -0.48458 0.000626 0.004271 14 53 174 0 4 3
Solyc10g055520.1.1 4.306525 -0.91831 8.03E-05 0.00075 45 75 59 0 3 2
Solyc01g006330.2.1 4.308536 1.431532 0.000454 0.00326 616 96 78 24 2 1
Solyc03g113060.2.1 4.325773 3.753059 8.52E-17 9.38E-15 844 2248 2091 43 48 47
Solyc03g044590.2.1 4.327254 -0.33313 0.000158 0.001334 28 184 98 0 2 5
Solyc10g080340.1.1 4.366076 -0.59803 5.16E-05 0.000513 44 104 86 0 3 3
Solyc02g071020.2.1 4.376267 6.186242 9.16E-06 0.000113 14252 5334 3745 609 71 36
Solyc06g019170.2.1 4.381516 2.93632 2.37E-06 3.49E-05 42 2754 782 30 36 14
Solyc07g051820.2.1 4.385191 4.043399 1.63E-07 3.29E-06 213 4540 2448 15 136 37
Solyc09g014740.2.1 4.387049 2.828853 2.97E-14 2.32E-12 550 1595 707 19 43 14
Solyc09g074450.1.1 4.420977 0.185008 0.00021 0.001696 73 265 109 10 0 0
Solyc08g005960.1.1 4.425087 3.427516 4.45E-08 1.04E-06 976 1295 1619 6 20 66
Solyc02g077430.2.1 4.431682 5.324008 3.88E-15 3.43E-13 4144 6224 4564 174 221 33
Solyc02g081920.2.1 4.433707 3.392092 2.80E-09 8.65E-08 302 2375 1680 13 89 16
Solyc06g008500.2.1 4.43816 0.195172 0.000203 0.001651 100 129 167 10 0 0
Solyc08g077060.2.1 4.44547 1.521877 2.34E-07 4.58E-06 280 472 316 10 21 0
Solyc02g077420.2.1 4.485108 5.168356 2.07E-18 2.70E-16 3674 4317 4982 110 213 49
Solyc10g086250.1.1 4.491632 2.445215 0.000783 0.005167 7 1586 823 0 43 14
Solyc04g015620.2.1 4.492437 2.814376 6.00E-05 0.000585 1779 133 102 39 14 11
Solyc02g076690.2.1 4.500927 6.112398 1.60E-08 4.22E-07 14684 3950 2942 351 165 120
Solyc07g005680.2.1 4.511724 0.165004 4.51E-05 0.000456 25 181 218 0 6 4
Solyc01g107730.2.1 4.514322 -0.10843 1.02E-05 0.000125 37 110 183 1 4 3
Solyc10g086580.1.1 4.518061 8.715515 3.14E-05 0.000334 100761 14782 9588 2982 555 264
Solyc05g012510.2.1 4.521104 5.230971 2.48E-14 1.97E-12 1040 7969 6477 111 150 91
Solyc12g013710.1.1 4.547998 2.800039 1.43E-06 2.26E-05 1394 450 356 47 9 5
Solyc06g048620.2.1 4.549141 0.769264 6.05E-06 7.93E-05 72 333 263 11 4 0
Solyc02g030170.2.1 4.553415 6.653019 2.45E-20 4.20E-18 9270 17425 11889 209 470 262
Solyc12g011450.1.1 4.564176 6.484641 0.000115 0.00102 22764 2133 1108 606 155 39
Solyc06g049030.2.1 4.565543 2.073684 2.94E-06 4.21E-05 182 1074 514 0 38 6
Solyc04g005070.2.1 4.573834 2.865543 2.01E-07 4.00E-06 84 2274 926 9 50 13
Solyc10g084950.1.1 4.580315 2.033282 1.89E-12 1.11E-10 382 625 513 13 11 11
Solyc10g018780.1.1 4.585288 -0.22553 2.47E-05 0.000269 31 170 127 0 4 3
Solyc09g065620.2.1 4.599663 6.470767 1.95E-07 3.89E-06 537 15162 20101 179 487 174
Solyc10g047110.1.1 4.602582 0.414076 0.001 0.006336 328 17 26 6 6 0
Solyc12g062500.1.1 4.602996 0.244054 0.000254 0.001997 257 38 49 7 3 0
Solyc09g011080.2.1 4.623361 0.388778 7.92E-06 9.97E-05 250 136 37 4 5 2
Solyc02g070990.1.1 4.627307 1.776102 0.000316 0.002403 893 61 16 14 7 7
Solyc02g064690.2.1 4.631031 2.489809 4.06E-09 1.22E-07 464 1177 587 6 48 3
Solyc02g068170.1.1 4.635161 -0.04544 0.000144 0.001233 202 57 31 0 5 3
Solyc02g064720.2.1 4.638804 0.404525 3.26E-05 0.000345 36 461 95 0 10 2
Solyc02g037550.2.1 4.642648 0.879478 0.000191 0.001567 8 531 262 0 8 7
Solyc06g068160.2.1 4.650846 0.033875 0.00024 0.001905 199 126 9 3 6 0
Solyc05g056070.2.1 4.662335 6.367437 7.08E-07 1.22E-05 16405 4377 5242 519 141 33
Solyc03g117690.2.1 4.665365 2.396914 4.13E-12 2.27E-10 297 1211 652 16 26 5
Solyc02g090030.2.1 4.671316 6.763163 6.05E-11 2.66E-09 17641 11554 8106 577 209 112
Solyc12g006470.1.1 4.679528 6.170547 4.85E-10 1.76E-08 5728 18174 6082 431 118 44
Solyc05g015800.2.1 4.682449 3.563679 6.38E-06 8.30E-05 51 1813 2830 13 92 11
Solyc02g070380.1.1 4.70073 -1.01797 0.001439 0.008642 93 30 20 0 0 3
Solyc11g069980.1.1 4.704918 -0.82736 6.14E-05 0.000596 55 53 75 3 1 0
Solyc05g050370.1.1 4.705002 -1.58972 0.000514 0.003606 16 66 34 2 0 0
Solyc03g093700.1.1 4.706091 -1.51479 0.000867 0.005632 17 55 46 0 0 2
Solyc06g005070.1.1 4.71997 0.872107 1.70E-06 2.63E-05 231 340 108 9 0 4
Solyc10g006530.2.1 4.720528 0.673474 0.000338 0.002548 341 46 82 11 1 0
Solyc02g077140.2.1 4.73613 -0.46516 2.10E-05 0.000232 67 110 79 0 6 0
Solyc03g046580.1.1 4.739099 -0.36201 0.000245 0.001936 157 17 48 3 3 0
Solyc04g050930.2.1 4.746286 2.010424 3.01E-08 7.36E-07 199 792 617 22 9 1
Solyc07g063910.2.1 4.749588 2.537837 0.000197 0.001606 611 1705 137 42 0 1
Solyc01g021730.2.1 4.753984 -2.3308 0.001467 0.008781 9 45 11 0 1 0



Solyc02g080200.2.1 4.76339 0.687872 3.10E-06 4.40E-05 260 135 130 0 6 6
Solyc11g008630.1.1 4.76434 3.081568 2.41E-11 1.17E-09 1138 1010 848 18 54 4
Solyc12g094720.1.1 4.775088 1.560752 3.38E-10 1.28E-08 355 385 313 3 9 10
Solyc03g114310.2.1 4.776484 0.431342 1.52E-06 2.39E-05 64 255 204 0 9 2
Solyc07g045080.2.1 4.785121 0.993577 0.000344 0.00258 449 47 85 13 0 1
Solyc02g067360.2.1 4.794994 1.722171 5.37E-09 1.57E-07 305 581 369 6 2 14
Solyc09g083440.2.1 4.803825 10.55987 3.74E-08 8.89E-07 21867 156851 393792 5743 2276 2951
Solyc12g010550.1.1 4.810781 2.24507 1.56E-06 2.43E-05 54 1540 565 2 14 18
Solyc01g097770.2.1 4.811937 5.107389 6.80E-15 5.76E-13 1609 9373 3913 137 110 27
Solyc03g043740.2.1 4.812077 0.792992 7.31E-07 1.25E-05 318 136 101 7 5 1
Solyc10g055730.1.1 4.817547 1.189657 1.19E-10 4.94E-09 201 344 300 4 8 5
Solyc12g042180.1.1 4.823783 -0.4254 7.30E-05 0.000693 149 56 21 1 2 2
Solyc06g054130.1.1 4.845318 -1.49385 0.000462 0.003307 48 33 26 2 0 0
Solyc03g119540.2.1 4.848743 4.663975 1.44E-24 4.01E-22 2045 5192 2894 42 87 61
Solyc04g014530.1.1 4.864668 2.987002 3.07E-13 2.04E-11 331 1511 1345 21 14 20
Solyc01g087780.2.1 4.876759 4.850983 3.16E-09 9.66E-08 5662 2102 1599 144 35 25
Solyc07g042630.2.1 4.882776 3.176566 7.00E-12 3.74E-10 345 3050 734 25 37 8
Solyc12g008800.1.1 4.892231 2.667166 5.42E-13 3.46E-11 736 828 738 26 15 5
Solyc03g083510.2.1 4.898792 -1.12576 4.84E-05 0.000484 25 73 63 0 3 0
Solyc10g008720.2.1 4.902065 1.887767 8.29E-09 2.35E-07 209 627 601 19 3 3
Solyc02g077980.1.1 4.909808 0.580979 8.39E-07 1.42E-05 69 412 148 0 5 5
Solyc05g009270.2.1 4.921149 -1.5485 8.86E-05 0.000814 26 47 39 0 2 0
Solyc03g122360.2.1 4.940298 2.06114 1.28E-05 0.000151 42 1030 714 0 11 16
Solyc02g064940.1.1 4.940814 4.970985 9.17E-18 1.11E-15 2735 5918 3677 22 148 65
Solyc02g071010.1.1 4.94487 5.482231 0.000841 0.005484 12089 181 354 266 19 13
Solyc02g066920.2.1 4.950008 0.590728 0.000354 0.002635 367 46 22 6 0 3
Solyc02g020940.2.1 4.957067 5.172257 6.87E-21 1.30E-18 4635 4663 3752 96 137 34
Solyc01g110180.2.1 4.972991 -0.06982 4.21E-05 0.00043 23 193 159 0 7 0
Solyc02g065530.2.1 4.989519 -0.249 2.12E-05 0.000235 127 71 73 0 6 0
Solyc03g005780.1.1 4.996771 5.399715 0.000439 0.003164 11498 272 185 224 38 15
Solyc05g008300.1.1 4.999934 -0.38993 4.39E-05 0.000445 85 86 86 0 0 4
Solyc02g081340.2.1 5.002807 1.726745 3.82E-05 0.000396 4 1298 292 8 12 3
Solyc10g007690.2.1 5.012367 7.137348 2.41E-08 6.09E-07 31820 6667 5087 558 224 141
Solyc11g045530.1.1 5.013548 -1.25217 0.000537 0.003745 16 49 76 0 0 2
Solyc06g083900.2.1 5.017023 0.973334 9.87E-07 1.63E-05 31 251 462 5 3 4
Solyc11g010340.1.1 5.018216 -2.02611 0.00096 0.006123 17 24 32 0 0 1
Solyc08g083360.2.1 5.023526 3.969666 4.87E-08 1.13E-06 3310 665 889 69 30 6
Solyc08g066630.2.1 5.049473 -2.12312 0.000337 0.002538 22 27 19 0 1 0
Solyc08g006830.2.1 5.064251 1.334052 2.38E-11 1.15E-09 281 392 258 3 8 5
Solyc02g063150.2.1 5.105696 7.824537 0.00028 0.002169 58368 4666 3369 1262 67 30
Solyc05g009500.2.1 5.116688 0.864655 8.24E-06 0.000103 146 337 216 0 0 9
Solyc02g085020.2.1 5.131268 1.578014 0.000466 0.003329 0 1210 243 9 9 1
Solyc01g102720.2.1 5.140013 1.045825 1.41E-07 2.90E-06 237 258 241 10 2 0
Solyc05g026490.2.1 5.151976 0.812448 0.000109 0.000974 431 44 34 2 10 0
Solyc05g010060.2.1 5.153127 -1.91214 0.000495 0.003489 16 39 30 0 0 1
Solyc08g075880.2.1 5.158398 1.585603 2.84E-12 1.61E-10 232 551 386 5 12 2
Solyc11g072310.1.1 5.1794 0.165517 0.001242 0.007619 0 236 219 0 6 1
Solyc07g043460.2.1 5.179936 4.323027 3.21E-05 0.000341 391 6526 2298 107 1 4
Solyc01g090760.2.1 5.182954 -0.8322 3.48E-05 0.000365 93 58 27 1 2 0
Solyc12g005020.1.1 5.197839 -0.33514 0.000856 0.005567 184 28 15 4 0 0
Solyc10g083860.1.1 5.198277 -0.69249 9.63E-06 0.000118 72 100 44 0 1 2
Solyc09g065800.2.1 5.212244 -1.3568 0.00137 0.00829 77 35 3 0 2 0
Solyc10g055790.1.1 5.212674 -0.86048 1.88E-05 0.000212 62 43 71 0 3 0
Solyc07g006550.2.1 5.21421 -1.16029 0.000121 0.001064 44 101 18 2 0 0
Solyc09g075240.1.1 5.21827 -1.86612 0.00038 0.002802 22 33 30 0 0 1
Solyc04g009880.1.1 5.232361 -1.98006 0.000212 0.001712 26 25 24 0 1 0
Solyc12g096490.1.1 5.261434 -0.06695 4.39E-06 5.97E-05 168 89 51 0 3 2
Solyc03g116730.2.1 5.323196 3.377047 0.000825 0.005396 2879 18 27 42 5 6
Solyc08g061560.2.1 5.335251 2.421645 4.57E-12 2.50E-10 297 1020 831 15 14 1
Solyc06g009190.2.1 5.372842 3.79766 7.70E-08 1.69E-06 186 2803 2817 23 61 1
Solyc08g075150.2.1 5.388533 0.398148 1.45E-06 2.29E-05 34 438 117 0 6 1
Solyc01g014380.2.1 5.395105 -0.0179 1.20E-05 0.000142 36 247 121 0 0 4
Solyc12g098900.1.1 5.403511 1.883053 4.14E-05 0.000424 588 816 20 16 2 0
Solyc09g007480.2.1 5.414448 1.639315 5.64E-12 3.05E-10 221 651 380 2 13 2
Solyc12g009650.1.1 5.43947 5.971179 1.49E-05 0.000172 16900 543 600 192 65 48
Solyc02g092050.2.1 5.445245 -0.35685 0.001612 0.009488 0 150 157 0 4 0
Solyc07g006620.2.1 5.453056 1.687646 1.45E-08 3.87E-07 492 319 296 0 16 2
Solyc12g009930.1.1 5.463362 6.731125 3.18E-08 7.74E-07 396 26970 19440 91 349 127
Solyc02g088190.2.1 5.470391 1.114679 3.51E-10 1.32E-08 236 291 260 7 2 1
Solyc02g070230.1.1 5.556175 0.110236 1.15E-06 1.86E-05 78 200 133 0 0 4
Solyc10g085610.1.1 5.559962 1.485265 2.81E-10 1.09E-08 213 563 338 0 12 2
Solyc08g013670.2.1 5.566246 6.744107 1.78E-06 2.74E-05 26971 2866 2236 364 47 56
Solyc09g061730.1.1 5.569092 0.369324 1.71E-05 0.000195 8 419 153 0 5 1
Solyc08g067320.1.1 5.569914 1.020687 4.74E-05 0.000476 490 24 72 5 0 3
Solyc05g007090.2.1 5.586518 0.378993 2.56E-08 6.39E-07 114 207 162 2 0 3
Solyc06g074760.1.1 5.623219 -0.93107 2.31E-06 3.41E-05 51 72 57 0 2 0
Solyc11g012880.1.1 5.635031 -1.65646 0.000104 0.000938 45 23 25 0 1 0
Solyc08g082650.2.1 5.654237 -1.50722 0.000344 0.00258 59 27 17 0 0 1
Solyc11g066270.1.1 5.659126 1.243348 5.26E-07 9.40E-06 25 610 388 0 6 4
Solyc10g084340.1.1 5.672331 -0.0766 9.24E-08 1.99E-06 89 152 107 0 4 0
Solyc09g018890.2.1 5.693193 3.35983 7.20E-07 1.24E-05 2585 327 171 28 14 2
Solyc08g074480.1.1 5.704967 6.141108 1.76E-13 1.22E-11 9112 8215 8200 14 154 127
Solyc04g024830.1.1 5.705691 -1.56799 2.07E-05 0.00023 25 57 33 0 1 0
Solyc04g076190.1.1 5.711203 -1.63355 0.001665 0.009748 70 14 3 0 1 0



Solyc02g069390.1.1 5.74342 -0.6245 9.46E-06 0.000116 31 107 101 0 0 2
Solyc02g071030.1.1 5.772695 4.135817 1.03E-06 1.70E-05 3936 921 688 0 73 11
Solyc12g056920.1.1 5.784049 -1.39139 0.000185 0.001525 60 45 14 0 0 1
Solyc05g005960.2.1 5.794958 3.035224 5.36E-19 7.67E-17 408 1717 1258 11 16 6
Solyc11g066010.1.1 5.813323 -1.47896 1.43E-05 0.000166 25 49 46 0 1 0
Solyc02g071000.1.1 5.909601 2.799439 0.001305 0.007946 1952 12 5 20 5 0
Solyc01g073990.2.1 5.913468 -0.11584 3.34E-08 8.05E-07 64 138 138 0 2 1
Solyc12g014140.1.1 5.921123 3.71747 1.42E-22 3.14E-20 1251 1523 2083 18 11 16
Solyc10g008710.2.1 5.938306 0.378441 2.63E-08 6.55E-07 143 138 173 0 1 3
Solyc03g031870.1.1 6.105439 1.423358 0.000457 0.003272 727 42 2 7 1 0
Solyc07g032490.2.1 6.204579 -1.14148 3.07E-06 4.36E-05 39 44 66 0 1 0
Solyc01g073640.2.1 6.208499 5.842606 4.13E-10 1.52E-08 643 14706 10053 35 160 9
Solyc12g017270.1.1 6.257837 -2.85696 0.001495 0.008918 7 21 10 0 0 0
Solyc06g064550.2.1 6.272815 1.001332 5.81E-10 2.08E-08 245 217 247 0 6 0
Solyc06g054370.1.1 6.301578 -2.83153 0.001441 0.008658 7 18 13 0 0 0
Solyc07g043420.2.1 6.312472 8.132366 4.88E-13 3.13E-11 28828 82316 10863 539 129 84
Solyc08g007330.2.1 6.345558 1.245141 7.50E-10 2.62E-08 65 539 391 0 3 3
Solyc02g084850.2.1 6.355112 5.950264 4.42E-05 0.000448 112 32788 792 42 159 1
Solyc09g082660.2.1 6.384328 1.677827 0.000352 0.002627 0 1339 253 0 10 0
Solyc04g080250.2.1 6.395447 -2.78595 0.001671 0.009777 16 14 7 0 0 0
Solyc06g009710.2.1 6.454875 -2.74248 0.001205 0.007429 12 10 16 0 0 0
Solyc07g045570.1.1 6.483293 -2.69582 0.001203 0.00742 5 21 18 0 0 0
Solyc06g068170.1.1 6.506238 -2.66297 0.001336 0.008109 7 35 7 0 0 0
Solyc04g072700.2.1 6.522194 1.128402 2.68E-08 6.66E-07 223 694 33 3 2 0
Solyc03g114940.2.1 6.544842 1.667596 7.22E-13 4.48E-11 179 528 544 0 3 4
Solyc04g078200.2.1 6.589086 4.2354 1.14E-07 2.40E-06 78 4933 3402 0 34 13
Solyc08g008050.2.1 6.595442 -2.63988 0.000763 0.005055 16 13 13 0 0 0
Solyc09g042670.2.1 6.633641 -2.61452 0.001108 0.006924 13 8 21 0 0 0
Solyc01g014560.2.1 6.639872 -2.58536 0.001006 0.006368 15 29 5 0 0 0
Solyc04g014970.1.1 6.651395 -2.58758 0.000489 0.003467 13 18 15 0 0 0
Solyc01g013900.2.1 6.684231 -2.55491 0.000418 0.003041 10 22 17 0 0 0
Solyc03g062710.2.1 6.706306 0.184703 7.32E-08 1.62E-06 188 71 107 2 0 0
Solyc03g078810.2.1 6.74068 -2.5254 0.000476 0.003389 18 19 11 0 0 0
Solyc11g066580.1.1 6.749255 0.533966 0.000108 0.000967 0 514 162 0 3 0
Solyc04g072320.1.1 6.776359 -2.51849 0.001462 0.008762 27 13 5 0 0 0
Solyc08g008480.2.1 6.790311 -2.48842 0.000353 0.002632 16 16 17 0 0 0
Solyc06g065450.2.1 6.790964 -2.47477 0.000512 0.003597 7 19 26 0 0 0
Solyc03g045070.1.1 6.840061 -0.49757 2.42E-05 0.000263 156 36 19 1 0 0
Solyc05g007010.1.1 6.871244 0.79289 1.11E-11 5.74E-10 213 214 195 0 2 1
Solyc01g108060.1.1 6.879985 -2.41875 0.000351 0.002623 21 22 10 0 0 0
Solyc06g006090.1.1 6.88556 -0.51768 1.44E-07 2.95E-06 70 75 95 0 1 0
Solyc01g060350.1.1 6.909108 -2.3947 0.000231 0.001842 18 20 16 0 0 0
Solyc04g005210.1.1 6.929268 -2.3528 0.000307 0.002347 7 37 19 0 0 0
Solyc12g056200.1.1 6.982901 -2.3548 0.001221 0.007505 18 4 29 0 0 0
Solyc05g008240.2.1 7.014897 -2.30455 0.000731 0.004873 5 15 39 0 0 0
Solyc02g083520.2.1 7.041671 -2.27504 0.00013 0.001131 14 35 16 0 0 0
Solyc08g068190.2.1 7.044675 -2.28678 0.000145 0.001242 20 24 16 0 0 0
Solyc07g007420.2.1 7.063068 -2.25382 0.000453 0.003256 4 29 33 0 0 0
Solyc01g094360.2.1 7.066974 -2.2545 0.000297 0.002279 6 27 32 0 0 0
Solyc05g014710.2.1 7.07927 -0.3358 1.38E-07 2.85E-06 20 152 139 0 1 0
Solyc01g073780.2.1 7.081179 -2.29233 0.00141 0.008494 38 9 5 0 0 0
Solyc04g077380.2.1 7.084543 -2.25471 0.000456 0.003271 26 32 5 0 0 0
Solyc03g098490.1.1 7.094253 -2.2272 0.000191 0.001564 7 36 26 0 0 0
Solyc02g022890.1.1 7.122644 -2.21484 8.68E-05 0.000801 15 32 20 0 0 0
Solyc10g074680.1.1 7.130052 -2.20754 8.71E-05 0.000803 15 34 19 0 0 0
Solyc08g077070.2.1 7.188014 -2.15303 0.000101 0.000909 10 41 23 0 0 0
Solyc06g068130.2.1 7.282249 4.104108 8.39E-05 0.000779 0 5540 2556 0 28 2
Solyc07g045580.1.1 7.330384 -2.04611 8.77E-05 0.000807 10 31 36 0 0 0
Solyc12g036370.1.1 7.33351 -2.04334 4.95E-05 0.000495 14 36 28 0 0 0
Solyc01g008390.1.1 7.333593 -2.09009 0.001388 0.008386 48 10 3 0 0 0
Solyc05g005170.2.1 7.339495 -2.09006 0.001683 0.009834 47 3 9 0 0 0
Solyc03g113260.1.1 7.344111 -2.04924 0.000353 0.002634 34 36 4 0 0 0
Solyc07g043500.1.1 7.359935 4.965299 3.23E-08 7.84E-07 31 8999 5304 9 4 23
Solyc12g044320.1.1 7.36061 -2.0141 6.47E-05 0.000623 10 44 29 0 0 0
Solyc12g040870.1.1 7.371649 -1.96678 0.001009 0.006383 3 94 6 0 0 0
Solyc03g078800.2.1 7.381763 -1.99941 4.58E-05 0.000463 18 49 17 0 0 0
Solyc02g085590.2.1 7.428552 -1.92143 0.001304 0.007943 6 99 2 0 0 0
Solyc11g071290.1.1 7.438188 2.928158 5.85E-24 1.50E-21 789 1037 1045 4 1 4
Solyc02g072550.1.1 7.445111 -1.9251 0.000404 0.002949 2 69 27 0 0 0
Solyc06g008390.2.1 7.446479 -1.9571 3.63E-05 0.000378 26 39 17 0 0 0
Solyc07g049430.2.1 7.453747 -1.97918 0.000343 0.002577 46 17 7 0 0 0
Solyc06g066710.1.1 7.464416 -1.9138 0.00012 0.001058 6 69 23 0 0 0
Solyc09g065350.1.1 7.47942 -1.95763 0.000268 0.00209 46 16 9 0 0 0
Solyc11g020860.1.1 7.509589 -1.90569 2.29E-05 0.000251 21 32 31 0 0 0
NCRNA_5_310 7.539814 -1.88593 3.58E-05 0.000374 33 35 16 0 0 0
Solyc01g090800.2.1 7.555526 -1.851 6.45E-05 0.000622 7 50 39 0 0 0
Solyc12g038350.1.1 7.574725 -1.84742 1.64E-05 0.000188 23 43 25 0 0 0
Solyc01g091180.2.1 7.646232 -1.77339 2.37E-05 0.000259 12 64 29 0 0 0
Solyc10g021280.1.1 7.687097 -1.74957 1.24E-05 0.000147 17 46 37 0 0 0
Solyc06g068550.2.1 7.687739 -1.74587 1.80E-05 0.000204 13 49 40 0 0 0
Solyc05g009950.2.1 7.700017 1.032002 1.00E-10 4.25E-09 47 492 334 0 2 0
Solyc10g054820.1.1 7.707515 0.26603 7.98E-11 3.43E-09 89 205 167 0 1 0
Solyc01g095940.2.1 7.710902 -1.72313 2.13E-05 0.000236 11 55 40 0 0 0
Solyc09g090090.1.1 7.736936 -1.70179 1.35E-05 0.000158 14 58 36 0 0 0



Solyc01g011230.2.1 7.810098 -1.65922 1.07E-05 0.000129 39 35 25 0 0 0
Solyc07g009450.1.1 7.87011 -1.58554 0.001067 0.006689 0 49 68 0 0 0
Solyc01g091870.2.1 7.883314 -1.60657 5.01E-05 0.0005 57 30 11 0 0 0
Solyc12g035400.1.1 7.953944 -1.51455 4.53E-06 6.16E-05 21 80 28 0 0 0
Solyc04g011870.1.1 7.961936 -1.53586 0.000973 0.006191 62 46 0 0 0 0
Solyc09g015030.1.1 8.015045 -1.47822 3.73E-06 5.18E-05 43 50 25 0 0 0
Solyc04g064610.2.1 8.072331 0.677786 1.85E-05 0.000209 430 12 14 1 0 0
Solyc04g050730.2.1 8.15669 0.752381 4.04E-08 9.54E-07 387 60 66 1 0 0
Solyc12g055970.1.1 8.165748 -1.35717 6.81E-06 8.76E-05 62 31 26 0 0 0
Solyc03g123580.2.1 8.202093 -1.29479 7.34E-06 9.36E-05 9 92 55 0 0 0
Solyc07g053900.2.1 8.266443 -1.26524 2.77E-06 3.98E-05 62 37 31 0 0 0
Solyc03g006880.2.1 8.271728 -1.2258 0.000394 0.002887 0 110 61 0 0 0
Solyc01g100910.2.1 8.282956 -1.27307 0.001406 0.008482 101 12 0 0 0 0
Solyc10g085280.1.1 8.317019 -1.19534 3.40E-05 0.000359 3 81 80 0 0 0
Solyc01g007800.2.1 8.34426 -1.19675 2.86E-06 4.11E-05 56 24 54 0 0 0
Solyc12g098590.1.1 8.349987 1.605981 5.03E-06 6.75E-05 0 1256 260 0 2 0
Solyc01g007810.1.1 8.381475 -1.17341 2.05E-05 0.000229 91 23 15 0 0 0
Solyc12g088700.1.1 8.419512 -1.11388 4.15E-07 7.61E-06 26 68 70 0 0 0
Solyc02g032410.2.1 8.442988 -1.08882 2.46E-07 4.80E-06 29 97 50 0 0 0
Solyc01g079100.2.1 8.445287 -1.09943 2.11E-06 3.16E-05 32 28 91 0 0 0
Solyc08g067500.1.1 8.542333 -0.97689 0.000281 0.002177 0 187 39 0 0 0
Solyc08g078420.1.1 8.628384 -0.92114 8.27E-06 0.000103 5 80 111 0 0 0
Solyc05g005870.2.1 8.648469 -0.94333 0.001522 0.009065 136 4 0 0 0 0
Solyc06g082410.1.1 8.724208 -0.83266 1.36E-07 2.80E-06 22 126 72 0 0 0
Solyc01g108330.2.1 8.813801 -0.75843 3.94E-08 9.35E-07 36 83 94 0 0 0
Solyc02g079600.2.1 8.861966 -0.71981 8.45E-07 1.42E-05 95 106 13 0 0 0
Solyc03g026050.2.1 8.868397 -0.70748 1.08E-07 2.29E-06 59 122 48 0 0 0
Solyc02g077970.2.1 8.978379 -0.57748 0.000329 0.002493 0 319 11 0 0 0
Solyc11g007250.1.1 9.007438 -0.58314 3.40E-08 8.19E-07 67 93 77 0 0 0
Solyc07g014620.1.1 9.185455 -0.40947 1.01E-07 2.16E-06 14 151 134 0 0 0
Solyc08g078410.1.1 9.252813 -0.35346 5.05E-06 6.77E-05 5 48 223 0 0 0
Solyc12g009920.1.1 9.255529 -0.3395 6.24E-07 1.09E-05 6 214 116 0 0 0
Solyc03g025190.2.1 9.344746 -0.25078 7.42E-07 1.27E-05 7 321 63 0 0 0
Solyc08g069130.1.1 9.452605 -0.18872 0.001444 0.00867 241 0 0 0 0 0
Solyc09g091960.2.1 9.746763 0.119954 9.28E-09 2.59E-07 15 298 157 0 0 0
Solyc06g072130.2.1 9.777692 0.162277 0.000149 0.001265 0 577 6 0 0 0
Solyc12g044200.1.1 9.923299 0.281977 5.37E-10 1.93E-08 47 181 240 0 0 0
Solyc01g090340.2.1 10.07776 0.438575 9.63E-08 2.07E-06 5 494 139 0 0 0
Solyc01g107460.2.1 10.74814 1.08268 1.68E-10 6.73E-09 32 800 183 0 0 0
Solyc12g088170.1.1 11.12209 1.448076 5.62E-07 9.94E-06 0 1069 269 0 0 0
Solyc02g070970.1.1 12.15088 2.451585 1.04E-06 1.71E-05 1553 5 11 0 0 0



GeneID logFC logCPM PValue FDR ONm1 ONm2 ONm3 ON1 ON2 ON3
Solyc10g085800.1.1 -7.73092 -1.754 6.17E-06 0.007916 0 0 0 15 37 36 ON up 1
Solyc12g010170.1.1 1.429663 3.799572 8.25E-06 0.009689 976 1244 748 241 642 424 ON down 22
Solyc12g005850.1.1 1.612131 6.924314 8.14E-09 2.74E-05 10244 9856 6463 2471 4154 3325
Solyc06g053550.2.1 1.615667 7.433248 3.22E-06 0.004565 13413 16860 8085 2612 8710 3626
Solyc01g095740.2.1 1.65864 5.507719 1.28E-10 6.91E-07 3567 3903 2583 918 1447 1257
Solyc05g054660.1.1 1.683046 6.472682 7.77E-07 0.001308 8375 7250 4037 1900 3282 1724
Solyc11g018740.1.1 1.773582 6.359719 1.09E-09 4.88E-06 6139 8657 3981 1160 2778 2528
Solyc04g079430.2.1 1.897093 2.392105 6.00E-06 0.007916 290 607 325 73 158 149
Solyc04g015970.2.1 1.979665 4.357257 3.46E-08 7.78E-05 1179 2731 1006 301 716 396
Solyc04g074680.1.1 2.22707 3.036699 2.64E-07 0.000508 477 1175 385 92 172 232
Solyc12g019980.1.1 2.233276 3.512992 1.73E-08 4.67E-05 968 1288 522 116 216 364
Solyc02g037540.1.1 2.378996 3.01061 5.49E-09 2.11E-05 605 880 497 73 135 244
Solyc01g095570.2.1 2.828918 7.259117 3.47E-08 7.78E-05 16831 20665 2742 1575 2814 1890
Solyc03g112340.1.1 3.073511 2.690231 1.92E-06 0.002875 524 1103 130 86 63 55
Solyc02g079950.2.1 3.309369 3.008074 2.23E-11 2.00E-07 893 1004 260 65 98 78
Solyc09g005930.2.1 3.388209 1.59012 1.64E-08 4.67E-05 233 288 267 5 52 40
Solyc06g011290.1.1 3.946297 1.639174 8.27E-06 0.009689 147 688 74 2 53 17
Solyc12g005300.1.1 3.989107 2.102704 6.33E-07 0.001136 159 885 202 4 19 71
NCRNA_9_267 4.683345 3.399859 1.69E-07 0.000351 1237 1725 104 46 69 7
Solyc09g066490.2.1 4.868461 4.220067 2.41E-12 3.24E-08 1913 3387 204 56 65 79
Solyc03g123740.2.1 5.227832 1.841789 7.53E-16 2.03E-11 320 562 157 9 15 6
Solyc07g065640.2.1 8.723894 1.756516 2.96E-11 2.00E-07 341 668 18 2 0 0
Solyc02g070770.2.1 9.632533 -0.0238 1.02E-06 0.001615 97 194 1 0 0 0

DE genes identified with pairwise correlation of O. neolycopersici - and mock-infected tomato leaf tissue.



Gene ID logFC logCPM PValue FDR Pim1 Pim2 Pim3 Pi1 Pi2 Pi3
Solyc07g062370.1.1 -9.89317 0.441344 7.88E-09 1.53E-06 0 0 0 212 207 4 Pi Up 661
Solyc02g085800.1.1 -9.86693 0.409334 1.92E-10 6.72E-08 0 0 0 257 115 16 Pi Down 49
Solyc02g036240.1.1 -9.40284 -0.03971 8.02E-10 2.08E-07 0 0 0 176 27 57
NCRNA_6_224 -9.09401 -0.33203 8.14E-05 0.003759 0 0 0 198 0 9
Solyc07g052130.1.1 -8.93315 -0.44697 2.00E-08 3.54E-06 0 0 0 62 152 15
Solyc07g052450.1.1 -8.89471 -0.48559 5.98E-09 1.19E-06 0 0 0 76 130 12
Solyc09g066400.1.1 -8.80407 1.506435 5.69E-09 1.15E-06 1 0 0 644 176 12
Solyc08g080660.1.1 -8.57545 3.598801 6.02E-09 1.19E-06 4 0 1 197 4455 60
Solyc11g006240.1.1 -8.43962 -0.89771 6.51E-07 6.85E-05 0 0 0 65 87 5
Solyc12g056180.1.1 -8.36988 -1.00463 8.32E-06 0.00059 0 0 0 79 4 40
Solyc01g073860.2.1 -8.23484 -1.08203 3.40E-07 3.89E-05 0 0 0 54 73 8
Solyc05g055270.1.1 -8.05869 -1.25418 7.74E-08 1.08E-05 0 0 0 34 47 31
Solyc07g052370.2.1 -7.95619 2.710651 2.82E-09 6.09E-07 4 0 0 421 1933 34
Solyc03g096180.2.1 -7.68816 -1.55906 1.53E-06 0.000142 0 0 0 11 56 25
Solyc04g083140.1.1 -7.66002 0.427715 2.56E-07 3.09E-05 1 0 0 69 389 9
Solyc01g094160.1.1 -7.64665 -1.5674 1.18E-05 0.000787 0 0 0 11 76 10
Solyc03g031450.2.1 -7.54358 -1.66769 2.07E-05 0.00126 0 0 0 28 54 4
Solyc02g090470.2.1 -7.53213 -1.67652 5.15E-06 0.00039 0 0 0 19 58 9
Solyc01g097060.2.1 -7.44254 -1.7779 3.68E-06 0.00029 0 0 0 33 31 10
Solyc05g014300.1.1 -7.36235 -1.83892 3.75E-05 0.002037 0 0 0 36 31 4
Solyc02g086850.1.1 -7.33505 -1.86682 1.82E-06 0.000164 0 0 0 22 32 15
Solyc03g098560.1.1 -7.26424 -1.90303 2.02E-05 0.001236 0 0 0 21 43 6
Solyc09g014720.1.1 -7.23025 0.572335 1.52E-10 5.38E-08 0 0 2 207 238 20
Solyc07g061710.1.1 -7.17636 -1.99115 6.30E-06 0.000461 0 0 0 13 34 16
Solyc02g080830.1.1 -7.13765 -2.00164 2.67E-05 0.001574 0 0 0 12 44 9
Solyc07g049670.2.1 -7.12866 -2.03895 1.13E-05 0.000758 0 0 0 25 24 10
Solyc03g005500.1.1 -7.01867 1.746596 4.95E-23 7.84E-19 0 5 1 401 451 185
Solyc04g011480.2.1 -6.98186 2.069511 1.02E-17 1.64E-14 0 6 2 485 791 105
Solyc11g008950.1.1 -6.92061 -2.16581 0.000129 0.005581 0 0 0 7 42 8
Solyc08g080310.1.1 -6.85872 0.710279 8.29E-13 4.96E-10 0 0 3 156 327 46
Solyc05g055370.1.1 -6.83121 -2.2536 7.47E-05 0.003492 0 0 0 15 30 6
NCRNA_6_5 -6.82425 -2.25815 0.000135 0.005812 0 0 0 5 33 13
Solyc01g008610.2.1 -6.81863 -0.56347 7.75E-08 1.08E-05 0 1 0 100 82 12
Solyc12g015700.1.1 -6.7492 -2.32719 5.43E-05 0.002693 0 0 0 10 26 11
Solyc08g013920.2.1 -6.72307 -2.33942 0.000104 0.004677 0 0 0 14 27 6
Solyc06g075100.2.1 -6.62565 1.35053 1.83E-16 2.38E-13 0 6 0 344 318 115
Solyc09g014460.1.1 -6.58449 -2.45951 0.000115 0.0051 0 0 0 15 19 7
Solyc03g044180.1.1 -6.55944 3.096492 1.70E-20 5.78E-17 8 5 5 1028 1469 280
Solyc03g118000.1.1 -6.4786 3.087065 2.78E-19 7.58E-16 8 8 3 1133 1323 263
Solyc01g087960.1.1 -6.43716 -0.18287 3.84E-08 6.08E-06 0 2 0 132 113 14
Solyc10g054350.1.1 -6.30946 -0.32562 2.35E-06 0.0002 0 1 1 173 18 19
Solyc06g061210.2.1 -6.29896 1.364497 3.62E-09 7.70E-07 0 8 0 260 577 28
Solyc07g056100.1.1 -5.99646 -0.57595 6.23E-09 1.22E-06 0 2 0 73 93 27
Solyc02g067600.1.1 -5.95822 -0.32801 7.30E-07 7.53E-05 2 0 0 61 162 22
Solyc04g012100.1.1 -5.78685 -1.46717 3.07E-06 0.00025 0 0 1 38 46 12
Solyc01g087280.1.1 -5.60097 0.223055 7.36E-08 1.05E-05 1 4 0 219 56 43
Solyc11g065910.1.1 -5.5454 -1.66109 1.54E-05 0.000973 0 1 0 20 54 11
Solyc11g069560.1.1 -5.47644 2.13741 3.51E-07 3.97E-05 0 27 0 581 748 82
Solyc02g081370.2.1 -5.45028 0.574576 3.72E-10 1.11E-07 2 0 5 150 82 169
Solyc02g077570.1.1 -5.42169 -0.07764 9.09E-07 8.97E-05 2 2 0 167 66 27
Solyc08g023510.1.1 -5.3722 4.48723 2.48E-10 7.94E-08 23 96 4 2003 5050 570
Solyc11g072920.1.1 -5.30264 -0.16893 1.30E-05 0.000852 0 5 0 118 142 7
Solyc02g089920.1.1 -5.28205 -0.77709 4.81E-07 5.28E-05 0 1 2 86 34 32
Solyc02g036220.1.1 -5.27245 0.203607 2.21E-06 0.00019 0 7 0 226 65 26
Solyc02g068460.1.1 -5.26455 -0.21988 9.56E-06 0.000659 0 5 0 169 34 25
Solyc04g011750.2.1 -5.26338 -0.3406 2.79E-05 0.001619 3 0 0 79 141 16
Solyc08g029000.2.1 -5.25931 7.739473 2.19E-08 3.78E-06 262 910 50 15455 57017 3172
Solyc09g066350.1.1 -5.25142 -1.23327 5.28E-05 0.002643 0 0 2 45 69 5
Solyc04g079260.2.1 -5.2332 4.46999 2.39E-11 1.12E-08 26 102 4 1925 4482 922
Solyc07g056610.1.1 -5.10268 -1.36305 4.14E-05 0.002179 0 2 0 9 73 26
Solyc07g040710.2.1 -5.05871 3.755863 2.75E-12 1.56E-09 7 91 8 1630 2067 555
Solyc10g050880.1.1 -5.02984 3.816082 6.44E-22 3.51E-18 20 26 49 1775 2122 526
Solyc08g007090.1.1 -4.9973 -0.70711 2.63E-05 0.001556 0 4 0 89 73 9
Solyc10g079320.1.1 -4.96652 1.192701 1.96E-06 0.000174 6 4 3 334 22 235
Solyc04g025530.2.1 -4.93945 5.445416 2.21E-21 1.00E-17 29 257 83 4584 7523 1873
Solyc03g005520.1.1 -4.93008 -0.17556 1.01E-06 9.88E-05 3 0 2 99 126 31
Solyc01g107400.2.1 -4.92972 -0.49495 6.14E-06 0.000454 0 3 2 110 79 10
Solyc10g018340.1.1 -4.88057 2.590114 1.80E-09 4.21E-07 2 49 3 696 987 217
Solyc02g062300.2.1 -4.83545 3.278303 1.28E-06 0.000121 19 28 21 462 3035 31
Solyc10g076240.1.1 -4.82207 2.431197 2.77E-06 0.00023 18 0 10 677 966 85
Solyc09g013150.2.1 -4.79992 4.112897 1.01E-22 9.17E-19 21 55 70 2267 2559 584
Solyc10g076370.1.1 -4.79831 -0.24453 5.05E-05 0.002556 0 7 0 167 39 18
Solyc01g095080.2.1 -4.76606 4.123513 4.01E-07 4.48E-05 1 173 12 2081 2657 720
Solyc07g052140.2.1 -4.75209 4.237827 0.000192 0.007755 42 9 82 683 6310 12
Solyc05g050350.1.1 -4.73323 5.521222 5.76E-23 7.84E-19 79 210 88 4868 8131 1752
Solyc02g087070.2.1 -4.72693 4.827691 5.28E-20 1.60E-16 35 122 98 3233 5269 721
Solyc09g098010.2.1 -4.70936 -1.13333 2.92E-05 0.001675 1 0 2 18 81 28
Solyc11g072930.1.1 -4.70897 1.321983 5.37E-09 1.09E-06 6 10 3 410 257 63
Solyc06g068900.2.1 -4.67419 0.499115 9.10E-05 0.004159 0 14 0 295 66 24

DE genes identified with pairwise correlation of P. infestans - and mock-infected tomato leaf tissue.



Solyc01g106510.2.1 -4.66775 -0.03166 3.77E-05 0.00204 0 0 9 182 63 21
Solyc09g009980.1.1 -4.65471 0.243849 2.02E-07 2.50E-05 0 2 9 162 150 33
Solyc02g094270.1.1 -4.64589 -1.31045 5.29E-05 0.002643 0 3 0 22 77 14
Solyc02g068470.1.1 -4.64104 1.433482 5.40E-08 8.11E-06 8 8 4 451 294 50
Solyc07g052120.2.1 -4.64079 2.301432 3.27E-08 5.24E-06 4 40 5 506 1042 74
Solyc04g064880.2.1 -4.61835 7.034537 5.57E-05 0.002756 179 1094 2 15169 22702 4124
Solyc03g005040.1.1 -4.57603 1.229278 6.05E-10 1.65E-07 1 19 4 322 282 89
Solyc05g012660.1.1 -4.57007 2.433987 2.78E-14 2.61E-11 9 32 10 697 748 203
Solyc02g080090.1.1 -4.54591 0.176251 6.63E-08 9.66E-06 2 7 1 123 176 36
Solyc08g078650.2.1 -4.53467 5.247909 1.18E-11 5.97E-09 95 196 30 5867 4019 1452
Solyc01g073800.2.1 -4.48614 -0.66593 5.21E-05 0.00262 0 6 0 35 141 15
Solyc02g068670.1.1 -4.4328 2.330804 7.93E-18 1.54E-14 6 31 18 425 872 275
Solyc09g011540.2.1 -4.4225 1.687635 2.81E-09 6.09E-07 2 9 26 503 378 76
Solyc07g039570.2.1 -4.41394 2.274891 2.03E-08 3.57E-06 10 37 2 405 1016 151
Solyc11g005840.1.1 -4.40249 2.794592 1.01E-17 1.64E-14 16 29 25 372 1305 510
Solyc04g040130.1.1 -4.3915 4.985111 1.41E-20 5.49E-17 50 220 85 2288 6558 1493
Solyc07g056210.2.1 -4.36304 5.028728 1.02E-17 1.64E-14 62 217 79 4134 4955 1070
Solyc07g051950.2.1 -4.32732 0.932409 3.51E-07 3.97E-05 2 18 2 158 409 43
Solyc03g096190.1.1 -4.32092 1.791438 1.49E-09 3.68E-07 6 29 4 461 467 112
Solyc03g121190.2.1 -4.31873 1.353355 1.51E-09 3.71E-07 6 19 2 295 359 109
Solyc04g054950.2.1 -4.29643 2.857955 1.97E-08 3.50E-06 26 9 30 566 1680 164
Solyc03g020030.2.1 -4.27562 -0.00752 0.000157 0.00651 0 3 9 53 263 7
Solyc11g007470.1.1 -4.25876 1.777585 2.05E-07 2.51E-05 13 19 0 446 375 173
Solyc02g071820.2.1 -4.24837 6.543774 4.60E-13 3.13E-10 326 342 200 7517 19691 3386
Solyc03g019690.1.1 -4.19098 -1.38124 0.000116 0.00514 0 4 0 22 63 18
Solyc01g080570.2.1 -4.18508 4.225948 5.89E-10 1.62E-07 68 105 12 1547 3185 1100
Solyc03g115060.2.1 -4.14322 5.575075 8.26E-17 1.12E-13 75 430 149 4650 8925 1670
Solyc04g072070.2.1 -4.12554 5.017745 5.47E-11 2.33E-08 50 362 41 3526 5229 1323
Solyc11g072140.1.1 -4.12482 0.036797 6.84E-07 7.16E-05 1 12 0 76 141 74
Solyc08g078170.1.1 -4.12467 -1.1767 9.41E-06 0.00065 0 2 3 42 53 21
Solyc11g007390.1.1 -4.11468 2.846812 4.41E-09 9.16E-07 33 28 7 904 724 443
Solyc08g068660.1.1 -4.10883 -1.09292 5.74E-05 0.002827 1 1 3 59 52 12
Solyc08g068630.2.1 -4.08421 -0.26148 5.87E-07 6.32E-05 0 6 5 86 121 31
Solyc02g077520.2.1 -4.07426 -0.72474 0.000229 0.008968 1 6 0 24 142 16
Solyc06g068890.1.1 -4.04977 -0.58617 0.000199 0.007986 0 9 0 89 77 16
Solyc10g078220.1.1 -4.04842 4.804745 0.000174 0.007133 8 463 7 1362 7192 935
Solyc11g007500.1.1 -4.03672 3.370752 4.89E-13 3.25E-10 16 112 24 1287 1244 527
Solyc07g056080.1.1 -3.98664 3.249347 1.88E-17 2.70E-14 17 93 31 880 1349 622
Solyc11g067000.1.1 -3.97896 -0.30451 0.000147 0.006168 0 12 0 122 63 30
Solyc12g045020.1.1 -3.97467 3.240793 6.01E-09 1.19E-06 16 117 11 1039 1505 363
Solyc12g009110.1.1 -3.96165 1.511825 5.41E-07 5.88E-05 4 5 34 255 98 380
Solyc01g098370.1.1 -3.94925 0.53543 1.39E-08 2.59E-06 2 15 4 176 146 81
Solyc05g015850.2.1 -3.93252 4.980049 1.34E-09 3.34E-07 77 357 30 3045 5334 1429
Solyc02g092890.1.1 -3.92893 3.334328 2.25E-18 5.10E-15 31 53 55 1139 1375 500
Solyc09g098080.2.1 -3.90607 5.270326 9.21E-06 0.00064 11 675 41 5103 4252 1938
Solyc07g062480.1.1 -3.90578 0.559433 2.18E-05 0.001315 8 3 5 138 287 26
Solyc02g079890.1.1 -3.9054 5.172334 3.56E-06 0.000283 195 33 125 2404 1238 5684
Solyc06g034370.1.1 -3.87708 -0.37035 9.20E-07 9.05E-05 1 7 3 56 128 37
Solyc07g005110.2.1 -3.87178 3.36809 2.44E-07 2.95E-05 23 132 7 1272 1480 367
Solyc01g073830.1.1 -3.86564 -0.73484 4.57E-05 0.002365 3 2 2 35 107 27
Solyc01g109140.2.1 -3.85883 4.180731 1.72E-05 0.001075 59 183 15 1372 4611 156
Solyc08g068710.1.1 -3.85157 4.718161 1.56E-13 1.21E-10 45 202 195 2722 5068 609
Solyc07g063730.1.1 -3.84424 3.889629 5.25E-11 2.27E-08 28 184 34 1501 2550 555
Solyc03g120260.2.1 -3.82775 5.671714 6.23E-22 3.51E-18 183 281 253 4375 8927 2552
Solyc08g078180.1.1 -3.82599 2.208523 5.66E-08 8.43E-06 8 63 6 421 823 184
Solyc08g006740.2.1 -3.82232 4.72071 3.96E-14 3.60E-11 55 272 111 3314 3961 779
Solyc04g079240.2.1 -3.82122 0.999378 1.21E-05 0.0008 5 13 12 27 552 82
Solyc06g066590.2.1 -3.81429 3.539183 6.12E-07 6.49E-05 15 182 12 1256 1977 371
Solyc03g098670.1.1 -3.79332 0.844225 6.99E-05 0.003307 1 31 0 174 302 62
Solyc05g009120.2.1 -3.78513 3.625855 3.26E-18 6.82E-15 34 94 69 1163 2077 558
Solyc02g077290.1.1 -3.7772 3.449558 5.24E-09 1.07E-06 26 139 17 1436 1393 407
Solyc07g008120.2.1 -3.76446 -0.03193 4.78E-06 0.000365 1 14 1 106 103 57
Solyc02g067700.1.1 -3.75765 0.625203 5.46E-06 0.000406 7 6 8 241 156 33
Solyc05g010020.2.1 -3.73452 4.431066 1.60E-09 3.84E-07 64 262 27 2115 3503 984
Solyc06g069650.2.1 -3.72862 0.511391 2.42E-06 0.000206 1 6 18 106 295 38
Solyc07g018200.1.1 -3.71116 3.22912 8.88E-11 3.56E-08 31 98 22 1116 1305 374
Solyc08g068680.2.1 -3.70642 6.0651 1.02E-12 5.93E-10 119 950 193 7317 9347 3366
Solyc01g009320.1.1 -3.70517 -0.41491 5.22E-05 0.002621 1 0 11 53 126 34
Solyc03g115610.2.1 -3.68474 5.052435 7.69E-19 1.90E-15 89 332 160 3822 4760 1391
Solyc12g088000.1.1 -3.68297 -1.44037 0.000252 0.009666 1 0 4 20 52 22
Solyc09g075820.2.1 -3.68217 7.090041 1.39E-15 1.58E-12 413 1425 478 15309 20376 5583
Solyc02g070090.1.1 -3.65745 2.259051 1.93E-07 2.41E-05 5 64 26 677 658 89
Solyc11g007450.1.1 -3.6543 0.637143 1.71E-08 3.08E-06 2 11 15 199 145 82
Solyc12g049030.1.1 -3.62328 5.853654 7.97E-07 8.01E-05 113 980 52 5258 10493 2269
Solyc03g093890.2.1 -3.61677 4.326778 2.97E-13 2.25E-10 81 189 57 2248 2805 918
Solyc09g011330.1.1 -3.60239 4.379799 4.82E-10 1.35E-07 58 285 43 1687 3919 895
Solyc02g092120.2.1 -3.59468 2.484837 4.57E-10 1.31E-07 14 78 13 541 779 323
Solyc10g083290.1.1 -3.57851 6.189465 1.44E-13 1.15E-10 256 806 230 7908 11248 2941
Solyc12g096960.1.1 -3.55744 3.401767 5.60E-10 1.56E-07 39 123 25 928 1882 441
Solyc01g009480.2.1 -3.55419 0.01198 4.11E-06 0.00032 0 11 9 125 106 43
Solyc12g006840.1.1 -3.54059 4.727635 5.55E-16 6.57E-13 74 315 126 2396 4619 1133
Solyc05g046110.2.1 -3.53707 -0.44879 0.000238 0.009242 4 7 0 97 54 36
Solyc03g043900.1.1 -3.47692 1.679531 7.76E-07 7.89E-05 7 52 7 359 483 104



Solyc07g066550.2.1 -3.47562 3.056167 9.01E-12 4.63E-09 26 91 47 669 1604 312
Solyc05g055030.1.1 -3.47209 1.165584 2.69E-07 3.22E-05 4 9 33 203 392 77
Solyc05g008220.2.1 -3.46702 3.442557 8.09E-11 3.29E-08 50 87 55 1437 1398 346
Solyc01g103650.2.1 -3.44908 6.238386 2.75E-16 3.40E-13 289 657 499 5458 15254 3081
Solyc07g048070.2.1 -3.43712 5.456882 1.19E-10 4.37E-08 58 804 180 4298 5932 2635
Solyc01g005160.2.1 -3.42852 0.084369 2.99E-05 0.001701 1 3 18 44 197 67
Solyc03g034360.2.1 -3.42617 3.97173 5.58E-13 3.62E-10 34 248 66 1218 2376 1052
Solyc02g064830.2.1 -3.42141 4.247167 2.96E-15 3.22E-12 43 278 99 2156 2053 1182
Solyc12g017700.1.1 -3.41198 0.923271 4.58E-05 0.002365 5 24 10 367 93 38
Solyc02g091070.2.1 -3.40814 2.974638 2.23E-08 3.82E-06 22 87 58 1032 1187 135
Solyc09g011870.1.1 -3.40028 7.163588 1.14E-08 2.16E-06 943 376 836 14308 23214 5855
Solyc01g006950.2.1 -3.39727 5.751446 1.55E-11 7.55E-09 189 775 147 5693 7667 2571
Solyc06g062920.2.1 -3.39626 3.694802 8.18E-08 1.14E-05 18 259 34 1069 2082 725
Solyc08g074680.2.1 -3.39406 4.794609 3.28E-06 0.000265 209 62 106 4066 3178 776
Solyc11g044840.1.1 -3.39285 5.256059 5.22E-08 7.90E-06 173 493 57 4413 5476 1452
Solyc01g008690.2.1 -3.38752 1.884926 1.61E-07 2.06E-05 19 37 11 497 413 133
Solyc04g072620.1.1 -3.35446 1.218661 2.38E-05 0.001424 1 25 31 411 157 57
Solyc02g079530.2.1 -3.34301 2.948855 1.97E-09 4.44E-07 14 127 43 939 1009 295
Solyc10g086710.1.1 -3.33253 2.592404 1.13E-10 4.22E-08 24 59 42 808 681 224
Solyc05g007110.2.1 -3.32834 0.683755 1.09E-05 0.000735 12 5 9 140 251 69
Solyc10g076510.1.1 -3.32656 6.600315 5.48E-12 2.87E-09 484 902 477 11543 14225 3113
Solyc05g054380.1.1 -3.32015 4.97216 2.62E-09 5.79E-07 205 146 172 3301 5193 1004
Solyc10g055820.1.1 -3.31965 1.93381 6.47E-08 9.48E-06 8 64 17 312 696 148
Solyc07g008620.1.1 -3.31375 4.956735 1.37E-17 2.08E-14 151 290 173 2889 4597 1675
Solyc02g065090.2.1 -3.3126 0.50025 0.000202 0.008066 4 21 5 43 374 33
Solyc12g008670.1.1 -3.30601 -0.76058 0.000167 0.006891 0 8 5 80 35 30
Solyc03g112030.1.1 -3.30558 0.84551 1.75E-07 2.22E-05 7 16 14 159 304 63
Solyc05g014590.2.1 -3.29734 2.181347 6.75E-05 0.003232 40 14 8 554 609 147
Solyc03g116700.2.1 -3.29335 7.278339 1.42E-08 2.63E-06 318 3085 490 16440 23252 6447
Solyc03g007200.1.1 -3.29246 0.732638 1.40E-06 0.000132 9 10 13 163 88 168
Solyc05g052680.1.1 -3.28498 3.005845 0.000159 0.006584 46 1 101 684 1210 461
Solyc03g043700.2.1 -3.27778 3.22367 4.58E-14 3.90E-11 27 76 114 776 1554 464
Solyc08g021880.1.1 -3.27771 0.49976 3.47E-05 0.001913 4 22 5 167 207 29
Solyc02g092860.2.1 -3.26295 4.524064 1.17E-14 1.18E-11 106 245 134 2622 3130 959
Solyc05g052670.1.1 -3.26219 5.964935 4.30E-06 0.000334 264 57 1020 4530 11854 2853
Solyc05g008210.2.1 -3.25438 2.707591 8.32E-09 1.60E-06 30 64 44 751 1028 163
Solyc03g113120.2.1 -3.25283 -1.5184 0.000259 0.009953 0 5 2 24 37 23
Solyc12g100270.1.1 -3.24948 3.40418 1.51E-08 2.76E-06 38 155 49 715 2293 332
Solyc05g053150.1.1 -3.23429 5.115489 4.06E-11 1.81E-08 176 336 207 5411 2170 1737
Solyc10g083690.2.1 -3.23411 5.485248 5.43E-07 5.88E-05 245 472 180 5389 7709 585
Solyc02g092870.1.1 -3.22881 1.285715 0.000154 0.006448 18 16 8 410 219 37
Solyc04g072000.2.1 -3.22745 4.954733 7.09E-10 1.88E-07 42 557 245 2528 5683 1270
Solyc01g007960.2.1 -3.21299 3.834394 2.07E-09 4.63E-07 53 230 51 1399 2314 546
Solyc06g076910.1.1 -3.20741 0.047233 2.91E-05 0.001675 0 14 12 90 162 39
Solyc12g100260.1.1 -3.20502 3.459261 3.95E-06 0.000309 22 239 29 511 2460 500
Solyc04g058170.1.1 -3.18817 2.519798 3.40E-07 3.89E-05 17 107 18 689 759 202
Solyc01g108360.2.1 -3.18601 0.804791 2.62E-07 3.14E-05 6 9 25 132 280 89
Solyc11g006030.1.1 -3.18562 3.508588 7.05E-13 4.36E-10 37 153 89 914 2019 501
Solyc11g007490.1.1 -3.1815 3.032311 2.36E-10 7.75E-08 35 97 56 1024 1043 281
Solyc12g088390.1.1 -3.17847 3.350542 7.63E-07 7.79E-05 60 94 54 1017 1963 166
Solyc01g096720.2.1 -3.16708 2.94808 5.23E-06 0.000393 46 68 44 1447 431 179
Solyc01g105630.2.1 -3.16281 2.359647 6.22E-11 2.61E-08 10 78 47 350 796 346
Solyc03g119660.1.1 -3.15047 1.913835 3.05E-07 3.56E-05 20 18 44 462 501 113
Solyc07g042430.1.1 -3.14532 1.514305 3.47E-05 0.001913 0 44 39 227 508 113
Solyc05g008640.1.1 -3.14481 2.586451 2.66E-06 0.000222 40 31 48 1031 392 183
Solyc08g067610.2.1 -3.13668 5.073129 8.38E-13 4.96E-10 92 572 231 2523 6167 1532
Solyc01g009810.2.1 -3.13439 3.682975 3.94E-05 0.002108 22 322 20 561 2576 794
Solyc02g031990.1.1 -3.12845 3.382327 2.30E-10 7.63E-08 21 133 132 1121 1588 360
Solyc05g010000.1.1 -3.12782 0.962421 3.38E-05 0.001875 5 4 40 256 180 87
Solyc10g076480.1.1 -3.12683 5.722384 3.13E-10 9.58E-08 331 560 203 6466 6388 2212
Solyc06g036420.1.1 -3.12667 0.680551 1.67E-06 0.000153 2 19 21 170 224 57
Solyc04g024780.1.1 -3.12454 0.691754 3.25E-05 0.001814 2 33 8 146 278 46
Solyc03g098740.1.1 -3.11922 6.117079 3.26E-05 0.001818 111 1822 94 7878 8945 3128
Solyc07g062490.1.1 -3.10664 5.856534 3.70E-06 0.000291 449 317 300 4517 12913 997
Solyc12g007050.1.1 -3.09278 5.029553 3.16E-13 2.33E-10 168 428 168 3397 4564 1500
Solyc09g014820.2.1 -3.08116 0.280651 5.77E-05 0.002836 1 26 6 105 193 45
Solyc08g006750.2.1 -3.06884 4.313362 3.94E-12 2.15E-09 71 291 163 2277 2868 654
Solyc11g073080.1.1 -3.06472 1.296969 3.10E-06 0.000252 9 23 30 305 347 49
Solyc12g005940.1.1 -3.05023 3.725685 4.08E-07 4.54E-05 90 129 64 2081 1162 385
Solyc08g062490.2.1 -3.04884 5.034167 3.83E-10 1.13E-07 91 657 180 3768 4317 1326
Solyc12g005720.1.1 -3.03881 5.060315 6.86E-13 4.35E-10 100 575 262 2975 5608 1355
Solyc03g114890.2.1 -3.03121 3.589484 1.89E-09 4.29E-07 42 222 64 1382 1557 493
Solyc11g068940.1.1 -3.02095 2.324652 1.54E-09 3.75E-07 18 60 56 375 924 199
Solyc12g044950.1.1 -3.01816 2.879624 2.19E-10 7.35E-08 20 85 103 570 1316 311
Solyc03g020060.2.1 -3.01065 1.411019 8.82E-06 0.000618 23 19 11 144 258 295
Solyc04g078660.1.1 -3.01042 4.878217 7.93E-14 6.54E-11 93 400 339 3332 4124 1056
Solyc10g085010.1.1 -3.0044 7.52461 3.99E-10 1.16E-07 740 3531 740 19176 23863 9441
Solyc08g068610.2.1 -2.99418 3.993274 2.30E-08 3.86E-06 114 154 82 1825 2267 514
Solyc08g007460.2.1 -2.99192 7.608505 7.46E-15 7.82E-12 968 2762 1295 18739 28004 9675
Solyc08g068720.1.1 -2.98179 0.319037 1.83E-05 0.001127 4 18 11 175 98 49
Solyc03g114230.1.1 -2.97023 3.175073 7.05E-06 0.000508 64 22 116 699 1754 286
Solyc06g074140.1.1 -2.96873 3.854686 0.000155 0.006481 87 11 250 1457 2426 410
Solyc07g063710.1.1 -2.94892 1.384623 7.57E-05 0.003529 18 12 30 186 558 50



