
Table S5 Differentially expressed transcription factors in the testa of R4 and R7 stages of Shanhua15 and Zhonghua12 peanut

ID Family CategoryClassification Name Chrom Shanhua15R4Zhonghua12R4log2FoldChange

arahy.Tifrunner.gnm1.ann1.TFSP1VAlfin-like TF Alfin-likearahy.TFSP1Varahy.Tifrunner.gnm1.Arahy.081093 533 -1.037

arahy.Tifrunner.gnm1.ann1.K6QUG2AP2/ERF-AP2 TFAP2/ERF->AP2/ERF-AP2arahy.K6QUG2arahy.Tifrunner.gnm1.Arahy.0392 24 -1.911

arahy.Tifrunner.gnm1.ann1.QEK7F9AP2/ERF-AP2 TFAP2/ERF->AP2/ERF-AP2arahy.QEK7F9arahy.Tifrunner.gnm1.Arahy.13167 11 -3.858

arahy.Tifrunner.gnm1.ann1.UU942AAP2/ERF-AP2 TFAP2/ERF->AP2/ERF-AP2arahy.UU942Aarahy.Tifrunner.gnm1.Arahy.1541 89 1.141

arahy.Tifrunner.gnm1.ann1.15RNTXAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.15RNTXarahy.Tifrunner.gnm1.Arahy.087 44 2.634

arahy.Tifrunner.gnm1.ann1.45NR7CAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.45NR7Carahy.Tifrunner.gnm1.Arahy.044196 1266 -1.728

arahy.Tifrunner.gnm1.ann1.47NS3AAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.47NS3Aarahy.Tifrunner.gnm1.Arahy.15352 747 1.088

arahy.Tifrunner.gnm1.ann1.4G06NJAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.4G06NJarahy.Tifrunner.gnm1.Arahy.15934 1892 1.02

arahy.Tifrunner.gnm1.ann1.5KI8FHAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.5KI8FHarahy.Tifrunner.gnm1.Arahy.17743 332 -1.165

arahy.Tifrunner.gnm1.ann1.73DHZNAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.73DHZNarahy.Tifrunner.gnm1.Arahy.07442 148 -1.578

arahy.Tifrunner.gnm1.ann1.87AL67AP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.87AL67arahy.Tifrunner.gnm1.Arahy.19457 48 -3.247

arahy.Tifrunner.gnm1.ann1.9V08HMAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.9V08HMarahy.Tifrunner.gnm1.Arahy.1848 5 -3.279

arahy.Tifrunner.gnm1.ann1.E9BLTSAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.E9BLTSarahy.Tifrunner.gnm1.Arahy.060 6 5.262

arahy.Tifrunner.gnm1.ann1.ER44IMAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.ER44IMarahy.Tifrunner.gnm1.Arahy.146651 2732 -1.283

arahy.Tifrunner.gnm1.ann1.HGAZ7DAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.HGAZ7Darahy.Tifrunner.gnm1.Arahy.132596 6641 1.355

arahy.Tifrunner.gnm1.ann1.JE3RIWAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.JE3RIWarahy.Tifrunner.gnm1.Arahy.052 21 3.526

arahy.Tifrunner.gnm1.ann1.KF0N62AP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.KF0N62arahy.Tifrunner.gnm1.Arahy.09543 94 -2.528

arahy.Tifrunner.gnm1.ann1.L5HMHTAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.L5HMHTarahy.Tifrunner.gnm1.Arahy.18714 324 -1.142

arahy.Tifrunner.gnm1.ann1.L5Q3AXAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.L5Q3AXarahy.Tifrunner.gnm1.Arahy.102 30 4.064

arahy.Tifrunner.gnm1.ann1.L65DKIAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.L65DKIarahy.Tifrunner.gnm1.Arahy.203 29 3.499

arahy.Tifrunner.gnm1.ann1.LF78J6AP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.LF78J6arahy.Tifrunner.gnm1.Arahy.0620 0 -6.649

arahy.Tifrunner.gnm1.ann1.M71NXQAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.M71NXQarahy.Tifrunner.gnm1.Arahy.0189 4 -4.353

arahy.Tifrunner.gnm1.ann1.P2THRPAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.P2THRParahy.Tifrunner.gnm1.Arahy.096 62 3.534

arahy.Tifrunner.gnm1.ann1.RN6KV5AP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.RN6KV5arahy.Tifrunner.gnm1.Arahy.0371 27 -1.418

arahy.Tifrunner.gnm1.ann1.ULX5CXAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.ULX5CXarahy.Tifrunner.gnm1.Arahy.11255 27 -3.248

arahy.Tifrunner.gnm1.ann1.VJ8B3QAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.VJ8B3Qarahy.Tifrunner.gnm1.Arahy.05183 386 1.077

arahy.Tifrunner.gnm1.ann1.XJX19TAP2/ERF-ERF TFAP2/ERF->AP2/ERF-ERFarahy.XJX19Tarahy.Tifrunner.gnm1.Arahy.070 11 6.029

arahy.Tifrunner.gnm1.ann1.PDF2MWAP2/ERF-RAV TFAP2/ERF->AP2/ERF-RAVarahy.PDF2MWarahy.Tifrunner.gnm1.Arahy.05770 77 -3.327

arahy.Tifrunner.gnm1.ann1.J9QP8SARID TR ARID arahy.J9QP8Sarahy.Tifrunner.gnm1.Arahy.0984 8 -3.415

arahy.Tifrunner.gnm1.ann1.K5DIHHARID TR ARID arahy.K5DIHHarahy.Tifrunner.gnm1.Arahy.1949 13 -1.929

arahy.Tifrunner.gnm1.ann1.045PL1AUX/IAA TR AUX/IAAarahy.045PL1arahy.Tifrunner.gnm1.Arahy.1381 24 -1.73

arahy.Tifrunner.gnm1.ann1.32M24SAUX/IAA TR AUX/IAAarahy.32M24Sarahy.Tifrunner.gnm1.Arahy.12642 115 -2.479

arahy.Tifrunner.gnm1.ann1.5P5CS5AUX/IAA TR AUX/IAAarahy.5P5CS5arahy.Tifrunner.gnm1.Arahy.09348 1455 2.063

arahy.Tifrunner.gnm1.ann1.5PTI62AUX/IAA TR AUX/IAAarahy.5PTI62arahy.Tifrunner.gnm1.Arahy.1875 11 -2.727

arahy.Tifrunner.gnm1.ann1.85LRF7AUX/IAA TR AUX/IAAarahy.85LRF7arahy.Tifrunner.gnm1.Arahy.03158 76 -1.058

arahy.Tifrunner.gnm1.ann1.944YYFAUX/IAA TR AUX/IAAarahy.944YYFarahy.Tifrunner.gnm1.Arahy.12139 298 1.105

arahy.Tifrunner.gnm1.ann1.F330XLAUX/IAA TR AUX/IAAarahy.F330XLarahy.Tifrunner.gnm1.Arahy.07550 167 -1.721

arahy.Tifrunner.gnm1.ann1.F753KDAUX/IAA TR AUX/IAAarahy.F753KDarahy.Tifrunner.gnm1.Arahy.1843 3 -3.903

arahy.Tifrunner.gnm1.ann1.N2VZ44AUX/IAA TR AUX/IAAarahy.N2VZ44arahy.Tifrunner.gnm1.Arahy.07117 7 -4.005

arahy.Tifrunner.gnm1.ann1.P8YRGAAUX/IAA TR AUX/IAAarahy.P8YRGAarahy.Tifrunner.gnm1.Arahy.176240 2044 -1.61

arahy.Tifrunner.gnm1.ann1.P8YRGAAUX/IAA TR AUX/IAAarahy.P8YRGAarahy.Tifrunner.gnm1.Arahy.176240 2044 -1.61

arahy.Tifrunner.gnm1.ann1.QUY0YVAUX/IAA TR AUX/IAAarahy.QUY0YVarahy.Tifrunner.gnm1.Arahy.0979 11 -2.798

arahy.Tifrunner.gnm1.ann1.VW0TTKAUX/IAA TR AUX/IAAarahy.VW0TTKarahy.Tifrunner.gnm1.Arahy.19213 77 -1.475



arahy.Tifrunner.gnm1.ann1.00BQAAB3 TF B3->B3arahy.00BQAAarahy.Tifrunner.gnm1.Arahy.067 34 2.366

arahy.Tifrunner.gnm1.ann1.28CQXCB3 TF B3->B3arahy.28CQXCarahy.Tifrunner.gnm1.Arahy.1638 178 2.216

arahy.Tifrunner.gnm1.ann1.4VG87BB3 TF B3->B3arahy.4VG87Barahy.Tifrunner.gnm1.Arahy.16104 8 -3.792

arahy.Tifrunner.gnm1.ann1.6FQ15BB3 TF B3->B3arahy.6FQ15Barahy.Tifrunner.gnm1.Arahy.1941 5 -3.025

arahy.Tifrunner.gnm1.ann1.6PZ1IJB3 TF B3->B3 arahy.6PZ1IJarahy.Tifrunner.gnm1.Arahy.1294 257 1.454

arahy.Tifrunner.gnm1.ann1.7Y7E6FB3 TF B3->B3arahy.7Y7E6Farahy.Tifrunner.gnm1.Arahy.03366 953 1.38

arahy.Tifrunner.gnm1.ann1.DRN59FB3 TF B3->B3arahy.DRN59Farahy.Tifrunner.gnm1.Arahy.0123 0 -6.859

arahy.Tifrunner.gnm1.ann1.ES60GWB3 TF B3->B3arahy.ES60GWarahy.Tifrunner.gnm1.Arahy.1413 1 -3.177

arahy.Tifrunner.gnm1.ann1.HB4W2SB3 TF B3->B3arahy.HB4W2Sarahy.Tifrunner.gnm1.Arahy.1681 175 1.103

arahy.Tifrunner.gnm1.ann1.I35XGEB3 TF B3->B3arahy.I35XGEarahy.Tifrunner.gnm1.Arahy.02519 1076 1.052

arahy.Tifrunner.gnm1.ann1.IR6J7SB3 TF B3->B3arahy.IR6J7Sarahy.Tifrunner.gnm1.Arahy.1474 9 -3.02

arahy.Tifrunner.gnm1.ann1.WFEC9TB3 TF B3->B3arahy.WFEC9Tarahy.Tifrunner.gnm1.Arahy.19119 42 -1.516

arahy.Tifrunner.gnm1.ann1.YY0BQQB3 TF B3->B3arahy.YY0BQQarahy.Tifrunner.gnm1.Arahy.03167 483 1.537

arahy.Tifrunner.gnm1.ann1.ZJXJ55B3 TF B3->B3arahy.ZJXJ55arahy.Tifrunner.gnm1.Arahy.06212 649 1.616

arahy.Tifrunner.gnm1.ann1.22510NB3-ARF TF B3->B3-ARFarahy.22510Narahy.Tifrunner.gnm1.Arahy.03327 960 1.553

arahy.Tifrunner.gnm1.ann1.2YRL0LB3-ARF TF B3->B3-ARFarahy.2YRL0Larahy.Tifrunner.gnm1.Arahy.19105 34 -1.628

arahy.Tifrunner.gnm1.ann1.53DI9JB3-ARF TF B3->B3-ARFarahy.53DI9Jarahy.Tifrunner.gnm1.Arahy.08570 171 -1.736

arahy.Tifrunner.gnm1.ann1.A1HLZRB3-ARF TF B3->B3-ARFarahy.A1HLZRarahy.Tifrunner.gnm1.Arahy.20191 50 -1.929

arahy.Tifrunner.gnm1.ann1.BC5R4PB3-ARF TF B3->B3-ARFarahy.BC5R4Parahy.Tifrunner.gnm1.Arahy.1688 43 -1.051

arahy.Tifrunner.gnm1.ann1.D4KBLKB3-ARF TF B3->B3-ARFarahy.D4KBLKarahy.Tifrunner.gnm1.Arahy.18350 68 -2.358

arahy.Tifrunner.gnm1.ann1.I1MHSEB3-ARF TF B3->B3-ARFarahy.I1MHSEarahy.Tifrunner.gnm1.Arahy.1659 12 -2.24

arahy.Tifrunner.gnm1.ann1.WDRD4SB3-ARF TF B3->B3-ARFarahy.WDRD4Sarahy.Tifrunner.gnm1.Arahy.121505 3142 1.062

arahy.Tifrunner.gnm1.ann1.WQVL7PB3-ARF TF B3->B3-ARFarahy.WQVL7Parahy.Tifrunner.gnm1.Arahy.13319 950 1.575

arahy.Tifrunner.gnm1.ann1.X1U4MMB3-ARF TF B3->B3-ARFarahy.X1U4MMarahy.Tifrunner.gnm1.Arahy.20770 308 -1.324

arahy.Tifrunner.gnm1.ann1.ZE2N9EB3-ARF TF B3->B3-ARFarahy.ZE2N9Earahy.Tifrunner.gnm1.scaffold_595 25 2.378

arahy.Tifrunner.gnm1.ann1.00JV9GbHLH TF bHLH arahy.00JV9Garahy.Tifrunner.gnm1.Arahy.19826 18 -5.485

arahy.Tifrunner.gnm1.ann1.02IZMFbHLH TF bHLH arahy.02IZMFarahy.Tifrunner.gnm1.Arahy.0916 0 -6.335

arahy.Tifrunner.gnm1.ann1.0ZB9Y5bHLH TF bHLH arahy.0ZB9Y5arahy.Tifrunner.gnm1.Arahy.0792 13 -2.83

arahy.Tifrunner.gnm1.ann1.160YLHbHLH TF bHLH arahy.160YLHarahy.Tifrunner.gnm1.Arahy.09690 260 -1.407

arahy.Tifrunner.gnm1.ann1.1C4B0AbHLH TF bHLH arahy.1C4B0Aarahy.Tifrunner.gnm1.Arahy.19177 11 -4.002

arahy.Tifrunner.gnm1.ann1.2031JRbHLH TF bHLH arahy.2031JRarahy.Tifrunner.gnm1.Arahy.10416 17 -4.62

arahy.Tifrunner.gnm1.ann1.24ZZ8VbHLH TF bHLH arahy.24ZZ8Varahy.Tifrunner.gnm1.Arahy.0313 0 -6.026

arahy.Tifrunner.gnm1.ann1.26781NbHLH TF bHLH arahy.26781Narahy.Tifrunner.gnm1.Arahy.121693 356 -2.251

arahy.Tifrunner.gnm1.ann1.2Y1E4XbHLH TF bHLH arahy.2Y1E4Xarahy.Tifrunner.gnm1.Arahy.062 151 6.379

arahy.Tifrunner.gnm1.ann1.3CP6K6bHLH TF bHLH arahy.3CP6K6arahy.Tifrunner.gnm1.Arahy.1546 4 -3.401

arahy.Tifrunner.gnm1.ann1.48I8DTbHLH TF bHLH arahy.48I8DTarahy.Tifrunner.gnm1.Arahy.192 18 3.349

arahy.Tifrunner.gnm1.ann1.4TH67SbHLH TF bHLH arahy.4TH67Sarahy.Tifrunner.gnm1.Arahy.0912 0 -5.899

arahy.Tifrunner.gnm1.ann1.4XX97YbHLH TF bHLHarahy.4XX97Yarahy.Tifrunner.gnm1.Arahy.1631 5 -2.752

arahy.Tifrunner.gnm1.ann1.5BA4ESbHLH TF bHLH arahy.5BA4ESarahy.Tifrunner.gnm1.Arahy.13334 19 -4.184

arahy.Tifrunner.gnm1.ann1.714UE1bHLH TF bHLH arahy.714UE1arahy.Tifrunner.gnm1.Arahy.1336 6 -2.489

arahy.Tifrunner.gnm1.ann1.7G8F9GbHLH TF bHLH arahy.7G8F9Garahy.Tifrunner.gnm1.Arahy.15118 39 -1.588

arahy.Tifrunner.gnm1.ann1.96VLZ9bHLH TF bHLH arahy.96VLZ9arahy.Tifrunner.gnm1.Arahy.01905 303 -1.58

arahy.Tifrunner.gnm1.ann1.AUJU4AbHLH TF bHLHarahy.AUJU4Aarahy.Tifrunner.gnm1.Arahy.081782 144 -3.632

arahy.Tifrunner.gnm1.ann1.CWTI60bHLH TF bHLH arahy.CWTI60arahy.Tifrunner.gnm1.Arahy.180 7 5.388

arahy.Tifrunner.gnm1.ann1.E5BLPWbHLH TF bHLHarahy.E5BLPWarahy.Tifrunner.gnm1.Arahy.131 97 6.333



arahy.Tifrunner.gnm1.ann1.EG7BHIbHLH TF bHLH arahy.EG7BHIarahy.Tifrunner.gnm1.Arahy.032701 1079 -1.324

arahy.Tifrunner.gnm1.ann1.FH0TD2bHLH TF bHLHarahy.FH0TD2arahy.Tifrunner.gnm1.Arahy.19182 1 -7.957

arahy.Tifrunner.gnm1.ann1.G6BHL8bHLH TF bHLHarahy.G6BHL8arahy.Tifrunner.gnm1.Arahy.1519 2 -3.64

arahy.Tifrunner.gnm1.ann1.GL41VMbHLH TF bHLHarahy.GL41VMarahy.Tifrunner.gnm1.Arahy.131872 751 -1.318

arahy.Tifrunner.gnm1.ann1.H39FBLbHLH TF bHLH arahy.H39FBLarahy.Tifrunner.gnm1.Arahy.17119 32 -1.876

arahy.Tifrunner.gnm1.ann1.HM1IVVbHLH TF bHLHarahy.HM1IVVarahy.Tifrunner.gnm1.Arahy.06497 49 -3.349

arahy.Tifrunner.gnm1.ann1.HR6FN8bHLH TF bHLHarahy.HR6FN8arahy.Tifrunner.gnm1.Arahy.20106 0 -9.037

arahy.Tifrunner.gnm1.ann1.HVT10GbHLH TF bHLHarahy.HVT10Garahy.Tifrunner.gnm1.Arahy.1111 318 4.833

arahy.Tifrunner.gnm1.ann1.I9XM75bHLH TF bHLH arahy.I9XM75arahy.Tifrunner.gnm1.Arahy.09380 3 -6.938

arahy.Tifrunner.gnm1.ann1.J0D1JFbHLH TF bHLH arahy.J0D1JFarahy.Tifrunner.gnm1.Arahy.12662 253 -1.389

arahy.Tifrunner.gnm1.ann1.JV9T2XbHLH TF bHLH arahy.JV9T2Xarahy.Tifrunner.gnm1.Arahy.0222 1 -4.872

arahy.Tifrunner.gnm1.ann1.K3IFFDbHLH TF bHLH arahy.K3IFFDarahy.Tifrunner.gnm1.Arahy.0411 177 4.023

arahy.Tifrunner.gnm1.ann1.K68BG4bHLH TF bHLHarahy.K68BG4arahy.Tifrunner.gnm1.Arahy.19414 134 -1.628

arahy.Tifrunner.gnm1.ann1.L9MGWLbHLH TF bHLHarahy.L9MGWLarahy.Tifrunner.gnm1.Arahy.0760 24 -1.332

arahy.Tifrunner.gnm1.ann1.MB81X2bHLH TF bHLHarahy.MB81X2arahy.Tifrunner.gnm1.Arahy.05131 45 -1.547

arahy.Tifrunner.gnm1.ann1.MW3SQSbHLH TF bHLHarahy.MW3SQSarahy.Tifrunner.gnm1.Arahy.1897 19 -2.372

arahy.Tifrunner.gnm1.ann1.MX4LCSbHLH TF bHLHarahy.MX4LCSarahy.Tifrunner.gnm1.Arahy.03142 8 -4.198

arahy.Tifrunner.gnm1.ann1.MXM7CGbHLH TF bHLHarahy.MXM7CGarahy.Tifrunner.gnm1.Arahy.09268 34 -2.976

arahy.Tifrunner.gnm1.ann1.N7IIZMbHLH TF bHLH arahy.N7IIZMarahy.Tifrunner.gnm1.Arahy.0131 445 3.854

arahy.Tifrunner.gnm1.ann1.NX4WQGbHLH TF bHLHarahy.NX4WQGarahy.Tifrunner.gnm1.Arahy.07312 798 1.353

arahy.Tifrunner.gnm1.ann1.P97QTYbHLH TF bHLHarahy.P97QTYarahy.Tifrunner.gnm1.Arahy.1440 189 2.237

arahy.Tifrunner.gnm1.ann1.PC0G1FbHLH TF bHLH arahy.PC0G1Farahy.Tifrunner.gnm1.Arahy.17156 635 2.03

arahy.Tifrunner.gnm1.ann1.PYSX12bHLH TF bHLH arahy.PYSX12arahy.Tifrunner.gnm1.Arahy.111 15 4.582

arahy.Tifrunner.gnm1.ann1.QSZJ9KbHLH TF bHLH arahy.QSZJ9Karahy.Tifrunner.gnm1.Arahy.198 0 -5.267

arahy.Tifrunner.gnm1.ann1.RSI8TMbHLH TF bHLH arahy.RSI8TMarahy.Tifrunner.gnm1.Arahy.06340 44 -2.963

arahy.Tifrunner.gnm1.ann1.RSVC5IbHLH TF bHLH arahy.RSVC5Iarahy.Tifrunner.gnm1.Arahy.1030 3 -3.361

arahy.Tifrunner.gnm1.ann1.SH99DRbHLH TF bHLHarahy.SH99DRarahy.Tifrunner.gnm1.Arahy.1521 81 1.938

arahy.Tifrunner.gnm1.ann1.SQH7P6bHLH TF bHLH arahy.SQH7P6arahy.Tifrunner.gnm1.Arahy.2074 11 -2.751

arahy.Tifrunner.gnm1.ann1.SVE7QBbHLH TF bHLHarahy.SVE7QBarahy.Tifrunner.gnm1.Arahy.167868 1464 -2.426

arahy.Tifrunner.gnm1.ann1.T023HYbHLH TF bHLH arahy.T023HYarahy.Tifrunner.gnm1.Arahy.0310 265 4.72

arahy.Tifrunner.gnm1.ann1.TWQ0V4bHLH TF bHLHarahy.TWQ0V4arahy.Tifrunner.gnm1.Arahy.06230 51 -2.176

arahy.Tifrunner.gnm1.ann1.U584NJbHLH TF bHLH arahy.U584NJarahy.Tifrunner.gnm1.Arahy.2019 1 -4.698

arahy.Tifrunner.gnm1.ann1.VFS8MGbHLH TF bHLHarahy.VFS8MGarahy.Tifrunner.gnm1.Arahy.08146 16 -3.202

arahy.Tifrunner.gnm1.ann1.W9Z2JHbHLH TF bHLHarahy.W9Z2JHarahy.Tifrunner.gnm1.Arahy.16221 42 -2.402

arahy.Tifrunner.gnm1.ann1.X3LKGWbHLH TF bHLHarahy.X3LKGWarahy.Tifrunner.gnm1.Arahy.1857 20 -1.503

arahy.Tifrunner.gnm1.ann1.XN5C49bHLH TF bHLHarahy.XN5C49arahy.Tifrunner.gnm1.Arahy.068971 1335 -2.748

arahy.Tifrunner.gnm1.ann1.Y3C6LTbHLH TF bHLH arahy.Y3C6LTarahy.Tifrunner.gnm1.Arahy.151 12 3.734

arahy.Tifrunner.gnm1.ann1.Z8D0NGbHLH TF bHLHarahy.Z8D0NGarahy.Tifrunner.gnm1.Arahy.1710 0 -5.63

arahy.Tifrunner.gnm1.ann1.ZXK4R3bHLH TF bHLHarahy.ZXK4R3arahy.Tifrunner.gnm1.Arahy.130 15 5.55

arahy.Tifrunner.gnm1.ann1.0BLG9XbZIP TF bZIP arahy.0BLG9Xarahy.Tifrunner.gnm1.Arahy.18148 1 -7.647

arahy.Tifrunner.gnm1.ann1.1A1ACUbZIP TF bZIP arahy.1A1ACUarahy.Tifrunner.gnm1.Arahy.16199 94 -1.085

arahy.Tifrunner.gnm1.ann1.1B2Z8CbZIP TF bZIP arahy.1B2Z8Carahy.Tifrunner.gnm1.Arahy.15779 2402 1.624

arahy.Tifrunner.gnm1.ann1.1D6R9YbZIP TF bZIP arahy.1D6R9Yarahy.Tifrunner.gnm1.Arahy.1031 4 -2.863

arahy.Tifrunner.gnm1.ann1.53DGJEbZIP TF bZIP arahy.53DGJEarahy.Tifrunner.gnm1.Arahy.1018 270 3.953

arahy.Tifrunner.gnm1.ann1.661MCQbZIP TF bZIP arahy.661MCQarahy.Tifrunner.gnm1.Arahy.058 48 2.615



arahy.Tifrunner.gnm1.ann1.6K442LbZIP TF bZIP arahy.6K442Larahy.Tifrunner.gnm1.Arahy.13554 1843 1.735

arahy.Tifrunner.gnm1.ann1.71DGVHbZIP TF bZIP arahy.71DGVHarahy.Tifrunner.gnm1.Arahy.0394 1 -6.019

arahy.Tifrunner.gnm1.ann1.8U3XLVbZIP TF bZIP arahy.8U3XLVarahy.Tifrunner.gnm1.Arahy.0423 0 -6.833

arahy.Tifrunner.gnm1.ann1.980X4KbZIP TF bZIP arahy.980X4Karahy.Tifrunner.gnm1.Arahy.18140 385 1.458

arahy.Tifrunner.gnm1.ann1.9KRV5KbZIP TF bZIP arahy.9KRV5Karahy.Tifrunner.gnm1.Arahy.02132 330 1.323

arahy.Tifrunner.gnm1.ann1.9PR62BbZIP TF bZIP arahy.9PR62Barahy.Tifrunner.gnm1.Arahy.061227 240 -2.354

arahy.Tifrunner.gnm1.ann1.A7US25bZIP TF bZIP arahy.A7US25arahy.Tifrunner.gnm1.Arahy.2028 76 1.458

arahy.Tifrunner.gnm1.ann1.AAI19JbZIP TF bZIP arahy.AAI19Jarahy.Tifrunner.gnm1.Arahy.2020 75 1.884

arahy.Tifrunner.gnm1.ann1.AFV1R8bZIP TF bZIP arahy.AFV1R8arahy.Tifrunner.gnm1.Arahy.15182 550 1.597

arahy.Tifrunner.gnm1.ann1.B9A4XUbZIP TF bZIP arahy.B9A4XUarahy.Tifrunner.gnm1.Arahy.0624 62 1.362

arahy.Tifrunner.gnm1.ann1.F95VPUbZIP TF bZIP arahy.F95VPUarahy.Tifrunner.gnm1.Arahy.13173 5 -5.311

arahy.Tifrunner.gnm1.ann1.H6GQLRbZIP TF bZIP arahy.H6GQLRarahy.Tifrunner.gnm1.Arahy.154 30 3.03

arahy.Tifrunner.gnm1.ann1.K23Z11bZIP TF bZIP arahy.K23Z11arahy.Tifrunner.gnm1.Arahy.05965 1948 1.013

arahy.Tifrunner.gnm1.ann1.KZ9VWQbZIP TF bZIParahy.KZ9VWQarahy.Tifrunner.gnm1.Arahy.06695 1409 1.019

arahy.Tifrunner.gnm1.ann1.MHQ5U3bZIP TF bZIP arahy.MHQ5U3arahy.Tifrunner.gnm1.Arahy.07111 53 -1.07

arahy.Tifrunner.gnm1.ann1.R46QP0bZIP TF bZIP arahy.R46QP0arahy.Tifrunner.gnm1.Arahy.2036 7 -2.431

arahy.Tifrunner.gnm1.ann1.RIV6ZBbZIP TF bZIP arahy.RIV6ZBarahy.Tifrunner.gnm1.Arahy.03101 729 2.855

arahy.Tifrunner.gnm1.ann1.T95EUWbZIP TF bZIP arahy.T95EUWarahy.Tifrunner.gnm1.Arahy.172274 6150 1.435

arahy.Tifrunner.gnm1.ann1.V67U6ZbZIP TF bZIP arahy.V67U6Zarahy.Tifrunner.gnm1.Arahy.0846 0 -7.845

arahy.Tifrunner.gnm1.ann1.VA7IIEbZIP TF bZIP arahy.VA7IIEarahy.Tifrunner.gnm1.Arahy.081564 4851 1.634

arahy.Tifrunner.gnm1.ann1.W16IV2bZIP TF bZIP arahy.W16IV2arahy.Tifrunner.gnm1.Arahy.162074 428 -2.278

arahy.Tifrunner.gnm1.ann1.ZES6QFbZIP TF bZIP arahy.ZES6QFarahy.Tifrunner.gnm1.Arahy.18415 51 -3.021

arahy.Tifrunner.gnm1.ann1.8MV22JC2C2-CO-like TFC2C2->C2C2-CO-likearahy.8MV22Jarahy.Tifrunner.gnm1.Arahy.03333 80 -2.054

arahy.Tifrunner.gnm1.ann1.AY8I6YC2C2-CO-like TFC2C2->C2C2-CO-likearahy.AY8I6Yarahy.Tifrunner.gnm1.Arahy.19363 39 -3.216

arahy.Tifrunner.gnm1.ann1.B9QMIWC2C2-CO-like TFC2C2->C2C2-CO-likearahy.B9QMIWarahy.Tifrunner.gnm1.Arahy.20634 187 -1.763

arahy.Tifrunner.gnm1.ann1.WVH2H8C2C2-CO-like TFC2C2->C2C2-CO-likearahy.WVH2H8arahy.Tifrunner.gnm1.Arahy.09163 12 -3.797

arahy.Tifrunner.gnm1.ann1.ZS9VWHC2C2-CO-like TFC2C2->C2C2-CO-likearahy.ZS9VWHarahy.Tifrunner.gnm1.Arahy.10542 209 -1.375

arahy.Tifrunner.gnm1.ann1.ZUL46HC2C2-CO-like TFC2C2->C2C2-CO-likearahy.ZUL46Harahy.Tifrunner.gnm1.Arahy.13224 1 -7.26

arahy.Tifrunner.gnm1.ann1.1W91VFC2C2-Dof TFC2C2->C2C2-Dofarahy.1W91VFarahy.Tifrunner.gnm1.Arahy.01303 43 -2.804

arahy.Tifrunner.gnm1.ann1.2GK99MC2C2-Dof TFC2C2->C2C2-Dofarahy.2GK99Marahy.Tifrunner.gnm1.Arahy.2024 0 -5.909

arahy.Tifrunner.gnm1.ann1.34G278C2C2-Dof TFC2C2->C2C2-Dofarahy.34G278arahy.Tifrunner.gnm1.Arahy.18164 13 -3.719

arahy.Tifrunner.gnm1.ann1.4PTW9TC2C2-Dof TFC2C2->C2C2-Dofarahy.4PTW9Tarahy.Tifrunner.gnm1.Arahy.1933 1 -5.467

arahy.Tifrunner.gnm1.ann1.5HWL40C2C2-Dof TFC2C2->C2C2-Dofarahy.5HWL40arahy.Tifrunner.gnm1.Arahy.08180 371 1.046

arahy.Tifrunner.gnm1.ann1.8CQX48C2C2-Dof TFC2C2->C2C2-Dofarahy.8CQX48arahy.Tifrunner.gnm1.Arahy.08113 11 -3.341

arahy.Tifrunner.gnm1.ann1.90U3DGC2C2-Dof TFC2C2->C2C2-Dofarahy.90U3DGarahy.Tifrunner.gnm1.Arahy.099 0 -5.514

arahy.Tifrunner.gnm1.ann1.915EMHC2C2-Dof TFC2C2->C2C2-Dofarahy.915EMHarahy.Tifrunner.gnm1.Arahy.2044 91 1.054

arahy.Tifrunner.gnm1.ann1.9D5CB6C2C2-Dof TFC2C2->C2C2-Dofarahy.9D5CB6arahy.Tifrunner.gnm1.Arahy.2030 3 -3.384

arahy.Tifrunner.gnm1.ann1.9H8X3GC2C2-Dof TFC2C2->C2C2-Dofarahy.9H8X3Garahy.Tifrunner.gnm1.Arahy.1082 34 -1.263

arahy.Tifrunner.gnm1.ann1.E40HQKC2C2-Dof TFC2C2->C2C2-Dofarahy.E40HQKarahy.Tifrunner.gnm1.Arahy.1066 16 -2.062

arahy.Tifrunner.gnm1.ann1.FCS600C2C2-Dof TFC2C2->C2C2-Dofarahy.FCS600arahy.Tifrunner.gnm1.Arahy.1017 72 2.134

arahy.Tifrunner.gnm1.ann1.K8YLAGC2C2-Dof TFC2C2->C2C2-Dofarahy.K8YLAGarahy.Tifrunner.gnm1.Arahy.11391 13 -4.9

arahy.Tifrunner.gnm1.ann1.ME2JXJC2C2-Dof TFC2C2->C2C2-Dofarahy.ME2JXJarahy.Tifrunner.gnm1.Arahy.0857 5 -3.443

arahy.Tifrunner.gnm1.ann1.MNZ0X1C2C2-Dof TFC2C2->C2C2-Dofarahy.MNZ0X1arahy.Tifrunner.gnm1.Arahy.12128 356 1.472

arahy.Tifrunner.gnm1.ann1.NQ5KT7C2C2-Dof TFC2C2->C2C2-Dofarahy.NQ5KT7arahy.Tifrunner.gnm1.Arahy.0823 90 1.964

arahy.Tifrunner.gnm1.ann1.TL4KP4C2C2-Dof TFC2C2->C2C2-Dofarahy.TL4KP4arahy.Tifrunner.gnm1.Arahy.1764 217 1.76



arahy.Tifrunner.gnm1.ann1.V6RQGHC2C2-Dof TFC2C2->C2C2-Dofarahy.V6RQGHarahy.Tifrunner.gnm1.Arahy.03309 117 -1.399

arahy.Tifrunner.gnm1.ann1.VNR2QDC2C2-Dof TFC2C2->C2C2-Dofarahy.VNR2QDarahy.Tifrunner.gnm1.Arahy.1056 20 -1.468

arahy.Tifrunner.gnm1.ann1.Y4ERM2C2C2-Dof TFC2C2->C2C2-Dofarahy.Y4ERM2arahy.Tifrunner.gnm1.Arahy.18154 60 -1.356

arahy.Tifrunner.gnm1.ann1.ZL8RP9C2C2-Dof TFC2C2->C2C2-Dofarahy.ZL8RP9arahy.Tifrunner.gnm1.Arahy.20745 1660 1.155

arahy.Tifrunner.gnm1.ann1.3J6WSKC2C2-GATA TFC2C2->C2C2-GATAarahy.3J6WSKarahy.Tifrunner.gnm1.Arahy.057 0 -5.128

arahy.Tifrunner.gnm1.ann1.3S8P0LC2C2-GATA TFC2C2->C2C2-GATAarahy.3S8P0Larahy.Tifrunner.gnm1.Arahy.191001 3065 1.615

arahy.Tifrunner.gnm1.ann1.4Y7J59C2C2-GATA TFC2C2->C2C2-GATAarahy.4Y7J59arahy.Tifrunner.gnm1.Arahy.06104 20 -2.343

arahy.Tifrunner.gnm1.ann1.GUPV5UC2C2-GATA TFC2C2->C2C2-GATAarahy.GUPV5Uarahy.Tifrunner.gnm1.Arahy.1698 15 -2.736

arahy.Tifrunner.gnm1.ann1.HHX0PCC2C2-GATA TFC2C2->C2C2-GATAarahy.HHX0PCarahy.Tifrunner.gnm1.Arahy.06116 9 -3.6

arahy.Tifrunner.gnm1.ann1.I6JZDTC2C2-GATA TFC2C2->C2C2-GATAarahy.I6JZDTarahy.Tifrunner.gnm1.Arahy.091250 3229 1.369

arahy.Tifrunner.gnm1.ann1.KA6YJ2C2C2-GATA TFC2C2->C2C2-GATAarahy.KA6YJ2arahy.Tifrunner.gnm1.Arahy.09129 53 -1.282

arahy.Tifrunner.gnm1.ann1.NCU4DFC2C2-GATA TFC2C2->C2C2-GATAarahy.NCU4DFarahy.Tifrunner.gnm1.Arahy.1225 3 -3.124

arahy.Tifrunner.gnm1.ann1.3KF6RPC2C2-YABBY TFC2C2->C2C2-YABBYarahy.3KF6RParahy.Tifrunner.gnm1.Arahy.020 9 4.764

arahy.Tifrunner.gnm1.ann1.0S1LA5C2H2 TF C2H2 arahy.0S1LA5arahy.Tifrunner.gnm1.Arahy.19282 116 -1.28

arahy.Tifrunner.gnm1.ann1.20D4K6C2H2 TF C2H2 arahy.20D4K6arahy.Tifrunner.gnm1.Arahy.0341 146 1.831

arahy.Tifrunner.gnm1.ann1.2IZ1HGC2H2 TF C2H2 arahy.2IZ1HGarahy.Tifrunner.gnm1.Arahy.1312 73 2.578

arahy.Tifrunner.gnm1.ann1.30LJXSC2H2 TF C2H2 arahy.30LJXSarahy.Tifrunner.gnm1.Arahy.15126 62 -1.032

arahy.Tifrunner.gnm1.ann1.32BR6KC2H2 TF C2H2 arahy.32BR6Karahy.Tifrunner.gnm1.Arahy.17234 2 -6.731

arahy.Tifrunner.gnm1.ann1.369ZBBC2H2 TF C2H2 arahy.369ZBBarahy.Tifrunner.gnm1.Arahy.11110 37 -1.56

arahy.Tifrunner.gnm1.ann1.3E1TBZC2H2 TF C2H2 arahy.3E1TBZarahy.Tifrunner.gnm1.Arahy.1511 98 3.221

arahy.Tifrunner.gnm1.ann1.53HSKVC2H2 TF C2H2 arahy.53HSKVarahy.Tifrunner.gnm1.Arahy.1846 176 1.95

arahy.Tifrunner.gnm1.ann1.55B6KHC2H2 TF C2H2 arahy.55B6KHarahy.Tifrunner.gnm1.Arahy.1874 737 3.321

arahy.Tifrunner.gnm1.ann1.5FCQ1JC2H2 TF C2H2 arahy.5FCQ1Jarahy.Tifrunner.gnm1.Arahy.18229 14 -4.04

arahy.Tifrunner.gnm1.ann1.60VMKJC2H2 TF C2H2 arahy.60VMKJarahy.Tifrunner.gnm1.Arahy.01310 57 -2.446

arahy.Tifrunner.gnm1.ann1.6835ZMC2H2 TF C2H2 arahy.6835ZMarahy.Tifrunner.gnm1.Arahy.08528 222 -1.25

arahy.Tifrunner.gnm1.ann1.860KU2C2H2 TF C2H2 arahy.860KU2arahy.Tifrunner.gnm1.Arahy.187 0 -5.085

arahy.Tifrunner.gnm1.ann1.8W2D3BC2H2 TF C2H2arahy.8W2D3Barahy.Tifrunner.gnm1.Arahy.181359 419 -1.699

arahy.Tifrunner.gnm1.ann1.908HV2C2H2 TF C2H2 arahy.908HV2arahy.Tifrunner.gnm1.Arahy.01150 22 -2.77

arahy.Tifrunner.gnm1.ann1.A8Q4IWC2H2 TF C2H2 arahy.A8Q4IWarahy.Tifrunner.gnm1.Arahy.06292 36 -3.016

arahy.Tifrunner.gnm1.ann1.B4LZ3PC2H2 TF C2H2 arahy.B4LZ3Parahy.Tifrunner.gnm1.Arahy.08229 12 -4.199

arahy.Tifrunner.gnm1.ann1.BAL5EBC2H2 TF C2H2arahy.BAL5EBarahy.Tifrunner.gnm1.Arahy.13468 1116 1.253

arahy.Tifrunner.gnm1.ann1.CA07B7C2H2 TF C2H2 arahy.CA07B7arahy.Tifrunner.gnm1.Arahy.1363 362 2.538

arahy.Tifrunner.gnm1.ann1.DX8F1PC2H2 TF C2H2 arahy.DX8F1Parahy.Tifrunner.gnm1.Arahy.16119 378 1.665

arahy.Tifrunner.gnm1.ann1.GRPH1VC2H2 TF C2H2arahy.GRPH1Varahy.Tifrunner.gnm1.Arahy.054 24 2.746

arahy.Tifrunner.gnm1.ann1.H7D8HYC2H2 TF C2H2arahy.H7D8HYarahy.Tifrunner.gnm1.Arahy.03404 97 -2.065

arahy.Tifrunner.gnm1.ann1.H8QNW8C2H2 TF C2H2arahy.H8QNW8arahy.Tifrunner.gnm1.Arahy.0457 134 1.23

arahy.Tifrunner.gnm1.ann1.IVEQ23C2H2 TF C2H2 arahy.IVEQ23arahy.Tifrunner.gnm1.Arahy.03363 982 1.437

arahy.Tifrunner.gnm1.ann1.LUSX59C2H2 TF C2H2 arahy.LUSX59arahy.Tifrunner.gnm1.Arahy.12142 305 1.105

arahy.Tifrunner.gnm1.ann1.LXQM1XC2H2 TF C2H2arahy.LXQM1Xarahy.Tifrunner.gnm1.Arahy.11359 127 -1.505

arahy.Tifrunner.gnm1.ann1.MH5UWCC2H2 TF C2H2arahy.MH5UWCarahy.Tifrunner.gnm1.Arahy.06185 403 1.125

arahy.Tifrunner.gnm1.ann1.N4UYPZC2H2 TF C2H2arahy.N4UYPZarahy.Tifrunner.gnm1.Arahy.07103 11 -3.236

arahy.Tifrunner.gnm1.ann1.N8H2I0C2H2 TF C2H2 arahy.N8H2I0arahy.Tifrunner.gnm1.Arahy.1567 152 1.187

arahy.Tifrunner.gnm1.ann1.QY5N6SC2H2 TF C2H2 arahy.QY5N6Sarahy.Tifrunner.gnm1.Arahy.09133 33 -2.033

arahy.Tifrunner.gnm1.ann1.T9ECGJC2H2 TF C2H2 arahy.T9ECGJarahy.Tifrunner.gnm1.Arahy.2018 102 2.466

arahy.Tifrunner.gnm1.ann1.TFH4LIC2H2 TF C2H2 arahy.TFH4LIarahy.Tifrunner.gnm1.Arahy.1617 1 -3.954



arahy.Tifrunner.gnm1.ann1.U3PP50C2H2 TF C2H2 arahy.U3PP50arahy.Tifrunner.gnm1.Arahy.05163 538 1.727

arahy.Tifrunner.gnm1.ann1.UTHZ1XC2H2 TF C2H2arahy.UTHZ1Xarahy.Tifrunner.gnm1.Arahy.1329 353 3.635

arahy.Tifrunner.gnm1.ann1.WX8AQNC2H2 TF C2H2arahy.WX8AQNarahy.Tifrunner.gnm1.Arahy.0824 3 -2.781

arahy.Tifrunner.gnm1.ann1.YDP8E4C2H2 TF C2H2 arahy.YDP8E4arahy.Tifrunner.gnm1.Arahy.13377 84 -2.176

arahy.Tifrunner.gnm1.ann1.YVFI37C2H2 TF C2H2 arahy.YVFI37arahy.Tifrunner.gnm1.Arahy.034 97 4.444

arahy.Tifrunner.gnm1.ann1.S57KMFC3H TF C3H arahy.S57KMFarahy.Tifrunner.gnm1.scaffold_6894 19 -2.302

arahy.Tifrunner.gnm1.ann1.W4V2BLC3H TF C3H arahy.W4V2BLarahy.Tifrunner.gnm1.Arahy.1219 136 2.831

arahy.Tifrunner.gnm1.ann1.WU4XQ7C3H TF C3H arahy.WU4XQ7arahy.Tifrunner.gnm1.Arahy.127 75 3.436

arahy.Tifrunner.gnm1.ann1.YQ2HRWC3H TF C3Harahy.YQ2HRWarahy.Tifrunner.gnm1.Arahy.08170 419 1.3

arahy.Tifrunner.gnm1.ann1.VMK2JTCPP TF CPP arahy.VMK2JTarahy.Tifrunner.gnm1.Arahy.09157 30 -2.376

arahy.Tifrunner.gnm1.ann1.3FT6ZDDBB TF DBB arahy.3FT6ZDarahy.Tifrunner.gnm1.Arahy.161083 458 -1.242

arahy.Tifrunner.gnm1.ann1.PY0P22DBB TF DBB arahy.PY0P22arahy.Tifrunner.gnm1.Arahy.03409 116 -1.824

arahy.Tifrunner.gnm1.ann1.R1XHAZDBB TF DBB arahy.R1XHAZarahy.Tifrunner.gnm1.Arahy.13587 193 -1.609

arahy.Tifrunner.gnm1.ann1.WG32WUDBP TF DBParahy.WG32WUarahy.Tifrunner.gnm1.Arahy.01182 4 -5.405

arahy.Tifrunner.gnm1.ann1.2L64QDE2F-DP TF E2F-DParahy.2L64QDarahy.Tifrunner.gnm1.Arahy.0114 1 -3.672

arahy.Tifrunner.gnm1.ann1.C6R171E2F-DP TF E2F-DParahy.C6R171arahy.Tifrunner.gnm1.Arahy.1119 0 -6.54

arahy.Tifrunner.gnm1.ann1.Q67Z2RE2F-DP TF E2F-DParahy.Q67Z2Rarahy.Tifrunner.gnm1.Arahy.05471 209 -1.178

arahy.Tifrunner.gnm1.ann1.8SNE72FAR1 TF FAR1 arahy.8SNE72arahy.Tifrunner.gnm1.Arahy.0310 31 1.649

arahy.Tifrunner.gnm1.ann1.Q3RA0MGARP-ARR-B TFGARP->GARP-ARR-Barahy.Q3RA0Marahy.Tifrunner.gnm1.Arahy.1036 6 -2.635

arahy.Tifrunner.gnm1.ann1.UG2HRKGARP-ARR-B TFGARP->GARP-ARR-Barahy.UG2HRKarahy.Tifrunner.gnm1.Arahy.2066 25 -1.371