Solyc02g077370.1.1 -2.93429 4.696575 3.94E-12 2.15E-09 86 513 172 2163 4002 1363
Solyc10g008080.1.1 -2.92593 -0.09118 1.73E-05 0.001075 2 10 14 108 87 46
Solyc01g010060.2.1 -2.91574 3.513248 1.70E-07 2.16E-05 48 237 41 1289 1431 492
Solyc07g006420.1.1 -2.91227 3.761383 1.11E-07 1.47E-05 33 305 90 1612 1792 456
Solyc09g082230.1.1 -2.9097 3.998628 9.72E-11 3.78E-08 104 153 141 1710 2296 589
Solyc10g008730.2.1 -2.90138 2.790255 2.41E-08 3.96E-06 41 98 41 824 837 268
Solyc11g069220.1.1 -2.90065 1.612142 3.78E-09 7.91E-07 16 37 29 263 412 174
Solyc02g082950.2.1 -2.89797 2.669872 4.91E-08 7.48E-06 42 54 63 707 908 202
Solyc07g049550.2.1 -2.89077 5.915388 3.56E-06 0.000283 451 316 644 5515 12071 955
Solyc07g062630.1.1 -2.88912 0.714613 4.68E-07 5.16E-05 9 14 20 137 216 93
Solyc08g068600.2.1 -2.88387 5.893974 4.80E-11 2.11E-08 191 1160 501 6799 8009 2169
Solyc08g075550.2.1 -2.87963 4.80916 3.82E-13 2.74E-10 138 471 183 3111 3198 1462
Solyc09g091670.2.1 -2.87415 5.57515 5.97E-05 0.002896 96 1424 84 4126 7766 2071
Solyc01g107390.2.1 -2.87122 2.974612 2.93E-07 3.44E-05 65 55 60 1001 842 312
Solyc11g010210.1.1 -2.85613 1.117774 4.31E-06 0.000334 5 30 32 196 367 62
Solyc08g066020.1.1 -2.84512 3.942338 6.45E-06 0.000471 139 92 105 1750 2399 331
Solyc12g056600.2.1 -2.84189 4.828691 4.35E-06 0.000336 275 104 210 3737 1619 1963
Solyc01g005800.2.1 -2.8403 0.446336 0.000107 0.004751 7 12 18 205 109 37
Solyc06g073760.2.1 -2.83741 3.575476 3.85E-06 0.000302 86 170 45 1482 1605 301
Solyc12g009520.1.1 -2.83263 3.963049 1.85E-09 4.23E-07 104 209 98 1503 2410 594
Solyc02g069800.1.1 -2.83112 7.17188 6.17E-10 1.65E-07 1061 1704 848 15717 19295 5907
Solyc05g005700.2.1 -2.82357 4.124513 7.64E-08 1.08E-05 46 417 118 1553 2926 638
Solyc05g056080.2.1 -2.82353 2.294991 1.49E-08 2.74E-06 18 71 62 487 748 170
Solyc02g092820.2.1 -2.80541 3.962645 6.79E-08 9.79E-06 54 367 83 1732 2003 641
Solyc02g082910.2.1 -2.80128 5.522192 3.72E-05 0.002025 497 306 100 5208 5657 1976
Solyc10g079810.1.1 -2.80032 2.96565 4.79E-10 1.35E-07 51 99 64 731 1083 382
Solyc04g016230.2.1 -2.78962 3.360734 1.19E-06 0.000114 77 74 114 1429 1153 256
Solyc03g116900.2.1 -2.78872 8.270929 4.35E-14 3.83E-11 1374 5009 3250 35311 37247 13536
Solyc01g096420.2.1 -2.78308 5.276477 1.34E-07 1.75E-05 199 828 142 2935 6816 1672
Solyc03g094120.2.1 -2.77127 3.876162 3.94E-05 0.002108 24 460 50 1730 1492 755
Solyc07g055400.1.1 -2.77125 2.420199 3.11E-07 3.61E-05 28 65 66 243 1149 228
Solyc09g057960.1.1 -2.77036 1.117927 0.000114 0.005077 18 23 13 156 430 52
Solyc04g076730.1.1 -2.76875 1.654952 1.97E-06 0.000174 26 17 37 312 377 164
Solyc12g006380.1.1 -2.75388 3.31116 2.22E-06 0.00019 87 73 84 1429 900 332
Solyc06g066630.1.1 -2.75226 1.920505 1.16E-06 0.000112 28 39 35 257 705 145
Solyc03g080190.2.1 -2.7425 5.423284 2.10E-06 0.000182 376 498 186 3218 8483 1249
Solyc01g079140.2.1 -2.74183 3.040245 1.82E-07 2.28E-05 54 121 60 1112 824 287
Solyc02g093250.2.1 -2.73761 3.84234 8.23E-10 2.12E-07 60 241 166 1813 1653 491
Solyc05g012180.2.1 -2.73488 3.646578 6.15E-10 1.65E-07 61 184 149 1454 1636 419
Solyc02g072070.2.1 -2.73175 1.449915 5.31E-05 0.002648 10 66 13 391 207 109
Solyc01g086680.2.1 -2.7312 2.185286 1.45E-05 0.000931 15 114 24 546 580 135
Solyc03g005480.2.1 -2.72828 1.206297 4.03E-05 0.002138 20 26 13 257 302 72
Solyc08g080130.2.1 -2.72695 7.585964 1.24E-11 6.14E-09 1316 2305 1834 19930 27216 7444
Solyc03g119370.1.1 -2.72115 3.519858 2.31E-08 3.86E-06 43 191 151 1373 1541 316
Solyc07g017880.2.1 -2.71852 2.629724 3.87E-05 0.002086 52 17 91 844 550 247
Solyc06g035810.1.1 -2.70806 0.595418 2.26E-05 0.001355 9 19 16 86 277 65
Solyc10g007280.2.1 -2.70617 7.251182 2.00E-07 2.49E-05 1418 1585 740 16113 20161 6453
Solyc09g075920.1.1 -2.70314 4.400869 2.71E-14 2.61E-11 94 377 227 1679 3185 1136
Solyc11g007890.1.1 -2.67325 2.301251 5.40E-06 0.000403 35 21 87 396 810 201
Solyc09g090970.2.1 -2.66301 2.127901 1.13E-05 0.000757 19 111 17 250 718 269
Solyc08g006470.2.1 -2.66294 4.213532 4.96E-05 0.002521 204 96 122 2573 2005 486
Solyc08g068770.1.1 -2.6622 6.584746 2.28E-08 3.86E-06 350 2439 645 8955 14524 3904
Solyc09g005560.2.1 -2.66016 1.97956 1.17E-05 0.00078 8 99 39 538 325 166
Solyc05g053600.2.1 -2.65688 6.33829 6.79E-08 9.79E-06 633 735 927 9376 11636 2006
Solyc06g069130.2.1 -2.65602 3.725551 2.06E-07 2.52E-05 33 339 123 1475 1640 536
Solyc08g062360.2.1 -2.6458 5.908911 2.13E-10 7.27E-08 229 1473 451 5328 8130 3280
Solyc02g085360.2.1 -2.64268 5.038412 1.10E-10 4.17E-08 251 276 430 3481 4257 1386
Solyc04g058160.1.1 -2.64186 3.121852 1.82E-09 4.21E-07 52 136 90 1021 934 389
Solyc01g073820.2.1 -2.63486 1.898942 3.58E-07 4.03E-05 14 84 32 254 578 211
Solyc04g016000.2.1 -2.63442 3.367943 1.60E-08 2.91E-06 42 154 166 912 1755 323
Solyc01g073840.1.1 -2.62193 0.2839 0.000101 0.004547 4 20 17 141 144 35
Solyc09g011630.2.1 -2.60343 3.91553 2.38E-11 1.12E-08 85 195 225 1279 2370 641
Solyc05g044490.2.1 -2.60285 1.471086 9.31E-05 0.004228 23 39 18 246 481 64
Solyc02g062550.2.1 -2.60159 3.453567 2.81E-09 6.09E-07 54 235 91 1202 1154 575
Solyc03g123680.1.1 -2.60075 4.567501 6.63E-05 0.00319 279 176 90 2769 3068 744
Solyc09g007730.2.1 -2.60038 2.345277 1.07E-07 1.42E-05 24 60 91 412 845 192
Solyc09g091540.1.1 -2.5984 2.180844 6.18E-06 0.000455 27 37 84 224 284 601
Solyc02g036480.1.1 -2.5917 6.056116 4.39E-08 6.80E-06 244 1844 410 6571 8365 3355
Solyc02g090110.2.1 -2.58841 5.911885 2.93E-11 1.35E-08 395 914 643 6194 8553 2176
Solyc07g045530.1.1 -2.58339 3.605047 3.69E-08 5.88E-06 64 279 79 892 1907 638
Solyc06g009290.2.1 -2.53834 6.194849 3.02E-11 1.37E-08 429 1052 1077 8568 8956 2560
Solyc01g079940.2.1 -2.52414 2.71802 1.52E-07 1.95E-05 41 99 86 558 1096 218
Solyc09g011550.2.1 -2.52275 3.938398 1.62E-06 0.00015 44 448 127 1072 2677 662
Solyc09g011260.1.1 -2.51156 2.142012 2.23E-05 0.001341 41 67 24 497 525 162
Solyc04g054690.2.1 -2.50634 3.622421 6.30E-06 0.000461 77 295 60 1258 1776 401
Solyc02g031790.1.1 -2.49357 4.178495 3.34E-10 1.01E-07 120 297 213 1978 2262 697
Solyc08g028780.1.1 -2.4903 3.404115 1.73E-08 3.09E-06 54 202 138 713 1911 428
Solyc04g064870.2.1 -2.48544 6.625528 3.99E-10 1.16E-07 388 2409 1139 7781 15544 4548
Solyc12g036390.1.1 -2.48138 5.458755 3.56E-09 7.64E-07 301 808 422 5402 4990 1485
Solyc01g095960.2.1 -2.47885 3.834353 1.30E-05 0.000852 111 86 273 762 3032 466
Solyc06g008620.1.1 -2.47679 1.383214 2.26E-05 0.001355 12 59 26 198 448 87
Solyc12g056360.1.1 -2.4694 3.667091 7.37E-08 1.05E-05 99 236 91 1289 1580 570
Solyc08g068730.1.1 -2.46922 6.121016 2.41E-08 3.96E-06 246 1743 863 8349 8044 2433



Solyc02g080080.2.1 -2.46142 6.191701 4.67E-07 5.16E-05 553 1505 438 8039 9724 2388
Solyc12g045030.1.1 -2.45414 7.157621 1.26E-08 2.37E-06 1047 2729 1183 10610 24877 5532
Solyc12g006280.1.1 -2.43915 0.250593 0.000141 0.005973 4 18 23 125 141 41
Solyc11g005350.1.1 -2.43398 3.252309 4.79E-05 0.002452 112 82 70 1198 995 327
Solyc04g071070.2.1 -2.43023 1.424426 0.000193 0.007785 21 56 14 193 478 85
Solyc08g077330.2.1 -2.42638 5.726923 3.96E-05 0.002114 476 1059 193 7478 4458 1830
Solyc04g077300.2.1 -2.42625 2.879429 5.44E-07 5.88E-05 46 120 106 848 930 216
Solyc04g005050.1.1 -2.42623 5.823508 9.39E-11 3.71E-08 314 1226 647 5479 7937 2224
Solyc04g079250.2.1 -2.42587 4.373534 2.27E-08 3.86E-06 55 495 348 1202 3444 1192
Solyc09g007520.2.1 -2.4249 4.51396 7.21E-06 0.000517 192 425 152 2847 2840 539
Solyc10g076780.1.1 -2.42478 3.030769 1.84E-06 0.000165 79 82 97 863 1060 293
Solyc04g074780.2.1 -2.40154 1.471262 2.78E-05 0.001619 20 49 30 368 222 109
Solyc10g084960.1.1 -2.39748 3.220532 8.95E-05 0.004106 22 330 63 759 1482 365
Solyc02g091700.2.1 -2.39743 3.944219 2.08E-06 0.000181 82 370 158 1591 2345 371
Solyc03g119240.2.1 -2.39352 3.498767 1.82E-07 2.28E-05 42 274 161 1148 1539 404
Solyc02g062790.2.1 -2.38681 1.68725 0.000172 0.007044 20 58 43 482 279 65
Solyc05g056380.2.1 -2.38496 1.057139 3.64E-06 0.000288 9 39 34 144 293 117
Solyc09g098160.2.1 -2.3838 2.880017 8.44E-08 1.17E-05 24 174 117 709 879 371
Solyc02g085300.2.1 -2.37701 3.227817 2.44E-06 0.000207 52 247 73 1097 1000 371
Solyc07g008600.1.1 -2.36849 1.699268 1.66E-06 0.000153 20 61 43 310 418 136
Solyc09g008740.1.1 -2.36351 0.601279 0.000162 0.006713 13 25 14 120 224 59
Solyc11g008200.1.1 -2.35767 1.790585 1.43E-05 0.000925 32 49 37 367 416 129
Solyc02g061770.2.1 -2.35576 4.931059 0.00016 0.00663 248 775 81 3492 3782 963
Solyc09g007890.1.1 -2.34402 2.096636 0.000185 0.007532 12 144 34 333 723 140
Solyc09g082240.2.1 -2.33788 1.86615 3.16E-05 0.001777 16 72 64 468 385 98
Solyc08g065210.1.1 -2.33575 1.415578 7.83E-05 0.003641 15 65 26 356 180 121
Solyc11g066800.1.1 -2.33516 4.320024 6.81E-05 0.00325 220 256 156 2955 1728 484
Solyc06g069740.1.1 -2.33476 1.562358 0.000195 0.00784 20 81 12 298 322 143
Solyc09g011590.2.1 -2.3316 7.350452 1.26E-10 4.53E-08 726 4075 2273 13547 22958 8046
Solyc11g017280.1.1 -2.32716 4.996328 3.00E-10 9.30E-08 231 675 324 3053 4062 1462
Solyc01g096430.2.1 -2.32303 4.432991 8.49E-08 1.17E-05 144 388 321 1813 3717 596
Solyc12g011090.1.1 -2.32141 0.720779 5.32E-05 0.002648 9 41 15 137 197 89
Solyc08g021870.1.1 -2.31973 0.211205 7.32E-05 0.003428 4 20 23 85 145 65
Solyc01g009930.1.1 -2.31732 2.873284 0.000193 0.007769 30 261 30 505 1148 363
Solyc12g010710.1.1 -2.3148 3.55012 1.37E-07 1.77E-05 104 171 147 910 1873 468
Solyc10g079930.1.1 -2.31447 6.68767 4.91E-12 2.62E-09 695 2317 1092 7369 11542 7985
Solyc04g078290.2.1 -2.31367 7.370713 8.58E-10 2.18E-07 988 4291 1548 13925 21354 9140
Solyc03g020010.1.1 -2.31338 2.228783 5.12E-05 0.002583 41 90 38 296 878 157
Solyc01g073890.2.1 -2.31247 3.964608 1.58E-05 0.000997 85 486 85 1766 1679 652
Solyc09g075910.1.1 -2.30184 4.048274 2.34E-08 3.89E-06 99 386 198 1274 2686 651
Solyc01g007050.1.1 -2.3014 1.981541 1.36E-05 0.000889 11 122 46 348 450 228
Solyc01g086660.2.1 -2.3006 1.94751 4.95E-05 0.002521 17 68 80 518 372 103
Solyc10g055200.1.1 -2.29705 6.542601 1.82E-09 4.21E-07 708 1914 996 8041 13774 3813
Solyc11g018800.1.1 -2.29208 2.153229 1.93E-05 0.001187 25 90 69 388 735 113
Solyc10g017570.2.1 -2.28276 3.275173 8.97E-08 1.22E-05 59 194 148 683 1627 391
Solyc02g092110.2.1 -2.27861 4.854965 2.45E-10 7.94E-08 257 483 335 2171 4191 1504
Solyc03g026230.1.1 -2.27852 3.629619 4.56E-06 0.000351 60 255 226 1787 982 376
Solyc12g097000.1.1 -2.27059 2.093893 4.04E-06 0.000315 42 65 46 378 531 210
Solyc09g091550.2.1 -2.26918 6.246193 7.01E-05 0.003312 1052 463 645 5178 5739 7766
Solyc05g009230.1.1 -2.2649 3.411048 5.35E-06 0.0004 122 144 87 872 1502 495
Solyc09g090470.2.1 -2.26045 3.443191 1.39E-06 0.000131 82 221 130 873 1827 339
Solyc09g011990.1.1 -2.24952 2.229277 4.71E-06 0.00036 39 69 73 376 735 169
Solyc06g062330.1.1 -2.24398 2.878622 2.44E-05 0.00145 58 91 141 423 1477 218
Solyc05g010030.2.1 -2.24047 1.759372 6.08E-06 0.000451 17 80 50 233 527 156
Solyc04g072800.2.1 -2.23851 3.131108 1.22E-07 1.60E-05 62 137 161 959 971 353
Solyc06g071070.1.1 -2.2378 5.07561 9.34E-08 1.26E-05 295 447 555 3174 5092 1007
Solyc02g068680.1.1 -2.23324 4.216433 3.11E-07 3.61E-05 71 609 196 1277 2449 1206
Solyc07g056200.2.1 -2.2316 6.524314 2.92E-07 3.44E-05 768 2269 604 8934 10356 4773
Solyc07g040890.1.1 -2.22493 3.031104 5.22E-06 0.000393 60 221 56 649 1093 429
Solyc01g107780.2.1 -2.21883 6.14702 3.66E-09 7.72E-07 710 1082 823 6646 8751 3360
Solyc05g051530.2.1 -2.2125 4.791967 2.05E-06 0.000179 201 781 182 2537 3771 1134
Solyc04g079820.2.1 -2.20823 1.828605 1.90E-06 0.000169 18 54 85 288 446 191
Solyc03g114500.2.1 -2.20427 5.382302 1.07E-10 4.12E-08 291 848 640 3886 5637 1672
Solyc08g014570.2.1 -2.20094 6.671688 2.02E-06 0.000178 1208 920 1349 10043 13022 4085
Solyc04g071890.2.1 -2.199 6.486671 5.42E-08 8.11E-06 822 1579 1097 5340 15994 3868
Solyc11g011240.1.1 -2.19118 6.03074 1.09E-05 0.000737 808 680 706 5861 9965 2096
Solyc02g077040.2.1 -2.1911 8.686555 1.07E-07 1.42E-05 3175 11001 3116 36308 47803 23403
Solyc08g067340.2.1 -2.18343 6.793446 0.000152 0.006363 1605 1189 543 11460 11487 5618
Solyc04g051690.2.1 -2.18254 4.935277 8.80E-10 2.22E-07 249 607 409 3342 3085 1426
Solyc05g041540.2.1 -2.17949 4.711167 5.92E-07 6.33E-05 237 520 287 2686 3561 790
Solyc03g007380.1.1 -2.17786 2.382521 2.94E-05 0.001681 36 54 133 196 858 357
Solyc08g021820.2.1 -2.17619 0.90395 0.000204 0.00815 17 34 22 171 244 68
Solyc02g083850.2.1 -2.1734 2.767195 0.000104 0.004662 82 101 55 609 1001 224
Solyc09g014990.2.1 -2.1727 6.580421 2.92E-10 9.13E-08 533 2315 1571 8998 12179 4186
Solyc03g097840.2.1 -2.16972 6.578902 1.61E-09 3.84E-07 832 1679 1383 9413 12008 3885
Solyc07g065250.2.1 -2.16797 4.000105 7.25E-08 1.04E-05 132 269 263 1555 2166 555
Solyc08g074970.1.1 -2.16691 3.693598 2.85E-07 3.38E-05 105 235 200 1365 1604 442
Solyc05g053330.2.1 -2.15579 4.773637 1.72E-05 0.001074 300 164 549 3110 2736 1157
Solyc03g115930.1.1 -2.15451 5.74896 1.65E-06 0.000152 470 1387 363 5765 5745 2374
Solyc04g074680.1.1 -2.14726 4.750478 5.88E-05 0.002877 81 1085 221 2591 3173 1256
Solyc01g067020.2.1 -2.14539 5.900382 1.47E-06 0.000137 642 1071 554 5862 8043 2056
Solyc03g122350.2.1 -2.14491 7.636597 1.20E-10 4.37E-08 1615 3961 2898 18424 24348 9447
Solyc10g085860.1.1 -2.14116 2.476448 0.00013 0.005618 13 206 68 356 799 320



Solyc03g119970.2.1 -2.13548 5.358401 7.61E-10 1.99E-07 307 793 702 4708 3997 1751
Solyc03g113080.2.1 -2.1333 3.121455 2.71E-06 0.000225 52 228 122 757 1283 302
Solyc01g060020.2.1 -2.13308 8.877529 2.17E-06 0.000187 4038 11425 4394 37420 77106 15333
Solyc01g080800.2.1 -2.12605 4.302382 6.92E-05 0.003296 66 779 171 1070 3212 1093
Solyc06g035960.2.1 -2.11791 8.104329 1.81E-09 4.21E-07 1938 5768 4772 29611 30735 10998
Solyc08g066270.1.1 -2.11788 1.672928 3.16E-05 0.001777 26 74 36 279 406 139
Solyc01g099910.2.1 -2.11603 3.86057 1.42E-05 0.000924 91 343 241 1412 2238 311
Solyc09g007900.2.1 -2.11076 7.763018 4.37E-13 3.05E-10 1497 4529 3929 18600 24193 12999
Solyc07g043320.2.1 -2.10622 7.564384 8.13E-09 1.57E-06 1490 3707 3177 18627 24772 6767
Solyc03g116890.2.1 -2.1012 5.711483 4.59E-09 9.47E-07 446 810 1008 4714 7385 1919
Solyc04g025650.2.1 -2.09913 4.185065 0.000102 0.004595 214 202 267 1250 3456 436
Solyc03g116690.2.1 -2.09618 2.481363 5.02E-06 0.000381 30 165 73 358 813 306
Solyc03g119250.2.1 -2.08854 6.006091 1.76E-06 0.000161 353 2178 629 6904 6726 2805
Solyc01g088400.2.1 -2.08239 3.825859 8.64E-08 1.18E-05 137 215 242 1486 1106 877
Solyc01g106620.2.1 -2.07909 7.627824 0.000186 0.007552 2285 4524 854 16775 29081 7331
Solyc09g014280.1.1 -2.0771 6.329902 2.05E-07 2.51E-05 910 741 1488 5555 10635 4869
Solyc01g067120.2.1 -2.06868 2.683668 4.60E-06 0.000353 24 192 115 442 867 367
Solyc08g068870.2.1 -2.067 8.892377 0.000216 0.008525 7037 6179 2582 46740 55121 21011
Solyc08g062330.2.1 -2.06371 3.321667 4.45E-08 6.80E-06 78 206 171 902 1182 486
Solyc06g082570.1.1 -2.06355 5.938766 7.15E-05 0.00336 852 601 692 6782 7155 1988
Solyc03g044900.2.1 -2.06141 6.217918 4.21E-05 0.002195 547 2338 599 6621 11635 1996
Solyc01g106500.2.1 -2.04516 5.639387 7.36E-07 7.56E-05 578 827 576 4950 6155 1877
Solyc02g080890.2.1 -2.04348 5.171058 8.44E-07 8.39E-05 245 1059 434 3889 4192 1236
Solyc12g056960.1.1 -2.02993 4.112274 7.80E-07 7.90E-05 154 335 287 1227 2892 597
Solyc09g011270.2.1 -2.02456 2.924449 1.53E-05 0.000971 74 173 84 740 922 291
Solyc08g016210.2.1 -2.0217 7.477079 9.40E-05 0.004253 1689 5110 1109 18401 22790 5502
Solyc02g079590.2.1 -2.00321 6.397926 7.33E-11 3.02E-08 772 1536 1521 5818 11293 4845
Solyc01g009690.1.1 -1.99909 4.559132 6.62E-06 0.000482 191 715 213 2489 2611 908
Solyc01g014840.2.1 -1.98672 4.43196 2.70E-08 4.41E-06 179 494 351 2171 2428 896
Solyc03g113070.2.1 -1.98039 2.787978 7.10E-07 7.38E-05 52 156 127 652 741 338
Solyc05g050800.2.1 -1.9758 7.0618 2.68E-10 8.47E-08 1101 3094 2219 10572 17324 6719
Solyc12g057140.1.1 -1.97214 4.613221 2.03E-06 0.000178 119 853 348 2425 2771 1033
Solyc01g096510.2.1 -1.97022 5.687493 1.05E-05 0.000712 255 2027 508 4585 6264 2384
Solyc10g007880.2.1 -1.96953 4.032245 2.68E-05 0.001575 189 299 206 2081 961 832
Solyc05g008820.2.1 -1.95764 3.104052 2.92E-05 0.001675 57 256 125 876 1060 273
Solyc09g005090.1.1 -1.95333 3.60316 1.22E-06 0.000116 102 348 138 986 1420 667
Solyc12g036330.1.1 -1.95001 2.957361 7.41E-07 7.59E-05 60 189 134 696 883 377
Solyc03g111720.2.1 -1.94623 6.667869 1.19E-05 0.000791 1223 918 2145 11278 9042 4726
Solyc02g093950.2.1 -1.93829 1.964133 8.67E-05 0.003983 31 119 41 291 499 199
Solyc05g056170.2.1 -1.93796 6.811916 2.06E-10 7.12E-08 868 2545 2226 10207 12644 5557
Solyc04g009440.2.1 -1.92275 6.497037 1.65E-06 0.000152 944 1310 1885 7554 13413 2949
Solyc01g086730.2.1 -1.92106 4.494004 3.47E-07 3.96E-05 258 420 321 1917 2830 1019
Solyc03g118970.2.1 -1.91313 6.706916 9.79E-07 9.60E-05 1210 1077 2322 9403 11033 5625
Solyc09g047910.2.1 -1.91233 3.139269 1.03E-05 0.000705 72 163 204 857 1109 290
Solyc12g044940.1.1 -1.90939 5.847019 2.09E-08 3.65E-06 454 1561 918 4204 8321 2549
Solyc07g052790.1.1 -1.90891 5.431432 3.08E-05 0.001742 518 938 432 4460 5313 1308
Solyc01g086670.2.1 -1.9089 3.593795 1.04E-05 0.000709 143 164 224 803 1809 551
Solyc03g095770.2.1 -1.90766 6.635032 2.56E-06 0.000215 969 2862 924 8517 12152 4674
Solyc05g014390.2.1 -1.90683 5.922307 2.79E-05 0.001619 536 1716 745 5921 8513 1492
Solyc06g005480.2.1 -1.90182 3.893877 4.01E-07 4.48E-05 128 312 299 1174 2107 590
Solyc09g011560.2.1 -1.90047 5.45123 2.33E-07 2.83E-05 410 1186 535 3903 5423 1853
Solyc12g010410.1.1 -1.88906 2.842934 4.14E-05 0.002179 38 244 115 634 905 287
Solyc05g041910.2.1 -1.88614 7.490516 3.02E-08 4.87E-06 1281 4907 3372 16647 21632 7464
Solyc04g074000.2.1 -1.88555 9.067914 8.80E-08 1.20E-05 5501 13641 6455 40604 63650 31078
Solyc02g079570.2.1 -1.88393 5.857193 4.44E-08 6.80E-06 592 1066 1107 5799 6276 2440
Solyc01g091840.2.1 -1.88184 4.956407 2.10E-06 0.000182 310 820 369 3019 3673 1179
Solyc06g062420.2.1 -1.86332 3.495405 2.08E-05 0.001265 64 418 150 975 1307 543
Solyc08g076390.2.1 -1.86041 5.206335 5.43E-07 5.88E-05 313 927 665 4017 3940 1268
Solyc10g080010.1.1 -1.85584 4.697455 1.11E-06 0.000107 215 800 338 2416 3046 1076
Solyc03g033840.2.1 -1.84971 5.694322 6.24E-07 6.59E-05 580 1305 566 3948 6580 2621
Solyc03g006700.2.1 -1.84561 3.578677 2.73E-05 0.001598 75 407 183 898 1765 449
Solyc04g008100.1.1 -1.83001 4.712113 1.53E-05 0.000973 198 988 241 1579 3168 1790
Solyc12g042480.1.1 -1.82667 6.456892 1.61E-05 0.001012 1066 1570 1438 7512 12871 2576
Solyc06g061170.2.1 -1.82182 3.503222 6.78E-05 0.003242 131 255 154 1066 1452 363
Solyc12g088040.1.1 -1.82015 2.926494 0.000124 0.005402 60 252 96 524 1164 291
Solyc11g005630.1.1 -1.81628 6.513553 3.56E-06 0.000283 828 3015 943 5900 12177 5153
Solyc05g056500.1.1 -1.80939 2.994984 1.99E-05 0.001217 69 178 173 665 1097 277
Solyc03g112970.1.1 -1.80872 2.44893 5.59E-05 0.002758 62 114 88 508 594 237
Solyc10g007900.2.1 -1.80609 4.801888 4.95E-06 0.000377 228 907 376 2600 3433 1013
Solyc01g104690.2.1 -1.80314 5.305295 4.52E-05 0.002342 410 770 809 1962 7682 1208
Solyc02g093050.2.1 -1.79925 6.754901 6.24E-08 9.19E-06 1090 2343 2077 10103 12159 4623
Solyc09g082890.1.1 -1.79485 1.533228 0.000107 0.004767 22 79 55 251 289 153
Solyc09g011740.2.1 -1.7908 6.315601 1.02E-06 9.89E-05 824 2013 1221 6937 10378 2954
Solyc01g097270.2.1 -1.79031 8.132059 7.08E-05 0.003331 3986 4681 3689 20804 42662 9847
Solyc03g119590.1.1 -1.78972 4.423028 4.22E-05 0.002199 254 600 185 1846 2483 1002
Solyc05g050380.2.1 -1.7801 7.603615 6.85E-06 0.000498 2392 4634 2292 16384 24210 8393
Solyc09g010780.2.1 -1.77937 3.287837 1.39E-05 0.000906 89 277 154 973 974 426
Solyc02g081360.2.1 -1.77635 4.325984 8.06E-06 0.000575 272 380 269 1512 1560 1604
Solyc02g093310.2.1 -1.77597 3.210784 9.96E-06 0.000683 61 260 210 716 1257 378
Solyc03g119810.1.1 -1.76582 3.392078 3.67E-05 0.002001 98 217 244 1122 1123 337
Solyc09g072810.2.1 -1.76225 4.431567 2.89E-05 0.001669 237 211 643 1398 2972 1104
Solyc07g055710.2.1 -1.75956 5.103815 1.78E-05 0.001101 428 618 616 2441 5416 1139
Solyc02g032950.2.1 -1.75574 5.776611 2.94E-05 0.001681 643 1398 691 6129 5394 1853



Solyc05g016310.1.1 -1.75475 4.822566 5.28E-06 0.000397 214 943 459 2982 2861 1067
Solyc10g011810.2.1 -1.74739 6.174108 4.01E-08 6.31E-06 559 2107 1459 5448 9455 3314
Solyc01g100010.2.1 -1.74581 4.545067 2.08E-05 0.001263 237 732 268 2052 2886 905
Solyc08g080640.1.1 -1.74534 6.949763 0.000123 0.005384 1736 2930 1039 12212 11325 6146
Solyc02g080070.2.1 -1.74478 7.726405 2.79E-07 3.32E-05 2161 5517 3531 17084 26847 9283
Solyc05g014380.2.1 -1.74146 6.802273 3.99E-05 0.002127 1262 2981 1463 10554 14368 3330
Solyc02g014030.1.1 -1.73817 4.585571 9.94E-08 1.33E-05 207 674 459 1742 3160 1138
Solyc01g098140.2.1 -1.738 3.457717 4.20E-05 0.002195 51 421 212 816 1317 581
Solyc06g076560.1.1 -1.73328 2.816242 5.16E-05 0.002596 78 143 142 375 1057 362
Solyc04g048900.2.1 -1.73108 7.276449 3.56E-06 0.000283 2013 3129 2374 12734 19258 6768
Solyc01g111350.2.1 -1.73091 4.605593 0.00023 0.008983 106 870 570 3006 2047 764
Solyc08g078050.1.1 -1.72258 5.331661 4.39E-08 6.80E-06 415 805 933 3668 4336 1833
Solyc04g011770.2.1 -1.7216 2.928843 1.31E-05 0.00086 68 167 187 689 833 332
Solyc11g005700.1.1 -1.72051 3.587721 7.22E-06 0.000517 102 326 251 1209 1188 503
Solyc02g081350.2.1 -1.71996 2.102044 0.000136 0.005812 52 82 82 302 346 338
Solyc01g109710.2.1 -1.71803 6.459878 3.36E-05 0.001867 1259 1401 1442 7819 10941 3262
Solyc02g082450.2.1 -1.71718 4.738978 1.08E-05 0.000731 248 612 619 3025 2633 825
Solyc01g089890.2.1 -1.71211 4.444158 6.98E-06 0.000505 203 727 282 1644 2778 1009
Solyc02g090490.2.1 -1.70784 5.822385 2.95E-06 0.000242 575 1343 1156 4725 7876 1812
Solyc02g079170.2.1 -1.70549 7.078416 4.14E-05 0.002179 1916 2320 2157 14499 12610 5365
Solyc04g074710.2.1 -1.69789 2.371459 0.000247 0.009513 51 93 138 412 707 178
Solyc02g086590.2.1 -1.69626 5.108961 1.09E-06 0.000105 404 723 670 3011 4148 1384
Solyc07g008140.2.1 -1.69308 5.25997 3.23E-07 3.73E-05 208 1234 975 3237 3126 2579
Solyc08g081490.2.1 -1.69181 4.564312 8.65E-06 0.000609 253 672 354 2306 2545 913
Solyc12g008500.1.1 -1.68778 6.285641 2.99E-05 0.001701 1058 978 1785 7129 8924 3124
Solyc03g112980.1.1 -1.68321 2.24838 0.000182 0.007411 60 111 71 309 571 272
Solyc09g009130.2.1 -1.67796 5.046746 3.45E-06 0.000277 359 787 647 3655 2755 1383
Solyc11g007420.1.1 -1.67069 2.511389 3.77E-05 0.00204 55 155 110 501 548 298
Solyc09g064780.2.1 -1.66305 5.130757 2.51E-06 0.000212 431 840 564 2946 4150 1507
Solyc01g112220.2.1 -1.66254 4.405464 1.42E-06 0.000133 210 533 453 1781 2631 831
Solyc02g079750.2.1 -1.65998 5.716427 6.70E-05 0.003221 401 1675 1114 3024 9349 1551
Solyc04g056340.2.1 -1.65828 4.081188 4.18E-05 0.002193 205 391 298 1316 2384 574
Solyc12g008960.1.1 -1.65775 4.892014 2.40E-05 0.00143 223 1168 420 2566 3472 1240
Solyc04g077310.2.1 -1.65604 4.051723 0.000143 0.006046 188 418 293 1749 1856 451
Solyc07g043250.1.1 -1.65286 5.507337 2.16E-08 3.75E-06 406 1312 949 3626 5315 2176
Solyc04g074480.2.1 -1.65224 9.158566 8.33E-07 8.31E-05 6762 10729 13069 49287 63610 26110
Solyc02g093230.2.1 -1.65109 3.929276 0.000107 0.004751 140 534 212 1289 1965 534
Solyc03g117980.2.1 -1.64949 7.291422 4.82E-05 0.002465 1801 4287 2422 15892 17665 4832
Solyc02g085830.2.1 -1.63466 3.684399 0.000136 0.005812 161 220 299 1344 1261 461
Solyc03g078490.2.1 -1.63289 9.415741 2.59E-06 0.000216 7645 19113 11164 64250 67217 31529
Solyc08g014150.2.1 -1.62819 5.330675 8.99E-06 0.000628 509 892 735 3126 5460 1481
Solyc02g088090.1.1 -1.62798 7.043239 6.09E-06 0.000451 1067 4786 2228 12091 14138 5610
Solyc05g016060.2.1 -1.62696 5.30508 4.48E-05 0.002326 346 1568 463 3253 4651 1745
Solyc05g052750.2.1 -1.61987 4.614855 6.22E-08 9.19E-06 225 698 532 1916 2669 1297
Solyc02g067530.2.1 -1.61069 5.063088 4.27E-08 6.68E-06 292 900 831 2765 3645 1626
Solyc06g074530.1.1 -1.61009 5.845606 6.93E-07 7.24E-05 576 1764 1023 4404 7083 2605
Solyc02g093860.2.1 -1.60153 7.301753 8.05E-07 8.07E-05 1305 4559 3896 14788 16321 6658
Solyc07g049660.2.1 -1.59977 7.174604 1.43E-05 0.000925 1786 4010 2117 12163 16998 6026
Solyc10g012370.2.1 -1.59869 7.494071 3.40E-05 0.001883 2236 3541 4064 14863 24425 5762
Solyc05g015840.2.1 -1.58901 4.121274 3.59E-05 0.001971 209 502 260 1250 2289 748
Solyc09g075120.2.1 -1.58825 7.007959 0.000117 0.005146 1990 2156 2239 11827 14293 4960
Solyc08g077740.1.1 -1.58623 1.97615 0.000199 0.007986 42 98 86 323 362 222
Solyc02g093270.2.1 -1.58537 7.899808 7.83E-07 7.90E-05 2455 6192 5432 23324 20571 11727
Solyc04g009900.2.1 -1.57889 5.341595 9.28E-05 0.004226 349 1138 1029 4822 3596 1127
Solyc04g006940.2.1 -1.57309 5.317788 9.09E-06 0.000633 435 1235 659 4003 3622 1715
Solyc11g015900.1.1 -1.57027 3.661002 0.000104 0.004674 114 480 185 1102 1268 611
Solyc03g083440.2.1 -1.56724 6.244264 1.27E-05 0.000836 929 1864 1467 7065 8467 2742
Solyc09g075020.2.1 -1.56666 9.929299 1.20E-06 0.000114 11668 23140 20483 88755 88934 50018
Solyc02g091650.2.1 -1.56451 4.44461 1.51E-05 0.000965 230 657 403 2076 2250 850
Solyc07g008590.1.1 -1.56407 3.864714 3.63E-05 0.001987 186 377 245 1150 1692 660
Solyc01g005920.2.1 -1.56186 3.488472 4.92E-05 0.002511 91 278 339 886 1422 432
Solyc09g083060.2.1 -1.5524 5.308148 1.23E-07 1.61E-05 395 1121 892 3397 4034 1924
Solyc02g087740.2.1 -1.5498 2.574052 0.000123 0.005384 67 156 124 476 444 413
Solyc09g091660.2.1 -1.53826 9.373885 2.43E-06 0.000206 7573 17984 13509 53083 78243 28763
Solyc05g050360.2.1 -1.53718 5.992009 1.97E-05 0.001211 743 1983 999 4807 8167 2582
Solyc12g087920.1.1 -1.52481 4.744781 5.90E-07 6.33E-05 313 574 691 2017 2914 1409
Solyc09g090730.1.1 -1.5236 6.565731 9.90E-06 0.000681 1121 2751 1695 7712 11262 3869
Solyc12g040570.1.1 -1.51485 3.431398 1.89E-05 0.001164 104 339 232 646 1220 677
Solyc10g006710.2.1 -1.51063 4.521889 0.000145 0.006099 194 972 332 1666 2915 988
Solyc11g056620.1.1 -1.50991 4.788202 8.73E-06 0.000613 359 677 546 2518 2637 1273
Solyc02g062800.2.1 -1.50762 5.437121 3.18E-05 0.001781 554 1348 602 3913 3982 2131
Solyc01g006150.2.1 -1.50751 6.544912 8.64E-07 8.56E-05 774 3135 2221 7583 9907 4541
Solyc07g054830.2.1 -1.50454 5.866552 7.39E-06 0.000528 720 1543 1157 5095 6399 2368
Solyc06g082590.1.1 -1.50164 6.385495 0.000208 0.008253 1221 2118 1239 7370 9888 2872
Solyc06g050810.2.1 -1.50153 4.680721 5.97E-07 6.36E-05 240 785 612 1968 2830 1268
Solyc03g113040.2.1 -1.4983 3.764723 3.93E-05 0.002108 160 359 293 1155 1474 578
Solyc04g049090.2.1 -1.4955 8.178793 1.39E-05 0.000906 3591 7973 5508 22977 34933 11837
Solyc12g094650.1.1 -1.49279 6.536843 4.02E-05 0.002138 1204 2863 1326 6965 10892 4325
Solyc02g083460.2.1 -1.47936 6.709729 1.45E-05 0.000931 1378 2655 2058 9950 8816 5128
Solyc08g069060.2.1 -1.47356 6.508902 0.000164 0.006758 1321 1851 1927 9316 8639 3230
Solyc04g074030.2.1 -1.46825 6.462984 6.97E-05 0.003307 995 3337 1151 5383 10312 5176
Solyc03g098730.1.1 -1.4658 6.308583 5.95E-05 0.002891 670 3428 1233 4753 9570 4527
Solyc01g110960.2.1 -1.46193 2.49071 0.000175 0.007163 62 162 125 370 595 332



Solyc04g005160.1.1 -1.45941 8.113535 1.49E-05 0.00095 3201 8825 5130 22380 31295 11918
Solyc02g087580.2.1 -1.45816 2.925939 0.000164 0.006777 74 178 237 479 969 367
Solyc05g052210.2.1 -1.45601 4.721486 2.99E-06 0.000245 299 715 630 2084 2943 1187
Solyc02g089060.2.1 -1.4527 4.554902 2.74E-05 0.0016 147 903 623 1606 2808 1167
Solyc05g007150.2.1 -1.44494 5.708623 1.51E-07 1.94E-05 504 1424 1509 3028 6130 3159
Solyc06g063210.2.1 -1.4449 4.977386 2.68E-05 0.001575 410 943 536 2711 3095 1472
Solyc03g005470.2.1 -1.44485 6.95094 2.07E-06 0.000181 1276 3872 2856 9445 14113 5670
Solyc06g063180.1.1 -1.44479 5.349003 2.56E-06 0.000215 354 1329 1065 2940 5034 1772
Solyc10g038080.1.1 -1.44291 4.205227 3.63E-05 0.001987 113 602 605 1362 2074 898
Solyc03g111800.2.1 -1.44153 6.316887 3.14E-06 0.000254 974 2041 1881 5159 10120 3825
Solyc08g061250.2.1 -1.44091 3.462353 3.55E-05 0.001953 114 338 258 813 891 752
Solyc05g051570.2.1 -1.42831 4.88234 1.78E-05 0.001101 367 846 604 2391 3314 1229
Solyc09g011580.2.1 -1.42632 7.281525 3.15E-05 0.001777 1972 2561 4969 8496 16887 10638
Solyc08g078040.2.1 -1.42579 6.964782 2.89E-06 0.000238 1538 2563 3620 9582 12228 6881
Solyc02g086270.2.1 -1.40911 3.87264 0.000224 0.008798 110 603 323 1225 1549 625
Solyc08g078310.2.1 -1.40484 4.551565 6.35E-05 0.003068 310 601 524 1638 3061 922
Solyc03g118720.2.1 -1.4035 4.9374 8.43E-06 0.000596 320 801 901 2210 3801 1273
Solyc04g064530.1.1 -1.39854 6.277798 8.17E-05 0.003766 1079 2337 1267 5702 9216 3391
Solyc08g082820.2.1 -1.39632 8.878587 8.00E-05 0.003715 3582 14173 15884 18257 56479 35035
Solyc03g006080.2.1 -1.39458 4.419786 5.06E-05 0.002556 250 640 486 1522 2747 839
Solyc07g047800.2.1 -1.39258 8.634498 2.56E-05 0.001516 5565 9488 8917 29701 44957 18324
Solyc06g053710.2.1 -1.39248 7.135715 0.000212 0.008392 2207 2768 3081 13664 10593 6993
Solyc04g007580.1.1 -1.3887 5.631885 1.82E-06 0.000164 564 1666 1004 3592 5103 2693
Solyc08g065480.2.1 -1.38739 6.612251 1.60E-05 0.001005 1202 2687 2333 8570 9887 4093
Solyc07g043560.2.1 -1.37818 7.01266 6.94E-06 0.000503 1128 3877 4062 6359 13331 9673
Solyc10g055680.1.1 -1.37717 5.978098 0.000234 0.009106 463 2777 1354 5672 6464 2418
Solyc10g074570.1.1 -1.37238 5.746751 2.48E-05 0.00147 721 1532 1091 4594 5436 2304
Solyc10g012170.2.1 -1.37068 4.077359 5.95E-05 0.002891 183 500 442 1279 2013 672
Solyc05g052280.2.1 -1.35962 3.519045 0.000144 0.006099 124 380 265 848 1274 526
Solyc06g082080.2.1 -1.34988 3.544356 0.000137 0.005858 116 383 305 766 1411 547
Solyc06g050930.2.1 -1.34842 5.315798 2.86E-06 0.000236 461 1308 882 2982 3913 2134
Solyc10g045420.1.1 -1.34806 4.600789 5.36E-05 0.002663 276 805 541 2040 2571 974
Solyc01g087870.2.1 -1.34402 4.863069 1.80E-06 0.000163 281 886 867 1733 2992 1873
Solyc06g065560.1.1 -1.34376 5.95162 4.70E-05 0.002415 685 2050 1452 4941 7248 2293
Solyc09g090040.2.1 -1.33774 5.524651 0.000113 0.005002 604 1019 1330 3779 5421 1578
Solyc12g009550.1.1 -1.3283 3.622793 0.000164 0.006758 121 354 387 745 1552 587
Solyc06g007930.2.1 -1.32743 6.066642 1.11E-05 0.000744 682 2208 1795 5258 7368 2836
Solyc04g081510.2.1 -1.32306 5.455167 7.67E-05 0.003572 539 1194 1176 3942 4617 1521
Solyc09g009840.1.1 -1.32077 5.628444 6.98E-05 0.003307 600 1671 1034 4070 5520 1853
Solyc12g009220.1.1 -1.3157 7.310873 6.26E-05 0.003028 1895 5011 3790 11794 19254 6121
Solyc06g071280.2.1 -1.31469 6.423564 2.79E-05 0.001619 1110 2771 1757 6272 9307 4093
Solyc01g007990.2.1 -1.30139 5.277687 1.88E-06 0.000169 453 1139 1059 2584 4110 2112
Solyc01g079610.2.1 -1.29213 7.063138 1.01E-05 0.000694 1169 4388 4334 7376 14600 8383
Solyc04g081570.2.1 -1.29103 9.854057 3.65E-05 0.001992 8722 32168 26592 43373 99375 66035
Solyc05g013750.2.1 -1.2803 7.227686 8.99E-05 0.004118 1876 4229 4061 12248 16547 5608
Solyc09g089640.2.1 -1.27601 5.531298 6.94E-05 0.0033 627 1454 983 3929 4466 1984
Solyc02g077470.2.1 -1.27361 4.715043 4.11E-05 0.002176 311 730 776 2065 2792 1108
Solyc06g009140.2.1 -1.27138 8.943606 4.67E-05 0.002405 6796 12917 12754 40197 46230 23484
Solyc09g090070.1.1 -1.26817 7.2606 0.00013 0.005626 1964 5111 3344 12155 16753 6121
Solyc12g094660.1.1 -1.26662 6.625375 5.95E-05 0.002891 1341 2679 2550 7993 10042 4251
Solyc03g114600.2.1 -1.2597 4.852495 9.40E-05 0.004253 356 816 821 2501 2859 1132
Solyc02g067660.2.1 -1.25619 4.570479 0.000215 0.008488 291 826 531 1550 2999 973
Solyc02g080010.2.1 -1.2471 6.751567 0.00013 0.005626 822 4315 3268 7038 12679 5003
Solyc01g067070.2.1 -1.2451 5.088298 0.000144 0.006099 343 1058 1100 2635 3992 1202
Solyc08g081230.1.1 -1.23942 5.897153 6.74E-05 0.003231 572 2164 1721 3581 7579 2667
Solyc03g082920.2.1 -1.23363 9.259365 4.12E-05 0.002179 5847 20096 20141 30689 68049 39221
Solyc04g005550.1.1 -1.22178 4.579466 0.000116 0.00514 203 898 746 1798 2479 1079
Solyc03g034250.2.1 -1.21931 4.487929 0.000206 0.008192 268 620 713 1904 2215 882
Solyc04g011520.2.1 -1.21813 5.720622 5.44E-05 0.002697 708 1527 1403 4166 5463 2200
Solyc05g014980.2.1 -1.2154 6.098961 2.11E-05 0.001277 817 2145 1957 5266 6774 3201
Solyc08g066210.2.1 -1.20525 5.646234 7.05E-05 0.003324 619 1687 1274 3606 5746 2029
Solyc05g006510.1.1 -1.20459 4.690075 0.000231 0.009018 244 1026 704 1526 3246 1162
Solyc05g008310.2.1 -1.19526 4.276382 0.000141 0.005973 206 686 556 1437 2013 868
Solyc10g084400.1.1 -1.19508 7.161639 8.04E-05 0.003719 1502 4519 4745 9631 16858 6111
Solyc03g118040.2.1 -1.19346 9.88685 4.78E-05 0.002451 9197 30681 32724 51434 101827 57627
Solyc10g080770.1.1 -1.18355 7.099958 0.000127 0.005512 1806 4169 3769 10950 13842 5701
Solyc09g075450.2.1 -1.18351 6.742211 0.000123 0.005384 1405 3072 3131 7303 12461 4517
Solyc09g007910.2.1 -1.17979 6.960264 5.88E-05 0.002877 1145 3758 4822 8935 11696 6621
Solyc02g064680.2.1 -1.17411 7.400055 0.000118 0.005181 1867 5805 5032 14786 13007 8346
Solyc02g087330.2.1 -1.15924 5.564918 6.60E-05 0.003181 505 1674 1441 3257 5392 1999
Solyc01g104050.2.1 -1.15744 5.384127 0.000228 0.008921 605 1160 1152 3330 4212 1689
Solyc05g053930.2.1 -1.15673 5.774164 5.93E-05 0.002891 676 1570 1781 3674 6157 2437
Solyc11g017270.1.1 -1.14924 6.765545 0.000182 0.007411 1467 3369 3001 8699 10582 4616
Solyc08g079420.2.1 -1.14797 6.325459 0.000232 0.009018 1080 2014 2680 5694 8926 3330
Solyc01g100200.2.1 -1.14491 6.314436 9.29E-05 0.004226 1038 2743 2033 5709 8116 3714
Solyc06g009110.2.1 -1.13672 5.129771 0.000206 0.008194 497 1091 910 2661 3487 1533
Solyc06g073990.1.1 -1.12462 5.021323 5.04E-05 0.002556 395 955 1096 2214 2716 1968
Solyc04g079760.2.1 -1.12031 7.857918 8.27E-05 0.003807 2539 7004 8501 16416 21096 12465
Solyc10g051020.1.1 -1.1147 7.730382 0.000146 0.006153 2248 8397 6097 16031 17518 11594
Solyc03g115070.1.1 -1.08009 4.700482 0.00017 0.006991 322 845 835 1817 2556 1246
Solyc08g080680.2.1 -1.07571 5.035458 0.000219 0.008629 396 1152 1004 2131 3606 1472
Solyc12g099100.1.1 -1.05953 6.380858 0.000133 0.00573 972 2968 2675 6055 7628 4101
Solyc01g090430.2.1 -1.05497 5.220277 0.000214 0.008481 529 1167 1104 2606 3585 1803



Solyc03g007170.2.1 -1.03205 5.799557 0.000127 0.005513 711 1785 1885 3739 5304 2825
Solyc06g054010.2.1 1.00571 5.541305 0.000246 0.009508 1122 3382 3100 1373 1748 1614
Solyc11g069190.1.1 1.007456 5.896831 0.000201 0.008028 1331 4248 4338 1907 2696 1633
Solyc03g007370.2.1 1.048528 5.596316 0.000171 0.006999 1372 2797 3456 1330 1948 1598
Solyc04g077340.2.1 1.11929 4.540935 0.000131 0.005666 485 1795 1773 740 961 599
Solyc09g082980.2.1 1.12179 5.656813 2.21E-05 0.00133 1184 3809 3575 1382 2102 1484
Solyc06g073180.2.1 1.126168 7.367213 0.000106 0.004733 3907 11075 13024 4776 5787 5297
Solyc07g056240.2.1 1.144069 4.447126 0.000157 0.00651 540 1443 1687 581 791 712
Solyc02g082760.2.1 1.167022 8.419747 0.000146 0.006126 9373 18847 28211 9022 12316 11057
Solyc09g011010.2.1 1.17246 5.283084 0.000224 0.008798 763 2696 3499 782 1774 1231
Solyc06g075660.2.1 1.183053 4.882182 0.000251 0.00966 487 2613 2349 839 1042 889
Solyc03g082960.2.1 1.198063 6.040137 0.000187 0.007595 1615 4238 5415 1352 2315 2425
Solyc08g005560.2.1 1.233751 5.415953 8.03E-05 0.003719 1174 2450 3528 803 2048 1235
Solyc02g087060.2.1 1.237451 3.99613 0.000226 0.008876 388 1025 1348 494 461 477
Solyc07g032380.2.1 1.288015 5.470253 7.32E-05 0.003428 819 3820 3612 872 1622 1481
Solyc10g007110.2.1 1.329553 3.697684 0.000127 0.005512 399 972 786 269 512 376
Solyc05g013380.2.1 1.33709 8.172046 4.19E-05 0.002193 8050 15480 25884 6060 10042 9101
Solyc08g075120.2.1 1.33742 3.76131 0.000137 0.005861 261 973 1290 317 563 339
Solyc03g098320.2.1 1.369254 5.833457 1.71E-05 0.001073 1089 4750 4913 1058 2423 1581
Solyc12g040790.1.1 1.418508 6.588936 3.92E-05 0.002108 1499 9234 8243 1956 3551 2691
Solyc11g012850.1.1 1.442782 6.16101 1.06E-06 0.000103 1667 5898 5626 1526 2300 2090
Solyc05g011890.1.1 1.443192 7.823038 1.44E-05 0.000928 4382 17199 21724 7451 6272 4878
Solyc08g075490.2.1 1.451398 5.537502 3.16E-05 0.001777 1659 2786 3108 680 1763 1451
Solyc05g055840.2.1 1.469618 3.511831 0.00025 0.009624 243 716 1184 225 310 374
Solyc03g120420.2.1 1.504012 4.296646 0.000148 0.006211 764 1022 1342 523 380 598
Solyc05g005960.2.1 1.504922 6.06359 3.24E-05 0.001814 1327 5183 6388 1041 1982 2265
Solyc01g107460.2.1 1.552098 7.050857 0.000105 0.004721 1926 8948 16168 3349 3039 3680
Solyc05g009080.2.1 1.571707 4.384785 8.13E-06 0.000579 478 1402 2084 340 660 620
Solyc11g072110.1.1 1.59079 3.906978 0.00014 0.005973 329 861 1687 266 346 497
Solyc12g099930.1.1 1.594774 8.580382 5.78E-05 0.002836 8956 25559 38273 5717 8713 13695
Solyc06g072710.2.1 1.608997 5.789111 0.000242 0.009349 1061 3704 6180 594 1481 2020
Solyc08g065220.2.1 1.61024 8.887752 3.07E-05 0.001742 13114 27844 45771 7145 11199 16376
Solyc02g087840.2.1 1.630282 2.100895 0.00014 0.005965 127 314 330 121 96 97
Solyc03g112760.2.1 1.663908 5.843272 0.00012 0.005289 1016 4066 6559 546 2060 1726
Solyc04g054740.2.1 1.688605 9.516011 2.82E-05 0.001633 27568 41235 54653 17124 11110 21877
Solyc08g082590.2.1 1.707097 5.496629 1.96E-06 0.000174 737 3370 5230 888 1173 1164
Solyc02g037550.2.1 1.734469 5.653429 0.000188 0.00762 1468 3360 4502 2186 851 461
Solyc09g011080.2.1 1.757379 4.882802 0.000226 0.008877 776 932 3911 839 474 665
Solyc02g072540.2.1 1.796279 5.201799 8.54E-06 0.000602 911 2707 3574 441 755 1230
Solyc10g083940.1.1 1.921586 1.84771 9.19E-05 0.004192 98 319 283 93 122 29
Solyc03g123580.2.1 1.979813 1.266283 0.0002 0.008015 76 220 158 29 47 68
Solyc02g063030.2.1 2.013739 3.624256 3.38E-06 0.000272 183 924 1601 191 329 244
Solyc03g025710.2.1 2.13995 4.212043 0.000239 0.009242 218 1543 2494 222 169 569
Solyc01g102610.2.1 2.141276 6.227184 2.80E-08 4.54E-06 1357 5313 9731 1103 1467 1618
Solyc04g080040.2.1 2.306184 4.695605 9.06E-09 1.72E-06 783 1876 2595 366 292 601
Solyc10g084430.1.1 3.06431 0.961693 7.14E-07 7.40E-05 34 144 285 16 22 24
Solyc02g078150.2.1 3.63357 2.683671 9.23E-06 0.00064 559 183 131 26 101 36
Solyc05g007080.2.1 4.529816 -1.54383 1.13E-05 0.000758 14 23 35 0 3 1
RRNA_11_20 7.863301 6.037138 1.59E-05 0.001 7248 56 43 58 7 15
Solyc11g027710.1.1 13.70892 4.158088 4.43E-05 0.0023 2002 0 0 0 0 0
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Bcspec Solyc04g028460.1.1 up -8.165583291 -1.520663485 0.000459735 0.00329139 0 0 0 2 4 55 336 ATGCATTCGGATTTAGTGACCGAAGTGTTTAAGGCGAAGCTACAAGTAAA genomic_reference:SL2.50ch04 gene_region:27727254-27727589 transcript_region:SL2.50ch04:27727254..27727589+ "Unknown Protein (AHRD V1); contains Interpro domain(s) IPR012442 Protein of unknown function DUF1645      N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A Bcspec 13 SOLYC04G028460.1.1 K4BR87_SOLLC K4BR87_SOLLC" OR " K4BR87 N/A UPI0002765E4D N/A K4BR87_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 111 10645957; 16208505; Bc-UpSolyc04g028460.1.1 PREDICTED: uncharacterized protein LOC104646853 atgcattcggatttagtgaccgaagtgtttaaggcgaagctacaagtaaaagaagacgaacccaaaattgatttagaagaagaggacgatgatgaagagaatgatcatgacattgaacttgttgatgctactgaagaagatttttcatttgtaagtggagtacttacatcacctgtagcagcagcagaagcatttgataatggtcaaatcagaccattttttcctctcttcaatcaagatcttctcttatctgata336 10 3.10E-35 83.70% gi|723691545| ref|XP_010319613.1|PREDICTED: uncharacterized protein LOC104646853 [Solanum lycopersicum];gi|970023182| ref|XP_015072928.1|PREDICTED: uncharacterized protein LOC107017169 [Solanum pennellii];gi|565375629| ref|XP_006354320.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana tabacum;Nicotiana sylvestris;Nicotiana tomentosiformis/Nicotiana tabacum;Solanum tuberosum;Solanum pennellii;Solanum lycopersicum3.1E-35;7.4E-33;3.8E-32;1.1E-25;2.0E-23;2.1E-23;1.1E-21;2.7E-11;3.9E-11;1.7E-10272;272;264;270;291;291;296;284;283;28394;94;98;55;55;55;58;58;58;5891;89;86;51;50;50;50;40;39;3996.81%;94.68%;87.76%;92.73%;90.91%;90.91%;86.21%;68.97%;67.24%;67.24%34.56%;34.56%;37.12%;20.37%;18.90%;18.90%;19.59%;20.42%;20.49%;20.49%83.93%;83.93%;87.50%;49.11%;49.11%;49.11%;51.79%;51.79%;51.79%;51.79%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723691545;970023182;565375629;1026060277;1025277757;698428095;1025308072/697138906;971566523;970031155;460385936XP_010319613.1;XP_015072928.1;XP_006354320.1;XP_016574620.1;XP_016494663.1;XP_009789238.1;XP_016501119.1/XP_009623535.1;XP_015168326.1;XP_015076863.1;XP_004238656.1129.413;123.25;120.939;104.375;98.9821;98.9821;94.7449;66.6254;66.2402;64.3142gi|723691545| ref|XP_010319613.1|PREDICTED: uncharacterized protein LOC104646853 [Solanum lycopersicum]Solanum lycopersicum3.10E-35 272 94 91 96.81% 34.56% 83.93% 1 1 7.24E+08 XP_010319613.1129.413 noIPR;noIPRnull;null null;null PTHR33095 (PANTHER);PTHR33095:SF15 (PANTHER)
Bcspec Solyc05g013650.2.1 up 1 reductase -7.711787546 -1.848336522 4.07E-05 0.000417875 0 0 0 9 45 9 1215 ATGAAGAACTTTGGACGAAGTTCCAGTTCTTTAAAGTCAGCTGAAACTAT genomic_reference:SL2.50ch05 gene_region:6953265-6955654 transcript_region:SL2.50ch05:6953265..6955654- "Lysine ketoglutarate reductase trans-splicing related 1 (AHRD V1 ***- B6TPP1_MAIZE); contains Interpro domain(s) IPR007877 Protein of unknown function DUF707 20.1.1 AT3G26440 N/A Protein of unknown function (DUF707) [Source:TAIR;Acc:AT3G26440] 20.1.2 AT1G24570 N/A Protein of unknown function (DUF707) [Source:TAIR;Acc:AT1G24570] 20.1.3 AT1G67850 N/A Protein of unknown function (DUF707) [Source:TAIR;Acc:AT1G67850] 20.1.4 AT1G13000 N/A Protein of unknown function (DUF707) [Source:TAIR;Acc:AT1G13000] PGSC0003DMG402018599N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG402018599] VIT_00S0187G00030 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HRK7] VIT_17S0000G02780 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7SJ76] VIT_14S0036G00790 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:E0CUB0] VIT_13S0106G00570 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HVQ0] VIT_01S0137G00770 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GVL9] Bcspec 17 SOLYC05G013650.2.1 K4BY86_SOLLC K4BY86_SOLLC" OR " K4BY86 N/A UPI0002765ED6 N/A K4BY86_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 404 integral component of membrane [GO:0016021] integral component of membrane [GO:0016021] TRANSMEM 20 38 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 101248010; PF05212; IPR007877; Bc-UpSolyc05g013650.2.1 PREDICTED: uncharacterized protein LOC101248010 ccattgttaagttcgcgctctaataaacttatttggggttcagtaaagcttctttcgttctacttatacatgaagaactttggacgaagttccagttctttaaagtcagctgaaactatgaggcttatcttctgcgtagcttgtggagtaatgtttggtgtattcgttggaatttcgttttctactagctcattaacaaagctaaatataacagctagtattgtaagcaactttcctattgctagagacagaaata1284 10 0.00E+00 91.70% gi|723698907| ref|XP_010320937.1|PREDICTED: uncharacterized protein LOC101248010 [Solanum lycopersicum];gi|970027133| ref|XP_015074874.1|PREDICTED: uncharacterized protein LOC107018811 [Solanum pennellii];gi|971568838| ref|XP_015168978.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Capsicum annuum/Capsicum annuum;Solanum tuberosum;Nicotiana tomentosiformis;Capsicum annuum/Capsicum annuum/Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0404;404;404;449;396;392;397;380;397;394404;404;404;405;390;404;409;374;409;400404;400;396;376;359;353;353;344;349;351100.00%;99.01%;98.02%;92.84%;92.05%;87.38%;86.31%;91.98%;85.33%;87.75%100.00%;100.00%;100.00%;90.20%;98.48%;103.06%;103.02%;98.42%;103.02%;101.52%94.39%;94.39%;94.39%;94.63%;91.12%;94.39%;95.56%;87.38%;95.56%;93.46%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723698907;970027133;971568838;1026090924;1026098830/1026098832;565382542;1083858711;1026098834/1026098836/1026098838;698532583/1025222509;1025253449XP_010320937.1;XP_015074874.1;XP_015168978.1;XP_016544688.1;XP_016548501.1/XP_016548502.1;XP_006357596.1;XP_018625577.1;XP_016548505.1/XP_016548503.1/XP_016548504.1;XP_009763116.1/XP_016482503.1;XP_016484774.1844.729;833.558;819.305;743.806;700.279;687.567;683.33;677.552;674.855;669.078gi|723698907| ref|XP_010320937.1|PREDICTED: uncharacterized protein LOC101248010 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 404 404 404 100.00% 100.00% 94.39% 1 1 7.24E+08 XP_010320937.1844.729 K4BY86;K4BY864081;4081 K4BY86;K4BY86UniProtKB;UniProtKBGO:0016020-IEA;GO:0016021-IEAmembrane-IEA;integral component of membrane-IEA Cellular Component-IEA;Cellular Component-IEA1 GO:0016021integral component of membraneCellular Component IPR007877;noIPR;noIPR;noIPR;noIPR;noIPR;noIPRFAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILYProtein of unknown function DUF707;Protein of unknown function DUF707;Protein of unknown function DUF707;Protein of unknown function DUF707;Protein of unknown function DUF707;Protein of unknown function DUF707;Protein of unknown function DUF707PF05212 (PFAM);PTHR31210 (PANTHER);PTHR31210:SF10 (PANTHER);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TMhelix (TMHMM)
Bcspec Solyc06g066040.1.1 up -6.854705356 -2.625038764 0.000356986 0.002655293 0 0 0 12 10 8 558 ATGAGATATCTACATGTTGAAGAAGCACTTGATCTGTCGTCAAACATCAA genomic_reference:SL2.50ch06 gene_region:37786822-37789184 transcript_region:SL2.50ch06:37786822..37789184- "Unknown Protein (AHRD V1)"               N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A Bcspec 25 SOLYC06G066040.1.1 K4C7N2_SOLLC K4C7N2_SOLLC" OR " K4C7N2 N/A UPI0002765B99 N/A K4C7N2_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 185 10645957; 16208505; Bc-UpSolyc06g066040.1.1 PREDICTED: uncharacterized protein LOC107061697 atgagatatctacatgttgaagaagcacttgatctgtcgtcaaacatcaagaaatatgaatctccgctgatagatacggtctcctcaagggatgtgttaaccaaattcatggcaaccatgactcaagggatttttagcaaaatttatatacttttgtacttccatcccattgacgtagcctattttttatgtctgaatggttctactagtttggagcaaaggagtcccgatattgtgaataagagtcgaatgatga558 10 1.00E-27 52.10% gi|971561355| ref|XP_015166918.1|PREDICTED: uncharacterized protein LOC107061697 [Solanum tuberosum]/gi|971561357| ref|XP_015166919.1|PREDICTED: uncharacterized protein LOC107061697 [Solanum tuberosum]/gi|971561359| ref|XP_015166920.1|PREDICTED: uncharacterizSolanum tuberosum/Solanum tuberosum/Solanum tuberosum/Solanum tuberosum;Solanum lycopersicum;Solanum pennellii;Solanum tuberosum;Solanum lycopersicum;Nicotiana sylvestris;Nicotiana sylvestris;Nicotiana sylvestris;Solanum tuberosum;Solanum pennellii1.0E-27;3.9E-24;2.0E-22;3.2E-16;2.8E-15;6.5E-15;6.6E-15;7.8E-15;1.4E-14;9.7E-14497;535;535;362;352;548;563;530;415;335133;184;184;98;91;184;184;184;91;9380;92;90;56;56;76;76;76;55;5860.15%;50.00%;48.91%;57.14%;61.54%;41.30%;41.30%;41.30%;60.44%;62.37%26.76%;34.39%;34.39%;27.07%;25.85%;33.58%;32.68%;34.72%;21.93%;27.76%71.51%;98.92%;98.92%;52.69%;48.92%;98.92%;98.92%;98.92%;48.92%;50.00%4;1;1;2;2;1;1;1;2;21;1;1;1;1;1;1;1;1;1971561355/971561357/971561359/971561361;460381525;970015057;971561208;723709446;698496760;698496755;698496762;971546063;970067713XP_015166919.1/XP_015166921.1/XP_015166918.1/XP_015166920.1;XP_004236499.1;XP_015068535.1;XP_015166887.1;XP_010322713.1;XP_009794402.1;XP_009794400.1;XP_009794403.1;XP_015163080.1;XP_015060961.1116.316;106.686;102.064;83.5741;80.8777;80.4925;80.4925;80.1073;79.337;76.2554gi|971561359| ref|XP_015166920.1|PREDICTED: uncharacterized protein LOC107061697 [Solanum tuberosum]/gi|971561361| ref|XP_015166921.1|PREDICTED: uncharacterized protein LOC107061697 [Solanum tuberosum]/gi|971561355| ref|XP_015166918.1|PREDICTED: uncharacterizSolanum tuberosum1.00E-27 497 133 80 60.15% 26.76% 71.51% 4 1 971561355;971561357;971561359;971561361XP_015166919.1;XP_015166921.1;XP_015166918.1;XP_015166920.1116.316 PGSC0003DMG4000204724113 M1BTX5 UniProtKBGO:0046872-IEAmetal ion binding-IEA Molecular Function-IEA noIPR;noIPRnull;null null;null PTHR33304 (PANTHER);PTHR33304:SF6 (PANTHER)
Bcspec Solyc09g074220.1.1 up -6.703003853 -2.734773073 0.000516971 0.003618668 0 0 0 10 12 6 666 ATGCAAAATCCATACTACGTAATAGAAAAAAAATTACTAATCTACCCTCA genomic_reference:SL2.50ch09 gene_region:61499391-61500056 transcript_region:SL2.50ch09:61499391..61500056- "Unknown Protein (AHRD V1)"       N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A Bcspec 38 SOLYC09G074220.1.1 K4CUZ9_SOLLC K4CUZ9_SOLLC" OR " K4CUZ9 N/A UPI000276B37C N/A K4CUZ9_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 221 DNA-directed RNA polymerase III complex [GO:0005666]; integral component of membrane [GO:0016021]; DNA binding [GO:0003677]; DNA-directed RNA polymerase activity [GO:0003899]; transcription from RNA polymerase III promoter [GO:0006383] transcription from RNA polymerase III promoter [GO:0006383] DNA binding [GO:0003677]; DNA-directed RNA polymerase activity [GO:0003899] DNA-directed RNA polymerase III complex [GO:0005666]; integral component of membrane [GO:0016021] TRANSMEM 21 41 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; PF05132; IPR007811; COILED 40 105 {ECO:0000256|SAM:Coils}. Bc-UpSolyc09g074220.1.1 FANTASTIC FOUR 1-like atgcaaaatccatactacgtaatagaaaaaaaattactaatctaccctcactatcaatccatcactataactgccatttcaagaatcatctttttctactattcttgtatgatcattataatttcctctttacaacaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaag666 10 1.20E-55 63.40% gi|970051232| ref|XP_015087196.1|PREDICTED: uncharacterized protein LOC107030429 [Solanum pennellii];gi|1023983139|gb|KZV22067.1|hypothetical protein F511_35359, partial [Dorcoceras hygrometricum];gi|720082328| ref|XP_010242556.1|PREDICTED: protein FANTASTICSolanum pennellii;Boea hygrometrica;Nelumbo nucifera;Morus notabilis/Morus notabilis;Daucus carota subsp. sativus/Daucus carota subsp. sativus;Daucus carota subsp. sativus;Vigna angularis;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana sylvestris1.2E-55;7.7E-9;5.4E-8;4.3E-7;1.2E-6;2.9E-6;4.1E-6;5.6E-6;6.0E-6;1.1E-5164;135;290;292;133;136;244;231;276;332118;117;117;96;43;43;89;102;101;102110;60;63;55;31;34;54;59;56;5993.22%;51.28%;53.85%;57.29%;72.09%;79.07%;60.67%;57.84%;55.45%;57.84%71.95%;86.67%;40.34%;32.88%;32.33%;31.62%;36.48%;44.16%;36.59%;30.72%53.15%;52.70%;52.70%;43.24%;19.37%;19.37%;40.09%;45.95%;45.50%;45.95%1;1;1;1;1;1;1;1;1;1-2;-2;-2;-2;-2;-2;-2;-2;-2;-2970051232;1023983139;720082328;703157979/587945426;1021026691/1021047431;1021025631;920711646;1025197977;697137298;698517720XP_015087196.1;KZV22067.1;XP_010242556.1;EXC31833.1/XP_010111868.1;KZM84478.1/KZN05211.1;KZM83419.1;KOM52895.1;XP_016476317.1;XP_009622745.1;XP_009803742.1182.57;60.4622;60.8474;58.151;54.6842;53.5286;55.0694;54.299;54.6842;54.299gi|970051232| ref|XP_015087196.1|PREDICTED: uncharacterized protein LOC107030429 [Solanum pennellii]Solanum pennellii1.20E-55 164 118 110 93.22% 71.95% 53.15% 1 -2 9.7E+08 XP_015087196.1182.57 noIPR;IPR007811;noIPR;noIPR;noIPR;noIPR;noIPR;noIPRnull;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILYnull;DNA-directed RNA polymerase III subunit RPC4;DNA-directed RNA polymerase III subunit RPC4;DNA-directed RNA polymerase III subunit RPC4;DNA-directed RNA polymerase III subunit RPC4;DNA-directed RNA polymerase III subunit RPC4;DNA-directed RNA polymerasCoil (COILS);PF05132 (PFAM);PTHR12232:SF7 (PANTHER);PTHR12232 (PANTHER);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);TMhelix (TMHMM)GO:0003677/GO:0006383/GO:0003899/GO:0005666DNA binding/transcription from RNA polymerase III promoter/DNA-directed RNA polymerase activity/DNA-directed RNA polymerase III complexMolecular Function/Biological Process/Molecular Function/Cellular Component
Bcspec Solyc09g090390.1.1 up -6.317968563 -3.034539737 0.001655282 0.009693517 0 0 0 8 8 5 852 ATGATAAGTGAGGGAGTGATGAGGGTAGGGGTGTTAGCATTATTTTGTTT genomic_reference:SL2.50ch09 gene_region:65272366-65274357 transcript_region:SL2.50ch09:65272366..65274357+ "Unknown Protein (AHRD V1)"               N/A N/A N/A N/A PGSC0003DMG400017208N/A Cell wall-plasma membrane linker protein [Source:PGSC_GENE;Acc:PGSC0003DMG400017208] N/A N/A N/A Bcspec 39 SOLYC09G090390.1.1 K4CW65_SOLLC K4CW65_SOLLC" OR " K4CW65 N/A UPI000276AD77 N/A K4CW65_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 283 10645957; 16208505; Bc-UpSolyc09g090390.1.1 glycine-rich cell wall structural atgataagtgagggagtgatgagggtaggggtgttagcattattttgtttttatgttcttgtggggagtgtggctttagctagaaatgtgaaagatttcgaggatgagaagttttttactattggtgagggagggggacttggtggtggttttggtgcaggtggaggttctggcagtgcaggtggtggagggtatggtggaggcggaggaggtggttatggtggcggtggtataggtggtgggtttggaaaaggtg852 10 8.40E-13 85.50% gi|971562846| ref|XP_015167339.1|PREDICTED: glycine-rich cell wall structural protein 1 [Solanum tuberosum];gi|723733166| ref|XP_010326881.1|PREDICTED: glycine-rich cell wall structural protein [Solanum lycopersicum];gi|970051290| ref|XP_015087231.1|PREDICTEDSolanum tuberosum;Solanum lycopersicum;Solanum pennellii;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tomentosiformis;Nicotiana tomentosiformis;Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana tomentosiformis8.4E-13;1.9E-11;8.1E-11;8.3E-10;2.5E-5;3.0E-5;5.2E-5;6.1E-5;6.2E-5;6.2E-5713;446;524;384;234;265;472;442;522;44840;35;37;37;42;42;39;39;39;3938;35;35;35;33;33;31;31;31;3195.00%;100.00%;94.59%;94.59%;78.57%;78.57%;79.49%;79.49%;79.49%;79.49%5.61%;7.85%;7.06%;9.64%;17.95%;15.85%;8.26%;8.82%;7.47%;8.71%14.08%;12.32%;13.03%;13.03%;14.79%;14.79%;13.73%;13.73%;13.73%;13.73%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1971562846;723733166;970051290;1026039900;1083857558;1083857556;1083889696;1083889700;1025240348;1083889698XP_015167339.1;XP_010326881.1;XP_015087231.1;XP_016566004.1;XP_018632310.1;XP_018632309.1;XP_018630867.1;XP_018630869.1;XP_016486428.1;XP_018630868.177.411;72.7886;71.2478;67.781;53.5286;53.5286;53.5286;53.1434;53.5286;53.1434gi|971562846| ref|XP_015167339.1|PREDICTED: glycine-rich cell wall structural protein 1 [Solanum tuberosum]Solanum tuberosum8.40E-13 713 40 38 95.00% 5.61% 14.08% 1 1 9.72E+08 XP_015167339.177.411 noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPRnull;null;null;null;null;null;nullnull;null;null;null;null;null;nullPTHR39110 (PANTHER);SIGNAL_PEPTIDE_C_REGION (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);SIGNAL_PEPTIDE_H_REGION (PHOBIUS);SIGNAL_PEPTIDE_N_REGION (PHOBIUS);SIGNAL_PEPTIDE (PHOBIUS);TMhelix (TMHMM)
Bcspec Solyc01g016380.2.1 up 1 -5.126177743 -2.631100755 0.001600352 0.009431806 0 0 1 11 13 6 738 ATGAAGACGAAGGATTATAATTGTTCTGTTGAGTTTGTACGTTCTACATT genomic_reference:SL2.50ch01 gene_region:19474845-19476882 transcript_region:SL2.50ch01:19474845..19476882- "Os06g0207500 protein (Fragment) (AHRD V1 ***- Q0DDQ9_ORYSJ); contains Interpro domain(s) IPR004253 Protein of unknown function DUF231, plant  N/A N/A N/A N/A PGSC0003DMG400018971N/A Lustrin A [Source:PGSC_GENE;Acc:PGSC0003DMG400018971] N/A N/A N/A Bcspec 3 SOLYC01G016380.2.1 K4AUH3_SOLLC K4AUH3_SOLLC" OR " K4AUH3 N/A UPI0002762710 N/A K4AUH3_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 245 10645957; 16208505; PF13839; PTHR32285;PTHR32285:SF22; IPR026057;IPR029962;IPR029989; Bc-UpSolyc01g016380.2.1 trichome birefringence-like tcaatggtttgtcttctcagaaattctgttgaagacaagaatagagtttttgaggtatctggaagagaagatttcaagaaagagggtgcttattcttttatattcgcggtaagcttcatcatttcacttgtcttcccttctcactgatgttaagattatccaacaaaatgttgttgcatctttagtaaaaggaggtgaaaggagtactgatggaggaggagagagtaggaggttaaggatgtactccgttgtagat1335 10 1.60E-163 95.40% gi|723654430| ref|XP_004228795.2|PREDICTED: protein trichome birefringence-like [Solanum lycopersicum];gi|970000442| ref|XP_015087977.1|PREDICTED: protein trichome birefringence-like [Solanum pennellii];gi|565383103| ref|XP_006357865.1|PREDICTED: protein tricSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana sylvestris/Nicotiana tabacum;Nelumbo nucifera;Nelumbo nucifera;Ananas comosus1.6E-163;1.1E-161;4.0E-161;3.2E-160;5.7E-159;6.4E-159;8.3E-156;6.0E-120;4.8E-119;1.7E-118363;363;673;672;541;541;564;617;597;634241;241;241;225;225;225;241;226;226;225241;239;239;223;223;223;237;200;199;193100.00%;99.17%;99.17%;99.11%;99.11%;99.11%;98.34%;88.50%;88.05%;85.78%66.39%;66.39%;35.81%;33.48%;41.59%;41.59%;42.73%;36.63%;37.86%;35.49%54.16%;54.16%;54.16%;50.56%;50.56%;50.56%;54.16%;50.79%;50.79%;50.56%2;2;2;2;2;2;2;2;2;13;3;3;3;3;3;3;3;3;3723654430;970000442;565383103;1026016927;697157429;1025239262;698468705/1025167228;720031859;720004927;1035945509XP_004228795.2;XP_015087977.1;XP_006357865.1;XP_016579535.1;XP_009587467.1;XP_016486179.1;XP_009783417.1/XP_016470218.1;XP_010265940.1;XP_010257492.1;OAY70150.1472.626;468.003;478.019;475.707;468.003;467.618;460.685;370.548;367.851;367.466gi|723654430| ref|XP_004228795.2|PREDICTED: protein trichome birefringence-like [Solanum lycopersicum]Solanum lycopersicum1.60E-163 363 241 241 100.00% 66.39% 54.16% 2 3 7.24E+08 XP_004228795.2472.626 PGSC0003DMG400018971;PGSC0003DMG4000189714113;4113 M1BMX4;M1BMX4UniProtKB;UniProtKBGO:0016020-IEA;GO:0016021-IEAmembrane-IEA;integral component of membrane-IEA Cellular Component-IEA;Cellular Component-IEA1 GO:0016021integral component of membraneCellular Component IPR026057;IPR029962;IPR029989FAMILY;FAMILY;FAMILYPC-Esterase;Trichome birefringence-like family;Trichome birefringence/trichome birefringence-like 1PF13839 (PFAM);PTHR32285 (PANTHER);PTHR32285:SF22 (PANTHER)
Bcspec Solyc02g088840.2.1 up -5.119565437 -2.758330999 0.000590923 0.004061215 0 1 0 8 9 9 1248 ATGGAAATGGAGAACTGGAGTAGTGGTGATAATAAGCCTTCAATGCAGCA genomic_reference:SL2.50ch02 gene_region:45371895-45373561 transcript_region:SL2.50ch02:45371895..45373561+ "Unknown Protein (AHRD V1)"               25.1.1 AT3G02125 N/A unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: pollen tube; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G39200.1); Has 2247 Blast hi /.../1434 proteins in 202 species: Archae - 4; Bacteria - 111; Metazoa - 942; Fungi - 239; Plants - 140; Viruses - 37; Other Eukaryotes - 774 (source: NCBI BLink). [Source:TAIR;Acc:AT3G02125] PGSC0003DMG400001359N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400001359] N/A N/A N/A Bcspec 9 SOLYC02G088840.2.1 K4BC38_SOLLC K4BC38_SOLLC" OR " K4BC38 N/A UPI00027688A9 SLY:101263669 K4BC38_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 415 10645957; 16208505; 101263669; Bc-UpSolyc02g088840.2.1 proline-rich receptor kinase PERK14 atggaaatggagaactggagtagtggtgataataagccttcaatgcagcaacctgagaagaaacatgacgataccaagccacttatgaaagtgaaaacatccggtttatctccttcttcatcacctctttcgtctcctacttcatctgagtcgtcatcactagagctaagtaacagtcgaaaggatcctcttggagacgcggatgcttctttatcttctcctgatcatgttcctaatcagacaccacaatggagta1303 10 0.00E+00 71.30% gi|460375744| ref|XP_004233664.1|PREDICTED: uncharacterized protein DDB_G0292186 [Solanum lycopersicum];gi|970007303| ref|XP_015064532.1|PREDICTED: uncharacterized protein DDB_G0292186 [Solanum pennellii];gi|565342464| ref|XP_006338365.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum/Capsicum annuum/Capsicum annuum;Nicotiana sylvestris/Nicotiana sylvestris/Nicotiana sylvestris;Nicotiana tabacum/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tomentosiformis;0.0E0;0.0E0;1.7E-158;8.3E-116;3.8E-110;1.9E-107;4.2E-107;4.7E-44;7.2E-44;3.0E-42415;410;413;470;391;390;390;354;354;359415;415;423;486;435;435;435;381;381;378415;392;376;324;300;303;303;204;203;204100.00%;94.46%;88.89%;66.67%;68.97%;69.66%;69.66%;53.54%;53.28%;53.97%100.00%;101.22%;102.42%;103.40%;111.25%;111.54%;111.54%;107.63%;107.63%;105.29%95.55%;95.55%;97.39%;111.90%;100.15%;100.15%;100.15%;87.72%;87.72%;87.03%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460375744;970007303;565342464;1026032145/1026032147/1026032149;698536901/698536907/698536904;1025092765/1025092769;697101588/697101590;1025198770;697152901/697152898;698562401/698562399/1025109687XP_004233664.1;XP_015064532.1;XP_006338365.1;XP_016562262.1/XP_016562263.1/XP_016562264.1;XP_009764662.1/XP_009764660.1/XP_009764661.1;XP_016457462.1/XP_016457463.1;XP_009596901.1/XP_009596909.1;XP_016476520.1;XP_009630688.1/XP_009630689.1;XP_009772397.1/X557.755;526.168;461.455;354.755;337.421;330.487;329.717;165.236;164.851;160.614gi|460375744| ref|XP_004233664.1|PREDICTED: uncharacterized protein DDB_G0292186 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 415 415 415 100.00% 100.00% 95.55% 1 1 4.6E+08 XP_004233664.1557.755 noIPR;noIPR;noIPR;noIPRnull;null;null;nullnull;null;null;nullPTHR33673:SF3 (PANTHER);PTHR33673 (PANTHER);PTHR33673:SF3 (PANTHER);PTHR33673 (PANTHER)
Bcspec Solyc04g074360.1.1 up 1 transferase -4.991307614 -0.810759641 8.24E-05 0.000767071 3 3 0 16 111 12 1467 ATGTGTTCCATTAATGCTGAAATTTCGGACAAACCTCATGCAGTTTGCTT genomic_reference:SL2.50ch04 gene_region:57947122-57948795 transcript_region:SL2.50ch04:57947122..57948795- go_terms:GO:0015020 "UDP-glucuronosyltransferase (AHRD V1 **-* Q5UB81_ARATH); contains Interpro domain(s) IPR002213 UDP-glucuronosyl/UDP-glucosyltransferase        26.1.1 AT1G22400 UGT85A1 UDP-glycosyltransferase 85A1 [Source:UniProtKB/Swiss-Prot;Acc:Q9SK82] 26.1.2 AT1G78270 UGT85A4 UDP-glycosyltransferase 85A4 [Source:UniProtKB/Swiss-Prot;Acc:Q9M9E7] 26.1.3 AT1G22370 UGT85A5 UDP-glycosyltransferase 85A5 [Source:UniProtKB/Swiss-Prot;Acc:Q9LMF0] 26.1.4 AT1G22360 UGT85A2 UDP-glycosyltransferase 85A2 [Source:UniProtKB/Swiss-Prot;Acc:Q9ZWJ3] PGSC0003DMG401030822N/A Glycosyltransferase [Source:PGSC_GENE;Acc:PGSC0003DMG401030822] VIT_18S0001G06060 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H0R6] VIT_18S0001G05910 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H0Q7] VIT_18S0001G05950 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H0Q8] VIT_18S0001G05990 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H0R0] VIT_18S0001G06120 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H0R9] VIT_18S0001G06090 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H0R8] VIT_18S0001G06080 N/A Bcspec 15 SOLYC04G074360.1.1 K4BTX4_SOLLC K4BTX4_SOLLC" OR " K4BTX4 N/A UPI0002765635 SLY:101259240 K4BTX4_SOLLC unreviewed Glycosyltransferase (EC 2.4.1.-) Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 488 intracellular membrane-bounded organelle [GO:0043231]; quercetin 3-O-glucosyltransferase activity [GO:0080043]; quercetin 7-O-glucosyltransferase activity [GO:0080044]; flavonoid biosynthetic process [GO:0009813]; flavonoid glucuronidation [GO:0052696] flavonoid biosynthetic process [GO:0009813]; flavonoid glucuronidation [GO:0052696] quercetin 3-O-glucosyltransferase activity [GO:0080043]; quercetin 7-O-glucosyltransferase activity [GO:0080044] intracellular membrane-bounded organelle [GO:0043231] 10645957; 16208505; 4081.Solyc04g074360.1.1; 101259240; PF00201; PTHR11926; IPR002213; SIMILARITY: Belongs to the UDP-glycosyltransferase family. {ECO:0000256|RuleBase:RU003718}. UDP-glycosyltransferase family 2.4.1.- PS00375; Bc-UpSolyc04g074360.1.1 7-deoxyloganetin glucosyltransferase-like atgtgttccattaatgctgaaatttcggacaaacctcatgcagtttgcttaccataccctgctcaaggccacattagcccaatgctaaaattagccaaaattctcaatcgcaaaggctttcatatcacctttgtcaacactgaacacaaccataagcgtctccttaagtctcgaggccccgatagcctcaatggtttgccatcttttcgcttcgaggccattcctgatggcctcccaccatgtgaccctgatgcca1467 10 0.00E+00 91.10% gi|460384455| ref|XP_004237927.1|PREDICTED: 7-deoxyloganetin glucosyltransferase-like [Solanum lycopersicum];gi|209954713|dbj|BAG80547.1|glycosyltransferase [Lycium barbarum];gi|1026052747| ref|XP_016570851.1|PREDICTED: 7-deoxyloganetin glucosyltransferase-lSolanum lycopersicum;Lycium barbarum;Capsicum annuum;Capsicum annuum;Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Solanum lycopersicum;Capsicum annuum;Solanum tuberosum;Solanum lycopersicum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0488;490;484;487;487;484;482;485;482;482488;490;483;483;483;483;474;479;474;474488;443;437;437;435;433;435;429;434;433100.00%;90.41%;90.48%;90.48%;90.06%;89.65%;91.77%;89.56%;91.56%;91.35%100.00%;100.00%;99.79%;99.18%;99.18%;99.79%;98.34%;98.76%;98.34%;98.34%99.80%;100.20%;98.77%;98.77%;98.77%;98.77%;96.93%;97.96%;96.93%;96.93%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460384455;209954713;1026052747;1026046077;1026045626;698491027/1025238030;460384459;1026053979;565395281;460384457XP_004237927.1;BAG80547.1;XP_016570851.1;XP_016569219.1;XP_016569001.1;XP_009791953.1/XP_016485876.1;XP_004237929.1;XP_016571547.1;XP_006363270.1;XP_004237928.1949.888;789.645;789.26;784.637;778.089;770.385;769.229;765.377;763.451;763.066gi|460384455| ref|XP_004237927.1|PREDICTED: 7-deoxyloganetin glucosyltransferase-like [Solanum lycopersicum]Solanum lycopersicum0.00E+00 488 488 488 100.00% 100.00% 99.80% 1 1 4.6E+08 XP_004237927.1949.888 K4BTX4;K4BTX6;PGSC0003DMG400030824;K4BTX7;K4BTX4;K4BTX7;UGT85A20;K4BTX7;K4BTX4;K4BTX4;K4BTX6;K4BTX6;K4BTX4;K4BTX4;K4BTX6;UGT85A20;K4BTX6;PGSC0003DMG400030824;K4BTX7;PGSC0003DMG400030824;K4BTX4;K4BTX7;K4BTX7;K4BTX6;UGT85A20;K4BTX6;K4BTX4;K4BTX7;K4BTX4;K4BTX4081;4081;4113;4081;4081;4081;112863;4081;4081;4081;4081;4081;4081;4081;4081;112863;4081;4113;4081;4113;4081;4081;4081;4081;112863;4081;4081;4081;4081;4081;4081;4081;112863;4081;4113K4BTX4;K4BTX6;M1D1E5;K4BTX7;K4BTX4;K4BTX7;B6EWY4;K4BTX7;K4BTX4;K4BTX4;K4BTX6;K4BTX6;K4BTX4;K4BTX4;K4BTX6;B6EWY4;K4BTX6;M1D1E5;K4BTX7;M1D1E5;K4BTX4;K4BTX7;K4BTX7;K4BTX6;B6EWY4;K4BTX6;K4BTX4;K4BTX7;K4BTX4;K4BTX7;K4BTX6;K4BTX6;B6EWY4;K4BTX7;M1D1E5UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0008152-IEA;GO:0016757-IEA;GO:0016758-IEA;GO:0080043-IBA;GO:0080044-IBA;GO:0052696-IBA;GO:0043231-IBA;GO:0016740-IEA;GO:0009813-IBAmetabolic process-IEA;transferase activity, transferring glycosyl groups-IEA;transferase activity, transferring hexosyl groups-IEA;quercetin 3-O-glucosyltransferase activity-IBA;quercetin 7-O-glucosyltransferase activity-IBA;flavonoid glucuronidation-IBA;iBiological Process-IEA;Molecular Function-IEA;Molecular Function-IEA;Molecular Function-IBA;Molecular Function-IBA;Biological Process-IBA;Cellular Component-IBA;Molecular Function-IEA;Biological Process-IBA5 GO:0052696;GO:0080043;GO:0043231;GO:0080044;GO:0009813quercetin 3-O-glucosyltransferase activity;flavonoid biosynthetic process;intracellular membrane-bounded organelle;quercetin 7-O-glucosyltransferase activity;flavonoid glucuronidationCellular Component;Molecular Function;Molecular Function;Biological Process;Biological ProcessEC:2.4.1 GlycosyltransferasesnoIPR;IPR002213;noIPR;IPR002213;IPR002213;noIPRnull;FAMILY;FAMILY;FAMILY;FAMILY;FAMILYnull;UDP-glucuronosyl/UDP-glucosyltransferase;UDP-glucuronosyl/UDP-glucosyltransferase;UDP-glucuronosyl/UDP-glucosyltransferase;UDP-glucuronosyl/UDP-glucosyltransferase;UDP-glucuronosyl/UDP-glucosyltransferaseG3DSA:3.40.50.2000 (GENE3D);PF00201 (PFAM);PTHR11926:SF286 (PANTHER);PTHR11926 (PANTHER);PS00375 (PROSITE_PATTERNS);SSF53756 (SUPERFAMILY)GO:0016758/GO:0008152;GO:0016758/GO:0008152;GO:0016758/GO:0008152transferase activity, transferring hexosyl groups/metabolic process;transferase activity, transferring hexosyl groups/metabolic process;transferase activity, transferring hexosyl groups/metabolic processMolecular Function/Biological Process;Molecular Function/Biological Process;Molecular Function/Biological Process
Bcspec Solyc09g056290.1.1 up 1 RNA polymerase -4.772041704 -2.437138694 0.000872922 0.005660068 0 2 0 10 19 7 399 ATGGCTGGATTGAATCGTTCGCGATGGAAATGCACTCTTCCCCCAACTTT genomic_reference:SL2.50ch09 gene_region:44199667-44201973 transcript_region:SL2.50ch09:44199667..44201973- "RNA-dependent RNA polymerase (AHRD V1 ***- Q18L78_9VIRU)"       27.1.1 ATMG01110 ORF251 Uncharacterized mitochondrial protein AtMg01110 [Source:UniProtKB/Swiss-Prot;Acc:P92543] 27.1.2 AT2G07749 N/A Mitovirus RNA-dependent RNA polymerase [Source:TAIR;Acc:AT2G07749] 27.1.3 ATMG01410 ORF204 Uncharacterized mitochondrial protein AtMg01410 [Source:UniProtKB/Swiss-Prot;Acc:P92567] PGSC0003DMG400033607N/A Uncharacterized mitochondrial protein [Source:PGSC_GENE;Acc:PGSC0003DMG400033607] VIT_12S0055G00100 ORF204Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7ST78] Bcspec 37 SOLYC09G056290.1.1 K4CTC4_SOLLC K4CTC4_SOLLC" OR " K4CTC4 N/A UPI000276B34C N/A K4CTC4_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 132 10645957; 16208505; PF05919; IPR008686; Bc-UpSolyc09g056290.1.1 uncharacterized mitochondrial g01110-like atggctggattgaatcgttcgcgatggaaatgcactcttcccccaactttccaacataggaggctagcttgcttcaactggtggtgggctcgaagggtccaaaggacacatagccggggttttttgggtcttaacacctttctcgtatcagaagaagactttcttactggacaaccgttaggttactacggttcatggtcactattctcgttgtcccatcaatatatagtgtcgttggagactttgaaggcttatc399 10 1.60E-37 72.30% gi|565397332| ref|XP_006364252.1|PREDICTED: uncharacterized mitochondrial protein AtMg01110-like [Solanum tuberosum];gi|970028118| ref|XP_015075355.1|PREDICTED: uncharacterized protein LOC107019350 [Solanum pennellii];gi|667751818|gb|AIG89905.1|hypotheticalSolanum tuberosum;Solanum pennellii;Capsicum annuum;Solanum tuberosum;Capsicum annuum;Capsicum annuum;Capsicum annuum/Capsicum annuum/Capsicum annuum/Capsicum annuum/Capsicum annuum/Capsicum annuum/Capsicum annuum;Solanum pennellii;Capsicum annuum/Capsicum1.6E-37;7.7E-37;5.0E-35;5.2E-27;1.2E-26;1.4E-26;3.6E-26;6.4E-26;8.5E-25;8.7E-25438;589;338;615;174;196;240;272;543;30799;99;84;100;99;99;99;99;99;9880;80;72;70;69;68;68;67;68;6780.81%;80.81%;85.71%;70.00%;69.70%;68.69%;68.69%;67.68%;68.69%;68.37%22.60%;16.81%;24.85%;16.26%;56.90%;50.51%;41.25%;36.40%;18.23%;31.92%74.44%;74.44%;63.16%;75.19%;74.44%;74.44%;74.44%;74.44%;74.44%;73.68%1;1;1;2;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1565397332;970028118;667751818;971580850;1026100288;1026009939;675895193/1026022695/1026016436/667751758/1026003891/1026106882/667751939;970060713;667751772/675895178/1026106524/667751924;1026041950XP_006364252.1;XP_015075355.1;AIG89905.1;XP_015159341.1;XP_016549206.1;XP_016556677.1;AIG90025.1/AIG89845.1/YP_009049667.1/XP_016552431.1/XP_016577701.1/XP_016557722.1/XP_016553786.1;XP_015057130.1;XP_016552265.1/AIG90010.1/AIG89859.1/YP_009049652.1;XP_016139.813;140.198;131.339;112.849;105.531;105.916;105.916;105.916;106.301;103.99gi|565397332| ref|XP_006364252.1|PREDICTED: uncharacterized mitochondrial protein AtMg01110-like [Solanum tuberosum]Solanum tuberosum1.60E-37 438 99 80 80.81% 22.60% 74.44% 1 1 5.65E+08 XP_006364252.1139.813 orf240;orf240;orf240;orf338;orf240;orf543;orf240;orf240;orf240;orf240;orf543;orf543;orf240;orf543;orf543;orf543;orf543;orf2404072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072;4072A0A075VVS9;A0A075VVS9;A0A075VVS9;A0A075VVZ2;A0A075VVS9;A0A075VUK6;A0A075VVS9;A0A075VVS9;A0A075VVS9;A0A075VVS9;A0A075VUK6;A0A075VUK6;A0A075VVS9;A0A075VUK6;A0A075VUK6;A0A075VUK6;A0A075VUK6;A0A075VVS9UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005739-IEAmitochondrion-IEA Cellular Component-IEA1 GO:0005739mitochondrionCellular Component IPR008686;noIPR;noIPRFAMILY;FAMILY;FAMILYRNA-dependent RNA polymerase, mitoviral;RNA-dependent RNA polymerase, mitoviral;RNA-dependent RNA polymerase, mitoviralPF05919 (PFAM);PTHR34456 (PANTHER);PTHR34456:SF3 (PANTHER)
Bcspec Solyc10g079900.1.1 up -4.583188328 -1.915567707 0.000631817 0.004307987 0 4 0 21 25 8 1494 ATGGATTTATCTCTTTGGGATCCACCTGAAAATCAAGATGTAAGCAGCTA genomic_reference:SL2.50ch10 gene_region:60684174-60686444 transcript_region:SL2.50ch10:60684174..60686444- "Unknown Protein (AHRD V1)"               N/A N/A N/A N/A PGSC0003DMG400029827N/A Gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400029827] N/A N/A N/A Bcspec 42 SOLYC10G079900.1.1 K4D2N1_SOLLC K4D2N1_SOLLC" OR " K4D2N1 N/A UPI000276AA1F N/A K4D2N1_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 497 10645957; 16208505; Bc-UpSolyc10g079900.1.1 PREDICTED: uncharacterized protein LOC104644364 atggatttatctctttgggatccacctgaaaatcaagatgtaagcagctatgcaagatgggagtataacttgtatttcgatccgaggcttgacgtgatcgaggcagatgctttaaacaagaaatcatgtctgcaagtgttggagatacaggaaaacaaagctgattcagaaattcgagaagttgaagttgatgaacttatgctccagagacaagttgcccgtgaagataatacgagtcttgctgcatcgaataagg1494 10 0.00E+00 65.90% gi|723738374| ref|XP_010312114.1|PREDICTED: uncharacterized protein LOC104644364 [Solanum lycopersicum];gi|970054572| ref|XP_015088924.1|PREDICTED: uncharacterized protein LOC107031927 [Solanum pennellii];gi|971557328| ref|XP_006351400.2|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum/Capsicum annuum;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana tomentosiformis;Nicotiana tomentosiformis;Nicotiana tabacum;Capsicum annuum0.0E0;0.0E0;8.4E-112;1.3E-64;9.9E-36;1.7E-18;1.9E-18;2.3E-18;2.7E-18;6.3E-17506;554;324;383;177;589;560;609;609;617500;548;216;504;174;138;138;138;138;185497;464;185;233;105;81;81;81;81;9999.40%;84.67%;85.65%;46.23%;60.34%;58.70%;58.70%;58.70%;58.70%;53.51%98.81%;98.92%;66.67%;131.59%;98.31%;23.43%;24.64%;22.66%;22.66%;29.98%100.40%;110.04%;43.37%;101.20%;34.94%;27.71%;27.71%;27.71%;27.71%;37.15%1;1;2;1;1;2;2;2;2;21;1;1;1;1;1;1;1;1;1723738374;970054572;971557328;1026089208/1026089210;1025111497;1083871547;1083871549;697101775;1025214479;1026054762XP_010312114.1;XP_015088924.1;XP_006351400.2;XP_016543725.1/XP_016543726.1;XP_016461584.1;XP_018625413.1;XP_018625415.1;XP_009597752.1;XP_016480454.1;XP_016571905.11027.31;894.034;341.658;221.861;139.043;97.8265;97.4413;97.4413;97.0561;92.8189gi|723738374| ref|XP_010312114.1|PREDICTED: uncharacterized protein LOC104644364 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 506 500 497 99.40% 98.81% 100.40% 1 1 7.24E+08 XP_010312114.11027.31 noIPR;noIPRnull;null null;null Coil (COILS);Coil (COILS)
Bcspec Solyc03g113580.1.1 up 1 -4.456602088 -1.182495305 0.000121579 0.001068314 0 7 1 20 57 19 654 ATGGCTATTCGTGTGACGTTCTTGTTGGTTATGCTGGTAGTCTTACCTTT genomic_reference:SL2.50ch03 gene_region:57719517-57720170 transcript_region:SL2.50ch03:57719517..57720170- go_terms:GO:0045735,GO:0048046 "Germin-like protein (AHRD V1 ***- Q8H2A6_ANACO); contains Interpro domain(s) IPR014710 RmlC-like jelly roll fold     29.1.1 AT1G18980 N/A Germin-like protein subfamily T member 2 [Source:UniProtKB/Swiss-Prot;Acc:Q9LMC9] 29.1.2 AT1G74820 N/A Germin-like protein subfamily T member 3 [Source:UniProtKB/Swiss-Prot;Acc:Q9S772] 29.1.3 AT1G18970 GLP1 Germin-like protein subfamily T member 1 [Source:UniProtKB/Swiss-Prot;Acc:P92995] PGSC0003DMG400024569N/A Rhicadhesin receptor [Source:PGSC_GENE;Acc:PGSC0003DMG400024569] VIT_17S0000G05360 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GTC6] Bcspec 11 SOLYC03G113580.1.1 K4BKL0_SOLLC K4BKL0_SOLLC" OR " K4BKL0 N/A UPI0002767DF5 SLY:101264308 K4BKL0_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 217 cell wall [GO:0005618]; extracellular region [GO:0005576]; manganese ion binding [GO:0030145]; nutrient reservoir activity [GO:0045735]; oxalate decarboxylase activity [GO:0046564]; oxalate metabolic process [GO:0033609] oxalate metabolic process [GO:0033609] manganese ion binding [GO:0030145]; nutrient reservoir activity [GO:0045735]; oxalate decarboxylase activity [GO:0046564] cell wall [GO:0005618]; extracellular region [GO:0005576] SUBCELLULAR LOCATION: Secreted {ECO:0000256|SAAS:SAAS00568926}. SIGNAL 1 21 {ECO:0000256|SAM:SignalP}. 10645957; 16208505; 4081.Solyc03g113580.1.1; 101264308; PF00190; IPR006045;IPR001929;IPR014710;IPR011051; SIMILARITY: Belongs to the germin family. {ECO:0000256|SAAS:SAAS00568921}. Germin family 2.60.120.10; PR00325; SM00835; SSF51182; Bc-UpSolyc03g113580.1.1 germin subfamily T member 2 atggctattcgtgtgacgttcttgttggttatgctggtagtcttaccttttccttctcattctgctgatcctgatcccctacaagatttctgcgttggaattctgaatgatacatcagcatctattaacggttttccttgcaagcctacttcccaagttacttcagatgactttttctttgatggcctaaccaaagagggaaacacagacaacgtatttggattcactgcaaccgtgggaaacgttcttgcattcc654 10 7.90E-146 94.80% gi|460380851| ref|XP_004236167.1|PREDICTED: germin-like protein subfamilyT member 2 [Solanum lycopersicum];gi|970016136| ref|XP_015069162.1|PREDICTED: germin-like protein subfamilyT member 2 [Solanum pennellii];gi|565356250| ref|XP_006344981.1|PREDICTED: geSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Solanum tuberosum;Solanum pennellii;Nicotiana tomentosiformis;Capsicum annuum;Nicotiana tabacum;Nicotiana sylvestris;Nicotiana tabacum7.9E-146;1.9E-145;4.2E-139;1.5E-130;3.5E-125;8.3E-125;6.2E-124;1.4E-123;1.5E-123;4.7E-123217;217;217;220;220;226;217;226;226;226217;217;217;217;217;217;217;216;202;202217;217;212;204;203;204;199;202;189;188100.00%;100.00%;97.70%;94.01%;93.55%;94.01%;91.71%;93.52%;93.56%;93.07%100.00%;100.00%;100.00%;98.64%;98.64%;96.02%;100.00%;95.58%;89.38%;89.38%99.54%;99.54%;99.54%;99.54%;99.54%;99.54%;99.54%;99.08%;92.66%;92.66%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460380851;970016136;565356250;565356654;970016534;697155475;1026042816;1025298993;698446155;1025387875XP_004236167.1;XP_015069162.1;XP_006344981.1;XP_006345178.1;XP_015069376.1;XP_009631982.1;XP_016567630.1;XP_016499460.1;XP_009768843.1;XP_016434396.1412.535;411.764;395.586;374.015;360.533;359.762;357.066;356.681;356.681;355.525gi|460380851| ref|XP_004236167.1|PREDICTED: germin-like protein subfamilyT member 2 [Solanum lycopersicum]Solanum lycopersicum7.90E-146 217 217 217 100.00% 100.00% 99.54% 1 1 4.6E+08 XP_004236167.1412.535 K4BKL0;K4BKL0;PGSC0003DMG400024568;PGSC0003DMG400024568;K4BKL0;PGSC0003DMG400024569;PGSC0003DMG400024569;PGSC0003DMG400024569;PGSC0003DMG400024569;K4BKL0;K4BKL0;K4BKL0;K4BKL0;PGSC0003DMG400024568;PGSC0003DMG4000245684081;4081;4113;4113;4081;4113;4113;4113;4113;4081;4081;4081;4081;4113;4113K4BKL0;K4BKL0;M1CA63;M1CA63;K4BKL0;M1CA64;M1CA64;M1CA64;M1CA64;K4BKL0;K4BKL0;K4BKL0;K4BKL0;M1CA63;M1CA63UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005618-IBA;GO:0046564-IBA;GO:0046872-IEA;GO:0033609-IBA;GO:0030145-IEA;GO:0005576-IEA;GO:0045735-IEAcell wall-IBA;oxalate decarboxylase activity-IBA;metal ion binding-IEA;oxalate metabolic process-IBA;manganese ion binding-IEA;extracellular region-IEA;nutrient reservoir activity-IEACellular Component-IBA;Molecular Function-IBA;Molecular Function-IEA;Biological Process-IBA;Molecular Function-IEA;Cellular Component-IEA;Molecular Function-IEA6 GO:0046564;GO:0033609;GO:0005618;GO:0030145;GO:0005576;GO:0045735nutrient reservoir activity;manganese ion binding;extracellular region;oxalate decarboxylase activity;oxalate metabolic process;cell wallCellular Component;Cellular Component;Molecular Function;Molecular Function;Molecular Function;Biological ProcessEC:4.1.1.2 Oxalate decarboxylaseIPR001929;IPR006045;IPR006045;IPR014710;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR011051FAMILY;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINGermin;Cupin 1;Cupin 1;RmlC-like jelly roll fold;RmlC-like jelly roll fold;RmlC-like jelly roll fold;RmlC-like jelly roll fold;RmlC-like jelly roll fold;RmlC-like jelly roll fold;RmlC-like jelly roll fold;RmlC-like jelly roll fold;RmlC-like jelly roll foldPR00325 (PRINTS);SM00835 (SMART);PF00190 (PFAM);G3DSA:2.60.120.10 (GENE3D);PTHR31238 (PANTHER);PTHR31238:SF46 (PANTHER);SIGNAL_PEPTIDE_H_REGION (PHOBIUS);SIGNAL_PEPTIDE_N_REGION (PHOBIUS);SIGNAL_PEPTIDE (PHOBIUS);SIGNAL_PEPTIDE_C_REGION (PHOBIUS);NON_CYTOPGO:0030145;GO:0045735;GO:0045735manganese ion binding;nutrient reservoir activity;nutrient reservoir activityMolecular Function;Molecular Function;Molecular Function

1 Bcspec Solyc01g099210.2.1 Iberkleid et al 2015 up 1 oxigenase -4.433447927 -1.450843179 0.000468489 0.003341085 0 7 0 17 25 29 2592 ATGTCTAGAAAGCTTTCAGATCCAAGTATGGATGAAAATGCCAGTAAAAA genomic_reference:SL2.50ch01 gene_region:81269872-81273647 transcript_region:SL2.50ch01:81269872..81273647+ go_terms:GO:0016165 "Lipoxygenase (AHRD V1 **** Q0ZDG1_ACTDE); contains Interpro domain(s) IPR001246 Lipoxygenase, plant       30.1.1 AT1G55020 LOX1 Linoleate 9S-lipoxygenase 1 [Source:UniProtKB/Swiss-Prot;Acc:Q06327] PGSC0003DMG400024693N/A Lipoxygenase [Source:PGSC_GENE;Acc:PGSC0003DMG400024693] VIT_14S0128G00790 N/A Lipoxygenase  [Source:UniProtKB/TrEMBL;Acc:F6HZ11] VIT_06S0004G01580 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7SLA2] VIT_14S0128G00780 N/A Lipoxygenase  [Source:UniProtKB/TrEMBL;Acc:F6HZ10] Bcspec 6 SOLYC01G099210.2.1 K4B0V8_SOLLC K4B0V8_SOLLC" OR " K4B0V8 N/A UPI0002768B77 SLY:101244618 K4B0V8_SOLLC unreviewed Lipoxygenase (EC 1.13.11.-) Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 863 metal ion binding [GO:0046872]; oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen [GO:0016702]; fatty acid biosynthetic process [GO:0006633]; oxylipin biosynthetic process [GO:0031408] fatty acid biosynthetic process [GO:0006633]; oxylipin biosynthetic process [GO:0031408] metal ion binding [GO:0046872]; oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen [GO:0016702] 10645957; 16208505; 4081.Solyc01g099210.2.1; 101244618; PF00305;PF01477; PTHR11771; IPR000907;IPR013819;IPR020834;IPR020833;IPR001246;IPR027433;IPR001024; SIMILARITY: Belongs to the lipoxygenase family. {ECO:0000256|RuleBase:RU003974}.; SIMILARITY: Contains PLAT domain. {ECO:0000256|SAAS:SAAS00169188}.; SIMILARITY: Contains lipoxygenase domain. {ECO:0000256|SAAS:SAAS00503785}. Lipoxygenase family 1.13.11.- COFACTOR: Name=Fe cation; Xref=ChEBI:CHEBI:24875; Evidence={ECO:0000256|RuleBase:RU003974, ECO:0000256|SAAS:SAAS00608139}; FUNCTION: Plant lipoxygenase may be involved in a number of diverse aspects of plant physiology including growth and development, pest resistance, and senescence or responses to wounding. {ECO:0000256|RuleBase:RU003975}. PATHWAY: Lipid metabolism; oxylipin biosynthesis. {ECO:0000256|RuleBase:RU003975}. 2.60.60.20;4.10.372.10; PR00087;PR00468; PS00711;PS00081;PS51393;PS50095; SM00308; SSF48484;SSF49723; Bc-UpSolyc01g099210.2.1 probable linoleate 9S-lipoxygenase 5 tggaggactgatttgaacaagtgaagcttcttgtgcataggcatcaatgcttttctttgcttatataaacacaagtgctaacatgtctcattttcagtatgaaaagttggttctcacttgaaactttttctgaggaaaaatgtctagaaagctttcagatccaagtatggatgaaaatgccagtaaaaaggcaagatatgaggctggtgaaaccaaaaccataaagggtacagttgttctgatgaagaagaacttc2735 10 0.00E+00 90.80% gi|460368708| ref|XP_004230207.1|PREDICTED: probable linoleate 9S-lipoxygenase 5 [Solanum lycopersicum];gi|969998016| ref|XP_015070584.1|PREDICTED: probable linoleate 9S-lipoxygenase 5 [Solanum pennellii];gi|565355502| ref|XP_006344625.1|PREDICTED: probable lSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Solanum tuberosum;Solanum pennellii;Nicotiana sylvestris;Mimulus guttatus/Mimulus guttatus;Nicotiana tomentosiformis;Sesamum indicum;Sesamum indicum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0863;863;863;865;806;853;864;897;867;866863;863;863;865;790;870;861;870;861;861863;859;850;850;785;723;720;721;718;718100.00%;99.54%;98.49%;98.27%;99.37%;83.10%;83.62%;82.87%;83.39%;83.39%100.00%;100.00%;100.00%;100.00%;98.01%;101.99%;99.65%;96.99%;99.31%;99.42%94.66%;94.66%;94.66%;94.88%;86.65%;95.43%;94.44%;95.43%;94.44%;94.44%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2460368708;969998016;565355502;565355500;969999274;698488413;604343197/848861523;1083903525;747088854;747088856XP_004230207.1;XP_015070584.1;XP_006344625.1;XP_006344624.1;XP_015081844.1;XP_009790810.1;XP_012831577.1/EYU42168.1;XP_009625816.2;XP_011092039.1;XP_011092040.11705.65;1686.39;1651.34;1646.71;1534.24;1196.03;1195.26;1194.87;1192.95;1187.56gi|460368708| ref|XP_004230207.1|PREDICTED: probable linoleate 9S-lipoxygenase 5 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 863 863 863 100.00% 100.00% 94.66% 1 2 4.6E+08 XP_004230207.11705.65 K4B0V8;K4B0V8;K4B0V8;MIMGU_mgv1a001215mg;K4B0V8;MIMGU_mgv1a001215mg;MIMGU_mgv1a001215mg;MIMGU_mgv1a001215mg;MIMGU_mgv1a001215mg;MIMGU_mgv1a001215mg;MIMGU_mgv1a001215mg;K4B0V8;MIMGU_mgv1a001215mg;MIMGU_mgv1a001215mg;K4B0V8;MIMGU_mgv1a001215mg;MIMGU_mgv1a0014081;4081;4081;4155;4081;4155;4155;4155;4155;4155;4155;4081;4155;4155;4081;4155;4155;4155;4081;4155;4155K4B0V8;K4B0V8;K4B0V8;A0A022RQW3;K4B0V8;A0A022RQW3;A0A022RQW3;A0A022RQW3;A0A022RQW3;A0A022RQW3;A0A022RQW3;K4B0V8;A0A022RQW3;A0A022RQW3;K4B0V8;A0A022RQW3;A0A022RQW3;A0A022RQW3;K4B0V8;A0A022RQW3;A0A022RQW3UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0031408-IEA;GO:0016702-IEA;GO:0051213-IEA;GO:0046872-IEA;GO:0016491-IEA;GO:0055114-IEA;GO:0006633-IEAoxylipin biosynthetic process-IEA;oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen-IEA;dioxygenase activity-IEA;metal ion binding-IEA;oxidoreductase activity-IEA;oxidation-reductiBiological Process-IEA;Molecular Function-IEA;Molecular Function-IEA;Molecular Function-IEA;Molecular Function-IEA;Biological Process-IEA;Biological Process-IEA5 GO:0016702;GO:0046872;GO:0031408;GO:0055114;GO:0006633oxylipin biosynthetic process;oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;oxidation-reduction process;metal ion binding;fattyacid biosynthetic processMolecular Function;Molecular Function;Biological Process;Biological Process;Biological ProcessEC:1.13.11Acting on single donors with incorporation of molecular oxygen (oxygenases). The oxygen incorporated need not be derived from O(2)noIPR;IPR013819;IPR001246;IPR001024;IPR001024;IPR001024;IPR027433;noIPR;noIPR;IPR013819;noIPR;IPR000907;noIPR;IPR000907;noIPR;IPR020833;IPR020834;IPR013819;IPR001024;IPR001024;IPR013819null;DOMAIN;FAMILY;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;FAMILY;FAMILY;FAMILY;FAMILY;BINDING_SITE;CONSERVED_SITE;DOMAIN;DOMAIN;DOMAIN;DOMAINnull;Lipoxygenase, C-terminal;Lipoxygenase, plant;PLAT/LH2 domain;PLAT/LH2 domain;PLAT/LH2 domain;Lipoxygenase, domain 3;Lipoxygenase, domain 3;Lipoxygenase, domain 3;Lipoxygenase, C-terminal;Lipoxygenase, C-terminal;Lipoxygenase;Lipoxygenase;Lipoxygenase;Coil (COILS);PR00087 (PRINTS);PR00468 (PRINTS);SM00308 (SMART);G3DSA:2.60.60.20 (GENE3D);PF01477 (PFAM);G3DSA:4.10.372.10 (GENE3D);G3DSA:4.10.375.10 (GENE3D);G3DSA:3.10.450.60 (GENE3D);PF00305 (PFAM);G3DSA:1.20.245.10 (GENE3D);PTHR11771 (PANTHER);PTHR11771GO:0016702/GO:0046872/GO:0055114;GO:0055114/GO:0016491;GO:0005515;GO:0005515;GO:0005515;GO:0016702/GO:0046872/GO:0055114;GO:0016702/GO:0046872/GO:0055114;GO:0016702/GO:0046872/GO:0055114;GO:0046872/GO:0016702/GO:0055114;GO:0016702/GO:0055114/GO:0046872;GO:oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen/metal ion binding/oxidation-reduction process;oxidation-reduction process/oxidoreductase activity;protein binding;protein binding;Molecular Function/Molecular Function/Biological Process;Biological Process/Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function/Molecular Function/Biological Process;Molecular Function/Molecular Function/Biological Process;Molecular Function/Molecular Function/Biological Process;Molecular Function/Molecular Function/Biological Process;Molecular Function/Biological Process/Molecular Function;Molecular Function/Molecular Function/Biological Process;Molecular Function;Molecular Function;Molecular Function/Molecular Function/Biological Process
1 Bcspec Solyc10g005440.1.1 up 1 receptor -4.145896886 0.143357249 0.001589537 0.009380068 17 0 0 80 136 31 2505 ATGGCTAGTTGTATGATTATTTCCAACTGGTACATTTTCTTGTTTAGTGT genomic_reference:SL2.50ch10 gene_region:319577-323262 transcript_region:SL2.50ch10:319577..323262- go_terms:GO:0019199,GO:0004674 "Serine/threonine-protein kinase receptor (AHRD V1 **** B6U2B7_MAIZE); contains Interpro domain(s) IPR002290 Serine/threonine protein kinase     N/A N/A N/A N/A PGSC0003DMG400011251N/A S-locus-specific glycoprotein S6 [Source:PGSC_GENE;Acc:PGSC0003DMG400011251] N/A N/A N/A Bcspec 40 SOLYC10G005440.1.1 K4CX76_SOLLC K4CX76_SOLLC" OR " K4CX76 N/A UPI000276C761 N/A K4CX76_SOLLC unreviewed Serine/threonine-protein kinase (EC 2.7.11.1) Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 834 integral component of membrane [GO:0016021]; plasma membrane [GO:0005886]; plasmodesma [GO:0009506]; ATP binding [GO:0005524]; protein serine/threonine kinase activity [GO:0004674]; defense response [GO:0006952]; protein phosphorylation [GO:0006468]; recognition of pollen [GO:0048544] defense response [GO:0006952]; protein phosphorylation [GO:0006468]; recognition of pollen [GO:0048544] ATP binding [GO:0005524]; protein serine/threonine kinase activity [GO:0004674] integral component of membrane [GO:0016021]; plasma membrane [GO:0005886]; plasmodesma [GO:0009506] TRANSMEM 12 33 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 434 455 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; K4CX76; 4081.Solyc10g005440.1.1; PF01453;PF11883;PF08276;PF07714;PF00954; IPR001480;IPR013320;IPR011009;IPR003609;IPR000719;IPR021820;IPR000858;IPR001245;IPR008271;IPR024171; SIMILARITY: Belongs to the protein kinase superfamily. Ser/Thr protein kinase family. {ECO:0000256|PIRNR:PIRNR000641}. Protein kinase superfamily, Ser/Thr protein kinase family 2.7.11.1 CATALYTIC ACTIVITY: ATP + a protein = ADP + a phosphoprotein. {ECO:0000256|PIRNR:PIRNR000641}. 2.60.120.200;2.90.10.10; PIRSF000641; PS50927;PS50948;PS50011;PS00108; SM00108;SM00473;SM00220; SSF51110;SSF56112; Bc-UpSolyc10g005440.1.1 G-type lectin S-receptor-like serine threonine- kinase B120 atggctagttgtatgattatttccaactggtacattttcttgtttagtgttttttatatgaacttattatgttgtgcttgtgcatctagtaaaattatacaaggtgaaattttaagagatggtgaaatgttaatttctccaaaaaggaaatttattttgggattttttagtccaaatgttactaataatcaaaggtttgttggtatatggtatgttgatggtccagaaaattcatttgtttgggttgcaaacagag2505 10 0.00E+00 86.00% gi|723735255| ref|XP_010327269.1|PREDICTED: G-type lectin S-receptor-like serine/threonine-protein kinase B120 [Solanum lycopersicum];gi|970056078| ref|XP_015089684.1|PREDICTED: G-type lectin S-receptor-like serine/threonine-protein kinase B120 [Solanum pennSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana tabacum;Nicotiana sylvestris;Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana tabacum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0792;786;792;832;832;832;832;1703;843;843792;792;792;835;835;835;835;849;849;849792;774;748;706;705;702;701;668;667;663100.00%;97.73%;94.44%;84.55%;84.43%;84.07%;83.95%;78.68%;78.56%;78.09%100.00%;100.76%;100.00%;100.36%;100.36%;100.36%;100.36%;49.85%;100.71%;100.71%94.85%;94.85%;94.85%;100.00%;100.00%;100.00%;100.00%;101.68%;101.68%;101.68%1;1;1;1;1;1;1;2;1;11;1;1;1;1;1;1;1;1;1723735255;970056078;565372112;1025089561;698463203;697106953;1025160125;1025362479;1083915652;1025209916XP_010327269.1;XP_015089684.1;XP_006352641.1;XP_016456635.1;XP_009782161.1;XP_009607303.1;XP_016469085.1;XP_016513082.1;XP_018622977.1;XP_016479290.11625.14;1564.67;1472.6;1273.07;1271.14;1266.91;1263.06;1120.15;1110.13;1108.21gi|723735255| ref|XP_010327269.1|PREDICTED: G-type lectin S-receptor-like serine/threonine-protein kinase B120 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 792 792 792 100.00% 100.00% 94.85% 1 1 7.24E+08 XP_010327269.11625.14 IPR003609;IPR001480;IPR000719;IPR001245;noIPR;IPR001480;IPR001480;IPR021820;IPR024171;IPR003609;IPR000858;noIPR;IPR013320;noIPR;noIPR;IPR008271;noIPR;noIPR;noIPR;noIPR;noIPR;IPR003609;IPR001480;IPR000719;noIPR;IPR001480;IPR011009;noIPR;noIPRDOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;FAMILY;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINPAN/Apple domain;Bulb-type lectin domain;Protein kinase domain;Serine-threonine/tyrosine-protein kinase catalytic domain;Serine-threonine/tyrosine-protein kinase catalytic domain;Bulb-type lectin domain;Bulb-type lectin domain;S-locus receptor kinase, C-teSM00473 (SMART);SM00108 (SMART);SM00220 (SMART);PF07714 (PFAM);G3DSA:1.10.510.10 (GENE3D);G3DSA:2.90.10.10 (GENE3D);PF01453 (PFAM);PF11883 (PFAM);PIRSF000641 (PIRSF);PF08276 (PFAM);PF00954 (PFAM);G3DSA:3.30.200.20 (GENE3D);G3DSA:2.60.120.200 (GENE3D);PTHR2GO:0005524/GO:0006468/GO:0004672;GO:0006468/GO:0004672;GO:0004674;GO:0004674;GO:0048544;GO:0004672/GO:0006468;GO:0005524/GO:0006468/GO:0004672ATP binding/protein phosphorylation/protein kinase activity;protein phosphorylation/protein kinase activity;protein serine/threonine kinase activity;protein serine/threonine kinase activity;recognition of pollen;protein kinase activity/protein phosphorylatMolecular Function/Biological Process/Molecular Function;Biological Process/Molecular Function;Molecular Function;Molecular Function;Biological Process;Molecular Function/Biological Process;Molecular Function/Biological Process/Molecular Function