arahy.Tifrunner.gnm1.ann1.1J8Q1WGARP-G2-like TFGARP->GARP-G2-likearahy.1J8Q1Warahy.Tifrunner.gnm1.Arahy.0339 11 -1.798

arahy.Tifrunner.gnm1.ann1.1Z7GQFGARP-G2-like TFGARP->GARP-G2-likearahy.1Z7GQFarahy.Tifrunner.gnm1.Arahy.13960 254 -1.921

arahy.Tifrunner.gnm1.ann1.25X103GARP-G2-like TFGARP->GARP-G2-likearahy.25X103arahy.Tifrunner.gnm1.Arahy.15207 89 -1.219

arahy.Tifrunner.gnm1.ann1.A9PKKKGARP-G2-like TFGARP->GARP-G2-likearahy.A9PKKKarahy.Tifrunner.gnm1.Arahy.03393 1 -8.09

arahy.Tifrunner.gnm1.ann1.DD0TCJGARP-G2-like TFGARP->GARP-G2-likearahy.DD0TCJarahy.Tifrunner.gnm1.Arahy.20588 257 -1.191

arahy.Tifrunner.gnm1.ann1.G8T7RAGARP-G2-like TFGARP->GARP-G2-likearahy.G8T7RAarahy.Tifrunner.gnm1.Arahy.09281 749 1.418

arahy.Tifrunner.gnm1.ann1.GRY8GWGARP-G2-like TFGARP->GARP-G2-likearahy.GRY8GWarahy.Tifrunner.gnm1.Arahy.191489 490 -1.605

arahy.Tifrunner.gnm1.ann1.J44A69GARP-G2-like TFGARP->GARP-G2-likearahy.J44A69arahy.Tifrunner.gnm1.Arahy.07156 48 -1.688

arahy.Tifrunner.gnm1.ann1.KD5B4IGARP-G2-like TFGARP->GARP-G2-likearahy.KD5B4Iarahy.Tifrunner.gnm1.Arahy.17116 36 -1.715

arahy.Tifrunner.gnm1.ann1.MQY6TTGARP-G2-like TFGARP->GARP-G2-likearahy.MQY6TTarahy.Tifrunner.gnm1.Arahy.151439 489 -1.558

arahy.Tifrunner.gnm1.ann1.N0RGPSGARP-G2-like TFGARP->GARP-G2-likearahy.N0RGPSarahy.Tifrunner.gnm1.Arahy.1548 2 -4.433

arahy.Tifrunner.gnm1.ann1.N8Q6VKGARP-G2-like TFGARP->GARP-G2-likearahy.N8Q6VKarahy.Tifrunner.gnm1.Arahy.20535 211 -1.342

arahy.Tifrunner.gnm1.ann1.QX8C58GARP-G2-like TFGARP->GARP-G2-likearahy.QX8C58arahy.Tifrunner.gnm1.Arahy.03312 88 -1.827

arahy.Tifrunner.gnm1.ann1.SI8X9QGARP-G2-like TFGARP->GARP-G2-likearahy.SI8X9Qarahy.Tifrunner.gnm1.Arahy.1325 0 -6.937

arahy.Tifrunner.gnm1.ann1.SPR85IGARP-G2-like TFGARP->GARP-G2-likearahy.SPR85Iarahy.Tifrunner.gnm1.Arahy.0685 4 -4.569

arahy.Tifrunner.gnm1.ann1.UB10Y8GARP-G2-like TFGARP->GARP-G2-likearahy.UB10Y8arahy.Tifrunner.gnm1.Arahy.01532 197 -1.435

arahy.Tifrunner.gnm1.ann1.V5WQ77GARP-G2-like TFGARP->GARP-G2-likearahy.V5WQ77arahy.Tifrunner.gnm1.Arahy.1415 89 2.6

arahy.Tifrunner.gnm1.ann1.VJ5QJ8GARP-G2-like TFGARP->GARP-G2-likearahy.VJ5QJ8arahy.Tifrunner.gnm1.Arahy.05331 105 -1.653

arahy.Tifrunner.gnm1.ann1.VRF1CMGARP-G2-like TFGARP->GARP-G2-likearahy.VRF1CMarahy.Tifrunner.gnm1.Arahy.19513 1181 1.204

arahy.Tifrunner.gnm1.ann1.Y2U02IGARP-G2-like TFGARP->GARP-G2-likearahy.Y2U02Iarahy.Tifrunner.gnm1.Arahy.051004 402 -1.322

arahy.Tifrunner.gnm1.ann1.YIX46GGARP-G2-like TFGARP->GARP-G2-likearahy.YIX46Garahy.Tifrunner.gnm1.Arahy.05791 158 -2.319

arahy.Tifrunner.gnm1.ann1.ZMGM97GARP-G2-like TFGARP->GARP-G2-likearahy.ZMGM97arahy.Tifrunner.gnm1.Arahy.091211 266 -2.188

arahy.Tifrunner.gnm1.ann1.15S673GNAT TR GNAT arahy.15S673arahy.Tifrunner.gnm1.Arahy.171 62 5.768

arahy.Tifrunner.gnm1.ann1.2AD11GGNAT TR GNATarahy.2AD11Garahy.Tifrunner.gnm1.Arahy.113 23 2.805

arahy.Tifrunner.gnm1.ann1.43GZ20GNAT TR GNAT arahy.43GZ20arahy.Tifrunner.gnm1.Arahy.012 19 3.389



arahy.Tifrunner.gnm1.ann1.5V2BX3GNAT TR GNATarahy.5V2BX3arahy.Tifrunner.gnm1.Arahy.1673 12 -2.627

arahy.Tifrunner.gnm1.ann1.FQMP84GNAT TR GNATarahy.FQMP84arahy.Tifrunner.gnm1.Arahy.0638 8 -2.232

arahy.Tifrunner.gnm1.ann1.GCG1Y2GNAT TR GNATarahy.GCG1Y2arahy.Tifrunner.gnm1.Arahy.1943 154 1.865

arahy.Tifrunner.gnm1.ann1.ML1PU9GNAT TR GNATarahy.ML1PU9arahy.Tifrunner.gnm1.Arahy.0626 67 1.388

arahy.Tifrunner.gnm1.ann1.NU1P8GGNAT TR GNATarahy.NU1P8Garahy.Tifrunner.gnm1.Arahy.13158 57 -1.482

arahy.Tifrunner.gnm1.ann1.Q2LGCQGNAT TR GNATarahy.Q2LGCQarahy.Tifrunner.gnm1.Arahy.20204 61 -1.728

arahy.Tifrunner.gnm1.ann1.RYXG2WGNAT TR GNATarahy.RYXG2Warahy.Tifrunner.gnm1.Arahy.0995 612 2.69

arahy.Tifrunner.gnm1.ann1.V4ADPSGNAT TR GNATarahy.V4ADPSarahy.Tifrunner.gnm1.Arahy.071 139 6.879

arahy.Tifrunner.gnm1.ann1.XZ9N91GNAT TR GNATarahy.XZ9N91arahy.Tifrunner.gnm1.Arahy.1919 141 2.915

arahy.Tifrunner.gnm1.ann1.1BB2MMGRAS TF GRASarahy.1BB2MMarahy.Tifrunner.gnm1.Arahy.133503 1398 -1.325

arahy.Tifrunner.gnm1.ann1.8X00QXGRAS TF GRASarahy.8X00QXarahy.Tifrunner.gnm1.Arahy.18296 95 -1.634

arahy.Tifrunner.gnm1.ann1.M96WLVGRAS TF GRASarahy.M96WLVarahy.Tifrunner.gnm1.Arahy.031116 521 -1.098

arahy.Tifrunner.gnm1.ann1.P9UX8EGRAS TF GRASarahy.P9UX8Earahy.Tifrunner.gnm1.Arahy.07263 90 -1.543

arahy.Tifrunner.gnm1.ann1.YX6J26GRAS TF GRAS arahy.YX6J26arahy.Tifrunner.gnm1.Arahy.093 33 3.678

arahy.Tifrunner.gnm1.ann1.727QPLGRF TF GRF arahy.727QPLarahy.Tifrunner.gnm1.Arahy.0381 34 -1.247

arahy.Tifrunner.gnm1.ann1.7VQ11GGRF TF GRF arahy.7VQ11Garahy.Tifrunner.gnm1.Arahy.11117 11 -3.376

arahy.Tifrunner.gnm1.ann1.AF8ALPGRF TF GRF arahy.AF8ALParahy.Tifrunner.gnm1.Arahy.1634 7 -2.381

arahy.Tifrunner.gnm1.ann1.E8HE72GRF TF GRF arahy.E8HE72arahy.Tifrunner.gnm1.Arahy.0184 14 -2.602

arahy.Tifrunner.gnm1.ann1.EY9JW7GRF TF GRF arahy.EY9JW7arahy.Tifrunner.gnm1.Arahy.1561 10 -2.591

arahy.Tifrunner.gnm1.ann1.G4PR1GGRF TF GRF arahy.G4PR1Garahy.Tifrunner.gnm1.Arahy.16139 54 -1.374

arahy.Tifrunner.gnm1.ann1.IE1EN5GRF TF GRF arahy.IE1EN5arahy.Tifrunner.gnm1.Arahy.02124 10 -3.617

arahy.Tifrunner.gnm1.ann1.KV1X6MGRF TF GRF arahy.KV1X6Marahy.Tifrunner.gnm1.Arahy.06125 24 -2.405

arahy.Tifrunner.gnm1.ann1.MSLW3UGRF TF GRFarahy.MSLW3Uarahy.Tifrunner.gnm1.Arahy.10112 38 -1.545

arahy.Tifrunner.gnm1.ann1.N7G5LNGRF TF GRF arahy.N7G5LNarahy.Tifrunner.gnm1.Arahy.1749 9 -2.487

arahy.Tifrunner.gnm1.ann1.2C6XEQHB-BELL TF HB->HB-BELLarahy.2C6XEQarahy.Tifrunner.gnm1.Arahy.01133 404 1.605

arahy.Tifrunner.gnm1.ann1.4HW5AHHB-BELL TF HB->HB-BELLarahy.4HW5AHarahy.Tifrunner.gnm1.Arahy.1633 1 -4.951

arahy.Tifrunner.gnm1.ann1.69CRNNHB-BELL TF HB->HB-BELLarahy.69CRNNarahy.Tifrunner.gnm1.Arahy.15115 236 1.04

arahy.Tifrunner.gnm1.ann1.1QJ78EHB-HD-ZIP TF HB->HB-HD-ZIParahy.1QJ78Earahy.Tifrunner.gnm1.Arahy.0370 2 -5.25

arahy.Tifrunner.gnm1.ann1.29D948HB-HD-ZIP TF HB->HB-HD-ZIParahy.29D948arahy.Tifrunner.gnm1.Arahy.14275 101 -1.438

arahy.Tifrunner.gnm1.ann1.43GLKPHB-HD-ZIP TF HB->HB-HD-ZIParahy.43GLKParahy.Tifrunner.gnm1.Arahy.12847 212 -1.999

arahy.Tifrunner.gnm1.ann1.5G8LZCHB-HD-ZIP TF HB->HB-HD-ZIParahy.5G8LZCarahy.Tifrunner.gnm1.Arahy.01866 1999 1.207

arahy.Tifrunner.gnm1.ann1.69QRE7HB-HD-ZIP TF HB->HB-HD-ZIParahy.69QRE7arahy.Tifrunner.gnm1.Arahy.20252 67 -1.917

arahy.Tifrunner.gnm1.ann1.71NB6RHB-HD-ZIP TF HB->HB-HD-ZIParahy.71NB6Rarahy.Tifrunner.gnm1.Arahy.1985 28 -1.597

arahy.Tifrunner.gnm1.ann1.899DFRHB-HD-ZIP TF HB->HB-HD-ZIParahy.899DFRarahy.Tifrunner.gnm1.Arahy.0245 4 -3.328

arahy.Tifrunner.gnm1.ann1.97AX4BHB-HD-ZIP TF HB->HB-HD-ZIParahy.97AX4Barahy.Tifrunner.gnm1.Arahy.04513 222 -1.212

arahy.Tifrunner.gnm1.ann1.BYTU3PHB-HD-ZIP TF HB->HB-HD-ZIParahy.BYTU3Parahy.Tifrunner.gnm1.Arahy.07265 129 -1.044

arahy.Tifrunner.gnm1.ann1.EBSD6DHB-HD-ZIP TF HB->HB-HD-ZIParahy.EBSD6Darahy.Tifrunner.gnm1.Arahy.01567 1480 1.384

arahy.Tifrunner.gnm1.ann1.FYS41PHB-HD-ZIP TF HB->HB-HD-ZIParahy.FYS41Parahy.Tifrunner.gnm1.Arahy.170 10 5.865

arahy.Tifrunner.gnm1.ann1.J7P0LQHB-HD-ZIP TF HB->HB-HD-ZIParahy.J7P0LQarahy.Tifrunner.gnm1.Arahy.1520 113 2.531

arahy.Tifrunner.gnm1.ann1.JCYU2IHB-HD-ZIP TF HB->HB-HD-ZIParahy.JCYU2Iarahy.Tifrunner.gnm1.Arahy.101091 180 -2.601

arahy.Tifrunner.gnm1.ann1.NX7S1RHB-HD-ZIP TF HB->HB-HD-ZIParahy.NX7S1Rarahy.Tifrunner.gnm1.Arahy.11406 1625 2.003

arahy.Tifrunner.gnm1.ann1.QL12SGHB-HD-ZIP TF HB->HB-HD-ZIParahy.QL12SGarahy.Tifrunner.gnm1.Arahy.05600 1227 1.033

arahy.Tifrunner.gnm1.ann1.RWXL5XHB-HD-ZIP TF HB->HB-HD-ZIParahy.RWXL5Xarahy.Tifrunner.gnm1.Arahy.19100 43 -1.213

arahy.Tifrunner.gnm1.ann1.VK2HD8HB-HD-ZIP TF HB->HB-HD-ZIParahy.VK2HD8arahy.Tifrunner.gnm1.Arahy.13608 278 -1.132

arahy.Tifrunner.gnm1.ann1.VQN41MHB-HD-ZIP TF HB->HB-HD-ZIParahy.VQN41Marahy.Tifrunner.gnm1.Arahy.0638 3 -3.689



arahy.Tifrunner.gnm1.ann1.VX60JMHB-HD-ZIP TF HB->HB-HD-ZIParahy.VX60JMarahy.Tifrunner.gnm1.Arahy.20436 114 -1.93

arahy.Tifrunner.gnm1.ann1.W0PHYBHB-HD-ZIP TF HB->HB-HD-ZIParahy.W0PHYBarahy.Tifrunner.gnm1.Arahy.20230 715 1.639

arahy.Tifrunner.gnm1.ann1.YS1RTVHB-HD-ZIP TF HB->HB-HD-ZIParahy.YS1RTVarahy.Tifrunner.gnm1.Arahy.131300 82 -3.998

arahy.Tifrunner.gnm1.ann1.ZBAY9JHB-HD-ZIP TF HB->HB-HD-ZIParahy.ZBAY9Jarahy.Tifrunner.gnm1.Arahy.05225 452 1.01

arahy.Tifrunner.gnm1.ann1.4NTH9KHB-KNOX TF HB->HB-KNOXarahy.4NTH9Karahy.Tifrunner.gnm1.Arahy.052286 4581 1.003

arahy.Tifrunner.gnm1.ann1.EUX0L6HB-KNOX TF HB->HB-KNOXarahy.EUX0L6arahy.Tifrunner.gnm1.Arahy.070 9 5.815

arahy.Tifrunner.gnm1.ann1.F9ETHRHB-KNOX TF HB->HB-KNOXarahy.F9ETHRarahy.Tifrunner.gnm1.Arahy.13128 63 -1.029

arahy.Tifrunner.gnm1.ann1.FN3HAQHB-KNOX TF HB->HB-KNOXarahy.FN3HAQarahy.Tifrunner.gnm1.Arahy.1144 0 -7.753

arahy.Tifrunner.gnm1.ann1.U5Q1QLHB-KNOX TF HB->HB-KNOXarahy.U5Q1QLarahy.Tifrunner.gnm1.Arahy.09396 90 -2.134

arahy.Tifrunner.gnm1.ann1.Z81W9BHB-KNOX TF HB->HB-KNOXarahy.Z81W9Barahy.Tifrunner.gnm1.Arahy.0123 0 -6.823

arahy.Tifrunner.gnm1.ann1.12HWWYHB-other TF HB->HB-otherarahy.12HWWYarahy.Tifrunner.gnm1.Arahy.152182 34 -5.995

arahy.Tifrunner.gnm1.ann1.6BR0GSHB-other TF HB->HB-otherarahy.6BR0GSarahy.Tifrunner.gnm1.Arahy.19188 386 1.042

arahy.Tifrunner.gnm1.ann1.KEIQ47HB-other TF HB->HB-otherarahy.KEIQ47arahy.Tifrunner.gnm1.Arahy.051320 11 -6.91

arahy.Tifrunner.gnm1.ann1.1P3WKUHB-WOX TF HB->HB-WOXarahy.1P3WKUarahy.Tifrunner.gnm1.Arahy.1717 50 1.56

arahy.Tifrunner.gnm1.ann1.9WG3Z1HB-WOX TF HB->HB-WOXarahy.9WG3Z1arahy.Tifrunner.gnm1.Arahy.1741 330 3.012

arahy.Tifrunner.gnm1.ann1.H61ER1HB-WOX TF HB->HB-WOXarahy.H61ER1arahy.Tifrunner.gnm1.Arahy.1475 10 -2.854

arahy.Tifrunner.gnm1.ann1.LR4QVUHB-WOX TF HB->HB-WOXarahy.LR4QVUarahy.Tifrunner.gnm1.Arahy.0433 0 -7.378

arahy.Tifrunner.gnm1.ann1.WG7TRGHB-WOX TF HB->HB-WOXarahy.WG7TRGarahy.Tifrunner.gnm1.Arahy.061 52 5.472

arahy.Tifrunner.gnm1.ann1.1D56YBHMG TR HMG arahy.1D56YBarahy.Tifrunner.gnm1.Arahy.13168 9 -4.195

arahy.Tifrunner.gnm1.ann1.BLWT23HMG TR HMGarahy.BLWT23arahy.Tifrunner.gnm1.Arahy.19197 11 -4.151

arahy.Tifrunner.gnm1.ann1.Y783I6HMG TR HMG arahy.Y783I6arahy.Tifrunner.gnm1.Arahy.03170 2 -6.839

arahy.Tifrunner.gnm1.ann1.Z3R5C5HMG TR HMG arahy.Z3R5C5arahy.Tifrunner.gnm1.Arahy.09264 7 -5.17

arahy.Tifrunner.gnm1.ann1.4L43B4HSF TF HSF arahy.4L43B4arahy.Tifrunner.gnm1.Arahy.161115 437 -1.351

arahy.Tifrunner.gnm1.ann1.7EA4R0HSF TF HSF arahy.7EA4R0arahy.Tifrunner.gnm1.Arahy.17147 0 -9.515

arahy.Tifrunner.gnm1.ann1.7H2VVZHSF TF HSF arahy.7H2VVZarahy.Tifrunner.gnm1.Arahy.06149 17 -3.126

arahy.Tifrunner.gnm1.ann1.8U41WBHSF TF HSF arahy.8U41WBarahy.Tifrunner.gnm1.Arahy.15649 1884 1.538

arahy.Tifrunner.gnm1.ann1.B8VX3QHSF TF HSF arahy.B8VX3Qarahy.Tifrunner.gnm1.Arahy.06495 88 -2.499

arahy.Tifrunner.gnm1.ann1.FJH25QHSF TF HSF arahy.FJH25Qarahy.Tifrunner.gnm1.Arahy.17147 571 1.954

arahy.Tifrunner.gnm1.ann1.FTRM9IHSF TF HSF arahy.FTRM9Iarahy.Tifrunner.gnm1.Arahy.11815 157 -2.376

arahy.Tifrunner.gnm1.ann1.M7PLWRHSF TF HSF arahy.M7PLWRarahy.Tifrunner.gnm1.Arahy.0860 0 -8.217

arahy.Tifrunner.gnm1.ann1.W19Z82HSF TF HSF arahy.W19Z82arahy.Tifrunner.gnm1.Arahy.05409 1256 1.62

arahy.Tifrunner.gnm1.ann1.SF5CY1IWS1 TR IWS1 arahy.SF5CY1arahy.Tifrunner.gnm1.Arahy.201479 730 -1.02

arahy.Tifrunner.gnm1.ann1.TK2Q97IWS1 TR IWS1 arahy.TK2Q97arahy.Tifrunner.gnm1.Arahy.101704 769 -1.148

arahy.Tifrunner.gnm1.ann1.9S6AA1Jumonji TR Jumonjiarahy.9S6AA1arahy.Tifrunner.gnm1.Arahy.16584 267 -1.128

arahy.Tifrunner.gnm1.ann1.H9D2WHJumonji TR Jumonjiarahy.H9D2WHarahy.Tifrunner.gnm1.Arahy.081976 5694 1.527

arahy.Tifrunner.gnm1.ann1.JYC97MJumonji TR Jumonjiarahy.JYC97Marahy.Tifrunner.gnm1.Arahy.093913 1631 -1.263

arahy.Tifrunner.gnm1.ann1.Y876JPJumonji TR Jumonjiarahy.Y876JParahy.Tifrunner.gnm1.Arahy.171316 3234 1.298

arahy.Tifrunner.gnm1.ann1.DE3F1CLIM TF LIM arahy.DE3F1Carahy.Tifrunner.gnm1.Arahy.0182 7 -3.499

arahy.Tifrunner.gnm1.ann1.VFJ7H8LIM TF LIM arahy.VFJ7H8arahy.Tifrunner.gnm1.Arahy.136 0 -5.004

arahy.Tifrunner.gnm1.ann1.54E1W4LOB TF LOB arahy.54E1W4arahy.Tifrunner.gnm1.Arahy.2010 173 4.189

arahy.Tifrunner.gnm1.ann1.8GTF30LOB TF LOB arahy.8GTF30arahy.Tifrunner.gnm1.Arahy.05170 386 1.18

arahy.Tifrunner.gnm1.ann1.A5HF6TLOB TF LOB arahy.A5HF6Tarahy.Tifrunner.gnm1.Arahy.2012 1 -3.974

arahy.Tifrunner.gnm1.ann1.C3HPWPLOB TF LOB arahy.C3HPWParahy.Tifrunner.gnm1.Arahy.151367 532 -1.361

arahy.Tifrunner.gnm1.ann1.DCW7NLLOB TF LOBarahy.DCW7NLarahy.Tifrunner.gnm1.Arahy.15209 501 1.262

arahy.Tifrunner.gnm1.ann1.HZIC2ALOB TF LOB arahy.HZIC2Aarahy.Tifrunner.gnm1.Arahy.1898 43 -1.178



arahy.Tifrunner.gnm1.ann1.KN2BTYLOB TF LOB arahy.KN2BTYarahy.Tifrunner.gnm1.Arahy.196 0 -4.784

arahy.Tifrunner.gnm1.ann1.LBX204LOB TF LOB arahy.LBX204arahy.Tifrunner.gnm1.Arahy.1916 0 -6.299

arahy.Tifrunner.gnm1.ann1.MBY2QMLOB TF LOBarahy.MBY2QMarahy.Tifrunner.gnm1.Arahy.0139 10 -1.923

arahy.Tifrunner.gnm1.ann1.SEL59BLOB TF LOB arahy.SEL59Barahy.Tifrunner.gnm1.Arahy.1043 1 -4.88

arahy.Tifrunner.gnm1.ann1.WEI72SLOB TF LOB arahy.WEI72Sarahy.Tifrunner.gnm1.Arahy.1016 264 4.07

arahy.Tifrunner.gnm1.ann1.XFT5DKLOB TF LOB arahy.XFT5DKarahy.Tifrunner.gnm1.Arahy.1460 1 -6.388

arahy.Tifrunner.gnm1.ann1.Z62C6MLOB TF LOB arahy.Z62C6Marahy.Tifrunner.gnm1.Arahy.051183 439 -1.428

arahy.Tifrunner.gnm1.ann1.438FZBMADS-MIKC TFMADS->MADS-MIKCarahy.438FZBarahy.Tifrunner.gnm1.Arahy.01185 697 1.915

arahy.Tifrunner.gnm1.ann1.8A3KYSMADS-MIKC TFMADS->MADS-MIKCarahy.8A3KYSarahy.Tifrunner.gnm1.Arahy.0796 550 2.519

arahy.Tifrunner.gnm1.ann1.D4F11KMADS-MIKC TFMADS->MADS-MIKCarahy.D4F11Karahy.Tifrunner.gnm1.Arahy.15248 674 1.444

arahy.Tifrunner.gnm1.ann1.IQR3N2MADS-MIKC TFMADS->MADS-MIKCarahy.IQR3N2arahy.Tifrunner.gnm1.Arahy.10145 1060 2.871

arahy.Tifrunner.gnm1.ann1.MX0VEQMADS-MIKC TFMADS->MADS-MIKCarahy.MX0VEQarahy.Tifrunner.gnm1.Arahy.17163 796 2.287

arahy.Tifrunner.gnm1.ann1.QB26WDMADS-MIKC TFMADS->MADS-MIKCarahy.QB26WDarahy.Tifrunner.gnm1.Arahy.05541 1454 1.427

arahy.Tifrunner.gnm1.ann1.SC2RCCMADS-MIKC TFMADS->MADS-MIKCarahy.SC2RCCarahy.Tifrunner.gnm1.Arahy.08125 410 1.722

arahy.Tifrunner.gnm1.ann1.SLJ44WMADS-MIKC TFMADS->MADS-MIKCarahy.SLJ44Warahy.Tifrunner.gnm1.Arahy.112475 5637 1.187

arahy.Tifrunner.gnm1.ann1.WIWA1BMADS-MIKC TFMADS->MADS-MIKCarahy.WIWA1Barahy.Tifrunner.gnm1.Arahy.20165 618 1.904

arahy.Tifrunner.gnm1.ann1.Z4CR3NMADS-MIKC TFMADS->MADS-MIKCarahy.Z4CR3Narahy.Tifrunner.gnm1.Arahy.17457 1503 1.717

arahy.Tifrunner.gnm1.ann1.5M65ZFMADS-M-type TFMADS->MADS-M-typearahy.5M65ZFarahy.Tifrunner.gnm1.Arahy.030 16 6.561

arahy.Tifrunner.gnm1.ann1.GD5YP7MADS-M-type TFMADS->MADS-M-typearahy.GD5YP7arahy.Tifrunner.gnm1.Arahy.13185 41 -2.174

arahy.Tifrunner.gnm1.ann1.PIZ1S4MADS-M-type TFMADS->MADS-M-typearahy.PIZ1S4arahy.Tifrunner.gnm1.Arahy.03113 52 -1.141

arahy.Tifrunner.gnm1.ann1.TW1RKAMADS-M-type TFMADS->MADS-M-typearahy.TW1RKAarahy.Tifrunner.gnm1.Arahy.13197 618 1.655

arahy.Tifrunner.gnm1.ann1.1CR6HAMBF1 TR MBF1arahy.1CR6HAarahy.Tifrunner.gnm1.Arahy.081780 3648 1.035

arahy.Tifrunner.gnm1.ann1.B1IT4TMBF1 TR MBF1 arahy.B1IT4Tarahy.Tifrunner.gnm1.Arahy.181171 2511 1.101

arahy.Tifrunner.gnm1.ann1.0G4LNAmTERF TR mTERFarahy.0G4LNAarahy.Tifrunner.gnm1.Arahy.0170 24 -1.552

arahy.Tifrunner.gnm1.ann1.AYWF3KmTERF TR mTERFarahy.AYWF3Karahy.Tifrunner.gnm1.Arahy.17125 62 -1.012

arahy.Tifrunner.gnm1.ann1.M5TQDYmTERF TR mTERFarahy.M5TQDYarahy.Tifrunner.gnm1.Arahy.0157 25 -1.187

arahy.Tifrunner.gnm1.ann1.SB3XQVmTERF TR mTERFarahy.SB3XQVarahy.Tifrunner.gnm1.Arahy.20364 70 -2.378

arahy.Tifrunner.gnm1.ann1.WZ54PFmTERF TR mTERFarahy.WZ54PFarahy.Tifrunner.gnm1.Arahy.10384 181 -1.085

arahy.Tifrunner.gnm1.ann1.02XPQ8MYB TF MYB->MYBarahy.02XPQ8arahy.Tifrunner.gnm1.Arahy.04462 28 -4.06

arahy.Tifrunner.gnm1.ann1.04JNDXMYB TF MYB->MYBarahy.04JNDXarahy.Tifrunner.gnm1.Arahy.09880 322 -1.449

arahy.Tifrunner.gnm1.ann1.0KDF2JMYB TF MYB->MYBarahy.0KDF2Jarahy.Tifrunner.gnm1.Arahy.13291 53 -2.458

arahy.Tifrunner.gnm1.ann1.12J3VUMYB TF MYB->MYBarahy.12J3VUarahy.Tifrunner.gnm1.Arahy.03257 79 -1.703

arahy.Tifrunner.gnm1.ann1.28HNJ2MYB TF MYB->MYBarahy.28HNJ2arahy.Tifrunner.gnm1.Arahy.0711 0 -4.752

arahy.Tifrunner.gnm1.ann1.2BK3KUMYB TF MYB->MYBarahy.2BK3KUarahy.Tifrunner.gnm1.Arahy.14580 100 -2.533

arahy.Tifrunner.gnm1.ann1.2DN1X0MYB TF MYB->MYBarahy.2DN1X0arahy.Tifrunner.gnm1.Arahy.0211 1 -3.897

arahy.Tifrunner.gnm1.ann1.2DQF79MYB TF MYB->MYBarahy.2DQF79arahy.Tifrunner.gnm1.Arahy.16146 33 -2.16

arahy.Tifrunner.gnm1.ann1.55CRPXMYB TF MYB->MYBarahy.55CRPXarahy.Tifrunner.gnm1.Arahy.1697 12 -2.963

arahy.Tifrunner.gnm1.ann1.57FMZLMYB TF MYB->MYBarahy.57FMZLarahy.Tifrunner.gnm1.Arahy.1530 10 -1.486

arahy.Tifrunner.gnm1.ann1.A2IWKVMYB TF MYB->MYBarahy.A2IWKVarahy.Tifrunner.gnm1.Arahy.06503 64 -2.986

arahy.Tifrunner.gnm1.ann1.ARS1HBMYB TF MYB->MYBarahy.ARS1HBarahy.Tifrunner.gnm1.Arahy.20142 46 -1.629

arahy.Tifrunner.gnm1.ann1.DPKT20MYB TF MYB->MYBarahy.DPKT20arahy.Tifrunner.gnm1.Arahy.01223 95 -1.232

arahy.Tifrunner.gnm1.ann1.DV7QWZMYB TF MYB->MYBarahy.DV7QWZarahy.Tifrunner.gnm1.Arahy.191015 420 -1.273

arahy.Tifrunner.gnm1.ann1.EJIH9FMYB TF MYB->MYBarahy.EJIH9Farahy.Tifrunner.gnm1.Arahy.08108 35 -1.646

arahy.Tifrunner.gnm1.ann1.FS3APXMYB TF MYB->MYBarahy.FS3APXarahy.Tifrunner.gnm1.Arahy.11571 284 -1.007

arahy.Tifrunner.gnm1.ann1.H8DJRLMYB TF MYB->MYBarahy.H8DJRLarahy.Tifrunner.gnm1.Arahy.16158 18 -3.154



arahy.Tifrunner.gnm1.ann1.I2L3K5MYB TF MYB->MYBarahy.I2L3K5arahy.Tifrunner.gnm1.Arahy.1125 115 2.163

arahy.Tifrunner.gnm1.ann1.J3K16KMYB TF MYB->MYBarahy.J3K16Karahy.Tifrunner.gnm1.Arahy.1021 0 -6.709

arahy.Tifrunner.gnm1.ann1.LQRE2TMYB TF MYB->MYBarahy.LQRE2Tarahy.Tifrunner.gnm1.Arahy.165 26 2.363

arahy.Tifrunner.gnm1.ann1.MN60MUMYB TF MYB->MYBarahy.MN60MUarahy.Tifrunner.gnm1.Arahy.135 0 -4.675

arahy.Tifrunner.gnm1.ann1.N15QB0MYB TF MYB->MYBarahy.N15QB0arahy.Tifrunner.gnm1.Arahy.1674 5 -3.863

arahy.Tifrunner.gnm1.ann1.PR7AYBMYB TF MYB->MYBarahy.PR7AYBarahy.Tifrunner.gnm1.Arahy.06324 12 -4.721

arahy.Tifrunner.gnm1.ann1.QF6X98MYB TF MYB->MYBarahy.QF6X98arahy.Tifrunner.gnm1.Arahy.14162 52 -1.633

arahy.Tifrunner.gnm1.ann1.QZK539MYB TF MYB->MYBarahy.QZK539arahy.Tifrunner.gnm1.Arahy.05131 306 1.233

arahy.Tifrunner.gnm1.ann1.R9MXBHMYB TF MYB->MYBarahy.R9MXBHarahy.Tifrunner.gnm1.Arahy.192 38 4.313

arahy.Tifrunner.gnm1.ann1.S8NMKGMYB TF MYB->MYBarahy.S8NMKGarahy.Tifrunner.gnm1.Arahy.16891 59 -3.919

arahy.Tifrunner.gnm1.ann1.SJGE27MYB TF MYB->MYBarahy.SJGE27arahy.Tifrunner.gnm1.Arahy.01793 20 -5.308

arahy.Tifrunner.gnm1.ann1.T1CM6GMYB TF MYB->MYBarahy.T1CM6Garahy.Tifrunner.gnm1.Arahy.01548 229 -1.263

arahy.Tifrunner.gnm1.ann1.US2SKMMYB TF MYB->MYBarahy.US2SKMarahy.Tifrunner.gnm1.Arahy.11306 36 -3.08

arahy.Tifrunner.gnm1.ann1.UX5VDVMYB TF MYB->MYBarahy.UX5VDVarahy.Tifrunner.gnm1.Arahy.15132 265 1.002

arahy.Tifrunner.gnm1.ann1.W3P5B7MYB TF MYB->MYBarahy.W3P5B7arahy.Tifrunner.gnm1.Arahy.19505 172 -1.555

arahy.Tifrunner.gnm1.ann1.W7ZTQYMYB TF MYB->MYBarahy.W7ZTQYarahy.Tifrunner.gnm1.Arahy.091043 462 -1.175

arahy.Tifrunner.gnm1.ann1.WMRY2GMYB TF MYB->MYBarahy.WMRY2Garahy.Tifrunner.gnm1.Arahy.0586 217 1.327

arahy.Tifrunner.gnm1.ann1.WSM8QMMYB TF MYB->MYBarahy.WSM8QMarahy.Tifrunner.gnm1.Arahy.06518 16 -4.996

arahy.Tifrunner.gnm1.ann1.Y8Q1R5MYB TF MYB->MYBarahy.Y8Q1R5arahy.Tifrunner.gnm1.Arahy.1555 121 1.147

arahy.Tifrunner.gnm1.ann1.YFKH51MYB TF MYB->MYBarahy.YFKH51arahy.Tifrunner.gnm1.Arahy.19715 1636 1.195

arahy.Tifrunner.gnm1.ann1.YX3ICEMYB TF MYB->MYBarahy.YX3ICEarahy.Tifrunner.gnm1.Arahy.10649 242 -1.422

arahy.Tifrunner.gnm1.ann1.ZZ8D5NMYB TF MYB->MYBarahy.ZZ8D5Narahy.Tifrunner.gnm1.Arahy.10255 124 -1.042

arahy.Tifrunner.gnm1.ann1.006X4NMYB-related TFMYB->MYB-relatedarahy.006X4Narahy.Tifrunner.gnm1.Arahy.08136 40 -1.751

arahy.Tifrunner.gnm1.ann1.18CGRHMYB-related TFMYB->MYB-relatedarahy.18CGRHarahy.Tifrunner.gnm1.Arahy.13358 135 -1.4

arahy.Tifrunner.gnm1.ann1.29NKFCMYB-related TFMYB->MYB-relatedarahy.29NKFCarahy.Tifrunner.gnm1.Arahy.0639 1878 5.603

arahy.Tifrunner.gnm1.ann1.2A56XJMYB-related TFMYB->MYB-relatedarahy.2A56XJarahy.Tifrunner.gnm1.Arahy.1728 122 2.113

arahy.Tifrunner.gnm1.ann1.3B72JTMYB-related TFMYB->MYB-relatedarahy.3B72JTarahy.Tifrunner.gnm1.Arahy.2035 83 1.232

arahy.Tifrunner.gnm1.ann1.53JK2DMYB-related TFMYB->MYB-relatedarahy.53JK2Darahy.Tifrunner.gnm1.Arahy.0664 12 -2.454

arahy.Tifrunner.gnm1.ann1.53Z0F1MYB-related TFMYB->MYB-relatedarahy.53Z0F1arahy.Tifrunner.gnm1.Arahy.2012 0 -5.845

arahy.Tifrunner.gnm1.ann1.6ZYP5IMYB-related TFMYB->MYB-relatedarahy.6ZYP5Iarahy.Tifrunner.gnm1.Arahy.07789 142 -2.48

arahy.Tifrunner.gnm1.ann1.7P5JVVMYB-related TFMYB->MYB-relatedarahy.7P5JVVarahy.Tifrunner.gnm1.Arahy.0257 1 -5.281

arahy.Tifrunner.gnm1.ann1.B03SC9MYB-related TFMYB->MYB-relatedarahy.B03SC9arahy.Tifrunner.gnm1.Arahy.1813 40 1.599

arahy.Tifrunner.gnm1.ann1.BFP4V6MYB-related TFMYB->MYB-relatedarahy.BFP4V6arahy.Tifrunner.gnm1.Arahy.1222 3 -2.745

arahy.Tifrunner.gnm1.ann1.C0LG3SMYB-related TFMYB->MYB-relatedarahy.C0LG3Sarahy.Tifrunner.gnm1.Arahy.028 0 -5.346

arahy.Tifrunner.gnm1.ann1.CD1PG8MYB-related TFMYB->MYB-relatedarahy.CD1PG8arahy.Tifrunner.gnm1.Arahy.10606 37 -4.041

arahy.Tifrunner.gnm1.ann1.FP3ASRMYB-related TFMYB->MYB-relatedarahy.FP3ASRarahy.Tifrunner.gnm1.Arahy.0931 1 -5.388

arahy.Tifrunner.gnm1.ann1.H5DQEZMYB-related TFMYB->MYB-relatedarahy.H5DQEZarahy.Tifrunner.gnm1.Arahy.01134 9 -3.818

arahy.Tifrunner.gnm1.ann1.H8IXR5MYB-related TFMYB->MYB-relatedarahy.H8IXR5arahy.Tifrunner.gnm1.Arahy.1713 0 -5.068

arahy.Tifrunner.gnm1.ann1.HB1RT4MYB-related TFMYB->MYB-relatedarahy.HB1RT4arahy.Tifrunner.gnm1.Arahy.12128 32 -1.985

arahy.Tifrunner.gnm1.ann1.IEZ2LHMYB-related TFMYB->MYB-relatedarahy.IEZ2LHarahy.Tifrunner.gnm1.Arahy.126 0 -4.931

arahy.Tifrunner.gnm1.ann1.K64R7PMYB-related TFMYB->MYB-relatedarahy.K64R7Parahy.Tifrunner.gnm1.Arahy.1652 833 4.008

arahy.Tifrunner.gnm1.ann1.L85IH5MYB-related TFMYB->MYB-relatedarahy.L85IH5arahy.Tifrunner.gnm1.Arahy.15313 809 1.369

arahy.Tifrunner.gnm1.ann1.LQ8VWDMYB-related TFMYB->MYB-relatedarahy.LQ8VWDarahy.Tifrunner.gnm1.Arahy.08517 56 -3.216

arahy.Tifrunner.gnm1.ann1.NV91PZMYB-related TFMYB->MYB-relatedarahy.NV91PZarahy.Tifrunner.gnm1.Arahy.18225 16 -3.834

arahy.Tifrunner.gnm1.ann1.NXJT0CMYB-related TFMYB->MYB-relatedarahy.NXJT0Carahy.Tifrunner.gnm1.Arahy.1340 4 -3.184



arahy.Tifrunner.gnm1.ann1.R24AWJMYB-related TFMYB->MYB-relatedarahy.R24AWJarahy.Tifrunner.gnm1.Arahy.02146 62 -1.234

arahy.Tifrunner.gnm1.ann1.RX2HA0MYB-related TFMYB->MYB-relatedarahy.RX2HA0arahy.Tifrunner.gnm1.Arahy.11106 14 -2.924

arahy.Tifrunner.gnm1.ann1.S1X8C1MYB-related TFMYB->MYB-relatedarahy.S1X8C1arahy.Tifrunner.gnm1.Arahy.18941 436 -1.113

arahy.Tifrunner.gnm1.ann1.T7BWXMMYB-related TFMYB->MYB-relatedarahy.T7BWXMarahy.Tifrunner.gnm1.Arahy.071546 613 -1.335

arahy.Tifrunner.gnm1.ann1.U5RWXFMYB-related TFMYB->MYB-relatedarahy.U5RWXFarahy.Tifrunner.gnm1.Arahy.0135 79 1.162

arahy.Tifrunner.gnm1.ann1.WHG5AAMYB-related TFMYB->MYB-relatedarahy.WHG5AAarahy.Tifrunner.gnm1.Arahy.031410 339 -2.056

arahy.Tifrunner.gnm1.ann1.XL1L9TMYB-related TFMYB->MYB-relatedarahy.XL1L9Tarahy.Tifrunner.gnm1.Arahy.13887 44 -4.337

arahy.Tifrunner.gnm1.ann1.XL6SY1MYB-related TFMYB->MYB-relatedarahy.XL6SY1arahy.Tifrunner.gnm1.Arahy.1557 5 -3.379

arahy.Tifrunner.gnm1.ann1.05SHD0NAC TF NAC arahy.05SHD0arahy.Tifrunner.gnm1.Arahy.1110 0 -4.613

arahy.Tifrunner.gnm1.ann1.0V68XNNAC TF NAC arahy.0V68XNarahy.Tifrunner.gnm1.Arahy.12146 677 2.212

arahy.Tifrunner.gnm1.ann1.12HUMHNAC TF NACarahy.12HUMHarahy.Tifrunner.gnm1.Arahy.06402 1487 1.888

arahy.Tifrunner.gnm1.ann1.1GPE0TNAC TF NAC arahy.1GPE0Tarahy.Tifrunner.gnm1.Arahy.179 0 -5.388

arahy.Tifrunner.gnm1.ann1.1I167BNAC TF NAC arahy.1I167Barahy.Tifrunner.gnm1.Arahy.1118 111 2.636

arahy.Tifrunner.gnm1.ann1.1UE66ANAC TF NAC arahy.1UE66Aarahy.Tifrunner.gnm1.Arahy.203367 7477 1.151

arahy.Tifrunner.gnm1.ann1.2MPS86NAC TF NAC arahy.2MPS86arahy.Tifrunner.gnm1.Arahy.13768 2731 1.83

arahy.Tifrunner.gnm1.ann1.2P3Z86NAC TF NAC arahy.2P3Z86arahy.Tifrunner.gnm1.Arahy.150 7 5.392

arahy.Tifrunner.gnm1.ann1.3F2LJ6NAC TF NAC arahy.3F2LJ6arahy.Tifrunner.gnm1.Arahy.1687 178 1.031

arahy.Tifrunner.gnm1.ann1.5P3U81NAC TF NAC arahy.5P3U81arahy.Tifrunner.gnm1.Arahy.183 98 5.33

arahy.Tifrunner.gnm1.ann1.76LABNNAC TF NAC arahy.76LABNarahy.Tifrunner.gnm1.Arahy.157 102 3.958

arahy.Tifrunner.gnm1.ann1.7G7SK7NAC TF NAC arahy.7G7SK7arahy.Tifrunner.gnm1.Arahy.04149 321 1.109

arahy.Tifrunner.gnm1.ann1.8E68ZNNAC TF NAC arahy.8E68ZNarahy.Tifrunner.gnm1.Arahy.16546 2128 1.964

arahy.Tifrunner.gnm1.ann1.8GCY61NAC TF NAC arahy.8GCY61arahy.Tifrunner.gnm1.Arahy.02166 747 2.168

arahy.Tifrunner.gnm1.ann1.9732XCNAC TF NAC arahy.9732XCarahy.Tifrunner.gnm1.Arahy.1814 1 -3.229

arahy.Tifrunner.gnm1.ann1.AIPG34NAC TF NAC arahy.AIPG34arahy.Tifrunner.gnm1.Arahy.13351 43 -3.025

arahy.Tifrunner.gnm1.ann1.B9XEKFNAC TF NAC arahy.B9XEKFarahy.Tifrunner.gnm1.Arahy.0826 692 4.715

arahy.Tifrunner.gnm1.ann1.BEF3I8NAC TF NAC arahy.BEF3I8arahy.Tifrunner.gnm1.Arahy.0814 2 -2.754

arahy.Tifrunner.gnm1.ann1.BPCJ1XNAC TF NAC arahy.BPCJ1Xarahy.Tifrunner.gnm1.Arahy.18538 158 -1.767

arahy.Tifrunner.gnm1.ann1.CDPA7LNAC TF NAC arahy.CDPA7Larahy.Tifrunner.gnm1.Arahy.08545 156 -1.811

arahy.Tifrunner.gnm1.ann1.D5FDJHNAC TF NAC arahy.D5FDJHarahy.Tifrunner.gnm1.Arahy.13700 2529 1.855

arahy.Tifrunner.gnm1.ann1.F01Q5MNAC TF NAC arahy.F01Q5Marahy.Tifrunner.gnm1.Arahy.06739 2903 1.974

arahy.Tifrunner.gnm1.ann1.FD63AGNAC TF NAC arahy.FD63AGarahy.Tifrunner.gnm1.Arahy.1324 4 -2.376

arahy.Tifrunner.gnm1.ann1.GU1UJSNAC TF NAC arahy.GU1UJSarahy.Tifrunner.gnm1.Arahy.196 0 -4.907

arahy.Tifrunner.gnm1.ann1.JHHH6TNAC TF NAC arahy.JHHH6Tarahy.Tifrunner.gnm1.Arahy.16102 36 -1.522