Bcspec Solyc09g011350.1.1 up 1 -3.916126952 -1.253342666 0.001126102 0.007018453 4 0 4 45 26 12 747 ATGCCGAAAGTCGATGCTCTCCGTCGATTTCTCCTCCCCTGTTTCAATTCgenomic_reference:SL2.50ch09 gene_region:4686265-4687011 transcript_region:SL2.50ch09:4686265..4687011+ "Plant-specific domain TIGR01570 family protein (AHRD V1 ***- B6TGK3_MAIZE); contains Interpro domain(s) IPR006460 Protein of unknown function DUF617, plant 32.1.1 AT2G37880 N/A Protein of unknown function, DUF617 [Source:TAIR;Acc:AT2G37880] PGSC0003DMG400024262N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400024262] VIT_08S0007G01260 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HL26] Bcspec 36 SOLYC09G011350.1.1 K4CRG1_SOLLC K4CRG1_SOLLC" OR " K4CRG1 N/A UPI000276B327 SLY:101250332 K4CRG1_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 248 10645957; 16208505; 101250332; PF04759; IPR006460; TIGR01570; Bc-UpSolyc09g011350.1.1 MIZU-KUSSEI 1 atgccgaaagtcgatgctctccgtcgatttctcctcccctgtttcaattcaacacccacatcgccagcaccaccggcgccgctaacaatctccaccaaaaaacgtctgagtacatctctgcgtgacgatctcgacgacccagaacaagataagaagttcgaagaagattcatacccaacaaccccaatcagtactacaaaccccacgaccagcgccgcaattgcactctcagctccgccgcgttcttccaaaacaa747 10 8.50E-148 86.80% gi|460402723| ref|XP_004246860.1|PREDICTED: protein MIZU-KUSSEI 1 [Solanum lycopersicum];gi|970051764| ref|XP_015087477.1|PREDICTED: protein MIZU-KUSSEI 1 [Solanum pennellii];gi|565348387| ref|XP_006341194.1|PREDICTED: protein MIZU-KUSSEI 1 [Solanum tuberosumSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana sylvestris/Nicotiana tabacum;Capsicum annuum;Coffea canephora;Vitis vinifera;Boea hygrometrica8.5E-148;4.7E-143;4.6E-140;3.8E-124;3.2E-123;1.3E-117;8.6E-111;4.1E-94;3.6E-93;2.7E-92248;254;254;247;247;246;262;252;239;494248;254;254;252;252;254;263;259;248;176248;241;241;227;225;223;202;197;182;157100.00%;94.88%;94.88%;90.08%;89.29%;87.80%;76.81%;76.06%;73.39%;89.20%100.00%;100.00%;100.00%;102.02%;102.02%;103.25%;100.38%;102.78%;103.77%;35.63%99.60%;102.01%;102.01%;101.20%;101.20%;102.01%;105.62%;104.02%;99.60%;70.68%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460402723;970051764;565348387;1025316079;697111037;698528999/1025396818;1026084186;661889844;225440506;1024055251XP_004246860.1;XP_015087477.1;XP_006341194.1;XP_016503128.1;XP_009609396.1;XP_009761331.1/XP_016436622.1;XP_016541388.1;CDP06564.1;XP_002272579.1;KZV53406.1420.239;408.297;400.979;360.147;357.836;343.584;327.02;284.263;281.567;288.115gi|460402723| ref|XP_004246860.1|PREDICTED: protein MIZU-KUSSEI 1 [Solanum lycopersicum]Solanum lycopersicum8.50E-148 248 248 248 100.00% 100.00% 99.60% 1 1 4.6E+08 XP_004246860.1420.239 IPR006460;IPR006460;noIPR;noIPR;noIPRFAMILY;FAMILY;FAMILY;FAMILY;FAMILYProtein of unknown function DUF617, plant;Protein of unknown function DUF617, plant;Protein of unknown function DUF617, plant;Protein of unknown function DUF617, plant;Protein of unknown function DUF617, plantPF04759 (PFAM);TIGR01570 (TIGRFAM);PTHR31276:SF6 (PANTHER);PTHR31276 (PANTHER);SignalP-TM (SIGNALP_GRAM_POSITIVE)
Bcspec Solyc04g005240.1.1 up -3.840893795 0.015483232 4.85E-05 0.000485408 11 13 1 46 109 58 276 ATGTTGGTACCTAGAAGGATTTTAAGCTTACTACTAATCCTAATCCTAAT genomic_reference:SL2.50ch04 gene_region:182840-183978 transcript_region:SL2.50ch04:182840..183978- "Unknown Protein (AHRD V1)"               N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A Bcspec 12 SOLYC04G005240.1.1 K4BND0_SOLLC K4BND0_SOLLC" OR " K4BND0 N/A UPI00027661BF N/A K4BND0_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 91 SIGNAL 1 26 {ECO:0000256|SAM:SignalP}. 10645957; 16208505; Bc-UpSolyc04g005240.1.1 root meristem growth factor 1-like atgttggtacctagaaggattttaagcttactactaatcctaatcctaattgctcaaattctgccaaacacaacttctaattaccaaggtggcaaaattgcaaccaaaagaagtaattcagtatcaaagagagaggccttggcaaatactggtggagaacaaattctgagcagacgtccactctcacagtctggaggcaaagatattaatgctgaatatgttgcatttacagcagattataaatcacctaggcatc276 9 3.10E-18 66.11% gi|697147407| ref|XP_009627862.1|PREDICTED: root meristem growth factor 1-like [Nicotiana tomentosiformis]/gi|1025096996| ref|XP_016465886.1|PREDICTED: root meristem growth factor 1-like [Nicotiana tabacum];gi|698560061| ref|XP_009771746.1|PREDICTED: root merNicotiana tomentosiformis/Nicotiana tabacum;Nicotiana sylvestris;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum;Nicotiana sylvestris;Nicotiana tabacum;Nicotiana sylvestris;Arachis duranensis;Sesamum indicum/Sesamum indic3.1E-18;5.0E-18;5.1E-18;2.8E-8;5.7E-8;3.4E-7;1.8E-6;3.2E-5;1.4E-4130;140;137;127;124;124;161;113;12844;44;44;107;101;101;48;30;7038;38;38;49;48;47;32;25;3586.36%;86.36%;86.36%;45.79%;47.52%;46.53%;66.67%;83.33%;50.00%33.85%;31.43%;32.12%;84.25%;81.45%;81.45%;29.81%;26.55%;54.69%47.83%;47.83%;47.83%;116.30%;109.78%;109.78%;52.17%;32.61%;76.09%1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1697147407/1025096996;698560061;698560064/1025301203;1025198264/697189415;698529444;1025104956;698526977;1011995108;747107463/747107320XP_016465886.1/XP_009627862.1;XP_009771746.1;XP_009771747.1/XP_016505361.1;XP_016476389.1/XP_009603764.1;XP_009761539.1;XP_016460014.1;XP_009760336.1;XP_015954578.1;XP_011101961.1/XP_011102031.180.8777;80.8777;80.4925;55.4546;54.6842;52.373;51.2174;46.9802;45.8246gi|697147407| ref|XP_009627862.1|PREDICTED: root meristem growth factor 1-like [Nicotiana tomentosiformis]/gi|1025096996| ref|XP_016465886.1|PREDICTED: root meristem growth factor 1-like [Nicotiana tabacum]Nicotiana tomentosiformis/Nicotiana tabacum3.10E-18 130 44 38 86.36% 33.85% 47.83% 1 1 697147407;1025096996XP_016465886.1;XP_009627862.180.8777 noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPRnull;null;null;null;null;null;null;null;nullnull;null;null;null;null;null;null;null;nullPTHR36313:SF1 (PANTHER);PTHR36313 (PANTHER);SIGNAL_PEPTIDE (PHOBIUS);SIGNAL_PEPTIDE_C_REGION (PHOBIUS);SIGNAL_PEPTIDE_N_REGION (PHOBIUS);SIGNAL_PEPTIDE_H_REGION (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);SignalP-noTM (SIGNALP_EUK);TMhelix (TMHMM)
Bcspec Solyc06g053440.2.1 up -3.745584031 -1.067486665 0.000586649 0.004035862 0 7 6 26 60 16 579 ATGCAAGATCCAAAGAACTCTTCACAAGCAAGGAAGGCTTGGTACCAAAA genomic_reference:SL2.50ch06 gene_region:32734236-32737124 transcript_region:SL2.50ch06:32734236..32737124+ "Unknown Protein (AHRD V1)"        34.1.1 AT3G59680 N/A unknown protein; Has 34 Blast hits to 34 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 34; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink). [Source:TAIR;Acc:AT3G59680] PGSC0003DMG402016333N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG402016333] VIT_05S0094G00520 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HB10] Bcspec 21 SOLYC06G053440.2.1 K4C631_SOLLC K4C631_SOLLC" OR " K4C631 N/A UPI00027674A7 SLY:101245659 K4C631_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 192 10645957; 16208505; 101245659; Bc-UpSolyc06g053440.2.1 PREDICTED: uncharacterized protein LOC101245659 atgcaagatccaaagaactcttcacaagcaaggaaggcttggtaccaaaaggcaatggaaatggcttctctatggaaaacatttgccaagccaagtgaaattcccacaacaaatccaacactatggagaagcatatctaagtcatcatcaagagagatatcaaacactaataatagatcacaaaagctaagaagatgcacttctttaagagttgcaacatctttcactagagtatgtctatgtgcaccaatatctt757 10 2.30E-118 90.90% gi|460390769| ref|XP_004240997.1|PREDICTED: uncharacterized protein LOC101245659 [Solanum lycopersicum];gi|970033604| ref|XP_015078101.1|PREDICTED: uncharacterized protein LOC107021902 [Solanum pennellii];gi|565368131| ref|XP_006350706.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana tomentosiformis/Nicotiana tabacum;Capsicum annuum;Solanum tuberosum;Nicotiana sylvestris/Nicotiana tabacum;Capsicum annuum;Coffea canephora;Theobroma cacao2.3E-118;9.6E-116;6.1E-110;9.8E-97;1.7E-96;3.2E-95;2.3E-94;1.7E-81;2.8E-73;9.9E-70192;191;191;194;192;173;192;174;187;205192;192;194;197;195;176;198;177;196;209192;191;189;177;176;171;179;158;162;160100.00%;99.48%;97.42%;89.85%;90.26%;97.16%;90.40%;89.27%;82.65%;76.56%100.00%;100.52%;101.57%;101.55%;101.56%;101.73%;103.12%;101.72%;104.81%;101.95%76.09%;76.09%;76.88%;78.07%;77.28%;69.75%;78.47%;70.15%;77.68%;82.83%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460390769;970033604;565368131;697136963/1025061590;1026065437;971556357;698429206/1025397313;1026065439;661885551;1063482664XP_004240997.1;XP_015078101.1;XP_006350706.1;XP_016449717.1/XP_009622568.1;XP_016577148.1;XP_015165661.1;XP_009791077.1/XP_016448481.1;XP_016577149.1;CDP10874.1;XP_017974401.1343.584;337.035;322.398;288.886;288.115;284.263;282.722;249.595;229.18;220.705gi|460390769| ref|XP_004240997.1|PREDICTED: uncharacterized protein LOC101245659 [Solanum lycopersicum]Solanum lycopersicum2.30E-118 192 192 192 100.00% 100.00% 76.09% 1 1 4.6E+08 XP_004240997.1343.584 noIPR;noIPRnull;null null;null PTHR36772:SF1 (PANTHER);PTHR36772 (PANTHER)
Bcspec Solyc07g008360.1.1 up 1 ligase -2.604659804 0.102373865 0.000875671 0.005673897 9 27 24 64 119 33 1707 ATGGAAAAAATGATCAACAAATTAGAAATTAATTATCATGATCATGATCA genomic_reference:SL2.50ch07 gene_region:3141411-3145201 transcript_region:SL2.50ch07:3141411..3145201+ go_terms:GO:0016207 "p-coumarate CoA-ligase 2 (AHRD V1 **** D5LNB5_SORAU); contains Interpro domain(s) IPR000873 AMP-dependent synthetase and ligase    35.1.1 AT1G51680 4CL1 4-coumarate--CoA ligase 1 [Source:UniProtKB/Swiss-Prot;Acc:Q42524] 35.1.2 AT3G21240 4CL2 4-coumarate--CoA ligase 2 [Source:UniProtKB/Swiss-Prot;Acc:Q9S725] PGSC0003DMG401019891N/A AMP dependent CoA ligase [Source:PGSC_GENE;Acc:PGSC0003DMG401019891] VIT_11S0052G01090 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GXF5] VIT_11S0052G01110 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GXF4] Bcspec 29 SOLYC07G008360.1.1 K4CBV5_SOLLC K4CBV5_SOLLC" OR " K4CBV5 LES.23086 UPI000276B401 SLY:101251197 K4CBV5_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 568 catalytic activity [GO:0003824]; metabolic process [GO:0008152] metabolic process [GO:0008152] catalytic activity [GO:0003824] 10645957; 16208505; K4CBV5; 4081.Solyc07g008360.1.1; 101251197; PF00501;PF13193; IPR025110;IPR020845;IPR000873; PS00455; Bc-UpSolyc07g008360.1.1 4-coumarate-- ligase 2-like atggaaaaaatgatcaacaaattagaaattaattatcatgatcatgatcatgatcaatatatttttagatcaaaacttcctaatatttacatcccaaatcatttacctcttcacaaatattgctttgaaaacatttctaaatttagttcacgcacttgtttaatcaatagtgccacgggtgtgacatacacttattccgatgttgatcttgctgccaaaagaatcgccctagggctccacaaactcggtatcgaac1707 10 0.00E+00 91.70% gi|460394398| ref|XP_004242790.1|PREDICTED: 4-coumarate--CoA ligase 2 [Solanum lycopersicum];gi|970042603| ref|XP_015082694.1|PREDICTED: 4-coumarate--CoA ligase 2-like [Solanum pennellii];gi|565403000| ref|XP_006366955.1|PREDICTED: 4-coumarate--CoA ligase 2-lSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana sylvestris;Nicotiana tabacum;Nicotiana tomentosiformis;Ricinus communis/Ricinus communis;Pyrus xbretschneideri;Pyrus xbretschneideri0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0568;570;571;553;557;558;558;557;547;547551;553;551;549;541;551;551;552;541;541551;546;542;509;504;509;506;463;464;464100.00%;98.73%;98.37%;92.71%;93.16%;92.38%;91.83%;83.88%;85.77%;85.77%97.01%;97.02%;96.50%;99.28%;97.13%;98.75%;98.75%;99.10%;98.90%;98.90%96.84%;97.19%;96.84%;96.49%;95.08%;96.84%;96.84%;97.01%;95.08%;95.08%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460394398;970042603;565403000;1026070431;698505686;1025259826;697120639;223527010/255584945;806984570;694412506XP_004242790.1;XP_015082694.1;XP_006366955.1;XP_016579621.1;XP_009798281.1;XP_016490834.1;XP_009614283.1;XP_002533186.1/EEF29200.1;AKC34063.1;XP_009334566.11100.5;1053.51;1036.56;953.74;952.199;926.006;920.998;836.639;835.484;835.484gi|460394398| ref|XP_004242790.1|PREDICTED: 4-coumarate--CoA ligase 2 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 568 551 551 100.00% 97.01% 96.84% 1 1 4.6E+08 XP_004242790.11100.5 4CL11;K4CBV5;RCOM_0246200;RCOM_0246200;RCOM_0246200;RCOM_0246200;4CL11;PGSC0003DMG401019891;RCOM_0246200;RCOM_0246200;RCOM_0246200;RCOM_0246200;4CL11;RCOM_0246200;K4CBV5;PGSC0003DMG401019891;RCOM_0246200;RCOM_0246200;RCOM_0246200225117;4081;3988;3988;3988;3988;225117;4113;3988;3988;3988;3988;225117;3988;4081;4113;3988;3988;3988A0A0N7BCP5;K4CBV5;B9T4L7;B9T4L7;B9T4L7;B9T4L7;A0A0N7BCP5;M1BRF7;B9T4L7;B9T4L7;B9T4L7;B9T4L7;A0A0N7BCP5;B9T4L7;K4CBV5;M1BRF7;B9T4L7;B9T4L7;B9T4L7UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0008152-IEA;GO:0047077-IEA;GO:0016491-IEA;GO:0003824-IEA;GO:0055114-IEA;GO:0016874-IEAmetabolic process-IEA;Photinus-luciferin 4-monooxygenase (ATP-hydrolyzing) activity-IEA;oxidoreductase activity-IEA;catalytic activity-IEA;oxidation-reduction process-IEA;ligase activity-IEABiological Process-IEA;Molecular Function-IEA;Molecular Function-IEA;Molecular Function-IEA;Biological Process-IEA;Molecular Function-IEA3 GO:0047077;GO:0055114;GO:0016874oxidation-reduction process;Photinus-luciferin 4-monooxygenase (ATP-hydrolyzing) activity;ligase activityMolecular Function;Molecular Function;Biological ProcessEC:1.13.12;EC:1.13.12.7Acting on single donors with incorporation of molecular oxygen (oxygenases). The oxygen incorporated need not be derived from O(2);Photinus-luciferin 4-monooxygenase (ATP-hydrolyzing)IPR025110;noIPR;noIPR;noIPR;noIPR;IPR000873;noIPR;noIPR;IPR020845;noIPR;noIPR;noIPR;noIPRDOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITEAMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-dependent synthetase/ligase;AMP-dependent synthetase/ligase;AMP-depPF13193 (PFAM);G3DSA:2.30.38.10 (GENE3D);G3DSA:3.40.50.980 (GENE3D);G3DSA:3.40.50.980 (GENE3D);G3DSA:3.30.300.30 (GENE3D);PF00501 (PFAM);PTHR24096:SF149 (PANTHER);PTHR24096 (PANTHER);PS00455 (PROSITE_PATTERNS);CYTOPLASMIC_DOMAIN (PHOBIUS);NON_CYTOPLASMIC_DGO:0008152/GO:0003824metabolic process/catalytic activityBiological Process/Molecular Function
Bcspec Solyc11g017390.1.1 up -2.544160618 0.841498139 0.000248335 0.001958543 24 40 37 87 213 64 459 ATGGATCCTTCTCCTCCTCAAGATGATTTTAGCTTCCCAACAATCACCAA genomic_reference:SL2.50ch11 gene_region:8315512-8315970 transcript_region:SL2.50ch11:8315512..8315970+ "Unknown Protein (AHRD V1)"       N/A N/A N/A N/A PGSC0003DMG400009223N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400009223] N/A N/A N/A Bcspec 47 SOLYC11G017390.1.1 K4D6P2_SOLLC K4D6P2_SOLLC" OR " K4D6P2 N/A UPI000276A8F2 N/A K4D6P2_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 152 10645957; 16208505; 104644556; Bc-UpSolyc11g017390.1.1 PREDICTED: uncharacterized protein LOC104644556 atggatccttctcctcctcaagatgattttagcttcccaacaatcaccaatacaccgccgcgattccttgaatcaccacctttatggagaacaacgttagttgcctctagtgacctccagaataactctgatcatgatcatgaagaaaaattggacatgtctccattgatatccaataagtctaattacatcaaccaaagaaagagcttctcacacatagaaggtgttcttgccatgaagagaatgattgaagatg459 10 8.50E-80 70.70% gi|723743187| ref|XP_010312925.1|PREDICTED: uncharacterized protein LOC104644556 [Solanum lycopersicum];gi|970062054| ref|XP_015057910.1|PREDICTED: uncharacterized protein LOC107004182 [Solanum pennellii];gi|971556969| ref|XP_015165804.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum;Sesamum indicum;Theobroma cacao;Theobroma cacao;Mimulus guttatus8.5E-80;9.8E-75;3.0E-68;6.5E-53;1.1E-39;6.8E-39;9.9E-9;3.9E-7;6.5E-7;4.5E-6152;154;152;156;189;189;151;168;176;148126;128;126;134;153;153;130;117;117;136126;123;116;111;104;104;65;63;63;64100.00%;96.09%;92.06%;82.84%;67.97%;67.97%;50.00%;53.85%;53.85%;47.06%82.89%;83.12%;82.89%;85.90%;80.95%;80.95%;86.09%;69.64%;66.48%;91.89%82.35%;83.66%;82.35%;87.58%;100.00%;100.00%;84.97%;76.47%;76.47%;88.89%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723743187;970062054;971556969;1026006129;697096528;1025119459;747046372;1063518185;508725286;848913161XP_010312925.1;XP_015057910.1;XP_015165804.1;XP_016554874.1;XP_009616875.1;XP_016462885.1;XP_011099168.1;XP_017980874.1;EOY17183.1;XP_012854717.1240.35;227.639;211.075;172.555;139.813;137.887;59.3066;55.0694;54.6842;51.9878gi|723743187| ref|XP_010312925.1|PREDICTED: uncharacterized protein LOC104644556 [Solanum lycopersicum]Solanum lycopersicum8.50E-80 152 126 126 100.00% 82.89% 82.35% 1 1 7.24E+08 XP_010312925.1240.35 noIPR;noIPRnull;null null;null PTHR34666 (PANTHER);PTHR34666:SF1 (PANTHER)
Bcspec Solyc08g063030.2.1 up 1 carrier -2.205766426 1.193519908 0.001274919 0.007787885 50 40 57 191 137 84 750 ATGGCGGAGGATGATGGTGAAGGGGAACAGAAGAAGGGTGCAGCAGAGCTgenomic_reference:SL2.50ch08 gene_region:49720348-49723736 transcript_region:SL2.50ch08:49720348..49723736- go_terms:GO:0016020,GO:0005743 "ADP,ATP carrier protein 1, mitochondrial (AHRD V1 *-*- ADT1_MAIZE); contains Interpro domain(s) IPR002113 Adenine nucleotide translocator 1  N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A Bcspec 32 SOLYC08G063030.2.1 K4CL85_SOLLC K4CL85_SOLLC" OR " K4CL85 N/A UPI000276B4C7 N/A K4CL85_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 249 integral component of membrane [GO:0016021]; mitochondrial inner membrane [GO:0005743]; structural constituent of ribosome [GO:0003735]; transporter activity [GO:0005215]; translation [GO:0006412]; transmembrane transport [GO:0055085] translation [GO:0006412]; transmembrane transport [GO:0055085] structural constituent of ribosome [GO:0003735]; transporter activity [GO:0005215] integral component of membrane [GO:0016021]; mitochondrial inner membrane [GO:0005743] 10645957; 16208505; 4081.Solyc08g063030.2.1; PF00153; IPR002113;IPR002067;IPR018108;IPR023395; SIMILARITY: Belongs to the mitochondrial carrier (TC 2.A.29) family. {ECO:0000256|RuleBase:RU000488, ECO:0000256|SAAS:SAAS00548220}. Mitochondrial carrier (TC 2.A.29) family 1.50.40.10; PR00927;PR00926; PS50920; SSF103506; Bc-UpSolyc08g063030.2.1 probable ADP,ATP carrier At5g56450 catcaccactctttgggattctgttaaaaaaaagagtgttgagagacaaaaagcgaaagggcaaaataacattccaaaattctatcgttattcaacattggtgtgcaaagattgcatttttatttgcgtttcttttttcacttttaaaactaaaaggagaaaatggcggaggatgatggtgaaggggaacagaagaagggtgcagcagagctaattccaagaaaatctgagccatctaataggtgggcaactttta912 10 3.80E-80 87.30% gi|460399118| ref|XP_004245089.1|PREDICTED: probable ADP,ATP carrier protein At5g56450 [Solanum lycopersicum];gi|970048261| ref|XP_015085674.1|PREDICTED: probable ADP,ATP carrier protein At5g56450 [Solanum pennellii];gi|565369910| ref|XP_006351576.1|PREDICTEDSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Nicotiana tomentosiformis;Capsicum annuum;Coffea canephora;Spinacia oleracea;Boea hygrometrica3.8E-80;2.9E-77;4.3E-67;1.1E-64;8.1E-63;2.6E-62;6.8E-61;6.9E-55;1.2E-49;2.0E-49326;325;321;322;322;322;321;167;331;323117;117;117;117;117;117;117;128;125;118117;116;108;104;102;102;102;98;96;96100.00%;99.15%;92.31%;88.89%;87.18%;87.18%;87.18%;76.56%;76.80%;81.36%35.89%;36.00%;36.45%;36.34%;36.34%;36.34%;36.45%;76.65%;37.76%;36.53%38.49%;38.49%;38.49%;38.49%;38.49%;38.49%;38.49%;42.11%;41.12%;38.82%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460399118;970048261;565369910;698492911/1025352866;1025044672;1083899614;1026076764;661888160;902239902;1023985072XP_004245089.1;XP_015085674.1;XP_006351576.1;XP_009792766.1/XP_016510675.1;XP_016446058.1;XP_018632541.1;XP_016537616.1;CDP08277.1;KNA25791.1;KZV23075.1242.276;234.958;208.764;202.601;197.593;196.438;192.971;172.17;164.081;163.31gi|460399118| ref|XP_004245089.1|PREDICTED: probable ADP,ATP carrier protein At5g56450 [Solanum lycopersicum]Solanum lycopersicum3.80E-80 326 117 117 100.00% 35.89% 38.49% 1 1 4.6E+08 XP_004245089.1242.276 GSCOC_T00027056001;SOVF_003740;SOVF_003740;GSCOC_T00027056001;GSCOC_T00027056001;GSCOC_T00027056001;SOVF_003740;GSCOC_T00027056001;SOVF_003740;GSCOC_T00027056001;SOVF_003740;SOVF_00374049390;3562;3562;49390;49390;49390;3562;49390;3562;49390;3562;3562A0A068UJ24;A0A0K9S216;A0A0K9S216;A0A068UJ24;A0A068UJ24;A0A068UJ24;A0A0K9S216;A0A068UJ24;A0A0K9S216;A0A068UJ24;A0A0K9S216;A0A0K9S216UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0055085-IEA;GO:0016020-IEA;GO:0016021-IEA;GO:0006810-IEA;GO:0005215-IEA;GO:0005743-IEAtransmembrane transport-IEA;membrane-IEA;integral component of membrane-IEA;transport-IEA;transporter activity-IEA;mitochondrial inner membrane-IEABiological Process-IEA;Cellular Component-IEA;Cellular Component-IEA;Biological Process-IEA;Molecular Function-IEA;Cellular Component-IEA2 GO:0016020;GO:0006810membrane;transportCellular Component;Biological ProcessIPR002113;IPR002067;IPR018108;IPR023395;noIPR;noIPR;IPR018108;IPR023395FAMILY;FAMILY;REPEAT;DOMAIN;DOMAIN;DOMAIN;REPEAT;DOMAINAdenine nucleotide translocator 1;Mitochondrial carrier protein;Mitochondrial substrate/solute carrier;Mitochondrial carrier domain;Mitochondrial carrier domain;Mitochondrial carrier domain;Mitochondrial substrate/solute carrier;Mitochondrial carrier domaiPR00927 (PRINTS);PR00926 (PRINTS);PF00153 (PFAM);G3DSA:1.50.40.10 (GENE3D);PTHR24089:SF342 (PANTHER);PTHR24089 (PANTHER);PS50920 (PROSITE_PROFILES);SSF103506 (SUPERFAMILY)GO:0005743/GO:0055085/GO:0006810/GO:0005215;GO:0055085mitochondrial inner membrane/transmembrane transport/transport/transporter activity;transmembrane transportCellular Component/Biological Process/Biological Process/Molecular Function;Biological Process
Bcspec Solyc08g075230.1.1 up 1 -2.16105261 1.653174948 0.00034842 0.002607255 36 100 95 158 247 166 597 ATGCCAAAGCCGGTTTTAGGCCCAGAAAGGCGCACCAATCCATTAATTTGgenomic_reference:SL2.50ch08 gene_region:56515261-56515857 transcript_region:SL2.50ch08:56515261..56515857- "Genomic DNA chromosome 5 P1 clone MDA7 (AHRD V1 ***- Q9FKU2_ARATH); contains Interpro domain(s) IPR010847 Harpin-induced 1  38.1.1 AT5G45320 N/A FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: inflorescence meristem, root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DO /.../: Late embryogenesis abundant protein, group 2 (InterPro:IPR004864); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G26350.1); Has 253 Blast hits to 253 proteins in 16 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 253; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink). [Source:TAIR;Acc:AT5G45320] PGSC0003DMG400001950N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400001950] N/A N/A N/A Bcspec 34 SOLYC08G075230.1.1 K4CMP0_SOLLC K4CMP0_SOLLC" OR " K4CMP0 N/A UPI000276B4F5 SLY:101255910 K4CMP0_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 198 integral component of membrane [GO:0016021] integral component of membrane [GO:0016021] TRANSMEM 14 44 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 101255910; Bc-UpSolyc08g075230.1.1 NDR1 HIN1 12 atgccaaagccggttttaggcccagaaaggcgcaccaatccattaatttggtgtgcagctataatctgcacactgttgaccgtagccgtgatcatcacgggtatggtcgtattcatcgggtacatggtgatccgacccaaagtaccacaaatgagtgtagtaagtgcacatttagacaaattttcctatgacatggcaagtgtcttagtagtcaaagtgtcgattgtaatcaaggctgaaaatgacaattcaaagg597 10 2.00E-134 93.70% gi|460401009| ref|XP_004246022.1|PREDICTED: uncharacterized protein LOC101255910 [Solanum lycopersicum];gi|971573046| ref|XP_015170103.1|PREDICTED: uncharacterized protein LOC107063145 [Solanum tuberosum];gi|970046121| ref|XP_015084556.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum tuberosum;Solanum pennellii;Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum/Nicotiana tomentosiformis;Nicotiana sylvestris;Nicotiana tomentosiformis;Nicotiana tabacum;Capsicum annuum2.0E-134;6.5E-134;4.6E-133;6.8E-130;7.0E-123;1.2E-122;6.3E-106;4.8E-105;7.1E-105;1.9E-96198;198;198;198;198;198;199;199;263;198198;198;198;198;198;198;199;199;199;198198;198;197;196;190;190;177;176;176;171100.00%;100.00%;99.49%;98.99%;95.96%;95.96%;88.94%;88.44%;88.44%;86.36%100.00%;100.00%;100.00%;100.00%;100.00%;100.00%;100.00%;100.00%;75.67%;100.00%99.50%;99.50%;99.50%;99.50%;99.50%;99.50%;100.00%;100.00%;100.00%;99.50%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460401009;971573046;970046121;1026015020;698580439/1025354183;1025201064/1083914972;698507141;697127006;1025141517;1026101442XP_004246022.1;XP_015170103.1;XP_015084556.1;XP_016572341.1;XP_009777289.1/XP_016511010.1;XP_016477082.1/XP_018622829.1;XP_009798918.1;XP_009617532.1;XP_016466449.1;XP_016549856.1382.104;380.948;378.637;370.548;352.829;352.443;310.071;307.76;310.071;286.189gi|460401009| ref|XP_004246022.1|PREDICTED: uncharacterized protein LOC101255910 [Solanum lycopersicum]Solanum lycopersicum2.00E-134 198 198 198 100.00% 100.00% 99.50% 1 1 4.6E+08 XP_004246022.1382.104 PGSC0003DMG400001950;K4CMP0;PGSC0003DMG400001950;K4CMP04113;4081;4113;4081M0ZP78;K4CMP0;M0ZP78;K4CMP0UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0016020-IEA;GO:0016021-IEAmembrane-IEA;integral component of membrane-IEA Cellular Component-IEA;Cellular Component-IEA1 GO:0016021integral component of membraneCellular Component noIPR;noIPR;noIPR;noIPR;noIPR;noIPRnull;null;null;null;null;nullnull;null;null;null;null;nullPTHR31852 (PANTHER);PTHR31852:SF9 (PANTHER);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TMhelix (TMHMM)
Bcspec Solyc03g097230.1.1 up 1 -2.149049356 3.315510626 0.000771587 0.005104815 42 269 429 570 746 494 585 ATGGTGACTGAAGGTACAGAGAAACCCACCATTATTTTCACCTACGGAAC genomic_reference:SL2.50ch03 gene_region:52983896-52984480 transcript_region:SL2.50ch03:52983896..52984480+ go_terms:GO:0008307,GO:0003839 "Protein containing AIG2-like domain (AHRD V1 *-*- D9PJU0_9ZZZZ); contains Interpro domain(s) IPR013024 Butirosin biosynthesis, BtrG-like    39.1.1 AT3G02910 N/A Putative gamma-glutamylcyclotransferase At3g02910 [Source:UniProtKB/Swiss-Prot;Acc:Q9M8T3] PGSC0003DMG400026472N/A Gamma-glutamylcyclotransferase [Source:PGSC_GENE;Acc:PGSC0003DMG400026472] VIT_16S0039G01540 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HED4] VIT_16S0039G01550 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HED5] Bcspec 10 SOLYC03G097230.1.1 K4BJE0_SOLLC K4BJE0_SOLLC" OR " K4BJE0 N/A UPI00027681B0 SLY:101245930 K4BJE0_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 194 10645957; 16208505; 101245930; PF06094; IPR009288;IPR013024; cd06661; 3.10.490.10; SSF110857; Bc-UpSolyc03g097230.1.1 gamma-glutamylcyclotransferase At3g02910 atggtgactgaaggtacagagaaacccaccattattttcacctacggaacactcaaaagaggattttcaaatcacgttctcttacaagacatgatagccgccggcgatgcctctttcctcggcgtttaccacaccgtcgatcgtctccctctcgtttgcggtccttaccgtgttccctttctcctgaatttccccggctccggcgaacacgtccgcggcgaagtttacgccgtttccgctcgtggattaatccgta585 10 1.50E-136 87.60% gi|460379216| ref|XP_004235360.1|PREDICTED: putative gamma-glutamylcyclotransferase At3g02910 [Solanum lycopersicum];gi|970014456| ref|XP_015068217.1|PREDICTED: putative gamma-glutamylcyclotransferase At3g02910 [Solanum pennellii];gi|565361712| ref|XP_0063475Solanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Capsicum annuum;Nicotiana tomentosiformis;Sesamum indicum;Nelumbo nucifera;Mimulus guttatus/Mimulus guttatus1.5E-136;1.5E-134;7.9E-125;3.5E-107;1.4E-105;1.4E-105;1.5E-105;2.4E-80;1.4E-76;4.8E-75194;192;199;201;199;280;199;177;194;180194;194;190;196;194;198;194;170;170;164194;192;183;170;169;173;170;137;132;128100.00%;98.97%;96.32%;86.73%;87.11%;87.37%;87.63%;80.59%;77.65%;78.05%100.00%;101.04%;95.48%;97.51%;97.49%;70.71%;97.49%;96.05%;87.63%;91.11%99.49%;99.49%;97.44%;100.51%;99.49%;101.54%;99.49%;87.18%;87.18%;84.10%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460379216;970014456;565361712;1025198751/698552414;1025230975;1026043025;697135386;747075215;720076855;604299908/848925989XP_004235360.1;XP_015068217.1;XP_006347597.1;XP_009769628.1/XP_016476516.1;XP_016484121.1;XP_016567739.1;XP_009621748.1;XP_011084635.1;XP_010240851.1;EYU19751.1/XP_012858836.1387.111;382.104;357.836;313.153;309.301;311.997;308.916;244.588;235.728;231.106gi|460379216| ref|XP_004235360.1|PREDICTED: putative gamma-glutamylcyclotransferase At3g02910 [Solanum lycopersicum]Solanum lycopersicum1.50E-136 194 194 194 100.00% 100.00% 99.49% 1 1 4.6E+08 XP_004235360.1387.111 IPR009288;IPR013024;noIPR;IPR013024DOMAIN;DOMAIN;DOMAIN;DOMAINGamma-glutamylcyclotransferase, AIG2-like;Gamma-glutamyl cyclotransferase-like;Gamma-glutamyl cyclotransferase-like;Gamma-glutamyl cyclotransferase-likePF06094 (PFAM);G3DSA:3.10.490.10 (GENE3D);PTHR12510 (PANTHER);SSF110857 (SUPERFAMILY)
Bcspec Solyc10g080560.1.1 up 1 glysosylase -1.916313778 1.590040351 0.000871383 0.005652742 58 115 78 181 220 130 867 ATGACCCTATGCTATGGTTCTTGTCAAAGTTGCACACTAATCTGCCATTT genomic_reference:SL2.50ch10 gene_region:61124345-61128371 transcript_region:SL2.50ch10:61124345..61128371+ go_terms:GO:0008725 "DNA-3-methyladenine glycosylase (AHRD V1 **** B6U4R7_MAIZE); contains Interpro domain(s) IPR003180 Methylpurine-DNA glycosylase (MPG)      40.1.1 AT3G12040 MAG DNA-3-methyladenine glycosylase [Source:UniProtKB/Swiss-Prot;Acc:Q39147] PGSC0003DMG400023706N/A DNA-3-methyladenine glycosylase [Source:PGSC_GENE;Acc:PGSC0003DMG400023706] VIT_08S0007G06720 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TIC4] Bcspec 43 SOLYC10G080560.1.1 K4D2U6_SOLLC K4D2U6_SOLLC" OR " K4D2U6 LES.16783 UPI00027694B6 SLY:101264772 K4D2U6_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 288 alkylbase DNA N-glycosylase activity [GO:0003905]; DNA binding [GO:0003677]; base-excision repair [GO:0006284] base-excision repair [GO:0006284] alkylbase DNA N-glycosylase activity [GO:0003905]; DNA binding [GO:0003677] 10645957; 16208505; 4081.Solyc10g080560.1.1; 101264772; PF02245; PTHR10429; IPR011034;IPR003180; TIGR00567; cd00540; 3.10.300.10; MF_00527; SSF50486; Bc-UpSolyc10g080560.1.1 DNA-3-methyladenine glycosylase atgaccctatgctatggttcttgtcaaagttgcacactaatctgccatttcaatgctaatattaatccaatgaagaaaacccatcgcttaaaaaacgattcaaatcacaatattactgttcaaaattttgccaccaaaaccaaagtttcatcgtccaaaagattcaaaaacaagcaaaaatcaaaagaatatacaaaacccatctcagaatctgaagaaaacctcccaatacctcaaattaacactacccttatag867 10 0.00E+00 91.70% gi|460407705| ref|XP_004249291.1|PREDICTED: DNA-3-methyladenine glycosylase isoform X1 [Solanum lycopersicum];gi|565369460| ref|XP_006351353.1|PREDICTED: DNA-3-methyladenine glycosylase [Solanum tuberosum];gi|970055634| ref|XP_015089462.1|PREDICTED: DNA-3-metSolanum lycopersicum;Solanum tuberosum;Solanum pennellii;Solanum lycopersicum;Nicotiana tomentosiformis;Nicotiana tabacum;Capsicum annuum;Solanum pennellii;Sesamum indicum;Mimulus guttatus0.0E0;0.0E0;0.0E0;2.2E-180;3.3E-179;9.5E-179;6.1E-175;8.4E-175;1.1E-135;2.7E-135288;288;288;238;292;292;332;238;286;290288;288;288;235;280;280;298;235;271;277288;284;283;235;254;254;261;231;214;218100.00%;98.61%;98.26%;100.00%;90.71%;90.71%;87.58%;98.30%;78.97%;78.70%100.00%;100.00%;100.00%;98.74%;95.89%;95.89%;89.76%;98.74%;94.76%;95.52%99.65%;99.65%;99.65%;81.31%;96.89%;96.89%;103.11%;81.31%;93.77%;95.85%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460407705;565369460;970055634;723738585;1083867378;1025157045;1026089092;970055636;747057587;848867515XP_004249291.1;XP_006351353.1;XP_015089462.1;XP_010312152.1;XP_018627188.1;XP_016468586.1;XP_016543666.1;XP_015089463.1;XP_011075101.1;XP_012834409.1600.512;591.267;584.334;491.886;491.115;489.96;481.871;477.633;380.563;379.793gi|460407705| ref|XP_004249291.1|PREDICTED: DNA-3-methyladenine glycosylase isoform X1 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 288 288 288 100.00% 100.00% 99.65% 1 1 4.6E+08 XP_004249291.1600.512 K4D2U6;K4D2U6;K4D2U6;K4D2U6;K4D2U6;K4D2U64081;4081;4081;4081;4081;4081K4D2U6;K4D2U6;K4D2U6;K4D2U6;K4D2U6;K4D2U6UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0003677-IEA;GO:0003824-IEA;GO:0006284-IBA;GO:0006284-IEA;GO:0003905-IBA;GO:0003905-IEADNA binding-IEA;catalytic activity-IEA;base-excision repair-IBA;base-excision repair-IEA;alkylbase DNA N-glycosylase activity-IBA;alkylbase DNA N-glycosylase activity-IEAMolecular Function-IEA;Molecular Function-IEA;Biological Process-IBA;Biological Process-IEA;Molecular Function-IBA;Molecular Function-IEA3 GO:0003677;GO:0006284;GO:0003905base-excision repair;alkylbase DNA N-glycosylase activity;DNA bindingMolecular Function;Molecular Function;Biological ProcessEC:3.2.2.21;EC:3.2.2DNA-3-methyladenine glycosylase II;GlycosylasesIPR003180;IPR003180;IPR003180;noIPR;IPR003180;IPR011034FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;DOMAINMethylpurine-DNA glycosylase (MPG);Methylpurine-DNA glycosylase (MPG);Methylpurine-DNA glycosylase (MPG);Methylpurine-DNA glycosylase (MPG);Methylpurine-DNA glycosylase (MPG);Formyl transferase, C-terminal-likeTIGR00567 (TIGRFAM);G3DSA:3.10.300.10 (GENE3D);PF02245 (PFAM);PTHR10429:SF0 (PANTHER);PTHR10429 (PANTHER);SSF50486 (SUPERFAMILY)GO:0006284/GO:0003677/GO:0003905;GO:0006284/GO:0003677/GO:0003905;GO:0006284/GO:0003677/GO:0003905;GO:0006284/GO:0003677/GO:0003905;GO:0003824base-excision repair/DNA binding/alkylbase DNA N-glycosylase activity;base-excision repair/DNA binding/alkylbase DNA N-glycosylase activity;base-excision repair/DNA binding/alkylbase DNA N-glycosylase activity;base-excision repair/DNA binding/alkylbase DNABiological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Molecular Function
Bcspec Solyc02g071520.2.1 up 1 -1.513779597 4.347207252 0.000604591 0.004142788 323 1094 786 721 1665 1031 708 ATGTCAGTTGTAGGTGGACTATACTCAATTTACTCAATTTGCAGTTTTGC genomic_reference:SL2.50ch02 gene_region:35495695-35498922 transcript_region:SL2.50ch02:35495695..35498922- go_terms:GO:0016021 "RAG1-activating protein 1 homolog (AHRD V1 **-- R1AP1_DICDI); contains Interpro domain(s) IPR018179 RAG1-activating protein 1 homologue   N/A N/A N/A N/A PGSC0003DMG400007227N/A Nodulin MtN3 family protein [Source:PGSC_GENE;Acc:PGSC0003DMG400007227] VIT_10S0003G02190 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TJV0] Bcspec 8 SOLYC02G071520.2.1 K4B8C8_SOLLC K4B8C8_SOLLC" OR " K4B8C8 LES.12353 UPI0002768E12 SLY:101263567 K4B8C8_SOLLC unreviewed Bidirectional sugar transporter SWEET Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 235 integral component of membrane [GO:0016021]; plasma membrane [GO:0005886]; sugar transmembrane transporter activity [GO:0051119]; carbohydrate transport [GO:0008643] carbohydrate transport [GO:0008643] sugar transmembrane transporter activity [GO:0051119] integral component of membrane [GO:0016021]; plasma membrane [GO:0005886] SUBCELLULAR LOCATION: Cell membrane {ECO:0000256|RuleBase:RU910715}; Multi-pass membrane protein {ECO:0000256|RuleBase:RU910715}. TRANSMEM 6 31 Helical. {ECO:0000256|RuleBase:RU910715}.; TRANSMEM 52 69 Helical. {ECO:0000256|RuleBase:RU910715}.; TRANSMEM 75 98 Helical. {ECO:0000256|RuleBase:RU910715}.; TRANSMEM 110 131 Helical. {ECO:0000256|RuleBase:RU910715}.; TRANSMEM 143 163 Helical. {ECO:0000256|RuleBase:RU910715}.; TRANSMEM 170 191 Helical. {ECO:0000256|RuleBase:RU910715}.; TRANSMEM 197 217 Helical. {ECO:0000256|RuleBase:RU910715}.10645957; 16208505; 4081.Solyc02g071520.2.1; 101263567; PF03083; IPR004316; SIMILARITY: Belongs to the SWEET sugar transporter family. {ECO:0000256|RuleBase:RU910715, ECO:0000256|SAAS:SAAS00571707}.; SIMILARITY: Contains MtN3/slv domains. {ECO:0000256|SAAS:SAAS00326872}. SWEET sugar transporter family FUNCTION: Mediates both low-affinity uptake and efflux of sugar across the membrane. {ECO:0000256|RuleBase:RU910715}. Bc-UpSolyc02g071520.2.1 bidirectional sugar transporter SWEET2a-like cacctcaataattatgttttctgcaaccactagcacacaacctctttcctctcagcttcaataagaactgagattttcttctgttatatgttttaaaaaattttgaggtttatttgaacaaagaaagaatgtcagttgtaggtggactatactcaatttactcaatttgcagttttgcagctgggattgcagggaatctctttgcattcgtcttatttgtgtcaccaataccaacatttagaagaatcattagaag1194 10 1.10E-143 92.40% gi|460374425| ref|XP_004233011.1|PREDICTED: bidirectional sugar transporter SWEET2a-like [Solanum lycopersicum]/gi|970005440| ref|XP_015063563.1|PREDICTED: bidirectional sugar transporter SWEET2a-like [Solanum pennellii];gi|565378242| ref|XP_006355568.1|PREDISolanum lycopersicum/Solanum pennellii;Solanum tuberosum/Solanum tuberosum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Capsicum annuum;Nicotiana tomentosiformis;Solanum tuberosum;Nicotiana sylvestris;Solanum lycopersicum;Solanum pennellii1.1E-143;4.8E-133;2.7E-132;1.2E-129;3.2E-129;4.0E-129;4.8E-115;7.5E-115;1.6E-113;6.6E-113235;232;240;235;235;235;237;239;237;237235;235;239;235;235;235;236;238;236;236235;225;228;222;222;222;209;210;210;209100.00%;95.74%;95.40%;94.47%;94.47%;94.47%;88.56%;88.24%;88.98%;88.56%100.00%;101.29%;99.58%;100.00%;100.00%;100.00%;99.58%;99.58%;99.58%;99.58%59.05%;59.05%;60.05%;59.05%;59.05%;59.05%;59.30%;59.80%;59.30%;59.30%1;1;1;1;1;1;1;1;1;13;3;3;3;3;3;3;3;3;3970005440/460374425;565378242/1005925336;1025235343/698478766;1025415423;1026026602;697190731;1005925338;698547387;460376920;970020061XP_004233011.1/XP_015063563.1;AMQ35579.1/XP_006355568.1;XP_009786515.1/XP_016485208.1;XP_016440691.1;XP_016559573.1;XP_009604427.1;AMQ35580.1;XP_009768019.1;XP_004234244.1;XP_015071245.1415.231;388.267;386.726;379.793;378.637;378.637;342.813;342.428;338.961;337.421gi|970005440| ref|XP_015063563.1|PREDICTED: bidirectional sugar transporter SWEET2a-like [Solanum pennellii]/gi|460374425| ref|XP_004233011.1|PREDICTED: bidirectional sugar transporter SWEET2a-like [Solanum lycopersicum]Solanum lycopersicum/Solanum pennellii1.10E-143 235 235 235 100.00% 100.00% 59.05% 1 3 970005440;460374425XP_004233011.1;XP_015063563.1415.231 PGSC0003DMG400007227;K4BE11;PGSC0003DMG400007227;K4B8C8;K4BE11;PGSC0003DMG400007227;K4BE11;K4BE11;PGSC0003DMG400007227;K4BE11;K4B8C8;PGSC0003DMG400007227;K4B8C8;K4BE11;PGSC0003DMG400007227;K4B8C8;K4B8C8;K4BE11;K4BE11;PGSC0003DMG400007227;K4B8C8;PGSC0003DMG4113;4081;4113;4081;4081;4113;4081;4081;4113;4081;4081;4113;4081;4081;4113;4081;4081;4081;4081;4113;4081;4113;4081;4081M1AAY0;K4BE11;M1AAY0;K4B8C8;K4BE11;M1AAY0;K4BE11;K4BE11;M1AAY0;K4BE11;K4B8C8;M1AAY0;K4B8C8;K4BE11;M1AAY0;K4B8C8;K4B8C8;K4BE11;K4BE11;M1AAY0;K4B8C8;M1AAY0;K4B8C8;K4B8C8UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0016020-IEA;GO:0016021-IBA;GO:0016021-IEA;GO:0008643-IBA;GO:0008643-IEA;GO:0006810-IEA;GO:0051119-IBA;GO:0034219-IEAmembrane-IEA;integral component of membrane-IBA;integral component of membrane-IEA;carbohydrate transport-IBA;carbohydrate transport-IEA;transport-IEA;sugar transmembrane transporter activity-IBA;carbohydrate transmembrane transport-IEACellular Component-IEA;Cellular Component-IBA;Cellular Component-IEA;Biological Process-IBA;Biological Process-IEA;Biological Process-IEA;Molecular Function-IBA;Biological Process-IEA3 GO:0016021;GO:0034219;GO:0051119sugar transmembrane transporter activity;integral component of membrane;carbohydrate transmembrane transportCellular Component;Molecular Function;Biological ProcessIPR004316;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPRFAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILYSWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar transporter;SWEET sugar tranPF03083 (PFAM);PTHR10791:SF23 (PANTHER);PTHR10791 (PANTHER);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);GO:0016021integral component of membraneCellular Component
Bcspec Solyc01g087570.2.1 up -1.452112873 3.955758771 0.000438104 0.003162748 350 767 559 684 1351 606 270 ATGAGTAAGTATGTGGAGCTGTTGGATACCGGAGTGAGAATGGTGGCTAGgenomic_reference:SL2.50ch01 gene_region:74282128-74282675 transcript_region:SL2.50ch01:74282128..74282675- "Unknown Protein (AHRD V1)"       N/A N/A N/A N/A PGSC0003DMG400006790N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400006790] N/A N/A N/A Bcspec 5 SOLYC01G087570.2.1 K4AYE7_SOLLC K4AYE7_SOLLC" OR " K4AYE7 N/A UPI000276338C N/A K4AYE7_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 89 10645957; 16208505; Bc-UpSolyc01g087570.2.1 Uncharacterized protein TCM_005849 cctcaactttctctttaatccccaaattttatgggatccgatatttgggacgctttctaaaccctttttcttcttcttccgaatcgttttagcagaatcatctcaagagattgaagaagaagatgagtaagtatgtggagctgttggataccggagtgagaatggtggctagattcaattctcattgtcctcaaacttcccgtatgtactaccatcctcccgccaggcacgatgaagatcaccaccagattggagt548 10 1.00E-18 62.40% gi|508704748|gb|EOX96644.1|Uncharacterized protein TCM_005849 [Theobroma cacao];gi|698441382| ref|XP_009761558.1|PREDICTED: uncharacterized protein LOC104213716 [Nicotiana sylvestris];gi|641864657|gb|KDO83343.1|hypothetical protein CISIN_1g044255mg [Citrus Theobroma cacao;Nicotiana sylvestris;Citrus sinensis;Citrus clementina/Citrus clementina;Sesamum indicum;Boea hygrometrica;Gossypium raimondii;Mimulus guttatus;Ricinus communis;Eucalyptus grandis1.0E-18;1.4E-18;1.5E-18;3.2E-18;4.9E-18;2.0E-17;4.4E-16;6.4E-16;3.0E-15;1.8E-1485;91;83;83;85;92;77;80;79;8090;98;90;90;92;95;88;90;88;4156;57;55;55;54;60;52;53;51;3662.22%;58.16%;61.11%;61.11%;58.70%;63.16%;59.09%;58.89%;57.95%;87.80%105.88%;107.69%;108.43%;108.43%;108.24%;103.26%;114.29%;112.50%;111.39%;51.25%49.27%;53.65%;49.27%;49.27%;50.36%;52.01%;48.18%;49.27%;48.18%;22.45%1;1;1;1;1;1;1;1;1;13;3;3;3;3;3;3;3;3;3508704748;698441382;641864657;567892895/557541164;747088186;1024017075;763757657;604344205;223543064;629100316EOX96644.1;XP_009761558.1;KDO83343.1;XP_006438968.1/ESR52208.1;XP_011091668.1;KZV36358.1;KJB24988.1;EYU43004.1;EEF44599.1;KCW66081.184.3445;83.9593;83.5741;82.8037;82.4185;80.8777;77.0258;76.6406;75.0998;73.1738gi|508704748|gb|EOX96644.1|Uncharacterized protein TCM_005849 [Theobroma cacao]Theobroma cacao1.00E-18 85 90 56 62.22% 105.88% 49.27% 1 3 5.09E+08 EOX96644.1 84.3445 noIPR;noIPRnull;null null;null PTHR33983:SF2 (PANTHER);PTHR33983 (PANTHER)
Bcspec Solyc01g007770.2.1 up 1 -1.364486963 4.60402614 0.000594061 0.004078728 556 1519 771 1031 2059 969 525 ATGGCCGTCGTTGAGCCAACCGCCGCCGCACCGGAAAATCCTCTCCTCCGgenomic_reference:SL2.50ch01 gene_region:1927149-1927875 transcript_region:SL2.50ch01:1927149..1927875+ "Genomic DNA chromosome 5 P1 clone MHF15 (AHRD V1 ***- Q9FNI0_ARATH)"       43.1.1 AT5G06280 N/A unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G52520.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - /.../source: NCBI BLink). [Source:TAIR;Acc:AT5G06280] PGSC0003DMG400016417N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400016417] VIT_08S0007G02520 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HKQ9] Bcspec 1 SOLYC01G007770.2.1 K4ASX5_SOLLC K4ASX5_SOLLC" OR " K4ASX5 N/A UPI0002762B0B SLY:101255523 K4ASX5_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 174 10645957; 16208505; 101255523; Bc-UpSolyc01g007770.2.1 PREDICTED: uncharacterized protein LOC107011016 cgcctcccttattgactactgtctctctctttctctctctagaactttctctcactaccctcagctatggccgtcgttgagccaaccgccgccgcaccggaaaatcctctcctccgtcgtcgcaactccgttacgctacctacaaagctcagtttacctcttcaatcatcagcatcaactactacagctaccgtcacgtcatcggcttcgtcttcgatgacgaattcggtaagcgatgattttgagcttttctcaa727 10 2.10E-93 78.10% gi|969997045| ref|XP_015065815.1|PREDICTED: uncharacterized protein LOC107011016 [Solanum pennellii];gi|460365353| ref|XP_004228567.1|PREDICTED: uncharacterized protein LOC101255523 [Solanum lycopersicum];gi|565363527| ref|XP_006348488.1|PREDICTED: uncharacteSolanum pennellii;Solanum lycopersicum;Solanum tuberosum/Solanum tuberosum;Nicotiana tomentosiformis;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Capsicum annuum;Theobroma cacao;Gossypium arboreum;Gossypium hirsutum2.1E-93;2.1E-93;1.1E-89;1.1E-68;5.3E-65;5.6E-65;6.2E-52;2.1E-30;4.0E-28;8.1E-28174;174;174;172;175;175;199;172;173;173167;167;167;167;170;170;202;169;160;149167;167;162;144;141;140;132;98;91;84100.00%;100.00%;97.01%;86.23%;82.94%;82.35%;65.35%;57.99%;56.88%;56.38%95.98%;95.98%;95.98%;97.09%;97.14%;97.14%;101.51%;98.26%;92.49%;86.13%68.91%;68.91%;68.91%;68.91%;70.15%;70.15%;83.36%;69.74%;66.02%;61.49%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1969997045;460365353;565363527/971552450;697126686;1025258167/698533822;1025223709;1026019835;1063502019;1050591775;1028943130XP_015065815.1;XP_004228567.1;XP_015164727.1/XP_006348488.1;XP_009617376.1;XP_009763678.1/XP_016490424.1;XP_016482816.1;XP_016546387.1;XP_017976404.1;XP_017617224.1;XP_016714813.1279.256;279.256;270.011;216.468;207.223;207.223;174.866;119.013;112.849;112.079gi|969997045| ref|XP_015065815.1|PREDICTED: uncharacterized protein LOC107011016 [Solanum pennellii]Solanum pennellii2.10E-93 174 167 167 100.00% 95.98% 68.91% 1 1 9.7E+08 XP_015065815.1279.256 noIPR;noIPRnull;null null;null PTHR34569:SF2 (PANTHER);PTHR34569 (PANTHER)

KEGG: Ppinteraction Bcspec Solyc06g068960.1.1 up 1 -1.334033461 4.556999084 0.001619588 0.009518784 644 1536 609 831 1616 1275 465 ATGGCTACCGAAGGTCCCAAGCCCTGCGTTTACCTTCAAGACATGGAAGAgenomic_reference:SL2.50ch06 gene_region:39171990-39172454 transcript_region:SL2.50ch06:39171990..39172454+ go_terms:GO:0005509 "Calmodulin (AHRD V1 ***- D3PJ43_9MAXI); contains Interpro domain(s) IPR011992 EF-Hand type       44.1.1 AT1G18210 CML27 Probable calcium-binding protein CML27 [Source:UniProtKB/Swiss-Prot;Acc:Q9LE22] 44.1.2 AT1G73630 CML26 Probable calcium-binding protein CML26 [Source:UniProtKB/Swiss-Prot;Acc:Q9C9U8] PGSC0003DMG400028797N/A Calcium-binding allergen Ole e 8 [Source:PGSC_GENE;Acc:PGSC0003DMG400028797] N/A N/A N/A Bcspec 26 SOLYC06G068960.1.1 K4C869_SOLLC K4C869_SOLLC" OR " K4C869 N/A UPI0002766776 N/A K4C869_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 154 calcium ion binding [GO:0005509] calcium ion binding [GO:0005509] 10645957; 16208505; K4C869; 4081.Solyc06g068960.1.1; PF13499; IPR011992;IPR018247;IPR002048; 1.10.238.10; PS00018;PS50222; SM00054; SSF47473; Bc-UpSolyc06g068960.1.1 calcium-binding allergen Ole e 8-like atggctaccgaaggtcccaagccctgcgtttaccttcaagacatggaagaagtgaaaaaagtattcgcacgcttcgacgcgaatggcgacggcatgatctccggcgacgaactttccggcgtactgaaagccctaggatccgacacttcgccggaagaagttgcacgtatgatggccgaaattgataccgataaggacggttgcattaacctagatgaatttgcagatttttgcaaaaacgacgaatccgtcgacg465 10 1.50E-111 92.80% gi|723708905| ref|XP_004241666.2|PREDICTED: calcium-binding allergen Ole e 8-like [Solanum lycopersicum];gi|970034673| ref|XP_015078662.1|PREDICTED: calcium-binding allergen Ole e 8-like [Solanum pennellii];gi|565399751| ref|XP_006365410.1|PREDICTED: calcium-Solanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana sylvestris/Nicotiana tabacum;Solanum tuberosum;Solanum pennellii;Solanum lycopersicum1.5E-111;2.1E-110;6.7E-108;8.0E-96;2.2E-94;5.2E-94;2.5E-92;1.6E-75;1.7E-74;3.4E-74197;154;154;158;157;157;154;164;166;164154;154;154;158;153;153;153;148;147;148154;154;153;147;142;142;142;129;128;128100.00%;100.00%;99.35%;93.04%;92.81%;92.81%;92.81%;87.16%;87.07%;86.49%78.17%;100.00%;100.00%;100.00%;97.45%;97.45%;99.35%;90.24%;88.55%;90.24%99.35%;99.35%;99.35%;101.94%;98.71%;98.71%;98.71%;95.48%;94.84%;95.48%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723708905;970034673;565399751;1026008170;697174042;1025033837;698463475/1025270133;565349099;970013411;460380152XP_004241666.2;XP_015078662.1;XP_006365410.1;XP_016555855.1;XP_009595960.1;XP_016443374.1;XP_009782225.1/XP_016493415.1;XP_006341535.1;XP_015067675.1;XP_004235822.1322.398;317.775;311.612;281.182;277.33;276.559;272.322;229.95;227.639;226.868gi|723708905| ref|XP_004241666.2|PREDICTED: calcium-binding allergen Ole e 8-like [Solanum lycopersicum]Solanum lycopersicum1.50E-111 197 154 154 100.00% 78.17% 99.35% 1 1 7.24E+08 XP_004241666.2322.398 PGSC0003DMG400005745;K4BM30;K4BM30;PGSC0003DMG4000287974113;4081;4081;4113M1A4T4;K4BM30;K4BM30;M1CT50UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005509-IBA;GO:0005509-IEAcalcium ion binding-IBA;calcium ion binding-IEA Molecular Function-IBA;Molecular Function-IEA1 GO:0005509calcium ion bindingMolecular Function IPR002048;IPR011992;IPR002048;IPR011992;noIPR;noIPR;IPR018247;IPR018247;IPR018247;IPR018247;IPR002048;IPR002048;IPR002048;IPR002048;IPR011992DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINEF-hand domain;EF-hand domain pair;EF-hand domain;EF-hand domain pair;EF-hand domain pair;EF-hand domain pair;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-hand domain;EF-SM00054 (SMART);G3DSA:1.10.238.10 (GENE3D);PF13499 (PFAM);G3DSA:1.10.238.10 (GENE3D);PTHR10891 (PANTHER);PTHR10891:SF605 (PANTHER);PS00018 (PROSITE_PATTERNS);PS00018 (PROSITE_PATTERNS);PS00018 (PROSITE_PATTERNS);PS00018 (PROSITE_PATTERNS);PS50222 (PROSITE_GO:0005509;GO:0005509;GO:0005509;GO:0005509;GO:0005509;GO:0005509calcium ion binding;calcium ion binding;calcium ion binding;calcium ion binding;calcium ion binding;calcium ion bindingMolecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function
Bcspec Solyc07g048030.2.1 up 1 -1.268093822 4.499522622 0.001003225 0.006355831 647 1243 775 1147 1721 807 1314 ATGAAGGATAGGACTACTGGACGTGCCCGTGGTTTTGGTTTTATTGTCTT genomic_reference:SL2.50ch07 gene_region:56541879-56545444 transcript_region:SL2.50ch07:56541879..56545444+ go_terms:GO:0003676,GO:0000166 "Heterogeneous nuclear ribonucleoprotein A3 (AHRD V1 *--- B6TGB9_MAIZE); contains Interpro domain(s) IPR000504 RNA recognition motif, RNP-1   45.1.1 AT3G07810 N/A RNA-binding (RRM/RBD/RNP motifs) family protein [Source:TAIR;Acc:AT3G07810] N/A N/A N/A N/A N/A N/A Bcspec 30 SOLYC07G048030.2.1 K4CF07_SOLLC K4CF07_SOLLC" OR " K4CF07 N/A UPI000276B040 N/A K4CF07_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 437 nucleic acid binding [GO:0003676]; nucleotide binding [GO:0000166] nucleic acid binding [GO:0003676]; nucleotide binding [GO:0000166] 10645957; 16208505; 4081.Solyc07g048030.2.1; PF00076; IPR012677;IPR000504; 3.30.70.330; PS50102; SM00360; Bc-UpSolyc07g048030.2.1 heterogeneous nuclear ribonucleo 1-like gaaaatgcaatctgatcttgggaagttattcattggtggaatttcatgggacacaaatgaagagcgtctgaaggagtattttagtacttatggggaggttttagaggctgtaattatgaaggataggactactggacgtgcccgtggttttggttttattgtctttgctgatcctgctgttgctgatagggtaatcaaggagaaacacaacattgatggcaggatggttgaagcaaagaaggctgttcctagggat1432 10 0.00E+00 94.50% gi|970041936| ref|XP_015082358.1|PREDICTED: heterogeneous nuclear ribonucleoprotein 1 isoform X1 [Solanum pennellii]/gi|970041938| ref|XP_015082359.1|PREDICTED: heterogeneous nuclear ribonucleoprotein 1 isoform X1 [Solanum pennellii];gi|460395947| ref|XP_0042Solanum pennellii/Solanum pennellii;Solanum lycopersicum/Solanum lycopersicum/Solanum lycopersicum;Solanum pennellii/Solanum pennellii;Solanum tuberosum/Solanum tuberosum/Solanum tuberosum;Capsicum annuum/Capsicum annuum;Nicotiana tomentosiformis/Nicotiana0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0474;472;472;472;471;474;474;474;478;482474;468;468;468;468;469;469;469;473;481474;468;468;465;452;449;450;448;395;399100.00%;100.00%;100.00%;99.36%;96.58%;95.74%;95.95%;95.52%;83.51%;82.95%100.00%;99.15%;99.15%;99.15%;99.36%;98.95%;98.95%;98.95%;98.95%;99.79%99.30%;98.04%;98.04%;98.04%;98.04%;98.25%;98.25%;98.25%;99.09%;100.77%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2970041936/970041938;723716043/460395947/723716040;970041941/970041943;565394770/565394768/565394772;1026072456/1026072458;697155145/697155147;1025013262/1025013266;698498688/1025110071/698498685;731410075/225447606;920703111XP_015082358.1/XP_015082359.1;XP_010323872.1/XP_004243541.1/XP_010323871.1;XP_015082361.1/XP_015082362.1;XP_006363029.1/XP_006363028.1/XP_006363030.1;XP_016580560.1/XP_016580559.1;XP_009631808.1/XP_009631809.1;XP_016441780.1/XP_016441779.1;XP_009795233.1/X791.956;778.089;776.163;768.844;738.028;700.664;699.508;681.019;612.453;592.038gi|970041938| ref|XP_015082359.1|PREDICTED: heterogeneous nuclear ribonucleoprotein 1 isoform X1 [Solanum pennellii]/gi|970041936| ref|XP_015082358.1|PREDICTED: heterogeneous nuclear ribonucleoprotein 1 isoform X1 [Solanum pennellii]Solanum pennellii0.00E+00 474 474 474 100.00% 100.00% 99.30% 1 2 970041936;970041938XP_015082358.1;XP_015082359.1791.956 LR48_Vigan07g004000;LR48_Vigan07g004000;VIT_12s0057g00480;VIT_12s0057g00480;VIT_12s0057g00480;VIT_12s0057g004803914;3914;29760;29760;29760;29760A0A0L9UUD2;A0A0L9UUD2;F6HHL2;F6HHL2;F6HHL2;F6HHL2UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0000166-IEA;GO:0003676-IEAnucleotide binding-IEA;nucleic acid binding-IEA Molecular Function-IEA;Molecular Function-IEA2 GO:0000166;GO:0003676nucleic acid binding;nucleotide bindingMolecular Function;Molecular FunctionIPR000504;IPR012677;IPR000504;noIPR;noIPR;noIPR;IPR000504;IPR000504;IPR012677;IPR012677DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINRNA recognition motif domain;Nucleotide-binding alpha-beta plait domain;RNA recognition motif domain;RNA recognition motif domain;RNA recognition motif domain;RNA recognition motif domain;RNA recognition motif domain;RNA recognition motif domain;NucleotideSM00360 (SMART);G3DSA:3.30.70.330 (GENE3D);PF00076 (PFAM);PTHR24012 (PANTHER);PTHR24012 (PANTHER);PTHR24012:SF332 (PANTHER);PS50102 (PROSITE_PROFILES);PS50102 (PROSITE_PROFILES);SSF54928 (SUPERFAMILY);SSF54928 (SUPERFAMILY)GO:0003676;GO:0000166;GO:0003676;GO:0003676;GO:0003676;GO:0000166;GO:0000166nucleic acid binding;nucleotide binding;nucleic acid binding;nucleic acid binding;nucleic acid binding;nucleotide binding;nucleotide bindingMolecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function
Bcspec Solyc12g095790.1.1 up 1 -1.23789339 5.254634309 0.001201251 0.007411601 1171 1986 1343 2145 2524 1386 1029 ATGGAGAGCGAGAAGAAATCGTCTCATGTATCGGATATGGGAGCATGGGCgenomic_reference:SL2.50ch12 gene_region:63252859-63256413 transcript_region:SL2.50ch12:63252859..63256413- go_terms:GO:0008514 "Integral membrane protein like (AHRD V1 **-- B6TQ82_MAIZE); contains Interpro domain(s) IPR004853 Protein of unknown function DUF250  46.1.1 AT5G42420 N/A Nucleotide-sugar transporter family protein [Source:TAIR;Acc:AT5G42420] 46.1.2 AT1G76670 UDP-GALT2 UDP-galactose transporter 2 [Source:UniProtKB/Swiss-Prot;Acc:Q9SRE4] 46.1.3 AT1G21070 N/A Nucleotide-sugar transporter family protein [Source:TAIR;Acc:AT1G21070] PGSC0003DMG402029307N/A Organic anion transporter [Source:PGSC_GENE;Acc:PGSC0003DMG402029307] VIT_18S0122G00090 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7UDJ2] Bcspec 49 SOLYC12G095790.1.1 K4DH52_SOLLC K4DH52_SOLLC" OR " K4DH52 LES.15681 UPI0002769A01 SLY:101245830 K4DH52_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 342 endoplasmic reticulum-Golgi intermediate compartment [GO:0005793]; integral component of membrane [GO:0016021]; nucleotide-sugar transmembrane transporter activity [GO:0005338]; purine nucleotide-sugar transmembrane transport [GO:0090480]; UDP-glucose transport [GO:0015786] purine nucleotide-sugar transmembrane transport [GO:0090480]; UDP-glucose transport [GO:0015786] nucleotide-sugar transmembrane transporter activity [GO:0005338] endoplasmic reticulum-Golgi intermediate compartment [GO:0005793]; integral component of membrane [GO:0016021] TRANSMEM 41 61 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 73 96 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 223 241 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 253 274 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 280 299 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 4081.Solyc12g095790.1.1; 101245830; PF03151; PTHR11132:SF73; IPR031089;IPR004853; Bc-UpSolyc12g095790.1.1 UDP-galactose transporter 2 atggagagcgagaagaaatcgtctcatgtatcggatatgggagcatgggcgatgaatgttgttagttcggtgggaattattatggctaataagcagcttatgtcggccaatggttatgcattcacttttgctacaacattgactgggttccactttgctgtgactgcacttgttgggatggtgtcaaatgccacagggctttcctcatcaaagcatgtacctttgtgggaacttatctggttctcagttgttgcaa1029 10 0.00E+00 95.60% gi|1070257705| ref|NP_001333058.1|nucleotide-sugar transporter familyprotein [Solanum lycopersicum];gi|970068980| ref|XP_015061618.1|PREDICTED: UDP-galactose transporter 2-like [Solanum pennellii];gi|565351148| ref|XP_006342521.1|PREDICTED: UDP-galactose traSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana tomentosiformis/Nicotiana sylvestris/Nicotiana tabacum/Nicotiana tabacum;Capsicum annuum;Theobroma cacao;Theobroma cacao;Coffea canephora;Sesamum indicum;Glycine max/Glycine max0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0342;342;342;341;343;347;347;343;345;345342;342;342;342;342;311;311;309;345;345342;342;342;334;333;296;296;294;305;308100.00%;100.00%;100.00%;97.66%;97.37%;95.18%;95.18%;95.15%;88.41%;89.28%100.00%;100.00%;100.00%;100.29%;99.71%;89.63%;89.63%;90.09%;100.00%;100.00%99.71%;99.71%;99.71%;99.71%;99.71%;90.67%;90.67%;90.09%;100.58%;100.58%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;11070257705;970068980;565351148;697107645/1025183052/698422905/1025184593;1026104644;508723931;1063522455;661888791;747055587;947078771/571486529NP_001333058.1;XP_015061618.1;XP_006342521.1;XP_009781477.1/XP_016473715.1/XP_016473330.1/XP_009607659.1;XP_016551366.1;EOY15828.1;XP_007018603.2;CDP07234.1;XP_011074037.1;XP_006590383.1/KRH27560.1612.068;611.683;605.52;573.933;563.918;524.242;523.472;523.087;522.702;522.702gi|1070257705| ref|NP_001333058.1|nucleotide-sugar transporter familyprotein [Solanum lycopersicum]Solanum lycopersicum0.00E+00 342 342 342 100.00% 100.00% 99.71% 1 1 1.07E+09 NP_001333058.1612.068 GSCOC_T00024439001;TCM_034783;TCM_034783;PGSC0003DMG402029307;GLYMA_11G000200;TCM_034783;GLYMA_11G000200;GLYMA_11G000200;GLYMA_11G000200;TCM_034783;PGSC0003DMG402029307;PGSC0003DMG402029307;TCM_034783;GLYMA_11G000200;TCM_034783;GSCOC_T00024439001;TCM_0347849390;3641;3641;4113;3847;3641;3847;3847;3847;3641;4113;4113;3641;3847;3641;49390;3641;3641;3847;4113;49390;3641;49390;4113;49390;3847;3847;3641;3641;3641;3847;3847A0A068UGD3;A0A061FFZ5;A0A061FFZ5;M1CV10;I1LFM6;A0A061FFZ5;I1LFM6;I1LFM6;I1LFM6;A0A061FFZ5;M1CV10;M1CV10;A0A061FFZ5;I1LFM6;A0A061FFZ5;A0A068UGD3;A0A061FFZ5;A0A061FFZ5;I1LFM6;M1CV10;A0A068UGD3;A0A061FFZ5;A0A068UGD3;M1CV10;A0A068UGD3;I1LFM6;I1LFM6;A0A061FFZ5;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0015786-IBA;GO:0005338-IEA;GO:0016020-IEA;GO:0016021-IEA;GO:0015780-IEA;GO:0005793-IBA;GO:0008643-IEA;GO:0090480-IBA;GO:1901679-IEAUDP-glucose transport-IBA;nucleotide-sugar transmembrane transporter activity-IEA;membrane-IEA;integral component of membrane-IEA;nucleotide-sugar transport-IEA;endoplasmic reticulum-Golgi intermediate compartment-IBA;carbohydrate transport-IEA;purine nuclBiological Process-IBA;Molecular Function-IEA;Cellular Component-IEA;Cellular Component-IEA;Biological Process-IEA;Cellular Component-IBA;Biological Process-IEA;Biological Process-IBA;Biological Process-IEA7 GO:0005338;GO:0015786;GO:0016021;GO:0008643;GO:0005793;GO:1901679;GO:0090480nucleotide-sugar transmembrane transporter activity;nucleotide transmembrane transport;UDP-glucose transport;integral component of membrane;endoplasmic reticulum-Golgi intermediate compartment;carbohydrate transport;purine nucleotide-sugar transmembrane trCellular Component;Cellular Component;Molecular Function;Biological Process;Biological Process;Biological Process;Biological ProcessIPR004853;IPR031089;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPRDOMAIN;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILYSugar phosphate transporter domain;Bi-functional UDP-rhamnose/UDP-galactose transporter;Bi-functional UDP-rhamnose/UDP-galactose transporter;Bi-functional UDP-rhamnose/UDP-galactose transporter;Bi-functional UDP-rhamnose/UDP-galactose transporter;Bi-functiPF03151 (PFAM);PTHR11132:SF73 (PANTHER);PTHR11132 (PANTHER);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBGO:0005338/GO:0015780nucleotide-sugar transmembrane transporter activity/nucleotide-sugar transportMolecular Function/Biological Process
Bcspec Solyc05g006900.1.1 down 1.401234947 4.433741873 0.001087962 0.006805303 1248 3732 1666 264 685 404 990 ATGATCCAATCAAACTTAAATAAATTAGACGAACTATATTTTTATGGGGT genomic_reference:SL2.50ch05 gene_region:1498699-1500117 transcript_region:SL2.50ch05:1498699..1500117- "Unknown Protein (AHRD V1)"       47.1.1 AT1G27090 N/A glycine-rich protein [Source:TAIR;Acc:AT1G27090] PGSC0003DMG400017635N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400017635] VIT_01S0026G01470 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HPG1] Bcspec 16 SOLYC05G006900.1.1 K4BWL6_SOLLC K4BWL6_SOLLC" OR " K4BWL6 N/A UPI000276589A N/A K4BWL6_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 329 integral component of membrane [GO:0016021] integral component of membrane [GO:0016021] TRANSMEM 12 31 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; Bc-Down_Solyc05g006900.1.1PREDICTED: uncharacterized protein LOC101253779 atgatccaatcaaacttaaataaattagacgaactatatttttatggggtaattttaccgtccgccgtactcttggcccattttcattttattcctaaaaaaaaaattaaaaaaaataatttttgttacttaagaggaaagtggaaaaatcagtccactctgtcaagaaccccaaaattctttctccttaaactccaagtcttcccgccgcttcacttcacttctcaaaccctccacaactccgccgttcacggcg990 10 2.10E-160 86.10% gi|460386139| ref|XP_004238757.1|PREDICTED: uncharacterized protein LOC101253779 [Solanum lycopersicum];gi|970031379| ref|XP_015076974.1|PREDICTED: uncharacterized protein LOC107020945 [Solanum pennellii];gi|971568210| ref|XP_015168813.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Solanum tuberosum;Nicotiana sylvestris;Nicotiana sylvestris;Nicotiana tabacum;Nicotiana tabacum;Solanum pennellii;Solanum lycopersicum2.1E-160;7.3E-157;3.3E-154;3.4E-154;7.6E-96;7.9E-96;1.0E-95;5.6E-95;6.8E-95;8.5E-95428;428;427;428;437;434;437;434;442;442222;222;222;222;228;228;228;228;228;228222;220;217;217;180;180;180;180;178;178100.00%;99.10%;97.75%;97.75%;78.95%;78.95%;78.95%;78.95%;78.07%;78.07%51.87%;51.87%;51.99%;51.87%;52.17%;52.53%;52.17%;52.53%;51.58%;51.58%67.27%;67.27%;67.27%;67.27%;69.09%;69.09%;69.09%;69.09%;69.09%;69.09%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460386139;970031379;971568210;565381799;698476321;698476323;1025056052;1025181370;970003070;460365021XP_004238757.1;XP_015076974.1;XP_015168813.1;XP_006357249.1;XP_009785484.1;XP_009785486.1;XP_016463003.1;XP_016472901.1;XP_015062304.1;XP_004228404.1462.611;453.751;446.817;446.817;298.516;298.516;298.13;296.204;296.204;296.204gi|460386139| ref|XP_004238757.1|PREDICTED: uncharacterized protein LOC101253779 [Solanum lycopersicum]Solanum lycopersicum2.10E-160 428 222 222 100.00% 51.87% 67.27% 1 1 4.6E+08 XP_004238757.1462.611 noIPR;noIPR;noIPR;noIPR;noIPR;noIPRnull;null;null;null;null;nullnull;null;null;null;null;nullPTHR37736 (PANTHER);PTHR37736:SF1 (PANTHER);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TMhelix (TMHMM)
Bcspec Solyc11g065180.1.1 down 1 1.411703666 4.397708456 0.001054798 0.006623311 1018 3389 2042 271 635 397 1152 ATGGCCACAGACAACAAATCAAAGCAAAAAACGAAGAGTAACAACAAGAA genomic_reference:SL2.50ch11 gene_region:47592132-47599568 transcript_region:SL2.50ch11:47592132..47599568+ "THUMP domain-containing protein (AHRD V1 ***- D7M518_ARALY); contains Interpro domain(s) IPR004114 THUMP       48.1.1 AT5G12410 N/A THUMP domain-containing protein [Source:TAIR;Acc:AT5G12410] PGSC0003DMG400031244N/A Thump domain protein [Source:PGSC_GENE;Acc:PGSC0003DMG400031244] VIT_06S0061G00060 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7SNG3] Bcspec 48 SOLYC11G065180.1.1 K4D9D1_SOLLC K4D9D1_SOLLC" OR " K4D9D1 N/A UPI0002769816 SLY:101265890 K4D9D1_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 383 cytosol [GO:0005829]; RNA binding [GO:0003723] RNA binding [GO:0003723] cytosol [GO:0005829] 10645957; 16208505; 4081.Solyc11g065180.1.1; 101265890; PF02926; IPR004114; PS51165; SM00981; Bc-Down_Solyc11g065180.1.1THUMP domain-containing 1 homolog atggccacagacaacaaatcaaagcaaaaaacgaagagtaacaacaagaataggcaacgatatcgtccaaacaataaatcagtgaagaaaggtgcataccctttacgtccaggagttcaagggttttatataacatgtgacggtggaagggaacgacaagcctctcaagaagctgttaatgttatcgactctttttatgaagagctggtgcaggggataaattcaaacttaggacaggtagaattatcagaaaaac1152 10 0.00E+00 90.10% gi|460411015| ref|XP_004250910.1|PREDICTED: THUMP domain-containing protein 1 homolog [Solanum lycopersicum];gi|970064363| ref|XP_015059140.1|PREDICTED: THUMP domain-containing protein 1 homolog [Solanum pennellii];gi|565393297| ref|XP_006362317.1|PREDICTED:Solanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Capsicum annuum;Nicotiana tomentosiformis/Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana sylvestris/Nicotiana tabacum;Capsicum annuum;Nicotiana tomentosiformis0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;6.2E-169;1.2E-164383;384;382;386;399;410;387;387;339;348383;384;384;386;399;387;387;387;386;325383;376;365;353;353;342;341;339;308;286100.00%;97.92%;95.05%;91.45%;88.47%;88.37%;88.11%;87.60%;79.79%;88.00%100.00%;100.00%;100.52%;100.00%;100.00%;94.39%;100.00%;100.00%;113.86%;93.39%99.74%;100.00%;100.00%;100.52%;103.91%;100.78%;100.78%;100.78%;100.52%;84.64%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460411015;970064363;565393297;1026097177;1026097175;1083882646/1083882644;1025096277;698506502/1025074288;1026097179;697116465XP_004250910.1;XP_015059140.1;XP_006362317.1;XP_016547738.1;XP_016547737.1;XP_009612144.2/XP_018629438.1;XP_016458339.1;XP_009798640.1/XP_016452857.1;XP_016547739.1;XP_009612145.1662.914;643.269;617.846;581.252;570.466;556.214;555.829;548.125;471.47;461.07gi|460411015| ref|XP_004250910.1|PREDICTED: THUMP domain-containing protein 1 homolog [Solanum lycopersicum]Solanum lycopersicum0.00E+00 383 383 383 100.00% 100.00% 99.74% 1 1 4.6E+08 XP_004250910.1662.914 K4D9D1;K4D9D1;PGSC0003DMG400031244;PGSC0003DMG4000312444081;4081;4113;4113K4D9D1;K4D9D1;M1D382;M1D382UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0003723-IEA;GO:0005829-IEARNA binding-IEA;cytosol-IEA Molecular Function-IEA;Cellular Component-IEA2 GO:0003723;GO:0005829cytosol;RNA bindingCellular Component;Molecular FunctionnoIPR;IPR004114;IPR004114;noIPR;noIPR;noIPR;noIPR;IPR004114;noIPRnull;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINnull;THUMP domain;THUMP domain;THUMP domain;THUMP domain;THUMP domain;THUMP domain;THUMP domain;THUMP domainCoil (COILS);SM00981 (SMART);PF02926 (PFAM);PTHR13452 (PANTHER);PTHR13452:SF10 (PANTHER);PTHR13452:SF10 (PANTHER);PTHR13452 (PANTHER);PS51165 (PROSITE_PROFILES);SSF143437 (SUPERFAMILY)GO:0003723;GO:0003723;GO:0003723RNA binding;RNA binding;RNA bindingMolecular Function;Molecular Function;Molecular Function
Bcspec Solyc01g111600.2.1 down 1 ion binding 1.417809335 5.415148402 0.000815055 0.005341251 3973 4637 3206 1089 865 603 462 ATGGGTGTTCTTGATCACATATCTGACATGTTTGATTGCTCTTCTGAACA genomic_reference:SL2.50ch01 gene_region:89577522-89580464 transcript_region:SL2.50ch01:89577522..89580464- go_terms:GO:0005515 "Metal ion binding protein (AHRD V1 **-* D7MN12_ARALY); contains Interpro domain(s) IPR006121 Heavy metal transport/detoxification protein   49.1.1 AT4G38580 HIPP26 Heavy metal-associated isoprenylated plant protein 26 [Source:UniProtKB/Swiss-Prot;Acc:Q9SZN7] PGSC0003DMG400006170ATFP6 farnesylated protein 6 [Source:Projected from Arabidopsis thaliana (AT4G38580) TAIR;Acc:AT4G38580] VIT_03S0038G02440 ATFP6 Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:A5C6S4] Bcspec 7 SOLYC01G111600.2.1 K4B422_SOLLC K4B422_SOLLC" OR " K4B422 N/A UPI000276770F SLY:101266875 K4B422_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 153 cytoplasm [GO:0005737]; transition metal ion binding [GO:0046914]; cellular transition metal ion homeostasis [GO:0046916]; metal ion transport [GO:0030001] cellular transition metal ion homeostasis [GO:0046916]; metal ion transport [GO:0030001] transition metal ion binding [GO:0046914] cytoplasm [GO:0005737] 10645957; 16208505; 4081.Solyc01g111600.2.1; 101266875; PF00403; IPR006121; PS50846; SSF55008; Bc-Down_Solyc01g111600.2.1heavy metal-associated isoprenylated plant 26-like aaaaagtagatggtaatgagtcgttatcatgtgtcagaaaacgtcaagaaattaagtgggatatttctctcattctaatcataacttcttcttcttcttcttccttttttttttctttctcatcacgatttactcacacaaaacaatgggtgttcttgatcacatatctgacatgtttgattgctcttctgaacactcaaagcacaaaagacgcaaacaattgcagacagtggagataaaagtgaagatggactgt890 10 1.50E-108 95.90% gi|460370407| ref|XP_004231044.1|PREDICTED: heavymetal-associated isoprenylated plant protein 26-like [Solanum lycopersicum];gi|970001166| ref|XP_015056937.1|PREDICTED: heavymetal-associated isoprenylated plant protein 26-like [Solanum pennellii];gi|565387Solanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum;Daucus carota subsp. sativus/Daucus carota subsp. sativus;Sesamum indicum;Capsella rubella/Capsella1.5E-108;4.1E-108;1.2E-107;1.6E-107;2.3E-100;3.7E-100;9.8E-90;1.3E-89;1.5E-89;6.0E-89153;153;153;153;155;155;158;154;153;154153;153;153;153;155;155;158;154;154;154153;153;153;152;151;151;143;143;142;142100.00%;100.00%;100.00%;99.35%;97.42%;97.42%;90.51%;92.86%;92.21%;92.21%100.00%;100.00%;100.00%;100.00%;100.00%;100.00%;100.00%;100.00%;100.65%;100.00%51.57%;51.57%;51.57%;51.57%;52.25%;52.25%;53.26%;51.91%;51.91%;51.91%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2460370407;970001166;565387849;1026081422;1025237770/698429572;1025229498/697104178;1040815151/1021052736;747082569;482551456/565440134;747090570/747090568XP_004231044.1;XP_015056937.1;XP_006359700.1;XP_016539965.1;XP_009791644.1/XP_016485820.1;XP_016483732.1/XP_009605894.1;XP_017245419.1/KZN10514.1;XP_011088612.1;XP_006282751.1/EOA15649.1;XP_011092978.1/XP_011092975.1318.931;318.161;317.005;316.62;298.516;298.13;271.552;271.166;270.781;269.626gi|460370407| ref|XP_004231044.1|PREDICTED: heavymetal-associated isoprenylated plant protein 26-like [Solanum lycopersicum]Solanum lycopersicum1.50E-108 153 153 153 100.00% 100.00% 51.57% 1 2 4.6E+08 XP_004231044.1318.931 PGSC0003DMG400006170;K4B422;CARUB_v10005941mg;K4B422;K4B422;K4B422;PGSC0003DMG400006170;CARUB_v10005941mg;CARUB_v10005941mg;K4B422;CARUB_v10005941mg;K4B4224113;4081;81985;4081;4081;4081;4113;81985;81985;4081;81985;4081M1A6K9;K4B422;R0GFX4;K4B422;K4B422;K4B422;M1A6K9;R0GFX4;R0GFX4;K4B422;R0GFX4;K4B422UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005737-IBA;GO:0046916-IBA;GO:0046872-IEA;GO:0030001-IBA;GO:0030001-IEA;GO:0046914-IBAcytoplasm-IBA;cellular transition metal ion homeostasis-IBA;metal ion binding-IEA;metal ion transport-IBA;metal ion transport-IEA;transition metal ion binding-IBACellular Component-IBA;Biological Process-IBA;Molecular Function-IEA;Biological Process-IBA;Biological Process-IEA;Molecular Function-IBA4 GO:0046916;GO:0046914;GO:0005737;GO:0030001cytoplasm;transition metal ion binding;metal ion transport;cellular transition metal ion homeostasisCellular Component;Molecular Function;Biological Process;Biological ProcessIPR006121;noIPR;noIPR;noIPR;IPR006121;IPR006121DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINHeavy metal-associated domain, HMA;Heavymetal-associated domain, HMA;Heavymetal-associated domain, HMA;Heavymetal-associated domain, HMA;Heavymetal-associated domain, HMA;Heavymetal-associated domain, HMAPF00403 (PFAM);G3DSA:3.30.70.100 (GENE3D);PTHR22814:SF155 (PANTHER);PTHR22814 (PANTHER);PS50846 (PROSITE_PROFILES);SSF55008 (SUPERFAMILY)GO:0046872/GO:0030001;GO:0046872/GO:0030001;GO:0046872/GO:0030001metal ion binding/metal ion transport;metal ion binding/metal ion transport;metal ion binding/metal ion transportMolecular Function/Biological Process;Molecular Function/Biological Process;Molecular Function/Biological Process
Bcspec Solyc05g048810.2.1 down 1 1.44630158 3.464022052 0.00165971 0.00971739 516 2018 947 195 309 168 1296 ATGGAGACTGCCGGAGAAACGGCGCAAGCTCCGTCTCCAGCACCGGAGAAgenomic_reference:SL2.50ch05 gene_region:58644576-58650793 transcript_region:SL2.50ch05:58644576..58650793- go_terms:GO:0008251 "tRNA-specific adenosine deaminase (AHRD V1 **** B0WPX1_CULQU); contains Interpro domain(s) IPR002466 Adenosine deaminase/editase      50.1.1 AT1G01760 N/A adenosine deaminases;RNA binding;RNA binding;adenosine deaminases [Source:TAIR;Acc:AT1G01760] PGSC0003DMG400021653N/A RNA binding / adenosine deaminase [Source:PGSC_GENE;Acc:PGSC0003DMG400021653] VIT_15S0046G03160 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6I5Z4] Bcspec 18 SOLYC05G048810.2.1 K4C113_SOLLC K4C113_SOLLC" OR " K4C113 N/A UPI0002766E71 N/A K4C113_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 431 adenosine deaminase activity [GO:0004000]; RNA binding [GO:0003723]; RNA processing [GO:0006396] RNA processing [GO:0006396] adenosine deaminase activity [GO:0004000]; RNA binding [GO:0003723] 10645957; 16208505; 4081.Solyc05g048810.2.1; PF02137; IPR002466; PS50141; SM00552; Bc-Down_Solyc05g048810.2.1double-stranded RNA-specific adenosine deaminase isoform X1 gcctcttttaagtttctttaggcctgtcactgaaactatggagactgccggagaaacggcgcaagctccgtctccagcaccggagaaacagtggggtgagaaagtatcagaagcagtgctctcggtataccaccgtctaccgaagaaaggaaaacctcaaggccgtgaagtcactgttttggctgcttttcttgtatcttcaccttcacaagaactgaaagtgatttcgctgggaacgggaacaaaatgcataggc1333 10 0.00E+00 94.70% gi|460388917| ref|XP_004240110.1|PREDICTED: tRNA-specific adenosine deaminase 1 isoform X3 [Solanum lycopersicum];gi|723702639| ref|XP_010321527.1|PREDICTED: double-stranded RNA-specific adenosine deaminase isoform X1 [Solanum lycopersicum]/gi|723702642| ref|Solanum lycopersicum;Solanum lycopersicum/Solanum lycopersicum/Solanum lycopersicum/Solanum lycopersicum;Solanum lycopersicum;Solanum pennellii;Solanum pennellii/Solanum pennellii;Solanum tuberosum/Solanum tuberosum/Solanum tuberosum/Solanum tuberosum;Caps0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0429;434;431;429;434;429;429;420;426;426429;434;434;429;434;429;429;429;429;428429;429;426;421;421;411;395;386;389;386100.00%;98.85%;98.16%;98.14%;97.00%;95.80%;92.07%;89.98%;90.68%;90.19%100.00%;100.00%;100.70%;100.00%;100.00%;100.00%;100.00%;102.14%;100.70%;100.47%96.55%;97.67%;97.67%;96.55%;97.67%;96.55%;96.55%;96.55%;96.55%;96.32%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2460388917;723702642/723702645/723702648/723702639;723702651;970027161;970027157/970027159;565357538/565357536/971547409/565357534;1026057468/1026057470;1026057472;1025129584/1025129590;697188723/697188721XP_004240110.1;XP_010321528.1/XP_010321529.1/XP_010321527.1/XP_010321530.1;XP_010321531.1;XP_015074889.1;XP_015074888.1/XP_015074887.1;XP_006345596.1/XP_006345597.1/XP_006345598.1/XP_015163430.1;XP_016573133.1/XP_016573132.1;XP_016573134.1;XP_016464525.1/X892.878;886.33;874.774;870.922;862.833;832.787;782.711;758.059;757.288;751.51gi|460388917| ref|XP_004240110.1|PREDICTED: tRNA-specific adenosine deaminase 1 isoform X3 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 429 429 429 100.00% 100.00% 96.55% 1 2 4.6E+08 XP_004240110.1892.878 PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG400021653;PGSC0003DMG4000216534113;4113;4113;4113;4113;4113;4113;4113;4113;4113;4113;4113M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7;M1BYG7UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0003723-IEA;GO:0006396-IEA;GO:0004000-IEARNA binding-IEA;RNA processing-IEA;adenosine deaminase activity-IEA Molecular Function-IEA;Biological Process-IEA;Molecular Function-IEA3 GO:0003723;GO:0006396;GO:0004000RNA processing;RNA binding;adenosine deaminase activityMolecular Function;Molecular Function;Biological ProcessEC:3.5.4.4 Adenosine deaminaseIPR002466;IPR002466;noIPR;IPR002466DOMAIN;DOMAIN;DOMAIN;DOMAINAdenosine deaminase/editase;Adenosine deaminase/editase;Adenosine deaminase/editase;Adenosine deaminase/editaseSM00552 (SMART);PF02137 (PFAM);PTHR10910 (PANTHER);PS50141 (PROSITE_PROFILES)GO:0006396/GO:0004000/GO:0003723;GO:0006396/GO:0004000/GO:0003723;GO:0006396/GO:0004000/GO:0003723RNA processing/adenosine deaminase activity/RNA binding;RNA processing/adenosine deaminase activity/RNA binding;RNA processing/adenosine deaminase activity/RNA bindingBiological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function
Bcspec Solyc06g076850.2.1 down 1 1.546211277 8.404141736 0.00115087 0.007150384 34155 36272 24732 7979 7583 3928 1656 ATGGGAGTGAAAGTTGCCACTACATGTTTGCAATGGGCTCAGCCTTTTGT genomic_reference:SL2.50ch06 gene_region:44132035-44135117 transcript_region:SL2.50ch06:44132035..44135117- go_terms:GO:0005488 "Binding protein (AHRD V1 ***- D7LLC0_ARALY); contains Interpro domain(s) IPR011990 Tetratricopeptide-like helical       51.1.1 AT3G47080 N/A Tetratricopeptide repeat (TPR)-like superfamily protein [Source:TAIR;Acc:AT3G47080] 51.1.2 AT1G07280 N/A Tetratricopeptide repeat (TPR)-like superfamily protein [Source:TAIR;Acc:AT1G07280] 51.1.3 AT2G29670 N/A Tetratricopeptide repeat (TPR)-like superfamily protein [Source:TAIR;Acc:AT2G29670] PGSC0003DMG400030441N/A Binding protein [Source:PGSC_GENE;Acc:PGSC0003DMG400030441] VIT_06S0004G06290 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GUT5] Bcspec 28 SOLYC06G076850.2.1 K4CA43_SOLLC K4CA43_SOLLC" OR " K4CA43 LES.10845 UPI00027672EE SLY:101258865 K4CA43_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 551 10645957; 16208505; 101258865; IPR013026;IPR011990; 1.25.40.10; PS50293; SSF48452; Bc-Down_Solyc06g076850.2.1PREDICTED: uncharacterized protein LOC101258865 gctactgctttttcggtgacagtgctgcgtattattaggacgttttgggatctcgaattttgaaatcaaagaagaaagtaaggtgaagcctttttgtggatccgcatcaaaagggttgagactttttttttcttcttttttgttgctagtattctgggtttcggttttgagattttgagttgttgtttttttcaaccctcaatataacctctggtttaagagtttttgagtggacaaaaatgggagtgaaagttgc2260 10 0.00E+00 86.70% gi|460391124| ref|XP_004241173.1|PREDICTED: uncharacterized protein LOC101258865 [Solanum lycopersicum];gi|970035662| ref|XP_015079166.1|PREDICTED: uncharacterized protein LOC107023117 [Solanum pennellii];gi|565368387| ref|XP_006350828.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana sylvestris/Nicotiana sylvestris;Nicotiana tabacum/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum;Capsicum annuum;Jatropha curcas/Jatropha curcas/Jatropha curcas;Vitis vinifer0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0551;550;553;562;563;559;548;565;592;560551;551;554;562;563;561;552;570;591;570551;540;541;504;503;503;484;425;416;427100.00%;98.00%;97.65%;89.68%;89.34%;89.66%;87.68%;74.56%;70.39%;74.91%100.00%;100.18%;100.18%;100.00%;100.00%;100.36%;100.73%;100.88%;99.83%;101.79%73.14%;73.14%;73.54%;74.60%;74.73%;74.47%;73.27%;75.66%;78.45%;75.66%1;1;1;1;1;1;1;1;1;13;3;3;3;3;3;3;3;3;3460391124;970035662;565368387;698561025/698561028;1025293703/1025293699;1025111012/697167026;1026066580;802538423/643740947/802538427;731391913;661887392XP_004241173.1;XP_015079166.1;XP_006350828.1;XP_009772014.1/XP_009772015.1;XP_016498133.1/XP_016498132.1;XP_016461506.1/XP_009592353.1;XP_016577703.1;XP_012067872.1/XP_012067880.1/KDP46517.1;XP_010650926.1;CDP09172.1925.235;914.45;894.034;754.592;754.207;753.051;737.258;566.614;562.762;558.14gi|460391124| ref|XP_004241173.1|PREDICTED: uncharacterized protein LOC101258865 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 551 551 551 100.00% 100.00% 73.14% 1 3 4.6E+08 XP_004241173.1925.235 IPR011990;noIPR;noIPR;noIPR;noIPR;IPR013026;IPR011990DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINTetratricopeptide-like helical domain;Tetratricopeptide-like helical domain;Tetratricopeptide-like helical domain;Tetratricopeptide-like helical domain;Tetratricopeptide-like helical domain;Tetratricopeptide repeat-containing domain;Tetratricopeptide-likeG3DSA:1.25.40.10 (GENE3D);PF14559 (PFAM);PTHR26312:SF87 (PANTHER);PTHR26312 (PANTHER);PTHR26312:SF87 (PANTHER);PS50293 (PROSITE_PROFILES);SSF48452 (SUPERFAMILY)GO:0005515;GO:0005515;GO:0005515protein binding;protein binding;protein bindingMolecular Function;Molecular Function;Molecular Function
Bcspec Solyc06g063300.2.1 down 1 1.621542662 3.371012241 0.000487788 0.003460853 720 1497 931 125 236 195 1845 ATGGCTACAAGCAGCAGCTGCAGTTCCCCTTATACCAACGGATCATCTCCgenomic_reference:SL2.50ch06 gene_region:36393612-36399129 transcript_region:SL2.50ch06:36393612..36399129+ go_terms:GO:0004842 "Kelch-domain-containing protein (AHRD V1 *--- C5FLF8_NANOT); contains Interpro domain(s) IPR015915 Kelch-type beta propeller      52.1.1 AT1G51550 N/A F-box/kelch-repeat protein At1g51550 [Source:UniProtKB/Swiss-Prot;Acc:Q9C8K7] PGSC0003DMG400026513N/A Ubiquitin-protein ligase [Source:PGSC_GENE;Acc:PGSC0003DMG400026513] VIT_09S0054G00610 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7SS27] Bcspec 24 SOLYC06G063300.2.1 K4C761_SOLLC K4C761_SOLLC" OR " K4C761 N/A UPI0002766D17 N/A K4C761_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 614 10645957; 16208505; 4081.Solyc06g063300.2.1; IPR001810;IPR015916;IPR015915; SIMILARITY: Contains 1 F-box domain. {ECO:0000256|RuleBase:RU004534}. 2.120.10.80;2.130.10.80; PS50181; SSF81383; Bc-Down_Solyc06g063300.2.1F-box kelch-repeat At1g51550 caatcagtagcagcgtgtgctttccactctcaactctcaactctcaactctcaaaaagtctcaattctcaactctcatggctacaagcagcagctgcagttccccttataccaacggatcatctccaataacgacaatagctcaagaccatctcttctccatcttactcctcttacctttggactccattttttgctttgctctaacttgtaagaagttcaggtccctcacttactcagactctttatgggaatca1921 10 0.00E+00 89.60% gi|970032314| ref|XP_015077460.1|PREDICTED: F-box/kelch-repeat protein At1g51550 [Solanum pennellii];gi|460392595| ref|XP_004241901.1|PREDICTED: F-box/kelch-repeat protein At1g51550 [Solanum lycopersicum];gi|565382224| ref|XP_006357446.1|PREDICTED: F-box/kelcSolanum pennellii;Solanum lycopersicum;Solanum tuberosum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum;Capsicum annuum;Nicotiana tomentosiformis;Sesamum indicum;Malus domestica;Populus trichocarpa/Populus trichocarpa0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0504;466;466;469;469;467;494;456;467;475489;464;464;467;467;469;492;450;446;447479;463;453;433;434;435;434;364;357;35697.96%;99.78%;97.63%;92.72%;92.93%;92.75%;88.21%;80.89%;80.04%;79.64%97.02%;99.57%;99.57%;99.57%;99.57%;100.43%;99.60%;98.68%;95.50%;94.11%76.37%;72.46%;72.46%;72.93%;72.93%;73.24%;76.83%;70.28%;69.65%;69.81%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2970032314;460392595;565382224;698459697/1025261391;697124600/1025329835;1026009238;1083888692;747053199;658014220;224100511/222851725XP_015077460.1;XP_004241901.1;XP_006357446.1;XP_009781356.1/XP_016491214.1;XP_016505993.1/XP_009616304.1;XP_016556355.1;XP_018630649.1;XP_011072752.1;XP_008342424.1;EEE89272.1/XP_002311905.1897.501;877.856;845.884;776.933;776.163;771.541;762.681;603.979;571.237;571.237gi|970032314| ref|XP_015077460.1|PREDICTED: F-box/kelch-repeat protein At1g51550 [Solanum pennellii]Solanum pennellii0.00E+00 504 489 479 97.96% 97.02% 76.37% 1 2 9.7E+08 XP_015077460.1897.501 noIPR;noIPR;IPR015915;IPR015916;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR001810;noIPR;noIPR;IPR001810null;null;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINnull;null;Kelch-type beta propeller;Galactose oxidase, beta-propeller;Galactose oxidase, beta-propeller;Galactose oxidase, beta-propeller;Galactose oxidase, beta-propeller;Galactose oxidase, beta-propeller;Galactose oxidase, beta-propeller;Galactose oxidasPF13418 (PFAM);G3DSA:1.20.1280.50 (GENE3D);G3DSA:2.120.10.80 (GENE3D);G3DSA:2.130.10.80 (GENE3D);PTHR23244:SF324 (PANTHER);PTHR23244:SF324 (PANTHER);PTHR23244 (PANTHER);PTHR23244 (PANTHER);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIGO:0005515;GO:0005515;GO:0005515protein binding;protein binding;protein bindingMolecular Function;Molecular Function;Molecular Function