arahy.Tifrunner.gnm1.ann1.K4491KNAC TF NAC arahy.K4491Karahy.Tifrunner.gnm1.Arahy.06133 42 -1.681

arahy.Tifrunner.gnm1.ann1.L5HHP2NAC TF NAC arahy.L5HHP2arahy.Tifrunner.gnm1.Arahy.08493 2059 2.065

arahy.Tifrunner.gnm1.ann1.NB8KRWNAC TF NACarahy.NB8KRWarahy.Tifrunner.gnm1.Arahy.133755 1832 -1.036

arahy.Tifrunner.gnm1.ann1.Q3Y7SFNAC TF NAC arahy.Q3Y7SFarahy.Tifrunner.gnm1.Arahy.03525 2049 1.963

arahy.Tifrunner.gnm1.ann1.QL5RCWNAC TF NACarahy.QL5RCWarahy.Tifrunner.gnm1.Arahy.2010 113 3.491

arahy.Tifrunner.gnm1.ann1.QVEY1GNAC TF NAC arahy.QVEY1Garahy.Tifrunner.gnm1.Arahy.1622 176 3.019

arahy.Tifrunner.gnm1.ann1.S9FEUHNAC TF NAC arahy.S9FEUHarahy.Tifrunner.gnm1.Arahy.033290 213 -3.947

arahy.Tifrunner.gnm1.ann1.SJ3Y3CNAC TF NAC arahy.SJ3Y3Carahy.Tifrunner.gnm1.Arahy.056 0 -4.836

arahy.Tifrunner.gnm1.ann1.T50ENKNAC TF NAC arahy.T50ENKarahy.Tifrunner.gnm1.Arahy.1550 9 -2.549

arahy.Tifrunner.gnm1.ann1.TY7WD8NAC TF NAC arahy.TY7WD8arahy.Tifrunner.gnm1.Arahy.03560 2005 1.84

arahy.Tifrunner.gnm1.ann1.UX5JN7NAC TF NAC arahy.UX5JN7arahy.Tifrunner.gnm1.Arahy.0527 11 -1.32

arahy.Tifrunner.gnm1.ann1.V0X4SVNAC TF NAC arahy.V0X4SVarahy.Tifrunner.gnm1.Arahy.0510 1 -3.799



arahy.Tifrunner.gnm1.ann1.V9YDBDNAC TF NACarahy.V9YDBDarahy.Tifrunner.gnm1.Arahy.1011 56 2.288

arahy.Tifrunner.gnm1.ann1.XB6K25NAC TF NAC arahy.XB6K25arahy.Tifrunner.gnm1.Arahy.1816 787 5.57

arahy.Tifrunner.gnm1.ann1.YY4A03NAC TF NAC arahy.YY4A03arahy.Tifrunner.gnm1.Arahy.1512 0 -4.885

arahy.Tifrunner.gnm1.ann1.ZM1I0CNAC TF NAC arahy.ZM1I0Carahy.Tifrunner.gnm1.Arahy.0528 1 -4.278

arahy.Tifrunner.gnm1.ann1.EWBI0WNF-YA TF NF-Y->NF-YAarahy.EWBI0Warahy.Tifrunner.gnm1.Arahy.1227 4 -2.633

arahy.Tifrunner.gnm1.ann1.HITK0GNF-YA TF NF-Y->NF-YAarahy.HITK0Garahy.Tifrunner.gnm1.Arahy.10334 154 -1.118

arahy.Tifrunner.gnm1.ann1.TY3GKMNF-YA TF NF-Y->NF-YAarahy.TY3GKMarahy.Tifrunner.gnm1.Arahy.08417 172 -1.277

arahy.Tifrunner.gnm1.ann1.V1T15DNF-YA TF NF-Y->NF-YAarahy.V1T15Darahy.Tifrunner.gnm1.Arahy.1322 5 -2.332

arahy.Tifrunner.gnm1.ann1.8XPX7RNF-YB TF NF-Y->NF-YBarahy.8XPX7Rarahy.Tifrunner.gnm1.Arahy.17361 32 -3.502

arahy.Tifrunner.gnm1.ann1.BTE5MMNF-YB TF NF-Y->NF-YBarahy.BTE5MMarahy.Tifrunner.gnm1.Arahy.07450 35 -3.708

arahy.Tifrunner.gnm1.ann1.F7CTDZNF-YC TF NF-Y->NF-YCarahy.F7CTDZarahy.Tifrunner.gnm1.Arahy.03114 249 1.118

arahy.Tifrunner.gnm1.ann1.FIIU1NNF-YC TF NF-Y->NF-YCarahy.FIIU1Narahy.Tifrunner.gnm1.Arahy.14276 1065 1.946

arahy.Tifrunner.gnm1.ann1.Y83UC8NF-YC TF NF-Y->NF-YCarahy.Y83UC8arahy.Tifrunner.gnm1.Arahy.1019 58 1.583

arahy.Tifrunner.gnm1.ann1.Z93F9TNF-YC TF NF-Y->NF-YCarahy.Z93F9Tarahy.Tifrunner.gnm1.Arahy.1041 14 -1.517

arahy.Tifrunner.gnm1.ann1.0MYI9IOthers TR Others arahy.0MYI9Iarahy.Tifrunner.gnm1.Arahy.191004 398 -1.336

arahy.Tifrunner.gnm1.ann1.1U4MMVOthers TR Othersarahy.1U4MMVarahy.Tifrunner.gnm1.Arahy.13576 184 -1.646

arahy.Tifrunner.gnm1.ann1.22FLX8Others TR Others arahy.22FLX8arahy.Tifrunner.gnm1.Arahy.0218 432 4.559

arahy.Tifrunner.gnm1.ann1.4KS3J9Others TR Others arahy.4KS3J9arahy.Tifrunner.gnm1.Arahy.17963 194 -2.31

arahy.Tifrunner.gnm1.ann1.64XMNPOthers TR Othersarahy.64XMNParahy.Tifrunner.gnm1.Arahy.1731 12 -1.39

arahy.Tifrunner.gnm1.ann1.8D0ADROthers TR Othersarahy.8D0ADRarahy.Tifrunner.gnm1.Arahy.11283 666 1.236

arahy.Tifrunner.gnm1.ann1.91F6L8Others TR Others arahy.91F6L8arahy.Tifrunner.gnm1.Arahy.03114 47 -1.294

arahy.Tifrunner.gnm1.ann1.AE0X9YOthers TR Othersarahy.AE0X9Yarahy.Tifrunner.gnm1.Arahy.0820 2 -3.219

arahy.Tifrunner.gnm1.ann1.C3DRVPOthers TR Othersarahy.C3DRVParahy.Tifrunner.gnm1.Arahy.091418 659 -1.106

arahy.Tifrunner.gnm1.ann1.D687JLOthers TR Others arahy.D687JLarahy.Tifrunner.gnm1.Arahy.20212 66 -1.672

arahy.Tifrunner.gnm1.ann1.EU8XREOthers TR Othersarahy.EU8XREarahy.Tifrunner.gnm1.Arahy.138 37 2.237

arahy.Tifrunner.gnm1.ann1.FQS251Others TR Others arahy.FQS251arahy.Tifrunner.gnm1.Arahy.16891 307 -1.538

arahy.Tifrunner.gnm1.ann1.IH9T3KOthers TR Others arahy.IH9T3Karahy.Tifrunner.gnm1.Arahy.06435 1094 1.331

arahy.Tifrunner.gnm1.ann1.IJP2R9Others TR Others arahy.IJP2R9arahy.Tifrunner.gnm1.Arahy.0683 191 1.204

arahy.Tifrunner.gnm1.ann1.IKLL4GOthers TR Others arahy.IKLL4Garahy.Tifrunner.gnm1.Arahy.201 13 3.427

arahy.Tifrunner.gnm1.ann1.IUYB4AOthers TR Othersarahy.IUYB4Aarahy.Tifrunner.gnm1.Arahy.13724 1464 1.016

arahy.Tifrunner.gnm1.ann1.K5EF2UOthers TR Othersarahy.K5EF2Uarahy.Tifrunner.gnm1.Arahy.2048 12 -2.045

arahy.Tifrunner.gnm1.ann1.Q1XFSFOthers TR Othersarahy.Q1XFSFarahy.Tifrunner.gnm1.Arahy.1164 16 -2.021

arahy.Tifrunner.gnm1.ann1.QIR43MOthers TR Othersarahy.QIR43Marahy.Tifrunner.gnm1.Arahy.10386 193 -1.001

arahy.Tifrunner.gnm1.ann1.TJ20XMOthers TR Othersarahy.TJ20XMarahy.Tifrunner.gnm1.Arahy.15373 1144 1.618

arahy.Tifrunner.gnm1.ann1.UU73T8Others TR Othersarahy.UU73T8arahy.Tifrunner.gnm1.Arahy.08587 107 -2.458

arahy.Tifrunner.gnm1.ann1.WRX76UOthers TR Othersarahy.WRX76Uarahy.Tifrunner.gnm1.Arahy.0583 21 -1.982

arahy.Tifrunner.gnm1.ann1.Y5JHRVOthers TR Othersarahy.Y5JHRVarahy.Tifrunner.gnm1.Arahy.09602 134 -2.172

arahy.Tifrunner.gnm1.ann1.YRC4PHOthers TR Othersarahy.YRC4PHarahy.Tifrunner.gnm1.Arahy.0177 23 -1.733

arahy.Tifrunner.gnm1.ann1.Z2QYJ5Others TR Others arahy.Z2QYJ5arahy.Tifrunner.gnm1.Arahy.01256 522 1.03

arahy.Tifrunner.gnm1.ann1.ZRH25XOthers TR Othersarahy.ZRH25Xarahy.Tifrunner.gnm1.Arahy.126 321 5.863

arahy.Tifrunner.gnm1.ann1.0IX9E9PHD TR PHD arahy.0IX9E9arahy.Tifrunner.gnm1.Arahy.152 27 3.883

arahy.Tifrunner.gnm1.ann1.14DVUVPHD TR PHD arahy.14DVUVarahy.Tifrunner.gnm1.Arahy.0459 5 -3.475

arahy.Tifrunner.gnm1.ann1.1QTR5TPHD TR PHD arahy.1QTR5Tarahy.Tifrunner.gnm1.Arahy.03246 37 -2.719

arahy.Tifrunner.gnm1.ann1.8M1KY0PHD TR PHD arahy.8M1KY0arahy.Tifrunner.gnm1.Arahy.1727 3 -2.89

arahy.Tifrunner.gnm1.ann1.EJB0XIPHD TR PHD arahy.EJB0XIarahy.Tifrunner.gnm1.Arahy.0690 209 1.22



arahy.Tifrunner.gnm1.ann1.J886VAPHD TR PHD arahy.J886VAarahy.Tifrunner.gnm1.Arahy.0166 5 -3.81

arahy.Tifrunner.gnm1.ann1.KJ11SUPHD TR PHD arahy.KJ11SUarahy.Tifrunner.gnm1.Arahy.09128 37 -1.793

arahy.Tifrunner.gnm1.ann1.M25YX6PHD TR PHD arahy.M25YX6arahy.Tifrunner.gnm1.Arahy.0630 4 -2.905

arahy.Tifrunner.gnm1.ann1.M25YX6PHD TR PHD arahy.M25YX6arahy.Tifrunner.gnm1.Arahy.0630 4 -2.905

arahy.Tifrunner.gnm1.ann1.S706JKPHD TR PHD arahy.S706JKarahy.Tifrunner.gnm1.Arahy.1130 9 -1.768

arahy.Tifrunner.gnm1.ann1.SI6M6SPHD TR PHD arahy.SI6M6Sarahy.Tifrunner.gnm1.Arahy.19110 37 -1.57

arahy.Tifrunner.gnm1.ann1.TXM5HRPHD TR PHD arahy.TXM5HRarahy.Tifrunner.gnm1.Arahy.12135 314 1.22

arahy.Tifrunner.gnm1.ann1.C4KZJSPLATZ TF PLATZarahy.C4KZJSarahy.Tifrunner.gnm1.Arahy.0411 1 -3.92

arahy.Tifrunner.gnm1.ann1.QDSR5SPLATZ TF PLATZarahy.QDSR5Sarahy.Tifrunner.gnm1.Arahy.1722 1 -4.919

arahy.Tifrunner.gnm1.ann1.RCY4IAPLATZ TF PLATZarahy.RCY4IAarahy.Tifrunner.gnm1.Arahy.0374 26 -1.529

arahy.Tifrunner.gnm1.ann1.YU3LHJPLATZ TF PLATZarahy.YU3LHJarahy.Tifrunner.gnm1.Arahy.0717 1 -4.05

arahy.Tifrunner.gnm1.ann1.PEG0RNPseudo ARR-B TR Pseudo ARR-Barahy.PEG0RNarahy.Tifrunner.gnm1.Arahy.021926 918 -1.069

arahy.Tifrunner.gnm1.ann1.V64N20Pseudo ARR-B TR Pseudo ARR-Barahy.V64N20arahy.Tifrunner.gnm1.Arahy.122866 1351 -1.085

arahy.Tifrunner.gnm1.ann1.657RUGRWP-RK TF RWP-RKarahy.657RUGarahy.Tifrunner.gnm1.Arahy.1848 177 1.868

arahy.Tifrunner.gnm1.ann1.8R729RRWP-RK TF RWP-RKarahy.8R729Rarahy.Tifrunner.gnm1.Arahy.08192 922 2.26

arahy.Tifrunner.gnm1.ann1.DEK8Z8RWP-RK TF RWP-RKarahy.DEK8Z8arahy.Tifrunner.gnm1.Arahy.0862 214 1.779

arahy.Tifrunner.gnm1.ann1.DJ079BRWP-RK TF RWP-RKarahy.DJ079Barahy.Tifrunner.gnm1.Arahy.03117 48 -1.29

arahy.Tifrunner.gnm1.ann1.JSL8JQRWP-RK TF RWP-RKarahy.JSL8JQarahy.Tifrunner.gnm1.Arahy.17405 1206 1.575

arahy.Tifrunner.gnm1.ann1.18KTSHSBP TF SBP arahy.18KTSHarahy.Tifrunner.gnm1.Arahy.03160 3 -5.778

arahy.Tifrunner.gnm1.ann1.6HMZ07SBP TF SBP arahy.6HMZ07arahy.Tifrunner.gnm1.Arahy.13165 2 -6.228

arahy.Tifrunner.gnm1.ann1.6IJR0KSBP TF SBP arahy.6IJR0Karahy.Tifrunner.gnm1.Arahy.03288 47 -2.609

arahy.Tifrunner.gnm1.ann1.79TY2TSBP TF SBP arahy.79TY2Tarahy.Tifrunner.gnm1.Arahy.0218 1 -4.598

arahy.Tifrunner.gnm1.ann1.B3PCVNSBP TF SBP arahy.B3PCVNarahy.Tifrunner.gnm1.Arahy.0816 0 -6.28

arahy.Tifrunner.gnm1.ann1.CR8XX2SBP TF SBP arahy.CR8XX2arahy.Tifrunner.gnm1.Arahy.06296 92 -1.682

arahy.Tifrunner.gnm1.ann1.GW0D9KSBP TF SBP arahy.GW0D9Karahy.Tifrunner.gnm1.Arahy.10135 0 -9.392

arahy.Tifrunner.gnm1.ann1.H3CMIKSBP TF SBP arahy.H3CMIKarahy.Tifrunner.gnm1.Arahy.1442 13 -1.688

arahy.Tifrunner.gnm1.ann1.I2W0HISBP TF SBP arahy.I2W0HIarahy.Tifrunner.gnm1.Arahy.13283 86 -1.729

arahy.Tifrunner.gnm1.ann1.LT7EDZSBP TF SBP arahy.LT7EDZarahy.Tifrunner.gnm1.Arahy.186 0 -4.814

arahy.Tifrunner.gnm1.ann1.TYJ1PESBP TF SBP arahy.TYJ1PEarahy.Tifrunner.gnm1.Arahy.03129 5 -4.665

arahy.Tifrunner.gnm1.ann1.YYFQ06SBP TF SBP arahy.YYFQ06arahy.Tifrunner.gnm1.Arahy.13198 12 -4.062

arahy.Tifrunner.gnm1.ann1.27B95CSET TR SET arahy.27B95Carahy.Tifrunner.gnm1.Arahy.0661 8 -2.927

arahy.Tifrunner.gnm1.ann1.BQLE9WSET TR SET arahy.BQLE9Warahy.Tifrunner.gnm1.Arahy.1164 25 -1.343

arahy.Tifrunner.gnm1.ann1.E1ZVHSSET TR SET arahy.E1ZVHSarahy.Tifrunner.gnm1.Arahy.19159 79 -1.019

arahy.Tifrunner.gnm1.ann1.HIV449SET TR SET arahy.HIV449arahy.Tifrunner.gnm1.Arahy.13171 4 -5.554

arahy.Tifrunner.gnm1.ann1.RN3XR3SET TR SET arahy.RN3XR3arahy.Tifrunner.gnm1.Arahy.14231 68 -1.763

arahy.Tifrunner.gnm1.ann1.UX6KKCSET TR SET arahy.UX6KKCarahy.Tifrunner.gnm1.Arahy.17203 76 -1.418

arahy.Tifrunner.gnm1.ann1.YEC905SET TR SET arahy.YEC905arahy.Tifrunner.gnm1.Arahy.03264 55 -2.265

arahy.Tifrunner.gnm1.ann1.ZYNV17SET TR SET arahy.ZYNV17arahy.Tifrunner.gnm1.Arahy.14209 64 -1.712

arahy.Tifrunner.gnm1.ann1.3X7AYTSNF2 TR SNF2 arahy.3X7AYTarahy.Tifrunner.gnm1.Arahy.16529 235 -1.174

arahy.Tifrunner.gnm1.ann1.5H7P5JSNF2 TR SNF2 arahy.5H7P5Jarahy.Tifrunner.gnm1.Arahy.15337 58 -2.533

arahy.Tifrunner.gnm1.ann1.97JS8RSNF2 TR SNF2 arahy.97JS8Rarahy.Tifrunner.gnm1.Arahy.06338 154 -1.139

arahy.Tifrunner.gnm1.ann1.BW40WKSNF2 TR SNF2arahy.BW40WKarahy.Tifrunner.gnm1.Arahy.12124 51 -1.297

arahy.Tifrunner.gnm1.ann1.C2GR1YSNF2 TR SNF2 arahy.C2GR1Yarahy.Tifrunner.gnm1.Arahy.05348 69 -2.346

arahy.Tifrunner.gnm1.ann1.H93RW9SNF2 TR SNF2arahy.H93RW9arahy.Tifrunner.gnm1.Arahy.02103 16 -2.654

arahy.Tifrunner.gnm1.ann1.WMY7WDSNF2 TR SNF2arahy.WMY7WDarahy.Tifrunner.gnm1.Arahy.05650 175 -1.897



arahy.Tifrunner.gnm1.ann1.Y7U98QSNF2 TR SNF2 arahy.Y7U98Qarahy.Tifrunner.gnm1.Arahy.13259 560 1.11

arahy.Tifrunner.gnm1.ann1.BI3DJPSRS TF SRS arahy.BI3DJParahy.Tifrunner.gnm1.Arahy.1882 442 2.43

arahy.Tifrunner.gnm1.ann1.USG1YYSRS TF SRS arahy.USG1YYarahy.Tifrunner.gnm1.Arahy.0853 293 2.471

arahy.Tifrunner.gnm1.ann1.0HJ3TWSWI/SNF-BAF60bTRSWI/SNF-BAF60barahy.0HJ3TWarahy.Tifrunner.gnm1.Arahy.011615 707 -1.191

arahy.Tifrunner.gnm1.ann1.2RX12TSWI/SNF-BAF60bTRSWI/SNF-BAF60barahy.2RX12Tarahy.Tifrunner.gnm1.Arahy.13415 155 -1.417

arahy.Tifrunner.gnm1.ann1.4BPU9YSWI/SNF-BAF60bTRSWI/SNF-BAF60barahy.4BPU9Yarahy.Tifrunner.gnm1.Arahy.15802 392 -1.035

arahy.Tifrunner.gnm1.ann1.JT5ALLSWI/SNF-BAF60bTRSWI/SNF-BAF60barahy.JT5ALLarahy.Tifrunner.gnm1.Arahy.16312 146 -1.099

arahy.Tifrunner.gnm1.ann1.MJPM8BSWI/SNF-BAF60bTRSWI/SNF-BAF60barahy.MJPM8Barahy.Tifrunner.gnm1.Arahy.051065 445 -1.26

arahy.Tifrunner.gnm1.ann1.MS53ICSWI/SNF-BAF60bTRSWI/SNF-BAF60barahy.MS53ICarahy.Tifrunner.gnm1.Arahy.16704 296 -1.253

arahy.Tifrunner.gnm1.ann1.PC5DADSWI/SNF-BAF60bTRSWI/SNF-BAF60barahy.PC5DADarahy.Tifrunner.gnm1.Arahy.112088 661 -1.66

arahy.Tifrunner.gnm1.ann1.D773D7TAZ TR TAZ arahy.D773D7arahy.Tifrunner.gnm1.Arahy.01203 47 -2.125

arahy.Tifrunner.gnm1.ann1.S20USATAZ TR TAZ arahy.S20USAarahy.Tifrunner.gnm1.Arahy.0921 4 -2.253

arahy.Tifrunner.gnm1.ann1.22FU97TCP TF TCP arahy.22FU97arahy.Tifrunner.gnm1.Arahy.14388 170 -1.186

arahy.Tifrunner.gnm1.ann1.3CY5UQTCP TF TCP arahy.3CY5UQarahy.Tifrunner.gnm1.Arahy.0141 131 1.686

arahy.Tifrunner.gnm1.ann1.6V3SWSTCP TF TCP arahy.6V3SWSarahy.Tifrunner.gnm1.Arahy.01194 93 -1.061

arahy.Tifrunner.gnm1.ann1.7QL5S6TCP TF TCP arahy.7QL5S6arahy.Tifrunner.gnm1.Arahy.0354 10 -2.443

arahy.Tifrunner.gnm1.ann1.ABQ1RQTCP TF TCP arahy.ABQ1RQarahy.Tifrunner.gnm1.Arahy.04370 86 -2.117

arahy.Tifrunner.gnm1.ann1.Q9YRABTCP TF TCP arahy.Q9YRABarahy.Tifrunner.gnm1.Arahy.11269 121 -1.157

arahy.Tifrunner.gnm1.ann1.T0E7SCTCP TF TCP arahy.T0E7SCarahy.Tifrunner.gnm1.Arahy.1364 12 -2.379

arahy.Tifrunner.gnm1.ann1.25PL5ETify TF Tify arahy.25PL5Earahy.Tifrunner.gnm1.Arahy.01120 18 -2.765

arahy.Tifrunner.gnm1.ann1.29TRSQTify TF Tify arahy.29TRSQarahy.Tifrunner.gnm1.Arahy.082327 514 -2.18

arahy.Tifrunner.gnm1.ann1.A76KD4Tify TF Tify arahy.A76KD4arahy.Tifrunner.gnm1.Arahy.206 60 3.191

arahy.Tifrunner.gnm1.ann1.IG3UT7Tify TF Tify arahy.IG3UT7arahy.Tifrunner.gnm1.Arahy.0325 130 2.408

arahy.Tifrunner.gnm1.ann1.P4WXL8Tify TF Tify arahy.P4WXL8arahy.Tifrunner.gnm1.Arahy.108 79 3.306

arahy.Tifrunner.gnm1.ann1.TPQ86DTify TF Tify arahy.TPQ86Darahy.Tifrunner.gnm1.Arahy.1158 11 -2.385

arahy.Tifrunner.gnm1.ann1.WUI646Tify TF Tify arahy.WUI646arahy.Tifrunner.gnm1.Arahy.181665 251 -2.733

arahy.Tifrunner.gnm1.ann1.4T73SRTRAF TR TRAF arahy.4T73SRarahy.Tifrunner.gnm1.Arahy.0136 236 2.729

arahy.Tifrunner.gnm1.ann1.71BXTTTRAF TR TRAFarahy.71BXTTarahy.Tifrunner.gnm1.Arahy.09903 2364 1.39

arahy.Tifrunner.gnm1.ann1.825X9MTRAF TR TRAFarahy.825X9Marahy.Tifrunner.gnm1.Arahy.1662 18 -1.772

arahy.Tifrunner.gnm1.ann1.96G3U9TRAF TR TRAF arahy.96G3U9arahy.Tifrunner.gnm1.Arahy.03259 103 -1.327

arahy.Tifrunner.gnm1.ann1.A4KSPLTRAF TR TRAFarahy.A4KSPLarahy.Tifrunner.gnm1.Arahy.1623 1 -4.944

arahy.Tifrunner.gnm1.ann1.C5K50DTRAF TR TRAFarahy.C5K50Darahy.Tifrunner.gnm1.Arahy.11924 297 -1.639

arahy.Tifrunner.gnm1.ann1.CV66AJTRAF TR TRAF arahy.CV66AJarahy.Tifrunner.gnm1.Arahy.0347 7 -2.744

arahy.Tifrunner.gnm1.ann1.D2XTM9TRAF TR TRAFarahy.D2XTM9arahy.Tifrunner.gnm1.Arahy.0232 2 -3.644

arahy.Tifrunner.gnm1.ann1.K4FBU4TRAF TR TRAFarahy.K4FBU4arahy.Tifrunner.gnm1.Arahy.1275 6 -3.627

arahy.Tifrunner.gnm1.ann1.Q49QRYTRAF TR TRAFarahy.Q49QRYarahy.Tifrunner.gnm1.Arahy.01197 399 1.02

arahy.Tifrunner.gnm1.ann1.R60CUWTRAF TR TRAFarahy.R60CUWarahy.Tifrunner.gnm1.Arahy.04366 1061 1.534

arahy.Tifrunner.gnm1.ann1.V8ELJATRAF TR TRAF arahy.V8ELJAarahy.Tifrunner.gnm1.Arahy.13113 50 -1.176

arahy.Tifrunner.gnm1.ann1.Z47KWRTRAF TR TRAFarahy.Z47KWRarahy.Tifrunner.gnm1.Arahy.1161 368 2.585

arahy.Tifrunner.gnm1.ann1.ZSLI3VTRAF TR TRAF arahy.ZSLI3Varahy.Tifrunner.gnm1.Arahy.14496 1322 1.415

arahy.Tifrunner.gnm1.ann1.192FJ1Trihelix TF Trihelixarahy.192FJ1arahy.Tifrunner.gnm1.Arahy.16416 121 -1.781

arahy.Tifrunner.gnm1.ann1.22G7N5Trihelix TF Trihelixarahy.22G7N5arahy.Tifrunner.gnm1.Arahy.15390 10 -5.281

arahy.Tifrunner.gnm1.ann1.56MBJ9Trihelix TF Trihelixarahy.56MBJ9arahy.Tifrunner.gnm1.Arahy.1345 238 2.417

arahy.Tifrunner.gnm1.ann1.6ZR463Trihelix TF Trihelixarahy.6ZR463arahy.Tifrunner.gnm1.Arahy.194253 912 -2.222

arahy.Tifrunner.gnm1.ann1.708L2YTrihelix TF Trihelixarahy.708L2Yarahy.Tifrunner.gnm1.Arahy.06346 95 -1.876



arahy.Tifrunner.gnm1.ann1.FP0NYETrihelix TF Trihelixarahy.FP0NYEarahy.Tifrunner.gnm1.Arahy.09918 306 -1.587

arahy.Tifrunner.gnm1.ann1.IGA88JTrihelix TF Trihelixarahy.IGA88Jarahy.Tifrunner.gnm1.Arahy.092340 544 -2.106

arahy.Tifrunner.gnm1.ann1.K6EU4RTrihelix TF Trihelixarahy.K6EU4Rarahy.Tifrunner.gnm1.Arahy.051625 293 -2.471

arahy.Tifrunner.gnm1.ann1.Q5JGPTTrihelix TF Trihelixarahy.Q5JGPTarahy.Tifrunner.gnm1.Arahy.12264 1245 2.241

arahy.Tifrunner.gnm1.ann1.UTRD0UTrihelix TF Trihelixarahy.UTRD0Uarahy.Tifrunner.gnm1.Arahy.12104 260 1.323

arahy.Tifrunner.gnm1.ann1.WDZX9FTrihelix TF Trihelixarahy.WDZX9Farahy.Tifrunner.gnm1.Arahy.151861 508 -1.875

arahy.Tifrunner.gnm1.ann1.XCJ6I1Trihelix TF Trihelixarahy.XCJ6I1arahy.Tifrunner.gnm1.Arahy.0362 196 1.664

arahy.Tifrunner.gnm1.ann1.XW1WV5Trihelix TF Trihelixarahy.XW1WV5arahy.Tifrunner.gnm1.Arahy.0289 194 1.13

arahy.Tifrunner.gnm1.ann1.597RPMTUB TF TUB arahy.597RPMarahy.Tifrunner.gnm1.Arahy.0715 2 -3.073

arahy.Tifrunner.gnm1.ann1.HE2FXATUB TF TUB arahy.HE2FXAarahy.Tifrunner.gnm1.Arahy.186 0 -4.81

arahy.Tifrunner.gnm1.ann1.PAJJ3BTUB TF TUB arahy.PAJJ3Barahy.Tifrunner.gnm1.Arahy.058 0 -4.338

arahy.Tifrunner.gnm1.ann1.PAJJ3BTUB TF TUB arahy.PAJJ3Barahy.Tifrunner.gnm1.Arahy.058 0 -4.338

arahy.Tifrunner.gnm1.ann1.F3JNCPULT TF ULT arahy.F3JNCParahy.Tifrunner.gnm1.Arahy.03165 383 1.216

arahy.Tifrunner.gnm1.ann1.091A4AWRKY TF WRKYarahy.091A4Aarahy.Tifrunner.gnm1.Arahy.11536 2295 2.1

arahy.Tifrunner.gnm1.ann1.0S4LAKWRKY TF WRKYarahy.0S4LAKarahy.Tifrunner.gnm1.Arahy.128 51 2.655

arahy.Tifrunner.gnm1.ann1.1T4KVNWRKY TF WRKYarahy.1T4KVNarahy.Tifrunner.gnm1.Arahy.1311 131 3.623

arahy.Tifrunner.gnm1.ann1.34PMVHWRKY TF WRKYarahy.34PMVHarahy.Tifrunner.gnm1.Arahy.043 16 2.673

arahy.Tifrunner.gnm1.ann1.3BGC1EWRKY TF WRKYarahy.3BGC1Earahy.Tifrunner.gnm1.Arahy.13279 684 1.291

arahy.Tifrunner.gnm1.ann1.431KH3WRKY TF WRKYarahy.431KH3arahy.Tifrunner.gnm1.Arahy.061339 233 -2.524

arahy.Tifrunner.gnm1.ann1.4IR4XJWRKY TF WRKYarahy.4IR4XJarahy.Tifrunner.gnm1.Arahy.1171 214 1.591

arahy.Tifrunner.gnm1.ann1.74VGR2WRKY TF WRKYarahy.74VGR2arahy.Tifrunner.gnm1.Arahy.0312 47 2.031

arahy.Tifrunner.gnm1.ann1.77CZVHWRKY TF WRKYarahy.77CZVHarahy.Tifrunner.gnm1.Arahy.1449 192 1.971

arahy.Tifrunner.gnm1.ann1.9C1IJDWRKY TF WRKYarahy.9C1IJDarahy.Tifrunner.gnm1.Arahy.0613 63 2.214

arahy.Tifrunner.gnm1.ann1.A3ULYLWRKY TF WRKYarahy.A3ULYLarahy.Tifrunner.gnm1.Arahy.142881 559 -2.367

arahy.Tifrunner.gnm1.ann1.ALL85FWRKY TF WRKYarahy.ALL85Farahy.Tifrunner.gnm1.Arahy.1646 326 2.834

arahy.Tifrunner.gnm1.ann1.B1IT3EWRKY TF WRKYarahy.B1IT3Earahy.Tifrunner.gnm1.Arahy.161098 209 -2.393

arahy.Tifrunner.gnm1.ann1.EVAW89WRKY TF WRKYarahy.EVAW89arahy.Tifrunner.gnm1.Arahy.179 211 4.61

arahy.Tifrunner.gnm1.ann1.EXY78RWRKY TF WRKYarahy.EXY78Rarahy.Tifrunner.gnm1.Arahy.083 34 3.61

arahy.Tifrunner.gnm1.ann1.GV8AWDWRKY TF WRKYarahy.GV8AWDarahy.Tifrunner.gnm1.Arahy.02233 802 1.785

arahy.Tifrunner.gnm1.ann1.I0TYPHWRKY TF WRKYarahy.I0TYPHarahy.Tifrunner.gnm1.Arahy.132 27 3.498

arahy.Tifrunner.gnm1.ann1.JRMF73WRKY TF WRKYarahy.JRMF73arahy.Tifrunner.gnm1.Arahy.08424 1936 2.19

arahy.Tifrunner.gnm1.ann1.K37UFQWRKY TF WRKYarahy.K37UFQarahy.Tifrunner.gnm1.Arahy.17420 82 -2.366

arahy.Tifrunner.gnm1.ann1.LLK29RWRKY TF WRKYarahy.LLK29Rarahy.Tifrunner.gnm1.Arahy.0814 119 3.16

arahy.Tifrunner.gnm1.ann1.NA5G54WRKY TF WRKYarahy.NA5G54arahy.Tifrunner.gnm1.Arahy.0146 152 1.745

arahy.Tifrunner.gnm1.ann1.P7H0T0WRKY TF WRKYarahy.P7H0T0arahy.Tifrunner.gnm1.Arahy.163 63 4.501

arahy.Tifrunner.gnm1.ann1.P8AW7BWRKY TF WRKYarahy.P8AW7Barahy.Tifrunner.gnm1.Arahy.10291 101 -1.52

arahy.Tifrunner.gnm1.ann1.TAM8B0WRKY TF WRKYarahy.TAM8B0arahy.Tifrunner.gnm1.Arahy.20862 395 -1.127

arahy.Tifrunner.gnm1.ann1.TC7Y0PWRKY TF WRKYarahy.TC7Y0Parahy.Tifrunner.gnm1.Arahy.1222 319 3.872

arahy.Tifrunner.gnm1.ann1.W479GSWRKY TF WRKYarahy.W479GSarahy.Tifrunner.gnm1.Arahy.122 18 3.258

arahy.Tifrunner.gnm1.ann1.WH9G9UWRKY TF WRKYarahy.WH9G9Uarahy.Tifrunner.gnm1.Arahy.043815 427 -3.161

arahy.Tifrunner.gnm1.ann1.Y4PUSSWRKY TF WRKYarahy.Y4PUSSarahy.Tifrunner.gnm1.Arahy.061077 480 -1.168

arahy.Tifrunner.gnm1.ann1.YJ3JQKWRKY TF WRKYarahy.YJ3JQKarahy.Tifrunner.gnm1.Arahy.07295 57 -2.384

arahy.Tifrunner.gnm1.ann1.ZN7Y7AWRKY TF WRKYarahy.ZN7Y7Aarahy.Tifrunner.gnm1.Arahy.01729 1709 1.231



Table S5 Differentially expressed transcription factors in the testa of R4 and R7 stages of Shanhua15 and Zhonghua12 peanut

pvalue FDR regulated Start End Strand Length Type GO

1.06E-06 1.59E-05 down 25700643 25707477 - 6835 protein_codingGO:0005634,nucleus; GO:0042393,histone binding; GO:0046872,metal ion binding; GO:0016569,covalent chromatin modification; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.008809 0.035595 down 2284303 2288329 - 4027 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0007275,multicellular organism development; GO:0006351,transcription, DNA-templated

1.35E-09 3.99E-08 down 4028297 4032342 - 4046 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0007275,multicellular organism development; GO:0006351,transcription, DNA-templated

0.002042 0.010763 up 32463332 32473037 + 9706 protein_coding########

0.000407 0.002791 up 1473987 1474718 + 732 protein_coding########

3.84E-07 6.4E-06 down 16755329 16758854 - 3526 protein_coding########

0.006801 0.028862 up 7894918 7895406 + 489 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0006351,transcription, DNA-templated

2.6E-05 0.000263 up 7941002 7944524 + 3523 protein_coding########

0.008094 0.033286 down 9932157 9933686 + 1530 protein_coding########

0.001122 0.006564 down 7805280 7807646 + 2367 protein_coding########

8.57E-14 5.55E-12 down 1.35E+08 1.35E+08 - 1262 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0006351,transcription, DNA-templated

0.005347 0.023735 down 1280507 1281121 + 615 protein_coding########

0.007678 0.031945 up 98737122 98739745 - 2624 protein_coding########

0.000223 0.001672 down 17225079 17227847 - 2769 protein_coding########

0.001994 0.010567 up 23090442 23091197 - 756 protein_coding########

0.002286 0.011815 up 40014506 40015132 + 627 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0010200,response to chitin; GO:0006351,transcription, DNA-templated

3.19E-09 8.62E-08 down 1.04E+08 1.04E+08 - 1320 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0006351,transcription, DNA-templated

1.06E-05 0.00012 down 8822894 8823409 + 516 protein_coding########

2.62E-05 0.000265 up 1898822 1899271 - 450 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006952,defense response; GO:0006351,transcription, DNA-templated

0.008031 0.033066 up 4016328 4016792 - 465 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006952,defense response; GO:0006351,transcription, DNA-templated

4.12E-06 5.28E-05 down 3355306 3356774 + 1469 protein_coding########

7.36E-09 1.82E-07 down 22752359 22758481 + 6123 protein_coding --

0.000109 0.000913 up 1.17E+08 1.17E+08 + 1521 protein_coding########

0.002188 0.011402 down 1.32E+08 1.32E+08 - 4635 protein_coding --

1.28E-14 9.3E-13 down 29751754 29757840 - 6087 protein_coding########

0.010055 0.03955 up 7823873 7824358 + 486 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0006351,transcription, DNA-templated

0.000401 0.002756 up 8231560 8232651 + 1092 protein_coding########

1.37E-05 0.000151 down 1.1E+08 1.1E+08 - 1248 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009873,ethylene-activated signaling pathway; GO:0048573,photoperiodism, flowering; GO:0006351,transcription, DNA-templated

6.14E-07 9.79E-06 down 1.16E+08 1.16E+08 - 5440 protein_coding########

0.009649 0.038295 down 1.52E+08 1.52E+08 + 5422 protein_coding########

1.07E-05 0.000121 down 36394941 36397501 - 2561 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0009734,auxin-activated signaling pathway; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

0.000358 0.002501 down 14610162 14612037 - 1876 protein_codingGO:0005634,nucleus; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.41E-15 1.21E-13 up 88013839 88016187 - 2349 protein_codingGO:0005634,nucleus; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.74E-09 9.9E-08 down 843705 846614 - 2910 protein_coding --

0.012223 0.046147 down 34350703 34353156 - 2454 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0009734,auxin-activated signaling pathway; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

2.83E-07 4.91E-06 up 14659380 14665897 + 6518 protein_codingGO:0005634,nucleus; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.56E-08 1.32E-06 down 52772777 52775165 - 2389 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0009734,auxin-activated signaling pathway; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

7.25E-06 8.71E-05 down 1179747 1182310 + 2564 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0009734,auxin-activated signaling pathway; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

6.07E-13 3.35E-11 down 79895559 79898101 - 2543 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0009734,auxin-activated signaling pathway; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

5.59E-06 6.91E-05 down 1.32E+08 1.32E+08 + 3537 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

5.59E-06 6.91E-05 down 1.32E+08 1.32E+08 + 3537 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

3.82E-07 6.36E-06 down 88861113 88864141 + 3029 protein_coding########

2.22E-05 0.000229 down 1.17E+08 1.17E+08 - 2391 protein_codingGO:0005634,nucleus; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated



0.000548 0.003592 up 87976295 87977546 - 1252 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.64E-06 2.34E-05 up 1611710 1614661 + 2952 protein_coding --

2.07E-05 0.000216 down 19084887 19087046 + 2160 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000103 0.000869 down 7948779 7950524 - 1746 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000461 0.003098 up 94126775 94130769 - 3995 protein_coding --

3.19E-07 5.45E-06 up 42638591 42643609 - 5019 protein_coding --

0.000339 0.002392 down 97440973 97443938 - 2966 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.008379 0.034234 down 32002250 32004242 - 1993 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000183 0.001411 up 1.31E+08 1.31E+08 - 5355 protein_coding########

0.006611 0.028182 up 93201972 93211684 - 9713 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

5.48E-06 6.8E-05 down 1.31E+08 1.31E+08 - 2306 protein_coding --

7.99E-07 1.23E-05 down 1.54E+08 1.54E+08 - 1717 protein_codingGO:0005634,nucleus; GO:0005886,plasma membrane; GO:0003677,DNA binding; GO:0034613,cellular protein localization; GO:0006355,regulation of transcription, DNA-templated; GO:0009409,response to cold; GO:0006351,transcription, DNA-templated

2.45E-05 0.00025 up 4150790 4153634 + 2845 protein_coding --

2.6E-07 4.53E-06 up 1666853 1669792 - 2940 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009908,flower development; GO:0048366,leaf development; GO:1901371,regulation of leaf morphogenesis; GO:0006351,transcription, DNA-templated

6.77E-07 1.07E-05 up 1610947 1614946 + 4000 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000313 0.002235 down 1.47E+08 1.47E+08 + 2561 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

8.59E-05 0.000744 down 28409812 28416517 - 6706 protein_coding########

8.89E-11 3.28E-09 down 4111347 4117372 + 6026 protein_coding########

0.000641 0.004104 down 10728298 10735524 - 7227 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

9.37E-13 4.98E-11 down 4159776 4166467 - 6692 protein_coding########

0.000988 0.005908 down 22912943 22917489 + 4547 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006351,transcription, DNA-templated

0.009602 0.038143 up 96759870 96766284 + 6415 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006351,transcription, DNA-templated

1.33E-07 2.5E-06 up 3391202 3395370 + 4169 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.26E-06 5.44E-05 down 2017414 2023492 + 6079 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.001523 0.008459 up 6307 9576 + 3270 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0009734,auxin-activated signaling pathway; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

5.07E-19 7.49E-17 down 25467997 25471531 + 3535 protein_codingGO:0005634,nucleus; GO:0046983,protein dimerization activity; GO:0009742,brassinosteroid mediated signaling pathway; GO:0080113,regulation of seed growth; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.32E-05 0.000238 down 19902705 19905937 + 3233 protein_coding########

6.59E-07 1.04E-05 down 8402801 8404872 - 2072 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.002461 0.012527 down 9824380 9828012 + 3633 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

9.53E-11 3.48E-09 down 46375335 46378139 + 2805 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

5.56E-14 3.68E-12 down 1.08E+08 1.08E+08 - 3041 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0046983,protein dimerization activity; GO:0040008,regulation of growth; GO:0006355,regulation of transcription, DNA-templated; GO:0009416,response to light stimulus; GO:0006351,transcription, DNA-templated

0.00011 0.000915 down 1.16E+08 1.16E+08 + 4424 protein_coding########

8.88E-10 2.73E-08 down 1.14E+08 1.14E+08 + 12090 protein_codingGO:0005634,nucleus; GO:0046983,protein dimerization activity; GO:0009813,flavonoid biosynthetic process; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.53E-13 9.52E-12 up 1.02E+08 1.02E+08 + 1066 protein_coding########

3.13E-07 5.36E-06 down 1086647 1089206 - 2560 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006351,transcription, DNA-templated

0.007336 0.030762 up 1.45E+08 1.45E+08 - 5212 protein_coding########

0.000316 0.00225 down 955171 960423 - 5253 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.009781 0.038693 down 2468242 2476478 - 8237 protein_codingGO:0005634,nucleus; GO:0046983,protein dimerization activity; GO:0009813,flavonoid biosynthetic process; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.83E-12 3.09E-10 down 7345694 7348877 - 3184 protein_coding########

0.008811 0.035598 down 1.19E+08 1.19E+08 + 4498 protein_coding########

0.004402 0.020271 down 731267 733832 + 2566 protein_coding########

0.000618 0.003979 down 9980272 9982233 + 1962 protein_coding########

2.6E-16 2.56E-14 down 50118700 50121735 + 3036 protein_coding --

0.001843 0.009919 up 11043755 11045255 + 1501 protein_coding########

1.15E-09 3.45E-08 up 1.32E+08 1.32E+08 - 3740 protein_coding########



0.009109 0.036564 down 1.32E+08 1.32E+08 - 2607 protein_coding########

2.77E-13 1.63E-11 down 1048779 1052077 - 3299 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.006704 0.028509 down 1.57E+08 1.57E+08 - 2717 protein_coding --

0.000242 0.001798 down 1.34E+08 1.34E+08 - 2539 protein_coding########

4.1E-06 5.26E-05 down 10594948 10597069 - 2122 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.18E-17 1.43E-15 down 15802995 15815996 + 13002 protein_codingGO:0005634,nucleus; GO:0046983,protein dimerization activity; GO:0009813,flavonoid biosynthetic process; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.94E-12 3.13E-10 down 1.33E+08 1.33E+08 - 2449 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0046983,protein dimerization activity; GO:0040008,regulation of growth; GO:0006355,regulation of transcription, DNA-templated; GO:0009416,response to light stimulus; GO:0006351,transcription, DNA-templated

4.05E-12 1.92E-10 up 26752843 26756242 + 3400 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

9.21E-05 0.00079 down 37446703 37449482 + 2780 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.001011 0.00602 down 87721533 87724859 + 3327 protein_coding########

0.000271 0.00198 down 4730198 4731619 + 1422 protein_coding########

5.43E-08 1.11E-06 up 4288893 4292280 - 3388 protein_coding########

0.00603 0.02616 down 13533419 13537044 + 3626 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.012626 0.047308 down 54831707 54834737 - 3031 protein_coding########

4.27E-05 0.000406 down 1.07E+08 1.07E+08 - 4468 protein_coding########

0.000477 0.003192 down 1.34E+08 1.34E+08 - 5769 protein_coding########

1.29E-12 6.66E-11 down 4870759 4874187 - 3429 protein_coding########

2.51E-07 4.4E-06 down 4295543 4298069 - 2527 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.87E-11 1.53E-09 up 25512126 25515278 - 3153 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.39E-05 0.000576 up 66166541 66169596 + 3056 protein_coding########

2E-11 8.28E-10 up 21527344 21530900 + 3557 protein_coding########

2.4E-07 4.23E-06 up 36740553 36743185 - 2633 protein_coding########

0.004742 0.021534 up 1.23E+08 1.23E+08 - 2202 protein_coding########

0.007098 0.02994 down 1.42E+08 1.42E+08 - 3419 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.91E-16 6.4E-14 down 99327035 99331216 + 4182 protein_coding########

8.35E-05 0.000726 down 4398415 4401338 - 2924 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.005357 0.023775 up 4790190 4792892 + 2703 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

4.87E-09 1.26E-07 down 7061693 7064500 - 2808 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.11E-09 5.97E-08 down 17825877 17828689 + 2813 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006351,transcription, DNA-templated

1.53E-10 5.36E-09 up 1.29E+08 1.29E+08 - 4687 protein_coding########

3.49E-09 9.31E-08 down 1.12E+08 1.12E+08 - 5025 protein_coding########

0.002346 0.012064 down 57185713 57189750 - 4038 protein_coding########

1.18E-07 2.26E-06 down 13568223 13570653 - 2431 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006351,transcription, DNA-templated

3.87E-09 1.02E-07 down 1.51E+08 1.51E+08 - 4935 protein_coding########

0.003641 0.017372 down 266600 269484 - 2885 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.73E-06 5.96E-05 down 4744641 4746421 - 1781 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006351,transcription, DNA-templated

0.009568 0.03804 up 6050204 6053111 + 2908 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000928 0.005608 down 1.3E+08 1.3E+08 - 2670 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046983,protein dimerization activity; GO:0006351,transcription, DNA-templated

0.000415 0.002837 up 22642153 22643953 + 1801 protein_coding########

2.76E-09 7.59E-08 down 12159290 12163476 + 4187 protein_coding########

0.000404 0.002774 down 97379079 97385073 + 5995 protein_coding########

7.08E-05 0.00063 up 1.59E+08 1.59E+08 - 2734 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

0.000245 0.001813 down 1.17E+08 1.17E+08 - 5069 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0044212,transcription regulatory region DNA binding; GO:0006351,transcription, DNA-templated

2.52E-22 5.95E-20 up 5876309 5876683 - 375 protein_coding########

0.002205 0.01147 up 1.1E+08 1.1E+08 + 6863 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009909,regulation of flower development; GO:0006351,transcription, DNA-templated



0.000106 0.000891 up 1.27E+08 1.27E+08 - 4308 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0044212,transcription regulatory region DNA binding; GO:0042742,defense response to bacterium; GO:0006351,transcription, DNA-templated

1.83E-11 7.6E-10 down 22983987 22990037 + 6051 protein_coding########

0.000247 0.001824 down 47734426 47742974 + 8549 protein_coding########

1.31E-06 1.91E-05 up 6346989 6353680 - 6692 protein_coding########

2.1E-05 0.000219 up 52402349 52405322 - 2974 protein_coding########

3.02E-06 4.02E-05 down 3820645 3824182 - 3538 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

0.003412 0.016444 up 11045167 11045571 - 405 protein_coding########

1.23E-05 0.000138 up 23833951 23839123 + 5173 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0044212,transcription regulatory region DNA binding; GO:0042742,defense response to bacterium; GO:0006351,transcription, DNA-templated

0.00515 0.023033 up 1658283 1662607 + 4325 protein_coding########

0.006132 0.026524 up 72291302 72296528 + 5227 protein_coding########

4.88E-18 6.33E-16 down 24326734 24331766 + 5033 protein_coding########

1.85E-05 0.000196 up 1.22E+08 1.22E+08 - 7182 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009909,regulation of flower development; GO:0006351,transcription, DNA-templated

0.00095 0.005718 up 1.14E+08 1.14E+08 - 2632 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

9.78E-06 0.000112 up 10302740 10309738 - 6999 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

0.002742 0.013704 down 16794729 16798308 + 3580 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

0.000651 0.004158 down 1.43E+08 1.43E+08 - 5147 protein_coding --

2.58E-15 2.12E-13 up 1.24E+08 1.24E+08 - 4296 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0044212,transcription regulatory region DNA binding; GO:0042742,defense response to bacterium; GO:0006351,transcription, DNA-templated

6.96E-07 1.09E-05 up 1.14E+08 1.14E+08 - 768 protein_coding########

6.33E-09 1.59E-07 down 34602480 34606092 + 3613 protein_coding########

1.31E-06 1.92E-05 up 1132695 1133483 + 789 protein_coding########

6.25E-06 7.63E-05 down 19494561 19498164 + 3604 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

5.28E-07 8.55E-06 down 27396337 27400963 + 4627 protein_coding########

4.38E-05 0.000415 down 36437808 36440469 + 2662 protein_codingGO:0016020,membrane; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated

9.49E-20 1.56E-17 down 1.55E+08 1.55E+08 + 1777 protein_codingGO:0016020,membrane; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated

4.68E-06 5.91E-05 down 1.18E+08 1.18E+08 - 2159 protein_codingGO:0005634,nucleus; GO:0008270,zinc ion binding; GO:0009909,regulation of flower development; GO:0009416,response to light stimulus

1.1E-10 3.95E-09 down 1.14E+08 1.14E+08 - 2044 protein_codingGO:0016020,membrane; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated

0.001432 0.008048 down 96109143 96111539 - 2397 protein_codingGO:0005634,nucleus; GO:0008270,zinc ion binding; GO:0009909,regulation of flower development; GO:0009416,response to light stimulus

1.79E-20 3.3E-18 down 38660582 38663247 + 2666 protein_codingGO:0016020,membrane; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated

4.98E-18 6.44E-16 down 81197429 81199604 + 2176 protein_coding########

7.79E-05 0.000684 down 4383704 4384094 + 391 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0044212,transcription regulatory region DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

8.59E-07 1.31E-05 down 4010800 4012960 + 2161 protein_coding --

6.38E-06 7.77E-05 down 6355145 6355843 - 699 protein_coding########

0.000447 0.003017 up 49590798 49594441 + 3644 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.98E-08 4.52E-07 down 27421913 27424062 - 2150 protein_coding --

0.000707 0.004454 down 5095546 5096241 - 696 protein_coding########

0.009409 0.037571 up 3697429 3699062 + 1634 protein_coding########

2.9E-05 0.000289 down 1.31E+08 1.31E+08 - 2041 protein_coding########

0.005379 0.023854 down 2277175 2277465 + 291 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.8E-05 0.000366 down 1.06E+08 1.06E+08 - 2356 protein_coding########

0.001254 0.007196 up 1600992 1602950 + 1959 protein_coding########

1.15E-28 5.79E-26 down 98770357 98772872 + 2516 protein_coding########

5.65E-05 0.000518 down 28190625 28192560 + 1936 protein_codingGO:0005730,nucleolus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.12E-06 1.67E-05 up 5221663 5223445 + 1783 protein_coding --

9.46E-06 0.000109 up 7152193 7153638 - 1446 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.44E-09 1.62E-07 up 1.21E+08 1.21E+08 - 1458 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated



1.01E-12 5.32E-11 down 1.28E+08 1.28E+08 - 1928 protein_coding --

0.00049 0.003264 down 2271177 2271467 + 291 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.25E-05 0.000404 down 3413615 3415486 - 1872 protein_coding########

0.00012 0.000988 up 4399729 4400262 + 534 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.006612 0.028183 down 10491801 10493761 + 1961 protein_coding########

0.000299 0.002149 up 1.47E+08 1.47E+08 + 3675 protein_coding --

1.39E-09 4.12E-08 down 5609802 5611642 - 1841 protein_coding########

2.3E-06 3.18E-05 down 1.26E+08 1.26E+08 + 1732 protein_coding########

1.78E-07 3.25E-06 down 94867241 94868959 + 1719 protein_coding########

0.003491 0.016764 up 1.19E+08 1.19E+08 - 3795 protein_coding --

0.001821 0.009826 down 3033691 3036478 - 2788 protein_coding########

7.08E-05 0.000629 down 70664814 70666699 + 1886 protein_coding########

0.008454 0.034458 up 94416228 94420390 - 4163 protein_coding########

2.07E-07 3.69E-06 down 40081224 40088225 - 7002 protein_coding########

0.000329 0.002328 up 1.36E+08 1.36E+08 - 1521 protein_coding --

2.34E-07 4.13E-06 up 1.38E+08 1.38E+08 - 1530 protein_coding --

0.002357 0.012104 down 20861262 20864282 + 3021 protein_coding########

2.54E-17 2.93E-15 down 17847302 17852480 - 5179 protein_coding########

0.002064 0.010862 down 46910694 46911668 + 975 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0003676,nucleic acid binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.73E-16 3.62E-14 up 66363355 66365464 + 2110 protein_coding --

2.72E-05 0.000273 up 5266770 5267672 + 903 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.89E-06 5.03E-05 up 3510985 3511473 - 489 protein_coding########

9.98E-16 8.83E-14 down 16098715 16101701 + 2987 protein_coding --

1.97E-07 3.54E-06 down 14436578 14442569 - 5992 protein_coding --

0.000939 0.005662 down 308056 312351 - 4296 protein_coding########

0.007897 0.032643 down 6297629 6301961 - 4333 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0003676,nucleic acid binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.81E-05 0.000192 down 1949469 1953549 - 4081 protein_codingGO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.78E-12 8.86E-11 down 38826102 38828102 + 2001 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0003676,nucleic acid binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.34E-10 4.73E-09 down 19211521 19214935 + 3415 protein_coding --

3.03E-15 2.44E-13 down 36370291 36373374 + 3084 protein_coding --

0.001358 0.007693 up 1.39E+08 1.39E+08 - 2749 protein_codingGO:0016020,membrane; GO:0046872,metal ion binding; GO:0050832,defense response to fungus; GO:0009620,response to fungus

1.74E-06 2.48E-05 up 4475182 4475634 + 453 protein_coding########

0.000195 0.00149 up 39680722 39683697 + 2976 protein_coding########

0.000635 0.004072 up 55242115 55244427 - 2313 protein_coding --

0.000286 0.002069 down 1940180 1941614 - 1435 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.16E-06 5.32E-05 up 1831923 1836173 - 4251 protein_coding --

0.000295 0.002127 up 1.36E+08 1.36E+08 - 2749 protein_codingGO:0016020,membrane; GO:0046872,metal ion binding; GO:0050832,defense response to fungus; GO:0009620,response to fungus

1.61E-05 0.000173 up 1.09E+08 1.09E+08 + 1290 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0044212,transcription regulatory region DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4E-08 8.51E-07 down 5628184 5629458 - 1275 protein_coding --

0.010626 0.041372 up 28443351 28446318 + 2968 protein_coding########

3.48E-11 1.39E-09 down 13845532 13849074 - 3543 protein_coding########

0.004172 0.019397 up 2539040 2544526 - 5487 protein_coding --

5.67E-07 9.13E-06 down 31890449 31897536 - 7088 protein_coding --

0.000447 0.003021 up 1.16E+08 1.16E+08 - 765 protein_coding########

0.000433 0.002943 down 1.53E+08 1.53E+08 + 2399 protein_coding --



6.16E-06 7.53E-05 up 1.12E+08 1.13E+08 + 2012 protein_codingGO:0005829,cytosol; GO:0004633,phosphopantothenoylcysteine decarboxylase activity; GO:0015937,coenzyme A biosynthetic process; GO:0042538,hyperosmotic salinity response; GO:0040008,regulation of growth

9.24E-11 3.39E-09 up 2797539 2798573 - 1035 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.009955 0.039228 down 30492671 30496583 - 3913 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0003676,nucleic acid binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.37E-05 0.000242 down 3639475 3640880 - 1406 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.63E-12 8.17E-11 up 769563 770594 - 1032 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.52E-06 5.73E-05 down 25888 30615 - 4728 protein_coding########

1.7E-05 0.000182 up 10784823 10787530 - 2708 protein_codingGO:0003677,DNA binding; GO:0046872,metal ion binding

0.004146 0.019306 up 10216950 10219734 + 2785 protein_codingGO:0003677,DNA binding; GO:0046872,metal ion binding

0.000277 0.002014 up 44775660 44779253 + 3594 protein_codingGO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0016740,transferase activity; GO:0016567,protein ubiquitination

2.48E-06 3.39E-05 down 1.11E+08 1.11E+08 - 5470 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046872,metal ion binding; GO:0043565,sequence-specific DNA binding; GO:0007275,multicellular organism development; GO:0006355,regulation of transcription, DNA-templated

0.004441 0.020406 down 1.31E+08 1.31E+08 + 4340 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated

2.09E-08 4.74E-07 down 6502804 6505328 + 2525 protein_coding########

3.32E-08 7.21E-07 down 8037706 8040125 - 2420 protein_coding########

7.65E-16 7E-14 down 98195774 98198020 - 2247 protein_codingGO:0046872,metal ion binding; GO:0004722,protein serine/threonine phosphatase activity

0.011788 0.044879 down 92793864 92797880 + 4017 protein_coding########

1.45E-05 0.000158 down 1.15E+08 1.15E+08 - 3900 protein_coding########

1.91E-05 0.000201 down 1.08E+08 1.08E+08 - 6593 protein_coding########

0.01235 0.0465 up 12569757 12573885 - 4129 protein_codingGO:0005634,nucleus; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated

8.29E-06 9.77E-05 down 8827407 8830701 - 3295 protein_coding########

0.00134 0.007608 down 15453744 15457394 - 3651 protein_coding########

0.002555 0.012903 down 1.43E+08 1.43E+08 - 4045 protein_coding --

2.26E-13 1.37E-11 down 1.34E+08 1.34E+08 - 4371 protein_coding########

0.00063 0.004046 down 9107010 9109715 - 2706 protein_coding########

2.66E-17 3.04E-15 down 22144006 22150585 - 6580 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:1900056,negative regulation of leaf senescence; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000446 0.003015 down 46499782 46503091 + 3310 protein_coding########

5.22E-08 1.08E-06 up 45174022 45178877 + 4856 protein_coding########

0.000599 0.003881 down 1.42E+08 1.42E+08 - 2436 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.33E-05 0.000239 down 13788950 13796185 + 7236 protein_coding########

3.93E-06 5.06E-05 down 17739900 17742125 + 2226 protein_coding --

3.79E-05 0.000366 down 1.21E+08 1.21E+08 + 3307 protein_coding########

0.000955 0.005742 down 1958340 1961734 + 3395 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.06E-08 4.68E-07 down 1.17E+08 1.17E+08 + 3605 protein_coding########

2.81E-08 6.18E-07 down 1.31E+08 1.31E+08 - 4279 protein_coding########

1.8E-06 2.55E-05 down 23387292 23394293 - 7002 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:1900056,negative regulation of leaf senescence; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.71E-07 6.22E-06 down 12936061 12938928 - 2868 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.009709 0.03847 down 30468900 30475430 - 6531 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0000160,phosphorelay signal transduction system; GO:0006351,transcription, DNA-templated

1.29E-09 3.82E-08 up 1.08E+08 1.08E+08 + 4884 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.4E-15 1.99E-13 down 8958328 8961007 - 2680 protein_coding########

4.3E-07 7.09E-06 up 62367968 62374717 - 6750 protein_coding########

9.06E-07 1.37E-05 down 1.1E+08 1.1E+08 - 3260 protein_coding########

1.2E-08 2.85E-07 down 61353233 61355956 - 2724 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.09E-11 4.74E-10 down 1.2E+08 1.2E+08 + 2385 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000198 0.001513 up 27004271 27006505 + 2235 protein_codingGO:0008080,N-acetyltransferase activity; GO:0016747,transferase activity, transferring acyl groups other than amino-acyl groups; GO:0006473,protein acetylation

0.000373 0.002593 up 32533953 32536120 - 2168 protein_codingGO:0008080,N-acetyltransferase activity; GO:0016747,transferase activity, transferring acyl groups other than amino-acyl groups; GO:0006473,protein acetylation

0.007666 0.031919 up 20486710 20488909 + 2200 protein_codingGO:0008080,N-acetyltransferase activity; GO:0016747,transferase activity, transferring acyl groups other than amino-acyl groups; GO:0006473,protein acetylation



1.4E-06 2.03E-05 down 8708407 8714694 - 6288 protein_coding --

0.003588 0.017162 down 10952304 10958588 + 6285 protein_coding --

0.00123 0.007077 up 581013 585578 - 4566 protein_coding########

0.009596 0.038128 up 4303653 4304186 - 534 protein_coding --

0.000274 0.001999 down 50073906 50077062 + 3157 protein_codingGO:0005737,cytoplasm; GO:0031417,NatC complex; GO:0004596,peptide alpha-N-acetyltransferase activity; GO:0006474,N-terminal protein amino acid acetylation

0.000799 0.004949 down 1.01E+08 1.01E+08 - 1770 protein_coding --

5.23E-11 2.02E-09 up 575942 579664 - 3723 protein_coding########

2.94E-08 6.47E-07 up 21632110 21634325 + 2216 protein_codingGO:0008080,N-acetyltransferase activity; GO:0016747,transferase activity, transferring acyl groups other than amino-acyl groups; GO:0006473,protein acetylation

0.000466 0.003127 up 116257 123762 + 7506 protein_coding --

0.00795 0.032815 down 4816404 4824408 + 8005 protein_coding########

2.48E-09 6.91E-08 down 3263051 3265528 - 2478 protein_coding########

6.17E-06 7.54E-05 down 7826889 7828253 - 1365 protein_coding########

0.000262 0.001923 down 147397 149022 - 1626 protein_coding########

0.000331 0.002337 up 12169861 12172516 + 2656 protein_codingGO:0005634,nucleus; GO:0042446,hormone biosynthetic process; GO:0009877,nodulation; GO:2000032,regulation of secondary shoot formation; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.011549 0.044128 down 46790359 46794126 - 3768 protein_codingGO:0005634,nucleus; GO:0005524,ATP binding; GO:0032502,developmental process; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.18E-07 5.44E-06 down 1.49E+08 1.49E+08 - 3197 protein_coding --

0.001084 0.006381 down 1.51E+08 1.51E+08 + 5450 protein_codingGO:0005634,nucleus; GO:0005524,ATP binding; GO:0032502,developmental process; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.001577 0.008706 down 94207648 94209012 + 1365 protein_codingGO:0005634,nucleus; GO:0005524,ATP binding; GO:0048366,leaf development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000132 0.001072 down 2029296 2033171 + 3876 protein_coding --

0.004504 0.020639 down 94527988 94531175 + 3188 protein_codingGO:0005634,nucleus; GO:0005524,ATP binding; GO:0048366,leaf development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.08E-11 4.69E-10 down 82327575 82333852 + 6278 protein_coding --

0.000185 0.001427 down 66975934 66979061 + 3128 protein_codingGO:0005634,nucleus; GO:0005524,ATP binding; GO:0048366,leaf development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.008482 0.034537 down 73424708 73427845 + 3138 protein_coding --

0.007682 0.031953 down 1.34E+08 1.34E+08 + 2472 protein_coding########

0.007113 0.029997 up 941244 954746 - 13503 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009965,leaf morphogenesis; GO:0006351,transcription, DNA-templated

2.95E-05 0.000294 down 1.5E+08 1.5E+08 + 2650 protein_coding########

0.011612 0.044345 up 9611305 9619259 - 7955 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009965,leaf morphogenesis; GO:0006351,transcription, DNA-templated

4.45E-09 1.16E-07 down 1.35E+08 1.35E+08 - 2991 protein_coding########

0.000897 0.005444 down 10820050 10825762 - 5713 protein_coding########

1.74E-07 3.18E-06 down 10604528 10613994 - 9467 protein_coding########

0.00564 0.024814 up 1.12E+08 1.12E+08 + 2533 protein_coding########

0.000213 0.001612 down 1.33E+08 1.33E+08 - 3024 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

0.000463 0.003111 down 3398867 3415263 - 16397 protein_codingGO:0005634,nucleus; GO:0008289,lipid binding; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.002602 0.013097 down 6708903 6712861 - 3959 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

1.84E-07 3.34E-06 down 9330083 9335812 - 5730 protein_coding########

4.35E-06 5.53E-05 down 80004185 80013368 + 9184 protein_codingGO:0005634,nucleus; GO:0008289,lipid binding; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000231 0.001726 up 23515920 23519166 + 3247 protein_coding########

0.00051 0.003376 up 1.34E+08 1.34E+08 - 1453 protein_coding########

0.000102 0.000858 up 1406454 1412047 + 5594 protein_codingGO:0005634,nucleus; GO:0008289,lipid binding; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000179 0.001386 down 11222360 11226390 + 4031 protein_coding########

1.18E-09 3.55E-08 up 28511187 28514592 + 3406 protein_coding########

0.000411 0.002819 up 1.06E+08 1.06E+08 + 2842 protein_coding########

0.002754 0.013751 down 1.58E+08 1.58E+08 + 6020 protein_coding########

0.001153 0.006707 down 17934161 17944438 - 10278 protein_coding########

2.55E-05 0.000258 down 13223949 13226054 + 2106 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated



0.009058 0.0364 down 18180851 18185115 + 4265 protein_coding########

1.89E-06 2.67E-05 up 1.22E+08 1.22E+08 - 6310 protein_coding########

7.1E-25 2.37E-22 down 1.37E+08 1.37E+08 - 2287 protein_coding########

0.006374 0.027374 up 16020676 16023743 + 3068 protein_coding########

3.2E-05 0.000315 up 12959989 12964723 - 4735 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated

0.004371 0.02015 up 5926202 5931136 + 4935 protein_codingGO:0005634,nucleus; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.003879 0.01826 down 1.35E+08 1.35E+08 - 7975 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0010073,meristem maintenance

1.53E-09 4.48E-08 down 1.37E+08 1.37E+08 + 3503 protein_codingGO:0005634,nucleus; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.43E-09 4.21E-08 down 25202366 25211803 + 9438 protein_codingGO:0005634,nucleus; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated

5.87E-07 9.42E-06 down 1.04E+08 1.04E+08 - 4518 protein_codingGO:0005634,nucleus; GO:0043565,sequence-specific DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

7.32E-21 1.4E-18 down 10386016 10388380 + 2365 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

0.000145 0.001156 up 62517680 62523385 + 5706 protein_coding --

1.03E-39 1.58E-36 down 10002573 10004649 + 2077 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009733,response to auxin; GO:0006351,transcription, DNA-templated

0.000796 0.004929 up 1.03E+08 1.03E+08 - 1765 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0007275,multicellular organism development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.85E-09 7.81E-08 up 12198899 12200929 + 2031 protein_coding########

0.000215 0.001622 down 38198063 38201854 + 3792 protein_codingGO:0005829,cytosol; GO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0099402,plant organ development; GO:0006351,transcription, DNA-templated

2.15E-06 2.99E-05 down 39570818 39574606 + 3789 protein_codingGO:0005829,cytosol; GO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0099402,plant organ development; GO:0006351,transcription, DNA-templated

1.32E-06 1.93E-05 up 89060053 89063439 - 3387 protein_coding --

1.1E-12 5.74E-11 down 1.02E+08 1.02E+08 - 2436 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity

2.3E-10 7.83E-09 down 1.53E+08 1.53E+08 - 1968 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0000741,karyogamy; GO:0010197,polar nucleus fusion

1.61E-12 8.09E-11 down 1.01E+08 1.01E+08 - 2443 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity

1.43E-12 7.34E-11 down 1.15E+08 1.15E+08 + 5290 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0000741,karyogamy; GO:0010197,polar nucleus fusion

6.39E-15 4.89E-13 down 1915150 1918222 - 3073 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

1.05E-10 3.8E-09 down 1.2E+08 1.2E+08 - 2266 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0008356,asymmetric cell division; GO:0006351,transcription, DNA-templated

9.32E-10 2.85E-08 down 11553957 11557132 + 3176 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0046686,response to cadmium ion; GO:0006351,transcription, DNA-templated

0.001409 0.007938 up 8725520 8728456 + 2937 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

9.79E-22 2.12E-19 down 16708931 16713269 + 4339 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

0.000284 0.002061 up 1.33E+08 1.33E+08 - 2580 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

9.41E-07 1.42E-05 down 1.49E+08 1.49E+08 + 3836 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

3.7E-07 6.2E-06 down 6531489 6533729 - 2241 protein_coding --

0.000114 0.000946 up 8528588 8531230 + 2643 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

0.01163 0.044391 down 1.38E+08 1.38E+08 - 4628 protein_codingGO:0070449,elongin complex; GO:0003746,translation elongation factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006368,transcription elongation from RNA polymerase II promoter

0.000967 0.005802 down 1.12E+08 1.12E+08 - 4597 protein_codingGO:0070449,elongin complex; GO:0003746,translation elongation factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006368,transcription elongation from RNA polymerase II promoter

0.000857 0.005234 down 1.39E+08 1.39E+08 + 20760 protein_coding########

0.006168 0.026651 up 13308462 13318245 + 9784 protein_codingGO:0005829,cytosol

5.04E-06 6.32E-05 down 1.15E+08 1.15E+08 + 7348 protein_coding########

0.010616 0.041334 up 1.3E+08 1.3E+08 + 9149 protein_codingGO:0005829,cytosol

6.01E-09 1.53E-07 down 88945004 88946814 - 1811 protein_codingGO:0005737,cytoplasm; GO:0005856,cytoskeleton; GO:0005886,plasma membrane; GO:0051015,actin filament binding; GO:0046872,metal ion binding; GO:0003729,mRNA binding; GO:0051017,actin filament bundle assembly

0.006052 0.026243 down 1.15E+08 1.15E+08 + 2445 protein_codingGO:0005737,cytoplasm; GO:0005856,cytoskeleton; GO:0051015,actin filament binding; GO:0046872,metal ion binding; GO:0003729,mRNA binding; GO:0051017,actin filament bundle assembly

1.95E-05 0.000205 up 1.06E+08 1.06E+08 - 2943 protein_codingGO:0005634,nucleus

0.005789 0.025328 up 8916998 8919601 + 2604 protein_codingGO:0009965,leaf morphogenesis; GO:0048441,petal development; GO:0009954,proximal/distal pattern formation; GO:0006355,regulation of transcription, DNA-templated

0.003927 0.018458 down 29281618 29282856 - 1239 protein_codingGO:0003677,DNA binding; GO:0009965,leaf morphogenesis; GO:0010016,shoot system morphogenesis

0.002157 0.011266 down 7122328 7124934 + 2607 protein_coding --

0.001841 0.009914 up 9060910 9063536 + 2627 protein_codingGO:0009965,leaf morphogenesis; GO:0048441,petal development; GO:0009954,proximal/distal pattern formation; GO:0006355,regulation of transcription, DNA-templated

0.000393 0.002709 down 1.31E+08 1.31E+08 - 6531 protein_codingGO:1990055,phenylacetaldehyde synthase activity; GO:0030170,pyridoxal phosphate binding; GO:0004837,tyrosine decarboxylase activity; GO:0006559,L-phenylalanine catabolic process; GO:0009611,response to wounding



0.012845 0.047975 down 1.56E+08 1.56E+08 - 1035 protein_coding --

1.79E-05 0.000191 down 1.55E+08 1.55E+08 - 1237 protein_coding --

0.000501 0.003323 down 204458 207567 + 3110 protein_coding --

1.53E-07 2.84E-06 down 20212508 20213725 + 1218 protein_codingGO:0003677,DNA binding; GO:0009965,leaf morphogenesis; GO:0010016,shoot system morphogenesis

1.6E-05 0.000173 up 84538047 84541033 - 2987 protein_codingGO:0005634,nucleus

1.18E-05 0.000133 down 32224485 32227800 - 3316 protein_coding --

0.009685 0.038401 down 7152505 7155115 + 2611 protein_coding --

2.84E-09 7.77E-08 up 1.09E+08 1.09E+08 - 6845 protein_coding########

3.07E-08 6.73E-07 up 65288000 65297803 + 9804 protein_coding########

0.000154 0.001224 up 12284902 12287618 + 2717 protein_coding########

3.22E-15 2.58E-13 up 1.05E+08 1.05E+08 - 8991 protein_coding########

1.36E-08 3.22E-07 up 1.12E+08 1.12E+08 - 4962 protein_coding########

0.002417 0.01236 up 11638128 11640646 + 2519 protein_coding --

2.99E-08 6.55E-07 up 1646001 1651342 + 5342 protein_coding########

5.15E-06 6.45E-05 up 1799893 1808791 + 8899 protein_coding########

2.38E-16 2.36E-14 up 1.29E+08 1.29E+08 - 9512 protein_coding########

3.78E-07 6.31E-06 up 38848556 38857698 - 9143 protein_coding########

0.001956 0.010404 up 1.31E+08 1.31E+08 + 801 protein_coding########

5.5E-13 3.08E-11 down 1.38E+08 1.38E+08 + 4241 protein_coding########

0.001757 0.009537 down 1.35E+08 1.35E+08 + 4148 protein_coding########

0.000242 0.001799 up 1.34E+08 1.34E+08 + 5374 protein_coding########

3.26E-05 0.00032 up 35417334 35419361 + 2028 protein_codingGO:0005730,nucleolus; GO:0003729,mRNA binding; GO:0043565,sequence-specific DNA binding; GO:0003713,transcription coactivator activity; GO:0045893,positive regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.5E-05 0.000425 up 13946592 13948645 + 2054 protein_codingGO:0005730,nucleolus; GO:0003729,mRNA binding; GO:0043565,sequence-specific DNA binding; GO:0003713,transcription coactivator activity; GO:0045893,positive regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000541 0.003555 down 1.02E+08 1.02E+08 + 1457 protein_coding --

0.002007 0.01062 down 2870764 2873810 + 3047 protein_coding########

0.003752 0.017774 down 1.02E+08 1.02E+08 + 1533 protein_coding --

0.002052 0.010807 down 1.42E+08 1.42E+08 - 7483 protein_coding########

0.010515 0.041046 down 1.15E+08 1.15E+08 - 7927 protein_coding########

1.33E-22 3.25E-20 down 1.15E+08 1.15E+08 - 3694 protein_coding########

9.09E-06 0.000106 down 1.14E+08 1.14E+08 + 1647 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0048262,determination of dorsal/ventral asymmetry; GO:0009908,flower development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.7E-18 2.34E-16 down 1.2E+08 1.2E+08 - 2136 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.07E-10 1.33E-08 down 1.18E+08 1.18E+08 - 1945 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.001656 0.009077 down 41125125 41127474 + 2350 protein_coding########

8.53E-09 2.08E-07 down 1.27E+08 1.27E+08 - 3672 protein_coding########

0.012409 0.046682 down 80764051 80766649 - 2599 protein_coding########

5.1E-05 0.000475 down 1.18E+08 1.18E+08 + 2670 protein_coding########

4.82E-09 1.25E-07 down 1.42E+08 1.42E+08 - 5779 protein_coding########

0.007678 0.031945 down 1.52E+08 1.52E+08 + 8241 protein_coding########

3.91E-20 6.84E-18 down 93590774 93591823 - 1050 protein_coding########

0.000169 0.001322 down 1.43E+08 1.43E+08 + 3876 protein_coding########

0.000598 0.003877 down 1.08E+08 1.08E+08 - 1170 protein_coding########

0.000895 0.005437 down 1.54E+08 1.54E+08 - 1047 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0048262,determination of dorsal/ventral asymmetry; GO:0009908,flower development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000295 0.002124 down 27591815 27593754 + 1940 protein_coding########

0.001292 0.007382 down 5815913 5818751 - 2839 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0048262,determination of dorsal/ventral asymmetry; GO:0009908,flower development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.74E-07 3.18E-06 down 12768999 12772687 - 3689 protein_coding########



3.22E-06 4.25E-05 up 62253875 62256359 - 2485 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

5.74E-05 0.000525 down 1.09E+08 1.09E+08 - 5102 protein_coding########

0.003998 0.018746 up 23094264 23095496 - 1233 protein_coding########

0.013164 0.048906 down 1.38E+08 1.38E+08 + 1993 protein_coding########

4.76E-08 9.93E-07 down 1.45E+08 1.45E+08 - 5814 protein_coding########

3.67E-21 7.44E-19 down 7865058 7869082 + 4025 protein_coding########

6E-05 0.000546 down 44870931 44872647 - 1717 protein_coding########

8.75E-05 0.000756 up 1.01E+08 1.01E+08 - 6378 protein_coding --

0.000703 0.004434 up 23244594 23245784 + 1191 protein_coding########

1.38E-12 7.07E-11 down 14366426 14368800 + 2375 protein_coding########

8.59E-35 8.27E-32 down 38100937 38102756 + 1820 protein_coding########

0.000452 0.003051 down 5463585 5465926 + 2342 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0048262,determination of dorsal/ventral asymmetry; GO:0009908,flower development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

7.68E-08 1.52E-06 down 45929006 45930796 + 1791 protein_coding########

3.61E-05 0.000351 up 1.43E+08 1.43E+08 + 6327 protein_coding --

1.12E-05 0.000127 down 16645741 16649216 - 3476 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000442 0.002989 down 12625312 12628611 - 3300 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

8.07E-05 0.000705 up 16917107 16923273 - 6167 protein_coding########

3.05E-36 3.32E-33 down 6615480 6618446 - 2967 protein_coding########

6.89E-05 0.000615 up 15609871 15612810 - 2940 protein_coding########

0.008528 0.034692 up 23278956 23280030 - 1075 protein_coding########

2.33E-08 5.22E-07 down 1.16E+08 1.16E+08 + 3891 protein_coding########

0.000656 0.004181 down 1.02E+08 1.02E+08 - 6434 protein_coding########

0.000252 0.001861 down 47848801 47856094 + 7294 protein_coding --

0.000126 0.001028 down 4808088 4813520 + 5433 protein_codingGO:0000783,nuclear telomere cap complex; GO:0003691,double-stranded telomeric DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0031627,telomeric loop formation; GO:0006351,transcription, DNA-templated

2.93E-24 9.18E-22 up 7287112 7288301 + 1190 protein_coding########

8.53E-05 0.00074 up 16931722 16934390 - 2669 protein_coding########

0.000294 0.002119 up 526667 529908 - 3242 protein_coding --

0.002308 0.011905 down 2203454 2204614 + 1161 protein_coding --

0.000227 0.001702 down 1.39E+08 1.39E+08 + 1259 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0048262,determination of dorsal/ventral asymmetry; GO:0009908,flower development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.67E-08 7.89E-07 down 52861516 52863722 - 2207 protein_coding########

2.09E-06 2.92E-05 down 67678432 67679326 - 895 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0048262,determination of dorsal/ventral asymmetry; GO:0009908,flower development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.004944 0.022293 up 1.33E+08 1.33E+08 - 2203 protein_coding --

0.000904 0.005482 down 95665788 95672357 + 6570 protein_coding########

0.00224 0.01162 down 80574479 80575667 + 1189 protein_coding########

8.02E-22 1.79E-19 down 1.09E+08 1.09E+08 + 3870 protein_coding########

0.001002 0.005976 down 3491553 3493730 + 2178 protein_coding########

2.88E-09 7.86E-08 down 94234410 94235777 + 1368 protein_coding --

0.000432 0.002938 down 1.33E+08 1.33E+08 - 1249 protein_coding########

8.51E-07 1.3E-05 down 43058362 43061924 + 3563 protein_coding --

0.008963 0.036084 down 82913170 82914050 - 881 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0048262,determination of dorsal/ventral asymmetry; GO:0009908,flower development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.97E-14 1.38E-12 up 13525720 13526988 - 1269 protein_coding########

0.011815 0.044958 up 31176464 31179007 + 2544 protein_coding########

6.85E-14 4.5E-12 down 32090209 32092077 - 1869 protein_coding########

3.43E-10 1.13E-08 down 1450704 1453091 + 2388 protein_coding########

1.07E-05 0.000122 down 4436627 4437994 - 1368 protein_coding --



7.26E-05 0.000643 down 38237400 38241219 + 3820 protein_coding --

1.21E-07 2.31E-06 down 1.49E+08 1.49E+08 - 1673 protein_coding --

8.15E-05 0.000711 down 1.02E+08 1.02E+08 + 5397 protein_coding --

6.37E-05 0.000575 down 43481655 43486858 + 5204 protein_coding --

0.007996 0.032967 up 12466711 12469987 + 3277 protein_coding --

1.65E-07 3.03E-06 down 14207391 14211790 - 4400 protein_coding########

1.47E-62 1.01E-58 down 18197461 18202695 - 5235 protein_coding########

0.000436 0.002961 down 16884846 16886968 - 2123 protein_coding########

0.002975 0.014642 down 53546421 53550826 - 4406 protein_coding########

7.07E-06 8.53E-05 up 19289698 19296599 - 6902 protein_coding########

1.19E-05 0.000133 up 1.01E+08 1.01E+08 - 1720 protein_coding########

0.001884 0.010094 down 18202760 18208274 + 5515 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0090603,sieve element differentiation; GO:0090602,sieve element enucleation; GO:0006351,transcription, DNA-templated

7.04E-07 1.11E-05 up 35134951 35138007 - 3057 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0008283,cell proliferation; GO:0071365,cellular response to auxin stimulus; GO:0006351,transcription, DNA-templated

0.002245 0.011639 up 99254525 99259219 - 4695 protein_coding########

2.95E-06 3.94E-05 up 210008 211705 + 1698 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

0.002413 0.012344 up 1.56E+08 1.56E+08 - 1917 protein_coding########

0.002006 0.010619 up 1.26E+08 1.26E+08 - 2316 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

1E-09 3.04E-08 up 6544944 6546522 + 1579 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

0.000156 0.001236 up 5793583 5797056 + 3474 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0008283,cell proliferation; GO:0071365,cellular response to auxin stimulus; GO:0006351,transcription, DNA-templated

0.005842 0.025516 up 1.24E+08 1.24E+08 + 1932 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

2.19E-05 0.000226 up 1.32E+08 1.32E+08 - 1828 protein_coding########

6.47E-05 0.000582 up 14868225 14874967 - 6743 protein_coding########

0.002293 0.011844 down 11907903 11910313 + 2411 protein_coding########

0.000258 0.001898 down 1.38E+08 1.38E+08 - 1456 protein_coding########

4.16E-11 1.64E-09 up 40056890 40059540 - 2651 protein_coding########

0.00529 0.023522 down 34472678 34475068 + 2391 protein_coding########

1.09E-11 4.74E-10 down 6621922 6624293 + 2372 protein_coding########

5.95E-17 6.41E-15 down 30826824 30829116 + 2293 protein_coding########

1.02E-06 1.53E-05 up 1.3E+08 1.3E+08 - 1904 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009793,embryo development ending in seed dormancy; GO:0006351,transcription, DNA-templated

0.010249 0.040175 up 1217685 1221909 - 4225 protein_coding########

0.001782 0.00966 down 1.31E+08 1.31E+08 + 4929 protein_coding########

0.008648 0.035072 down 1.48E+08 1.48E+08 + 3123 protein_coding --

0.003001 0.014747 down 1.37E+08 1.37E+08 + 4175 protein_coding########

5.92E-05 0.000539 down 1.05E+08 1.05E+08 + 4484 protein_coding########

3.29E-09 8.83E-08 up 51200843 51202462 - 1620 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

0.002416 0.012354 down 29651468 29653481 - 2014 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

2.09E-06 2.92E-05 up 1.27E+08 1.27E+08 - 2153 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0009793,embryo development ending in seed dormancy; GO:0006351,transcription, DNA-templated

3.75E-12 1.79E-10 up 4143171 4146189 - 3019 protein_coding########

0.003152 0.015379 up 27133222 27134709 - 1488 protein_coding########

2.46E-07 4.31E-06 down 1.35E+08 1.35E+08 - 1783 protein_coding########

0.011306 0.043447 down 12184444 12184988 + 545 protein_coding########

3.69E-06 4.81E-05 down 1.5E+08 1.5E+08 + 6316 protein_coding########

0.012692 0.047523 up 7810468 7813061 + 2594 protein_coding########

0.01091 0.042237 down 95117452 95123223 - 5772 protein_coding########

0.007372 0.030894 down 1.15E+08 1.15E+08 - 2574 protein_coding --



2.47E-05 0.000251 up 2052797 2056222 - 3426 protein_coding########

7.37E-05 0.000652 up 26244149 26246859 - 2711 protein_coding########

0.001004 0.005986 down 1.6E+08 1.6E+08 - 2561 protein_coding --

5.56E-06 6.88E-05 down 13979981 13983527 + 3547 protein_coding########

0.000402 0.002759 down 1.18E+08 1.18E+08 + 5516 protein_coding --

0.000738 0.004617 down 1.11E+08 1.11E+08 + 4429 protein_codingGO:0016602,CCAAT-binding factor complex; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

9.36E-09 2.27E-07 down 44492626 44498160 - 5535 protein_coding########

0.002538 0.012835 down 47820230 47823687 + 3458 protein_codingGO:0016602,CCAAT-binding factor complex; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

8.44E-14 5.49E-12 down 2248428 2249015 - 588 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0046982,protein heterodimerization activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

3.12E-21 6.42E-19 down 937559 938146 - 588 protein_coding########

0.000176 0.001369 up 1902649 1905985 + 3337 protein_coding########

5.62E-15 4.36E-13 up 5734442 5736074 + 1633 protein_coding########

0.000478 0.003199 up 7695567 7696286 - 720 protein_coding########

0.002968 0.014617 down 7517931 7527681 + 9751 protein_coding --

4.44E-06 5.64E-05 down 93739927 93744144 - 4218 protein_coding########

7.25E-07 1.13E-05 down 1.36E+08 1.36E+08 - 13173 protein_coding########

1.54E-15 1.31E-13 up 40162652 40169922 + 7271 protein_coding --

2.09E-08 4.75E-07 down 1.27E+08 1.27E+08 + 4078 protein_coding########

0.005654 0.024865 down 13148836 13153824 - 4989 protein_codingGO:0046872,metal ion binding; GO:0043130,ubiquitin binding; GO:0010088,phloem development; GO:0048364,root development

6.7E-06 8.14E-05 up 15818311 15825647 - 7337 protein_codingGO:0005886,plasma membrane; GO:0046872,metal ion binding; GO:0043130,ubiquitin binding

0.011904 0.045241 down 1.34E+08 1.34E+08 - 4043 protein_coding########

9.54E-05 0.000813 down 27787037 27788611 - 1575 protein_coding --

0.000336 0.00237 down 71136570 71140741 - 4172 protein_coding########

6.73E-05 0.000603 down 1.42E+08 1.42E+08 + 1901 protein_coding########

0.004088 0.019092 up 1.44E+08 1.44E+08 + 680 protein_coding########

0.002727 0.013646 down 1.4E+08 1.4E+08 + 3638 protein_coding########

0.001014 0.006035 up 3304701 3309586 + 4886 protein_coding########

0.00099 0.005919 up 18620545 18622801 + 2257 protein_coding########

0.001453 0.00815 up 1.19E+08 1.19E+08 - 10803 protein_coding########

0.000581 0.00378 up 1.39E+08 1.39E+08 - 6957 protein_coding########

4.11E-05 0.000392 down 5747386 5747850 - 465 protein_coding########

0.000366 0.00255 down 1.16E+08 1.16E+08 + 2221 protein_coding########

0.000159 0.001252 down 93799802 93803387 + 3586 protein_coding########

0.000627 0.004026 up 9645882 9650415 + 4534 protein_codingGO:0005886,plasma membrane; GO:0046872,metal ion binding; GO:0043130,ubiquitin binding

9.19E-05 0.000789 down 26048733 26052182 + 3450 protein_coding########

0.000911 0.005517 down 9387555 9392191 - 4637 protein_codingGO:0005886,plasma membrane; GO:0046872,metal ion binding; GO:0043130,ubiquitin binding

0.0002 0.001526 down 335515 336396 + 882 protein_coding --

0.00354 0.016967 down 95497914 95501972 + 4059 protein_codingGO:0009507,chloroplast; GO:0005634,nucleus; GO:0045036,protein targeting to chloroplast; GO:0006355,regulation of transcription, DNA-templated

0.004941 0.022284 up 928858 935835 + 6978 protein_codingGO:0005886,plasma membrane; GO:0046872,metal ion binding; GO:0043130,ubiquitin binding

1.52E-17 1.8E-15 up 44695266 44702013 + 6748 protein_coding --

0.000566 0.00369 up 73447099 73451495 - 4397 protein_coding########

0.000504 0.003341 down 30579673 30581450 - 1778 protein_coding########

6.53E-12 2.97E-10 down 58560425 58568125 - 7701 protein_coding --

0.000155 0.001231 down 1.34E+08 1.34E+08 + 1878 protein_coding########

0.000411 0.002818 up 16416553 16430913 + 14361 protein_coding########



6.52E-09 1.63E-07 down 6180823 6189771 + 8949 protein_coding########

1.37E-05 0.000151 down 16437662 16449973 + 12312 protein_coding --

0.00168 0.00919 down 2529365 2535349 + 5985 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0018024,histone-lysine N-methyltransferase activity; GO:0046872,metal ion binding; GO:0051571,positive regulation of histone H3-K4 methylation

0.00168 0.00919 down 2529365 2535349 + 5985 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0018024,histone-lysine N-methyltransferase activity; GO:0046872,metal ion binding; GO:0051571,positive regulation of histone H3-K4 methylation

0.004087 0.019089 down 4795240 4803790 - 8551 protein_coding########

0.001544 0.008555 down 21580697 21590540 + 9844 protein_coding --

1.11E-05 0.000125 up 4730277 4737866 - 7590 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0018024,histone-lysine N-methyltransferase activity; GO:0046872,metal ion binding; GO:0051571,positive regulation of histone H3-K4 methylation

0.008553 0.034767 down 23011889 23020296 + 8408 protein_coding --

0.000242 0.001797 down 17919815 17923230 + 3416 protein_coding --

7.51E-05 0.000663 down 1.31E+08 1.31E+08 - 11323 protein_coding --

0.001945 0.010352 down 14098924 14102352 + 3429 protein_coding --

0.002423 0.012381 down 5211828 5217047 + 5220 protein_coding --

0.000959 0.005763 down 6554695 6560275 + 5581 protein_codingGO:0005634,nucleus; GO:0000160,phosphorelay signal transduction system; GO:0006355,regulation of transcription, DNA-templated; GO:0048511,rhythmic process; GO:0006351,transcription, DNA-templated

5.87E-07 9.42E-06 up 2371561 2377933 - 6373 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.12E-09 8.42E-08 up 3693746 3698439 + 4694 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