KEGG: Plant hormone signal transduction Bcspec Solyc06g053840.2.1 down 1 1.659697929 4.346468823 8.40E-05 0.000779433 1643 3480 1256 276 506 319 573 ATGGAGTGTGTTTTGGCTCATGAGAAAGATTTGAATCTCAAGGCAACAGA genomic_reference:SL2.50ch06 gene_region:33205276-33206566 transcript_region:SL2.50ch06:33205276..33206566+ go_terms:GO:0003700 "Auxin responsive protein (AHRD V1 ***- D9IQE6_CATRO); contains Interpro domain(s) IPR003311 AUX/IAA protein      53.1.1 AT3G23030 IAA2 Auxin-responsive protein IAA2 [Source:UniProtKB/Swiss-Prot;Acc:P49678] 53.1.2 AT1G04240 IAA3 Auxin-responsive protein IAA3 [Source:UniProtKB/Swiss-Prot;Acc:Q38822] 53.1.3 AT4G14560 IAA1 Auxin-responsive protein IAA1 [Source:UniProtKB/Swiss-Prot;Acc:P49677] 53.1.4 AT5G43700 IAA4 Auxin-responsive protein IAA4 [Source:UniProtKB/Swiss-Prot;Acc:P33077] PGSC0003DMG400016317N/A LEAUX=ARABIDOPSIS auxin-regulated protein homolog [Source:PGSC_GENE;Acc:PGSC0003DMG400016317] N/A N/A N/A Bcspec 22 SOLYC06G053840.2.1 G9HPV5_SOLLC =O64912 G9HPV5_SOLLC" OR " G9HPV5 LES.4095 UPI0001D6A8C1 SLY:101255303 G9HPV5_SOLLC unreviewed Auxin-responsive protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 190 nucleus [GO:0005634]; auxin-activated signaling pathway [GO:0009734]; regulation of transcription, DNA-templated [GO:0006355]; transcription, DNA-templated [GO:0006351] auxin-activated signaling pathway [GO:0009734]; regulation of transcription, DNA-templated [GO:0006355]; transcription, DNA-templated [GO:0006351] nucleus [GO:0005634] SUBCELLULAR LOCATION: Nucleus {ECO:0000256|RuleBase:RU004549, ECO:0000256|SAAS:SAAS00533708}. 10645957; 16208505; 22368074; 4081.Solyc06g053840.2.1; 101255303; PF02309; PTHR31734; IPR033389;IPR003311;IPR000270; SIMILARITY: Belongs to the Aux/IAA family. {ECO:0000256|RuleBase:RU004549, ECO:0000256|SAAS:SAAS00533690}.; SIMILARITY: Contains PB1 domain. {ECO:0000256|SAAS:SAAS00522563}. Aux/IAA family FUNCTION: Aux/IAA proteins are short-lived transcriptional factors that function as repressors of early auxin response genes at low auxin concentrations. {ECO:0000256|RuleBase:RU004549, ECO:0000256|SAAS:SAAS00533686}. PS51745; Bc-Down_Solyc06g053840.2.1auxin-responsive IAA4-like cggcaagctaccatttagcatcttcaaaccaatcttggagaagaaaaatcatcagttttggagaaggaaacttgaattgcaatccaattttgtgaaaaagaaaaatggagtgtgttttggctcatgagaaagatttgaatctcaaggcaacagagcttagattgggtttaccagggaggacagatgaagaatctgacaaagaaattgtatttcatttcaagaataacaagagggctttgcctgaggatgaagattg1048 10 1.40E-134 92.00% gi|525314352| ref|NP_001266256.1|auxin-responsive protein IAA4 [Solanum lycopersicum]/gi|365818523|gb|AEX00350.1| IAA4 [Solanum lycopersicum];gi|970032216| ref|XP_015077407.1|PREDICTED: auxin-responsive protein IAA4-like [Solanum pennellii];gi|565368039| ref|XSolanum lycopersicum/Solanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana tomentosiformis;Capsicum annuum;Nicotiana tabacum;Nicotiana sylvestris/Nicotiana tabacum;Solanum lycopersicum;Solanum tuberosum1.4E-134;1.3E-132;9.6E-130;1.4E-114;1.0E-103;4.1E-103;4.2E-103;1.0E-102;2.8E-101;3.9E-101190;190;190;190;194;195;194;194;150;195190;190;190;191;194;196;194;194;150;195190;189;187;178;169;169;169;168;149;166100.00%;99.47%;98.42%;93.19%;87.11%;86.22%;87.11%;86.60%;99.33%;85.13%100.00%;100.00%;100.00%;100.53%;100.00%;100.51%;100.00%;100.00%;100.00%;100.00%54.39%;54.39%;54.39%;54.68%;55.53%;56.11%;55.53%;55.53%;42.94%;55.82%1;1;1;1;1;1;1;1;1;13;3;3;3;3;3;3;3;3;3365818523/525314352;970032216;565368039;1026061850;697117506;1026040966;1025140901;698539459/1025362322;1217664;565393042NP_001266256.1/AEX00350.1;XP_015077407.1;XP_006350661.1;XP_016575363.1;XP_009612692.1;XP_016566551.1;XP_016466352.1;XP_009765454.1/XP_016513039.1;AAB35432.1;XP_006362194.1388.652;383.645;376.326;337.806;310.457;308.916;308.916;308.145;302.753;303.908gi|525314352| ref|NP_001266256.1|auxin-responsive protein IAA4 [Solanum lycopersicum]/gi|365818523|gb|AEX00350.1| IAA4 [Solanum lycopersicum]Solanum lycopersicum1.40E-134 190 190 190 100.00% 100.00% 54.39% 1 3 365818523;525314352NP_001266256.1;AEX00350.1388.652 PGSC0003DMG400016317;G9HPV5;PGSC0003DMG400016317;G9HPV5;G9HPV5;PGSC0003DMG400006108;PGSC0003DMG400006108;G9HPV5;PGSC0003DMG400016317;G9HPV5;G9HPV5;PGSC0003DMG400016317;PGSC0003DMG400006108;G9HPV5;PGSC0003DMG400006108;G9HPV54113;4081;4113;4081;4081;4113;4113;4081;4113;4081;4081;4113;4113;4081;4113;4081M1BCG5;G9HPV5;M1BCG5;G9HPV5;G9HPV5;M1A6C6;M1A6C6;G9HPV5;M1BCG5;G9HPV5;G9HPV5;M1BCG5;M1A6C6;G9HPV5;M1A6C6;G9HPV5UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0006351-IEA;GO:0006355-IEA;GO:0005634-IEA;GO:0009734-IEAtranscription, DNA-templated-IEA;regulation of transcription, DNA-templated-IEA;nucleus-IEA;auxin-activated signaling pathway-IEABiological Process-IEA;Biological Process-IEA;Cellular Component-IEA;Biological Process-IEA4 GO:0005634;GO:0006351;GO:0006355;GO:0009734transcription, DNA-templated;nucleus;auxin-activated signaling pathway;regulation of transcription, DNA-templatedCellular Component;Biological Process;Biological Process;Biological ProcessIPR033389;IPR003311;noIPR;IPR000270;noIPRDOMAIN;FAMILY;FAMILY;DOMAIN;DOMAINAUX/IAA domain;AUX/IAA protein;AUX/IAA protein;PB1 domain;PB1 domainPF02309 (PFAM);PTHR31734 (PANTHER);PTHR31734:SF11 (PANTHER);PS51745 (PROSITE_PROFILES);SSF54277 (SUPERFAMILY)GO:0005634/GO:0006355;GO:0005515nucleus/regulation of transcription, DNA-templated;protein bindingCellular Component/Biological Process;Molecular Function
Bcspec Solyc11g005640.1.1 down 1 2.028939095 1.958571375 0.000607185 0.004158502 438 397 307 60 80 34 669 ATGCAGATCTCTGTCAAGACACTTACTGGAAAGACCATCACCCTTGAAGT genomic_reference:SL2.50ch11 gene_region:486068-487283 transcript_region:SL2.50ch11:486068..487283- go_terms:GO:0043008 "Ubiquitin (AHRD V1 ***- D0EUY5_9POAL); contains Interpro domain(s) IPR019956 Ubiquitin subgroup       N/A N/A N/A N/A N/A N/A N/A PGSC0003DMG400004480N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400004480]N/A N/A N/A Bcspec 44 SOLYC11G005640.1.1 K4D4H7_SOLLC K4D4H7_SOLLC" OR " K4D4H7 N/A UPI0002769903 N/A K4D4H7_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 222 10645957; 16208505; K4D4H7; 4081.Solyc11g005640.1.1; PF00240; IPR019956;IPR029071;IPR000626; PR00348; PS50053; SM00213; SSF54236; Bc-Down_Solyc11g005640.1.1ubiquitin family partial atgcagatctctgtcaagacacttactggaaagaccatcacccttgaagttgaaagttcagatacaattgacaacgtgaagaccaaaattcaggataaggaagggattcctccagaccagcagagactgatctttccgaaagagtccaccttacatcttgttcttcatctgaggggtggcatgcaaatatatgttaagacattgacagggaagacaattactttggaggttgagagttcagataccatcaacaatg669 10 7.10E-82 71.00% gi|672144579| ref|XP_008796191.1|PREDICTED: polyubiquitin-like [Phoenixdactylifera];gi|413926506|gb|AFW66438.1|putative ubiquitin familyprotein, partial [Zea mays]/gi|413926515|gb|AFW66447.1|ubiquitin2, partial [Zea mays];gi|110736490|dbj|BAF00213.1|polyuPhoenix dactylifera;Zea mays/Zea mays;Arabidopsis thaliana;Camelina sativa;Hevea brasiliensis;Arabidopsis thaliana;Camelina sativa;Zea mays;Phaethon lepturus;Equus caballus/Equus caballus/Equus caballus7.1E-82;2.2E-81;2.9E-81;7.2E-81;8.2E-81;1.1E-80;1.4E-79;1.7E-79;2.8E-78;1.7E-77310;349;351;305;381;380;308;502;313;305206;206;206;206;206;206;204;206;206;206148;148;148;149;148;148;147;148;148;14471.84%;71.84%;71.84%;72.33%;71.84%;71.84%;72.06%;71.84%;71.84%;69.90%66.45%;59.03%;58.69%;67.54%;54.07%;54.21%;66.23%;41.04%;65.81%;67.54%92.38%;92.38%;92.38%;92.38%;92.38%;92.38%;91.48%;92.38%;92.38%;92.38%3;3;3;3;3;4;3;5;3;31;1;1;1;1;1;1;1;1;1672144579;413926506/413926515;110736490;727560455;6118549;2760349;727617672;413935668;723152538;126352454/21070215/302393801XP_008796191.1;AFW66447.1/AFW66438.1;BAF00213.1;XP_010452435.1;AAF04147.1;AAB95252.1;XP_010480024.1;AFW70219.1;XP_010293810.1;NP_001075331.1/Q8MKD1.3/AAM34211.1254.218;254.218;254.218;251.521;253.832;253.447;248.44;254.218;245.358;243.047gi|672144579| ref|XP_008796191.1|PREDICTED: polyubiquitin-like [Phoenixdactylifera]Phoenix dactylifera7.10E-82 310 206 148 71.84% 66.45% 92.38% 3 1 6.72E+08 XP_008796191.1254.218 UBB;UBB;UBB;UBB;ubi;UBB;UBB;MubC59796;9796;9796;9796;3981;9796;9796;4577Q8MKD1;Q8MKD1;Q8MKD1;Q8MKD1;Q9SNZ1;Q8MKD1;Q8MKD1;A0A096TMR2UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005737-IEA;GO:0005634-IEAcytoplasm-IEA;nucleus-IEA Cellular Component-IEA;Cellular Component-IEA1 GO:0044424intracellular partCellular Component IPR019956;IPR000626;IPR000626;noIPR;noIPR;noIPR;IPR000626;IPR000626;IPR029071;IPR029071FAMILY;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINUbiquitin;Ubiquitin domain;Ubiquitin domain;Ubiquitin domain;Ubiquitin domain;Ubiquitin domain;Ubiquitin domain;Ubiquitin domain;Ubiquitin-related domain;Ubiquitin-related domainPR00348 (PRINTS);SM00213 (SMART);PF00240 (PFAM);G3DSA:3.10.20.90 (GENE3D);G3DSA:3.10.20.90 (GENE3D);PTHR10666 (PANTHER);PS50053 (PROSITE_PROFILES);PS50053 (PROSITE_PROFILES);SSF54236 (SUPERFAMILY);SSF54236 (SUPERFAMILY)GO:0005515;GO:0005515;GO:0005515;GO:0005515protein binding;protein binding;protein binding;protein bindingMolecular Function;Molecular Function;Molecular Function;Molecular Function
Bcspec Solyc09g005020.1.1 down 2.151269907 1.083323173 0.000987737 0.00627497 214 237 188 31 31 22 753 ATGGAAAAACAAGTACAAGTAGAAGAAGAGAAAAAAGAAGAATGTCCAAG genomic_reference:SL2.50ch09 gene_region:15851-16603 transcript_region:SL2.50ch09:15851..16603- "Unknown Protein (AHRD V1)"       55.1.1 AT3G51760 N/A Protein of unknown function (DUF688) [Source:TAIR;Acc:AT3G51760] PGSC0003DMG400026639N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400026639] N/A N/A N/A Bcspec 35 SOLYC09G005020.1.1 K4CPZ2_SOLLC K4CPZ2_SOLLC" OR " K4CPZ2 N/A UPI000276AD00 N/A K4CPZ2_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 250 10645957; 16208505; 104649140; PF05097; IPR007789; Bc-Down_Solyc09g005020.1.1DUF688 family atggaaaaacaagtacaagtagaagaagagaaaaaagaagaatgtccaagaaaattagattttagtgctcctctcttgtcaactagacgttctagtgaaaaatcattatcttgtcccaatcaactttccattgacatttttaatagagtgccattttcttgggaacaaagccctggaaaaccaaaggaaatgaggttaacaacaaacattgaaattgtaccacctccaaaattgccaccatgtatgtggcggcata753 10 2.60E-168 66.40% gi|723729170| ref|XP_010326167.1|PREDICTED: uncharacterized protein LOC104649140 [Solanum lycopersicum];gi|565387556| ref|XP_006359563.1|PREDICTED: uncharacterized protein LOC102604660 [Solanum tuberosum];gi|970050576| ref|XP_015086806.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum tuberosum;Solanum pennellii;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum;Manihot esculenta;Medicago truncatula/Medicago truncatula;Daucus carota subsp. sativus/Daucus carota subsp. sativus;2.6E-168;1.5E-129;1.5E-122;2.3E-88;8.4E-88;2.8E-24;8.2E-24;1.7E-23;2.1E-23;2.2E-23250;270;187;251;255;283;266;230;287;290236;258;187;251;263;239;238;228;251;251236;216;185;178;185;115;118;111;123;123100.00%;83.72%;98.93%;70.92%;70.34%;48.12%;49.58%;48.68%;49.00%;49.00%94.40%;95.56%;100.00%;100.00%;103.14%;84.45%;89.47%;99.13%;87.46%;86.55%94.02%;102.79%;74.50%;100.00%;104.78%;95.22%;94.82%;90.84%;100.00%;100.00%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723729170;565387556;970050576;698473388/1025291810;1025235359/697169411;1035911937;357506095/355498351;1040919930/1021025917;1009134283;1009134281XP_010326167.1;XP_006359563.1;XP_015086806.1;XP_009784456.1/XP_016497673.1;XP_016485210.1/XP_009593598.1;OAY41531.1;AES79554.1/XP_003623336.1;KZM83704.1/XP_017222238.1;XP_015884361.1;XP_015884360.1472.241;374.785;353.984;269.626;268.47;106.301;104.375;102.834;103.99;103.99gi|723729170| ref|XP_010326167.1|PREDICTED: uncharacterized protein LOC104649140 [Solanum lycopersicum]Solanum lycopersicum2.60E-168 250 236 236 100.00% 94.40% 94.02% 1 1 7.24E+08 XP_010326167.1472.241 IPR007789;noIPR;noIPRFAMILY;FAMILY;FAMILYProtein of unknown function DUF688;Protein of unknown function DUF688;Protein of unknown function DUF688PF05097 (PFAM);PTHR33671:SF1 (PANTHER);PTHR33671 (PANTHER)
Bcspec Solyc06g030540.2.1 down 2.372224841 0.527873949 0.001068037 0.00669279 96 235 148 22 23 7 258 ATGGCACCCAGAGGAAGACCCAGAAAGCGATTAAGCCGAATGGACGCGGCgenomic_reference:SL2.50ch06 gene_region:16068615-16069177 transcript_region:SL2.50ch06:16068615..16069177- "Unknown Protein (AHRD V1); contains Interpro domain(s) IPR018848 WIYLD domain       N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A Bcspec 19 SOLYC06G030540.2.1 K4C4H7_SOLLC K4C4H7_SOLLC" OR " K4C4H7 N/A UPI0002765741 N/A K4C4H7_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 85 histone-lysine N-methyltransferase activity [GO:0018024] histone-lysine N-methyltransferase activity [GO:0018024] 10645957; 16208505; PF10440; IPR018848; Bc-Down_Solyc06g030540.2.1PREDICTED: uncharacterized protein LOC101254099 isoform X2 ttaaagcaaacatacagtacttcattacactctttcgtctcctcttctgctgtgtgttgaggcgtttgaagcacgcaacaatggcacccagaggaagacccagaaagcgattaagccgaatggacgcggcaactgattccatgacagcttttggatttgatgaacggcttgttcagaaaacagtaaaacaacttctgaaggaatatggtggagatgttggatgggcctttattgaggaatatggctacaaagaact338 10 5.70E-49 94.80% gi|460390300| ref|XP_004240773.1|PREDICTED: uncharacterized protein LOC101254099 isoform X2 [Solanum lycopersicum];gi|723705392| ref|XP_010322025.1|PREDICTED: uncharacterized protein LOC101254099 isoform X1 [Solanum lycopersicum];gi|970035510| ref|XP_01507908Solanum lycopersicum;Solanum lycopersicum;Solanum pennellii;Solanum pennellii;Solanum tuberosum;Solanum tuberosum;Solanum tuberosum;Capsicum annuum;Capsicum annuum;Capsicum annuum5.7E-49;6.6E-49;1.8E-48;2.3E-48;7.9E-47;1.0E-46;1.4E-46;1.9E-38;2.5E-38;1.0E-37422;423;423;424;424;425;424;449;425;45078;78;78;78;83;83;78;72;85;8578;78;78;78;78;78;76;69;73;73100.00%;100.00%;100.00%;100.00%;93.98%;93.98%;97.44%;95.83%;85.88%;85.88%18.48%;18.44%;18.44%;18.40%;19.58%;19.53%;18.40%;16.04%;20.00%;18.89%69.23%;69.23%;69.23%;69.23%;73.67%;73.67%;69.23%;63.91%;75.44%;75.44%1;1;1;1;1;1;1;1;1;13;3;3;3;3;3;3;3;3;3460390300;723705392;970035510;970035508;971548430;971548428;565358916;1026092119;1026092121;1026092117XP_004240773.1;XP_010322025.1;XP_015079089.1;XP_015079088.1;XP_015163683.1;XP_015163682.1;XP_006346270.1;XP_016545242.1;XP_016545243.1;XP_016545241.1168.703;168.318;167.162;166.777;162.925;162.54;162.155;141.354;140.584;139.428gi|460390300| ref|XP_004240773.1|PREDICTED: uncharacterized protein LOC101254099 isoform X2 [Solanum lycopersicum]Solanum lycopersicum5.70E-49 422 78 78 100.00% 18.48% 69.23% 1 3 4.6E+08 XP_004240773.1168.703 IPR018848;noIPR;noIPRDOMAIN;DOMAIN;DOMAINWIYLD domain;WIYLD domain;WIYLD domainPF10440 (PFAM);PTHR34271:SF1 (PANTHER);PTHR34271 (PANTHER)GO:0018024histone-lysine N-methyltransferase activityMolecular Function
Bcspec Solyc11g007530.1.1 down 1 2.41528842 1.169780407 0.000724629 0.004842834 215 269 224 36 13 23 672 ATGATATCTTCAGGGACAAATTTGGTGATGACTGTGATTGGATTTGCTGT genomic_reference:SL2.50ch11 gene_region:1787389-1790741 transcript_region:SL2.50ch11:1787389..1790741+ go_terms:GO:0008270 "Ring H2 finger protein (AHRD V1 *-*- D9ZHD8_HYPPE); contains Interpro domain(s) IPR018957 Zinc finger, C3HC4 RING-type   N/A N/A N/A N/A PGSC0003DMG400027313N/A Ring finger protein [Source:PGSC_GENE;Acc:PGSC0003DMG400027313] VIT_13S0074G00370 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7UBU6] Bcspec 45 SOLYC11G007530.1.1 K4D514_SOLLC K4D514_SOLLC" OR " K4D514 N/A UPI000276A416 SLY:101252244 K4D514_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 223 integral component of membrane [GO:0016021]; plasma membrane [GO:0005886]; ubiquitin protein ligase activity [GO:0061630]; zinc ion binding [GO:0008270]; negative regulation of short-day photoperiodism, flowering [GO:0048577]; proteasome-mediated ubiquitin-dependent protein catabolic process [GO:0043161]negative regulation of short-day photoperiodism, flowering [GO:0048577]; proteasome-mediated ubiquitin-dependent protein catabolic process [GO:0043161] ubiquitin protein ligase activity [GO:0061630]; zinc ion binding [GO:0008270] integral component of membrane [GO:0016021]; plasma membrane [GO:0005886] TRANSMEM 12 31 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 4081.Solyc11g007530.1.1; 101252244; PF13639; IPR001841;IPR013083; 3.30.40.10; PS50089; SM00184; Bc-Down_Solyc11g007530.1.1RING-H2 finger ATL38-like atgatatcttcagggacaaatttggtgatgactgtgattggatttgctgttagtaccatgtttatagtatttgtgtgcacaaggctaatttgtgcaagaattcaattgaatgcaagacgacgctctttcgcatacgcttctagatctgatcttagcattttagagcgtggcttacatggtctcgagcctgttgctgttgccaacttcccgacaaagaaatatggggaggtgttttttacttccgcagaagatgctc672 10 3.10E-155 89.60% gi|460409140| ref|XP_004249998.1|PREDICTED: RING-H2 finger protein ATL38-like [Solanum lycopersicum];gi|970060685| ref|XP_015057115.1|PREDICTED: RING-H2 finger protein ATL38-like [Solanum pennellii];gi|565389475| ref|XP_006360481.1|PREDICTED: RING-H2 finger pSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana tabacum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Nicotiana tomentosiformis;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum3.1E-155;1.8E-153;1.1E-149;7.7E-133;2.1E-132;1.1E-129;5.5E-129;3.9E-127;1.2E-125;2.1E-108223;223;223;228;228;238;225;222;235;191223;223;223;228;228;238;228;228;238;228223;222;219;204;208;204;201;202;201;169100.00%;99.55%;98.21%;89.47%;91.23%;85.71%;88.16%;88.60%;84.45%;74.12%100.00%;100.00%;100.00%;100.00%;100.00%;100.00%;101.33%;102.70%;101.28%;119.37%99.55%;99.55%;99.55%;101.79%;101.79%;106.25%;101.79%;101.79%;106.25%;101.79%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460409140;970060685;565389475;1025345658;1025345501/698565233;1025345654;697188417;1026104781;1083866177;1025345662XP_004249998.1;XP_015057115.1;XP_006360481.1;XP_016509386.1;XP_009773205.1/XP_016509348.1;XP_016509385.1;XP_009603250.1;XP_016551430.1;XP_018627006.1;XP_016509387.1436.802;432.565;422.935;380.563;379.407;372.859;370.548;365.925;362.459;317.39gi|460409140| ref|XP_004249998.1|PREDICTED: RING-H2 finger protein ATL38-like [Solanum lycopersicum]Solanum lycopersicum3.10E-155 223 223 223 100.00% 100.00% 99.55% 1 1 4.6E+08 XP_004249998.1436.802 PGSC0003DMG400027313;K4D514;K4D514;K4D514;PGSC0003DMG400027313;K4D514;K4D514;PGSC0003DMG400027313;K4D514;K4D514;K4D514;K4D514;PGSC0003DMG4000273134113;4081;4081;4081;4113;4081;4081;4113;4081;4081;4081;4081;4113M1CLV4;K4D514;K4D514;K4D514;M1CLV4;K4D514;K4D514;M1CLV4;K4D514;K4D514;K4D514;K4D514;M1CLV4UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0061630-IBA;GO:0008270-IEA;GO:0043161-IBA;GO:0046872-IEA;GO:0048577-IBA;GO:0016020-IEA;GO:0016021-IEA;GO:0016567-IEA;GO:0005886-IBAubiquitin protein ligase activity-IBA;zinc ion binding-IEA;proteasome-mediated ubiquitin-dependent protein catabolic process-IBA;metal ion binding-IEA;negative regulation of short-dayphotoperiodism, flowering-IBA;membrane-IEA;integral component of membranMolecular Function-IBA;Molecular Function-IEA;Biological Process-IBA;Molecular Function-IEA;Biological Process-IBA;Cellular Component-IEA;Cellular Component-IEA;Biological Process-IEA;Cellular Component-IBA7 GO:0008270;GO:0061630;GO:0043161;GO:0048577;GO:0016021;GO:0005886;GO:0016567plasma membrane;protein ubiquitination;negative regulation of short-dayphotoperiodism, flowering;ubiquitin protein ligase activity;integral component of membrane;proteasome-mediated ubiquitin-dependent protein catabolic process;zinc ion bindingCellular Component;Cellular Component;Molecular Function;Molecular Function;Biological Process;Biological Process;Biological ProcessIPR001841;IPR013083;IPR001841;noIPR;noIPR;noIPR;noIPR;noIPR;IPR001841;noIPR;noIPRDOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINZinc finger, RING-type;Zinc finger, RING/FYVE/PHD-type;Zinc finger, RING-type;Zinc finger, RING-type;Zinc finger, RING-type;Zinc finger, RING-type;Zinc finger, RING-type;Zinc finger, RING-type;Zinc finger, RING-type;Zinc finger, RING-type;Zinc finger, RINGSM00184 (SMART);G3DSA:3.30.40.10 (GENE3D);PF13639 (PFAM);PTHR14155:SF145 (PANTHER);PTHR14155 (PANTHER);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);PS50089 (PROSITE_PROFILES);SSF57850 (SUPERFAMILY);TMhelix (TMHMM)GO:0008270/GO:0005515;GO:0008270/GO:0005515;GO:0008270/GO:0005515zinc ion binding/protein binding;zinc ion binding/protein binding;zinc ion binding/protein bindingMolecular Function/Molecular Function;Molecular Function/Molecular Function;Molecular Function/Molecular Function
Bcspec Solyc08g007430.1.1 down 1 transporter 2.440156316 0.6179635 0.001056343 0.006627024 99 266 155 7 24 20 1773 ATGTCACTTCCTGAGACACAAAATGATGCAAAAACTCTCCCTGATGCTTG genomic_reference:SL2.50ch08 gene_region:1993266-1997895 transcript_region:SL2.50ch08:1993266..1997895+ go_terms:GO:0042936 "Nitrate transporter (AHRD V1 **** Q852P5_TOBAC); contains Interpro domain(s) IPR000109 TGF-beta receptor, type I/II extracellular region   58.1.1 AT1G12110 NPF6.3 Protein NRT1/ PTR FAMILY 6.3 [Source:UniProtKB/Swiss-Prot;Acc:Q05085] PGSC0003DMG400012479N/A Nitrate transporter [Source:PGSC_GENE;Acc:PGSC0003DMG400012479] VIT_02S0154G00260 NRT1.1 Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HPA0] Bcspec 31 SOLYC08G007430.1.1 K4CIN0_SOLLC K4CIN0_SOLLC" OR " K4CIN0 N/A UPI000276C634 SLY:101265846 K4CIN0_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 590 integral component of membrane [GO:0016021]; transporter activity [GO:0005215]; oligopeptide transport [GO:0006857] oligopeptide transport [GO:0006857] transporter activity [GO:0005215] integral component of membrane [GO:0016021] SUBCELLULAR LOCATION: Membrane {ECO:0000256|RuleBase:RU003755}; Multi-pass membrane protein {ECO:0000256|RuleBase:RU003755}. TRANSMEM 75 93 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 100 126 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 146 163 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 189 212 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 218 237 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 336 354 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 378 398 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 419 438 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 458 483 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 504 526 Helical. {E10645957; 16208505; 4081.Solyc08g007430.1.1; 101265846; PF00854; PTHR11654; IPR020846;IPR000109;IPR018456; SIMILARITY: Belongs to the PTR2/POT transporter (TC 2.A.17) family. {ECO:0000256|RuleBase:RU003755}. PTR2/POT transporter (TC 2.A.17) family PS01022;PS01023; SSF103473; Bc-Down_Solyc08g007430.1.1NRT1 PTR FAMILY -like atgtcacttcctgagacacaaaatgatgcaaaaactctccctgatgcttgggattacaaaggaaggccatctcttagatcctcctctggtggttgggcaagtggtgcaatgattttaggtgttgaagctgtggagaggctaaccacactaggtattgctgtaaacttggtgacttatttgactggaactatgcatttaggcaatgctactgcagccaataatgtcaccaattttcttggaacttctttcatgctca1773 10 0.00E+00 95.80% gi|460398039| ref|XP_004244572.1|PREDICTED: protein NRT1/ PTR FAMILY 6.3-like [Solanum lycopersicum];gi|970045034| ref|XP_015083939.1|PREDICTED: protein NRT1/ PTR FAMILY 6.3-like [Solanum pennellii];gi|565384891| ref|XP_006358355.1|PREDICTED: protein NRT1/ PTSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum/Nicotiana tabacum;Nicotiana sylvestris/Nicotiana sylvestris;Nicotiana tabacum;Nicotiana plumbaginifolia;Nicotiana tabacum/Nicotiana tabacum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0590;590;590;590;594;594;594;594;594;594590;590;590;590;596;596;596;596;596;596590;589;586;569;565;565;562;562;561;562100.00%;99.83%;99.32%;96.44%;94.80%;94.80%;94.30%;94.30%;94.13%;94.30%100.00%;100.00%;100.00%;100.00%;100.34%;100.34%;100.34%;100.34%;100.34%;100.34%99.83%;99.83%;99.83%;99.83%;100.85%;100.85%;100.85%;100.85%;100.85%;100.85%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460398039;970045034;565384891;1026021187;697179594;28273100/1027853428;698510906/698510904;1025071043;9581819;1027859331/28273098XP_004244572.1;XP_015083939.1;XP_006358355.1;XP_016551641.1;XP_009598780.1;NP_001312593.1/BAC56916.1;XP_009800593.1/XP_009800594.1;XP_016452049.1;CAC00545.1;NP_001312849.1/BAC56915.11153.27;1147.88;1144.41;1081.63;1035.02;1034.25;1030.78;1028.85;1026.54;1013.06gi|460398039| ref|XP_004244572.1|PREDICTED: protein NRT1/ PTR FAMILY 6.3-like [Solanum lycopersicum]Solanum lycopersicum0.00E+00 590 590 590 100.00% 100.00% 99.83% 1 1 4.6E+08 XP_004244572.11153.27 PGSC0003DMG400012479;NtNRT1.2-t;NtNRT1.2-s;PGSC0003DMG400012479;K4CIN0;NtNRT1.2-s;NtNRT1.2-s;PGSC0003DMG400012479;NtNRT1.2-s;NtNRT1.2-s;NtNRT1.2-s;nrt1.2;nrt1.2;NtNRT1.2-s;nrt1.2;NtNRT1.2-s;PGSC0003DMG400012479;PGSC0003DMG400012479;NtNRT1.2-s;NtNRT1.2-t;K44113;4097;4097;4113;4081;4097;4097;4113;4097;4097;4097;4092;4092;4097;4092;4097;4113;4113;4097;4097;4081;4081;4092;4092;4097;4097;4097;4097;4097;4097;4097;4081;4097;4097;4081M1AXI0;Q852P5;Q852P6;M1AXI0;K4CIN0;Q852P6;Q852P6;M1AXI0;Q852P6;Q852P6;Q852P6;Q9LED3;Q9LED3;Q852P6;Q9LED3;Q852P6;M1AXI0;M1AXI0;Q852P6;Q852P5;K4CIN0;K4CIN0;Q9LED3;Q9LED3;Q852P6;Q852P5;Q852P5;Q852P5;Q852P5;Q852P5;Q852P5;K4CIN0;Q852P5;Q852P5;K4CIN0UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0006857-IEA;GO:0016020-IEA;GO:0016021-IEA;GO:0006810-IEA;GO:0005215-IEAoligopeptide transport-IEA;membrane-IEA;integral component of membrane-IEA;transport-IEA;transporter activity-IEABiological Process-IEA;Cellular Component-IEA;Cellular Component-IEA;Biological Process-IEA;Molecular Function-IEA3 GO:0006857;GO:0016021;GO:0005215transporter activity;oligopeptide transport;integral component of membraneCellular Component;Molecular Function;Biological ProcessIPR000109;noIPR;noIPR;IPR000109;IPR018456;IPR018456;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR020846;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noFAMILY;FAMILY;FAMILY;FAMILY;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONProton-dependent oligopeptide transporter family;Proton-dependent oligopeptide transporter family;Proton-dependent oligopeptide transporter family;Proton-dependent oligopeptide transporter family;PTR2 familyproton/oligopeptide symporter, conserved site;PTPF00854 (PFAM);G3DSA:1.20.1250.20 (GENE3D);PTHR11654:SF78 (PANTHER);PTHR11654 (PANTHER);PS01023 (PROSITE_PATTERNS);PS01022 (PROSITE_PATTERNS);TRANSMEMBRANE (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);NON_GO:0016020/GO:0006810/GO:0005215;GO:0016020/GO:0006810/GO:0005215;GO:0005215/GO:0016020/GO:0006857;GO:0005215/GO:0016020/GO:0006857membrane/transport/transporter activity;membrane/transport/transporter activity;transporter activity/membrane/oligopeptide transport;transporter activity/membrane/oligopeptide transportCellular Component/Biological Process/Molecular Function;Cellular Component/Biological Process/Molecular Function;Molecular Function/Cellular Component/Biological Process;Molecular Function/Cellular Component/Biological Process
Bcspec Solyc04g028470.1.1 down 1 lipase 2.522987744 0.677858984 0.000325126 0.002467012 160 233 125 13 22 16 963 ATGTTTGATCCTGGAAACAATAATTACATAATGAATCCTTCAGCTTATAA genomic_reference:SL2.50ch04 gene_region:27964234-27967268 transcript_region:SL2.50ch04:27964234..27967268- go_terms:GO:0004064 "GDSL esterase/lipase 2 (AHRD V1 ***- GLIP2_ARATH); contains Interpro domain(s) IPR001087 Lipase, GDSL      59.1.1 AT5G40990 GLIP1 GDSL esterase/lipase 1 [Source:UniProtKB/Swiss-Prot;Acc:Q9FLN0] 59.1.2 AT3G14225 GLIP4 GDSL esterase/lipase 4 [Source:UniProtKB/Swiss-Prot;Acc:Q9LJP1] 59.1.3 AT1G53940 GLIP2 GDSL-motif lipase 2 [Source:TAIR;Acc:AT1G53940] 59.1.4 AT1G53990 GLIP3 GDSL esterase/lipase 3 [Source:UniProtKB/Swiss-Prot;Acc:Q9SYF5] PGSC0003DMG400029004N/A Zinc finger protein [Source:PGSC_GENE;Acc:PGSC0003DMG400029004] VIT_09S0002G00520 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TZL4] VIT_09S0002G00510 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TZL3] VIT_09S0002G00500 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TZL2] VIT_09S0002G00530 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TZL5] VIT_09S0002G00540 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TZL6] Bcspec 14 SOLYC04G028470.1.1 K4BR88_SOLLC K4BR88_SOLLC" OR " K4BR88 N/A UPI0002765E4E N/A K4BR88_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 320 10645957; 16208505; IPR013830; 3.40.50.1110; Bc-Down_Solyc04g028470.1.1GDSL esterase lipase 1-like atgtttgatcctggaaacaataattacataatgaatccttcagcttataaagcaaattttgagccatatggaatatcatattttaagtatcctactggcagattttctgatggccgccgcctccctgattttatcacggaatttgcaaatttaccaacgattccagcattttaccaagctctacataaccattatattaatcatggagtgaactttgcttctgctggtgctggttgtctagatgaaacataccgtg963 10 0.00E+00 78.00% gi|460383032| ref|XP_004237239.1|PREDICTED: GDSL esterase/lipase 1 [Solanum lycopersicum];gi|970020559| ref|XP_015071514.1|PREDICTED: GDSL esterase/lipase 1-like [Solanum pennellii];gi|565375631| ref|XP_006354321.1|PREDICTED: GDSL esterase/lipase 1-like [SolaSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Solanum lycopersicum;Solanum pennellii;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana sylvestris;Nicotiana tabacum;Populus euphratica0.0E0;0.0E0;0.0E0;1.1E-120;1.2E-116;8.0E-95;9.5E-95;1.7E-94;3.6E-94;4.9E-90371;371;371;179;177;368;371;368;371;361322;322;322;179;177;328;328;328;328;322293;293;286;179;176;209;207;208;206;20190.99%;90.99%;88.82%;100.00%;99.44%;63.72%;63.11%;63.41%;62.80%;62.42%86.79%;86.79%;86.79%;100.00%;100.00%;89.13%;88.41%;89.13%;88.41%;89.20%100.31%;100.31%;100.31%;55.76%;55.14%;102.18%;102.18%;102.18%;102.18%;100.31%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460383032;970020559;565375631;723691515;970022496;1025115174;697107549;698482145;1025047284;743901198XP_004237239.1;XP_015071514.1;XP_006354321.1;XP_010319602.1;XP_015072549.1;XP_016462207.1;XP_009607611.1;XP_009788013.1;XP_016446720.1;XP_011043915.1589.726;567.385;561.607;351.673;341.658;293.123;293.123;292.352;291.582;280.796gi|460383032| ref|XP_004237239.1|PREDICTED: GDSL esterase/lipase 1 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 371 322 293 90.99% 86.79% 100.31% 1 1 4.6E+08 XP_004237239.1589.726 IPR013830;noIPR;noIPRDOMAIN;DOMAIN;DOMAINSGNH hydrolase-type esterase domain;SGNH hydrolase-type esterase domain;SGNH hydrolase-type esterase domainG3DSA:3.40.50.1110 (GENE3D);PTHR22835:SF174 (PANTHER);PTHR22835 (PANTHER)
Bcspec Solyc06g075090.2.1 down 1 2.774594548 1.671591816 0.000124617 0.001090846 376 623 115 22 62 14 576 ATGGAGAATGAAATAAAAGAGTCAAAATTCAAGAGGATTTGTGTGTTTTG genomic_reference:SL2.50ch06 gene_region:42981557-42986243 transcript_region:SL2.50ch06:42981557..42986243+ go_terms:GO:0016831,GO:0042803 "Lysine decarboxylase-like protein (AHRD V1 **-- B6TE71_MAIZE); contains Interpro domain(s) IPR005269 Conserved hypothetical protein CHP00730    60.1.1 AT2G28305 LOG1 Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG1 [Source:UniProtKB/Swiss-Prot;Acc:Q8RUN2] N/A N/A N/A VIT_06S0004G02680 LOG1 Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7SL01] Bcspec 27 SOLYC06G075090.2.1 I0IUQ4_SOLLC I0IUQ4_SOLLC" OR " I0IUQ4 LES.26033 UPI0002560409 SLY:100874540 I0IUQ4_SOLLC unreviewed Cytokinin riboside 5'-monophosphate phosphoribohydrolase (EC 3.2.2.n1) SlLOG8 Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 191 cytosol [GO:0005829]; nucleus [GO:0005634]; hydrolase activity, hydrolyzing N-glycosyl compounds [GO:0016799]; cytokinin biosynthetic process [GO:0009691] cytokinin biosynthetic process [GO:0009691] hydrolase activity, hydrolyzing N-glycosyl compounds [GO:0016799] cytosol [GO:0005829]; nucleus [GO:0005634] 10645957; 16208505; 22865911; 4081.Solyc06g075090.2.1; 100874540; PF03641; IPR005269;IPR031100; TIGR00730; SIMILARITY: Belongs to the LOG family. {ECO:0000256|RuleBase:RU363015}. LOG family 3.2.2.n1 CATALYTIC ACTIVITY: N(6)-(Delta(2)-isopentenyl)-adenosine 5'-phosphate + H(2)0 = N(6)-(dimethylallyl)adenine + D-ribose 5'-phosphate. {ECO:0000256|RuleBase:RU363015}.; CATALYTIC ACTIVITY: Trans-zeatin riboside phosphate + H(2)O = trans-zeatin + D-ribose 5'-phosphate. {ECO:0000256|RuleBase:RU363015}. FUNCTION: Cytokinin-activating enzyme working in the direct activation pathway. Phosphoribohydrolase that converts inactive cytokinin nucleotides to the biologically active free-base forms. {ECO:0000256|RuleBase:RU363015}. Bc-Down_Solyc06g075090.2.1cytokinin riboside 5 -monophosphate phosphoribohydrolase LOG1-like tatactagcaagtagtcaagatacccaccattatattcccacatatacagaaagagaaaaaaaaagatatggagaatgaaataaaagagtcaaaattcaagaggatttgtgtgttttgtgggagtagtgctggaaaaaagagcatctataaggaagctgcaattgagcttggaagagaaatagtatcaagaaaaatagacctggtttatggaggaggcagcattggtttgatgggtttggtctctcaagaagttca853 10 1.70E-136 96.60% gi|384081616| ref|NP_001244912.1|cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG8 [Solanum lycopersicum]/gi|383212266|dbj|BAM09003.1|cytokinin riboside 5'-monophosphate phosphoribohydrolase-like [Solanum lycopersicum];gi|970032704| ref|XP_015077Solanum lycopersicum/Solanum lycopersicum;Solanum pennellii/Solanum pennellii;Solanum tuberosum;Capsicum annuum;Capsicum annuum;Nicotiana tomentosiformis/Nicotiana tomentosiformis;Nicotiana sylvestris/Nicotiana tabacum;Solanum tuberosum;Nicotiana tabacum;N1.7E-136;2.5E-134;7.6E-132;1.3E-129;5.6E-120;1.8E-119;4.6E-119;2.7E-118;4.8E-118;1.1E-117191;218;216;215;217;219;219;228;221;221191;189;189;189;188;189;189;189;177;177191;189;187;185;179;179;179;179;172;172100.00%;100.00%;98.94%;97.88%;95.21%;94.71%;94.71%;94.71%;97.18%;97.18%100.00%;86.70%;87.50%;87.91%;86.64%;86.30%;86.30%;82.89%;80.09%;80.09%67.17%;66.47%;66.47%;66.47%;66.12%;66.47%;66.47%;66.47%;62.25%;62.25%1;2;1;1;1;1;1;1;1;13;3;3;3;3;3;3;3;3;3384081616/383212266;970032704/970032706;971583641;1026064877;1026098443;1083913010/697156816;698420768/1025081118;565346252;1025102645;697154019NP_001244912.1/BAM09003.1;XP_015077659.1/XP_015077658.1;XP_006365730.2;XP_016576889.1;XP_016548339.1;XP_009587160.1/XP_018622442.1;XP_009764788.1/XP_016454555.1;XP_006340180.1;XP_016459425.1;XP_009631261.1390.578;386.341;380.178;374.4;350.132;348.977;347.821;346.28;345.125;344.354gi|384081616| ref|NP_001244912.1|cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG8 [Solanum lycopersicum]/gi|383212266|dbj|BAM09003.1|cytokinin riboside 5'-monophosphate phosphoribohydrolase-like [Solanum lycopersicum]Solanum lycopersicum1.70E-136 191 191 191 100.00% 100.00% 67.17% 1 3 384081616;383212266NP_001244912.1;BAM09003.1390.578 SlLOG8;SlLOG8;SlLOG8;SlLOG8;SlLOG8;PGSC0003DMG400008088;SlLOG8;SlLOG8;SlLOG8;PGSC0003DMG400008088;PGSC0003DMG400008088;SlLOG8;PGSC0003DMG400008088;SlLOG8;SlLOG8;SlLOG8;SlLOG8;SlLOG8;PGSC0003DMG4000080884081;4081;4081;4081;4081;4113;4081;4081;4081;4113;4113;4081;4113;4081;4081;4081;4081;4081;4113I0IUQ4;I0IUQ4;I0IUQ4;I0IUQ4;I0IUQ4;M1AE95;I0IUQ4;I0IUQ4;I0IUQ4;M1AE95;M1AE95;I0IUQ4;M1AE95;I0IUQ4;I0IUQ4;I0IUQ4;I0IUQ4;I0IUQ4;M1AE95UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0009691-IBA;GO:0009691-IEA;GO:0005829-IBA;GO:0005829-IEA;GO:0005634-IBA;GO:0005634-IEA;GO:0016787-IEA;GO:0016799-IBA;GO:0016799-IEAcytokinin biosynthetic process-IBA;cytokinin biosynthetic process-IEA;cytosol-IBA;cytosol-IEA;nucleus-IBA;nucleus-IEA;hydrolase activity-IEA;hydrolase activity, hydrolyzing N-glycosyl compounds-IBA;hydrolase activity, hydrolyzing N-glycosyl compounds-IEABiological Process-IBA;Biological Process-IEA;Cellular Component-IBA;Cellular Component-IEA;Cellular Component-IBA;Cellular Component-IEA;Molecular Function-IEA;Molecular Function-IBA;Molecular Function-IEA4 GO:0016799;GO:0009691;GO:0005634;GO:0005829hydrolase activity, hydrolyzing N-glycosyl compounds;cytosol;cytokinin biosynthetic process;nucleusCellular Component;Cellular Component;Molecular Function;Biological ProcessIPR031100;IPR005269;noIPR;noIPR;noIPR;noIPRFAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILYLOG family;Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG;Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG;Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG;Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG;CPF03641 (PFAM);TIGR00730 (TIGRFAM);G3DSA:3.40.50.450 (GENE3D);PTHR31223 (PANTHER);PTHR31223:SF9 (PANTHER);SSF102405 (SUPERFAMILY)
Bcspec Solyc08g066450.1.1 down 2.785221116 0.414296043 0.000395385 0.002898268 132 122 160 6 25 8 564 ATGGGACATAATAGAGAAGAAACTATTGTTGGGACTAAAAAACTTGCCAT genomic_reference:SL2.50ch08 gene_region:52303231-52303794 transcript_region:SL2.50ch08:52303231..52303794+ "Unknown Protein (AHRD V1); contains Interpro domain(s) IPR012876 Protein of unknown function DUF1677, plant     61.1.1 AT5G25840 N/A Protein of unknown function (DUF1677) [Source:TAIR;Acc:AT5G25840] PGSC0003DMG400004543N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400004543] VIT_04S0008G03230 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7SU87] Bcspec 33 SOLYC08G066450.1.1 K4CLM2_SOLLC K4CLM2_SOLLC" OR " K4CLM2 N/A UPI000276BCAA SLY:101250615 K4CLM2_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 187 10645957; 16208505; 101250615; PF07911; IPR012876; Bc-Down_Solyc08g066450.1.1PREDICTED: uncharacterized protein LOC101250615 atgggacataatagagaagaaactattgttgggactaaaaaacttgccatagacaatggtctccaaagaacaatatctgatatctcatttgaacttagcaaagaagtagcagcattagtagtatgtgatcgcgatgacgatgatgatattgagaagaatgtgcttccacctatttctgaagttgaagatgcaaagtgtgagtgttgtggtatgtctgaagaatgtacacttgaatatgttaagagagttaaggaga564 10 1.40E-126 84.00% gi|460399247| ref|XP_004245153.1|PREDICTED: uncharacterized protein LOC101250615 [Solanum lycopersicum];gi|970046005| ref|XP_015084494.1|PREDICTED: uncharacterized protein LOC107027955 [Solanum pennellii];gi|971581712| ref|XP_015159551.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum;Coffea canephora;Vitis vinifera;Citrus sinensis/Citrus sinensis;Citrus clementina/Citrus clementina1.4E-126;2.6E-125;1.2E-111;2.1E-94;3.4E-88;1.3E-87;9.7E-76;1.9E-73;2.5E-73;1.9E-72187;187;183;188;192;192;186;192;186;186187;187;188;195;201;201;189;191;170;170187;186;174;165;156;155;148;144;135;135100.00%;99.47%;92.55%;84.62%;77.61%;77.11%;78.31%;75.39%;79.41%;79.41%100.00%;100.00%;102.73%;103.72%;104.69%;104.69%;101.61%;99.48%;91.40%;91.40%99.47%;99.47%;100.00%;103.72%;106.91%;106.91%;100.53%;101.60%;90.43%;90.43%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460399247;970046005;971581712;1026022603;1025180893/698520645;697129001/1025160851;661888060;731402323;568844294/641861164;557553935/567917406XP_004245153.1;XP_015084494.1;XP_015159551.1;XP_016557688.1;XP_009757139.1/XP_016472770.1;XP_016469208.1/XP_009618556.1;CDP08177.1;XP_010654629.1;XP_006476024.1/KDO79852.1;XP_006450709.1/ESR63949.1361.303;358.221;323.553;280.026;264.618;263.077;232.646;227.254;226.868;224.557gi|460399247| ref|XP_004245153.1|PREDICTED: uncharacterized protein LOC101250615 [Solanum lycopersicum]Solanum lycopersicum1.40E-126 187 187 187 100.00% 100.00% 99.47% 1 1 4.6E+08 XP_004245153.1361.303 IPR012876;noIPR;noIPRFAMILY;FAMILY;FAMILYProtein of unknown function DUF1677, plant;Protein of unknown function DUF1677, plant;Protein of unknown function DUF1677, plantPF07911 (PFAM);PTHR33108:SF14 (PANTHER);PTHR33108 (PANTHER)
Bcspec Solyc06g060830.2.1 down 1 zipper 2.996783365 2.051341753 5.86E-06 7.72E-05 135 930 538 26 43 32 897 ATGATGATGGAAAAAGAAGATCTGGGGTTGAGCCTCAGCCTAAATTTTCC genomic_reference:SL2.50ch06 gene_region:35241162-35243058 transcript_region:SL2.50ch06:35241162..35243058- go_terms:GO:0043565,GO:0042803 "Homeobox-leucine zipper protein (AHRD V1 ***- Q40781_PIMBR); contains Interpro domain(s) IPR006712 HD-ZIP protein, N-terminal     N/A N/A N/A N/A PGSC0003DMG400024157N/A Homeobox-leucine zipper protein [Source:PGSC_GENE;Acc:PGSC0003DMG400024157] N/A N/A N/A Bcspec 23 SOLYC06G060830.2.1 K4C6R3_SOLLC K4C6R3_SOLLC" OR " K4C6R3 LES.16412 UPI000276638D SLY:101249931 K4C6R3_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 298 nucleus [GO:0005634]; sequence-specific DNA binding [GO:0043565]; transcription factor activity, sequence-specific DNA binding [GO:0003700] sequence-specific DNA binding [GO:0043565]; transcription factor activity, sequence-specific DNA binding [GO:0003700] nucleus [GO:0005634] SUBCELLULAR LOCATION: Nucleus {ECO:0000256|RuleBase:RU000682, ECO:0000256|SAAS:SAAS00159552}. 10645957; 16208505; 4081.Solyc06g060830.2.1; 101249931; PF02183;PF04618;PF00046; IPR006712;IPR017970;IPR001356;IPR009057;IPR000047;IPR003106; COILED 183 220 {ECO:0000256|SAM:Coils}. 1.10.10.60; PR00031; PS00027;PS50071; SM00340;SM00389; SSF46689; Bc-Down_Solyc06g060830.2.1homeobox-leucine zipper HAT4-like tcagattgcaaagtccaatttaattctcacatcttaccagaagaaaaaaaactgaaaaaatccttgtttgaggaagagttatacattagagaaattcgtagcaattaaaatgatgatggaaaaagaagatctggggttgagcctcagcctaaattttcctgcagaaaagagaacaacaaccacaaatctcatttctctacctccttcttcttctttcaataataattattggactactcatcctccgtttcctcat1308 10 0.00E+00 85.20% gi|460392779| ref|XP_004241991.1|PREDICTED: homeobox-leucine zipper protein HAT4 [Solanum lycopersicum];gi|970032296| ref|XP_015077450.1|PREDICTED: homeobox-leucine zipper protein HAT4 [Solanum pennellii];gi|565404053| ref|XP_006367464.1|PREDICTED: homeobox-lSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Nicotiana tomentosiformis;Jatropha curcas/Jatropha curcas;Populus trichocarpa/Populus trichocarpa/Po0.0E0;0.0E0;0.0E0;6.6E-157;3.4E-136;1.1E-135;2.3E-135;2.4E-118;5.5E-118;3.4E-117298;298;306;313;274;277;274;288;293;305298;298;307;322;298;298;298;291;292;296298;293;285;264;247;248;246;231;227;231100.00%;98.32%;92.83%;81.99%;82.89%;83.22%;82.55%;79.38%;77.74%;78.04%100.00%;100.00%;100.33%;102.88%;108.76%;107.58%;108.76%;101.04%;99.66%;97.05%68.35%;68.35%;70.41%;73.85%;68.35%;68.35%;68.35%;66.74%;66.97%;67.89%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2460392779;970032296;565404053;1026061296;697163917;698482725/1025256395;1025292658;697161365;802582231/643732920;566161448/566161446/550342660/550342659XP_004241991.1;XP_015077450.1;XP_006367464.1;XP_016575096.1;XP_009590779.1;XP_009788263.1/XP_016489981.1;XP_016497876.1;XP_009589459.1;XP_012070041.1/KDP39909.1;XP_006385549.1/EEE78344.2/ERP63346.1/XP_002303365.2601.282;585.104;525.398;453.751;399.438;398.282;397.512;354.755;353.984;352.443gi|460392779| ref|XP_004241991.1|PREDICTED: homeobox-leucine zipper protein HAT4 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 298 298 298 100.00% 100.00% 68.35% 1 2 4.6E+08 XP_004241991.1601.282 POPTR_0003s07760g;JCGZ_03440;POPTR_0003s07760g;POPTR_0003s07760g;JCGZ_03440;POPTR_0003s07760g;POPTR_0003s07760g;PGSC0003DMG400024157;PGSC0003DMG400024157;K4C6R3;POPTR_0003s07760g;POPTR_0003s07760g;K4C6R3;PGSC0003DMG400024157;JCGZ_03440;POPTR_0003s07760g;PO3694;180498;3694;3694;180498;3694;3694;4113;4113;4081;3694;3694;4081;4113;180498;3694;3694;180498;3694;180498;3694;180498;180498;3694;3694;3694;4081;3694;180498;3694;180498;4113;3694;4113;3694;4081;4081;3694;3694;180498B9GYL8;A0A067L724;B9GYL8;B9GYL8;A0A067L724;B9GYL8;B9GYL8;M1C8G7;M1C8G7;K4C6R3;B9GYL8;B9GYL8;K4C6R3;M1C8G7;A0A067L724;B9GYL8;B9GYL8;A0A067L724;B9GYL8;A0A067L724;B9GYL8;A0A067L724;A0A067L724;B9GYL8;B9GYL8;B9GYL8;K4C6R3;B9GYL8;A0A067L724;B9GYL8;A0A067L724;M1CUniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0003677-IEA;GO:0003700-IEA;GO:0006355-IEA;GO:0043565-IEA;GO:0005634-IEADNA binding-IEA;transcription factor activity, sequence-specific DNA binding-IEA;regulation of transcription, DNA-templated-IEA;sequence-specific DNA binding-IEA;nucleus-IEAMolecular Function-IEA;Molecular Function-IEA;Biological Process-IEA;Molecular Function-IEA;Cellular Component-IEA4 GO:0005634;GO:0003700;GO:0006355;GO:0043565transcription factor activity, sequence-specific DNA binding;sequence-specific DNA binding;nucleus;regulation of transcription, DNA-templatedCellular Component;Molecular Function;Molecular Function;Biological ProcessnoIPR;IPR000047;IPR003106;IPR001356;noIPR;IPR006712;IPR001356;IPR003106;IPR009057;noIPR;noIPR;noIPR;noIPR;IPR017970;IPR001356;IPR009057null;CONSERVED_SITE;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;CONSERVED_SITE;DOMAIN;DOMAINnull;Helix-turn-helixmotif;Leucine zipper, homeobox-associated;Homeoboxdomain;Homeoboxdomain;HD-ZIP protein, N-terminal;Homeoboxdomain;Leucine zipper, homeobox-associated;Homeodomain-like;Homeodomain-like;Homeodomain-like;Homeodomain-like;Homeodomain-lCoil (COILS);PR00031 (PRINTS);SM00340 (SMART);SM00389 (SMART);G3DSA:1.20.5.170 (GENE3D);PF04618 (PFAM);PF00046 (PFAM);PF02183 (PFAM);G3DSA:1.10.10.60 (GENE3D);PTHR24326:SF243 (PANTHER);PTHR24326 (PANTHER);PTHR24326:SF243 (PANTHER);PTHR24326 (PANTHER);PS000GO:0003677;GO:0006355/GO:0043565/GO:0003700;GO:0003677;GO:0005634;GO:0003677;GO:0006355/GO:0043565/GO:0003700;GO:0003677;GO:0006355/GO:0043565;GO:0003677;GO:0003677DNA binding;regulation of transcription, DNA-templated/sequence-specific DNA binding/transcription factor activity, sequence-specific DNA binding;DNA binding;nucleus;DNA binding;regulation of transcription, DNA-templated/sequence-specific DNA binding/transMolecular Function;Biological Process/Molecular Function/Molecular Function;Molecular Function;Cellular Component;Molecular Function;Biological Process/Molecular Function/Molecular Function;Molecular Function;Biological Process/Molecular Function;Molecular Function;Molecular Function
Bcspec Solyc01g010970.2.1 down 1 3.228226763 0.268863422 0.001442447 0.008661893 49 241 157 0 20 7 3003 ATGGAACATACTGAAAACTCCAACAAATGCAACTCTAAATCAACAACTGC genomic_reference:SL2.50ch01 gene_region:6612318-6616335 transcript_region:SL2.50ch01:6612318..6616335+ go_terms:GO:0019899 "ARGONAUTE 1 (AHRD V1 ***- D6RUV9_TOBAC); contains Interpro domain(s) IPR003165 Stem cell self-renewal protein Piwi    63.1.1 AT1G69440 AGO7 Protein argonaute 7 [Source:UniProtKB/Swiss-Prot;Acc:Q9C793] PGSC0003DMG400024301AGO7 Eukaryotic translation initiation factor 2c [Source:PGSC_GENE;Acc:PGSC0003DMG400024301] VIT_01S0113G00500 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H5X3] VIT_03S0038G00830 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6I1U1] Bcspec 2 SOLYC01G010970.2.1 K4ATU0_SOLLC =I7BBC5 K4ATU0_SOLLC" OR " K4ATU0 LES.26044 UPI0002761EDB SLY:101055594 K4ATU0_SOLLC unreviewed AGO7 (Uncharacterized protein) Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 1000 cytoplasm [GO:0005737]; nucleic acid binding [GO:0003676]; production of lsiRNA involved in RNA interference [GO:0010599]; production of ta-siRNAs involved in RNA interference [GO:0010267]; regulation of development, heterochronic [GO:0040034]; vegetative phase change [GO:0010050]; viral gene silencing in virus induced gene silencing [GO:0060145]production of lsiRNA involved in RNA interference [GO:0010599]; production of ta-siRNAs involved in RNA interference [GO:0010267]; regulation of development, heterochronic [GO:0040034]; vegetative phase change [GO:0010050]; viral gene silencing in virus induced gene silencing [GO:0060145] nucleic acid binding [GO:0003676] cytoplasm [GO:0005737] 10645957; 16208505; 4081.Solyc01g010970.2.1; 101055594; PF08699;PF16488;PF16486;PF02170;PF02171; IPR014811;IPR032472;IPR032474;IPR003100;IPR003165;IPR012337; SIMILARITY: Belongs to the argonaute family. {ECO:0000256|RuleBase:RU361178}.; SIMILARITY: Contains 1 PAZ domain. {ECO:0000256|RuleBase:RU361178}.; SIMILARITY: Contains 1 Piwi domain. {ECO:0000256|RuleBase:RU361178}. Argonaute family 3.30.420.10; PS50821;PS50822; SM01163;SM00949;SM00950; SSF101690;SSF53098; Bc-Down_Solyc01g010970.2.1---NA--- atggaacatactgaaaactccaacaaatgcaactctaaatcaacaactgccaaaatatgtccaaataacaacaacaacaacaacaataatcactatattgcttttggttttcatcacaatactaataataatcaatatcatgaaacttaccctcctcttctccctttacctcctctactacctcctcttcaactaccttttcctcaaaatcacaacttcagatcaagaacccatctccataaaccttcatttaacc3175 IPR003165;IPR014811;IPR003100;IPR032472;IPR003100;IPR012337;noIPR;IPR014811;IPR032474;noIPR;IPR003165;noIPR;noIPR;noIPR;noIPR;IPR003165;IPR003100;IPR012337;IPR003100DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINPiwi domain;Argonaute, linker 1 domain;PAZ domain;Argonaute linker 2 domain;PAZ domain;Ribonuclease H-like domain;Ribonuclease H-like domain;Argonaute, linker 1 domain;Protein argonaute, N-terminal;Protein argonaute, N-terminal;Piwi domain;Piwi domain;PiwiSM00950 (SMART);SM01163 (SMART);SM00949 (SMART);PF16488 (PFAM);PF02170 (PFAM);G3DSA:3.30.420.10 (GENE3D);G3DSA:3.40.50.2300 (GENE3D);PF08699 (PFAM);PF16486 (PFAM);G3DSA:2.170.260.10 (GENE3D);PF02171 (PFAM);PTHR22891 (PANTHER);PTHR22891:SF9 (PANTHER);PTHR22GO:0003676;GO:0005515;GO:0005515;GO:0003676;GO:0003676;GO:0003676;GO:0005515;GO:0003676;GO:0005515nucleic acid binding;protein binding;protein binding;nucleic acid binding;nucleic acid binding;nucleic acid binding;protein binding;nucleic acid binding;protein bindingMolecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function