1.6E-05 0.000173 up 25739009 25745119 - 6111 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.000841 0.005157 down 4014780 4019885 + 5106 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.42E-07 5.79E-06 up 1.04E+08 1.04E+08 - 4687 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

8.59E-16 7.74E-14 down 1.28E+08 1.28E+08 - 1756 protein_coding########

7.22E-16 6.64E-14 down 1.31E+08 1.31E+08 - 1449 protein_coding########

1.44E-12 7.36E-11 down 1.42E+08 1.42E+08 - 3122 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.00184 0.009914 down 7144333 7146328 + 1996 protein_coding########

1.51E-05 0.000164 down 34167632 34169023 + 1392 protein_coding########

3.17E-08 6.92E-07 down 1.02E+08 1.02E+08 + 3488 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.94E-05 0.00062 down 2260932 2262478 - 1547 protein_coding########

0.005803 0.02538 down 2014080 2019587 - 5508 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

4.5E-10 1.46E-08 down 1.45E+08 1.45E+08 - 3492 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.009159 0.036726 down 11463762 11465084 + 1323 protein_coding########

5.67E-12 2.64E-10 down 1.13E+08 1.13E+08 - 3695 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0048653,anther development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

6.26E-12 2.87E-10 down 1.16E+08 1.16E+08 - 3700 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0046872,metal ion binding; GO:0048653,anther development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

3.28E-05 0.000322 down 1.07E+08 1.07E+08 + 3498 protein_codingGO:0005634,nucleus; GO:0009506,plasmodesma; GO:0018024,histone-lysine N-methyltransferase activity; GO:0046872,metal ion binding; GO:0009294,DNA mediated transformation

0.006902 0.029226 down 1.47E+08 1.47E+08 + 6312 protein_codingGO:0000785,chromatin; GO:0005634,nucleus; GO:0046872,metal ion binding; GO:0008168,methyltransferase activity; GO:0016569,covalent chromatin modification; GO:0007275,multicellular organism development

0.001021 0.006064 down 1.52E+08 1.52E+08 - 6368 protein_coding########

1.46E-18 2.01E-16 down 1.38E+08 1.38E+08 + 3717 protein_codingGO:0009507,chloroplast; GO:0030785,[ribulose-bisphosphate carboxylase]-lysine N-methyltransferase activity

0.00066 0.004203 down 21531845 21538172 + 6328 protein_coding########

4.14E-06 5.3E-05 down 17618334 17621271 + 2938 protein_codingGO:0016279,protein-lysine N-methyltransferase activity; GO:0018026,peptidyl-lysine monomethylation

3.36E-06 4.42E-05 down 1.35E+08 1.35E+08 + 3418 protein_codingGO:0009507,chloroplast; GO:0030785,[ribulose-bisphosphate carboxylase]-lysine N-methyltransferase activity

5.48E-06 6.8E-05 down 1.27E+08 1.27E+08 + 4558 protein_coding --

0.000456 0.003071 down 1.38E+08 1.38E+08 - 5993 protein_codingGO:0005634,nucleus; GO:0005524,ATP binding; GO:0003677,DNA binding; GO:0004386,helicase activity

1.61E-08 3.74E-07 down 10707287 10712468 + 5182 protein_coding########

3.37E-07 5.72E-06 down 1.06E+08 1.06E+08 - 5710 protein_codingGO:0005634,nucleus; GO:0005524,ATP binding; GO:0003677,DNA binding; GO:0004386,helicase activity

0.007052 0.029791 down 46994644 47001340 - 6697 protein_codingGO:0009941,chloroplast envelope; GO:0005634,nucleus; GO:0005524,ATP binding; GO:0004386,helicase activity; GO:0003676,nucleic acid binding; GO:0008270,zinc ion binding; GO:0016569,covalent chromatin modification; GO:0006281,DNA repair

1.45E-06 2.1E-05 down 10265776 10270961 + 5186 protein_coding########

0.0001 0.000846 down 42355694 42362389 + 6696 protein_codingGO:0009941,chloroplast envelope; GO:0005634,nucleus; GO:0005524,ATP binding; GO:0004386,helicase activity; GO:0003676,nucleic acid binding; GO:0008270,zinc ion binding; GO:0016569,covalent chromatin modification; GO:0006281,DNA repair

1.91E-08 4.38E-07 down 27861070 27863090 - 2021 protein_codingGO:0005886,plasma membrane; GO:0005525,GTP binding; GO:0003924,GTPase activity; GO:0015031,protein transport



0.000892 0.005422 up 22909402 22915855 + 6454 protein_codingGO:0016020,membrane; GO:0005524,ATP binding; GO:0003677,DNA binding; GO:0004386,helicase activity; GO:0006281,DNA repair

5.22E-06 6.52E-05 up 1.22E+08 1.22E+08 + 5823 protein_coding########

2.86E-06 3.84E-05 up 43274078 43281143 + 7066 protein_coding########

1.09E-05 0.000123 down 1.04E+08 1.04E+08 + 3598 protein_coding --

3.66E-07 6.14E-06 down 15638085 15644781 - 6697 protein_codingGO:0003677,DNA binding

0.000523 0.003454 down 21991467 21993337 - 1871 protein_coding########

0.000152 0.001207 down 1.55E+08 1.55E+08 - 4342 protein_codingGO:0003677,DNA binding

8.2E-09 2.01E-07 down 35335839 35337715 + 1877 protein_coding########

6.5E-05 0.000584 down 20155349 20159943 + 4595 protein_coding --

2.23E-12 1.09E-10 down 1.37E+08 1.37E+08 - 3606 protein_coding --

1.92E-07 3.46E-06 down 53584503 53588907 - 4405 protein_coding########

0.001865 0.01001 down 9873520 9886893 - 13374 protein_codingGO:0005634,nucleus; GO:0004402,histone acetyltransferase activity; GO:0003712,transcription cofactor activity; GO:0008270,zinc ion binding; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

0.002133 0.011166 down 4287692 4289179 + 1488 protein_coding########

0.009565 0.038031 up 40133651 40137664 + 4014 protein_coding########

0.002146 0.011216 down 1.11E+08 1.11E+08 + 1317 protein_coding --

5.87E-05 0.000535 down 28296178 28298188 - 2011 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0007275,multicellular organism development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

9.7E-06 0.000112 down 2968102 2969592 + 1491 protein_coding########

9.17E-06 0.000107 down 1.24E+08 1.24E+08 - 1320 protein_coding --

0.000787 0.00488 down 30175294 30177526 - 2233 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0007275,multicellular organism development; GO:0006355,regulation of transcription, DNA-templated; GO:0006351,transcription, DNA-templated

1.26E-06 1.85E-05 down 1.06E+08 1.06E+08 + 2841 protein_coding########

7.91E-17 8.39E-15 down 46225686 46232216 + 6531 protein_coding########

0.001944 0.010351 up 1738701 1741196 + 2496 protein_coding########

0.011765 0.044806 up 1.41E+08 1.41E+08 + 2085 protein_coding########

0.006061 0.026275 up 381336 384254 + 2919 protein_coding########

5.59E-05 0.000513 down 1.34E+08 1.34E+08 - 2898 protein_coding########

1.26E-17 1.52E-15 down 1.28E+08 1.28E+08 + 7450 protein_coding########

2.13E-12 1.05E-10 up 4534427 4537991 + 3565 protein_codingGO:0005737,cytoplasm; GO:0019005,SCF ubiquitin ligase complex; GO:0031625,ubiquitin protein ligase binding; GO:0043161,proteasome-mediated ubiquitin-dependent protein catabolic process; GO:0042787,NA; GO:0030162,regulation of proteolysis

3.48E-09 9.3E-08 up 1.11E+08 1.11E+08 + 14954 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0005886,plasma membrane; GO:0010187,negative regulation of seed germination; GO:0016567,protein ubiquitination; GO:0009737,response to abscisic acid; GO:0009651,response to salt stress

0.004986 0.022454 down 2394098 2401531 + 7434 protein_codingGO:0005737,cytoplasm; GO:0005634,nucleus; GO:0005886,plasma membrane; GO:0010187,negative regulation of seed germination; GO:0016567,protein ubiquitination; GO:0009737,response to abscisic acid; GO:0009651,response to salt stress

8.94E-06 0.000104 down 2381282 2383293 + 2012 protein_codingGO:0016567,protein ubiquitination

7.08E-05 0.00063 down 9157463 9160745 - 3283 protein_coding########

0.000148 0.001182 down 65214844 65219781 - 4938 protein_coding########

0.000276 0.002007 down 1.3E+08 1.3E+08 - 2798 protein_codingGO:0005829,cytosol; GO:0005634,nucleus; GO:0042802,identical protein binding; GO:0071472,cellular response to salt stress; GO:0016567,protein ubiquitination; GO:0031396,regulation of protein ubiquitination; GO:0006970,response to osmotic stress

1.1E-05 0.000124 down 65582832 65588937 + 6106 protein_coding########

8.93E-10 2.74E-08 down 80705633 80711418 + 5786 protein_coding########

0.000213 0.001611 up 4227959 4229393 - 1435 protein_codingGO:0005634,nucleus; GO:0016567,protein ubiquitination; GO:0006511,ubiquitin-dependent protein catabolic process

2.72E-10 9.16E-09 up 8006109 8010511 - 4403 protein_coding########

0.002963 0.014596 down 1.32E+08 1.32E+08 - 2807 protein_codingGO:0005829,cytosol; GO:0005634,nucleus; GO:0042802,identical protein binding; GO:0071472,cellular response to salt stress; GO:0016567,protein ubiquitination; GO:0031396,regulation of protein ubiquitination; GO:0006970,response to osmotic stress

7.7E-12 3.46E-10 up 7117018 7120277 - 3260 protein_codingGO:0005737,cytoplasm; GO:0019005,SCF ubiquitin ligase complex; GO:0031625,ubiquitin protein ligase binding; GO:0043161,proteasome-mediated ubiquitin-dependent protein catabolic process; GO:0042787,NA; GO:0030162,regulation of proteolysis

5.92E-09 1.51E-07 up 9597128 9601553 - 4426 protein_coding########

6.32E-08 1.28E-06 down 18951483 18954427 + 2945 protein_coding########

0.0005 0.003319 down 1.59E+08 1.59E+08 - 3520 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated

1.12E-06 1.67E-05 up 25189940 25192989 - 3050 protein_coding########

1.66E-06 2.38E-05 down 1.5E+08 1.5E+08 - 3990 protein_coding --

1.99E-05 0.000208 down 4078092 4080954 - 2863 protein_codingGO:0005634,nucleus; GO:0003677,DNA binding; GO:0003700,DNA binding transcription factor activity; GO:0006351,transcription, DNA-templated



1.89E-08 4.35E-07 down 62047203 62051030 - 3828 protein_coding --

2.97E-06 3.97E-05 down 1.17E+08 1.17E+08 + 2473 protein_coding --

3.9E-21 7.87E-19 down 1.14E+08 1.14E+08 + 3415 protein_coding --

0.00118 0.006839 up 1.2E+08 1.2E+08 - 3194 protein_coding --

0.001435 0.008061 up 1.04E+08 1.04E+08 + 3581 protein_coding########

3.49E-09 9.31E-08 down 1.59E+08 1.59E+08 + 3421 protein_coding --

0.000137 0.001103 up 23717934 23721601 - 3668 protein_coding########

0.00115 0.006692 up 89983860 89987505 + 3646 protein_coding########

0.008798 0.035561 down 81003988 81008100 - 4113 protein_codingGO:0035091,phosphatidylinositol binding

0.00874 0.035381 down 111389 115501 + 4113 protein_codingGO:0035091,phosphatidylinositol binding

0.008414 0.034341 down 6531411 6532295 - 885 protein_coding --

0.008414 0.034341 down 6531411 6532295 - 885 protein_coding --

0.000309 0.002209 up 19805117 19808684 + 3568 protein_coding########

1.17E-06 1.73E-05 up 1.49E+08 1.49E+08 + 1832 protein_coding########

0.00064 0.004095 up 1.07E+08 1.07E+08 - 5916 protein_coding########

1.4E-05 0.000153 up 17012671 17016947 + 4277 protein_coding########

0.003049 0.01495 up 12660139 12662090 - 1952 protein_coding --

7.26E-05 0.000644 up 5754659 5757697 - 3039 protein_codingGO:0005634,nucleus; GO:0005516,calmodulin binding; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0019760,glucosinolate metabolic process; GO:0006351,transcription, DNA-templated

1.12E-14 8.19E-13 down 25743186 25749644 + 6459 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009957,epidermal cell fate specification; GO:0010214,seed coat development; GO:0006351,transcription, DNA-templated

0.001874 0.010051 up 1.38E+08 1.38E+08 + 3791 protein_coding########

0.000668 0.004241 up 1.06E+08 1.06E+08 - 2209 protein_coding --

0.002991 0.014704 up 1.2E+08 1.2E+08 - 2805 protein_coding########

0.00473 0.021494 up 1.1E+08 1.1E+08 + 1808 protein_coding########

6.16E-13 3.4E-11 down 1.33E+08 1.33E+08 - 4252 protein_coding########

2.14E-06 2.97E-05 up 1.49E+08 1.49E+08 + 1556 protein_coding########

8.28E-12 3.69E-10 down 37412496 37419499 + 7004 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0009957,epidermal cell fate specification; GO:0010214,seed coat development; GO:0006351,transcription, DNA-templated

5.09E-11 1.97E-09 up 1.23E+08 1.23E+08 + 2087 protein_coding########

7.23E-05 0.000641 up 16682476 16684568 + 2093 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0050832,defense response to fungus; GO:0009867,jasmonic acid mediated signaling pathway; GO:0006351,transcription, DNA-templated

2.09E-09 5.94E-08 up 11478720 11481948 + 3229 protein_codingGO:0005634,nucleus; GO:0005516,calmodulin binding; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0019760,glucosinolate metabolic process; GO:0006351,transcription, DNA-templated

0.000332 0.002348 up 1.08E+08 1.08E+08 - 2321 protein_coding --

4.44E-06 5.63E-05 up 35583333 35587372 + 4040 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

3.02E-15 2.44E-13 down 2850620 2857046 + 6427 protein_coding########

0.00109 0.006411 up 8447212 8449199 + 1988 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

2.78E-06 3.75E-05 up 1.04E+08 1.04E+08 - 5131 protein_coding########

1.05E-06 1.57E-05 up 1.33E+08 1.33E+08 - 951 protein_coding --

0.001007 0.005996 down 1.09E+08 1.09E+08 - 2554 protein_codingGO:0005634,nucleus; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0006351,transcription, DNA-templated

1.27E-05 0.000142 down 11449476 11457025 - 7550 protein_coding --

2.66E-09 7.35E-08 up 4442239 4445553 - 3315 protein_coding########

0.012209 0.046109 up 9864670 9866514 - 1845 protein_coding########

1.7E-12 8.5E-11 down 1.19E+08 1.19E+08 - 4247 protein_coding########

0.000263 0.001927 down 17402091 17405101 + 3011 protein_codingGO:0005634,nucleus; GO:0005516,calmodulin binding; GO:0003700,DNA binding transcription factor activity; GO:0043565,sequence-specific DNA binding; GO:0019760,glucosinolate metabolic process; GO:0006351,transcription, DNA-templated

3.94E-12 1.87E-10 down 1553337 1558186 - 4850 protein_coding########

0.003832 0.018078 up 95307717 95311361 - 3645 protein_coding########



KEGG KOG NR SwissProt TrEMBL

-- At3g42790nuclear transcription factor Y subunit A-8 isoform X1 [Arachis duranensis]ALFL3_ARATH,RecName: Full=PHD finger protein ALFIN-LIKE 3; Short=Protein AL3;A0A1S3VEA3_VIGRR,SubName: Full=PHD finger protein ALFIN-LIKE 3-like isoform X2 {ECO:0000313|RefSeq:XP_014516537.1};

K09284: AP2; AP2-like factor, euAP2 lineageAt2g28550ethylene-responsive transcription factor RAP2-7 isoform X1 [Arachis duranensis]RAP27_ARATH,RecName: Full=Ethylene-responsive transcription factor RAP2-7; AltName: Full=Protein RELATED TO APETALA2 7; AltName: Full=Protein TARGET OF EAT 1;K7LTI1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH24962.1, ECO:0000313|EnsemblPlants:GLYMA12G07800.3};

K09284: AP2; AP2-like factor, euAP2 lineageAt2g28550ethylene-responsive transcription factor RAP2-7 isoform X1 [Arachis ipaensis]RAP27_ARATH,RecName: Full=Ethylene-responsive transcription factor RAP2-7; AltName: Full=Protein RELATED TO APETALA2 7; AltName: Full=Protein TARGET OF EAT 1;K7LTI1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH24962.1, ECO:0000313|EnsemblPlants:GLYMA12G07800.3};

K09285: OVM, ANT; AP2-like factor, ANT lineageAt3g54320ethylene-responsive transcription factor WRI1-like isoform X1 [Arachis ipaensis]WRI1_ARATH,RecName: Full=Ethylene-responsive transcription factor WRI1; AltName: Full=Protein ACTIVATOR OF SPORAMIN::LUC 1; AltName: Full=Protein WRINKLED 1;A0A1J7GZW7_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW06152.1};

-- At1g75490dehydration-responsive element-binding protein 2D [Arachis duranensis]DRE2D_ARATH,RecName: Full=Dehydration-responsive element-binding protein 2D; Short=Protein DREB2D;K7KHT1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH61095.1, ECO:0000313|EnsemblPlants:GLYMA04G03070.2};

-- At3g16770ethylene-responsive transcription factor RAP2-3 [Arachis duranensis]########D8KYG4_9FABA,SubName: Full=Ethylene-responsive factor 2 {ECO:0000313|EMBL:ACM79120.1};

K09286: EREBP; EREBP-like factorAt2g23340ethylene-responsive transcription factor ERF011 [Arachis ipaensis]ERF08_ARATH,RecName: Full=Ethylene-responsive transcription factor ERF008;K0F414_ARAHY,SubName: Full=Ethylene-responsive element binding factor 2 {ECO:0000313|EMBL:AFU07644.1};

K09284: AP2; AP2-like factor, euAP2 lineageAt4g36920floral homeotic protein APETALA 2 [Arachis ipaensis]AP2_ARATH,RecName: Full=Floral homeotic protein APETALA 2 {ECO:0000303|PubMed:7919989};V7CHF0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW28773.1};

-- At2g40340dehydration-responsive element-binding protein 2C [Arachis ipaensis]DRE2C_ARATH,RecName: Full=Dehydration-responsive element-binding protein 2C; Short=Protein DREB2C;K0FB33_ARAHY,SubName: Full=Ethylene-responsive element binding factor 6 {ECO:0000313|EMBL:AFU07643.1};

-- At2g40340dehydration-responsive element-binding protein 2C [Arachis duranensis]DRE2C_ARATH,RecName: Full=Dehydration-responsive element-binding protein 2C; Short=Protein DREB2C;K0FB33_ARAHY,SubName: Full=Ethylene-responsive element binding factor 6 {ECO:0000313|EMBL:AFU07643.1};

K09286: EREBP; EREBP-like factorAt5g07580ethylene-responsive transcription factor ERF106 [Arachis ipaensis]EF106_ARATH,RecName: Full=Ethylene-responsive transcription factor ERF106;A0A1S2XYW5_CICAR,SubName: Full=ethylene-responsive transcription factor ERF107 {ECO:0000313|RefSeq:XP_004496086.1};

K09286: EREBP; EREBP-like factorAt5g11590dehydration-responsive element-binding protein 3-like [Arachis ipaensis]DREB3_ARATH,RecName: Full=Dehydration-responsive element-binding protein 3; AltName: Full=Protein TINY 2;E4W7V0_ARAHY,SubName: Full=TINY transcription factor {ECO:0000313|EMBL:CAW30732.1};

-- At5g61890ethylene-responsive transcription factor ERF115 [Arachis ipaensis]EF114_ARATH,RecName: Full=Ethylene-responsive transcription factor ERF114 {ECO:0000303|PubMed:16407444}; AltName: Full=ERF bud enhancer {ECO:0000303|PubMed:23616605};V7C0M5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW23712.1};

K09286: EREBP; EREBP-like factorAt3g16770ethylene-responsive transcription factor RAP2-3 [Arachis ipaensis]########D8KYG4_9FABA,SubName: Full=Ethylene-responsive factor 2 {ECO:0000313|EMBL:ACM79120.1};

K09286: EREBP; EREBP-like factorAt5g44210ethylene-responsive transcription factor 9 [Arachis ipaensis]ERF80_ARATH,RecName: Full=Ethylene-responsive transcription factor 9; Short=AtERF9; AltName: Full=Ethylene-responsive element-binding factor 9; Short=EREBP-9;Q2I2S8_MEDTR,SubName: Full=Ethylene response factor {ECO:0000313|EMBL:AES89693.1}; SubName: Full=Ethylene-responsive element-binding protein {ECO:0000313|EMBL:ABC69353.1};

-- At1g71520ethylene-responsive transcription factor ERF014 [Arachis duranensis]ERF20_ARATH,RecName: Full=Ethylene-responsive transcription factor ERF020;G7K978_MEDTR,SubName: Full=AP2 domain class transcription factor {ECO:0000313|EMBL:AES93903.1};

-- At5g07580ethylene-responsive transcription factor ERF106 [Arachis duranensis]EF106_ARATH,RecName: Full=Ethylene-responsive transcription factor ERF106;A0A1S2XYW5_CICAR,SubName: Full=ethylene-responsive transcription factor ERF107 {ECO:0000313|RefSeq:XP_004496086.1};

-- At5g05410putative dehydration-responsive element-binding protein 2H [Arachis ipaensis]DRE2A_ARATH,RecName: Full=Dehydration-responsive element-binding protein 2A; Short=Protein DREB2A;C6SW46_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ACU13469.1, ECO:0000313|EnsemblPlants:GLYMA13G38030.1};

-- At5g47220pathogenesis-related genes transcriptional activator PTI5 [Arachis duranensis]PTI5_SOLLC,RecName: Full=Pathogenesis-related genes transcriptional activator PTI5; AltName: Full=PTO-interacting protein 5;A0A1S2X9U7_CICAR,SubName: Full=pathogenesis-related genes transcriptional activator PTI5-like {ECO:0000313|RefSeq:XP_004485859.1};

-- At4g17500pathogenesis-related genes transcriptional activator PTI5 [Arachis ipaensis]PTI5_SOLLC,RecName: Full=Pathogenesis-related genes transcriptional activator PTI5; AltName: Full=PTO-interacting protein 5;A0A1S2X9U7_CICAR,SubName: Full=pathogenesis-related genes transcriptional activator PTI5-like {ECO:0000313|RefSeq:XP_004485859.1};

-- At3g23240ethylene-responsive transcription factor 1B-like [Arachis duranensis]ERF92_ARATH,RecName: Full=Ethylene-responsive transcription factor 1B; Short=AtERF1B; AltName: Full=Ethylene-responsive element-binding factor 1B; Short=EREBP-1B;F6HVH5_VITVI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:CCB58688.1};

K09285: OVM, ANT; AP2-like factor, ANT lineage-- -- --G7JF92_MEDTR,SubName: Full=AP2-like ethylene-responsive transcription factor {ECO:0000313|EMBL:AES90761.2};

-- At5g50080ethylene-responsive transcription factor ERF110 [Arachis duranensis]EF110_ARATH,RecName: Full=Ethylene-responsive transcription factor ERF110;I1MP48_SOYBN,SubName: Full=AP2-EREBP transcription factor {ECO:0000313|EMBL:ALA09116.1};

-- -- -- --A0A103Y605_CYNCS,SubName: Full=AP2/ERF domain-containing protein {ECO:0000313|EMBL:KVI03141.1};

K09285: OVM, ANT; AP2-like factor, ANT lineageAt4g37750AP2-like ethylene-responsive transcription factor ANT [Arachis ipaensis]ANT_ARATH,RecName: Full=AP2-like ethylene-responsive transcription factor ANT; AltName: Full=Complementing a protein kinase C mutant protein 1; AltName: Full=Protein AINTEGUMENTA; AltName: Full=Protein DRAGON; AltName: Full=Protein OVULE MUTANT;V7CEK3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW27793.1};

K09286: EREBP; EREBP-like factorAt5g67190ethylene-responsive transcription factor ERF011 [Arachis duranensis]ERF10_ARATH,RecName: Full=Ethylene-responsive transcription factor ERF010;K0F414_ARAHY,SubName: Full=Ethylene-responsive element binding factor 2 {ECO:0000313|EMBL:AFU07644.1};

K09286: EREBP; EREBP-like factorAt2g40220ethylene-responsive transcription factor ABI4 [Arachis duranensis]########V4V9W4_9ROSI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESR49014.1};

K09287: RAV; RAV-like factorAt1g25560AP2/ERF and B3 domain-containing transcription factor RAV1 [Arachis ipaensis]RAVL1_ARATH,RecName: Full=AP2/ERF and B3 domain-containing transcription repressor TEM1; AltName: Full=Protein TEMPRANILLO 1; AltName: Full=RAV1-like ethylene-responsive transcription factor TEM1;I1JDW7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH70603.1, ECO:0000313|EnsemblPlants:GLYMA02G11060.1};

-- At1g04880_1high mobility group B protein 15 [Arachis duranensis]HMG15_ARATH,RecName: Full=High mobility group B protein 15; AltName: Full=Nucleosome/chromatin assembly factor group D 15;K7LM49_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36268.1, ECO:0000313|EnsemblPlants:GLYMA10G44041.2};

-- At1g04880_1high mobility group B protein 15 [Arachis ipaensis]HMG15_ARATH,RecName: Full=High mobility group B protein 15; AltName: Full=Nucleosome/chromatin assembly factor group D 15;K7LM49_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36268.1, ECO:0000313|EnsemblPlants:GLYMA10G44041.2};

K14484: IAA; auxin-responsive protein IAAAt4g29080auxin-responsive protein IAA27 [Arachis ipaensis]IAA27_ARATH,RecName: Full=Auxin-responsive protein IAA27; AltName: Full=Auxin-induced protein 27; AltName: Full=Indoleacetic acid-induced protein 27; AltName: Full=Phytochrome-associated protein 2;A0A0S3TCN2_PHAAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

K14484: IAA; auxin-responsive protein IAAAt5g43700auxin-induced protein 22D [Arachis duranensis]AX22D_VIGRR,RecName: Full=Auxin-induced protein 22D; AltName: Full=Indole-3-acetic acid-induced protein ARG13;C6T9X8_SOYBN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

K14484: IAA; auxin-responsive protein IAAAt1g04240auxin-induced protein IAA4 [Arachis duranensis]AX22B_VIGRR,RecName: Full=Auxin-induced protein 22B; AltName: Full=Indole-3-acetic acid-induced protein ARG4;A0A1J7G8L4_LUPAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

-- --auxin-responsive protein IAA15 [Arachis duranensis]-- --

K14484: IAA; auxin-responsive protein IAAAt4g29080auxin-responsive protein IAA27 [Arachis ipaensis]IAA27_ARATH,RecName: Full=Auxin-responsive protein IAA27; AltName: Full=Auxin-induced protein 27; AltName: Full=Indoleacetic acid-induced protein 27; AltName: Full=Phytochrome-associated protein 2;A0A0S3TCN2_PHAAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

-- At3g04730auxin-induced protein AUX28 [Arachis duranensis]AUX28_SOYBN,RecName: Full=Auxin-induced protein AUX28;I3SRI4_MEDTR,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

-- At3g16500auxin-responsive protein IAA26 [Arachis duranensis]IAA26_ARATH,RecName: Full=Auxin-responsive protein IAA26; AltName: Full=Indoleacetic acid-induced protein 26; AltName: Full=Phytochrome-associated protein 1;A0A151SHR7_CAJCA,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

K14484: IAA; auxin-responsive protein IAAAt4g29080auxin-responsive protein IAA27 [Arachis ipaensis]IAA27_ARATH,RecName: Full=Auxin-responsive protein IAA27; AltName: Full=Auxin-induced protein 27; AltName: Full=Indoleacetic acid-induced protein 27; AltName: Full=Phytochrome-associated protein 2;A0A0B2NU37_GLYSO,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

K14484: IAA; auxin-responsive protein IAAAt4g29080auxin-responsive protein IAA27 [Arachis duranensis]IAA27_ARATH,RecName: Full=Auxin-responsive protein IAA27; AltName: Full=Auxin-induced protein 27; AltName: Full=Indoleacetic acid-induced protein 27; AltName: Full=Phytochrome-associated protein 2;A0A0B2NU37_GLYSO,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

-- At5g65670auxin-responsive protein IAA9 [Arachis ipaensis]IAA9_ARATH,RecName: Full=Auxin-responsive protein IAA9; AltName: Full=Indoleacetic acid-induced protein 9;I1MB30_SOYBN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

-- At5g65670auxin-responsive protein IAA9 [Arachis ipaensis]IAA9_ARATH,RecName: Full=Auxin-responsive protein IAA9; AltName: Full=Indoleacetic acid-induced protein 9;I1MB30_SOYBN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

K14484: IAA; auxin-responsive protein IAAAt3g23050auxin-responsive protein IAA14 [Arachis duranensis]IAA14_ARATH,RecName: Full=Auxin-responsive protein IAA14; AltName: Full=Indoleacetic acid-induced protein 14; AltName: Full=Protein SOLITARY ROOT;D2DGW4_SOYBN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

K14484: IAA; auxin-responsive protein IAAAt5g43700auxin-induced protein IAA4 [Arachis duranensis]AX22B_VIGRR,RecName: Full=Auxin-induced protein 22B; AltName: Full=Indole-3-acetic acid-induced protein ARG4;A0A1J7G8L4_LUPAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};



-- --B3 domain-containing protein Os01g0723500 [Arachis ipaensis]Y1235_ORYSJ,RecName: Full=B3 domain-containing protein Os01g0723500;K7M5J0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH15287.1, ECO:0000313|EnsemblPlants:GLYMA14G08641.1};

-- At1g49480B3 domain-containing protein At5g18090-like [Arachis ipaensis]-- --

-- At5g66980putative B3 domain-containing protein At5g66980 [Arachis ipaensis]Y5698_ARATH,RecName: Full=Putative B3 domain-containing protein At5g66980;A0A0B2RGJ8_GLYSO,SubName: Full=Putative B3 domain-containing protein {ECO:0000313|EMBL:KHN31454.1};

-- At3g19180_2B3 domain-containing protein At5g42700 [Arachis ipaensis]Y3918_ARATH,RecName: Full=B3 domain-containing protein At3g19184;A0A1S2Y9P2_CICAR,SubName: Full=B3 domain-containing protein At5g42700-like {ECO:0000313|RefSeq:XP_004501577.1};

-- --B3 domain-containing transcription factor ABI3 isoform X3 [Arachis ipaensis]--A0A0B2QZA6_GLYSO,SubName: Full=B3 domain-containing transcription factor ABI3 {ECO:0000313|EMBL:KHN24997.1};

-- --B3 domain-containing protein Os01g0905400-like isoform X1 [Arachis duranensis]--K7KL38_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH63711.1, ECO:0000313|EnsemblPlants:GLYMA04G36750.2};

-- At4g01580B3 domain-containing transcription factor VRN1-like [Arachis duranensis]Y4158_ARATH,RecName: Full=B3 domain-containing protein At4g01580;V7C811_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW25410.1}; Flags: Fragment;

-- --B3 domain-containing protein Os06g0112300-like [Arachis ipaensis]Y6112_ORYSJ,RecName: Full=B3 domain-containing protein Os06g0112300;V7CHZ0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW29812.1};

-- At3g26790FUSCA3 [Arachis hypogaea]FUS3_ARATH,RecName: Full=B3 domain-containing transcription factor FUS3; AltName: Full=Protein FUSCA3;A0A075BHT2_ARAHY,SubName: Full=FUSCA3 {ECO:0000313|EMBL:AGI43901.1};

-- At2g30470B3 domain-containing transcription repressor VAL2 isoform X1 [Arachis duranensis]Y7797_ORYSJ,RecName: Full=B3 domain-containing protein Os07g0679700;A0A0S3SY26_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT97615.1};

-- --B3 domain-containing protein At5g18090-like [Arachis ipaensis]-- --

-- At1g49480B3 domain-containing transcription factor VRN1-like [Arachis ipaensis]REM19_ARATH,RecName: Full=B3 domain-containing protein REM19; AltName: Full=Protein RELATED TO VERNALIZATION 1; AltName: Full=Protein REPRODUCTIVE MERISTEM 19;K7N2T7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG90691.1, ECO:0000313|EnsemblPlants:GLYMA20G24268.1};

-- --hypothetical protein GLYMA_11G124200 [Glycine max]--I1LJL0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH29567.1, ECO:0000313|EnsemblPlants:GLYMA11G13220.3};

-- At2g46870B3 domain-containing protein Os03g0120900 [Arachis duranensis]NGA1_ARATH,RecName: Full=B3 domain-containing transcription factor NGA1; AltName: Full=Protein NGATHA 1;A0A1J7GVQ9_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW04558.1};

-- At4g30080auxin response factor 10-like [Arachis duranensis]ARFR_ORYSJ,RecName: Full=Auxin response factor 18; AltName: Full=OsARF10;A0A151TNB1_CAJCA,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

-- At4g30080auxin response factor 16 isoform X1 [Arachis ipaensis]ARFR_ORYSJ,RecName: Full=Auxin response factor 18; AltName: Full=OsARF10;K7LKL9_SOYBN,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K14486: K14486, ARF; auxin response factorAt5g60450auxin response factor 4 [Arachis ipaensis]ARFD_ARATH,RecName: Full=Auxin response factor 4;A0A1S3TW88_VIGRR,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K14486: K14486, ARF; auxin response factorAt2g33860auxin response factor 3 [Arachis ipaensis]ARFC_ARATH,RecName: Full=Auxin response factor 3; AltName: Full=Protein ETTIN;I1M1Y1_SOYBN,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K14486: K14486, ARF; auxin response factorAt2g46530auxin response factor 4-like [Arachis ipaensis]ARFG_ORYSJ,RecName: Full=Auxin response factor 7;A0A0S3S0L2_PHAAN,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

-- At5g60450auxin response factor 4 [Arachis ipaensis]ARFD_ARATH,RecName: Full=Auxin response factor 4;A0A1S3TW88_VIGRR,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K14486: K14486, ARF; auxin response factorAt4g23980auxin response factor 9 isoform X3 [Arachis ipaensis]ARFI_ARATH,RecName: Full=Auxin response factor 9;A0A1S3TCV5_VIGRR,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K14486: K14486, ARF; auxin response factorAt4g23980auxin response factor 9 isoform X1 [Arachis ipaensis]ARFI_ARATH,RecName: Full=Auxin response factor 9;I1JM14_SOYBN,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

-- At2g28350auxin response factor 10-like [Arachis ipaensis]ARFR_ORYSJ,RecName: Full=Auxin response factor 18; AltName: Full=OsARF10;A0A151TNB1_CAJCA,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

-- At1g30330auxin response factor 6 isoform X2 [Arachis ipaensis]ARFY_ORYSJ,RecName: Full=Auxin response factor 25; AltName: Full=OsARF6b;K7MAG4_SOYBN,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

-- At4g30080auxin response factor 18 [Arachis duranensis]ARFR_ORYSJ,RecName: Full=Auxin response factor 18; AltName: Full=OsARF10;V7BEU5_PHAVU,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K12126: PIF3; phytochrome-interacting factor 3At1g09530transcription factor PIF3 [Arachis ipaensis]APG_ORYSJ,RecName: Full=Transcription factor APG; AltName: Full=Basic helix-loop-helix protein 106; Short=OsbHLH106; AltName: Full=Protein ANTAGONIST OF PGL1; AltName: Full=bHLH transcription factor bHLH106;K7LJB1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33665.1, ECO:0000313|EnsemblPlants:GLYMA10G27910.3};

K12126: PIF3; phytochrome-interacting factor 3At1g09530transcription factor PIF3 [Arachis duranensis]########K7LJB1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33665.1, ECO:0000313|EnsemblPlants:GLYMA10G27910.3};

-- At2g40200transcription factor bHLH51 [Arachis duranensis]BH051_ARATH,RecName: Full=Transcription factor bHLH51; AltName: Full=Basic helix-loop-helix protein 51; Short=AtbHLH51; Short=bHLH 51; AltName: Full=Transcription factor EN 57; AltName: Full=bHLH transcription factor bHLH051;A0A0L9U9M2_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM39605.1};

-- At3g07340transcription factor bHLH78 [Arachis duranensis]BH062_ARATH,RecName: Full=Transcription factor bHLH62; AltName: Full=Basic helix-loop-helix protein 62; Short=AtbHLH62; Short=bHLH 62; AltName: Full=Transcription factor EN 85; AltName: Full=bHLH transcription factor bHLH062;V7ANK1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW06158.1};

-- At1g22490transcription factor bHLH96 [Arachis ipaensis]BH094_ARATH,RecName: Full=Transcription factor bHLH94; AltName: Full=Basic helix-loop-helix protein 94; Short=AtbHLH94; Short=bHLH 94; AltName: Full=Transcription factor EN 16; AltName: Full=bHLH transcription factor bHLH094;I1NIX1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG92821.1, ECO:0000313|EnsemblPlants:GLYMA20G37550.1};

-- At5g39860transcription factor PRE6 [Arachis duranensis]########M5X4F0_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ16398.1};

-- At3g26744transcription factor ICE1-like [Arachis duranensis]########A0A1J7I9X7_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW15378.1};

-- --LOW QUALITY PROTEIN: basic helix-loop-helix protein A-like [Arachis duranensis]BHLHW_PEA,RecName: Full=Basic helix-loop-helix protein A;A0A0L9TWZ8_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM35016.1};

-- At1g09530transcription factor PIF3 isoform X5 [Arachis duranensis]########A0A2I4FY68_9ROSI,SubName: Full=transcription factor PIF3-like {ECO:0000313|RefSeq:XP_018836591.1};

-- At1g72210transcription factor bHLH71 [Arachis duranensis]BH096_ARATH,RecName: Full=Transcription factor bHLH96; AltName: Full=Basic helix-loop-helix protein 96; Short=AtbHLH96; Short=bHLH 96; AltName: Full=Transcription factor EN 15; AltName: Full=bHLH transcription factor bHLH096;V7CGC6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW28413.1};

-- At3g26744transcription factor ICE1 [Arachis duranensis]########I1MLA8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06842.1, ECO:0000313|EnsemblPlants:GLYMA16G05390.2};

-- At2g22770transcription factor NAI1, partial [Arachis ipaensis]BH019_ARATH,RecName: Full=Transcription factor bHLH19; AltName: Full=Basic helix-loop-helix protein 19; Short=AtbHLH19; Short=bHLH 19; AltName: Full=Transcription factor EN 26; AltName: Full=bHLH transcription factor bHLH019;V7AR49_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW07780.1};

-- --basic helix-loop-helix protein A-like [Arachis ipaensis]BHLHW_PEA,RecName: Full=Basic helix-loop-helix protein A;A0A1S3TNF2_VIGRR,SubName: Full=basic helix-loop-helix protein A-like {ECO:0000313|RefSeq:XP_014495284.1};

-- At4g34530transcription factor BEE 2 [Arachis ipaensis]########K7LP95_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH29448.1, ECO:0000313|EnsemblPlants:GLYMA11G12450.3};

-- At3g26744transcription factor SCREAM2-like [Arachis ipaensis]########A0A0B2QBN9_GLYSO,SubName: Full=Transcription factor ICE1 {ECO:0000313|EMBL:KHN17463.1}; EC=1.3.1.74 {ECO:0000313|EMBL:KHN17463.1};

-- At5g65640transcription factor bHLH93 [Arachis duranensis]BH093_ARATH,RecName: Full=Transcription factor bHLH93; AltName: Full=Basic helix-loop-helix protein 93; Short=AtbHLH93; Short=bHLH 93; AltName: Full=Transcription factor EN 47; AltName: Full=bHLH transcription factor bHLH093;I1J4X0_SOYBN,SubName: Full=BHLH transcription factor {ECO:0000313|EMBL:ALA09121.1};

K13422: MYC2; transcription factor MYC2At1g32640transcription factor MYC2 [Arachis duranensis]########A0A1S3UUY4_VIGRR,SubName: Full=transcription factor MYC2-like {ECO:0000313|RefSeq:XP_014509886.1};

-- --transcription factor bHLH137 [Arachis ipaensis]--A0A151S4F2_CAJCA,SubName: Full=Transcription factor bHLH137 family {ECO:0000313|EMBL:KYP49669.1};

-- At4g20970transcription factor bHLH162-like [Arachis ipaensis]BH162_ARATH,RecName: Full=Transcription factor bHLH162; AltName: Full=Basic helix-loop-helix protein 162; Short=AtbHLH162 {ECO:0000303|PubMed:14600211}; Short=bHLH 162; AltName: Full=bHLH transcription factor bHLH162;A0A0B2RQ84_GLYSO,SubName: Full=Transcription factor bHLH36 {ECO:0000313|EMBL:KHN35225.1};

-- At3g56770putative transcription factor bHLH107 [Arachis ipaensis]BH107_ARATH,RecName: Full=Putative transcription factor bHLH107; AltName: Full=Basic helix-loop-helix protein 107; Short=AtbHLH107; Short=bHLH 107; AltName: Full=Transcription factor EN 55; AltName: Full=bHLH transcription factor bHLH107;A0A1S2YIM3_CICAR,SubName: Full=transcription factor bHLH106-like {ECO:0000313|RefSeq:XP_004505138.1};



-- At5g65640transcription factor bHLH61 [Arachis duranensis]BH093_ARATH,RecName: Full=Transcription factor bHLH93; AltName: Full=Basic helix-loop-helix protein 93; Short=AtbHLH93; Short=bHLH 93; AltName: Full=Transcription factor EN 47; AltName: Full=bHLH transcription factor bHLH093;A0A151THB9_CAJCA,SubName: Full=Transcription factor bHLH93 {ECO:0000313|EMBL:KYP66386.1};

-- At2g22760transcription factor NAI1, partial [Arachis ipaensis]BH025_ARATH,RecName: Full=Transcription factor bHLH25; AltName: Full=Basic helix-loop-helix protein 25; Short=AtbHLH25; Short=bHLH 25; AltName: Full=Transcription factor EN 29; AltName: Full=bHLH transcription factor bHLH025;K7KZB5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH47400.1, ECO:0000313|EnsemblPlants:GLYMA07G03081.1};

-- --transcription factor bHLH118 [Arachis ipaensis]--A0A151QME0_CAJCA,SubName: Full=Transcription factor bHLH36 {ECO:0000313|EMBL:KYP31469.1};

-- At5g65640transcription factor bHLH61 [Arachis ipaensis]BH093_ARATH,RecName: Full=Transcription factor bHLH93; AltName: Full=Basic helix-loop-helix protein 93; Short=AtbHLH93; Short=bHLH 93; AltName: Full=Transcription factor EN 47; AltName: Full=bHLH transcription factor bHLH093;A0A0B2PBB4_GLYSO,SubName: Full=Transcription factor bHLH93 {ECO:0000313|EMBL:KHN04892.1}; EC=1.3.1.74 {ECO:0000313|EMBL:KHN04892.1};

-- At2g40200transcription factor bHLH51 [Arachis ipaensis]BH051_ARATH,RecName: Full=Transcription factor bHLH51; AltName: Full=Basic helix-loop-helix protein 51; Short=AtbHLH51; Short=bHLH 51; AltName: Full=Transcription factor EN 57; AltName: Full=bHLH transcription factor bHLH051;A0A0L9U9M2_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM39605.1};

-- At1g63650basic helix-loop-helix protein A-like isoform X1 [Arachis duranensis]BHLHW_PEA,RecName: Full=Basic helix-loop-helix protein A;A0A1S3TNF2_VIGRR,SubName: Full=basic helix-loop-helix protein A-like {ECO:0000313|RefSeq:XP_014495284.1};

-- At5g39860transcription factor PRE6 [Arachis duranensis]########M5X4F0_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ16398.1};

-- At4g37850transcription factor bHLH18 [Arachis ipaensis]BH025_ARATH,RecName: Full=Transcription factor bHLH25; AltName: Full=Basic helix-loop-helix protein 25; Short=AtbHLH25; Short=bHLH 25; AltName: Full=Transcription factor EN 29; AltName: Full=bHLH transcription factor bHLH025;A0A0B2SRQ2_GLYSO,SubName: Full=Transcription factor bHLH25 {ECO:0000313|EMBL:KHN47568.1};

-- At1g22490transcription factor bHLH96-like [Arachis duranensis]BH094_ARATH,RecName: Full=Transcription factor bHLH94; AltName: Full=Basic helix-loop-helix protein 94; Short=AtbHLH94; Short=bHLH 94; AltName: Full=Transcription factor EN 16; AltName: Full=bHLH transcription factor bHLH094;I1NIX1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG92821.1, ECO:0000313|EnsemblPlants:GLYMA20G37550.1};

-- At2g42280transcription factor bHLH130 [Arachis ipaensis]BH130_ARATH,RecName: Full=Transcription factor bHLH130; AltName: Full=Basic helix-loop-helix protein 130; Short=AtbHLH130; Short=bHLH 130; AltName: Full=Transcription factor EN 69; AltName: Full=bHLH transcription factor bHLH130;A0A0B2R364_GLYSO,SubName: Full=Transcription factor bHLH130 {ECO:0000313|EMBL:KHN26292.1};

K13422: MYC2; transcription factor MYC2At1g32640transcription factor bHLH14 [Arachis duranensis]########K7MER4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06400.1, ECO:0000313|EnsemblPlants:GLYMA16G02320.2};

K20558: SPCH; transcription factor SPEECHLESSAt3g06120transcription factor MUTE [Arachis duranensis]MUTE_ARATH,RecName: Full=Transcription factor MUTE; AltName: Full=Basic helix-loop-helix protein 45; Short=AtbHLH45; Short=bHLH 45; AltName: Full=Transcription factor EN 20; AltName: Full=bHLH transcription factor bHLH045;A0A151U0L6_CAJCA,SubName: Full=Transcription factor MUTE {ECO:0000313|EMBL:KYP72837.1};

-- At3g07340transcription factor bHLH78 [Arachis ipaensis]BH062_ARATH,RecName: Full=Transcription factor bHLH62; AltName: Full=Basic helix-loop-helix protein 62; Short=AtbHLH62; Short=bHLH 62; AltName: Full=Transcription factor EN 85; AltName: Full=bHLH transcription factor bHLH062;V7ANK1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW06158.1};