KEGG: Plant hormone signal transduction Bcspec Solyc10g076790.1.1 down 1 3.258410195 1.198737968 0.001119952 0.006989584 268 293 207 0 15 28 1458 ATGTATGCTGAGAAGCAAGCAGAGGAAGCTATTGTTTCAAACTTCAATGG genomic_reference:SL2.50ch10 gene_region:59070137-59074683 transcript_region:SL2.50ch10:59070137..59074683- go_terms:GO:0010328,GO:0010011 "Auxin transporter-like protein 1 (AHRD V1 **** B6U1Y3_MAIZE); contains Interpro domain(s) IPR013057 Amino acid transporter, transmembrane   64.1.1 AT2G38120 AUX1 Auxin transporter protein 1 [Source:UniProtKB/Swiss-Prot;Acc:Q96247] PGSC0003DMG400019182N/A Auxin influx transport protein [Source:PGSC_GENE;Acc:PGSC0003DMG400019182] VIT_08S0007G02030 AUX1 Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TH97] Bcspec 41 SOLYC10G076790.1.1 F8SS65_SOLLC F8SS65_SOLLC" OR " F8SS65 LES.18433 UPI0002146C22 SLY:100736479 F8SS65_SOLLC unreviewed LAX4 protein (Uncharacterized protein) Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 485 integral component of membrane [GO:0016021]; plasma membrane [GO:0005886]; amino acid transmembrane transporter activity [GO:0015171]; amino acid transmembrane transport [GO:0003333] amino acid transmembrane transport [GO:0003333] amino acid transmembrane transporter activity [GO:0015171] integral component of membrane [GO:0016021]; plasma membrane [GO:0005886] TRANSMEM 80 102 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 139 161 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 173 191 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 198 221 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 233 255 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 267 291 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 313 337 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 349 373 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 379 401 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 422 445 Helical. {10645957; 16208505; 22211518; 4081.Solyc10g076790.1.1; 100736479; PF01490; IPR013057; Bc-Down_Solyc10g076790.1.1auxin transporter 4 atgtatgctgagaagcaagcagaggaagctattgtttcaaacttcaatggaactgatcgtgatggggaggaagttgagaaattaggtgaagaagatcattctgtttttagtgtcaaaagcctgctctggcatggtggctctgtttgggatgcttggttcagctgtgcttctaatcaagttgctcaagtgctattgacactgccatattcattttctcaacttggtatggtatctggcgtagtgtttcaagtgtttt1458 10 0.00E+00 96.00% gi|350539539| ref|NP_001234688.1|LAX4 protein [Solanum lycopersicum]/gi|723737438| ref|XP_010327677.1|PREDICTED: LAX4 protein isoform X1 [Solanum lycopersicum]/gi|723737441| ref|XP_010327679.1|PREDICTED: LAX4 protein isoform X1 [Solanum lycopersicum]/gi|33727Solanum lycopersicum/Solanum lycopersicum/Solanum lycopersicum/Solanum lycopersicum;Solanum pennellii/Solanum pennellii;Solanum tuberosum;Capsicum annuum/Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana tabacum;Sol0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0485;485;485;487;487;487;486;487;487;489485;485;485;488;488;469;469;485;485;491485;481;480;468;467;455;452;455;454;462100.00%;99.18%;98.97%;95.90%;95.70%;97.01%;96.38%;93.81%;93.61%;94.09%100.00%;100.00%;100.00%;100.21%;100.21%;96.30%;96.50%;99.59%;99.59%;100.41%99.79%;99.79%;99.79%;100.41%;100.41%;96.50%;96.50%;99.79%;99.79%;101.03%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723737441/350539539/337271826/723737438;970055004/970055006;565365544;1026093794/1026093796;698426915/1025209089;697116646;1025053877;970052922;337271820/350539531;698458372/1025100252XP_010327677.1/XP_010327679.1/NP_001234688.1/AEI69671.1;XP_015089152.1/XP_015089151.1;XP_006349465.1;XP_016546022.1/XP_016546020.1;XP_009787627.1/XP_016479066.1;XP_009612241.1;XP_016448285.1;XP_015088085.1;NP_001233919.1/AEI69668.1;XP_009781043.1/XP_016458965.296;953.355;949.118;900.968;900.197;887.486;872.848;866.3;865.144;863.988gi|350539539| ref|NP_001234688.1|LAX4 protein [Solanum lycopersicum]/gi|723737438| ref|XP_010327677.1|PREDICTED: LAX4 protein isoform X1 [Solanum lycopersicum]/gi|337271826|gb|AEI69671.1|LAX4 protein [Solanum lycopersicum]/gi|723737441| ref|XP_010327679.1|PRESolanum lycopersicum0.00E+00 485 485 485 100.00% 100.00% 99.79% 1 1 723737441;350539539;337271826;723737438XP_010327677.1;XP_010327679.1;NP_001234688.1;AEI69671.1965.296 F8SS62;F8SS65;F8SS62;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS62;F8SS62;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;PGSC0003DMG400019182;PGSC0003DMG400019182;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS654081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4113;4113;4081;4081;4081;4081;4081;4081F8SS62;F8SS65;F8SS62;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS62;F8SS62;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;M1BNM1;M1BNM1;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65;F8SS65UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0016020-IEA;GO:0016021-IEA;GO:0015171-IBA;GO:0003333-IBA;GO:0005886-IBAmembrane-IEA;integral component of membrane-IEA;amino acid transmembrane transporter activity-IBA;amino acid transmembrane transport-IBA;plasma membrane-IBACellular Component-IEA;Cellular Component-IEA;Molecular Function-IBA;Biological Process-IBA;Cellular Component-IBA4 GO:0016021;GO:0015171;GO:0005886;GO:0003333plasma membrane;amino acid transmembrane transport;integral component of membrane;amino acid transmembrane transporter activityCellular Component;Cellular Component;Molecular Function;Biological ProcessIPR013057;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPRDOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINAmino acid transporter, transmembrane domain;Amino acid transporter, transmembrane domain;Amino acid transporter, transmembrane domain;Amino acid transporter, transmembrane domain;Amino acid transporter, transmembrane domain;Amino acid transporter, transmePF01490 (PFAM);PTHR22950 (PANTHER);PTHR22950:SF256 (PANTHER);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TMhelix (TMHMM);TMhelix (TMHMM);TMhelix (TMHMM);TMhelix (TMHMM);TMhelix (TMHMM);TMhelix (TMHMM);TMhelix (TMHMM);TMhelix (TMH
Bcspec Solyc01g066640.2.1 down 1 3.470488192 -0.446740222 0.00011117 0.000990706 81 99 61 4 7 2 1152 ATGGTGATGGAAGGGATTGAAGAAGACATGGGTGATGGTAATATGATATG genomic_reference:SL2.50ch01 gene_region:67226826-67228376 transcript_region:SL2.50ch01:67226826..67228376+ "Os04g0405500 protein (Fragment) (AHRD V1 *-*- Q0JDG3_ORYSJ)"       65.1.1 AT5G49100 N/A unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G06868.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eu /.../es - 2996 (source: NCBI BLink). [Source:TAIR;Acc:AT5G49100]65.1.2 AT3G06868 N/A unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G49100.1); Has 30201 Blast hits to 17322 /.../ins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink). [Source:TAIR;Acc:AT3G06868] PGSC0003DMG400035598N/A Conserved gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400035598] VIT_05S0077G02270 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H6Y5] Bcspec 4 SOLYC01G066640.2.1 K4AWR5_SOLLC K4AWR5_SOLLC" OR " K4AWR5 N/A UPI0002762B5C SLY:101257508 K4AWR5_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 383 10645957; 16208505; 101257508; Bc-Down_Solyc01g066640.2.1PREDICTED: uncharacterized protein DDB_G0271670 ttactccaccatttgactgaccatttttcccttacttcttcttctcctcttgtcttcaacttattgttttcgtaagataacagagcagagttgaaaacagagttcgttagttaaagcttcaatggtgatggaagggattgaagaagacatgggtgatggtaatatgatatgtgcaaatcatccttacaagaataataccccaggtgggatctgtgctttttgccttcaagaaaagcttggaaaacttgtttcttcc1551 10 0.00E+00 76.00% gi|460366770| ref|XP_004229252.1|PREDICTED: uncharacterized protein DDB_G0271670 [Solanum lycopersicum];gi|969996603| ref|XP_015063992.1|PREDICTED: uncharacterized protein DDB_G0271670-like [Solanum pennellii];gi|565351745| ref|XP_006342813.1|PREDICTED: unchaSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum;Coffea canephora;Sesamum indicum;Sesamum indicum;Nicotiana tabacum0.0E0;1.8E-168;1.6E-159;2.3E-120;9.3E-116;5.4E-111;1.5E-85;4.4E-81;3.8E-77;1.5E-66383;393;400;386;409;417;403;405;408;336383;396;401;398;423;426;414;411;426;397383;367;357;305;309;309;284;266;278;246100.00%;92.68%;89.03%;76.63%;73.05%;72.54%;68.60%;64.72%;65.26%;61.96%100.00%;100.76%;100.25%;103.11%;103.42%;102.16%;102.73%;101.48%;104.41%;118.15%74.08%;76.60%;77.56%;76.98%;81.82%;82.40%;80.08%;79.50%;82.40%;76.79%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2460366770;969996603;565351745;1026017651;1025210285/698480710;1025328533/697172517;661897137;747050713;747086941;1025340796XP_004229252.1;XP_015063992.1;XP_006342813.1;XP_016537364.1;XP_009787390.1/XP_016479393.1;XP_016505659.1/XP_009595195.1;CDO98849.1;XP_011071438.1;XP_011090992.1;XP_016508176.1545.043;489.189;466.848;366.311;355.525;343.584;277.715;266.159;256.144;226.098gi|460366770| ref|XP_004229252.1|PREDICTED: uncharacterized protein DDB_G0271670 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 383 383 383 100.00% 100.00% 74.08% 1 2 4.6E+08 XP_004229252.1545.043 noIPR;noIPRnull;null null;null PTHR34460:SF2 (PANTHER);PTHR34460 (PANTHER)
Bcspec Solyc06g053210.2.1 down 1 3.934682392 -1.110841471 0.000567333 0.003921524 58 59 30 0 5 1 567 ATGTGTGAATGTTTCGTGAGCCCACATCACTATAAGCCCTCCCCTGTAAC genomic_reference:SL2.50ch06 gene_region:32437213-32440088 transcript_region:SL2.50ch06:32437213..32440088+ go_terms:GO:0031386,GO:0043008 "Ubiquitin (AHRD V1 ***- C1GNZ3_PARBA); contains Interpro domain(s) IPR019956 Ubiquitin subgroup       66.1.1 AT3G52590 RPL40B Ubiquitin-60S ribosomal protein L40-1 [Source:UniProtKB/Swiss-Prot;Acc:B9DHA6] 66.1.2 AT4G05050 UBQ11 Polyubiquitin 11 [Source:UniProtKB/Swiss-Prot;Acc:P0CH33] PGSC0003DMG400018533N/A Ubiquitin fusion protein [Source:PGSC_GENE;Acc:PGSC0003DMG400018533] VIT_16S0098G01190 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:E0CVA2] Bcspec 20 SOLYC06G053210.2.1 K4C608_SOLLC K4C608_SOLLC" OR " K4C608 N/A UPI0002767493 N/A K4C608_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 188 ribosome [GO:0005840]; structural constituent of ribosome [GO:0003735]; translation [GO:0006412] translation [GO:0006412] structural constituent of ribosome [GO:0003735] ribosome [GO:0005840] 10645957; 16208505; K4C608; 4081.Solyc06g053210.2.1; PF01020;PF00240; IPR001975;IPR011332;IPR019956;IPR029071;IPR019954;IPR000626; PR00348; PS00299;PS50053; SM01377;SM00213; SSF54236;SSF57829; Bc-Down_Solyc06g053210.2.1ubiquitin-60S ribosomal L40 atgtgtgaatgtttcgtgagcccacatcactataagccctcccctgtaacaaaacccactctagcctcggatttgcttgacactccattgaagaagacgcagatcttcgtgaaaaccctaacagggaagactataacccttgaggttgaatccatcgatacaatcgacaatgtcaaggctaagattcaggataaggaaggcatccctccggaccagcagcgtttgatatttgctggtaagcagcttgaagatggac825 10 1.70E-87 92.70% gi|723706877| ref|XP_010322296.1|PREDICTED: ubiquitin-60S ribosomal protein L40-like [Solanum lycopersicum];gi|674959935|emb|CDX73619.1|BnaC08g23840D [Brassica napus];gi|118483333|gb|ABK93568.1|unknown [Populus trichocarpa];gi|1000944557| ref|XP_015581578.1|Solanum lycopersicum;Brassica napus;Populus trichocarpa;Ricinus communis;Solanum lycopersicum/Populus trichocarpa/Populus trichocarpa/Solanum lycopersicum/Solanum lycopersicum/Solanum lycopersicum/Fragaria vesca subsp. vesca/Fragaria vesca subsp. vesca/Sol1.7E-87;1.8E-76;4.1E-76;1.5E-75;2.3E-75;2.4E-75;5.4E-75;5.8E-75;6.1E-75;7.4E-75146;129;128;121;128;126;151;128;128;128158;127;127;121;127;121;130;127;127;127136;119;119;116;119;115;121;119;119;11986.08%;93.70%;93.70%;95.87%;93.70%;95.04%;93.08%;93.70%;93.70%;93.70%108.22%;98.45%;99.22%;100.00%;99.22%;96.03%;86.09%;99.22%;99.22%;99.22%57.45%;46.18%;46.18%;44.00%;46.18%;44.00%;47.27%;46.18%;46.18%;46.18%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723706877;674959935;118483333;1000944557;970044121/657970110/460378491/694394223/694448616/694381294/565345340/697142940/657945763/695023993/565403819/970003528/901826779/970046670/222868968/321149957/565353744/695053007/901819875/694364484/470135469/65801XP_010322296.1;CDX73619.1;ABK93568.1;XP_015581578.1;XP_016433224.1/XP_017237390.1/XP_017232048.1/XP_009625575.1/XP_009631115.1/XP_008381409.1/XP_008343804.1/XP_008367323.1/XP_008387026.1/XP_008376789.1/ABK95887.1/XP_002318470.1/EEE96690.1/EEF06099.1/XP_002264.618;236.113;235.343;233.417;233.417;233.032;233.032;232.261;232.261;231.876gi|723706877| ref|XP_010322296.1|PREDICTED: ubiquitin-60S ribosomal protein L40-like [Solanum lycopersicum]Solanum lycopersicum1.70E-87 146 158 136 86.08% 108.22% 57.45% 1 1 7.24E+08 XP_010322296.1264.618 ZOSMA_106G00180;POPTR_0012s03140g;POPTR_0012s03140g;PGSC0003DMG400012238;M0TVP4;AALP_AA3G124500;POPTR_0012s03140g;PRUPE_ppa013338mg;POPTR_0012s03140g;K4B017;A9PB15;K4B017;POPTR_0012s03140g;POPTR_0012s03140g;POPTR_0012s03140g;POPTR_0012s03140g;PRUPE_ppa013329655;3694;3694;4113;214687;50452;3694;3760;3694;4081;3694;4081;3694;3694;3694;3694;3760;214687;4113;4113;3694;4112;214687;3760;3694;3694;74645;74645;4113;29655;3760;50452;4113;3694;3694;4113;4113;3708;3760;214687;3760;4113;3708;3694;3694;4113;3694;214687;A0A0K9Q4C8;A9PC21;A9PC21;M1AWG5;M0TVP4;A0A087H8S0;A9PC21;M5W3W7;A9PC21;K4B017;A9PB15;K4B017;A9PC21;A9PC21;A9PC21;A9PC21;M5W3W7;M0TVP4;M1AWG5;M1AWG5;A9PC21;F2VPP5;M0TVP4;M5W3W7;A9PC21;A9PC21;J7G5B5;J7G5B5;M1AWG5;A0A0K9Q4C8;M5W3W7;A0A087H8S0;M1AWG5;A9PC21;A9UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0003735-IEA;GO:0005840-IEA;GO:0006412-IEAstructural constituent of ribosome-IEA;ribosome-IEA;translation-IEA Molecular Function-IEA;Cellular Component-IEA;Biological Process-IEA3 GO:0003735;GO:0005840;GO:0006412translation;ribosome;structural constituent of ribosomeCellular Component;Molecular Function;Biological ProcessIPR019956;IPR001975;IPR000626;IPR000626;IPR001975;noIPR;noIPR;IPR019954;IPR000626;IPR011332;IPR029071FAMILY;FAMILY;DOMAIN;DOMAIN;FAMILY;FAMILY;FAMILY;CONSERVED_SITE;DOMAIN;DOMAIN;DOMAINUbiquitin;Ribosomal protein L40e;Ubiquitin domain;Ubiquitin domain;Ribosomal protein L40e;Ribosomal protein L40e;Ribosomal protein L40e;Ubiquitin conserved site;Ubiquitin domain;Zinc-binding ribosomal protein;Ubiquitin-related domainPR00348 (PRINTS);SM01377 (SMART);SM00213 (SMART);PF00240 (PFAM);PF01020 (PFAM);G3DSA:3.10.20.90 (GENE3D);PTHR10666 (PANTHER);PS00299 (PROSITE_PATTERNS);PS50053 (PROSITE_PROFILES);SSF57829 (SUPERFAMILY);SSF54236 (SUPERFAMILY)GO:0003735/GO:0006412/GO:0005840;GO:0005515;GO:0005515;GO:0003735/GO:0006412/GO:0005840;GO:0005515;GO:0006412structural constituent of ribosome/translation/ribosome;protein binding;protein binding;structural constituent of ribosome/translation/ribosome;protein binding;translationMolecular Function/Biological Process/Cellular Component;Molecular Function;Molecular Function;Molecular Function/Biological Process/Cellular Component;Molecular Function;Biological Process
Bcspec Solyc11g010340.1.1 down 1 transcription factor 5.01821607 -2.026106998 0.000959904 0.00612349 17 24 32 0 0 1 897 ATGGCTCTTGAAACTGTTGTTTTCCAACAAGATCCTTTCAATTATAGCCA genomic_reference:SL2.50ch11 gene_region:3413585-3415798 transcript_region:SL2.50ch11:3413585..3415798- go_terms:GO:0003700 "BHLH transcription factor (AHRD V1 **** Q401N4_9LILI); contains Interpro domain(s) IPR001092 Basic helix-loop-helix dimerisation region bHLH   67.1.1 AT5G65320 BHLH99 Transcription factor bHLH99 [Source:UniProtKB/Swiss-Prot;Acc:Q9FKQ6] PGSC0003DMG400016145N/A Transcription factor bHLH96 [Source:PGSC_GENE;Acc:PGSC0003DMG400016145] VIT_07S0191G00240 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HRQ0] Bcspec 46 SOLYC11G010340.1.1 K4D5J5_SOLLC K4D5J5_SOLLC" OR " K4D5J5 N/A UPI00027694F0 SLY:101264779 K4D5J5_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 298 10645957; 16208505; K4D5J5; 101264779; PF00010; IPR011598; SIMILARITY: Contains 1 basic helix-loop-helix (bHLH) domain. {ECO:0000256|RuleBase:RU000367}. 4.10.280.10; PS50888; SM00353; SSF47459; Bc-Down_Solyc11g010340.1.1transcription factor bHLH96-like atggctcttgaaactgttgttttccaacaagatcctttcaattatagccacaaagattgtaatttttacaatcttgaaacttttcatgattatggtaattttggctatgaggggtataattggaattcttcaataccacaaagttacaacgacgacgataacaacaacaatatcaataataataatagtaattcttcgccggataaatattttccggtggagagtacggtggtttcaggacggagaaaaaggcggc897 10 0.00E+00 83.00% gi|460409395| ref|XP_004250124.1|PREDICTED: transcription factor bHLH96-like [Solanum lycopersicum];gi|970061863| ref|XP_015057803.1|PREDICTED: transcription factor bHLH96-like [Solanum pennellii];gi|1026101066| ref|XP_016549672.1|PREDICTED: transcription facSolanum lycopersicum;Solanum pennellii;Capsicum annuum;Nicotiana sylvestris;Nicotiana tabacum;Nicotiana tomentosiformis;Solanum tuberosum;Coffea canephora;Sesamum indicum;Nelumbo nucifera0.0E0;0.0E0;5.7E-143;3.0E-138;1.3E-135;2.5E-135;7.0E-130;9.5E-104;3.3E-103;1.9E-99298;296;364;291;291;291;208;297;286;326298;298;236;305;304;304;211;302;311;330298;290;214;252;247;247;199;216;212;220100.00%;97.32%;90.68%;82.62%;81.25%;81.25%;94.31%;71.52%;68.17%;66.67%100.00%;100.68%;64.84%;104.81%;104.47%;104.47%;101.44%;101.68%;108.74%;101.23%99.67%;99.67%;78.93%;102.01%;101.67%;101.67%;70.57%;101.00%;104.01%;110.37%1;1;2;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460409395;970061863;1026101066;698472881;1025204403;697142526;971560491;661894525;747103939;720054195XP_004250124.1;XP_015057803.1;XP_016549672.1;XP_009784356.1;XP_016477918.1;XP_009625368.1;XP_015166704.1;CDP01524.1;XP_011100183.1;XP_010272971.1587.415;567.385;414.461;399.823;393.275;392.504;375.555;312.383;310.842;302.753gi|460409395| ref|XP_004250124.1|PREDICTED: transcription factor bHLH96-like [Solanum lycopersicum]Solanum lycopersicum0.00E+00 298 298 298 100.00% 100.00% 99.67% 1 1 4.6E+08 XP_004250124.1587.415 K4D5J5;GSCOC_T000366080014081;49390K4D5J5;A0A068U014UniProtKB;UniProtKBGO:0046983-IEAprotein dimerization activity-IEA Molecular Function-IEA1 GO:0046983protein dimerization activityMolecular Function noIPR;IPR011598;IPR011598;IPR011598;noIPR;noIPR;IPR011598;IPR011598null;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINnull;Myc-type, basic helix-loop-helix (bHLH) domain;Myc-type, basic helix-loop-helix (bHLH) domain;Myc-type, basic helix-loop-helix (bHLH) domain;Myc-type, basic helix-loop-helix (bHLH) domain;Myc-type, basic helix-loop-helix (bHLH) domain;Myc-type, basic Coil (COILS);SM00353 (SMART);PF00010 (PFAM);G3DSA:4.10.280.10 (GENE3D);PTHR11969:SF19 (PANTHER);PTHR11969 (PANTHER);PS50888 (PROSITE_PROFILES);SSF47459 (SUPERFAMILY)GO:0046983;GO:0046983;GO:0046983;GO:0046983;GO:0046983protein dimerization activity;protein dimerization activity;protein dimerization activity;protein dimerization activity;protein dimerization activityMolecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function
Bcspec Solyc12g096490.1.1 down 1 5.261433564 -0.066946037 4.39E-06 5.97E-05 168 89 51 0 3 2 495 ATGAGAACTGTGAGTACCTTCATTGCTACTCCATCAACAATTGAACCAGT genomic_reference:SL2.50ch12 gene_region:63727414-63727908 transcript_region:SL2.50ch12:63727414..63727908- "GDU1 (AHRD V1 *-*- B6TY22_MAIZE)"       68.1.1 AT4G31730 GDU1 Protein GLUTAMINE DUMPER 1 [Source:UniProtKB/Swiss-Prot;Acc:O81775] 68.1.2 AT2G24762 GDU4 Protein GLUTAMINE DUMPER 4 [Source:UniProtKB/Swiss-Prot;Acc:Q8S8A0] 68.1.3 AT5G24920 GDU5 Protein GLUTAMINE DUMPER 5 [Source:UniProtKB/Swiss-Prot;Acc:Q3E965] PGSC0003DMG400029276N/A GDU1 [Source:PGSC_GENE;Acc:PGSC0003DMG400029276] VIT_04S0008G07370 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H3M0] Bcspec 50 SOLYC12G096490.1.1 K4DHC2_SOLLC K4DHC2_SOLLC" OR " K4DHC2 N/A UPI0002769D3E N/A K4DHC2_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 164 integral component of membrane [GO:0016021] integral component of membrane [GO:0016021] TRANSMEM 40 66 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 4081.Solyc12g096490.1.1; 104645215; Bc-Down_Solyc12g096490.1.1GLUTAMINE DUMPER 2-like atgagaactgtgagtaccttcattgctactccatcaacaattgaaccagttgaatcaacggtgaaaactactttttcgccggtggagagtttccagagatcgccgtggcattcaccggcggcgtacctattcatcggtgttgcagcgatgctagggttaatagcatttgcacttgtaattttagcttgttcttatttaaaacgctccggcgagactagcgatagtaccgatgatctggaatccggcgccggtgaga495 10 1.00E-97 80.60% gi|723753441| ref|XP_010314795.1|PREDICTED: protein GLUTAMINE DUMPER 5-like [Solanum lycopersicum];gi|970067332| ref|XP_015060749.1|PREDICTED: protein GLUTAMINE DUMPER 5-like [Solanum pennellii];gi|971542283| ref|XP_006342454.2|PREDICTED: protein GLUTAMINE DUSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana sylvestris/Nicotiana tabacum;Capsicum annuum;Nicotiana sylvestris;Nicotiana tomentosiformis/Nicotiana tabacum;Solanum pennellii1.0E-97;3.1E-92;8.0E-86;7.8E-60;4.0E-59;9.5E-51;3.4E-46;2.3E-44;4.1E-44;7.9E-44164;164;164;173;173;162;161;169;146;152164;164;164;131;131;130;165;174;137;127164;159;151;109;108;100;117;112;96;93100.00%;96.95%;92.07%;83.21%;82.44%;76.92%;70.91%;64.37%;70.07%;73.23%100.00%;100.00%;100.00%;75.72%;75.72%;80.25%;102.48%;102.96%;93.84%;83.55%99.39%;99.39%;99.39%;79.39%;79.39%;78.79%;100.00%;105.45%;83.03%;76.97%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723753441;970067332;971542283;1025087660;697124120;1025366350/698538232;1026101579;698445752;1025087656/697124118;970067254XP_010314795.1;XP_015060749.1;XP_006342454.2;XP_016456185.1;XP_009616053.1;XP_009765071.1/XP_016440242.1;XP_016549916.1;XP_009768263.1;XP_016456184.1/XP_009616052.1;XP_015060708.1286.574;272.707;256.529;191.045;189.119;167.548;155.992;151.754;150.214;149.828gi|723753441| ref|XP_010314795.1|PREDICTED: protein GLUTAMINE DUMPER 5-like [Solanum lycopersicum]Solanum lycopersicum1.00E-97 164 164 164 100.00% 100.00% 99.39% 1 1 7.24E+08 XP_010314795.1286.574 K4DHC2;K4DHC24081;4081 K4DHC2;K4DHC2UniProtKB;UniProtKBGO:0016020-IEA;GO:0016021-IEAmembrane-IEA;integral component of membrane-IEA Cellular Component-IEA;Cellular Component-IEA1 GO:0016021integral component of membraneCellular Component noIPR;noIPR;noIPR;noIPR;noIPR;noIPRnull;null;null;null;null;nullnull;null;null;null;null;nullPTHR33228 (PANTHER);PTHR33228:SF5 (PANTHER);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);TMhelix (TMHMM)
PIspec Solyc02g068670.1.1 up 1 -4.432804204 2.330803652 7.93E-18 1.54E-14 6 31 18 425 872 275 1704 ATGTATGTGCCACTTTACCAAGCAGCGTTAGGCGGTAATTGGGAAAAGGC genomic_reference:SL2.50ch02 gene_region:33196894-33199149 transcript_region:SL2.50ch02:33196894..33199149+ go_terms:GO:0005515 "Ankyrin repeat-containing protein At3g12360 (AHRD V1 **-- Y3236_ARATH); contains Interpro domain(s) IPR002110 Ankyrin      N/A N/A N/A N/A PGSC0003DMG400010440N/A Ankyrin repeat-containing protein [Source:PGSC_GENE;Acc:PGSC0003DMG400010440] VIT_10S0003G04510 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HLW7] Pispec 3 SOLYC02G068670.1.1 K4B7J9_SOLLC K4B7J9_SOLLC" OR " K4B7J9 N/A UPI0002767B08 N/A K4B7J9_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 567 integral component of membrane [GO:0016021]; membrane [GO:0016020]; signal transduction [GO:0007165] signal transduction [GO:0007165] integral component of membrane [GO:0016021]; membrane [GO:0016020] TRANSMEM 406 426 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 446 469 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 489 515 Helical. {ECO:0000256|SAM:Phobius}.; TRANSMEM 521 540 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 4081.Solyc02g068670.1.1; PF12796;PF13962; IPR002110;IPR020683;IPR026961; SIMILARITY: Contains 1 ANK repeat. {ECO:0000256|RuleBase:RU003321}. 1.25.40.20; PS50297;PS50088; SM00248; SSF48403; Pi-Up_Solyc02g068670.1.1 ankyrin repeat-containing At5g02620-like atgtatgtgccactttaccaagcagcgttaggcggtaattgggaaaaggctagaaaatttttcagtgtgcatcctgatgcaacatcagccaggatcacaaaagggtgggagactgctcttcacattgcagcaggggctaataaagttcagtttgttgaagaactggttaaacttatgagtccactggaactggcactgcaaaacaaatacgaaaatactgcactctgctttgctgctgcatcgggactaacaagga1704 10 0.00E+00 90.60% gi|723676452| ref|XP_010317038.1|PREDICTED: ankyrin repeat-containing protein At5g02620-like [Solanum lycopersicum];gi|565399019| ref|XP_006365060.1|PREDICTED: ankyrin repeat-containing protein At3g12360-like [Solanum tuberosum];gi|1025112415| ref|XP_01646173Solanum lycopersicum;Solanum tuberosum;Nicotiana tabacum;Nicotiana sylvestris;Nicotiana tomentosiformis;Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana tabacum;Nicotiana tabacum;Coffea canephora0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0701;695;695;695;692;690;690;692;725;691591;591;591;591;589;587;587;589;621;593567;559;544;543;542;541;540;541;544;48395.94%;94.59%;92.05%;91.88%;92.02%;92.16%;91.99%;91.85%;87.60%;81.45%84.31%;85.04%;85.04%;85.04%;85.12%;85.07%;85.07%;85.12%;85.66%;85.82%104.05%;104.05%;104.05%;104.05%;103.70%;103.35%;103.35%;103.70%;109.33%;104.40%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723676452;565399019;1025112415;698486909;697112700;697112702;1025208054;1025208050;1025112409;661885117XP_010317038.1;XP_006365060.1;XP_016461734.1;XP_009790151.1;XP_009610228.1;XP_009610229.1;XP_016478831.1;XP_016478830.1;XP_016461733.1;CDP11257.11155.58;1125.15;1064.29;1060.06;1052.35;1051.97;1050.43;1050.04;1048.5;841.262gi|723676452| ref|XP_010317038.1|PREDICTED: ankyrin repeat-containing protein At5g02620-like [Solanum lycopersicum]Solanum lycopersicum0.00E+00 701 591 567 95.94% 84.31% 104.05% 1 1 7.24E+08 XP_010317038.11155.58 GSCOC_T00033381001;GSCOC_T0003338100149390;49390A0A068USI7;A0A068USI7UniProtKB;UniProtKBGO:0016020-IEA;GO:0016021-IEAmembrane-IEA;integral component of membrane-IEA Cellular Component-IEA;Cellular Component-IEA1 GO:0016021integral component of membraneCellular Component IPR002110;IPR020683;IPR020683;IPR020683;IPR020683;IPR026961;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR002110;IPR020683;IPR020683;noIPR;noIPR;noIPR;noIPRREPEAT;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;REPEAT;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINAnkyrin repeat;Ankyrin repeat-containing domain;Ankyrin repeat-containing domain;Ankyrin repeat-containing domain;Ankyrin repeat-containing domain;PGG domain;PGG domain;PGG domain;PGG domain;PGG domain;PGG domain;PGG domain;PGG domain;PGG domain;PGG domainSM00248 (SMART);G3DSA:1.25.40.20 (GENE3D);G3DSA:1.25.40.20 (GENE3D);PF12796 (PFAM);G3DSA:1.25.40.20 (GENE3D);PF13962 (PFAM);PTHR24177:SF42 (PANTHER);PTHR24177 (PANTHER);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);TRANSMEMBRGO:0005515;GO:0005515protein binding;protein bindingMolecular Function;Molecular Function
PIspec Solyc07g056210.2.1 up -4.363035825 5.028727956 1.02E-17 1.64E-14 62 217 79 4134 4955 1070 456 ATGAAGATAAAGGTAGTTATTGATGTGTCTGTGAATGGATGTCAACCTCG genomic_reference:SL2.50ch07 gene_region:61378852-61379980 transcript_region:SL2.50ch07:61378852..61379980- "Unknown Protein (AHRD V1)"       N/A N/A N/A N/A PGSC0003DMG400017306N/A Metal ion binding protein [Source:PGSC_GENE;Acc:PGSC0003DMG400017306] N/A N/A N/A Pispec 15 SOLYC07G056210.2.1 K4CGF4_SOLLC K4CGF4_SOLLC" OR " K4CGF4 N/A UPI000276B05E SLY:101250708 K4CGF4_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 151 cytoplasm [GO:0005737]; transition metal ion binding [GO:0046914]; cellular transition metal ion homeostasis [GO:0046916]; metal ion transport [GO:0030001] cellular transition metal ion homeostasis [GO:0046916]; metal ion transport [GO:0030001] transition metal ion binding [GO:0046914] cytoplasm [GO:0005737] 10645957; 16208505; 101250708; PF00403; IPR006121; Pi-Up_Solyc07g056210.2.1 PREDICTED: uncharacterized protein LOC101250708 gttttaagaaagagagaaacaatgaagataaaggtagttattgatgtgtctgtgaatggatgtcaacctcgaccaagtttgaagaattgtattttagggtggttgaagccaatggtaccttgcttatttaaacaacttacttgcaaaaataaagtcatgactatagcagcaactttaccaggagtggagaaagtaagtttagaggaagaaaagaatttgctgacagtgataggagagggaatagatgcagtggagc477 10 1.20E-72 79.00% gi|460395284| ref|XP_004243214.1|PREDICTED: uncharacterized protein LOC101250708 [Solanum lycopersicum];gi|971553231| ref|XP_006348964.2|PREDICTED: uncharacterized protein LOC102604406 [Solanum tuberosum];gi|565366569| ref|XP_006349960.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum tuberosum;Solanum tuberosum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana tabacum1.2E-72;3.4E-66;2.5E-60;1.1E-59;2.7E-55;1.3E-40;2.9E-37;7.3E-37;9.8E-36;5.6E-35151;147;149;114;149;146;147;146;146;147151;151;151;97;152;154;152;147;147;147151;126;124;95;121;105;107;105;104;103100.00%;83.44%;82.12%;97.94%;79.61%;68.18%;70.39%;71.43%;70.75%;70.07%100.00%;102.72%;101.34%;85.09%;102.01%;105.48%;103.40%;100.68%;100.68%;100.00%94.97%;94.97%;94.97%;61.01%;95.60%;96.86%;95.60%;92.45%;92.45%;92.45%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460395284;971553231;565366569;970040352;971553229;1026070192;1025045733/698484924;1025356680;697141960;1025356676XP_004243214.1;XP_006348964.2;XP_006349960.1;XP_015081557.1;XP_015164906.1;XP_016579506.1;XP_009789253.1/XP_016446327.1;XP_016511645.1;XP_009625094.1;XP_016511643.1222.631;206.068;191.045;188.348;178.333;140.969;132.494;131.724;128.642;126.716gi|460395284| ref|XP_004243214.1|PREDICTED: uncharacterized protein LOC101250708 [Solanum lycopersicum]Solanum lycopersicum1.20E-72 151 151 151 100.00% 100.00% 94.97% 1 1 4.6E+08 XP_004243214.1222.631 PGSC0003DMG400017306;K4CGF4;K4CGF4;K4CGF4;PGSC0003DMG400004690;K4CGF4;K4CGF4;PGSC0003DMG400017306;K4CGF4;PGSC0003DMG4000046904113;4081;4081;4081;4113;4081;4081;4113;4081;4113M1BGF0;K4CGF4;K4CGF4;K4CGF4;M1A0F6;K4CGF4;K4CGF4;M1BGF0;K4CGF4;M1A0F6UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005737-IBA;GO:0046916-IBA;GO:0046872-IEA;GO:0030001-IBA;GO:0030001-IEA;GO:0046914-IBAcytoplasm-IBA;cellular transition metal ion homeostasis-IBA;metal ion binding-IEA;metal ion transport-IBA;metal ion transport-IEA;transition metal ion binding-IBACellular Component-IBA;Biological Process-IBA;Molecular Function-IEA;Biological Process-IBA;Biological Process-IEA;Molecular Function-IBA4 GO:0046916;GO:0046914;GO:0005737;GO:0030001cytoplasm;transition metal ion binding;metal ion transport;cellular transition metal ion homeostasisCellular Component;Molecular Function;Biological Process;Biological ProcessnoIPR;IPR006121;noIPRnull;DOMAIN;DOMAINnull;Heavy metal-associated domain, HMA;Heavymetal-associated domain, HMAG3DSA:3.30.70.100 (GENE3D);PF00403 (PFAM);PTHR22814 (PANTHER)GO:0030001/GO:0046872metal ion transport/metal ion bindingBiological Process/Molecular Function

1 PIspec Solyc08g062490.2.1 up 1 transcription factor -3.048837909 5.034166688 3.83E-10 1.13E-07 91 657 180 3768 4317 1326 546 ATGGGAGGGAATTTCAGTTCATCATCATCCATGGATGCAAATAATTCTAG genomic_reference:SL2.50ch08 gene_region:48364804-48366524 transcript_region:SL2.50ch08:48364804..48366524+ go_terms:GO:0005515,GO:0003700 "WRKY transcription factor 16 (AHRD V1 **** C9DI05_9ROSI); contains Interpro domain(s) IPR003657 DNA-binding WRKY     3.1.1 AT5G26170 WRKY50 Probable WRKY transcription factor 50 [Source:UniProtKB/Swiss-Prot;Acc:Q8VWQ5] PGSC0003DMG400008188N/A WRKY transcription factor [Source:PGSC_GENE;Acc:PGSC0003DMG400008188] VIT_04S0008G01470 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7STT5] Pispec 16 SOLYC08G062490.2.1 K4CL37_SOLLC K4CL37_SOLLC" OR " K4CL37 N/A UPI000276B0CE SLY:101248996 K4CL37_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 181 sequence-specific DNA binding [GO:0043565]; transcription factor activity, sequence-specific DNA binding [GO:0003700]; defense response to fungus [GO:0050832]; jasmonic acid mediated signaling pathway [GO:0009867] defense response to fungus [GO:0050832]; jasmonic acid mediated signaling pathway [GO:0009867] sequence-specific DNA binding [GO:0043565]; transcription factor activity, sequence-specific DNA binding [GO:0003700] 10645957; 16208505; 101248996; PF03106; IPR003657; 2.20.25.80; PS50811; SM00774; Pi-Up_Solyc08g062490.2.1 probable WRKY transcription factor 50 atgggagggaatttcagttcatcatcatccatggatgcaaataattctagtgcaaacatgttcgatggaagttttacaccactactaaactcacctgatagtgatgatcatttctcaaacaacttgattaactttgagctttctgatattttcgagatagataattggcctgttcaacaacctgatccaactcttgtacctcactactcaaattatgcagcaaatcaagtggttaacactaggagtagtactactt772 10 2.00E-116 90.40% gi|460399068| ref|XP_004245065.1|PREDICTED: probable WRKY transcription factor 75 [Solanum lycopersicum]/gi|970047367| ref|XP_015085209.1|PREDICTED: probable WRKY transcription factor 75 [Solanum pennellii];gi|971557820| ref|XP_006351605.2|PREDICTED: probableSolanum lycopersicum/Solanum pennellii;Solanum tuberosum;Capsicum annuum;Capsicum annuum;Capsicum frutescens;Nicotiana tabacum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Nicotiana tomentosiformis/Nicotiana tabacum/Nicotiana tabacum;Solanum ni2.0E-116;4.0E-107;1.2E-89;1.7E-89;1.6E-88;1.0E-82;1.2E-82;1.5E-79;2.3E-79;2.9E-57181;184;166;157;166;178;181;175;168;93181;160;161;161;161;163;163;161;161;93181;157;147;147;146;139;139;135;135;92100.00%;98.12%;91.30%;91.30%;90.68%;85.28%;85.28%;83.85%;83.85%;98.92%100.00%;86.96%;96.99%;102.55%;96.99%;91.57%;90.06%;92.00%;95.83%;100.00%70.34%;62.18%;62.56%;62.56%;62.56%;63.34%;63.34%;62.56%;62.56%;36.14%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1970047367/460399068;971557820;1026075471;145025422;76097529;56797587;1025100456/698484910;56797589;1025089120/697171846/1025048471;327493203XP_004245065.1/XP_015085209.1;XP_006351605.2;XP_016582129.1;ABP24358.1;ABA39425.1;CAI38917.1;XP_009789246.1/XP_016458903.1;CAI38918.1;XP_016446996.1/XP_016456538.1/XP_009594857.1;AEA86308.1338.576;315.079;270.011;269.626;267.314;253.062;253.062;244.973;244.202;185.267gi|460399068| ref|XP_004245065.1|PREDICTED: probable WRKY transcription factor 75 [Solanum lycopersicum]/gi|970047367| ref|XP_015085209.1|PREDICTED: probable WRKY transcription factor 75 [Solanum pennellii]Solanum lycopersicum/Solanum pennellii2.00E-116 181 181 181 100.00% 100.00% 70.34% 1 1 970047367;460399068XP_004245065.1;XP_015085209.1338.576 K4CL37;WRKY2;K4CL37;Q5ND89;Q3HW34;WRKY2;WRKY2;WRKY1;WRKY1;Q5ND89;Q3HW34;WRKY1;WRKY1;K4CL37;Q3HW34;K4CL37;Q5ND89;K4CL37;Q5ND90;Q5ND90;Q5ND904081;4112;4081;4097;4073;4112;4112;4072;4072;4097;4073;4072;4072;4081;4073;4081;4097;4081;4097;4097;4097K4CL37;F4YBB1;K4CL37;Q5ND89;Q3HW34;F4YBB1;F4YBB1;B1NHT7;B1NHT7;Q5ND89;Q3HW34;B1NHT7;B1NHT7;K4CL37;Q3HW34;K4CL37;Q5ND89;K4CL37;Q5ND90;Q5ND90;Q5ND90UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0003677-IEA;GO:0003700-IEA;GO:0006355-IEA;GO:0043565-IEA;GO:0009867-IEA;GO:0050832-IEADNA binding-IEA;transcription factor activity, sequence-specific DNA binding-IEA;regulation of transcription, DNA-templated-IEA;sequence-specific DNA binding-IEA;jasmonic acid mediated signaling pathway-IEA;defense response to fungus-IEAMolecular Function-IEA;Molecular Function-IEA;Biological Process-IEA;Molecular Function-IEA;Biological Process-IEA;Biological Process-IEA5 GO:0003700;GO:0006355;GO:0043565;GO:0050832;GO:0009867transcription factor activity, sequence-specific DNA binding;sequence-specific DNA binding;jasmonic acid mediated signaling pathway;defense response to fungus;regulation of transcription, DNA-templatedMolecular Function;Molecular Function;Biological Process;Biological Process;Biological ProcessIPR003657;IPR003657;IPR003657;noIPR;noIPR;IPR003657;IPR003657DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINWRKY domain;WRKY domain;WRKY domain;WRKY domain;WRKY domain;WRKY domain;WRKY domainSM00774 (SMART);G3DSA:2.20.25.80 (GENE3D);PF03106 (PFAM);PTHR31221:SF36 (PANTHER);PTHR31221 (PANTHER);PS50811 (PROSITE_PROFILES);SSF118290 (SUPERFAMILY)GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565regulation of transcription, DNA-templated/transcription factor activity, sequence-specific DNA binding/sequence-specific DNA binding;regulation of transcription, DNA-templated/transcription factor activity, sequence-specific DNA binding/sequence-specific Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function
PIspec Solyc01g079140.2.1 up -2.74183149 3.040244584 1.82E-07 2.28E-05 54 121 60 1112 824 287 423 ATGAAAATTTTTGAGAGCAAAAAGAGGAAAGAATACCCAGAATTTGATGA genomic_reference:SL2.50ch01 gene_region:70734578-70735148 transcript_region:SL2.50ch01:70734578..70735148+ "Unknown Protein (AHRD V1)"       N/A N/A N/A N/A PGSC0003DMG400005205N/A Gene of unknown function [Source:PGSC_GENE;Acc:PGSC0003DMG400005205] N/A N/A N/A Pispec 2 SOLYC01G079140.2.1 K4AXG0_SOLLC K4AXG0_SOLLC" OR " K4AXG0 N/A UPI0002761B33 N/A K4AXG0_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 140 10645957; 16208505; Pi-Up_Solyc01g079140.2.1 PREDICTED: uncharacterized protein LOC107853108 taccacaaaaaatatcaaattaatatgaaaatttttgagagcaaaaagaggaaagaatacccagaatttgatgacaacgaagaagagaagatgaacaagttctatgaactcataagaaacttcaaagaccatgcttctcaattgctaattaatagtagtagtaccaacatgcccaaaaataatgagactacgcaacgtgaattagctgaaaaattcgagcttaagaagaataagaagaagaagaagagtgatgata571 1 2.00E-24 62.00% gi|1026003533| ref|XP_016553610.1|PREDICTED: uncharacterized protein LOC107853108 [Capsicum annuum]Capsicum annuum2.00E-24 156 156 98 62.82% 100.00% 81.96% 1 1 1.03E+09 XP_016553610.1101.293 gi|1026003533| ref|XP_016553610.1|PREDICTED: uncharacterized protein LOC107853108 [Capsicum annuum]Capsicum annuum2.00E-24 156 156 98 62.82% 100.00% 81.96% 1 1 1.03E+09 XP_016553610.1101.293

KEGG: Ppinteraction PIspec Solyc06g069740.1.1 up 1 -2.334760794 1.562357852 0.000194837 0.007839798 20 81 12 298 322 143 558 ATGGAGAAGATCTTTTCATTCTCAGCACAGGCCAACAAGATGGGTGATAC genomic_reference:SL2.50ch06 gene_region:39824282-39824839 transcript_region:SL2.50ch06:39824282..39824839- go_terms:GO:0005515,GO:0005509 "Calmodulin-like protein (AHRD V1 *-*- B6TXW9_MAIZE); contains Interpro domain(s) IPR011992 EF-Hand type       5.1.1 AT3G29000 CML30 Probable calcium-binding protein CML30 [Source:UniProtKB/Swiss-Prot;Acc:Q9MBG5] 5.1.2 AT5G39670 CML45 Probable calcium-binding protein CML45 [Source:UniProtKB/Swiss-Prot;Acc:Q93Z27] PGSC0003DMG400017084N/A Calcium-binding EF hand family protein [Source:PGSC_GENE;Acc:PGSC0003DMG400017084] VIT_01S0026G02590 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HPQ4] Pispec 12 SOLYC06G069740.1.1 K4C8E7_SOLLC K4C8E7_SOLLC" OR " K4C8E7 N/A UPI0002766D25 SLY:101258272 K4C8E7_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 185 integral component of membrane [GO:0016021]; calcium ion binding [GO:0005509] calcium ion binding [GO:0005509] integral component of membrane [GO:0016021] TRANSMEM 20 37 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; K4C8E7; 4081.Solyc06g069740.1.1; 101258272; PF13499; IPR011992;IPR018247;IPR002048; 1.10.238.10; PS00018;PS50222; SM00054; SSF47473; Pi-Up_Solyc06g069740.1.1 probable calcium-binding CML30 atggagaagatcttttcattctcagcacaggccaacaagatgggtgatactaattcaaccatattaagttgcgtgtttttttgcttagtaatcatatttcatgaattttattcttctatttcttcgttttttcgaaccattatttcccttttcaatactccatataataagaagcatgataatgctgaaacttcatcaaaggcgaatgtgattaatagtgagaccaaggatgttgagttagtattcgacacattaa558 10 9.90E-117 81.20% gi|460393146| ref|XP_004242172.1|PREDICTED: probable calcium-binding protein CML30 [Solanum lycopersicum];gi|970035749| ref|XP_015079211.1|PREDICTED: probable calcium-binding protein CML30 [Solanum pennellii];gi|565376679| ref|XP_006354827.1|PREDICTED: probabSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Solanum tuberosum;Capsicum annuum;Nicotiana sylvestris/Nicotiana tabacum;Nicotiana tabacum;Nicotiana sylvestris;Nicotiana tabacum/Nicotiana tomentosiformis;Capsicum annuum9.9E-117;3.7E-113;2.1E-96;1.5E-83;1.5E-72;1.3E-57;1.2E-35;7.4E-35;2.4E-34;2.6E-34185;185;191;186;198;197;164;220;193;212185;185;194;192;199;199;114;114;125;137185;184;171;159;156;141;89;89;91;93100.00%;99.46%;88.14%;82.81%;78.39%;70.85%;78.07%;78.07%;72.80%;67.88%100.00%;100.00%;101.57%;103.23%;100.51%;101.02%;69.51%;51.82%;64.77%;64.62%99.46%;99.46%;104.30%;103.23%;106.99%;106.99%;61.29%;61.29%;67.20%;73.66%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460393146;970035749;565376679;971587854;1026014405;1025408893/698529222;1025063057;698566867;1025061961/1083893802;1026042711XP_004242172.1;XP_015079211.1;XP_006354827.1;XP_015161230.1;XP_016570003.1;XP_009761439.1/XP_016439008.1;XP_016450087.1;XP_009773613.1;XP_016449810.1/XP_018631720.1;XP_016567578.1336.265;327.405;285.419;252.677;224.942;187.193;130.183;129.798;127.872;128.257gi|460393146| ref|XP_004242172.1|PREDICTED: probable calcium-binding protein CML30 [Solanum lycopersicum]Solanum lycopersicum9.90E-117 185 185 185 100.00% 100.00% 99.46% 1 1 4.6E+08 XP_004242172.1336.265 PGSC0003DMG400017084;K4C8E7;K4C8E7;K4C8E7;K4C8E74113;4081;4081;4081;4081M1BFI0;K4C8E7;K4C8E7;K4C8E7;K4C8E7UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0016020-IEA;GO:0005509-IBA;GO:0005509-IEA;GO:0016021-IEAmembrane-IEA;calcium ion binding-IBA;calcium ion binding-IEA;integral component of membrane-IEACellular Component-IEA;Molecular Function-IBA;Molecular Function-IEA;Cellular Component-IEA2 GO:0005509;GO:0016021integral component of membrane;calcium ion bindingCellular Component;Molecular FunctionIPR002048;IPR002048;IPR011992;IPR011992;noIPR;noIPR;IPR018247;noIPR;noIPR;noIPR;IPR002048;IPR002048;IPR002048;IPR011992;noIPRDOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINEF-hand domain;EF-hand domain;EF-hand domain pair;EF-hand domain pair;EF-hand domain pair;EF-hand domain pair;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-hand domain;EF-SM00054 (SMART);PF13499 (PFAM);G3DSA:1.10.238.10 (GENE3D);G3DSA:1.10.238.10 (GENE3D);PTHR10891 (PANTHER);PTHR10891:SF574 (PANTHER);PS00018 (PROSITE_PATTERNS);TRANSMEMBRANE (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);PS50222 (PROGO:0005509;GO:0005509;GO:0005509;GO:0005509;GO:0005509calcium ion binding;calcium ion binding;calcium ion binding;calcium ion binding;calcium ion bindingMolecular Function;Molecular Function;Molecular Function;Molecular Function;Molecular Function
PIspec Solyc11g017280.1.1 up 1 kinase -2.327160168 4.99632801 3.00E-10 9.30E-08 231 675 324 3053 4062 1462 2796 ATGGCTTCTTGTGCATGCATAATATGGCCTACTAATATTTGTCAGTTCAA genomic_reference:SL2.50ch11 gene_region:8153041-8156606 transcript_region:SL2.50ch11:8153041..8156606+ go_terms:GO:0004675 "Receptor like kinase, RLK"       N/A N/A N/A N/A N/A N/A N/A VIT_18S0072G00890 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:A5BAW3] VIT_18S0072G00980 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GY12] VIT_18S0072G00990 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GY11] Pispec 18 SOLYC11G017280.1.1 K4D6N1_SOLLC K4D6N1_SOLLC" OR " K4D6N1 N/A UPI000276A8E7 N/A K4D6N1_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 931 ATP binding [GO:0005524]; protein kinase activity [GO:0004672] ATP binding [GO:0005524]; protein kinase activity [GO:0004672] 10645957; 16208505; 4081.Solyc11g017280.1.1; PF13855;PF00069; IPR032675;IPR001611;IPR003591;IPR000719; 3.80.10.10; PS50011; SM00369;SM00220; Pi-Up_Solyc11g017280.1.1 leucine-rich repeat receptor-like tyrosine- kinase PXC3 atggcttcttgtgcatgcataatatggcctactaatatttgtcagttcaattcttggaaccaaatgcaaaccacaaatgatttcaaaatgagaagtgtctatgatctgtttcagaaagatactggtgtttcttttgtatggaatggaactgataaagcttcaaccccatgttcttggaaagaggtttcttgtaattctgataattcttccattaccaaagttaccttttcattgttctctatttctagctctgaat2796 10 0.00E+00 80.90% gi|723742659| ref|XP_004250590.2|PREDICTED: leucine-rich repeat receptor-like tyrosine-protein kinase At2g41820 [Solanum lycopersicum];gi|565369173| ref|XP_006351211.1|PREDICTED: leucine-rich repeat receptor-like tyrosine-protein kinase PXC3 [Solanum tuberosSolanum lycopersicum;Solanum tuberosum;Solanum pennellii;Solanum lycopersicum;Solanum tuberosum;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana tabacum;Coffea canephora0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0934;935;983;952;1006;950;952;952;952;945913;902;925;925;914;922;924;924;924;933907;857;755;755;736;709;705;704;701;65799.34%;95.01%;81.62%;81.62%;80.53%;76.90%;76.30%;76.19%;75.87%;70.42%97.75%;96.47%;94.10%;97.16%;90.85%;97.05%;97.06%;97.06%;97.06%;98.73%97.96%;96.78%;99.25%;99.25%;98.07%;98.93%;99.14%;99.14%;99.14%;100.11%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723742659;565369173;970059602;460409905;565369060;1026048303;697139286;1025196231;1025088131;661878149XP_004250590.2;XP_006351211.1;XP_015056547.1;XP_004250377.1;XP_006351155.1;XP_016569740.1;XP_009623729.1;XP_016475875.1;XP_016456298.1;CDP18081.11508.04;1369.37;1062.37;1058.13;1027.31;940.643;918.302;916.376;903.279;756.518gi|723742659| ref|XP_004250590.2|PREDICTED: leucine-rich repeat receptor-like tyrosine-protein kinase At2g41820 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 934 913 907 99.34% 97.75% 97.96% 1 1 7.24E+08 XP_004250590.21508.04 noIPR;noIPR;IPR000719;IPR003591;IPR032675;IPR000719;noIPR;IPR001611;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR000719;noIPR;IPR011009;IPR032675null;null;DOMAIN;REPEAT;DOMAIN;DOMAIN;DOMAIN;REPEAT;REPEAT;REPEAT;REPEAT;REPEAT;REPEAT;REPEAT;REPEAT;DOMAIN;DOMAIN;DOMAIN;DOMAINnull;null;Protein kinase domain;Leucine-rich repeat, typical subtype;Leucine-rich repeat domain, L domain-like;Protein kinase domain;Protein kinase domain;Leucine-rich repeat;Leucine-rich repeat;Leucine-rich repeat;Leucine-rich repeat;Leucine-rich repeat;LPR00019 (PRINTS);SM00365 (SMART);SM00220 (SMART);SM00369 (SMART);G3DSA:3.80.10.10 (GENE3D);PF00069 (PFAM);G3DSA:1.10.510.10 (GENE3D);PF13855 (PFAM);PTHR27000 (PANTHER);PTHR27000:SF14 (PANTHER);PTHR27000:SF14 (PANTHER);PTHR27000 (PANTHER);CYTOPLASMIC_DOMAINGO:0005524/GO:0004672/GO:0006468;GO:0005524/GO:0004672/GO:0006468;GO:0005515;GO:0005524/GO:0004672/GO:0006468ATP binding/protein kinase activity/protein phosphorylation;ATP binding/protein kinase activity/protein phosphorylation;protein binding;ATP binding/protein kinase activity/protein phosphorylationMolecular Function/Molecular Function/Biological Process;Molecular Function/Molecular Function/Biological Process;Molecular Function;Molecular Function/Molecular Function/Biological Process
PIspec Solyc01g009930.1.1 up 1 kinase -2.317322594 2.873284422 0.000192504 0.007768893 30 261 30 505 1148 363 1758 ATGTTTGCCGTTGATCCTAGTGCTTCTCATGATTGTCTCGACATAACAGG genomic_reference:SL2.50ch01 gene_region:4520578-4522877 transcript_region:SL2.50ch01:4520578..4522877- go_terms:GO:0004675 "LRR receptor-like serine/threonine-protein kinase, RLP"       N/A N/A N/A N/A PGSC0003DMG400005226N/A Hcr9-OR3A [Source:PGSC_GENE;Acc:PGSC0003DMG400005226] PGSC0003DMG400004690N/A Metal ion binding protein [Source:PGSC_GENE;Acc:PGSC0003DMG400004690]VIT_18S0089G00650 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GW01] VIT_03S0110G00170 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HRA3] VIT_19S0027G01230 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7SWS3] VIT_18S0089G00690 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GVZ7] VIT_19S0085G00160 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6H9X2] VIT_18S0089G00630 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GW03] Pispec 1 SOLYC01G009930.1.1 K4ATI8_SOLLC K4ATI8_SOLLC" OR " K4ATI8 N/A UPI00027618F3 N/A K4ATI8_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 585 integral component of membrane [GO:0016021] integral component of membrane [GO:0016021] TRANSMEM 531 555 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; K4ATI8; 4081.Solyc01g009930.1.1; PF13516;PF13855;PF08263; IPR032675;IPR001611;IPR003591;IPR013210; 3.80.10.10; SM00369; SSF52058; Pi-Up_Solyc01g009930.1.1 ---NA--- atgtttgccgttgatcctagtgcttctcatgattgtctcgacataacaggcgaatggatgcagtcatactcgaaaacactatcatggaacaagaccacaaattgttgttcatgggatggagtttattgtgaaaagaaaacaggaaaagtgattgagcttaacctcacttgtagcaatcttcgaggcaaatttgattccaacactagtctctttcaactctccaatctcaaaaggcttgatttgtcctataacaatt1758 noIPR;IPR003591;IPR001611;IPR032675;IPR032675;IPR001611;IPR013210;noIPR;noIPR;noIPR;noIPR;noIPR;IPR032675;IPR032675;noIPRnull;REPEAT;REPEAT;DOMAIN;DOMAIN;REPEAT;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINnull;Leucine-rich repeat, typical subtype;Leucine-rich repeat;Leucine-rich repeat domain, L domain-like;Leucine-rich repeat domain, L domain-like;Leucine-rich repeat;Leucine-rich repeat-containing N-terminal, plant-type;Leucine-rich repeat-containing N-terPR00019 (PRINTS);SM00369 (SMART);PF13855 (PFAM);G3DSA:3.80.10.10 (GENE3D);G3DSA:3.80.10.10 (GENE3D);PF13516 (PFAM);PF08263 (PFAM);PTHR27004:SF46 (PANTHER);PTHR27004 (PANTHER);TRANSMEMBRANE (PHOBIUS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBGO:0005515;GO:0005515protein binding;protein bindingMolecular Function;Molecular Function