-- At4g34530transcription factor bHLH63 isoform X4 [Arachis duranensis]########I3SJD7_MEDTR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK40379.1};

-- At4g20970transcription factor bHLH162-like [Arachis ipaensis]BH162_ARATH,RecName: Full=Transcription factor bHLH162; AltName: Full=Basic helix-loop-helix protein 162; Short=AtbHLH162 {ECO:0000303|PubMed:14600211}; Short=bHLH 162; AltName: Full=bHLH transcription factor bHLH162;V7AXR4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW10085.1};

-- At3g26744transcription factor SCREAM2-like [Arachis ipaensis]########B8XJY5_SOYBN,SubName: Full=BHLH transcription factor {ECO:0000313|EMBL:ALA09129.1}; SubName: Full=Inducer of CBF expression 1 {ECO:0000313|EMBL:ACJ39211.1};

-- At4g34530transcription factor bHLH63 [Arachis duranensis]########G7JHB9_MEDTR,SubName: Full=Transcription factor {ECO:0000313|EMBL:AES89129.1};

-- At3g21330transcription factor bHLH87-like [Arachis duranensis]BH087_ARATH,RecName: Full=Transcription factor bHLH87; AltName: Full=Basic helix-loop-helix protein 87; Short=AtbHLH87; Short=bHLH 87; AltName: Full=Transcription factor EN 121; AltName: Full=bHLH transcription factor bHLH087;C0JP16_LOTJA,SubName: Full=Putative basic helix-loop-helix protein BHLH11 {ECO:0000313|EMBL:ACN21635.1};

-- At4g37850transcription factor bHLH18 isoform X1 [Arachis duranensis]BH025_ARATH,RecName: Full=Transcription factor bHLH25; AltName: Full=Basic helix-loop-helix protein 25; Short=AtbHLH25; Short=bHLH 25; AltName: Full=Transcription factor EN 29; AltName: Full=bHLH transcription factor bHLH025;V7CES6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW27775.1};

-- At5g65640transcription factor bHLH93 [Arachis ipaensis]BH093_ARATH,RecName: Full=Transcription factor bHLH93; AltName: Full=Basic helix-loop-helix protein 93; Short=AtbHLH93; Short=bHLH 93; AltName: Full=Transcription factor EN 47; AltName: Full=bHLH transcription factor bHLH093;I1MB28_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16909.1, ECO:0000313|EnsemblPlants:GLYMA14G36370.1};

-- At2g31220transcription factor bHLH91-like [Arachis duranensis]BH010_ARATH,RecName: Full=Transcription factor bHLH10; AltName: Full=Basic helix-loop-helix protein 10; Short=AtbHLH10; Short=bHLH 10; AltName: Full=Transcription factor EN 23; AltName: Full=bHLH transcription factor bHLH010;I1K387_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH58537.1, ECO:0000313|EnsemblPlants:GLYMA05G26490.1};

-- At5g65640transcription factor bHLH93 [Arachis ipaensis]BH093_ARATH,RecName: Full=Transcription factor bHLH93; AltName: Full=Basic helix-loop-helix protein 93; Short=AtbHLH93; Short=bHLH 93; AltName: Full=Transcription factor EN 47; AltName: Full=bHLH transcription factor bHLH093;I1MB28_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16909.1, ECO:0000313|EnsemblPlants:GLYMA14G36370.1};

-- At1g74500transcription factor PRE3 [Arachis ipaensis]########I3S777_LOTJA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK36119.1};

-- At1g68810transcription factor bHLH30 [Arachis ipaensis]BH030_ARATH,RecName: Full=Transcription factor bHLH30; AltName: Full=Basic helix-loop-helix protein 30; Short=AtbHLH30; Short=bHLH 30; AltName: Full=Transcription factor EN 53; AltName: Full=bHLH transcription factor bHLH030;A0A251R5H6_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ONI31297.1};

-- At3g26744transcription factor ICE1 [Arachis ipaensis]########S4WVT0_9ROSI,SubName: Full=Inducer of CBF expression 2 {ECO:0000313|EMBL:AGP04218.1};

-- At4g37850transcription factor bHLH25 isoform X1 [Arachis ipaensis]BH025_ARATH,RecName: Full=Transcription factor bHLH25; AltName: Full=Basic helix-loop-helix protein 25; Short=AtbHLH25; Short=bHLH 25; AltName: Full=Transcription factor EN 29; AltName: Full=bHLH transcription factor bHLH025;A0A0B2QCN0_GLYSO,SubName: Full=Transcription factor bHLH25 {ECO:0000313|EMBL:KHN19045.1};

-- At3g19860transcription factor bHLH121 [Arachis duranensis]BH121_ARATH,RecName: Full=Transcription factor bHLH121; AltName: Full=Basic helix-loop-helix protein 121; Short=AtbHLH121; Short=bHLH 121; AltName: Full=Transcription factor EN 138; AltName: Full=bHLH transcription factor bHLH121;A0A1S3VNQ4_VIGRR,SubName: Full=transcription factor bHLH121-like {ECO:0000313|RefSeq:XP_014520018.1};

-- At4g37850transcription factor bHLH25 isoform X1 [Arachis ipaensis]BH025_ARATH,RecName: Full=Transcription factor bHLH25; AltName: Full=Basic helix-loop-helix protein 25; Short=AtbHLH25; Short=bHLH 25; AltName: Full=Transcription factor EN 29; AltName: Full=bHLH transcription factor bHLH025;A0A0B2QCN0_GLYSO,SubName: Full=Transcription factor bHLH25 {ECO:0000313|EMBL:KHN19045.1};

-- --transcription factor bHLH96 [Arachis ipaensis]BH096_ARATH,RecName: Full=Transcription factor bHLH96; AltName: Full=Basic helix-loop-helix protein 96; Short=AtbHLH96; Short=bHLH 96; AltName: Full=Transcription factor EN 15; AltName: Full=bHLH transcription factor bHLH096;I1NC11_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG96859.1, ECO:0000313|EnsemblPlants:GLYMA19G42520.1};

-- At3g56770putative transcription factor bHLH107 [Arachis duranensis]BH107_ARATH,RecName: Full=Putative transcription factor bHLH107; AltName: Full=Basic helix-loop-helix protein 107; Short=AtbHLH107; Short=bHLH 107; AltName: Full=Transcription factor EN 55; AltName: Full=bHLH transcription factor bHLH107;A0A1S2YIM3_CICAR,SubName: Full=transcription factor bHLH106-like {ECO:0000313|RefSeq:XP_004505138.1};

-- At1g10120transcription factor bHLH74 isoform X2 [Arachis ipaensis]########V7CU85_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW32948.1};

-- At1g49770transcription factor bHLH95 [Arachis ipaensis]########A0A151RSS4_CAJCA,SubName: Full=Transcription factor bHLH95 {ECO:0000313|EMBL:KYP45583.1};

K18485: MYF6, MRF4; myogenic factor 6At1g72210transcription factor bHLH96 [Arachis duranensis]BH096_ARATH,RecName: Full=Transcription factor bHLH96; AltName: Full=Basic helix-loop-helix protein 96; Short=AtbHLH96; Short=bHLH 96; AltName: Full=Transcription factor EN 15; AltName: Full=bHLH transcription factor bHLH096;A0A0S3RD31_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT78487.1};

-- At1g10120transcription factor bHLH74 isoform X2 [Arachis ipaensis]########V7CU85_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW32948.1};

-- At4g37850transcription factor bHLH18 [Arachis duranensis]BH025_ARATH,RecName: Full=Transcription factor bHLH25; AltName: Full=Basic helix-loop-helix protein 25; Short=AtbHLH25; Short=bHLH 25; AltName: Full=Transcription factor EN 29; AltName: Full=bHLH transcription factor bHLH025;K7M402_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH23624.1, ECO:0000313|EnsemblPlants:GLYMA13G44594.1};

-- At1g72210transcription factor bHLH96 [Arachis duranensis]BH096_ARATH,RecName: Full=Transcription factor bHLH96; AltName: Full=Basic helix-loop-helix protein 96; Short=AtbHLH96; Short=bHLH 96; AltName: Full=Transcription factor EN 15; AltName: Full=bHLH transcription factor bHLH096;A0A151U4W0_CAJCA,SubName: Full=Transcription factor bHLH96 {ECO:0000313|EMBL:KYP74362.1};

-- At4g37850transcription factor bHLH18 [Arachis duranensis]BH025_ARATH,RecName: Full=Transcription factor bHLH25; AltName: Full=Basic helix-loop-helix protein 25; Short=AtbHLH25; Short=bHLH 25; AltName: Full=Transcription factor EN 29; AltName: Full=bHLH transcription factor bHLH025;I1LH23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH28296.1, ECO:0000313|EnsemblPlants:GLYMA11G04690.1};

K18485: MYF6, MRF4; myogenic factor 6At1g72210transcription factor bHLH96 [Arachis duranensis]BH096_ARATH,RecName: Full=Transcription factor bHLH96; AltName: Full=Basic helix-loop-helix protein 96; Short=AtbHLH96; Short=bHLH 96; AltName: Full=Transcription factor EN 15; AltName: Full=bHLH transcription factor bHLH096;A0A0B2R0A5_GLYSO,SubName: Full=Transcription factor bHLH96 {ECO:0000313|EMBL:KHN27371.1};

-- At4g20970transcription factor bHLH162 [Arachis duranensis]BH162_ARATH,RecName: Full=Transcription factor bHLH162; AltName: Full=Basic helix-loop-helix protein 162; Short=AtbHLH162 {ECO:0000303|PubMed:14600211}; Short=bHLH 162; AltName: Full=bHLH transcription factor bHLH162;A0A0B2RQ84_GLYSO,SubName: Full=Transcription factor bHLH36 {ECO:0000313|EMBL:KHN35225.1};

-- At3g58120basic leucine zipper 34 [Arachis ipaensis]BZP61_ARATH,RecName: Full=Basic leucine zipper 61 {ECO:0000303|PubMed:11906833}; Short=AtbZIP61 {ECO:0000303|PubMed:11906833}; Short=bZIP protein 61;G7ZUL8_MEDTR,SubName: Full=BZIP family transcription factor {ECO:0000313|EMBL:KEH39223.1};

-- At2g36270protein ABSCISIC ACID-INSENSITIVE 5 [Arachis ipaensis]ABI5_ARATH,RecName: Full=Protein ABSCISIC ACID-INSENSITIVE 5; AltName: Full=Dc3 promoter-binding factor 1; Short=AtDPBF1; AltName: Full=Protein GROWTH-INSENSITIVITY TO ABA 1; AltName: Full=bZIP transcription factor 39; Short=AtbZIP39;A0A151RE21_CAJCA,SubName: Full=Protein ABSCISIC ACID-INSENSITIVE 5 {ECO:0000313|EMBL:KYP40713.1};

K20557: VIP1; transcription factor VIP1At1g43700transcription factor VIP1 [Arachis ipaensis]RF2B_ORYSJ,RecName: Full=Transcription factor RF2b;V7C427_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW24040.1};

-- At4g36730G-box-binding factor 1-like isoform X2 [Arachis duranensis]GBF1_ARATH,RecName: Full=G-box-binding factor 1; Short=AtGBF1; AltName: Full=bZIP transcription factor 41; Short=AtbZIP41;A0A0B2NU39_GLYSO,SubName: Full=G-box-binding factor 1 {ECO:0000313|EMBL:KHM99021.1};

-- At5g44080G-box-binding factor 4 isoform X2 [Arachis ipaensis]########A0A151UGJ8_CAJCA,SubName: Full=G-box-binding factor 4 {ECO:0000313|EMBL:KYP78381.1}; Flags: Fragment;

K14431: TGA; transcription factor TGAAt1g68640transcription factor TGA2.2 isoform X2 [Arachis duranensis]PAN_ARATH,RecName: Full=Transcription factor PERIANTHIA; AltName: Full=bZIP transcription factor 46; Short=AtbZIP46;A0A1J7IVA1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16686.1};



K14431: TGA; transcription factor TGAAt5g65210transcription factor TGA1 isoform X1 [Arachis ipaensis]TGA1_ARATH,RecName: Full=Transcription factor TGA1; AltName: Full=DNA-binding protein TGA1a-like protein; AltName: Full=bZIP transcription factor 47; Short=AtbZIP47;K7L6L7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH43267.1, ECO:0000313|EnsemblPlants:GLYMA08G14840.4};

-- At3g58120basic leucine zipper 61-like [Arachis ipaensis]BZP61_ARATH,RecName: Full=Basic leucine zipper 61 {ECO:0000303|PubMed:11906833}; Short=AtbZIP61 {ECO:0000303|PubMed:11906833}; Short=bZIP protein 61;A0A1S3W2J1_VIGRR,SubName: Full=basic leucine zipper 34-like {ECO:0000313|RefSeq:XP_014524379.1};

-- At3g17610_1transcription factor HY5-like isoform X3 [Arachis duranensis]HYH_ARATH,RecName: Full=Transcription factor HY5-like; AltName: Full=HY5 homolog; AltName: Full=bZIP transcription factor 64 {ECO:0000303|PubMed:11906833}; Short=AtbZIP64 {ECO:0000303|PubMed:11906833};A0A1S2Z3B2_CICAR,SubName: Full=transcription factor HY5-like {ECO:0000313|RefSeq:XP_004514285.2};

K14431: TGA; transcription factor TGAAt1g08320_1transcription factor TGA9 isoform X1 [Arachis ipaensis]########A0A151RN10_CAJCA,SubName: Full=TGACG-sequence-specific DNA-binding protein TGA-2.1 {ECO:0000313|EMBL:KYP43908.1};

-- --bZIP transcription factor 60 [Arachis ipaensis]BZP50_ORYSJ,RecName: Full=bZIP transcription factor 50 {ECO:0000303|PubMed:18065552}; Short=OsbZIP50 {ECO:0000303|PubMed:18065552}; AltName: Full=OsBZIP74 {ECO:0000303|PubMed:22199238};A0A1S2Z445_CICAR,SubName: Full=bZIP transcription factor 60 {ECO:0000313|RefSeq:XP_004514723.1};

-- At5g28770light-inducible protein CPRF2 [Arachis ipaensis]CPRF2_PETCR,RecName: Full=Light-inducible protein CPRF2; AltName: Full=Common plant regulatory factor 2; Short=CPRF-2;B2DBE7_SOYBN,SubName: Full=BZIP protein {ECO:0000313|EMBL:BAG24402.1};

-- At5g44080G-box-binding factor 4 isoform X1 [Arachis ipaensis]########A0A151UGJ8_CAJCA,SubName: Full=G-box-binding factor 4 {ECO:0000313|EMBL:KYP78381.1}; Flags: Fragment;

K14431: TGA; transcription factor TGAAt5g65210LOW QUALITY PROTEIN: transcription factor TGA1-like [Arachis duranensis]TGA1_ARATH,RecName: Full=Transcription factor TGA1; AltName: Full=DNA-binding protein TGA1a-like protein; AltName: Full=bZIP transcription factor 47; Short=AtbZIP47;A0A1S3E8Y3_CICAR,SubName: Full=transcription factor TGA1-like isoform X1 {ECO:0000313|RefSeq:XP_004502460.1, ECO:0000313|RefSeq:XP_012571863.1};

K09060: GBF; plant G-box-binding factorAt2g35530bZIP transcription factor 16 [Arachis duranensis]BZP16_ARATH,RecName: Full=bZIP transcription factor 16 {ECO:0000305}; Short=AtbZIP16 {ECO:0000303|PubMed:11906833};I1L516_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH39597.1, ECO:0000313|EnsemblPlants:GLYMA09G34170.1};

-- At2g36270protein ABSCISIC ACID-INSENSITIVE 5 [Arachis duranensis]ABI5_ARATH,RecName: Full=Protein ABSCISIC ACID-INSENSITIVE 5; AltName: Full=Dc3 promoter-binding factor 1; Short=AtDPBF1; AltName: Full=Protein GROWTH-INSENSITIVITY TO ABA 1; AltName: Full=bZIP transcription factor 39; Short=AtbZIP39;V7D132_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW34886.1};

-- At3g58120basic leucine zipper 61-like [Arachis ipaensis]BZP61_ARATH,RecName: Full=Basic leucine zipper 61 {ECO:0000303|PubMed:11906833}; Short=AtbZIP61 {ECO:0000303|PubMed:11906833}; Short=bZIP protein 61;A0A1S3W2J1_VIGRR,SubName: Full=basic leucine zipper 34-like {ECO:0000313|RefSeq:XP_014524379.1};

K14431: TGA; transcription factor TGAAt1g68640transcription factor TGA2.2-like isoform X1 [Arachis ipaensis]PAN_ARATH,RecName: Full=Transcription factor PERIANTHIA; AltName: Full=bZIP transcription factor 46; Short=AtbZIP46;A0A1J7IVA1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16686.1};

K20557: VIP1; transcription factor VIP1At1g43700transcription factor VIP1 [Arachis ipaensis]RF2B_ORYSJ,RecName: Full=Transcription factor RF2b;V7C427_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW24040.1};

K14431: TGA; transcription factor TGAAt3g12250transcription factor TGA2.3 isoform X4 [Arachis duranensis]TGA21_TOBAC,RecName: Full=TGACG-sequence-specific DNA-binding protein TGA-2.1; Short=TGA2.1;I3T9L1_LOTJA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK49203.1};

-- At2g40620transcription factor RF2b [Arachis duranensis]RF2B_ORYSJ,RecName: Full=Transcription factor RF2b;I1MBK7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17183.1, ECO:0000313|EnsemblPlants:GLYMA14G38460.1};

-- At4g36730 -- --A0A0B2NU39_GLYSO,SubName: Full=G-box-binding factor 1 {ECO:0000313|EMBL:KHM99021.1};

K14431: TGA; transcription factor TGAAt5g65210transcription factor TGA1 isoform X1 [Arachis duranensis]TGA1_ARATH,RecName: Full=Transcription factor TGA1; AltName: Full=DNA-binding protein TGA1a-like protein; AltName: Full=bZIP transcription factor 47; Short=AtbZIP47;K7L6L7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH43267.1, ECO:0000313|EnsemblPlants:GLYMA08G14840.4};

-- At1g75390bZIP transcription factor 11-like [Arachis ipaensis]BZP44_ARATH,RecName: Full=bZIP transcription factor 44 {ECO:0000305}; Short=AtbZIP44 {ECO:0000303|PubMed:11906833};A0A0R0FII4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH05862.1};

-- At3g58120basic leucine zipper 34 [Arachis duranensis]BZP61_ARATH,RecName: Full=Basic leucine zipper 61 {ECO:0000303|PubMed:11906833}; Short=AtbZIP61 {ECO:0000303|PubMed:11906833}; Short=bZIP protein 61;G7ZUL8_MEDTR,SubName: Full=BZIP family transcription factor {ECO:0000313|EMBL:KEH39223.1};

-- At1g75390bZIP transcription factor 11-like [Arachis duranensis]BZP44_ARATH,RecName: Full=bZIP transcription factor 44 {ECO:0000305}; Short=AtbZIP44 {ECO:0000303|PubMed:11906833};B9R7Z2_RICCO,SubName: Full=Ocs element-binding factor, putative {ECO:0000313|EMBL:EEF52622.1};

K04450: ATF2, CREBP1; cyclic AMP-dependent transcription factor ATF-2At5g28770light-inducible protein CPRF2 [Arachis ipaensis]CPRF2_PETCR,RecName: Full=Light-inducible protein CPRF2; AltName: Full=Common plant regulatory factor 2; Short=CPRF-2;B2DBE7_SOYBN,SubName: Full=BZIP protein {ECO:0000313|EMBL:BAG24402.1};

-- At3g58120basic leucine zipper 61-like [Arachis duranensis]BZP61_ARATH,RecName: Full=Basic leucine zipper 61 {ECO:0000303|PubMed:11906833}; Short=AtbZIP61 {ECO:0000303|PubMed:11906833}; Short=bZIP protein 61;A0A1S3TYR5_VIGRR,SubName: Full=basic leucine zipper 34-like {ECO:0000313|RefSeq:XP_014498908.1};

-- At1g25440zinc finger protein CONSTANS-LIKE 16 [Arachis duranensis]COL16_ARATH,RecName: Full=Zinc finger protein CONSTANS-LIKE 16;A0A1J7HAP2_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09668.1};

-- At1g25440zinc finger protein CONSTANS-LIKE 16 [Arachis ipaensis]COL16_ARATH,RecName: Full=Zinc finger protein CONSTANS-LIKE 16;A0A1S2XZU8_CICAR,SubName: Full=zinc finger protein CONSTANS-LIKE 16 {ECO:0000313|RefSeq:XP_004497095.1};

K12135: CO; zinc finger protein CONSTANSAt5g24930zinc finger protein CONSTANS-LIKE 4 [Arachis ipaensis]COL4_ARATH,RecName: Full=Zinc finger protein CONSTANS-LIKE 4;A0A1S3U8X0_VIGRR,SubName: Full=zinc finger protein CONSTANS-LIKE 4-like {ECO:0000313|RefSeq:XP_014502470.1};

-- At1g25440zinc finger protein CONSTANS-LIKE 16 [Arachis duranensis]COL16_ARATH,RecName: Full=Zinc finger protein CONSTANS-LIKE 16;A0A1S2XZU8_CICAR,SubName: Full=zinc finger protein CONSTANS-LIKE 16 {ECO:0000313|RefSeq:XP_004497095.1};

K12135: CO; zinc finger protein CONSTANSAt5g24930zinc finger protein CONSTANS-LIKE 4 [Arachis duranensis]COL4_ARATH,RecName: Full=Zinc finger protein CONSTANS-LIKE 4;A0A1S3U8X0_VIGRR,SubName: Full=zinc finger protein CONSTANS-LIKE 4-like {ECO:0000313|RefSeq:XP_014502470.1};

-- At1g25440zinc finger protein CONSTANS-LIKE 16 [Arachis ipaensis]COL16_ARATH,RecName: Full=Zinc finger protein CONSTANS-LIKE 16;A0A1S3UY66_VIGRR,SubName: Full=zinc finger protein CONSTANS-LIKE 16 {ECO:0000313|RefSeq:XP_014511026.1};

-- At5g62940dof zinc finger protein DOF5.6 [Arachis duranensis]DOF56_ARATH,RecName: Full=Dof zinc finger protein DOF5.6; Short=AtDOF5.6;A0A1S3U1G8_VIGRR,SubName: Full=dof zinc finger protein DOF5.6-like {ECO:0000313|RefSeq:XP_014499844.1};

-- At5g60850dof zinc finger protein DOF1.4 isoform X1 [Arachis ipaensis]DOF54_ARATH,RecName: Full=Dof zinc finger protein DOF5.4; Short=AtDOF5.4; AltName: Full=OBF-binding protein 4;A0A200PQ85_9MAGN,SubName: Full=Zinc finger protein {ECO:0000313|EMBL:OVA00370.1};

-- --dof zinc finger protein DOF2.1 isoform X1 [Arachis ipaensis]--A0A1S3VKB9_VIGRR,SubName: Full=dof zinc finger protein DOF2.1-like {ECO:0000313|RefSeq:XP_014518806.1};

-- At1g51700dof zinc finger protein DOF1.7-like [Arachis duranensis]DOF17_ARATH,RecName: Full=Dof zinc finger protein DOF1.7; Short=AtDOF1.7;A0A0B5JL37_CAJCA,SubName: Full=Dof protein {ECO:0000313|EMBL:DAA64926.1}; SubName: Full=Dof zinc finger protein DOF1.7 {ECO:0000313|EMBL:KYP58360.1}; SubName: Full=Dof19 {ECO:0000313|EMBL:AJG01739.1};

-- At3g61850dof zinc finger protein DOF3.7 isoform X2 [Arachis duranensis]DOF37_ARATH,RecName: Full=Dof zinc finger protein DOF3.7; Short=AtDOF3.7; AltName: Full=Dof affecting germination 1; AltName: Full=RolB domain B factor a; AltName: Full=Transcription factor BBFa; Short=AtBBFa;I3SV35_LOTJA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK44127.1};

-- --dof zinc finger protein DOF2.2 isoform X1 [Arachis duranensis]--A0A1U8JFP6_GOSHI,SubName: Full=dof zinc finger protein DOF2.2-like isoform X1 {ECO:0000313|RefSeq:XP_016689061.1};

-- At1g51700dof zinc finger protein DOF1.7-like [Arachis duranensis]DOF17_ARATH,RecName: Full=Dof zinc finger protein DOF1.7; Short=AtDOF1.7;A0A0B5JL37_CAJCA,SubName: Full=Dof protein {ECO:0000313|EMBL:DAA64926.1}; SubName: Full=Dof zinc finger protein DOF1.7 {ECO:0000313|EMBL:KYP58360.1}; SubName: Full=Dof19 {ECO:0000313|EMBL:AJG01739.1};

-- At2g34140dof zinc finger protein DOF1.5 [Arachis ipaensis]CDF4_ARATH,RecName: Full=Cyclic dof factor 4; AltName: Full=Dof zinc finger protein DOF2.3; Short=AtDOF2.3;A0A1J7GV31_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV91978.1};

-- At5g62940dof zinc finger protein DOF5.6 isoform X1 [Arachis duranensis]DOF56_ARATH,RecName: Full=Dof zinc finger protein DOF5.6; Short=AtDOF5.6;A0A1S3U1G8_VIGRR,SubName: Full=dof zinc finger protein DOF5.6-like {ECO:0000313|RefSeq:XP_014499844.1};

-- At3g61850dof zinc finger protein DOF1.4 isoform X1 [Arachis ipaensis]DOF37_ARATH,RecName: Full=Dof zinc finger protein DOF3.7; Short=AtDOF3.7; AltName: Full=Dof affecting germination 1; AltName: Full=RolB domain B factor a; AltName: Full=Transcription factor BBFa; Short=AtBBFa;B9RBB8_RICCO,SubName: Full=Zinc finger protein, putative {ECO:0000313|EMBL:EEF50839.1};

-- At5g62940dof zinc finger protein DOF5.6 isoform X1 [Arachis duranensis]DOF56_ARATH,RecName: Full=Dof zinc finger protein DOF5.6; Short=AtDOF5.6;V7AZL4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW10068.1};

-- At2g34140dof zinc finger protein DOF1.5-like [Arachis duranensis]CDF4_ARATH,RecName: Full=Cyclic dof factor 4; AltName: Full=Dof zinc finger protein DOF2.3; Short=AtDOF2.3;A0A0S3QZ55_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT73624.1};

-- --dof zinc finger protein DOF5.6 [Arachis ipaensis]DOF56_ARATH,RecName: Full=Dof zinc finger protein DOF5.6; Short=AtDOF5.6;A0A1S3U1G8_VIGRR,SubName: Full=dof zinc finger protein DOF5.6-like {ECO:0000313|RefSeq:XP_014499844.1};

-- At2g28510dof zinc finger protein DOF3.2 isoform X1 [Arachis duranensis]DOF21_ARATH,RecName: Full=Dof zinc finger protein DOF2.1; Short=AtDOF2.1;A0A1S3VKB9_VIGRR,SubName: Full=dof zinc finger protein DOF2.1-like {ECO:0000313|RefSeq:XP_014518806.1};

-- --dof zinc finger protein DOF2.5 isoform X1 [Arachis ipaensis]--I3SV35_LOTJA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK44127.1};

-- At3g61850dof zinc finger protein DOF3.7 [Arachis duranensis]DOF37_ARATH,RecName: Full=Dof zinc finger protein DOF3.7; Short=AtDOF3.7; AltName: Full=Dof affecting germination 1; AltName: Full=RolB domain B factor a; AltName: Full=Transcription factor BBFa; Short=AtBBFa;G7J7H3_MEDTR,SubName: Full=Dof-type zinc finger DNA-binding family protein {ECO:0000313|EMBL:AES72534.2};

-- At3g61850dof zinc finger protein DOF3.7 [Arachis ipaensis]DOF46_ARATH,RecName: Full=Dof zinc finger protein DOF4.6; Short=AtDOF4.6;A0A0S3REK8_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT78863.1};



-- --dof zinc finger protein DOF1.4 [Arachis duranensis]--B4UW58_ARAHY,SubName: Full=DNA-binding with one finger 3 protein {ECO:0000313|EMBL:ACF74278.1}; Flags: Fragment;

-- At3g61850dof zinc finger protein DOF1.4 isoform X1 [Arachis ipaensis]DOF37_ARATH,RecName: Full=Dof zinc finger protein DOF3.7; Short=AtDOF3.7; AltName: Full=Dof affecting germination 1; AltName: Full=RolB domain B factor a; AltName: Full=Transcription factor BBFa; Short=AtBBFa;B9RBB8_RICCO,SubName: Full=Zinc finger protein, putative {ECO:0000313|EMBL:EEF50839.1};

-- At2g37590dof zinc finger protein DOF2.2 [Arachis ipaensis]DOF24_ARATH,RecName: Full=Dof zinc finger protein DOF2.4; Short=AtDOF2.4;A0A1S3TTM6_VIGRR,SubName: Full=dof zinc finger protein DOF3.6-like {ECO:0000313|RefSeq:XP_014497141.1};

-- At1g28310dof zinc finger protein DOF2.2 isoform X2 [Arachis ipaensis]DOF14_ARATH,RecName: Full=Dof zinc finger protein DOF1.4; Short=AtDOF1.4;A0A291FGE3_ALLCE,SubName: Full=Cycling dof factor 2 {ECO:0000313|EMBL:ATG31849.1}; Flags: Fragment;

-- At3g50870GATA transcription factor 18 [Arachis duranensis]GAT18_ARATH,RecName: Full=GATA transcription factor 18;K7LNF5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH28681.1, ECO:0000313|EnsemblPlants:GLYMA11G07350.2};

-- --GATA transcription factor 8 [Arachis ipaensis]--A0A0S3SNY1_PHAAN,RecName: Full=GATA transcription factor {ECO:0000256|PIRNR:PIRNR016992};

-- At3g06740GATA transcription factor 16 [Arachis duranensis]GAT15_ARATH,RecName: Full=GATA transcription factor 15;G7KWI0_MEDTR,SubName: Full=GATA type zinc finger transcription factor family protein {ECO:0000313|EMBL:AES82392.1};

-- At4g32890GATA transcription factor 2 [Arachis ipaensis]GATA9_ARATH,RecName: Full=GATA transcription factor 9;V7CYD3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW33921.1};

-- At4g32890GATA transcription factor 2 [Arachis duranensis]GATA9_ARATH,RecName: Full=GATA transcription factor 9;V7CYD3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW33921.1};

-- --GATA transcription factor 8 [Arachis duranensis]--A0A0S3SNY1_PHAAN,RecName: Full=GATA transcription factor {ECO:0000256|PIRNR:PIRNR016992};

-- --GATA transcription factor 9 [Arachis ipaensis]GATA9_ARATH,RecName: Full=GATA transcription factor 9;V7ASR6_PHAVU,RecName: Full=GATA transcription factor {ECO:0000256|PIRNR:PIRNR016992};

K17895: GATA3; GATA-binding protein 3At4g32890GATA transcription factor 1-like [Arachis duranensis]GATA9_ARATH,RecName: Full=GATA transcription factor 9;A0A0R0I1E4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33499.1};

-- At4g00180axial regulator YABBY 1 [Arachis duranensis]YAB3_ARATH,RecName: Full=Axial regulator YABBY 3;A0A1J7GKK4_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW00956.1};

-- At1g03840protein indeterminate-domain 2 [Arachis ipaensis]IDD3_ARATH,RecName: Full=Zinc finger protein MAGPIE {ECO:0000303|PubMed:17785527}; AltName: Full=Protein indeterminate-domain 3 {ECO:0000303|PubMed:16784536};A0A0S3SQM9_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT95063.1};

-- At1g26610uncharacterized protein LOC107481425 [Arachis duranensis]--A0A1J7G1A1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV94219.1};

-- At1g26610uncharacterized protein LOC107634772 [Arachis ipaensis]--V7CKF3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30619.1};

-- At1g66500polyadenylation and cleavage factor homolog 4 [Arachis ipaensis]PCFS4_ARATH,RecName: Full=Polyadenylation and cleavage factor homolog 4 {ECO:0000305};K7LLB9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH35572.1, ECO:0000313|EnsemblPlants:GLYMA10G39710.5};

-- At1g66140zinc finger protein 4 [Arachis ipaensis]ZFP4_ARATH,RecName: Full=Zinc finger protein 4 {ECO:0000305};I1JHU2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH72945.1, ECO:0000313|EnsemblPlants:GLYMA02G40960.3};

-- At1g02030zinc finger protein ZAT1-like [Arachis ipaensis]ZAT1_ARATH,RecName: Full=Zinc finger protein ZAT1;G7JIV8_MEDTR,SubName: Full=C2H2-type zinc-finger protein, putative {ECO:0000313|EMBL:AES90901.1};

-- At1g26610putative cell division cycle ATPase isoform X1 [Arachis ipaensis]--K7K213_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH75014.1, ECO:0000313|EnsemblPlants:GLYMA01G06880.2};

-- At2g28200zinc finger protein ZAT5 [Arachis ipaensis]ZAT5_ARATH,RecName: Full=Zinc finger protein ZAT5;B1PMD1_ARAHY,SubName: Full=Zinc finger protein ZFP133 {ECO:0000313|EMBL:ACA51023.1};

-- At2g28710zinc finger protein ZAT12 [Arachis ipaensis]ZAT12_ARATH,RecName: Full=Zinc finger protein ZAT12; AltName: Full=Protein RESPONSIVE TO HIGH LIGHT 41;A0A1S3TUP3_VIGRR,SubName: Full=zinc finger protein ZAT12 {ECO:0000313|RefSeq:XP_014497472.1};

-- At5g54630uncharacterized protein LOC107613636 [Arachis ipaensis]--A0A1J7H055_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW05964.1};

-- At5g67050uncharacterized protein LOC107626793 [Arachis ipaensis]--A0A151RSN1_CAJCA,SubName: Full=Feruloyl esterase A {ECO:0000313|EMBL:KYP45547.1};

-- At5g66730protein indeterminate-domain 1 [Arachis duranensis]IDD1_ARATH,RecName: Full=Protein indeterminate-domain 1 {ECO:0000303|PubMed:16784536}; AltName: Full=Protein ENHYDROUS {ECO:0000303|PubMed:21571950};A0A061FDF7_THECC,SubName: Full=C2H2-like zinc finger protein {ECO:0000313|EMBL:EOY14712.1};

-- At1g08290zinc finger protein WIP3 [Arachis ipaensis]ZWIP3_ARATH,RecName: Full=Zinc finger protein WIP3; AltName: Full=WIP-domain protein 3 {ECO:0000303|PubMed:11782451}; Short=AtWIP3 {ECO:0000303|PubMed:11782451};V7AJY0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW04416.1};

K12309: GLB1, ELNR1; beta-galactosidase [EC:3.2.1.23]At1g55110protein indeterminate-domain 11 [Arachis ipaensis]IDD7_ARATH,RecName: Full=Protein indeterminate-domain 7 {ECO:0000303|PubMed:16784536};A0A0S3SZN7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT98390.1};

-- At1g02030zinc finger protein ZAT1-like [Arachis duranensis]ZAT1_ARATH,RecName: Full=Zinc finger protein ZAT1;G7JIV8_MEDTR,SubName: Full=C2H2-type zinc-finger protein, putative {ECO:0000313|EMBL:AES90901.1};

-- At1g47860_1uncharacterized protein LOC107493257 [Arachis duranensis]--A0A1S3U9L1_VIGRR,SubName: Full=uncharacterized protein LOC106763069 {ECO:0000313|RefSeq:XP_014502723.1};

-- At5g54630uncharacterized protein LOC107613636 [Arachis ipaensis]--A0A1J7H055_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW05964.1};

K14011: UBXN6, UBXD1; UBX domain-containing protein 6At2g01650plant UBX domain-containing protein 2 [Arachis ipaensis]PUX2_ARATH,RecName: Full=Plant UBX domain-containing protein 2 {ECO:0000303|Ref.8}; Short=PUX2 {ECO:0000303|Ref.8}; AltName: Full=AtPUB3 {ECO:0000303|PubMed:11587532}; AltName: Full=CDC48-interacting UBX-domain protein 2 {ECO:0000312|EMBL:AAS78924.1};G7LAI2_MEDTR,SubName: Full=Plant UBX domain protein {ECO:0000313|EMBL:AET05390.1};

-- At3g53600zinc finger protein ZAT12-like [Arachis ipaensis]ZAT11_ARATH,RecName: Full=Zinc finger protein ZAT11;Q4FH86_SOYBN,SubName: Full=C2H2 transcription factor {ECO:0000313|EMBL:AAZ03389.1};

-- At1g03840zinc finger protein JACKDAW [Arachis duranensis]IDD10_ARATH,RecName: Full=Zinc finger protein JACKDAW; AltName: Full=ID1-like zinc finger protein 3 {ECO:0000303|Ref.2}; AltName: Full=Protein indeterminate-domain 10 {ECO:0000303|PubMed:16784536};A0A0S3RYN0_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT85701.1};

-- At1g26610uncharacterized protein LOC107489539 [Arachis duranensis]--A0A0B2P320_GLYSO,SubName: Full=Zinc finger protein ZAT9 {ECO:0000313|EMBL:KHN03635.1};

-- At3g45260protein indeterminate-domain 9 [Arachis duranensis]IDD9_ARATH,RecName: Full=Protein indeterminate-domain 9 {ECO:0000303|PubMed:16784536}; AltName: Full=ID1-like zinc finger protein 1 {ECO:0000303|Ref.1};G7JPG1_MEDTR,SubName: Full=C2H2 and C2HC zinc finger protein, putative {ECO:0000313|EMBL:AES88616.2};

-- --uncharacterized protein LOC107482397 isoform X1 [Arachis duranensis]--A0A151R6Q0_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP38308.1};

K14011: UBXN6, UBXD1; UBX domain-containing protein 6At2g01650plant UBX domain-containing protein 2 [Arachis duranensis]PUX2_ARATH,RecName: Full=Plant UBX domain-containing protein 2 {ECO:0000303|Ref.8}; Short=PUX2 {ECO:0000303|Ref.8}; AltName: Full=AtPUB3 {ECO:0000303|PubMed:11587532}; AltName: Full=CDC48-interacting UBX-domain protein 2 {ECO:0000312|EMBL:AAS78924.1};G7LAI2_MEDTR,SubName: Full=Plant UBX domain protein {ECO:0000313|EMBL:AET05390.1};

-- At3g60580zinc finger protein ZAT9 [Arachis ipaensis]ZAT9_ARATH,RecName: Full=Zinc finger protein ZAT9;A0A0S3SXG4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT97623.1};

-- At2g29660uncharacterized protein LOC107608029 [Arachis ipaensis]--I1N022_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG98330.1, ECO:0000313|EnsemblPlants:GLYMA18G07330.1};

-- At1g03840zinc finger protein JACKDAW [Arachis duranensis]IDD10_ARATH,RecName: Full=Zinc finger protein JACKDAW; AltName: Full=ID1-like zinc finger protein 3 {ECO:0000303|Ref.2}; AltName: Full=Protein indeterminate-domain 10 {ECO:0000303|PubMed:16784536};I1JPL1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH67672.1, ECO:0000313|EnsemblPlants:GLYMA03G33700.1};

-- At1g66140LOW QUALITY PROTEIN: zinc finger protein 4 [Arachis duranensis]ZFP4_ARATH,RecName: Full=Zinc finger protein 4 {ECO:0000305};I1JHU2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH72945.1, ECO:0000313|EnsemblPlants:GLYMA02G40960.3};

-- 7294223hypothetical protein CDL12_13213 [Handroanthus impetiginosus]--A0A2G9H9G5_9LAMI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:PIN14156.1};

-- --protein indeterminate-domain 2-like [Arachis duranensis]--I1LBB3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33908.1, ECO:0000313|EnsemblPlants:GLYMA10G29390.1};

-- At1g80730zinc finger protein 1 [Arachis ipaensis]ZFP1_ARATH,RecName: Full=Zinc finger protein 1 {ECO:0000305}; Short=AtZFP1 {ECO:0000303|PubMed:8980531};I1JU87_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH61695.1, ECO:0000313|EnsemblPlants:GLYMA04G06660.1};

-- At5g52010uncharacterized protein LOC107605650 [Arachis ipaensis]--A0A1R3I8J4_COCAP,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO78884.1};



-- At3g18030probable phosphopantothenoylcysteine decarboxylase isoform X2 [Arachis ipaensis]HAL3A_ARATH,RecName: Full=Phosphopantothenoylcysteine decarboxylase; Short=PPCDC; EC=4.1.1.36; AltName: Full=AtCoaC1; AltName: Full=Halotolerance protein Hal3a; Short=AtHal3a;A0A0B2P1C7_GLYSO,SubName: Full=Phosphopantothenoylcysteine decarboxylase {ECO:0000313|EMBL:KHN03161.1}; EC=4.1.1.36 {ECO:0000313|EMBL:KHN03161.1};

-- At2g28200zinc finger protein ZAT5 [Arachis ipaensis]ZAT5_ARATH,RecName: Full=Zinc finger protein ZAT5;I1LKZ1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA11G19830.1};

-- At1g08290zinc finger protein WIP3 [Arachis ipaensis]ZWIP3_ARATH,RecName: Full=Zinc finger protein WIP3; AltName: Full=WIP-domain protein 3 {ECO:0000303|PubMed:11782451}; Short=AtWIP3 {ECO:0000303|PubMed:11782451};V7AJY0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW04416.1};

-- At3g45260protein indeterminate-domain 9 [Arachis ipaensis]IDD9_ARATH,RecName: Full=Protein indeterminate-domain 9 {ECO:0000303|PubMed:16784536}; AltName: Full=ID1-like zinc finger protein 1 {ECO:0000303|Ref.1};G7JPG1_MEDTR,SubName: Full=C2H2 and C2HC zinc finger protein, putative {ECO:0000313|EMBL:AES88616.2};

-- At2g28200zinc finger protein ZAT5-like [Arachis duranensis]ZAT5_ARATH,RecName: Full=Zinc finger protein ZAT5;I1LKZ1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA11G19830.1};

-- At1g21570uncharacterized protein LOC107460707 isoform X1 [Arachis duranensis]C3H7_ARATH,RecName: Full=Zinc finger CCCH domain-containing protein 7; Short=AtC3H7; EC=3.1.-.-; AltName: Full=AtSmicl;A0A151UBK6_CAJCA,SubName: Full=Zinc finger CCCH domain-containing protein 7 {ECO:0000313|EMBL:KYP76693.1};

K10260: FBXW7, SEL10; F-box and WD-40 domain protein 7At5g51980zinc finger CCCH domain-containing protein 48-like [Arachis ipaensis]C3H48_ARATH,RecName: Full=Zinc finger CCCH domain-containing protein 48; Short=AtC3H48; AltName: Full=Zinc finger CCCH domain and WD40 repeat-containing protein 1;I1MB97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17014.1, ECO:0000313|EnsemblPlants:GLYMA14G37100.1};

K10260: FBXW7, SEL10; F-box and WD-40 domain protein 7At5g51980zinc finger CCCH domain-containing protein 48-like isoform X2 [Arachis ipaensis]C3H48_ARATH,RecName: Full=Zinc finger CCCH domain-containing protein 48; Short=AtC3H48; AltName: Full=Zinc finger CCCH domain and WD40 repeat-containing protein 1;I1MB97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17014.1, ECO:0000313|EnsemblPlants:GLYMA14G37100.1};

K15687: MKRN; E3 ubiquitin-protein ligase makorin [EC:2.3.2.27]Hs8850223E3 ubiquitin-protein ligase makorin isoform X1 [Arachis duranensis]C3H41_ORYSJ,RecName: Full=E3 ubiquitin-protein ligase makorin; EC=2.3.2.27 {ECO:0000305}; AltName: Full=RING-type E3 ubiquitin transferase makorin {ECO:0000305}; AltName: Full=Zinc finger CCCH domain-containing protein 41; Short=OsC3H41;I1MJM7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH13923.1, ECO:0000313|EnsemblPlants:GLYMA15G42820.1};

K21776: LIN54; protein lin-54At4g14770protein tesmin/TSO1-like CXC 2 isoform X2 [Arachis ipaensis]TCX2_ARATH,RecName: Full=Protein tesmin/TSO1-like CXC 2; Short=AtTCX2; AltName: Full=Protein TSO1-like 2; Short=Protein SOL2;I1JAR5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH77830.1, ECO:0000313|EnsemblPlants:GLYMA01G44670.1};

-- At1g28050zinc finger protein CONSTANS-LIKE 14-like [Arachis ipaensis]COL15_ARATH,RecName: Full=Zinc finger protein CONSTANS-LIKE 15;A0A0R0FUL9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06867.1};

-- At4g38960B-box zinc finger protein 19 [Arachis ipaensis]BBX19_ARATH,RecName: Full=B-box zinc finger protein 19 {ECO:0000303|PubMed:19920209}; AltName: Full=Protein DOUBLE B-BOX 1B; AltName: Full=Protein SALT TOLERANCE HOMOLOG 5;V7AI33_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW03746.1};

-- At4g38960B-box zinc finger protein 19 [Arachis ipaensis]BBX19_ARATH,RecName: Full=B-box zinc finger protein 19 {ECO:0000303|PubMed:19920209}; AltName: Full=Protein DOUBLE B-BOX 1B; AltName: Full=Protein SALT TOLERANCE HOMOLOG 5;V7AI33_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW03746.1};

K14803: PTC2_3; protein phosphatase PTC2/3 [EC:3.1.3.16]At2g25620probable protein phosphatase 2C 27 [Arachis duranensis]P2C27_ORYSJ,RecName: Full=Probable protein phosphatase 2C 27; Short=OsPP2C27; EC=3.1.3.16;A0A1S2YQL9_CICAR,SubName: Full=probable protein phosphatase 2C 27 {ECO:0000313|RefSeq:XP_004508403.1};

K09391: E2F7_8; transcription factor E2F7/8At3g48160E2F transcription factor-like E2FE [Arachis duranensis]E2FE_ARATH,RecName: Full=E2F transcription factor-like E2FE; AltName: Full=DP-E2F-like protein 1; AltName: Full=E2F-like repressor E2L3;A0A1S3UMK7_VIGRR,SubName: Full=E2F transcription factor-like E2FE isoform X2 {ECO:0000313|RefSeq:XP_014507184.1};

K09391: E2F7_8; transcription factor E2F7/8At3g48160E2F transcription factor-like E2FE [Arachis duranensis]E2FE_ARATH,RecName: Full=E2F transcription factor-like E2FE; AltName: Full=DP-E2F-like protein 1; AltName: Full=E2F-like repressor E2L3;A0A151R8W6_CAJCA,SubName: Full=Transcription factor E2F7 {ECO:0000313|EMBL:KYP38992.1};

K09391: E2F7_8; transcription factor E2F7/8At3g48160E2F transcription factor-like E2FE [Arachis duranensis]E2FE_ARATH,RecName: Full=E2F transcription factor-like E2FE; AltName: Full=DP-E2F-like protein 1; AltName: Full=E2F-like repressor E2L3;A0A151R8W6_CAJCA,SubName: Full=Transcription factor E2F7 {ECO:0000313|EMBL:KYP38992.1};

-- At4g38180protein FAR1-RELATED SEQUENCE 5-like [Arachis duranensis]FRS5_ARATH,RecName: Full=Protein FAR1-RELATED SEQUENCE 5;A0A151RQA5_CAJCA,SubName: Full=Protein FAR1-RELATED SEQUENCE 5 {ECO:0000313|EMBL:KYP44692.1}; Flags: Fragment;

K14491: ARR-B; two-component response regulator ARR-B familyAt1g67710two-component response regulator ARR11 isoform X1 [Arachis ipaensis]ORR26_ORYSJ,RecName: Full=Two-component response regulator ORR26 {ECO:0000305}; AltName: Full=OsRRB6 {ECO:0000303|PubMed:16891544};A0A0B2QVM4_GLYSO,SubName: Full=Two-component response regulator ARR11 {ECO:0000313|EMBL:KHN24104.1};

K14491: ARR-B; two-component response regulator ARR-B familyAt1g67710two-component response regulator ARR11 isoform X1 [Arachis ipaensis]ORR26_ORYSJ,RecName: Full=Two-component response regulator ORR26 {ECO:0000305}; AltName: Full=OsRRB6 {ECO:0000303|PubMed:16891544};A0A0B2QVM4_GLYSO,SubName: Full=Two-component response regulator ARR11 {ECO:0000313|EMBL:KHN24104.1};

-- --transcription repressor KAN1-like [Arachis duranensis]--A0A0S3QZ88_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT73614.1};

-- At5g16560transcription repressor KAN1-like isoform X1 [Arachis ipaensis]KAN1_ARATH,RecName: Full=Transcription repressor KAN1; AltName: Full=Protein KANADI 1;A0A1S2YD63_CICAR,SubName: Full=transcription repressor KAN1 isoform X3 {ECO:0000313|RefSeq:XP_004503105.1};

-- At2g03500transcription factor HHO5 isoform X1 [Arachis ipaensis]########I1J945_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76947.1, ECO:0000313|EnsemblPlants:GLYMA01G39040.1};

-- At2g20570transcription activator GLK1 isoform X1 [Arachis duranensis]GLK1_ARATH,RecName: Full=Transcription activator GLK1; AltName: Full=GBF'S PRO-RICH REGION-INTERACTING factor 1; AltName: Full=Golden2-like protein 1; Short=AtGLK1;A0A151SET7_CAJCA,SubName: Full=Two-component response regulator-like APRR2 {ECO:0000313|EMBL:KYP53354.1};

-- --transcription factor HRS1 [Arachis ipaensis]########A0A072UPI8_MEDTR,SubName: Full=Myb-like transcription factor family protein {ECO:0000313|EMBL:KEH30918.1};

-- At4g28610protein PHOSPHATE STARVATION RESPONSE 1 [Arachis ipaensis]PHR1_ARATH,RecName: Full=Protein PHOSPHATE STARVATION RESPONSE 1 {ECO:0000303|PubMed:11511543}; Short=AtPHR1 {ECO:0000303|PubMed:11511543};A0A1S2XWH7_CICAR,SubName: Full=protein PHR1-LIKE 1 {ECO:0000313|RefSeq:XP_004495581.1};

-- At1g25550transcription factor HRS1 [Arachis ipaensis]HHO3_ARATH,RecName: Full=Transcription factor HHO3 {ECO:0000305}; AltName: Full=MYB-domain transcription factor HHO3 {ECO:0000305}; AltName: Full=Protein HRS1 HOMOLOG 3 {ECO:0000305};A0A151SE10_CAJCA,SubName: Full=Two-component response regulator ARR2 {ECO:0000313|EMBL:KYP53013.1};

-- --transcription repressor KAN1 [Arachis duranensis]KAN1_ARATH,RecName: Full=Transcription repressor KAN1; AltName: Full=Protein KANADI 1;K7M8D2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17301.1, ECO:0000313|EnsemblPlants:GLYMA14G39260.2};

-- --transcription repressor KAN1-like [Arachis ipaensis]--A0A2C9WDH3_MANES,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OAY57218.1};

-- At1g68670transcription factor HHO3 [Arachis ipaensis]HHO2_ARATH,RecName: Full=Transcription factor HHO2 {ECO:0000305}; AltName: Full=MYB-domain transcription factor HHO2 {ECO:0000305}; AltName: Full=Protein HRS1 HOMOLOG 2 {ECO:0000303|PubMed:27016098};A0A1J7HIQ6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW02257.1};

-- At5g45580myb family transcription factor PHL11 [Arachis duranensis]PHLB_ARATH,RecName: Full=Myb family transcription factor PHL11 {ECO:0000305}; AltName: Full=Protein PHR1-LIKE 11 {ECO:0000305};V7CLJ1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30193.1};

K14491: ARR-B; two-component response regulator ARR-B familyAt2g25180two-component response regulator ARR12 isoform X1 [Arachis ipaensis]ORR22_ORYSJ,RecName: Full=Two-component response regulator ORR22 {ECO:0000305}; AltName: Full=OsRRB4 {ECO:0000303|PubMed:16891544};I1K8P7_SOYBN,RecName: Full=Two-component response regulator {ECO:0000256|PIRNR:PIRNR036392};

-- At5g16560transcription repressor KAN1 isoform X2 [Arachis duranensis]KAN1_ARATH,RecName: Full=Transcription repressor KAN1; AltName: Full=Protein KANADI 1;A0A1S2YD63_CICAR,SubName: Full=transcription repressor KAN1 isoform X3 {ECO:0000313|RefSeq:XP_004503105.1};

-- At2g20570transcription activator GLK1 isoform X1 [Arachis ipaensis]GLK1_ARATH,RecName: Full=Transcription activator GLK1; AltName: Full=GBF'S PRO-RICH REGION-INTERACTING factor 1; AltName: Full=Golden2-like protein 1; Short=AtGLK1;A0A151SET7_CAJCA,SubName: Full=Two-component response regulator-like APRR2 {ECO:0000313|EMBL:KYP53354.1};

-- At5g06800myb family transcription factor PHL5 isoform X2 [Arachis duranensis]PHL5_ARATH,RecName: Full=Myb family transcription factor PHL5 {ECO:0000305}; AltName: Full=Protein PHR1-LIKE 5 {ECO:0000305};K7MYF6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG95366.1, ECO:0000313|EnsemblPlants:GLYMA19G32841.1};

-- At4g18020two-component response regulator-like APRR2 isoform X1 [Arachis duranensis]APRR2_ARATH,RecName: Full=Two-component response regulator-like APRR2; AltName: Full=Pseudo-response regulator 2; AltName: Full=TOC2 protein;A0A151QZG9_CAJCA,SubName: Full=Two-component response regulator-like APRR2 {ECO:0000313|EMBL:KYP35731.1};

-- At2g01060myb family transcription factor PHL7-like isoform X1 [Arachis ipaensis]PHL7_ARATH,RecName: Full=Myb family transcription factor PHL7 {ECO:0000305}; AltName: Full=Protein PHR1-LIKE 7 {ECO:0000305};A0A151QXJ0_CAJCA,SubName: Full=Myb family transcription factor APL {ECO:0000313|EMBL:KYP34979.1};

-- At2g03500transcription factor HHO5 isoform X1 [Arachis ipaensis]########I1J945_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76947.1, ECO:0000313|EnsemblPlants:GLYMA01G39040.1};

-- At4g28610protein PHOSPHATE STARVATION RESPONSE 1 [Arachis ipaensis]PHR1_ARATH,RecName: Full=Protein PHOSPHATE STARVATION RESPONSE 1 {ECO:0000303|PubMed:11511543}; Short=AtPHR1 {ECO:0000303|PubMed:11511543};A0A1S2XWH7_CICAR,SubName: Full=protein PHR1-LIKE 1 {ECO:0000313|RefSeq:XP_004495581.1};

-- At1g68670transcription factor HHO3 [Arachis duranensis]HHO2_ARATH,RecName: Full=Transcription factor HHO2 {ECO:0000305}; AltName: Full=MYB-domain transcription factor HHO2 {ECO:0000305}; AltName: Full=Protein HRS1 HOMOLOG 2 {ECO:0000303|PubMed:27016098};A0A1J7HIQ6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW02257.1};

-- At1g69580myb family transcription factor PHL8 [Arachis duranensis]PHL8_ARATH,RecName: Full=Myb family transcription factor PHL8 {ECO:0000305}; AltName: Full=Protein PHR1-LIKE 8 {ECO:0000305};A0A1S3VPX9_VIGRR,SubName: Full=uncharacterized protein LOC106777111 {ECO:0000313|RefSeq:XP_014520124.1};

-- At1g25550transcription factor HRS1 [Arachis duranensis]HHO3_ARATH,RecName: Full=Transcription factor HHO3 {ECO:0000305}; AltName: Full=MYB-domain transcription factor HHO3 {ECO:0000305}; AltName: Full=Protein HRS1 HOMOLOG 3 {ECO:0000305};I1NHL8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG92028.1, ECO:0000313|EnsemblPlants:GLYMA20G32770.1};

-- At2g30090probable N-acetyltransferase HLS1 isoform X1 [Arachis ipaensis]HLS1L_ARATH,RecName: Full=Probable N-acetyltransferase HLS1-like; EC=2.3.1.-;A0A1J7IQB4_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16495.1};

-- At2g23060probable N-acetyltransferase HLS1 isoform X1 [Arachis ipaensis]HLS1L_ARATH,RecName: Full=Probable N-acetyltransferase HLS1-like; EC=2.3.1.-;A0A0S3R5B7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT75677.1};

-- At2g23060probable N-acetyltransferase HLS1 isoform X1 [Arachis duranensis]HLS1L_ARATH,RecName: Full=Probable N-acetyltransferase HLS1-like; EC=2.3.1.-;A0A0S3R5B7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT75677.1};



-- At2g41450_1uncharacterized protein LOC107645523 isoform X1 [Arachis ipaensis]--A0A0B2RA15_GLYSO,SubName: Full=PAX-interacting protein 1 {ECO:0000313|EMBL:KHN30400.1};

-- At2g41450_1uncharacterized protein LOC107492657 [Arachis duranensis]--A0A0B2RA15_GLYSO,SubName: Full=PAX-interacting protein 1 {ECO:0000313|EMBL:KHN30400.1};

-- At4g37580probable N-acetyltransferase HLS1 [Arachis ipaensis]HLS1_ARATH,RecName: Full=Probable N-acetyltransferase HLS1; EC=2.3.1.-; AltName: Full=Protein CONSTITUTIVE PHOTOMORPHOGENIC 3; AltName: Full=Protein HOOKLESS 1; AltName: Full=Protein UNUSUAL SUGAR RESPONSE 2;V7AQI8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW07819.1};

-- At3g22560uncharacterized protein LOC107491853 [Arachis duranensis]--A0A151TXG8_CAJCA,SubName: Full=Putative N-acetyltransferase yoaA {ECO:0000313|EMBL:KYP71767.1}; EC=2.3.1.- {ECO:0000313|EMBL:KYP71767.1};

-- At5g11340uncharacterized protein LOC107630471 isoform X2 [Arachis ipaensis]MAK3_ARATH,RecName: Full=N-alpha-acetyltransferase MAK3; EC=2.3.1.256 {ECO:0000303|PubMed:12897255}; AltName: Full=N-acetyltransferase MAK3 homolog; Short=AtMAK3; AltName: Full=Protein PHOTOSYNTHESIS ALTERED MUTANT 21;I3S0Y4_LOTJA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK33926.1};

-- At4g19980hypothetical protein TanjilG_09582 [Lupinus angustifolius]--A0A1J7FPG1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV89907.1};

-- At4g37580probable N-acetyltransferase HLS1 [Arachis duranensis]HLS1_ARATH,RecName: Full=Probable N-acetyltransferase HLS1; EC=2.3.1.-; AltName: Full=Protein CONSTITUTIVE PHOTOMORPHOGENIC 3; AltName: Full=Protein HOOKLESS 1; AltName: Full=Protein UNUSUAL SUGAR RESPONSE 2;V7AQI8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW07819.1};

-- At2g30090probable N-acetyltransferase HLS1-like isoform X1 [Arachis duranensis]HLS1L_ARATH,RecName: Full=Probable N-acetyltransferase HLS1-like; EC=2.3.1.-;A0A1J7IQB4_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16495.1};

-- Hs7661604N-acetyltransferase 9-like protein [Arachis ipaensis]--A0A151RKG0_CAJCA,SubName: Full=N-acetyltransferase 9-like protein {ECO:0000313|EMBL:KYP43029.1};

-- At1g07530scarecrow-like protein 14 [Arachis duranensis]SCL14_ARATH,RecName: Full=Scarecrow-like protein 14; Short=AtSCL14; AltName: Full=GRAS family protein 2; Short=AtGRAS-2;A0A1S3EBE2_CICAR,SubName: Full=scarecrow-like protein 14 {ECO:0000313|RefSeq:XP_012572738.1};

-- At1g07530LOW QUALITY PROTEIN: uncharacterized protein LOC107612146 [Arachis ipaensis]SCL14_ARATH,RecName: Full=Scarecrow-like protein 14; Short=AtSCL14; AltName: Full=GRAS family protein 2; Short=AtGRAS-2;A0A1J7I8K0_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09187.1};

-- At5g41920scarecrow-like protein 23 [Arachis duranensis]SCL23_ARATH,RecName: Full=Scarecrow-like protein 23; Short=AtSCL23; AltName: Full=GRAS family protein 28; Short=AtGRAS-28;A0A0S3SED0_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT91147.1};

-- At5g48150scarecrow-like transcription factor PAT1 [Arachis duranensis]PAT1_ARATH,RecName: Full=Scarecrow-like transcription factor PAT1; AltName: Full=GRAS family protein 29; Short=AtGRAS-29; AltName: Full=Protein PHYTOCHROME A SIGNAL TRANSDUCTION 1;V7BDE6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW14496.1};

-- At3g13840nodulation-signaling pathway 1 protein [Arachis duranensis]NSP1_MEDTR,RecName: Full=Nodulation-signaling pathway 1 protein;A0A1S3EDZ3_CICAR,SubName: Full=nodulation-signaling pathway 1 protein {ECO:0000313|RefSeq:XP_012574062.1};

-- At3g13960growth-regulating factor 6 isoform X1 [Arachis duranensis]GRF1_ORYSJ,RecName: Full=Growth-regulating factor 1; Short=OsGRF1; AltName: Full=Transcription activator GRF1;A0A072V671_MEDTR,SubName: Full=Growth-regulating factor-like protein {ECO:0000313|EMBL:KEH37559.1};

-- --growth-regulating factor 1 isoform X1 [Arachis ipaensis]--K7LZ00_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH19280.1, ECO:0000313|EnsemblPlants:GLYMA13G16924.1};

-- At4g37740growth-regulating factor 1 [Arachis ipaensis]GRF6_ORYSJ,RecName: Full=Growth-regulating factor 6; Short=OsGRF6; AltName: Full=Transcription activator GRF6;A0A1J7HRX6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW15560.1};

-- At3g13960growth-regulating factor 1 isoform X1 [Arachis duranensis]GRF5_ARATH,RecName: Full=Growth-regulating factor 5; Short=AtGRF5; AltName: Full=Transcription activator GRF5;A0A1S3UR30_VIGRR,SubName: Full=growth-regulating factor 1 isoform X1 {ECO:0000313|RefSeq:XP_014508379.1};

-- --growth-regulating factor 3 [Arachis duranensis]--K7K3Y3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76368.1, ECO:0000313|EnsemblPlants:GLYMA01G35145.1};

-- At3g52910growth-regulating factor 3 [Arachis ipaensis]GRF4_ARATH,RecName: Full=Growth-regulating factor 4; Short=AtGRF4; AltName: Full=Transcription activator GRF4;V7CXL5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW34859.1};

-- --growth-regulating factor 7 [Arachis duranensis]--K7M5R8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG88736.1, ECO:0000313|EnsemblPlants:GLYMA14G10100.2};

-- At3g52910growth-regulating factor 3 [Arachis duranensis]GRF4_ARATH,RecName: Full=Growth-regulating factor 4; Short=AtGRF4; AltName: Full=Transcription activator GRF4;V7CXL5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW34859.1};

-- --growth-regulating factor 1 [Arachis duranensis]--A0A151UIM6_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP79142.1};

-- At2g22840growth-regulating factor 1 [Arachis ipaensis]GRF1_ARATH,RecName: Full=Growth-regulating factor 1; Short=AtGRF1; AltName: Full=Transcription activator GRF1;K7MNJ4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH05542.1, ECO:0000313|EnsemblPlants:GLYMA17G35090.2};

-- At2g23760BEL1-like homeodomain protein 4 [Arachis duranensis]BLH4_ARATH,RecName: Full=BEL1-like homeodomain protein 4; Short=BEL1-like protein 4; AltName: Full=Protein SAWTOOTH 2;A0A061DGL1_THECC,SubName: Full=BEL1-like homeodomain protein 2 isoform 1 {ECO:0000313|EMBL:EOX91227.1};

-- At4g32980homeobox protein ATH1 isoform X2 [Arachis duranensis]ATH1_ARATH,RecName: Full=Homeobox protein ATH1;A0A0S3RPM4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT82526.1};

-- At2g23760LOW QUALITY PROTEIN: BEL1-like homeodomain protein 4 [Arachis duranensis]BLH4_ARATH,RecName: Full=BEL1-like homeodomain protein 4; Short=BEL1-like protein 4; AltName: Full=Protein SAWTOOTH 2;V4SJI2_9ROSI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESR39010.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt1g69780homeobox-leucine zipper protein ATHB-13 isoform X2 [Arachis duranensis]ATB13_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-13; AltName: Full=HD-ZIP protein ATHB-13; AltName: Full=Homeodomain transcription factor ATHB-13;A0A0B2PC40_GLYSO,SubName: Full=Homeobox-leucine zipper protein ATHB-13 {ECO:0000313|EMBL:KHN06836.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt2g34710homeobox-leucine zipper protein ATHB-14 [Arachis ipaensis]ATB14_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-14; AltName: Full=HD-ZIP protein ATHB-14; AltName: Full=Homeodomain transcription factor ATHB-14; AltName: Full=Protein PHABULOSA;A0A1S3VK68_VIGRR,SubName: Full=homeobox-leucine zipper protein ATHB-14 {ECO:0000313|RefSeq:XP_014518680.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt3g61150homeobox-leucine zipper protein ANTHOCYANINLESS 2 [Arachis duranensis]ANL2_ARATH,RecName: Full=Homeobox-leucine zipper protein ANTHOCYANINLESS 2; AltName: Full=HD-ZIP protein ANL2; AltName: Full=Homeodomain protein AHDP; AltName: Full=Homeodomain transcription factor ANL2;A0A1S3VDP6_VIGRR,SubName: Full=homeobox-leucine zipper protein ANTHOCYANINLESS 2-like isoform X1 {ECO:0000313|RefSeq:XP_014516480.1, ECO:0000313|RefSeq:XP_014516481.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt3g01470homeobox-leucine zipper protein HAT5 [Arachis ipaensis]HAT5_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT5; AltName: Full=HD-ZIP protein ATHB-1; AltName: Full=Homeodomain transcription factor ATHB-1; AltName: Full=Homeodomain-leucine zipper protein HAT5; Short=HD-ZIP protein 5;I1KCP4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH54501.1, ECO:0000313|EnsemblPlants:GLYMA06G20230.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt5g15150homeobox-leucine zipper protein HAT7 isoform X1 [Arachis duranensis]HAT7_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT7; AltName: Full=HD-ZIP protein ATHB-3; AltName: Full=Homeodomain transcription factor ATHB-3; AltName: Full=Homeodomain-leucine zipper protein HAT7; Short=HD-ZIP protein 7;A0A151RPB1_CAJCA,SubName: Full=Homeobox-leucine zipper protein HAT7 {ECO:0000313|EMBL:KYP44343.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt1g79840homeobox-leucine zipper protein GLABRA 2 [Arachis ipaensis]HGL2_ARATH,RecName: Full=Homeobox-leucine zipper protein GLABRA 2; AltName: Full=HD-ZIP protein ATHB-10; AltName: Full=Homeobox-leucine zipper protein ATHB-10;I1MCR0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH09884.1, ECO:0000313|EnsemblPlants:GLYMA15G01960.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt3g60390homeobox-leucine zipper protein HAT3 isoform X1 [Arachis ipaensis]HAT3_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT3; AltName: Full=Homeodomain-leucine zipper protein HAT3; Short=HD-ZIP protein 3;A0A1S2Z5D8_CICAR,SubName: Full=homeobox-leucine zipper protein HAT3 {ECO:0000313|RefSeq:XP_004515372.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt2g34710homeobox-leucine zipper protein ATHB-14 [Arachis ipaensis]ATB14_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-14; AltName: Full=HD-ZIP protein ATHB-14; AltName: Full=Homeodomain transcription factor ATHB-14; AltName: Full=Protein PHABULOSA;A0A1S3VK68_VIGRR,SubName: Full=homeobox-leucine zipper protein ATHB-14 {ECO:0000313|RefSeq:XP_014518680.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt1g79840homeobox-leucine zipper protein GLABRA 2 [Arachis ipaensis]HGL2_ARATH,RecName: Full=Homeobox-leucine zipper protein GLABRA 2; AltName: Full=HD-ZIP protein ATHB-10; AltName: Full=Homeobox-leucine zipper protein ATHB-10;A0A151QT10_CAJCA,SubName: Full=Homeobox-leucine zipper protein GLABRA 2 {ECO:0000313|EMBL:KYP33458.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt4g37790homeobox-leucine zipper protein HAT22 [Arachis duranensis]HAT22_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT22; AltName: Full=Homeodomain-leucine zipper protein HAT22; Short=HD-ZIP protein 22;A0A1S2YS47_CICAR,SubName: Full=homeobox-leucine zipper protein HAT22 {ECO:0000313|RefSeq:XP_004509044.1};

-- At5g06710homeobox-leucine zipper protein HAT9 isoform X3 [Arachis ipaensis]HAT22_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT22; AltName: Full=Homeodomain-leucine zipper protein HAT22; Short=HD-ZIP protein 22;A0A151TTF7_CAJCA,SubName: Full=Homeobox-leucine zipper protein HOX19 {ECO:0000313|EMBL:KYP70362.1};

-- At5g46880LOW QUALITY PROTEIN: homeobox-leucine zipper protein ROC3-like [Arachis duranensis]ROC3_ORYSI,RecName: Full=Homeobox-leucine zipper protein ROC3; AltName: Full=GLABR 2-like homeobox protein 3; AltName: Full=HD-ZIP protein ROC3; AltName: Full=Homeodomain transcription factor ROC3; AltName: Full=Protein RICE OUTERMOST CELL-SPECIFIC 3;V7CJ98_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30247.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt4g40060homeobox-leucine zipper protein ATHB-6 isoform X1 [Arachis ipaensis]ATB16_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-16; AltName: Full=HD-ZIP protein ATHB-16; AltName: Full=Homeodomain transcription factor ATHB-16;A0A1Q3B5I2_CEPFO,SubName: Full=Homeobox domain-containing protein/HALZ domain-containing protein {ECO:0000313|EMBL:GAV63258.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt4g37790homeobox-leucine zipper protein HAT22 [Arachis ipaensis]HAT22_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT22; AltName: Full=Homeodomain-leucine zipper protein HAT22; Short=HD-ZIP protein 22;A0A1S2YS47_CICAR,SubName: Full=homeobox-leucine zipper protein HAT22 {ECO:0000313|RefSeq:XP_004509044.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt3g01470homeobox-leucine zipper protein HAT5 [Arachis ipaensis]HAT5_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT5; AltName: Full=HD-ZIP protein ATHB-1; AltName: Full=Homeodomain transcription factor ATHB-1; AltName: Full=Homeodomain-leucine zipper protein HAT5; Short=HD-ZIP protein 5;A0A1S2XIY6_CICAR,SubName: Full=homeobox-leucine zipper protein HAT5 isoform X1 {ECO:0000313|RefSeq:XP_012568041.1}; SubName: Full=homeobox-leucine zipper protein HAT5 isoform X2 {ECO:0000313|RefSeq:XP_004489298.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt3g61150homeobox-leucine zipper protein ANTHOCYANINLESS 2 isoform X1 [Arachis ipaensis]ANL2_ARATH,RecName: Full=Homeobox-leucine zipper protein ANTHOCYANINLESS 2; AltName: Full=HD-ZIP protein ANL2; AltName: Full=Homeodomain protein AHDP; AltName: Full=Homeodomain transcription factor ANL2;K7LL44_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH35356.1, ECO:0000313|EnsemblPlants:GLYMA10G38280.2};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt1g05230homeobox-leucine zipper protein HDG2 [Arachis ipaensis]HDG2_ARATH,RecName: Full=Homeobox-leucine zipper protein HDG2; AltName: Full=HD-ZIP protein HDG2; AltName: Full=Homeodomain GLABRA 2-like protein 2; AltName: Full=Homeodomain transcription factor HDG2; AltName: Full=Protein HOMEODOMAIN GLABROUS 2;I1LRR5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH25399.1, ECO:0000313|EnsemblPlants:GLYMA12G10710.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt5g06710homeobox-leucine zipper protein HOX11 [Arachis ipaensis]HAT14_ARATH,RecName: Full=Homeobox-leucine zipper protein HAT14; AltName: Full=Homeodomain-leucine zipper protein HAT14; Short=HD-ZIP protein 14;A0A0B2RRA9_GLYSO,SubName: Full=Homeobox-leucine zipper protein HAT14 {ECO:0000313|EMBL:KHN35655.1};



K09338: HD-ZIP; homeobox-leucine zipper proteinAt4g40060homeobox-leucine zipper protein ATHB-6 isoform X1 [Arachis ipaensis]ATB16_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-16; AltName: Full=HD-ZIP protein ATHB-16; AltName: Full=Homeodomain transcription factor ATHB-16;A0A1Q3B5I2_CEPFO,SubName: Full=Homeobox domain-containing protein/HALZ domain-containing protein {ECO:0000313|EMBL:GAV63258.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt4g32880hypothetical protein CCACVL1_05033 [Corchorus capsularis]ATHB8_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-8; AltName: Full=HD-ZIP protein ATHB-8; AltName: Full=Homeodomain transcription factor ATHB-8;A0A1R3JN39_COCAP,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO96203.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt1g69780homeobox-leucine zipper protein ATHB-13 [Arachis ipaensis]ATB13_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-13; AltName: Full=HD-ZIP protein ATHB-13; AltName: Full=Homeodomain transcription factor ATHB-13;A0A0B2PC40_GLYSO,SubName: Full=Homeobox-leucine zipper protein ATHB-13 {ECO:0000313|EMBL:KHN06836.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt1g69780homeobox-leucine zipper protein ATHB-13 isoform X2 [Arachis duranensis]ATB13_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-13; AltName: Full=HD-ZIP protein ATHB-13; AltName: Full=Homeodomain transcription factor ATHB-13;I1J5M9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH74822.1, ECO:0000313|EnsemblPlants:GLYMA01G05230.1};

K15613: MEIS1; homeobox protein Meis1At1g62990homeobox protein HD1 [Arachis duranensis]HD1_BRANA,RecName: Full=Homeobox protein HD1;V7CM51_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30443.1};

-- At1g62360homeobox protein knotted-1-like LET6 [Arachis duranensis]HSBH1_SOYBN,RecName: Full=Homeobox protein SBH1;A0A1S3U9I7_VIGRR,SubName: Full=homeobox protein SBH1-like isoform X1 {ECO:0000313|RefSeq:XP_014502681.1};

-- At1g70510homeobox protein knotted-1-like 2 [Arachis ipaensis]KNAT6_ARATH,RecName: Full=Homeobox protein knotted-1-like 6; AltName: Full=Protein KNAT6;A0A0S3R259_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT74700.1};

-- At1g62360homeobox protein SBH1 isoform X1 [Arachis ipaensis]HSBH1_SOYBN,RecName: Full=Homeobox protein SBH1;D3IWE9_PRUPE,SubName: Full=Class I KNOX homeobox transcription factor STM-like 2 {ECO:0000313|EMBL:ADC35600.1};

K16670: MEIS2; homeobox protein Meis2At1g70510homeobox protein knotted-1-like 1 [Arachis duranensis]KNOS1_ORYSJ,RecName: Full=Homeobox protein knotted-1-like 1; AltName: Full=Homeobox protein HOS16; AltName: Full=Homeobox protein OSH6;I3SV38_LOTJA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK44130.1};

-- At1g62360homeobox protein SBH1 isoform X1 [Arachis duranensis]HSBH1_SOYBN,RecName: Full=Homeobox protein SBH1;D3IWE9_PRUPE,SubName: Full=Class I KNOX homeobox transcription factor STM-like 2 {ECO:0000313|EMBL:ADC35600.1};

K09338: HD-ZIP; homeobox-leucine zipper proteinAt4g36740homeobox-leucine zipper protein ATHB-40 isoform X2 [Arachis ipaensis]ATB40_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-40; AltName: Full=HD-ZIP protein ATHB-40; AltName: Full=Homeodomain transcription factor ATHB-40;A0A151TI40_CAJCA,SubName: Full=Homeobox-leucine zipper protein ATHB-40 {ECO:0000313|EMBL:KYP66724.1}; Flags: Fragment;

-- --homeobox-leucine zipper protein HAT14-like isoform X2 [Arachis ipaensis]-- --

K09338: HD-ZIP; homeobox-leucine zipper proteinAt4g36740homeobox-leucine zipper protein ATHB-40 [Arachis duranensis]ATB40_ARATH,RecName: Full=Homeobox-leucine zipper protein ATHB-40; AltName: Full=HD-ZIP protein ATHB-40; AltName: Full=Homeodomain transcription factor ATHB-40;A0A0K2CTJ3_SOYBN,SubName: Full=Homeodomain/HOMEOBOX transcription factor {ECO:0000313|EMBL:ALA09186.1}; Flags: Fragment;

-- At4g35550WUSCHEL-related homeobox 8 [Arachis duranensis]WOX8_ORYSJ,RecName: Full=WUSCHEL-related homeobox 8; AltName: Full=OsWOX8; AltName: Full=Protein WOX13;A0A0H3Y991_ARAHY,SubName: Full=Wuschel-related homeobox 13B1 {ECO:0000313|EMBL:AKN10292.1}; SubName: Full=Wuschel-related homeobox 13B2 {ECO:0000313|EMBL:AKN10293.1};

-- At3g11260WUSCHEL-related homeobox 5 [Arachis duranensis]WOX5_ARATH,RecName: Full=WUSCHEL-related homeobox 5;A0A0B2PZT7_GLYSO,SubName: Full=WUSCHEL-related homeobox 5 {ECO:0000313|EMBL:KHN13077.1};

-- --WUSCHEL-related homeobox 1 [Arachis ipaensis]WOX1_ARATH,RecName: Full=WUSCHEL-related homeobox 1; AltName: Full=PFS2-like protein;A0A1S3UJQ8_VIGRR,SubName: Full=WUSCHEL-related homeobox 6 {ECO:0000313|RefSeq:XP_014506266.1};

-- --WUSCHEL-related homeobox 1 [Arachis duranensis]WOX1_ARATH,RecName: Full=WUSCHEL-related homeobox 1; AltName: Full=PFS2-like protein;A0A1S3UJQ8_VIGRR,SubName: Full=WUSCHEL-related homeobox 6 {ECO:0000313|RefSeq:XP_014506266.1};

-- --WUSCHEL-related homeobox 11-like isoform X1 [Arachis duranensis]--A0A059DHD3_EUCGR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KCW89937.1};

K09273: UBTF; upstream-binding transcription factorAt4g11080high mobility group B protein 6 [Arachis ipaensis]HMG13_ARATH,RecName: Full=High mobility group B protein 13; AltName: Full=Nucleosome/chromatin assembly factor group D 13;A0A0S3QXE7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT72999.1};

K11296: HMGB3; high mobility group protein B3At5g23420high mobility group B protein 7 [Arachis ipaensis]HMGB7_ARATH,RecName: Full=High mobility group B protein 7; AltName: Full=Nucleosome/chromatin assembly factor group D 07; Short=Nucleosome/chromatin assembly factor group D 7; AltName: Full=Protein NUCLEAR FUSION DEFECTIVE 7 {ECO:0000303|PubMed:16698901};A0A1S2Y1G9_CICAR,SubName: Full=high mobility group B protein 7-like isoform X2 {ECO:0000313|RefSeq:XP_004497257.1};

K09273: UBTF; upstream-binding transcription factorAt4g11080high mobility group B protein 6 isoform X2 [Arachis duranensis]HMG13_ARATH,RecName: Full=High mobility group B protein 13; AltName: Full=Nucleosome/chromatin assembly factor group D 13;A0A0R4J3U3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH41296.1, ECO:0000313|EnsemblPlants:GLYMA08G02550.1};

-- --HMG1/2-like protein isoform X3 [Arachis duranensis]HMGB7_ARATH,RecName: Full=High mobility group B protein 7; AltName: Full=Nucleosome/chromatin assembly factor group D 07; Short=Nucleosome/chromatin assembly factor group D 7; AltName: Full=Protein NUCLEAR FUSION DEFECTIVE 7 {ECO:0000303|PubMed:16698901};A0A1S2Y1G9_CICAR,SubName: Full=high mobility group B protein 7-like isoform X2 {ECO:0000313|RefSeq:XP_004497257.1};

K09419: HSFF; heat shock transcription factor, other eukaryoteAt3g22830heat stress transcription factor A-7a [Arachis duranensis]HFA6B_ARATH,RecName: Full=Heat stress transcription factor A-6b; Short=AtHsfA6b; AltName: Full=AtHsf-07;I1N9K5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG95588.1, ECO:0000313|EnsemblPlants:GLYMA19G34210.1};

K09419: HSFF; heat shock transcription factor, other eukaryoteAt1g46264heat stress transcription factor B-4 [Arachis ipaensis]HSFB4_ARATH,RecName: Full=Heat stress transcription factor B-4; Short=AtHsfB4; AltName: Full=AtHsf-02;A0A1S3U1P6_VIGRR,SubName: Full=heat stress transcription factor B-4-like {ECO:0000313|RefSeq:XP_014499941.1};

K09419: HSFF; heat shock transcription factor, other eukaryoteAt2g41690LOW QUALITY PROTEIN: heat stress transcription factor B-3 [Arachis duranensis]HSFB3_ARATH,RecName: Full=Heat stress transcription factor B-3; Short=AtHsfB3; AltName: Full=AtHsf-05;I1JNB9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH66906.1, ECO:0000313|EnsemblPlants:GLYMA03G29190.1};

K09419: HSFF; heat shock transcription factor, other eukaryoteAt4g36990heat shock factor protein HSF24 [Arachis ipaensis]HSF24_SOLPE,RecName: Full=Heat shock factor protein HSF24; AltName: Full=Heat shock transcription factor 24; Short=HSTF 24; AltName: Full=Heat stress transcription factor;Q43457_SOYBN,SubName: Full=Heat shock transcription factor 34 {ECO:0000313|EMBL:CAA87077.1}; SubName: Full=Heat shock transcription factor HSFB1 {ECO:0000313|EMBL:AFQ93674.1};

K09419: HSFF; heat shock transcription factor, other eukaryoteAt3g22830heat stress transcription factor A-7a [Arachis duranensis]HFA6B_ARATH,RecName: Full=Heat stress transcription factor A-6b; Short=AtHsfA6b; AltName: Full=AtHsf-07;I1N9K5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG95588.1, ECO:0000313|EnsemblPlants:GLYMA19G34210.1};

K09419: HSFF; heat shock transcription factor, other eukaryoteAt2g26150heat stress transcription factor A-2 isoform X1 [Arachis ipaensis]HSF30_SOLPE,RecName: Full=Heat shock factor protein HSF30; AltName: Full=Heat shock transcription factor 30; Short=HSTF 30; AltName: Full=Heat stress transcription factor;A0A1S3U1X0_VIGRR,SubName: Full=heat shock factor protein HSF30-like {ECO:0000313|RefSeq:XP_014500015.1, ECO:0000313|RefSeq:XP_014500016.1};

-- At2g26150heat stress transcription factor A-2 isoform X1 [Arachis ipaensis]HSF30_SOLPE,RecName: Full=Heat shock factor protein HSF30; AltName: Full=Heat shock transcription factor 30; Short=HSTF 30; AltName: Full=Heat stress transcription factor;A0A0B2PBI1_GLYSO,SubName: Full=Heat stress transcription factor A-2 {ECO:0000313|EMBL:KHN06626.1};

K09419: HSFF; heat shock transcription factor, other eukaryote-- -- --A0A1S3U1P6_VIGRR,SubName: Full=heat stress transcription factor B-4-like {ECO:0000313|RefSeq:XP_014499941.1};

K09419: HSFF; heat shock transcription factor, other eukaryoteAt4g36990heat shock factor protein HSF24 [Arachis duranensis]HSF24_SOLPE,RecName: Full=Heat shock factor protein HSF24; AltName: Full=Heat shock transcription factor 24; Short=HSTF 24; AltName: Full=Heat stress transcription factor;Q43457_SOYBN,SubName: Full=Heat shock transcription factor 34 {ECO:0000313|EMBL:CAA87077.1}; SubName: Full=Heat shock transcription factor HSFB1 {ECO:0000313|EMBL:AFQ93674.1};

-- At5g05140probable mediator of RNA polymerase II transcription subunit 26b isoform X1 [Arachis ipaensis]MD26B_ARATH,RecName: Full=Probable mediator of RNA polymerase II transcription subunit 26b;A0A1J7GRY6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW03214.1};

-- At5g05140probable mediator of RNA polymerase II transcription subunit 26b isoform X1 [Arachis duranensis]MD26B_ARATH,RecName: Full=Probable mediator of RNA polymerase II transcription subunit 26b;A0A1J7GRY6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW03214.1};

K15601: KDM3; lysine-specific demethylase 3 [EC:1.14.11.-]At3g07610uncharacterized protein LOC107605295 isoform X2 [Arachis ipaensis]########A0A151QS34_CAJCA,SubName: Full=Lysine-specific demethylase 3B {ECO:0000313|EMBL:KYP33131.1};

-- At1g78280F-box protein At1g78280 isoform X1 [Arachis duranensis]FB92_ARATH,RecName: Full=F-box protein At1g78280;I1K9W2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH53030.1, ECO:0000313|EnsemblPlants:GLYMA06G10660.2};

K15601: KDM3; lysine-specific demethylase 3 [EC:1.14.11.-]At3g07610lysine-specific demethylase JMJ25 isoform X5 [Arachis duranensis]########V7BAD8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW14774.1};

-- At1g78280F-box protein At1g78280 isoform X1 [Arachis ipaensis]FB92_ARATH,RecName: Full=F-box protein At1g78280;I1K9W2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH53030.1, ECO:0000313|EnsemblPlants:GLYMA06G10660.2};

K09377: CSRP; cysteine and glycine-rich proteinAt1g10200LIM domain-containing protein WLIM1 [Arachis duranensis]WLIM1_ARATH,RecName: Full=LIM domain-containing protein WLIM1 {ECO:0000305}; AltName: Full=Widely-expressed LIM protein 1 {ECO:0000303|PubMed:11085265}; Short=AtWLIM1;K7MKS0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH03352.1, ECO:0000313|EnsemblPlants:GLYMA17G10030.2};

-- At3g55770LIM domain-containing protein WLIM2b-like [Arachis ipaensis]WLI2B_ARATH,RecName: Full=LIM domain-containing protein WLIM2b {ECO:0000305}; AltName: Full=Widely-expressed LIM protein 2B {ECO:0000305};A0A1J7GH13_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV89020.1};

-- At2g40470LOB domain-containing protein 15 [Arachis ipaensis]LBD15_ARATH,RecName: Full=LOB domain-containing protein 15; AltName: Full=ASYMMETRIC LEAVES 2-like protein 11; Short=AS2-like protein 11;I1JY97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH64169.1, ECO:0000313|EnsemblPlants:GLYMA04G39830.1};

-- At5g66870LOB domain-containing protein 36-like [Arachis ipaensis]LBD36_ARATH,RecName: Full=LOB domain-containing protein 36; AltName: Full=ASYMMETRIC LEAVES 2-like protein 1; Short=AS2-like protein 1;A0A0S3T5Q4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAU00182.1};

-- At2g30130LOB domain-containing protein 12-like [Arachis duranensis]LBD12_ARATH,RecName: Full=LOB domain-containing protein 12; AltName: Full=ASYMMETRIC LEAVES 2-like protein 5; Short=AS2-like protein 5;M5X1C1_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ19714.1};

-- At4g37540LOB domain-containing protein 37 [Arachis ipaensis]LBD39_ARATH,RecName: Full=LOB domain-containing protein 39; AltName: Full=ASYMMETRIC LEAVES 2-like protein 41; Short=AS2-like protein 41;I1J9D3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH77108.1, ECO:0000313|EnsemblPlants:GLYMA01G40010.1};

-- At5g66870LOB domain-containing protein 36-like [Arachis ipaensis]LBD36_ARATH,RecName: Full=LOB domain-containing protein 36; AltName: Full=ASYMMETRIC LEAVES 2-like protein 1; Short=AS2-like protein 1;A0A0S3T5Q4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAU00182.1};

-- At2g20340tyrosine decarboxylase 1 isoform X3 [Arachis ipaensis]TYDC1_ARATH,RecName: Full=Tyrosine decarboxylase 1; EC=4.1.1.25;A0A151T5T0_CAJCA,SubName: Full=Tyrosine decarboxylase 1 {ECO:0000313|EMBL:KYP62403.1};



-- At3g49940LOB domain-containing protein 38 isoform X1 [Arachis ipaensis]LBD38_ARATH,RecName: Full=LOB domain-containing protein 38; AltName: Full=ASYMMETRIC LEAVES 2-like protein 40; Short=AS2-like protein 40;I1NG19_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG91097.1, ECO:0000313|EnsemblPlants:GLYMA20G26910.1};

-- At1g68510LOB domain-containing protein 40-like [Arachis ipaensis]LBD42_ARATH,RecName: Full=LOB domain-containing protein 42; AltName: Full=ASYMMETRIC LEAVES 2-like protein 36; Short=AS2-like protein 36;A0A151RPK3_CAJCA,SubName: Full=LOB domain-containing protein 42 {ECO:0000313|EMBL:KYP44488.1};

-- --LOB domain-containing protein 36-like isoform X2 [Arachis ipaensis]--A0A0S3R4R9_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT75558.1};

-- At2g30130LOB domain-containing protein 12-like [Arachis duranensis]LBD12_ARATH,RecName: Full=LOB domain-containing protein 12; AltName: Full=ASYMMETRIC LEAVES 2-like protein 5; Short=AS2-like protein 5;M5X1C1_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ19714.1};

-- At2g40470LOB domain-containing protein 15 [Arachis duranensis]LBD15_ARATH,RecName: Full=LOB domain-containing protein 15; AltName: Full=ASYMMETRIC LEAVES 2-like protein 11; Short=AS2-like protein 11;I1JY97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH64169.1, ECO:0000313|EnsemblPlants:GLYMA04G39830.1};

-- At1g31320LOB domain-containing protein 4 [Arachis ipaensis]LBD4_ARATH,RecName: Full=LOB domain-containing protein 4; AltName: Full=ASYMMETRIC LEAVES 2-like protein 6; Short=AS2-like protein 6;A0A151RMB8_CAJCA,SubName: Full=LOB domain-containing protein 4 {ECO:0000313|EMBL:KYP43652.1};

-- At4g37540LOB domain-containing protein 37 [Arachis duranensis]LBD39_ARATH,RecName: Full=LOB domain-containing protein 39; AltName: Full=ASYMMETRIC LEAVES 2-like protein 41; Short=AS2-like protein 41;I1J9D3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH77108.1, ECO:0000313|EnsemblPlants:GLYMA01G40010.1};

K09264: K09264; MADS-box transcription factor, plantAt1g69120truncated transcription factor CAULIFLOWER A isoform X1 [Arachis ipaensis]AGL8_ARATH,RecName: Full=Agamous-like MADS-box protein AGL8; AltName: Full=Floral homeotic protein AGL8; AltName: Full=Transcription factor FRUITFULL;I1U3J9_PEA,SubName: Full=MADS-box protein {ECO:0000313|EMBL:AFI08227.1};

K09264: K09264; MADS-box transcription factor, plantAt4g37940MADS-box transcription factor 27 isoform X1 [Arachis duranensis]MAD27_ORYSJ,RecName: Full=MADS-box transcription factor 27; AltName: Full=OsMADS27; AltName: Full=RMADS218;K7M7U5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16882.1, ECO:0000313|EnsemblPlants:GLYMA14G36221.1};

K09264: K09264; MADS-box transcription factor, plantAt3g54340floral homeotic protein PMADS 1 isoform X3 [Arachis duranensis]DEFA_ANTMA,RecName: Full=Floral homeotic protein DEFICIENS;G9HXH2_PEA,SubName: Full=MADS-box transcription factor TM6 {ECO:0000313|EMBL:AEW43603.1};

K09264: K09264; MADS-box transcription factor, plantAt1g69120truncated transcription factor CAULIFLOWER A [Arachis duranensis]AGL8_SOLTU,RecName: Full=Agamous-like MADS-box protein AGL8 homolog; AltName: Full=POTM1-1;A0A0D2PJM6_GOSRA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KJB07014.1};

K09264: K09264; MADS-box transcription factor, plantAt3g54340floral homeotic protein DEFICIENS [Arachis ipaensis]DEFA_ANTMA,RecName: Full=Floral homeotic protein DEFICIENS;I1K7M4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH51760.1, ECO:0000313|EnsemblPlants:GLYMA06G02990.1};