1 PIspec Solyc07g056200.2.1 up 1 -2.231601056 6.524314124 2.92E-07 3.44E-05 768 2269 604 8934 10356 4773 390 ATGAAGCAAAAGGTTGTTATTAGACTATCTTTAAATGGAAACGGTCAGAA genomic_reference:SL2.50ch07 gene_region:61370659-61371619 transcript_region:SL2.50ch07:61370659..61371619- "NBS-LRR class disease resistance protein (AHRD V1 **-- D5L9G6_ORYSI)"       8.1.1 AT5G48290 N/A Heavy metal transport/detoxification superfamily protein [Source:TAIR;Acc:AT5G48290] 8.1.2 AT3G07600 N/A Heavy metal transport/detoxification superfamily protein [Source:TAIR;Acc:AT3G07600] PGSC0003DMG400017307N/A ATFP4 [Source:PGSC_GENE;Acc:PGSC0003DMG400017307] VIT_12S0057G01440 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TDB2] VIT_12S0057G01430 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7TDB1] Pispec 14 SOLYC07G056200.2.1 K4CGF3_SOLLC K4CGF3_SOLLC" OR " K4CGF3 LES.9631 UPI000276B05D SLY:101251005 K4CGF3_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 129 cytoplasm [GO:0005737]; transition metal ion binding [GO:0046914]; cellular transition metal ion homeostasis [GO:0046916]; metal ion transport [GO:0030001] cellular transition metal ion homeostasis [GO:0046916]; metal ion transport [GO:0030001] transition metal ion binding [GO:0046914] cytoplasm [GO:0005737] 10645957; 16208505; 101251005; Pi-Up_Solyc07g056200.2.1 PREDICTED: uncharacterized protein LOC101251005 cactgcaatttcccagcatttcaaatattctttactcctaaccaaaaatttaattccccagcaaacaaacaatcaaaatgaagcaaaaggttgttattagactatctttaaatggaaacggtcagaaagatcgaaccaaggccttcaaaattgctgtttctcaatcaggcgtagaatcagcagctataacaggagacggaaagaatcaactcgaagttgtgggagaagtagacgctgcgactctaacgagcttatt733 10 2.40E-55 86.80% gi|460395286| ref|XP_004243215.1|PREDICTED: uncharacterized protein LOC101251005 [Solanum lycopersicum];gi|970040517| ref|XP_015081649.1|PREDICTED: uncharacterized protein LOC107025372 [Solanum pennellii];gi|565364506| ref|XP_006348965.1|PREDICTED: uncharacteSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Solanum tuberosum;Solanum lycopersicum;Solanum pennellii;Nicotiana tomentosiformis/Nicotiana tabacum;Nicotiana sylvestris/Nicotiana tabacum;Solanum tuberosum;Capsicum annuum2.4E-55;1.9E-53;9.8E-52;5.3E-48;5.7E-43;1.7E-42;4.7E-42;3.4E-41;7.5E-40;2.7E-38129;129;127;131;127;127;128;129;119;131129;129;129;131;129;129;130;129;129;72129;126;118;113;112;116;94;94;107;67100.00%;97.67%;91.47%;86.26%;86.82%;89.92%;72.31%;72.87%;82.95%;93.06%100.00%;100.00%;101.57%;100.00%;101.57%;101.57%;101.56%;100.00%;108.40%;54.96%52.80%;52.80%;52.80%;53.62%;52.80%;52.80%;53.21%;52.80%;52.80%;29.47%1;1;1;1;1;1;1;1;1;13;3;3;3;3;3;3;3;3;3460395286;970040517;565364506;565364510;460395288;970040616;697141958/1025200068;1025415499/698502324;565364508;1026073407XP_004243215.1;XP_015081649.1;XP_006348965.1;XP_006348967.1;XP_004243216.1;XP_015081695.1;XP_016476842.1/XP_009625093.1;XP_009796820.1/XP_016440726.1;XP_006348966.1;XP_016581016.1168.703;163.696;159.458;150.214;137.117;135.961;134.806;132.494;128.642;125.176gi|460395286| ref|XP_004243215.1|PREDICTED: uncharacterized protein LOC101251005 [Solanum lycopersicum]Solanum lycopersicum2.40E-55 129 129 129 100.00% 100.00% 52.80% 1 3 4.6E+08 XP_004243215.1168.703 K4CGF2;K4CGF3;K4CGF3;K4CGF2;K4CGF2;K4CGF3;K4CGF2;K4CGF34081;4081;4081;4081;4081;4081;4081;4081K4CGF2;K4CGF3;K4CGF3;K4CGF2;K4CGF2;K4CGF3;K4CGF2;K4CGF3UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005737-IBA;GO:0046916-IBA;GO:0030001-IBA;GO:0046914-IBAcytoplasm-IBA;cellular transition metal ion homeostasis-IBA;metal ion transport-IBA;transition metal ion binding-IBACellular Component-IBA;Biological Process-IBA;Biological Process-IBA;Molecular Function-IBA4 GO:0046916;GO:0046914;GO:0005737;GO:0030001cytoplasm;transition metal ion binding;metal ion transport;cellular transition metal ion homeostasisCellular Component;Molecular Function;Biological Process;Biological ProcessnoIPR;noIPRnull;null null;null PTHR22814 (PANTHER);PTHR22814:SF34 (PANTHER)
PIspec Solyc02g077040.2.1 up 1 proteinase -2.191102395 8.686554574 1.07E-07 1.42E-05 3175 11001 3116 36308 47803 23403 1038 ATGGCTTCCAATTTTTTCCTCAAGAATATTACTGTTGTTCTTCTTCTTTT genomic_reference:SL2.50ch02 gene_region:36690627-36692270 transcript_region:SL2.50ch02:36690627..36692270+ go_terms:GO:0030984,GO:0004197 "Cathepsin B-like cysteine proteinase 5 (AHRD V1 **-* CPR5_CAEEL); contains Interpro domain(s) IPR013128 Peptidase C1A, papain   N/A N/A N/A N/A PGSC0003DMG400010224N/A Phytophthora-inhibited protease 1 [Source:PGSC_GENE;Acc:PGSC0003DMG400010224] N/A N/A N/A Pispec 4 SOLYC02G077040.2.1 K4B8T1_SOLLC =Q156I2 & I3WTB2 K4B8T1_SOLLC" OR " K4B8T1 N/A UPI0002767952 N/A K4B8T1_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 345 extracellular space [GO:0005615]; integral component of membrane [GO:0016021]; lysosome [GO:0005764]; cysteine-type endopeptidase activity [GO:0004197]; proteolysis involved in cellular protein catabolic process [GO:0051603] proteolysis involved in cellular protein catabolic process [GO:0051603] cysteine-type endopeptidase activity [GO:0004197] extracellular space [GO:0005615]; integral component of membrane [GO:0016021]; lysosome [GO:0005764] TRANSMEM 6 27 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 4081.Solyc02g077040.2.1; 778273; PF08246;PF00112; PTHR12411; IPR025661;IPR000169;IPR025660;IPR013128;IPR000668;IPR013201; SIMILARITY: Belongs to the peptidase C1 family. {ECO:0000256|RuleBase:RU362133, ECO:0000256|SAAS:SAAS00592462}. Peptidase C1 family C01.140; PR00705; PS00640;PS00139;PS00639; SM00848;SM00645; Pi-Up_Solyc02g077040.2.1 zingipain-2-like tattcactcagcctctcttttagtttttaacttagttcctattttgatatttcattaccatttaccatcaatggcttccaattttttcctcaagaatattactgttgttcttcttcttttttccattcttagcctatatccctttatagtaacttcccgcaacttaaaagaattatccatgcttgaaaggcatgaaaattggatggttcatcatggacgtgtatacaaagatgatatagaaaaagaacaccgcttc1268 10 0.00E+00 88.50% gi|922959969| ref|NP_001233949.2|phytophthora-inhibited protease 1 [Solanum lycopersicum];gi|108937128|gb|ABG23376.1|phytophthora-inhibited protease 1 [Solanum lycopersicum];gi|970006683| ref|XP_015064201.1|PREDICTED: zingipain-2-like [Solanum pennellii];gi|Solanum lycopersicum;Solanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Solanum tuberosum;Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana tomentosiformis;Nicotiana tabacum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;6.0E-173;2.9E-165;3.5E-139;2.6E-138345;345;345;372;343;348;347;356;340;340345;345;345;362;346;349;355;331;337;337345;344;341;333;308;310;295;279;260;259100.00%;99.71%;98.84%;91.99%;89.02%;88.83%;83.10%;84.29%;77.15%;76.85%100.00%;100.00%;100.00%;97.31%;100.87%;100.29%;102.31%;92.98%;99.12%;99.12%81.62%;81.62%;81.62%;85.65%;81.86%;82.57%;83.99%;78.31%;79.73%;79.73%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2922959969;108937128;970006683;971577489;1026026964;565393543;1025061698;697170344;697127533;1025058550NP_001233949.2;ABG23376.1;XP_015064201.1;XP_006362435.2;XP_016559750.1;XP_006362434.1;XP_016449747.1;XP_009594088.1;XP_009617814.1;XP_016448951.1694.501;692.189;682.174;642.499;565.074;564.688;494.967;476.093;409.068;406.757gi|922959969| ref|NP_001233949.2|phytophthora-inhibited protease 1 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 345 345 345 100.00% 100.00% 81.62% 1 2 9.23E+08 NP_001233949.2694.501 pip1;pip1;K4B8T1;pip1;K4B8T1;K4B8T1;K4B8T1;pip1;pip1;pip1;K4B8T1;pip1;K4B8T1;pip1;pip1;pip1;pip1;pip1;K4B8T1;K4B8T1;K4B8T1;K4B8T1;pip1;pip1;pip1;pip1;pip1;pip14081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081;4081Q156I2;Q156I2;K4B8T1;Q156I2;K4B8T1;K4B8T1;K4B8T1;Q156I2;Q156I2;Q156I2;K4B8T1;Q156I2;K4B8T1;Q156I2;Q156I2;Q156I2;Q156I2;Q156I2;K4B8T1;K4B8T1;K4B8T1;K4B8T1;Q156I2;Q156I2;Q156I2;Q156I2;Q156I2;Q156I2UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0005615-IBA;GO:0008233-IEA;GO:0006508-IEA;GO:0016020-IEA;GO:0016021-IEA;GO:0004197-IBA;GO:0008234-IEA;GO:0051603-IBA;GO:0005764-IBA;GO:0016787-IEAextracellular space-IBA;peptidase activity-IEA;proteolysis-IEA;membrane-IEA;integral component of membrane-IEA;cysteine-type endopeptidase activity-IBA;cysteine-type peptidase activity-IEA;proteolysis involved in cellular protein catabolic process-IBA;lysoCellular Component-IBA;Molecular Function-IEA;Biological Process-IEA;Cellular Component-IEA;Cellular Component-IEA;Molecular Function-IBA;Molecular Function-IEA;Biological Process-IBA;Cellular Component-IBA;Molecular Function-IEA5 GO:0005615;GO:0016021;GO:0004197;GO:0051603;GO:0005764cysteine-type endopeptidase activity;proteolysis involved in cellular protein catabolic process;extracellular space;integral component of membrane;lysosomeCellular Component;Cellular Component;Cellular Component;Molecular Function;Biological ProcessEC:3.4.22;EC:3.4Acting on peptide bonds (peptidases);Acting on peptide bonds (peptidases)IPR000668;IPR000668;IPR013201;IPR013201;noIPR;IPR000668;IPR013128;noIPR;IPR025660;IPR025661;IPR000169;noIPR;noIPR;noIPR;noIPR;noIPRDOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;FAMILY;FAMILY;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITE;ACTIVE_SITEPeptidase C1A, papain C-terminal;Peptidase C1A, papain C-terminal;Cathepsin propeptide inhibitor domain (I29);Cathepsin propeptide inhibitor domain (I29);Cathepsin propeptide inhibitor domain (I29);Peptidase C1A, papain C-terminal;Peptidase C1A;Peptidase CPR00705 (PRINTS);SM00645 (SMART);SM00848 (SMART);PF08246 (PFAM);G3DSA:3.90.70.10 (GENE3D);PF00112 (PFAM);PTHR12411 (PANTHER);PTHR12411:SF297 (PANTHER);PS00639 (PROSITE_PATTERNS);PS00640 (PROSITE_PATTERNS);PS00139 (PROSITE_PATTERNS);CYTOPLASMIC_DOMAIN (PHOBGO:0006508/GO:0008234;GO:0006508/GO:0008234;GO:0006508/GO:0008234;GO:0008234proteolysis/cysteine-type peptidase activity;proteolysis/cysteine-type peptidase activity;proteolysis/cysteine-type peptidase activity;cysteine-type peptidase activityBiological Process/Molecular Function;Biological Process/Molecular Function;Biological Process/Molecular Function;Molecular Function
PIspec Solyc03g115930.1.1 up 1 -2.15450927 5.748959866 1.65E-06 0.000152033 470 1387 363 5765 5745 2374 609 ATGGAGAACATTTTTTCAATATCAGCAATTAGTGCTTCATTATTGGGCAA genomic_reference:SL2.50ch03 gene_region:59555528-59556136 transcript_region:SL2.50ch03:59555528..59556136- go_terms:GO:0005509 "Calmodulin-like protein (AHRD V1 *-*- B6TXW9_MAIZE); contains Interpro domain(s) IPR011992 EF-Hand type       10.1.1 AT3G29000 CML30 Probable calcium-binding protein CML30 [Source:UniProtKB/Swiss-Prot;Acc:Q9MBG5] 10.1.2 AT5G39670 CML45 Probable calcium-binding protein CML45 [Source:UniProtKB/Swiss-Prot;Acc:Q93Z27] PGSC0003DMG400019527N/A Calcium ion binding protein [Source:PGSC_GENE;Acc:PGSC0003DMG400019527] VIT_01S0026G02590 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HPQ4] Pispec 9 SOLYC03G115930.1.1 K4BL95_SOLLC K4BL95_SOLLC" OR " K4BL95 N/A UPI0002768D1F SLY:101249625 K4BL95_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 202 calcium ion binding [GO:0005509] calcium ion binding [GO:0005509] 10645957; 16208505; 4081.Solyc03g115930.1.1; 101249625; PF13499; IPR011992;IPR018247;IPR002048; 1.10.238.10; PS00018;PS50222; SM00054; SSF47473; Pi-Up_Solyc03g115930.1.1 probable calcium-binding CML30 atggagaacattttttcaatatcagcaattagtgcttcattattgggcaaaaaaatagctgatgacctgaatcaatttttttgtatcatattaagatgtacaattctcagcatcctaagcacatttcaagatttatcttattgtttttctttatcaatccgagcaataggttggttcttcatcattctccgaaacgcgttgactcgagttgatcatgatactaatcctcccgatgctaaaaattgtggacatgatt609 10 5.60E-138 76.20% gi|460380584| ref|XP_004236035.1|PREDICTED: probable calcium-binding protein CML30 [Solanum lycopersicum];gi|970016163| ref|XP_015069175.1|PREDICTED: probable calcium-binding protein CML30 [Solanum pennellii];gi|971581470| ref|XP_015159486.1|PREDICTED: probabSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Capsicum annuum;Nicotiana sylvestris;Nicotiana tabacum;Capsicum annuum;Nicotiana tabacum/Nicotiana tomentosiformis;Nicotiana sylvestris/Nicotiana tabacum;Solanum tuberosum5.6E-138;9.9E-132;4.4E-106;2.6E-84;2.4E-71;1.2E-50;3.4E-45;3.4E-45;6.7E-42;1.4E-35202;202;207;212;220;164;198;193;197;186202;202;210;210;217;152;190;131;188;189202;197;184;168;161;111;114;99;116;104100.00%;97.52%;87.62%;80.00%;74.19%;73.03%;60.00%;75.57%;61.70%;55.03%100.00%;100.00%;101.45%;99.06%;98.64%;92.68%;95.96%;67.88%;95.43%;101.61%99.51%;99.51%;103.45%;103.45%;106.90%;74.88%;93.60%;64.53%;92.61%;93.10%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460380584;970016163;971581470;1026042711;698566867;1025063057;1026014405;1025061961/1083893802;1025408893/698529222;971587854XP_004236035.1;XP_015069175.1;XP_015159486.1;XP_016567578.1;XP_009773613.1;XP_016450087.1;XP_016570003.1;XP_016449810.1/XP_018631720.1;XP_009761439.1/XP_016439008.1;XP_015161230.1391.349;375.555;311.227;256.144;223.402;169.088;156.377;155.992;147.902;131.339gi|460380584| ref|XP_004236035.1|PREDICTED: probable calcium-binding protein CML30 [Solanum lycopersicum]Solanum lycopersicum5.60E-138 202 202 202 100.00% 100.00% 99.51% 1 1 4.6E+08 XP_004236035.1391.349 K4BL95;PGSC0003DMG400019527;PGSC0003DMG400017084;K4BL954081;4113;4113;4081K4BL95;M1BQ19;M1BFI0;K4BL95UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0005509-IBA;GO:0005509-IEAcalcium ion binding-IBA;calcium ion binding-IEA Molecular Function-IBA;Molecular Function-IEA1 GO:0005509calcium ion bindingMolecular Function IPR002048;IPR002048;IPR011992;noIPR;noIPR;IPR018247;IPR018247;noIPR;noIPR;noIPR;noIPR;noIPR;IPR002048;IPR002048;IPR011992DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;DOMAIN;DOMAIN;DOMAINEF-hand domain;EF-hand domain;EF-hand domain pair;EF-hand domain pair;EF-hand domain pair;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-Hand 1, calcium-binding site;EF-HanSM00054 (SMART);PF13499 (PFAM);G3DSA:1.10.238.10 (GENE3D);PTHR10891:SF574 (PANTHER);PTHR10891 (PANTHER);PS00018 (PROSITE_PATTERNS);PS00018 (PROSITE_PATTERNS);SIGNAL_PEPTIDE_H_REGION (PHOBIUS);SIGNAL_PEPTIDE_C_REGION (PHOBIUS);SIGNAL_PEPTIDE (PHOBIUS);SIGNAGO:0005509;GO:0005509;GO:0005509;GO:0005509calcium ion binding;calcium ion binding;calcium ion binding;calcium ion bindingMolecular Function;Molecular Function;Molecular Function;Molecular Function
PIspec Solyc03g122350.2.1 up 1 -2.144905394 7.636596953 1.20E-10 4.37E-08 1615 3961 2898 18424 24348 9447 1527 ATGGAAGGTACTACCTGGACTGCAACTGCAGTGTTTCTTGCTACTCTGTT genomic_reference:SL2.50ch03 gene_region:64280253-64282856 transcript_region:SL2.50ch03:64280253..64282856+ go_terms:GO:0004508 "Cytochrome P450"       N/A N/A N/A N/A PGSC0003DMG400022893N/A Elicitor-inducible cytochrome P450 [Source:PGSC_GENE;Acc:PGSC0003DMG400022893] N/A N/A N/A Pispec 10 SOLYC03G122350.2.1 K4BN33_SOLLC K4BN33_SOLLC" OR " K4BN33 N/A UPI00027659ED SLY:101252373 K4BN33_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 508 integral component of membrane [GO:0016021]; membrane [GO:0016020]; heme binding [GO:0020037]; iron ion binding [GO:0005506]; oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen [GO:0016709]; secondarymetabolite biosynthetic process [GO:0044550]secondary metabolite biosynthetic process [GO:0044550] heme binding [GO:0020037]; iron ion binding [GO:0005506]; oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen [GO:0016709] integral component of membrane [GO:0016021]; membrane [GO:0016020] TRANSMEM 6 25 Helical. {ECO:0000256|SAM:Phobius}. 10645957; 16208505; 4081.Solyc03g122350.2.1; 101252373; PF00067; IPR001128;IPR017972;IPR002401; SIMILARITY: Belongs to the cytochrome P450 family. {ECO:0000256|RuleBase:RU000461}. Cytochrome P450 family 1.10.630.10; PR00463;PR00385; PS00086; SSF48264; Pi-Up_Solyc03g122350.2.1 cytochrome P450 71A1-like cctgttggaaggcaataaggaagaagtaagaagaagtttgttggaagaggaaaggcaactgaaacataatttcgaggaagtgttttagacatttttctaactatacaagtccactctccccattaataaattagactactaaatttatattgactcattaaattattcaggtagtaacgaccatctctcaattactataaatacagctttcgttaagccacaattaaccattacaccacttctcatccaacgccca2072 10 0.00E+00 97.50% gi|460379598| ref|XP_004235548.1|PREDICTED: cytochrome P450 71A1-like [Solanum lycopersicum];gi|970013841| ref|XP_015067898.1|PREDICTED: cytochrome P450 71A1-like [Solanum pennellii];gi|970013089| ref|XP_015067501.1|PREDICTED: cytochrome P450 71A1-like [SolanSolanum lycopersicum;Solanum pennellii;Solanum pennellii;Solanum tuberosum;Solanum lycopersicum;Nicotiana tabacum/Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana sylvestris;Nicotiana tabacum/Nicotiana tabacum;Nicotiana tabacum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0508;508;506;509;506;509;509;509;509;509508;508;487;483;487;483;483;483;483;483508;507;479;478;479;472;471;467;467;466100.00%;99.80%;98.36%;98.96%;98.36%;97.72%;97.52%;96.69%;96.69%;96.48%100.00%;100.00%;96.25%;94.89%;96.25%;94.89%;94.89%;94.89%;94.89%;94.89%73.55%;73.55%;70.51%;69.93%;70.51%;69.93%;69.93%;69.93%;69.93%;69.93%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2460379598;970013841;970013089;565351972;460379596;1027856722/14423327;697107000;698559422;1027858507/85068606;85068604XP_004235548.1;XP_015067898.1;XP_015067501.1;XP_006342921.1;XP_004235547.1;NP_001313044.1/AAK62346.1;XP_009607330.1;XP_009771565.1;NP_001312668.1/ABC69383.1;ABC69382.1976.467;967.992;944.11;941.799;940.258;913.294;911.368;904.049;903.664;900.968gi|460379598| ref|XP_004235548.1|PREDICTED: cytochrome P450 71A1-like [Solanum lycopersicum]Solanum lycopersicum0.00E+00 508 508 508 100.00% 100.00% 73.55% 1 2 4.6E+08 XP_004235548.1976.467 PGSC0003DMG400022893;CYP92A5;A1XEI3;PGSC0003DMG400022893;K4BN33;PGSC0003DMG400022893;A1XEI2;K4BN34;A1XEI2;K4BN33;K4BN33;PGSC0003DMG400022893;A1XEI3;K4BN34;CYP92A5;CYP92A5;A1XEI3;CYP92A5;PGSC0003DMG400022893;CYP92A5;CYP92A5;K4BN34;K4BN33;K4BN33;CYP92A5;K4BN4113;4097;4097;4113;4081;4113;4097;4081;4097;4081;4081;4113;4097;4081;4097;4097;4097;4097;4113;4097;4097;4081;4081;4081;4097;4081;4097;4097;4081;4081;4081;4097;4097;4081;4097;4081;4097;4113;4113;4081;4081;4113;4097;4081;4081;4097;4113;4081;4097;4097;4097;4M1C3J2;Q94FM3;A1XEI3;M1C3J2;K4BN33;M1C3J2;A1XEI2;K4BN34;A1XEI2;K4BN33;K4BN33;M1C3J2;A1XEI3;K4BN34;Q94FM3;Q94FM3;A1XEI3;Q94FM3;M1C3J2;Q94FM3;Q94FM3;K4BN34;K4BN33;K4BN33;Q94FM3;K4BN33;A1XEI3;Q94FM3;K4BN34;K4BN34;K4BN34;Q94FM3;A1XEI3;K4BN33;Q94FM3;K4BN34;A1XEUniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0005506-IEA;GO:0016705-IEA;GO:0016491-IEA;GO:0046872-IEA;GO:0044550-IBA;GO:0016020-IBA;GO:0016020-IEA;GO:0016021-IEA;GO:0020037-IEA;GO:0016709-IBA;GO:0055114-IEA;GO:0004497-IEAiron ion binding-IEA;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen-IEA;oxidoreductase activity-IEA;metal ion binding-IEA;secondarymetabolite biosynthetic process-IBA;membrane-IBA;membrane-IEA;integraMolecular Function-IEA;Molecular Function-IEA;Molecular Function-IEA;Molecular Function-IEA;Biological Process-IBA;Cellular Component-IBA;Cellular Component-IEA;Cellular Component-IEA;Molecular Function-IEA;Molecular Function-IBA;Biological Process-IEA;Mol6 GO:0005506;GO:0044550;GO:0016021;GO:0016709;GO:0055114;GO:0020037oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;iron ion binding;oxidation-reduction process;heme binding;secondarymetabolite biosyntheticCellular Component;Molecular Function;Molecular Function;Molecular Function;Biological Process;Biological ProcessEC:1.14.13Acting on paired donors, with incorporation or reduction of molecular oxygen. The oxygen incorporated need not be derived from O(2)IPR001128;IPR002401;IPR001128;IPR001128;noIPR;noIPR;IPR017972;noIPR;noIPR;noIPR;IPR001128;noIPRFAMILY;FAMILY;FAMILY;FAMILY;FAMILY;FAMILY;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;FAMILY;FAMILYCytochrome P450;Cytochrome P450, E-class, group I;Cytochrome P450;Cytochrome P450;Cytochrome P450;Cytochrome P450;Cytochrome P450, conserved site;Cytochrome P450, conserved site;Cytochrome P450, conserved site;Cytochrome P450, conserved site;Cytochrome P45PR00385 (PRINTS);PR00463 (PRINTS);G3DSA:1.10.630.10 (GENE3D);PF00067 (PFAM);PTHR24298 (PANTHER);PTHR24298:SF51 (PANTHER);PS00086 (PROSITE_PATTERNS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);CYTOPLASMIC_DOMAIN (PHOBIUS);TRANSMEMBRANE (PHOBIUS);SSF48264 (SUPERFAMILY)GO:0055114/GO:0020037/GO:0016705/GO:0005506;GO:0020037/GO:0016705/GO:0005506/GO:0055114;GO:0055114/GO:0020037/GO:0016705/GO:0005506;GO:0055114/GO:0020037/GO:0016705/GO:0005506;GO:0055114/GO:0016705;GO:0055114/GO:0020037/GO:0016705/GO:0005506oxidation-reduction process/heme binding/oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen/iron ion binding;heme binding/oxidoreductase activity, acting on paired donors, with incorporation or reduction oBiological Process/Molecular Function/Molecular Function/Molecular Function;Molecular Function/Molecular Function/Molecular Function/Biological Process;Biological Process/Molecular Function/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function/Molecular Function;Biological Process/Molecular Function;Biological Process/Molecular Function/Molecular Function/Molecular Function
PIspec Solyc03g095770.2.1 up 1 transcription factor -1.907660744 6.635031914 2.56E-06 0.000214804 969 2862 924 8517 12152 4674 822 ATGGAGGATTTTCTTGGTGAAAACCCACATAATAGATTGATAAAAGAACT genomic_reference:SL2.50ch03 gene_region:50421318-50423492 transcript_region:SL2.50ch03:50421318..50423492+ go_terms:GO:0003700 "WRKY transcription factor 6 (AHRD V1 **** A7UGD3_SOLTU); contains Interpro domain(s) IPR003657 DNA-binding WRKY     12.1.1 AT2G40750 WRKY54 Probable WRKY transcription factor 54 [Source:UniProtKB/Swiss-Prot;Acc:Q93WU8] 12.1.2 AT3G56400 WRKY70 Probable WRKY transcription factor 70 [Source:UniProtKB/Swiss-Prot;Acc:Q9LY00] PGSC0003DMG400020608N/A DNA-binding protein 3 [Source:PGSC_GENE;Acc:PGSC0003DMG400020608] VIT_13S0067G03140 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HC33] Pispec 8 SOLYC03G095770.2.1 K4BIZ9_SOLLC K4BIZ9_SOLLC" OR " K4BIZ9 LES.9084 UPI0002767A15 SLY:101256570 K4BIZ9_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 273 sequence-specific DNA binding [GO:0043565]; transcription factor activity, sequence-specific DNA binding [GO:0003700] sequence-specific DNA binding [GO:0043565]; transcription factor activity, sequence-specific DNA binding [GO:0003700] 10645957; 16208505; 4081.Solyc03g095770.2.1; 101256570; PF03106; IPR003657; 2.20.25.80; PS50811; SM00774; SSF118290; Pi-Up_Solyc03g095770.2.1 probable WRKY transcription factor 70 ctaaattctcagatcttataataactttttttttaaaaaatggaggattttcttggtgaaaacccacataatagattgataaaagaacttgttgaaggaaaaagtttcactgtccaacttcaaactctacttaaacaacctaatgaatcagtcttagctgaagaacttattcgcaaaatatggggatcttttactcaggctattactgtgttgaatagtttgggtaattccgataatagtttaacccagggccaga988 10 0.00E+00 78.90% gi|460378953| ref|XP_004235231.1|PREDICTED: probable WRKY transcription factor 70 [Solanum lycopersicum];gi|970014723| ref|XP_015068360.1|PREDICTED: probable WRKY transcription factor 70 [Solanum pennellii];gi|689436226|gb|AIR08538.1|WRKY transcription factoSolanum lycopersicum;Solanum pennellii;Solanum habrochaites;Solanum tuberosum;Capsicum annuum/Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum/Nicotiana tabacum;Nicotiana sylvestris;Nicotiana tabacum;Jatropha curcas/Jatropha curcas0.0E0;1.6E-177;4.4E-175;3.0E-166;4.3E-109;8.1E-86;9.5E-84;3.6E-83;2.4E-80;4.5E-50273;272;270;277;299;285;300;300;285;289273;273;273;277;300;298;311;311;298;180273;268;265;261;217;197;199;199;196;128100.00%;98.17%;97.07%;94.22%;72.33%;66.11%;63.99%;63.99%;65.77%;71.11%100.00%;100.37%;101.11%;100.00%;100.33%;104.56%;103.67%;103.67%;104.56%;62.28%82.89%;82.89%;82.89%;84.11%;91.09%;90.49%;94.43%;94.43%;90.49%;54.66%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460378953;970014723;689436226;565380154;557674381/1027855227;697185663;7406995/1027854121;698430578;1025144159;522191364/802778367XP_004235231.1;XP_015068360.1;AIR08538.1;XP_006356477.1;NP_001311793.1/AHA15410.1;XP_009601871.1;NP_001312512.1/AAF61863.1;XP_009793213.1;XP_016466892.1;XP_012091128.1/AGQ04251.1514.612;499.59;493.426;471.47;327.405;267.7;263.077;261.536;253.832;176.022gi|460378953| ref|XP_004235231.1|PREDICTED: probable WRKY transcription factor 70 [Solanum lycopersicum]Solanum lycopersicum0.00E+00 273 273 273 100.00% 100.00% 82.89% 1 1 4.6E+08 XP_004235231.1514.612 WRKY3;WRKY57;U6A891;WRKY57;U6A891;WRKY57;A0A089Q848;WRKY3;WRKY3;WRKY57;WRKY3;K4BIZ9;A0A089Q848;K4BIZ9;U6A891;PGSC0003DMG400020608;U6A891;WRKY3;WRKY3;PGSC0003DMG400020608;U6A891;WRKY57;U6A891;PGSC0003DMG400020608;WRKY3;K4BIZ9;WRKY3;WRKY57;A0A089Q8484097;180498;4072;180498;4072;180498;62890;4097;4097;180498;4097;4081;62890;4081;4072;4113;4072;4097;4097;4113;4072;180498;4072;4113;4097;4081;4097;180498;62890Q9M6E1;S5CFW3;U6A891;S5CFW3;U6A891;S5CFW3;A0A089Q848;Q9M6E1;Q9M6E1;S5CFW3;Q9M6E1;K4BIZ9;A0A089Q848;K4BIZ9;U6A891;M1BUF3;U6A891;Q9M6E1;Q9M6E1;M1BUF3;U6A891;S5CFW3;U6A891;M1BUF3;Q9M6E1;K4BIZ9;Q9M6E1;S5CFW3;A0A089Q848UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProGO:0003677-IEA;GO:0003700-IEA;GO:0006355-IEA;GO:0043565-IEADNA binding-IEA;transcription factor activity, sequence-specific DNA binding-IEA;regulation of transcription, DNA-templated-IEA;sequence-specific DNA binding-IEAMolecular Function-IEA;Molecular Function-IEA;Biological Process-IEA;Molecular Function-IEA3 GO:0003700;GO:0006355;GO:0043565transcription factor activity, sequence-specific DNA binding;sequence-specific DNA binding;regulation of transcription, DNA-templatedMolecular Function;Molecular Function;Biological ProcessIPR003657;IPR003657;IPR003657;noIPR;noIPR;IPR003657;IPR003657DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINWRKY domain;WRKY domain;WRKY domain;WRKY domain;WRKY domain;WRKY domain;WRKY domainSM00774 (SMART);G3DSA:2.20.25.80 (GENE3D);PF03106 (PFAM);PTHR31282:SF17 (PANTHER);PTHR31282 (PANTHER);PS50811 (PROSITE_PROFILES);SSF118290 (SUPERFAMILY)GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565;GO:0006355/GO:0003700/GO:0043565regulation of transcription, DNA-templated/transcription factor activity, sequence-specific DNA binding/sequence-specific DNA binding;regulation of transcription, DNA-templated/transcription factor activity, sequence-specific DNA binding/sequence-specific Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function;Biological Process/Molecular Function/Molecular Function
PIspec Solyc04g074000.2.1 up 1 -1.88554592 9.067914252 8.80E-08 1.20E-05 5501 13641 6455 40604 63650 31078 3114 ATGATGATAGTTCCCACAATTTTTAATTTCCTTCAGTGTGTTACATTCTT genomic_reference:SL2.50ch04 gene_region:57617787-57621291 transcript_region:SL2.50ch04:57617787..57621291- go_terms:GO:0005515,GO:0006468 "Receptor like kinase, RLK"               13.1.1 AT1G35710 N/A Probable leucine-rich repeat receptor-like protein kinase At1g35710 [Source:UniProtKB/Swiss-Prot;Acc:Q9LP24] 13.1.2 AT4G08850 N/A Probable LRR receptor-like serine/threonine-protein kinase At4g08850 [Source:UniProtKB/Swiss-Prot;Acc:Q8VZG8] PGSC0003DMG400017713N/A LRR receptor-like serine/threonine-protein kinase [Source:PGSC_GENE;Acc:PGSC0003DMG400017713] VIT_17S0000G02390 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6GSK7] Pispec 11 SOLYC04G074000.2.1 K4BTT8_SOLLC K4BTT8_SOLLC" OR " K4BTT8 N/A UPI000276719F N/A K4BTT8_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 1037 integral component of membrane [GO:0016021]; ATP binding [GO:0005524]; protein kinase activity [GO:0004672] ATP binding [GO:0005524]; protein kinase activity [GO:0004672] integral component of membrane [GO:0016021] TRANSMEM 695 718 Helical. {ECO:0000256|SAM:Phobius}. SIGNAL 1 25 {ECO:0000256|SAM:SignalP}. 10645957; 16208505; 4081.Solyc04g074000.2.1; 101265539; PF13855;PF08263;PF07714; IPR013320;IPR011009;IPR032675;IPR001611;IPR003591;IPR013210;IPR000719;IPR017441;IPR001245;IPR008266; SIMILARITY: Contains protein kinase domain. {ECO:0000256|SAAS:SAAS00504263}. 2.60.120.200;3.80.10.10; PS00107;PS50011;PS00109; SM00369; SSF52058;SSF56112; Pi-Up_Solyc04g074000.2.1 catcacaaaccaaaaacaatcttttaattattagcaaatgatgatagttcccacaatttttaatttccttcagtgtgttacattcttatatcttttcgcggttacatttgctaccactgaggaagcaactgctcttctaaaatggaaagcatctttccaaaaccagaacaattctttattggcttcgtggacgctaagtggacctgctggtaccaatagcattggagcggcgagttctaatgcatgcgaggactgg3407 noIPR;IPR003591;noIPR;IPR013320;IPR001245;noIPR;IPR001611;IPR032675;IPR032675;IPR013210;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR008266;IPR017441;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR000719;noIPR;IPR011009;IPR032675;noIPR;noIPR;noIPRnull;REPEAT;REPEAT;DOMAIN;DOMAIN;DOMAIN;REPEAT;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;ACTIVE_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;DOMAIN;DOMAIN;DOMAIN;DOnull;Leucine-rich repeat, typical subtype;Leucine-rich repeat, typical subtype;Concanavalin A-like lectin/glucanase domain;Serine-threonine/tyrosine-protein kinase catalytic domain;Serine-threonine/tyrosine-protein kinase catalytic domain;Leucine-rich repePR00019 (PRINTS);SM00369 (SMART);SM00365 (SMART);G3DSA:2.60.120.200 (GENE3D);PF07714 (PFAM);G3DSA:3.30.200.20 (GENE3D);PF13855 (PFAM);G3DSA:3.80.10.10 (GENE3D);G3DSA:3.80.10.10 (GENE3D);PF08263 (PFAM);G3DSA:1.10.510.10 (GENE3D);PTHR27000 (PANTHER);PTHR2700GO:0004672/GO:0006468;GO:0005515;GO:0004672/GO:0006468;GO:0005524;GO:0005524/GO:0004672/GO:0006468protein kinase activity/protein phosphorylation;protein binding;protein kinase activity/protein phosphorylation;ATP binding;ATP binding/protein kinase activity/protein phosphorylationMolecular Function/Biological Process;Molecular Function;Molecular Function/Biological Process;Molecular Function;Molecular Function/Molecular Function/Biological Process
PIspec Solyc03g033840.2.1 up 1 -1.849708759 5.694321553 6.24E-07 6.59E-05 580 1305 566 3948 6580 2621 1518 ATGTCCTCTTCATCAACAGAATCGAAAATGGCCACCACCAAGATGGTTTT genomic_reference:SL2.50ch03 gene_region:9723953-9726891 transcript_region:SL2.50ch03:9723953..9726891- go_terms:GO:0042623,GO:0005515 "26S protease regulatory subunit 6B homolog (AHRD V1 *--- PRS6B_ASPNG); contains Interpro domain(s) IPR003959 ATPase, AAA-type, core  N/A N/A N/A N/A PGSC0003DMG400022574N/A ATP binding protein [Source:PGSC_GENE;Acc:PGSC0003DMG400022574] N/A N/A N/A Pispec 7 SOLYC03G033840.2.1 K4BFQ6_SOLLC K4BFQ6_SOLLC" OR " K4BFQ6 N/A UPI0002767BA7 SLY:101250479 K4BFQ6_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 505 ATP binding [GO:0005524] ATP binding [GO:0005524] 10645957; 16208505; 4081.Solyc03g033840.2.1; 101250479; PF00004;PF14363; IPR003593;IPR025753;IPR003959;IPR003960;IPR027417; SIMILARITY: Belongs to the AAA ATPase family. {ECO:0000256|RuleBase:RU003651}. AAA ATPase family 3.40.50.300; PS00674; SM00382; SSF52540; Pi-Up_Solyc03g033840.2.1 HYPER-SENSITIVITY-RELATED 4-like caataccaactactactatattgttagtcttggtgcaattttttctatttcctattggccaatttctcactccattttgttcttttcttcacatgattctcctataaatttgacatttttctcaattgcaattgcaccctgtttcccctcaccttcttgtagatcagaacctatatatcacgacactaaaacttgtagcaaaatcttgagcacacactagccaaaaaagtccttctagaacatgtcctcttcatca1901 10 0.00E+00 93.90% gi|460377539| ref|XP_004234549.1|PREDICTED: probable mitochondrial chaperone BCS1-A [Solanum lycopersicum];gi|970018441| ref|XP_015070389.1|PREDICTED: AAA-ATPase At3g50940-like [Solanum pennellii];gi|565352931| ref|XP_006343390.1|PREDICTED: protein HYPER-SENSSolanum lycopersicum;Solanum pennellii;Solanum tuberosum;Nicotiana sylvestris;Nicotiana tabacum;Solanum tuberosum;Solanum pennellii;Solanum lycopersicum;Nicotiana tabacum;Nicotiana tomentosiformis0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0505;509;496;492;492;502;490;490;491;491490;494;471;438;437;439;439;439;439;439490;483;453;409;407;408;406;406;407;407100.00%;97.77%;96.18%;93.38%;93.14%;92.94%;92.48%;92.48%;92.71%;92.71%97.03%;97.05%;94.96%;89.02%;88.82%;87.45%;89.59%;89.59%;89.41%;89.41%77.33%;77.96%;74.33%;69.12%;68.96%;69.28%;69.28%;69.28%;69.28%;69.28%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2460377539;970018441;565352931;698505202;1025251624;565352929;970016274;460377537;1025156447;697122044XP_004234549.1;XP_015070389.1;XP_006343390.1;XP_009798066.1;XP_016489223.1;XP_006343389.1;XP_015069237.1;XP_004234548.1;XP_016468477.1;XP_009615009.1978.393;964.14;867.455;801.586;796.193;796.193;794.653;793.112;790.801;790.801gi|460377539| ref|XP_004234549.1|PREDICTED: probable mitochondrial chaperone BCS1-A [Solanum lycopersicum]Solanum lycopersicum0.00E+00 505 490 490 100.00% 97.03% 77.33% 1 2 4.6E+08 XP_004234549.1978.393 K4BFQ6;K4BFQ1;K4BFQ1;K4BFQ64081;4081;4081;4081K4BFQ6;K4BFQ1;K4BFQ1;K4BFQ6UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0000166-IEA;GO:0005524-IEAnucleotide binding-IEA;ATP binding-IEA Molecular Function-IEA;Molecular Function-IEA1 GO:0005524ATP bindingMolecular Function IPR003593;IPR003959;IPR025753;IPR027417;noIPR;noIPR;IPR003960;noIPR;noIPR;noIPR;noIPR;noIPR;IPR027417DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;CONSERVED_SITE;DOMAINAAA+ ATPase domain;ATPase, AAA-type, core;AAA-type ATPase, N-terminal domain;P-loop containing nucleoside triphosphate hydrolase;P-loop containing nucleoside triphosphate hydrolase;P-loop containing nucleoside triphosphate hydrolase;ATPase, AAA-type, conseSM00382 (SMART);PF00004 (PFAM);PF14363 (PFAM);G3DSA:3.40.50.300 (GENE3D);PTHR23070 (PANTHER);PTHR23070:SF24 (PANTHER);PS00674 (PROSITE_PATTERNS);NON_CYTOPLASMIC_DOMAIN (PHOBIUS);SIGNAL_PEPTIDE_H_REGION (PHOBIUS);SIGNAL_PEPTIDE (PHOBIUS);SIGNAL_PEPTIDE_N_REGO:0005524;GO:0005524ATP binding;ATP bindingMolecular Function;Molecular Function
PIspec Solyc11g005630.1.1 up 1 kinase -1.816282603 6.513553308 3.56E-06 0.000282714 828 3015 943 5900 12177 5153 2334 ATGGCTGCTTTGCTATGGTTATTAATATTATCTGCATTTCATGGAGTAGC genomic_reference:SL2.50ch11 gene_region:483096-485429 transcript_region:SL2.50ch11:483096..485429+ go_terms:GO:0005529,GO:0006468 "Receptor-like protein kinase (AHRD V1 ***- Q39202_ARATH); contains Interpro domain(s) IPR002290 Serine/threonine protein kinase     N/A N/A N/A N/A PGSC0003DMG402003983N/A ATP binding protein [Source:PGSC_GENE;Acc:PGSC0003DMG402003983] VIT_04S0044G00750 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6I0H5] VIT_04S0044G00840 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7U4I0] VIT_04S0044G00820 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6I0H1] Pispec 17 SOLYC11G005630.1.1 K4D4H6_SOLLC K4D4H6_SOLLC" OR " K4D4H6 LES.8446 UPI0002769902 SLY:101267468 K4D4H6_SOLLC unreviewed Serine/threonine-protein kinase (EC 2.7.11.1) Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 777 integral component of membrane [GO:0016021]; plasma membrane [GO:0005886]; ATP binding [GO:0005524]; protein serine/threonine kinase activity [GO:0004674]; protein phosphorylation [GO:0006468]; recognition of pollen [GO:0048544] protein phosphorylation [GO:0006468]; recognition of pollen [GO:0048544] ATP binding [GO:0005524]; protein serine/threonine kinase activity [GO:0004674] integral component of membrane [GO:0016021]; plasma membrane [GO:0005886] TRANSMEM 432 454 Helical. {ECO:0000256|SAM:Phobius}. SIGNAL 1 19 {ECO:0000256|SAM:SignalP}. 10645957; 16208505; 101267468; PF01453;PF00069;PF00954; IPR001480;IPR013320;IPR000742;IPR011009;IPR003609;IPR000719;IPR017441;IPR000858;IPR008271;IPR024171; SIMILARITY: Belongs to the protein kinase superfamily. Ser/Thr protein kinase family. {ECO:0000256|PIRNR:PIRNR000641}. Protein kinase superfamily, Ser/Thr protein kinase family 2.7.11.1 CATALYTIC ACTIVITY: ATP + a protein = ADP + a phosphoprotein. {ECO:0000256|PIRNR:PIRNR000641}. 2.60.120.200;2.90.10.10; PIRSF000641; PS50927;PS50026;PS50948;PS00107;PS50011;PS00108; SM00108;SM00220; SSF51110;SSF56112; Pi-Up_Solyc11g005630.1.1 atggctgctttgctatggttattaatattatctgcatttcatggagtagcactagcacaacaaaggcagttcaatataactcttggctcttctctaacacctactaccaattcatcatggttttcgccgtctaggcgctttgcctttgggttttatgaacaaaacaatggctatgctgttggaatcttaattgtgggtatgcctaagaagacagcagtgtggacagcaaacaggaacagtcctgctgtcccgagca2334 IPR000719;IPR001480;IPR000719;noIPR;IPR024171;IPR001480;IPR000858;IPR013320;noIPR;IPR001480;noIPR;noIPR;IPR008271;IPR017441;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;noIPR;IPR001480;IPR000742;IPR003609;IPR000719;noIPR;noIPR;noIPR;IPR001480;IPR011009;IPR001480;noDOMAIN;DOMAIN;DOMAIN;DOMAIN;FAMILY;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;ACTIVE_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;BINDING_SITE;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;Protein kinase domain;Bulb-type lectin domain;Protein kinase domain;Protein kinase domain;S-receptor-like serine/threonine-protein kinase;Bulb-type lectin domain;S-locus glycoprotein domain;Concanavalin A-like lectin/glucanase domain;Concanavalin A-like leSM00220 (SMART);SM00108 (SMART);PF00069 (PFAM);G3DSA:3.30.200.20 (GENE3D);PIRSF000641 (PIRSF);PF01453 (PFAM);PF00954 (PFAM);G3DSA:2.60.120.200 (GENE3D);G3DSA:1.10.510.10 (GENE3D);G3DSA:2.90.10.10 (GENE3D);PTHR27002:SF109 (PANTHER);PTHR27002 (PANTHER);PS001GO:0004672/GO:0006468/GO:0005524;GO:0004672/GO:0006468/GO:0005524;GO:0004674;GO:0048544;GO:0004672/GO:0006468;GO:0005524;GO:0005515;GO:0004672/GO:0006468/GO:0005524protein kinase activity/protein phosphorylation/ATP binding;protein kinase activity/protein phosphorylation/ATP binding;protein serine/threonine kinase activity;recognition of pollen;protein kinase activity/protein phosphorylation;ATP binding;protein bindiMolecular Function/Biological Process/Molecular Function;Molecular Function/Biological Process/Molecular Function;Molecular Function;Biological Process;Molecular Function/Biological Process;Molecular Function;Molecular Function;Molecular Function/Biological Process/Molecular Function
PIspec Solyc02g081360.2.1 up 1 ligase -1.776350641 4.325983601 8.06E-06 0.000574741 272 380 269 1512 1560 1604 1728 ATGGATAATTTACCTAAATGTGGAGCTAATTATGTGCCTCTTACTCCTCT genomic_reference:SL2.50ch02 gene_region:39931191-39933262 transcript_region:SL2.50ch02:39931191..39933262+ go_terms:GO:0004467,GO:0018858 "Long-chain-fatty-acid--CoA ligase (AHRD V1 **** D0J2H7_COMT2); contains Interpro domain(s) IPR000873 AMP-dependent synthetase and ligase     16.1.1 AT1G66120 AAE11 Butyrate--CoA ligase AAE11, peroxisomal [Source:UniProtKB/Swiss-Prot;Acc:Q9C8D4] 16.1.2 AT1G65890 AAE12 Probable acyl-activating enzyme 12, peroxisomal [Source:UniProtKB/Swiss-Prot;Acc:Q9SS00] 16.1.3 AT1G68270 AEE22 Probable acyl-activating enzyme 22 [Source:UniProtKB/Swiss-Prot;Acc:Q9C9G2] 16.1.4 AT1G65880 AAE20 Benzoate--CoA ligase, peroxisomal [Source:UniProtKB/Swiss-Prot;Acc:Q9SS01] PGSC0003DMG400016733N/A Acyl:coa ligase acetate-coa synthetase [Source:PGSC_GENE;Acc:PGSC0003DMG400016733] VIT_04S0079G00790 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HFX8] Pispec 6 SOLYC02G081360.2.1 K4BA06_SOLLC K4BA06_SOLLC" OR " K4BA06 N/A UPI0002767784 SLY:101264780 K4BA06_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 575 catalytic activity [GO:0003824]; metabolic process [GO:0008152] metabolic process [GO:0008152] catalytic activity [GO:0003824] 10645957; 16208505; K4BA06; 4081.Solyc02g081360.2.1; 101264780; PF00501;PF13193; IPR025110;IPR020845;IPR000873; PS00455; Pi-Up_Solyc02g081360.2.1 butyrate-- ligase peroxisomal-like atggataatttacctaaatgtggagctaattatgtgcctcttactcctctcacctttttaacaagagcctctaattcttatgccaaccgcacctctattatttatgccaatgttggcttcaattggcgggaaacccatgaacgttgttgtcgccttgcttcctcccttcgctccttaaacattgtcaagaacgacgtggtctcagtccttgcaccaaatgtacccgccatgttagaaatgcattttgctgtgccta1974 10 0.00E+00 97.10% gi|460373727| ref|XP_004232666.1|PREDICTED: butyrate--CoA ligase AAE11, peroxisomal-like [Solanum lycopersicum];gi|565362908| ref|XP_006348186.1|PREDICTED: butyrate--CoA ligase AAE11, peroxisomal-like [Solanum tuberosum];gi|970011791| ref|XP_015066822.1|PREDISolanum lycopersicum;Solanum tuberosum;Solanum pennellii;Solanum pennellii;Solanum lycopersicum;Solanum lycopersicum;Capsicum annuum;Solanum pennellii/Solanum pennellii;Nicotiana tomentosiformis;Nicotiana tabacum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0575;575;575;575;566;593;578;569;578;578575;575;575;575;575;562;578;575;578;578575;571;569;560;556;547;558;555;555;555100.00%;99.30%;98.96%;97.39%;96.70%;97.33%;96.54%;96.52%;96.02%;96.02%100.00%;100.00%;100.00%;100.00%;101.59%;94.77%;100.00%;101.05%;100.00%;100.00%87.39%;87.39%;87.39%;87.39%;87.39%;85.41%;87.84%;87.39%;87.84%;87.84%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1460373727;565362908;970011791;970009752;460373725;723673661;1026027924;970011793/970011795;697190697;1025280293XP_004232666.1;XP_006348186.1;XP_015066822.1;XP_015065772.1;XP_004232665.1;XP_010316551.1;XP_016560213.1;XP_015066824.1/XP_015066823.1;XP_009604410.1;XP_016496117.11159.82;1128.62;1124.38;1100.12;1092.03;1077.77;1073.15;1068.91;1057.74;1055.82gi|460373727| ref|XP_004232666.1|PREDICTED: butyrate--CoA ligase AAE11, peroxisomal-like [Solanum lycopersicum]Solanum lycopersicum0.00E+00 575 575 575 100.00% 100.00% 87.39% 1 1 4.6E+08 XP_004232666.11159.82 K4BA07;K4BA06;K4BA07;PGSC0003DMG400016733;PGSC0003DMG400016733;K4BA064081;4081;4081;4113;4113;4081K4BA07;K4BA06;K4BA07;M1BE53;M1BE53;K4BA06UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0008152-IEA;GO:0003824-IEAmetabolic process-IEA;catalytic activity-IEA Biological Process-IEA;Molecular Function-IEA2 GO:0003824;GO:0008152catalytic activity;metabolic processMolecular Function;Biological ProcessnoIPR;noIPR;noIPR;IPR025110;IPR000873;noIPR;noIPR;noIPR;IPR020845;noIPRnull;null;null;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;CONSERVED_SITE;CONSERVED_SITEnull;null;null;AMP-binding enzyme C-terminal domain;AMP-dependent synthetase/ligase;AMP-dependent synthetase/ligase;AMP-dependent synthetase/ligase;AMP-dependent synthetase/ligase;AMP-binding, conserved site;AMP-binding, conserved siteG3DSA:2.30.38.10 (GENE3D);G3DSA:3.40.50.980 (GENE3D);G3DSA:3.40.50.980 (GENE3D);PF13193 (PFAM);PF00501 (PFAM);G3DSA:3.30.300.30 (GENE3D);PTHR24095 (PANTHER);PTHR24095:SF189 (PANTHER);PS00455 (PROSITE_PATTERNS);SSF56801 (SUPERFAMILY)GO:0003824/GO:0008152catalytic activity/metabolic processMolecular Function/Biological Process
PIspec Solyc02g081350.2.1 up 1 ligase -1.71996396 2.102043511 0.000135705 0.005812497 52 82 82 302 346 338 1782 ATGGACAATTTACCTAAATGTGGAGCTAATTATGTGCCTCTTACTCCTCT genomic_reference:SL2.50ch02 gene_region:39920379-39923083 transcript_region:SL2.50ch02:39920379..39923083- go_terms:GO:0018858,GO:0016208 "Acyl-CoA synthetase/AMP-acid ligase II (AHRD V1 **** D0C359_9GAMM); contains Interpro domain(s) IPR000873 AMP-dependent synthetase and ligase   17.1.1 AT1G65890 AAE12 Probable acyl-activating enzyme 12, peroxisomal [Source:UniProtKB/Swiss-Prot;Acc:Q9SS00] 17.1.2 AT1G66120 AAE11 Butyrate--CoA ligase AAE11, peroxisomal [Source:UniProtKB/Swiss-Prot;Acc:Q9C8D4] 17.1.3 AT1G68270 AEE22 Probable acyl-activating enzyme 22 [Source:UniProtKB/Swiss-Prot;Acc:Q9C9G2] 17.1.4 AT1G65880 AAE20 Benzoate--CoA ligase, peroxisomal [Source:UniProtKB/Swiss-Prot;Acc:Q9SS01] N/A N/A N/A VIT_04S0079G00790 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:F6HFX8] Pispec 5 SOLYC02G081350.2.1 K4BA05_SOLLC K4BA05_SOLLC" OR " K4BA05 N/A UPI0002767783 N/A K4BA05_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 593 catalytic activity [GO:0003824]; metabolic process [GO:0008152] metabolic process [GO:0008152] catalytic activity [GO:0003824] 10645957; 16208505; 4081.Solyc02g081350.2.1; PF00501;PF13193; IPR025110;IPR000873; Pi-Up_Solyc02g081350.2.1 butyrate-- ligase peroxisomal-like atggacaatttacctaaatgtggagctaattatgtgcctcttactcctctcaccttcttaaccagagcctctaattcttatgccaaccgcacctctattatttatgcaaatattcgattcacttggcgtgaaaaccatgagcgttgtcgtcgcctcgcttcctcgttaaagtccttaaatattgtcaagaacgacgtggtctcggtccttgcaccaaatgtacccgccttattagaaatgcattttgctgtgccga1861 10 0.00E+00 95.10% gi|723673661| ref|XP_010316551.1|PREDICTED: butyrate--CoA ligase AAE11, peroxisomal-like [Solanum lycopersicum];gi|970009752| ref|XP_015065772.1|PREDICTED: butyrate--CoA ligase AAE11, peroxisomal-like [Solanum pennellii];gi|460373727| ref|XP_004232666.1|PREDISolanum lycopersicum;Solanum pennellii;Solanum lycopersicum;Solanum tuberosum;Solanum pennellii;Solanum lycopersicum;Solanum pennellii/Solanum pennellii;Capsicum annuum;Nicotiana tomentosiformis;Nicotiana tabacum0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0593;575;575;575;575;566;569;578;578;578593;562;562;562;562;562;562;565;565;565588;544;542;541;540;531;530;533;530;53099.16%;96.80%;96.44%;96.26%;96.09%;94.48%;94.31%;94.34%;93.81%;93.81%100.00%;97.74%;97.74%;97.74%;97.74%;99.29%;98.77%;97.75%;97.75%;97.75%95.59%;90.60%;90.60%;90.60%;90.60%;90.60%;90.60%;91.08%;91.08%;91.08%1;1;1;1;1;1;1;1;1;11;1;1;1;1;1;1;1;1;1723673661;970009752;460373727;565362908;970011791;460373725;970011793/970011795;1026027924;697190697;1025280293XP_010316551.1;XP_015065772.1;XP_004232666.1;XP_006348186.1;XP_015066822.1;XP_004232665.1;XP_015066824.1/XP_015066823.1;XP_016560213.1;XP_009604410.1;XP_016496117.11178.31;1085.09;1064.68;1060.44;1045.03;1029.24;1015.37;1013.45;995.342;993.416gi|723673661| ref|XP_010316551.1|PREDICTED: butyrate--CoA ligase AAE11, peroxisomal-like [Solanum lycopersicum]Solanum lycopersicum0.00E+00 593 593 588 99.16% 100.00% 95.59% 1 1 7.24E+08 XP_010316551.11178.31 K4BA07;K4BA06;K4BA07;PGSC0003DMG400016733;PGSC0003DMG400016733;K4BA064081;4081;4081;4113;4113;4081K4BA07;K4BA06;K4BA07;M1BE53;M1BE53;K4BA06UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0008152-IEA;GO:0003824-IEAmetabolic process-IEA;catalytic activity-IEA Biological Process-IEA;Molecular Function-IEA2 GO:0003824;GO:0008152catalytic activity;metabolic processMolecular Function;Biological ProcessnoIPR;noIPR;IPR000873;IPR025110;noIPR;noIPR;noIPR;noIPR;noIPRnull;null;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAIN;DOMAINnull;null;AMP-dependent synthetase/ligase;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminal domain;AMP-binding enzyme C-terminalG3DSA:3.40.50.980 (GENE3D);G3DSA:3.30.300.30 (GENE3D);PF00501 (PFAM);PF13193 (PFAM);G3DSA:2.30.38.10 (GENE3D);G3DSA:3.40.50.980 (GENE3D);PTHR24095:SF189 (PANTHER);PTHR24095 (PANTHER);SSF56801 (SUPERFAMILY)GO:0008152/GO:0003824metabolic process/catalytic activityBiological Process/Molecular Function
PIspec Solyc07g049660.2.1 up 1 transferase -1.599766549 7.174604471 1.43E-05 0.000924682 1786 4010 2117 12163 16998 6026 1404 ATGGATTCAATTAAGCCATCCTCATCACAATTAGTATTCACGGTGAGAAG genomic_reference:SL2.50ch07 gene_region:57349065-57351095 transcript_region:SL2.50ch07:57349065..57351095+ go_terms:GO:0010327 "Acetyl coenzyme A cis-3-hexen-1-ol acetyl transferase (AHRD V1 **-* Q9SRQ2_ARATH); contains Interpro domain(s) IPR003480 Transferase    N/A N/A N/A N/A PGSC0003DMG400001075N/A Hsr201 protein [Source:PGSC_GENE;Acc:PGSC0003DMG400001075] VIT_16S0039G00570 N/A Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:D7T7E8] Pispec 13 SOLYC07G049660.2.1 K4CF67_SOLLC K4CF67_SOLLC" OR " K4CF67 N/A UPI000276B445 N/A K4CF67_SOLLC unreviewed Uncharacterized protein Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 467 transferase activity, transferring acyl groups other than amino-acyl groups [GO:0016747] transferase activity, transferring acyl groups other than amino-acyl groups [GO:0016747] 10645957; 16208505; PF02458; IPR023213;IPR003480; 3.30.559.10; Pi-Up_Solyc07g049660.2.1 benzyl alcohol O-benzoyltransferase tatgtacacaaacactaatccaaaatcttcttcatatctccatttttattcaataatggattcaattaagccatcctcatcacaattagtattcacggtgagaaggcaaaatgcagagctaattgctccagcaaagccaactccacgtgaaactaaatttctctcagacattgatgatcaagaaggtcttcgatttcaaatccccgttattaatttttatcgtaaagattcggatatttctacgggaggaaatcat1599 10 0.00E+00 93.70% gi|723715878| ref|XP_004243496.2|PREDICTED: benzyl alcohol O-benzoyltransferase [Solanum lycopersicum];gi|970038952| ref|XP_015080810.1|PREDICTED: benzyl alcohol O-benzoyltransferase [Solanum pennellii];gi|970038878| ref|XP_015080771.1|PREDICTED: benzyl alcohSolanum lycopersicum;Solanum pennellii;Solanum pennellii/Solanum pennellii;Capsicum annuum;Solanum lycopersicum;Nicotiana tabacum;Nicotiana tabacum/Nicotiana tabacum/Nicotiana tabacum;Nicotiana tomentosiformis;Nicotiana tabacum;Nicotiana sylvestris0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0;0.0E0485;484;484;465;471;460;460;460;460;460485;485;485;467;472;467;467;467;467;467485;482;480;438;437;428;428;428;429;429100.00%;99.38%;98.97%;93.79%;92.58%;91.65%;91.65%;91.65%;91.86%;91.86%100.00%;100.21%;100.21%;100.43%;100.21%;101.52%;101.52%;101.52%;101.52%;101.52%90.99%;90.99%;90.99%;87.62%;88.56%;87.62%;87.62%;87.62%;87.62%;87.62%1;1;1;1;1;1;1;1;1;12;2;2;2;2;2;2;2;2;2723715878;970038952;970038880/970038878;1026071542;460395855;1171577;75150383/1027858409/22854880;697131331;1025069056;698519927XP_004243496.2;XP_015080810.1;XP_015080771.1/XP_015080772.1;XP_016580134.1;XP_004243495.1;CAA64636.1;AAN09798.1/Q8GT20.1/NP_001312867.1;XP_009619718.1;XP_016451575.1;XP_009804829.1919.842;902.508;896.345;785.023;779.63;744.577;744.577;743.036;738.413;737.643gi|723715878| ref|XP_004243496.2|PREDICTED: benzyl alcohol O-benzoyltransferase [Solanum lycopersicum]Solanum lycopersicum0.00E+00 485 485 485 100.00% 100.00% 90.99% 1 2 7.24E+08 XP_004243496.2919.842 HSR201;HSR201;HSR201;HSR201;HSR201;HSR201;K4CF68;HSR201;hsr201;HSR201;HSR2014097;4097;4097;4097;4097;4097;4081;4097;4097;4097;4097Q8GT20;Q8GT20;Q8GT20;Q8GT20;Q8GT20;Q8GT20;K4CF68;Q8GT20;Q43583;Q8GT20;Q8GT20UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKB;UniProtKBGO:0016746-IEA;GO:0016747-IEA;GO:0016740-IEAtransferase activity, transferring acyl groups-IEA;transferase activity, transferring acyl groups other than amino-acyl groups-IEA;transferase activity-IEAMolecular Function-IEA;Molecular Function-IEA;Molecular Function-IEA1 GO:0016747transferase activity, transferring acyl groups other than amino-acyl groupsMolecular Function IPR023213;IPR003480;IPR023213;noIPR;noIPRDOMAIN;FAMILY;DOMAIN;DOMAIN;DOMAINChloramphenicol acetyltransferase-like domain;Transferase;Chloramphenicol acetyltransferase-like domain;Chloramphenicol acetyltransferase-like domain;Chloramphenicol acetyltransferase-like domainG3DSA:3.30.559.10 (GENE3D);PF02458 (PFAM);G3DSA:3.30.559.10 (GENE3D);PTHR31642:SF9 (PANTHER);PTHR31642 (PANTHER)GO:0016747transferase activity, transferring acyl groups other than amino-acyl groupsMolecular Function

I7BBC5_SOLLC unreviewed Argonaute 7 Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 1000 nucleic acid binding [GO:0003676] nucleic acid binding [GO:0003676] 23001036; 4081.Solyc01g010970.2.1; 101055594; PF08699;PF16488;PF16486;PF02170;PF02171; IPR014811;IPR032472;IPR032474;IPR003100;IPR003165;IPR012337; SIMILARITY: Belongs to the argonaute family. {ECO:0000256|RuleBase:RU361178}.; SIMILARITY: Contains 1 PAZ domain. {ECO:0000256|RuleBase:RU361178}.; SIMILARITY: Contains 1 Piwi domain. {ECO:0000256|RuleBase:RU361178}. Argonaute family 3.30.420.10; PS50821;PS50822; SM01163;SM00949;SM00950; SSF101690;SSF53098;
I3WTB2_SOLLC unreviewed INT9 protein (Fragment) INT9 Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 189 cysteine-type peptidase activity [GO:0008234] cysteine-type peptidase activity [GO:0008234] 22675118; 4081.Solyc02g077040.2.1; PF08246;PF00112; PTHR12411; IPR000169;IPR013128;IPR000668;IPR013201; SIMILARITY: Belongs to the peptidase C1 family. {ECO:0000256|RuleBase:RU362133, ECO:0000256|SAAS:SAAS00592462}. Peptidase C1 family C01.140; PS00139; SM00848;SM00645;
O64912_SOLLC unreviewed Auxin-responsive protein (Fragment) IAA1 Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 77 nucleus [GO:0005634]; auxin-activated signaling pathway [GO:0009734]; regulation of transcription, DNA-templated [GO:0006355]; transcription, DNA-templated [GO:0006351] auxin-activated signaling pathway [GO:0009734]; regulation of transcription, DNA-templated [GO:0006355]; transcription, DNA-templated [GO:0006351] nucleus [GO:0005634] SUBCELLULAR LOCATION: Nucleus {ECO:0000256|RuleBase:RU004549, ECO:0000256|SAAS:SAAS00533708}. 7480327; 11094981 4081.Solyc06g053840.2.1; PF02309; PTHR31734; IPR033389;IPR003311;IPR000270; SIMILARITY: Belongs to the Aux/IAA family. {ECO:0000256|RuleBase:RU004549, ECO:0000256|SAAS:SAAS00574656}.; SIMILARITY: Contains PB1 domain. {ECO:0000256|SAAS:SAAS00522563}. Aux/IAA family FUNCTION: Aux/IAA proteins are short-lived transcriptional factors that function as repressors of early auxin response genes at low auxin concentrations. {ECO:0000256|RuleBase:RU004549, ECO:0000256|SAAS:SAAS00574650}. PS51745;
Q156I2_SOLLC unreviewed Phytophthora-inhibited protease 1 pip1 Solanum lycopersicum (Tomato) (Lycopersicon esculentum) 345 integral component of membrane [GO:0016021]; cysteine-type peptidase activity [GO:0008234] cysteine-type peptidase activity [GO:0008234] integral component of membrane [GO:0016021] TRANSMEM 6 27 Helical. {ECO:0000256|SAM:Phobius}. 17085509 Q156I2; 4081.Solyc02g077040.2.1; PF08246;PF00112; PTHR12411; IPR025661;IPR000169;IPR025660;IPR013128;IPR000668;IPR013201; SIMILARITY: Belongs to the peptidase C1 family. {ECO:0000256|RuleBase:RU362133, ECO:0000256|SAAS:SAAS00592462}. Peptidase C1 family C01.140; PR00705; PS00640;PS00139;PS00639; SM00848;SM00645;



Supplementary Table S5: GO enrichement analysis. S. lycorpersicum leaf tissue during P. 
infestans invasion at 24 hpi. Gene to GO BP Conditional test for over-representation

GOBPID Pvalue OddsRatio ExpCount Count Size Term

GO:0019605 0.000 804.489 0 2 7 butyrate metabolic process

GO:0046916 0.002 35.384 0 2 115 cellular transition metal ion homeostasis

GO:0051707 0.002 9.532 1 4 1028 response to other organism

GO:0071395 0.003 31.711 0 2 128 cellular response to jasmonic acid stimulus

GO:0009607 0.003 8.609 1 4 1131 response to biotic stimulus

GO:0007568 0.004 25.799 0 2 175 aging

GO:0030003 0.005 23.035 0 2 175 cellular cation homeostasis

GO:0080187 0.005 258.557 0 1 8 floral organ senescence

GO:0055065 0.006 19.795 0 2 203 metal ion homeostasis

GO:0006955 0.007 9.881 0 3 665 immune response

GO:1990169 0.007 180.960 0 1 11 stress response to copper ion

GO:0050832 0.007 19.742 0 2 228 defense response to fungus

GO:0009751 0.007 18.847 0 2 213 response to salicylic acid

GO:1900056 0.008 150.783 0 1 13 negative regulation of leaf senescence

GO:0009605 0.009 6.569 1 4 1453 response to external stimulus

GO:0055082 0.009 16.613 0 2 241 cellular chemical homeostasis

GO:0010623 0.009 129.229 0 1 15 developmental programmed cell death

GO:0071407 0.009 16.134 0 2 248 cellular response to organic cyclic compound

GO:0030001 0.010 15.808 0 2 253 metal ion transport

GO:0009750 0.012 95.195 0 1 20 response to fructose

GO:0009626 0.012 14.096 0 2 283 plant-type hypersensitive response

GO:0050801 0.014 13.057 0 2 305 ion homeostasis

GO:0009862 0.014 78.622 0 1 24
systemic acquired resistance, salicylic acid
mediated signaling pathway

GO:0009864 0.016 69.538 0 1 27
induced systemic resistance, jasmonic acid
mediated signaling pathway

GO:0006952 0.017 5.248 1 4 1782 defense response

GO:0009749 0.020 54.767 0 1 34 response to glucose

GO:0009817 0.020 54.767 0 1 34
defense response to fungus, incompatible
interaction

GO:0044700 0.022 4.854 1 4 1911 single organism signaling

GO:0006631 0.023 10.016 0 2 395 fatty acid metabolic process

GO:0009411 0.025 45.424 0 1 45 response to UV

GO:0002237 0.028 39.261 0 1 47 response to molecule of bacterial origin

GO:0009863 0.029 38.528 0 1 53 salicylic acid mediated signaling pathway

GO:0051716 0.029 3.955 2 5 3156 cellular response to stimulus

GO:0034284 0.029 37.621 0 1 49 response to monosaccharide

GO:2000024 0.034 32.232 0 1 57 regulation of leaf development
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GO:0008219 0.035 7.939 0 2 495 cell death

GO:0007154 0.036 4.123 1 4 2208 cell communication

GO:0048827 0.038 7.515 0 2 522 phyllome development

GO:0009744 0.039 28.191 0 1 65 response to sucrose

GO:0010224 0.045 24.368 0 1 75 response to UV-B

GO:0009835 0.048 22.532 0 1 81 fruit ripening

Gene to GO CC Conditional test for over-representation

GOCCID Pvalue OddsRatio ExpCount Count Size Term

GO:0010282 0.006 198.587 0 1 9 senescence-associated vacuole

GO:0005777 0.011 14.063 0 2 244 peroxisome

GO:0005741 0.044 24.374 0 1 66 mitochondrial outer membrane

Gene to GO MF Conditional test for over-representation

GOMFID Pvalue OddsRatio ExpCount Count Size Term

GO:0047760 0.000 747.000 0 2 6 butyrate-CoA ligase activity

GO:0016877 0.001 63.434 0 2 49 ligase activity, forming carbon-sulfur bonds

GO:0005509 0.020 10.482 0 2 283 calcium ion binding

GO:0004197 0.036 30.093 0 1 47 cysteine-type endopeptidase activity
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Supplementary Table S6: GO enrichement analysis. S. lycorpersicum leaf tissue during 
B. cinerea invasion at 24 hpi. Gene to GO BP Conditional test for over-representation

GOBPID Pvalue OddsRatio ExpCount Count Size Term

GO:0015783 0.002 754.250 0 1 3 GDP-fucose transport

GO:0015786 0.004 377.083 0 1 5 UDP-glucose transport

GO:0072334 0.004 377.083 0 1 5 UDP-galactose transmembrane transport

GO:0009833 0.004 301.650 0 1 6 plant-type primary cell wall biogenesis

GO:1901679 0.004 301.650 0 1 6 nucleotide transmembrane transport

GO:0015931 0.006 20.918 0 2 158 nucleobase-containing compound transport

GO:0072531 0.006 215.440 0 1 8
pyrimidine-containing compound
transmembrane transport

GO:0010274 0.011 100.494 0 1 16 hydrotropism

GO:0015780 0.016 71.758 0 1 22 nucleotide-sugar transport

GO:0071669 0.016 12.009 0 2 272 plant-type cell wall organization or biogenesis

GO:1901000 0.018 62.778 0 1 25 regulation of response to salt stress

GO:2000070 0.019 60.263 0 1 26 regulation of response to water deprivation

GO:0033609 0.021 53.798 0 1 29 oxalate metabolic process

GO:0006383 0.021 53.798 0 1 29
transcription from RNA polymerase III
promoter

GO:0006284 0.028 38.600 0 1 40 base-excision repair

GO:0009827 0.029 37.633 0 1 41 plant-type cell wall modification

GO:0015748 0.033 32.714 0 1 47 organophosphate ester transport

GO:0048653 0.034 32.016 0 1 48 anther development

GO:0031408 0.041 26.385 0 1 58 oxylipin biosynthetic process

GO:0045489 0.042 25.928 0 1 59 pectin biosynthetic process

GO:0030244 0.048 22.434 0 1 68 cellulose biosynthetic process

Gene to GO BP Conditional test for under-representation

GOBPID Pvalue OddsRatio ExpCount Count Size Term

GO:0050794 0.017 0.000 4 0 4892 regulation of cellular process

GO:0065007 0.037 0.165 4 1 6083 biological regulation

Gene to GO CC Conditional test for over-representation

GOCCID Pvalue OddsRatio ExpCount Count Size Term

GO:0032541 0.010 113.445 0 1 15 cortical endoplasmic reticulum

GO:0005793 0.012 93.412 0 1 18
endoplasmic reticulum-Golgi intermediate
compartment

GO:0005666 0.016 69.023 0 1 24 DNA-directed RNA polymerase III complex

GO:0098827 0.017 63.495 0 1 26 endoplasmic reticulum subcompartment

GO:0044425 0.028 3.228 5 9 7406 membrane part

GO:0016021 0.048 2.800 5 8 6673 integral component of membrane

Gene to GO MF Conditional test for over-representation

GOMFID Pvalue OddsRatio ExpCount Count Size Term
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GO:0015605 0.000 78.805 0 2 43
organophosphate ester transmembrane
transporter activity

GO:0052821 0.002 747.115 0 1 3 DNA-7-methyladenine glycosylase activity

GO:0052822 0.002 747.115 0 1 3 DNA-3-methylguanine glycosylase activity

GO:0043916 0.002 747.115 0 1 3 DNA-7-methylguanine glycosylase activity

GO:0005457 0.002 747.115 0 1 3
GDP-fucose transmembrane transporter
activity

GO:0005460 0.004 373.519 0 1 5
UDP-glucose transmembrane transporter
activity

GO:0005459 0.004 373.519 0 1 5
UDP-galactose transmembrane transporter
activity

GO:0016207 0.004 298.800 0 1 6 4-coumarate-CoA ligase activity

GO:0008725 0.008 149.362 0 1 11 DNA-3-methyladenine glycosylase activity

GO:0005347 0.010 114.876 0 1 14 ATP transmembrane transporter activity

GO:0015932 0.013 89.727 0 1 19
nucleobase-containing compound
transmembrane transporter activity

GO:0015216 0.013 87.828 0 1 18
purine nucleotide transmembrane transporter
activity

GO:0005338 0.013 87.828 0 1 18
nucleotide-sugar transmembrane transporter
activity

GO:0008509 0.016 11.960 0 2 269 anion transmembrane transporter activity

GO:0019104 0.019 57.399 0 1 27 DNA N-glycosylase activity

GO:0046564 0.019 57.399 0 1 27 oxalate decarboxylase activity

GO:0005337 0.021 53.294 0 1 29
nucleoside transmembrane transporter
activity

GO:0016877 0.035 31.056 0 1 49 ligase activity, forming carbon-sulfur bonds

GO:0030145 0.039 27.597 0 1 55 manganese ion binding

GO:0022892 0.041 4.570 1 3 1097 substrate-specific transporter activity

GO:0016702 0.042 25.252 0 1 60

oxidoreductase activity, acting on single
donors with incorporation of molecular
oxygen, incorporation of two atoms of
oxygen
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Supplementary Table S7: GO enrichement analysis. S. lycorpersicum leaf tissue during B. cinerea 
invasion at 24 hpi. Down regulated genes. Gene to GO BP Conditional test for over-representation

GOBPID Pvalue OddsRatio ExpCount Count Size Term

GO:0009733 0.000 20.764 0 5 534 response to auxin

GO:0009734 0.001 18.582 0 3 322 auxin-activated signaling pathway

GO:0006811 0.002 10.356 1 4 749 ion transport

GO:0006865 0.002 39.960 0 2 84 amino acid transport

GO:0010930 0.002 754.250 0 1 3
negative regulation of auxin mediated
signaling pathway

GO:0080143 0.003 502.806 0 1 4 regulation of amino acid export

GO:0032890 0.005 251.361 0 1 7 regulation of organic acid transport

GO:0051952 0.005 251.361 0 1 7 regulation of amine transport

GO:0015711 0.006 20.137 0 2 164 organic anion transport

GO:0032870 0.006 6.951 1 4 1092 cellular response to hormone stimulus

GO:0009719 0.006 5.665 1 5 1804 response to endogenous stimulus

GO:0001736 0.006 188.500 0 1 9 establishment of planar polarity

GO:0007165 0.008 5.397 1 5 1884 signal transduction

GO:0023052 0.008 5.305 1 5 1913 signaling

GO:0065007 0.009 4.456 4 9 6083 biological regulation

GO:0048829 0.010 115.968 0 1 14 root cap development

GO:0010492 0.011 100.494 0 1 16
maintenance of shoot apical meristem
identity

GO:0009635 0.013 88.662 0 1 18 response to herbicide

GO:0010033 0.014 4.597 2 5 2172 response to organic substance

GO:0002009 0.016 68.492 0 1 23 morphogenesis of an epithelium

GO:0010167 0.016 68.492 0 1 23 response to nitrate

GO:0009641 0.017 65.511 0 1 24 shade avoidance

GO:0070887 0.018 4.989 1 4 1485 cellular response to chemical stimulus

GO:0009958 0.022 50.206 0 1 31 positive gravitropism

GO:0044070 0.027 40.691 0 1 38 regulation of anion transport

GO:0010311 0.028 38.600 0 1 40 lateral root formation

GO:0006857 0.029 37.633 0 1 41 oligopeptide transport

GO:0015706 0.030 35.837 0 1 43 nitrate transport

GO:0042128 0.035 30.706 0 1 50 nitrate assimilation

GO:0022622 0.036 7.655 0 2 422 root system development

GO:0019827 0.039 27.855 0 1 55 stem cell population maintenance

GO:0010286 0.039 27.347 0 1 56 heat acclimation

GO:0042886 0.040 26.857 0 1 57 amide transport

GO:0010218 0.042 25.928 0 1 59 response to far red light

GO:2001057 0.043 25.061 0 1 61 reactive nitrogen species metabolic process

GO:0009629 0.043 25.061 0 1 61 response to gravity
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GO:0048513 0.044 4.489 1 3 1137 organ development

GO:0048519 0.048 4.342 1 3 1173 negative regulation of biological process

GO:0010101 0.048 22.434 0 1 68 post-embryonic root morphogenesis

GO:0048765 0.049 21.781 0 1 70 root hair cell differentiation

GO:1902578 0.049 3.517 1 4 2035 single-organism localization

GO:0010054 0.050 21.469 0 1 71 trichoblast differentiation

Gene to GO CC Conditional test for over-representation

GOCCID Pvalue OddsRatio ExpCount Count Size Term

GO:0009986 0.022 50.559 0 1 35 cell surface

Gene to GO MF Conditional test for over-representation

GOMFID Pvalue OddsRatio ExpCount Count Size Term

GO:0008251 0.002 747.115 0 1 3 tRNA-specific adenosine deaminase activity

GO:0015293 0.005 21.135 0 2 154 symporter activity

GO:0010328 0.006 213.407 0 1 8
auxin influx transmembrane transporter
activity

GO:0010011 0.011 106.665 0 1 15 auxin binding

GO:0019239 0.012 93.322 0 1 17 deaminase activity

GO:0016814 0.016 67.850 0 1 23
hydrolase activity, acting on carbon-nitrogen
(but not peptide) bonds, in cyclic amidines

GO:0015112 0.031 34.676 0 1 44 nitrate transmembrane transporter activity

GO:0016799 0.042 25.688 0 1 59
hydrolase activity, hydrolyzing N-glycosyl
compounds

GO:0016597 0.043 24.829 0 1 61 amino acid binding

GO:0018024 0.046 23.273 0 1 65 histone-lysine N-methyltransferase activity

Gene to GO MF Conditional test for under-representation

GOMFID Pvalue OddsRatio ExpCount Count Size Term

GO:0003824 0.022 0.281 8 4 11423 catalytic activity

GO:0000166 0.023 0.000 3 0 4596 nucleotide binding

GO:0001882 0.045 0.000 3 0 3862 nucleoside binding

GO:0032555 0.045 0.000 3 0 3861 purine ribonucleotide binding

GO:0032550 0.046 0.000 3 0 3839 purine ribonucleoside binding

GO:0035639 0.047 0.000 3 0 3818 purine ribonucleoside triphosphate binding
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