-- At3g54340floral homeotic protein PMADS 1 isoform X3 [Arachis duranensis]--G9HXH2_PEA,SubName: Full=MADS-box transcription factor TM6 {ECO:0000313|EMBL:AEW43603.1};

K09264: K09264; MADS-box transcription factor, plantAt3g54340floral homeotic protein DEFICIENS [Arachis duranensis]DEFA_ANTMA,RecName: Full=Floral homeotic protein DEFICIENS;I1K7M4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH51760.1, ECO:0000313|EnsemblPlants:GLYMA06G02990.1};

K09264: K09264; MADS-box transcription factor, plantAt2g42830agamous-like MADS-box protein AGL5 [Arachis duranensis]AGL5_ARATH,RecName: Full=Agamous-like MADS-box protein AGL5; AltName: Full=Protein SHATTERPROOF 2;A0A0S3S854_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT88969.1};

K09264: K09264; MADS-box transcription factor, plantAt1g69120truncated transcription factor CAULIFLOWER A-like [Arachis ipaensis]AGL8_SOLTU,RecName: Full=Agamous-like MADS-box protein AGL8 homolog; AltName: Full=POTM1-1;A0A0D2PJM6_GOSRA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KJB07014.1};

K09264: K09264; MADS-box transcription factor, plantAt4g37940MADS-box transcription factor 27 isoform X1 [Arachis duranensis]MAD27_ORYSJ,RecName: Full=MADS-box transcription factor 27; AltName: Full=OsMADS27; AltName: Full=RMADS218;K7M7U5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16882.1, ECO:0000313|EnsemblPlants:GLYMA14G36221.1};

K04454: MEF2C; MADS-box transcription enhancer factor 2CAt5g48670agamous-like MADS-box protein AGL80 [Arachis duranensis]AGL80_ARATH,RecName: Full=Agamous-like MADS-box protein AGL80;V7D1F9_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW35360.1};

-- At1g18750agamous-like MADS-box protein AGL30 isoform X1 [Arachis duranensis]AGL30_ARATH,RecName: Full=Agamous-like MADS-box protein AGL30 {ECO:0000305};A0A151UBD7_CAJCA,SubName: Full=MADS-box transcription factor 1 {ECO:0000313|EMBL:KYP76592.1};

-- At1g18750agamous-like MADS-box protein AGL30 isoform X1 [Arachis duranensis]AGL30_ARATH,RecName: Full=Agamous-like MADS-box protein AGL30 {ECO:0000305};A0A151UBD7_CAJCA,SubName: Full=MADS-box transcription factor 1 {ECO:0000313|EMBL:KYP76592.1};

-- At5g48670agamous-like MADS-box protein AGL80 [Arachis duranensis]AGL80_ARATH,RecName: Full=Agamous-like MADS-box protein AGL80;V7D1F9_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW35360.1};

K03627: MBF1; putative transcription factorAt2g42680multiprotein-bridging factor 1a [Arachis ipaensis]MBF1A_ARATH,RecName: Full=Multiprotein-bridging factor 1a;A0A151RR76_CAJCA,SubName: Full=Multiprotein-bridging factor 1b {ECO:0000313|EMBL:KYP45043.1};

K03627: MBF1; putative transcription factorAt2g42680multiprotein-bridging factor 1a [Arachis ipaensis]MBF1A_ARATH,RecName: Full=Multiprotein-bridging factor 1a;A0A151RR76_CAJCA,SubName: Full=Multiprotein-bridging factor 1b {ECO:0000313|EMBL:KYP45043.1};

-- At5g07900uncharacterized protein LOC107638473 [Arachis ipaensis]--A0A072UTB3_MEDTR,SubName: Full=mTERF protein {ECO:0000313|EMBL:KEH32308.1};

K15032: MTERFD; mTERF domain-containing protein, mitochondrialAt5g55580transcription termination factor MTERF9, chloroplastic [Arachis ipaensis]########A0A1S3UH44_VIGRR,SubName: Full=uncharacterized protein LOC106765290 isoform X2 {ECO:0000313|RefSeq:XP_014505348.1};

-- -- -- --A0A072UTB3_MEDTR,SubName: Full=mTERF protein {ECO:0000313|EMBL:KEH32308.1};

K15032: MTERFD; mTERF domain-containing protein, mitochondrialAt4g14600transcription termination factor MTERF5, chloroplastic isoform X2 [Arachis ipaensis]########A0A151RDU0_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP40824.1}; Flags: Fragment;

K15032: MTERFD; mTERF domain-containing protein, mitochondrialAt4g14600transcription termination factor MTERF5, chloroplastic [Arachis duranensis]########A0A151RDU0_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP40824.1}; Flags: Fragment;

-- At3g61250myb-related protein 308 [Arachis ipaensis]MYB17_ARATH,RecName: Full=Transcription factor MYB41 {ECO:0000305}; AltName: Full=Myb-related protein 41 {ECO:0000303|PubMed:11597504}; Short=AtMYB41 {ECO:0000303|PubMed:11597504}; AltName: Full=Protein LATE MERISTEM IDENTITY 2;V7B5Y4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW11886.1};

-- At5g04760transcription factor DIVARICATA [Arachis duranensis]DIV_ANTMA,RecName: Full=Transcription factor DIVARICATA;Q8S8Z9_SOYBN,SubName: Full=Syringolide-induced protein 1-3-1B {ECO:0000313|EMBL:BAB86893.1};

K09422: MYBP; transcription factor MYB, plantAt2g16720transcription repressor MYB6 isoform X1 [Arachis ipaensis]MYB30_ANTMA,RecName: Full=Myb-related protein 330;V7AVZ1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW09812.1};

K09422: MYBP; transcription factor MYB, plantAt4g38620transcription repressor MYB6 [Arachis duranensis]MYB30_ANTMA,RecName: Full=Myb-related protein 330;I1KBT0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH54016.1, ECO:0000313|EnsemblPlants:GLYMA06G16820.1};

K09422: MYBP; transcription factor MYB, plantAt3g12720transcription factor MYB8 isoform X1 [Arachis duranensis]MYB86_ARATH,RecName: Full=Transcription factor MYB86; AltName: Full=Myb homolog 4; Short=AtMyb4; AltName: Full=Myb-related protein 86; Short=AtMYB86;A0A151SWA9_CAJCA,SubName: Full=Transcription factor MYB86 {ECO:0000313|EMBL:KYP59075.1};

-- At3g61250myb-related protein 308 [Arachis ipaensis]MYB17_ARATH,RecName: Full=Transcription factor MYB41 {ECO:0000305}; AltName: Full=Myb-related protein 41 {ECO:0000303|PubMed:11597504}; Short=AtMYB41 {ECO:0000303|PubMed:11597504}; AltName: Full=Protein LATE MERISTEM IDENTITY 2;V7B5Y4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW11886.1};

K09422: MYBP; transcription factor MYB, plantAt2g37630transcription factor AS1 [Arachis duranensis]########A0A0B2STX3_GLYSO,SubName: Full=Transcription factor AS1 {ECO:0000313|EMBL:KHN48368.1};

K09422: MYBP; transcription factor MYB, plant--transcription factor MYB56 isoform X1 [Arachis ipaensis]CSA_ORYSJ,RecName: Full=Transcription factor CSA {ECO:0000305}; AltName: Full=Myb-related protein CSA {ECO:0000305}; AltName: Full=Protein CARBON STARVED ANTHER {ECO:0000303|PubMed:20305120};A0A0B0PES8_GOSAR,SubName: Full=Transcription factor MYB44-like protein {ECO:0000313|EMBL:KHG23455.1};

K09420: MYB, C-MYB; transcriptional activator MybAt5g11510transcription factor MYB3R-1 [Arachis ipaensis]MB3R4_ARATH,RecName: Full=Transcription factor MYB3R-4 {ECO:0000303|PubMed:11597504}; AltName: Full=Myb-related protein 3R-4 {ECO:0000303|PubMed:11597504}; AltName: Full=Protein ENHANCED DEFECTIVE CYTOKINESIS {ECO:0000303|PubMed:25806785};A0A0B2SRH5_GLYSO,SubName: Full=Myb-related protein 3R-1 {ECO:0000313|EMBL:KHN47505.1};

-- At4g18770transcription factor MYB118-like [Arachis ipaensis]########A0A1S3VBN3_VIGRR,SubName: Full=transcription factor MYB108-like {ECO:0000313|RefSeq:XP_014515544.1};

K09422: MYBP; transcription factor MYB, plantAt3g13540transcription factor MYB3-like [Arachis duranensis]MYB5_ARATH,RecName: Full=Transcription repressor MYB5; AltName: Full=AtM2; AltName: Full=Myb-related protein 5; Short=AtMYB5;A0A059DGK7_EUCGR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KCW89883.1};

-- At5g08520transcription factor SRM1 [Arachis ipaensis]SRM1_ARATH,RecName: Full=Transcription factor SRM1 {ECO:0000305}; AltName: Full=Myb-related protein SRM1 {ECO:0000305}; AltName: Full=Protein SALT-RELATED MYB 1 {ECO:0000303|PubMed:26243618};A0A0L9UU29_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM46236.1};

-- At5g08520transcription factor MYBS1 [Arachis duranensis]SRM1_ARATH,RecName: Full=Transcription factor SRM1 {ECO:0000305}; AltName: Full=Myb-related protein SRM1 {ECO:0000305}; AltName: Full=Protein SALT-RELATED MYB 1 {ECO:0000303|PubMed:26243618};V5T6Q5_ARAHY,SubName: Full=Putative MYB-related protein 28 {ECO:0000313|EMBL:AHB59614.1};

-- At5g04760transcription factor DIVARICATA [Arachis duranensis]DIV_ANTMA,RecName: Full=Transcription factor DIVARICATA;A0A151TQ52_CAJCA,SubName: Full=Myb-like protein J {ECO:0000313|EMBL:KYP69140.1};

-- At3g46130transcription factor MYB48 isoform X2 [Arachis ipaensis]MYB48_ARATH,RecName: Full=Transcription factor MYB48; AltName: Full=Myb-related protein 48; Short=AtMYB48;I1MDI3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH10298.1, ECO:0000313|EnsemblPlants:GLYMA15G04620.1};

-- At2g38090transcription factor DIVARICATA [Arachis ipaensis]DIV_ANTMA,RecName: Full=Transcription factor DIVARICATA;V5T7Y1_ARAHY,SubName: Full=Putative MYB-related protein 30 {ECO:0000313|EMBL:AHB59616.1};

K09422: MYBP; transcription factor MYB, plantAt5g49330transcription factor MYB12 [Arachis ipaensis]########A7BJW2_LOTJA,SubName: Full=MYB-related protein {ECO:0000313|EMBL:BAF74782.1};



K09422: MYBP; transcription factor MYB, plantAt1g66230protein ODORANT1-like [Arachis ipaensis]ODO1_PETHY,RecName: Full=Protein ODORANT1; AltName: Full=MYB-like protein ODO1;A0A151TJI0_CAJCA,SubName: Full=Protein ODORANT1 {ECO:0000313|EMBL:KYP67201.1};

K09422: MYBP; transcription factor MYB, plantAt1g66390transcription factor MYB90-like [Arachis duranensis]MYB90_ARATH,RecName: Full=Transcription factor MYB90; AltName: Full=Myb-related protein 90; Short=AtMYB90; AltName: Full=Production of anthocyanin pigment 2 protein;A0A151S360_CAJCA,SubName: Full=Transcription factor MYB113 family {ECO:0000313|EMBL:KYP49242.1};

K09422: MYBP; transcription factor MYB, plantAt3g13540transcription repressor MYB6-like [Arachis duranensis]MYB5_ARATH,RecName: Full=Transcription repressor MYB5; AltName: Full=AtM2; AltName: Full=Myb-related protein 5; Short=AtMYB5;A0A0S3S4R3_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT87828.1};

K09422: MYBP; transcription factor MYB, plantAt3g01140myb-related protein 306-like [Arachis ipaensis]MY106_ARATH,RecName: Full=Transcription factor MYB106 {ECO:0000305}; AltName: Full=Myb-related protein 106 {ECO:0000303|PubMed:11597504}; Short=AtMYB106 {ECO:0000303|PubMed:11597504}; AltName: Full=Transcription factor NOEK {ECO:0000303|PubMed:18805951};V7CP15_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30636.1};

K09420: MYB, C-MYB; transcriptional activator MybAt5g11510transcription factor MYB3R-1 [Arachis ipaensis]MB3R4_ARATH,RecName: Full=Transcription factor MYB3R-4 {ECO:0000303|PubMed:11597504}; AltName: Full=Myb-related protein 3R-4 {ECO:0000303|PubMed:11597504}; AltName: Full=Protein ENHANCED DEFECTIVE CYTOKINESIS {ECO:0000303|PubMed:25806785};I1K997_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH52681.1, ECO:0000313|EnsemblPlants:GLYMA06G08660.1};

K09422: MYBP; transcription factor MYB, plant-- -- ########A7BJW2_LOTJA,SubName: Full=MYB-related protein {ECO:0000313|EMBL:BAF74782.1};

K09422: MYBP; transcription factor MYB, plantAt1g22640transcription factor MYB8-like [Arachis ipaensis]MYB3_ARATH,RecName: Full=Transcription factor MYB3; AltName: Full=Myb-related protein 3; Short=AtMYB3;A0A151RJ80_CAJCA,SubName: Full=Transcription repressor MYB4 {ECO:0000313|EMBL:KYP42571.1};

K09422: MYBP; transcription factor MYB, plant--uncharacterized protein LOC107490672 isoform X1 [Arachis duranensis]--A0A0S3TC31_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAU02711.1};

K09422: MYBP; transcription factor MYB, plantAt2g47190transcription factor MYB108-like [Arachis ipaensis]JAMYB_ORYSJ,RecName: Full=Transcription factor JAMYB {ECO:0000305}; AltName: Full=OsJAMyb {ECO:0000303|PubMed:11310740};A0A1S2XX77_CICAR,SubName: Full=transcription factor MYB108-like {ECO:0000313|RefSeq:XP_004495885.1};

K09422: MYBP; transcription factor MYB, plantAt4g01680transcription repressor MYB6 [Arachis ipaensis]MYB61_ARATH,RecName: Full=Transcription factor MYB61 {ECO:0000305}; AltName: Full=Myb-related protein 61 {ECO:0000305}; Short=AtMYB61 {ECO:0000303|PubMed:16005292};I1JQY1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH68350.1, ECO:0000313|EnsemblPlants:GLYMA03G38410.1};

K09422: MYBP; transcription factor MYB, plantAt3g13540anthocyanin regulatory C1 protein-like [Arachis duranensis]MYB5_ARATH,RecName: Full=Transcription repressor MYB5; AltName: Full=AtM2; AltName: Full=Myb-related protein 5; Short=AtMYB5;I1K0S5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA05G04900.1};

-- At5g58900transcription factor DIVARICATA [Arachis duranensis]DIV_ANTMA,RecName: Full=Transcription factor DIVARICATA;V5T7Y1_ARAHY,SubName: Full=Putative MYB-related protein 30 {ECO:0000313|EMBL:AHB59616.1};

K09422: MYBP; transcription factor MYB, plantAt3g13540transcription repressor MYB5-like [Arachis ipaensis]MYB5_ARATH,RecName: Full=Transcription repressor MYB5; AltName: Full=AtM2; AltName: Full=Myb-related protein 5; Short=AtMYB5;A0A1S2YRV5_CICAR,SubName: Full=transcription factor MYB114-like {ECO:0000313|RefSeq:XP_004508935.1};

K09422: MYBP; transcription factor MYB, plantAt3g18100uncharacterized protein LOC107644225 isoform X1 [Arachis ipaensis]--A0A1S2Z093_CICAR,SubName: Full=uncharacterized protein LOC101490682 isoform X1 {ECO:0000313|RefSeq:XP_004512739.1};

K09422: MYBP; transcription factor MYB, plantAt2g16720transcription factor WER-like isoform X1 [Arachis duranensis]MYBC_MAIZE,RecName: Full=Anthocyanin regulatory C1 protein;A0A0S3SZK1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT98311.1};

K09422: MYBP; transcription factor MYB, plantAt2g16720transcription factor WER-like isoform X1 [Arachis duranensis]MYBC_MAIZE,RecName: Full=Anthocyanin regulatory C1 protein;A0A1S3VA84_VIGRR,SubName: Full=transcription factor WER-like {ECO:0000313|RefSeq:XP_014515266.1};

K09422: MYBP; transcription factor MYB, plantAt2g02820transcription factor MYB124 isoform X1 [Arachis duranensis]MYB88_ARATH,RecName: Full=Transcription factor MYB88 {ECO:0000303|PubMed:9839469}; AltName: Full=Myb-related protein 88 {ECO:0000303|PubMed:9839469}; Short=AtMYB88 {ECO:0000303|PubMed:9839469};A0A151TFM9_CAJCA,SubName: Full=Myb-related protein B {ECO:0000313|EMBL:KYP65850.1};

K09422: MYBP; transcription factor MYB, plantAt4g01680transcription factor MYB61 [Arachis duranensis]MYB61_ARATH,RecName: Full=Transcription factor MYB61 {ECO:0000305}; AltName: Full=Myb-related protein 61 {ECO:0000305}; Short=AtMYB61 {ECO:0000303|PubMed:16005292};I1JQY1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH68350.1, ECO:0000313|EnsemblPlants:GLYMA03G38410.1};

K09420: MYB, C-MYB; transcriptional activator MybAt5g02320transcription factor MYB3R-3 isoform X1 [Arachis ipaensis]MB3R5_ARATH,RecName: Full=Transcription factor MYB3R-5 {ECO:0000303|PubMed:11597504}; AltName: Full=Myb-related protein 3R-5 {ECO:0000303|PubMed:11597504};V5T705_ARAHY,SubName: Full=Putative 3R MYB protein 10 {ECO:0000313|EMBL:AHB59598.1};

-- At1g48000transcription factor MYB78-like isoform X2 [Arachis ipaensis]MYB2_ORYSJ,RecName: Full=Transcription factor MYB2 {ECO:0000305}; AltName: Full=Myb-related protein 2 {ECO:0000305}; Short=OsMYB2 {ECO:0000303|PubMed:22301384};G7ICT7_MEDTR,SubName: Full=Myb transcription factor {ECO:0000313|EMBL:AES61608.1};

-- At5g08520transcription factor SRM1 [Arachis duranensis]SRM1_ARATH,RecName: Full=Transcription factor SRM1 {ECO:0000305}; AltName: Full=Myb-related protein SRM1 {ECO:0000305}; AltName: Full=Protein SALT-RELATED MYB 1 {ECO:0000303|PubMed:26243618};A0A0L9UU29_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM46236.1};

K09420: MYB, C-MYB; transcriptional activator MybAt4g32730transcription factor MYB3R-1 [Arachis duranensis]########I1K997_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH52681.1, ECO:0000313|EnsemblPlants:GLYMA06G08660.1};

-- --WAS/WASL-interacting protein family member 1-like isoform X2 [Arachis duranensis]--A0A1J7HSX5_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW04845.1};

-- At1g07540telomere repeat-binding protein 2 [Arachis ipaensis]TRP5_ARATH,RecName: Full=Telomere repeat-binding protein 5; AltName: Full=Protein TRF-LIKE 2;K7LPN4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH29780.1, ECO:0000313|EnsemblPlants:GLYMA11G14760.7};

K09422: MYBP; transcription factor MYB, plantAt5g40350transcription factor MYB108-like [Arachis duranensis]MYB2_ORYSJ,RecName: Full=Transcription factor MYB2 {ECO:0000305}; AltName: Full=Myb-related protein 2 {ECO:0000305}; Short=OsMYB2 {ECO:0000303|PubMed:22301384};A0A0B2Q2B8_GLYSO,SubName: Full=Transcription factor MYB21 {ECO:0000313|EMBL:KHN14149.1}; Flags: Fragment;

K09422: MYBP; transcription factor MYB, plantAt1g66230protein ODORANT1 [Arachis ipaensis]MYB20_ARATH,RecName: Full=Transcription factor MYB20 {ECO:0000305}; AltName: Full=Myb-related protein 20 {ECO:0000303|PubMed:16463103}; Short=AtMYB20 {ECO:0000303|PubMed:11597504};A0A0S3RL70_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT81263.1};

-- --uncharacterized protein LOC107619865 [Arachis ipaensis]--A0A1S2YT64_CICAR,SubName: Full=uncharacterized protein LOC101488688 {ECO:0000313|RefSeq:XP_004509512.1};

-- --transcription repressor MYB6-like [Arachis duranensis]-- --

-- At2g21650transcription factor RADIALIS-like [Arachis duranensis]RAD_ANTMA,RecName: Full=Transcription factor RADIALIS;V7BUX6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW20833.1};

-- At3g16350transcription factor MYBS3 [Arachis duranensis]MYBS3_ORYSJ,RecName: Full=Transcription factor MYBS3 {ECO:0000303|PubMed:12172034}; AltName: Full=Myb-related protein S3 {ECO:0000303|PubMed:12172034}; Short=OsMYBS3 {ECO:0000303|PubMed:12172034};A0A1S3U816_VIGRR,SubName: Full=uncharacterized protein LOC106762661 {ECO:0000313|RefSeq:XP_014502167.1};

-- At4g39250protein RADIALIS-like 3 [Arachis duranensis]RAD_ANTMA,RecName: Full=Transcription factor RADIALIS;V5T697_ARAHY,SubName: Full=Putative MYB-related protein 26 {ECO:0000313|EMBL:AHB59612.1};

-- --uncharacterized protein LOC107611750 [Arachis ipaensis]--A0A067CQH6_SAPPC,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KDO32728.1};

K09422: MYBP; transcription factor MYB, plantAt3g09370transcription factor MYB3R-5 [Arachis ipaensis]MB3R3_ARATH,RecName: Full=Transcription factor MYB3R-3 {ECO:0000303|PubMed:11597504}; AltName: Full=Myb-related protein 3R-3 {ECO:0000303|PubMed:11597504};Q0PJD3_SOYBN,SubName: Full=MYB transcription factor MYB65 {ECO:0000313|EMBL:ABH02910.1}; Flags: Fragment;

-- At3g09370transcription factor MYB3R-5 [Arachis ipaensis]MB3R3_ARATH,RecName: Full=Transcription factor MYB3R-3 {ECO:0000303|PubMed:11597504}; AltName: Full=Myb-related protein 3R-3 {ECO:0000303|PubMed:11597504};A0A1S3E1Q0_CICAR,SubName: Full=myb-related protein B {ECO:0000313|RefSeq:XP_012568996.1};

K09422: MYBP; transcription factor MYB, plantAt5g15310transcription factor MYB34 [Arachis duranensis]########A0A1S3VIM4_VIGRR,SubName: Full=transcription factor MYB34 {ECO:0000313|RefSeq:XP_014518062.1};

-- At5g47390transcription factor MYBS3 [Arachis duranensis]MYBS3_ORYSJ,RecName: Full=Transcription factor MYBS3 {ECO:0000303|PubMed:12172034}; AltName: Full=Myb-related protein S3 {ECO:0000303|PubMed:12172034}; Short=OsMYBS3 {ECO:0000303|PubMed:12172034};A0A151SHD3_CAJCA,SubName: Full=Myb-like protein J {ECO:0000313|EMBL:KYP54264.1};

K09422: MYBP; transcription factor MYB, plant--transcription factor TT2-like [Arachis duranensis]--V5T7W6_ARAHY,SubName: Full=Putative R2R3 MYB protein 8 {ECO:0000313|EMBL:AHB59596.1};

-- At5g56840transcription factor MYBS3 [Arachis ipaensis]MYBS3_ORYSJ,RecName: Full=Transcription factor MYBS3 {ECO:0000303|PubMed:12172034}; AltName: Full=Myb-related protein S3 {ECO:0000303|PubMed:12172034}; Short=OsMYBS3 {ECO:0000303|PubMed:12172034};A0A0B2RK50_GLYSO,SubName: Full=Transcription factor MYB1R1 {ECO:0000313|EMBL:KHN32212.1};

-- --telomeric repeat-binding factor 2 [Arachis ipaensis]-- --

-- At4g39250protein RADIALIS-like 3 [Arachis duranensis]RAD_ANTMA,RecName: Full=Transcription factor RADIALIS;V5T697_ARAHY,SubName: Full=Putative MYB-related protein 26 {ECO:0000313|EMBL:AHB59612.1};

K09422: MYBP; transcription factor MYB, plantAt2g47190transcription factor MYB108-like [Arachis ipaensis]JAMYB_ORYSJ,RecName: Full=Transcription factor JAMYB {ECO:0000305}; AltName: Full=OsJAMyb {ECO:0000303|PubMed:11310740};A0A0S3S042_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT86226.1};

-- At1g70000transcription factor MYB1R1 [Arachis ipaensis]########V5T688_ARAHY,SubName: Full=Putative MYB-related protein 16 {ECO:0000313|EMBL:AHB59602.1};

-- At2g46410MYB-like transcription factor ETC3 isoform X2 [Arachis duranensis]CPC_ARATH,RecName: Full=Transcription factor CPC; AltName: Full=Protein CAPRICE;B9SUR9_RICCO,SubName: Full=Triptychon and cpc, putative {ECO:0000313|EMBL:EEF32645.1};

-- At3g16350transcription factor MYBS3 [Arachis ipaensis]MYBS3_ORYSJ,RecName: Full=Transcription factor MYBS3 {ECO:0000303|PubMed:12172034}; AltName: Full=Myb-related protein S3 {ECO:0000303|PubMed:12172034}; Short=OsMYBS3 {ECO:0000303|PubMed:12172034};G7II01_MEDTR,SubName: Full=MYB-like transcription factor family protein {ECO:0000313|EMBL:AES67930.1};

K09422: MYBP; transcription factor MYB, plant--transcription factor MYB59 isoform X1 [Arachis ipaensis]--B7FJW0_MEDTR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ACJ85039.1};



-- -- -- -- --

K09422: MYBP; transcription factor MYB, plant--transcription factor TT2-like isoform X1 [Arachis ipaensis]--V5T7W6_ARAHY,SubName: Full=Putative R2R3 MYB protein 8 {ECO:0000313|EMBL:AHB59596.1};

-- --uncharacterized protein LOC107613401 [Arachis ipaensis]--V7BVJ8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW21075.1};

-- --uncharacterized protein LOC107458545 [Arachis duranensis]--A0A1S2XFA4_CICAR,SubName: Full=uncharacterized protein LOC101504548 {ECO:0000313|RefSeq:XP_004488477.1};

-- --uncharacterized protein LOC107478694 [Arachis duranensis]--A0A1S2YT64_CICAR,SubName: Full=uncharacterized protein LOC101488688 {ECO:0000313|RefSeq:XP_004509512.1};

-- At2g46410putative MYB-related protein 25 [Arachis hypogaea]CPC_ARATH,RecName: Full=Transcription factor CPC; AltName: Full=Protein CAPRICE;V5T7X7_ARAHY,SubName: Full=Putative MYB-related protein 25 {ECO:0000313|EMBL:AHB59611.1};

-- At2g46410putative MYB-related protein 25 [Arachis hypogaea]CPC_ARATH,RecName: Full=Transcription factor CPC; AltName: Full=Protein CAPRICE;V5T7X7_ARAHY,SubName: Full=Putative MYB-related protein 25 {ECO:0000313|EMBL:AHB59611.1};

K09422: MYBP; transcription factor MYB, plantAt2g46410MYB-like transcription factor ETC3 [Arachis duranensis]CPC_ARATH,RecName: Full=Transcription factor CPC; AltName: Full=Protein CAPRICE;A0A151TK06_CAJCA,SubName: Full=Transcription factor TRY {ECO:0000313|EMBL:KYP67378.1};

-- At1g12260NAC domain-containing protein 7 isoform X2 [Arachis ipaensis]########V7CEB3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW27620.1};

-- At1g56010protein CUP-SHAPED COTYLEDON 3 [Arachis ipaensis]NAC22_ARATH,RecName: Full=NAC domain-containing protein 21/22; Short=ANAC021/ANAC022;K7LZA9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA13G18620.2};

-- At5g13180NAC domain-containing protein 83 [Arachis ipaensis]NAC83_ARATH,RecName: Full=NAC domain-containing protein 83 {ECO:0000303|PubMed:15029955}; Short=ANAC083 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein VND-INTERACTING 2 {ECO:0000303|PubMed:20388856};A0A1S3TUP7_VIGRR,SubName: Full=NAC domain-containing protein 83-like {ECO:0000313|RefSeq:XP_014497474.1};

-- At1g65910NAC domain-containing protein 86-like [Arachis ipaensis]NAC86_ARATH,RecName: Full=NAC domain-containing protein 86 {ECO:0000312|EMBL:AED92405.1}; AltName: Full=NAM-like protein {ECO:0000312|EMBL:BAB10513.1}; AltName: Full=No apical meristem-like protein {ECO:0000312|EMBL:BAB10513.1};I1MBR0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17271.1, ECO:0000313|EnsemblPlants:GLYMA14G39080.1};

-- At4g17980NAC domain-containing protein 45-like [Arachis ipaensis]NAC71_ARATH,RecName: Full=NAC domain-containing protein 71 {ECO:0000303|PubMed:15029955}; Short=ANAC071 {ECO:0000303|PubMed:15029955};A0A151SKE4_CAJCA,SubName: Full=NAC domain-containing protein 78 {ECO:0000313|EMBL:KYP55267.1};

-- At4g35580protein NTM1-like 9 [Arachis ipaensis]NTL9_ARATH,RecName: Full=Protein NTM1-like 9 {ECO:0000303|PubMed:17158162}; AltName: Full=Calmodulin-binding NAC protein {ECO:0000303|PubMed:17947243};A0A1S3E968_CICAR,SubName: Full=uncharacterized protein LOC101492664 isoform X2 {ECO:0000313|RefSeq:XP_012571948.1};

-- At5g61430NAC domain-containing protein 100 [Arachis ipaensis]NC100_ARATH,RecName: Full=NAC domain-containing protein 100 {ECO:0000303|PubMed:15029955}; Short=ANAC100 {ECO:0000303|PubMed:15029955}; Short=AtNAC5;K7KMI5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH56898.1, ECO:0000313|EnsemblPlants:GLYMA05G00930.2};

-- At2g27300NAC domain-containing protein 40-like [Arachis ipaensis]NAC40_ARATH,RecName: Full=NAC domain-containing protein 40 {ECO:0000303|PubMed:15029955}; Short=ANAC040 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein NTM1-like 8 {ECO:0000303|PubMed:17158162};A0A0S3SH15_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT92104.1};

-- At5g18270NAC domain-containing protein 100 [Arachis ipaensis]NAC87_ARATH,RecName: Full=NAC domain-containing protein 87 {ECO:0000303|PubMed:15029955}; Short=ANAC087 {ECO:0000303|PubMed:15029955};A0A1S3TB57_VIGRR,SubName: Full=NAC domain-containing protein 100-like {ECO:0000313|RefSeq:XP_014491001.1};

-- At5g22380NAC domain-containing protein 90 [Arachis duranensis]NAC90_ARATH,RecName: Full=NAC domain-containing protein 90; Short=ANAC090;A0A151RN15_CAJCA,SubName: Full=NAC domain-containing protein 90 {ECO:0000313|EMBL:KYP43893.1};

-- At4g17980NAC domain-containing protein 86 [Arachis duranensis]NAC71_ARATH,RecName: Full=NAC domain-containing protein 71 {ECO:0000303|PubMed:15029955}; Short=ANAC071 {ECO:0000303|PubMed:15029955};A0A151SKE4_CAJCA,SubName: Full=NAC domain-containing protein 78 {ECO:0000313|EMBL:KYP55267.1};

-- At5g61430NAC domain-containing protein 92 [Arachis duranensis]NC100_ARATH,RecName: Full=NAC domain-containing protein 100 {ECO:0000303|PubMed:15029955}; Short=ANAC100 {ECO:0000303|PubMed:15029955}; Short=AtNAC5;I1L5V3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH40060.1, ECO:0000313|EnsemblPlants:GLYMA09G37050.1};

-- At5g13180NAC domain-containing protein 83 [Arachis ipaensis]NAC83_ARATH,RecName: Full=NAC domain-containing protein 83 {ECO:0000303|PubMed:15029955}; Short=ANAC083 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein VND-INTERACTING 2 {ECO:0000303|PubMed:20388856};A0A1S3TUP7_VIGRR,SubName: Full=NAC domain-containing protein 83-like {ECO:0000313|RefSeq:XP_014497474.1};

-- At1g56010protein CUP-SHAPED COTYLEDON 3 [Arachis duranensis]NAC22_ARATH,RecName: Full=NAC domain-containing protein 21/22; Short=ANAC021/ANAC022;K7LZA9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA13G18620.2};

-- At4g28500NAC domain-containing protein 73 [Arachis ipaensis]NAC73_ARATH,RecName: Full=NAC domain-containing protein 73 {ECO:0000303|PubMed:15029955}; Short=ANAC073 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein SECONDARY WALL-ASSOCIATED NAC DOMAIN PROTEIN 2 {ECO:0000303|PubMed:18952777};A0A1S2XCG5_CICAR,SubName: Full=NAC domain-containing protein 73-like {ECO:0000313|RefSeq:XP_004487194.1};

-- At1g69490NAC transcription factor 29 [Arachis ipaensis]NAC29_ARATH,RecName: Full=NAC transcription factor 29; Short=AtNAC029; AltName: Full=Protein NAC-LIKE, ACTIVATED BY AP3/PI; Short=AtNAP;D0PWB2_CICAR,SubName: Full=NAC family transcription factor 3 {ECO:0000313|EMBL:ACO40486.1}; SubName: Full=NAC transcription factor 29 {ECO:0000313|RefSeq:XP_004490093.1};

-- At5g53950protein CUP-SHAPED COTYLEDON 2 [Arachis duranensis]NAC98_ARATH,RecName: Full=Protein CUP-SHAPED COTYLEDON 2; AltName: Full=NAC domain-containing protein 98; Short=ANAC098; AltName: Full=NAC domain-containing protein CUC2;A0A061F8R9_THECC,SubName: Full=NAC domain protein, IPR003441, putative {ECO:0000313|EMBL:EOY13097.1};

-- At4g28500NAC domain-containing protein 73 [Arachis duranensis]NAC73_ARATH,RecName: Full=NAC domain-containing protein 73 {ECO:0000303|PubMed:15029955}; Short=ANAC073 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein SECONDARY WALL-ASSOCIATED NAC DOMAIN PROTEIN 2 {ECO:0000303|PubMed:18952777};A0A1S2XCG5_CICAR,SubName: Full=NAC domain-containing protein 73-like {ECO:0000313|RefSeq:XP_004487194.1};

-- At2g27300NAC domain-containing protein 40 isoform X1 [Arachis ipaensis]NAC40_ARATH,RecName: Full=NAC domain-containing protein 40 {ECO:0000303|PubMed:15029955}; Short=ANAC040 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein NTM1-like 8 {ECO:0000303|PubMed:17158162};A0A0S3SH15_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT92104.1};

-- At2g27300NAC domain-containing protein 40 isoform X1 [Arachis ipaensis]NAC40_ARATH,RecName: Full=NAC domain-containing protein 40 {ECO:0000303|PubMed:15029955}; Short=ANAC040 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein NTM1-like 8 {ECO:0000303|PubMed:17158162};A0A0S3SH15_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT92104.1};

-- --NAC transcription factor 25-like [Arachis ipaensis]NAC25_ARATH,RecName: Full=NAC transcription factor 25; Short=AtNAC025;A0A2G5DB61_AQUCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:PIA40769.1};

-- At1g56010protein CUP-SHAPED COTYLEDON 3-like [Arachis duranensis]NAC22_ARATH,RecName: Full=NAC domain-containing protein 21/22; Short=ANAC021/ANAC022;A0A1S3TN37_VIGRR,SubName: Full=protein CUP-SHAPED COTYLEDON 3-like {ECO:0000313|RefSeq:XP_014495173.1};

-- At1g28470NAC domain-containing protein 10-like [Arachis ipaensis]NAC10_ARATH,RecName: Full=NAC domain-containing protein 10 {ECO:0000303|PubMed:15029955}; Short=ANAC010 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein SECONDARY WALL-ASSOCIATED NAC DOMAIN PROTEIN 3 {ECO:0000303|PubMed:18952777};A0A0B2PKP4_GLYSO,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KHN09961.1};

-- --NAC domain-containing protein 30 [Arachis ipaensis]--I1LD76_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH34977.1, ECO:0000313|EnsemblPlants:GLYMA10G36050.1};

-- At3g01600SUPPRESSOR OF GAMMA RESPONSE 1 [Arachis ipaensis]########A0A1S2Y4U3_CICAR,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|RefSeq:XP_004499395.1};

-- At3g01600SUPPRESSOR OF GAMMA RESPONSE 1 isoform X1 [Arachis duranensis]########A0A1J7HMS1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW03013.1};

-- At5g61430NAC domain-containing protein 100 [Arachis duranensis]NC100_ARATH,RecName: Full=NAC domain-containing protein 100 {ECO:0000303|PubMed:15029955}; Short=ANAC100 {ECO:0000303|PubMed:15029955}; Short=AtNAC5;K7KMI5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH56898.1, ECO:0000313|EnsemblPlants:GLYMA05G00930.2};

-- At4g27410NAC domain-containing protein 72 isoform X1 [Arachis ipaensis]NAC72_ARATH,RecName: Full=NAC domain-containing protein 72; Short=ANAC072; AltName: Full=Protein RESPONSIVE TO DESICCATION 26;C6EU67_ARAHY,SubName: Full=NAC-like transcription factor {ECO:0000313|EMBL:ACI42832.1};

-- At1g61110NAC transcription factor 25-like [Arachis duranensis]NAC25_ARATH,RecName: Full=NAC transcription factor 25; Short=AtNAC025;V7CM58_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW31277.1};

-- At4g28500NAC domain-containing protein 73 [Arachis ipaensis]NAC73_ARATH,RecName: Full=NAC domain-containing protein 73 {ECO:0000303|PubMed:15029955}; Short=ANAC073 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein SECONDARY WALL-ASSOCIATED NAC DOMAIN PROTEIN 2 {ECO:0000303|PubMed:18952777};A0A0B2Q6P9_GLYSO,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KHN15497.1};

-- At1g56010protein CUP-SHAPED COTYLEDON 3 [Arachis ipaensis]NAC22_ARATH,RecName: Full=NAC domain-containing protein 21/22; Short=ANAC021/ANAC022;A0A1S3TN37_VIGRR,SubName: Full=protein CUP-SHAPED COTYLEDON 3-like {ECO:0000313|RefSeq:XP_014495173.1};

-- At1g69490NAC transcription factor 29 [Arachis duranensis]NAC29_ARATH,RecName: Full=NAC transcription factor 29; Short=AtNAC029; AltName: Full=Protein NAC-LIKE, ACTIVATED BY AP3/PI; Short=AtNAP;A0A151RSB4_CAJCA,SubName: Full=NAC domain-containing protein 29 {ECO:0000313|EMBL:KYP45399.1};

-- At2g18060NAC domain-containing protein 37 [Arachis duranensis]NAC37_ARATH,RecName: Full=NAC domain-containing protein 37 {ECO:0000303|PubMed:15029955}; Short=ANAC037 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein VASCULAR RELATED NAC-DOMAIN 1 {ECO:0000303|PubMed:16103214};A0A1R3IPU6_9ROSI,SubName: Full=No apical meristem (NAM) protein {ECO:0000313|EMBL:OMO84594.1};

-- At4g29230NAC domain-containing protein 73 isoform X1 [Arachis duranensis]NAC75_ARATH,RecName: Full=NAC domain-containing protein 75 {ECO:0000303|PubMed:15029955}; Short=ANAC075 {ECO:0000303|PubMed:15029955};A0A151T2Y2_CAJCA,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KYP61394.1};

-- At2g17040NAC transcription factor 32 [Arachis duranensis]NAC22_ORYSJ,RecName: Full=NAC domain-containing protein 22 {ECO:0000303|PubMed:15029955}; Short=ONAC022 {ECO:0000303|PubMed:15029955};A0A151TM02_CAJCA,SubName: Full=Putative NAC domain-containing protein 94 {ECO:0000313|EMBL:KYP68073.1};

-- At4g29230NAC domain-containing protein 73 isoform X2 [Arachis duranensis]NAC75_ARATH,RecName: Full=NAC domain-containing protein 75 {ECO:0000303|PubMed:15029955}; Short=ANAC075 {ECO:0000303|PubMed:15029955};A0A151T2Y2_CAJCA,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KYP61394.1};

-- --NAC domain-containing protein 26-like [Arachis duranensis]-- --



-- At4g28500NAC domain-containing protein 73 [Arachis duranensis]NAC73_ARATH,RecName: Full=NAC domain-containing protein 73 {ECO:0000303|PubMed:15029955}; Short=ANAC073 {ECO:0000303|PubMed:15029955}; AltName: Full=Protein SECONDARY WALL-ASSOCIATED NAC DOMAIN PROTEIN 2 {ECO:0000303|PubMed:18952777};A0A0B2Q6P9_GLYSO,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KHN15497.1};

-- At5g53950protein CUP-SHAPED COTYLEDON 2-like [Arachis ipaensis]NAC98_ARATH,RecName: Full=Protein CUP-SHAPED COTYLEDON 2; AltName: Full=NAC domain-containing protein 98; Short=ANAC098; AltName: Full=NAC domain-containing protein CUC2;A0A1S3U3M5_VIGRR,SubName: Full=protein CUP-SHAPED COTYLEDON 2-like {ECO:0000313|RefSeq:XP_014500628.1};

-- --NAC domain-containing protein 7-like [Arachis ipaensis]-- --

-- At1g12260NAC domain-containing protein 7-like isoform X1 [Arachis duranensis]########A0A151SKU2_CAJCA,SubName: Full=NAC domain-containing protein 7 {ECO:0000313|EMBL:KYP55393.1};

K08064: NFYA; nuclear transcription factor Y, alpha--nuclear transcription factor Y subunit A-10-like isoform X1 [Arachis ipaensis]--A0A151SQ43_CAJCA,SubName: Full=Nuclear transcription factor Y subunit A-10 {ECO:0000313|EMBL:KYP56960.1};

K08064: NFYA; nuclear transcription factor Y, alphaAt5g06510nuclear transcription factor Y subunit A-10 isoform X2 [Arachis duranensis]NFYAA_ARATH,RecName: Full=Nuclear transcription factor Y subunit A-10; Short=AtNF-YA-10;A0A151SQ43_CAJCA,SubName: Full=Nuclear transcription factor Y subunit A-10 {ECO:0000313|EMBL:KYP56960.1};

K08064: NFYA; nuclear transcription factor Y, alphaAt5g12840nuclear transcription factor Y subunit A-1 isoform X1 [Arachis duranensis]NFYA1_ARATH,RecName: Full=Nuclear transcription factor Y subunit A-1; Short=AtNF-YA-1; AltName: Full=Protein EMBRYO DEFECTIVE 2220; AltName: Full=Transcriptional activator HAP2A;A0A0B2QCX3_GLYSO,SubName: Full=Nuclear transcription factor Y subunit A-9 {ECO:0000313|EMBL:KHN19456.1};

K08064: NFYA; nuclear transcription factor Y, alphaAt1g72830nuclear transcription factor Y subunit A-7 isoform X1 [Arachis ipaensis]NFYA3_ARATH,RecName: Full=Nuclear transcription factor Y subunit A-3; Short=AtNF-YA-3; AltName: Full=Transcriptional activator HAP2C;A0A151T593_CAJCA,SubName: Full=Nuclear transcription factor Y subunit A-3 {ECO:0000313|EMBL:KYP62217.1};

K08065: NFYB; nuclear transcription Y subunit betaAt4g14540nuclear transcription factor Y subunit B-3 [Arachis ipaensis]NFYB3_ARATH,RecName: Full=Nuclear transcription factor Y subunit B-3; Short=AtNF-YB-3; AltName: Full=Transcriptional activator HAP3C;A0A1S3VYE8_VIGRR,SubName: Full=nuclear transcription factor Y subunit B-3-like {ECO:0000313|RefSeq:XP_014523242.1};

K08065: NFYB; nuclear transcription Y subunit betaAt5g47640nuclear transcription factor Y subunit B-3 [Arachis duranensis]NFYB2_ARATH,RecName: Full=Nuclear transcription factor Y subunit B-2; Short=AtNF-YB-2; AltName: Full=Transcriptional activator HAP3B;A0A1S3VYE8_VIGRR,SubName: Full=nuclear transcription factor Y subunit B-3-like {ECO:0000313|RefSeq:XP_014523242.1};

-- At1g07980ribosomal RNA-processing protein 8 isoform X1 [Arachis duranensis]NFYC2_ORYSJ,RecName: Full=Nuclear transcription factor Y subunit C-2 {ECO:0000305}; Short=OsNF-YC2 {ECO:0000303|PubMed:26542958}; AltName: Full=Transcriptional activator HAP5C {ECO:0000305}; Short=OsHAP5C {ECO:0000303|PubMed:18193457};A0A0S3SCL1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT90596.1};

-- At1g56170nuclear transcription factor Y subunit C-2-like [Arachis ipaensis]NFYC2_ARATH,RecName: Full=Nuclear transcription factor Y subunit C-2; Short=AtNF-YC-2; AltName: Full=Transcriptional activator HAP5B;B2LSM2_PICWI,SubName: Full=HAP5B {ECO:0000313|EMBL:ACB78194.1};

K08066: NFYC; nuclear transcription factor Y, gammaAt1g08970nuclear transcription factor Y subunit C-2-like [Arachis ipaensis]NFYC9_ARATH,RecName: Full=Nuclear transcription factor Y subunit C-9; Short=AtNF-YC-9; AltName: Full=Transcriptional activator HAP5C;B2LSM2_PICWI,SubName: Full=HAP5B {ECO:0000313|EMBL:ACB78194.1};

-- At5g43250DNA polymerase epsilon subunit C [Arachis duranensis]--A0A151U8Q7_CAJCA,SubName: Full=Dr1-associated corepressor {ECO:0000313|EMBL:KYP75683.1};

K14509: ETR, ERS; ethylene receptor [EC:2.7.13.-]At3g04580protein EIN4 [Arachis ipaensis]EIN4_ARATH,RecName: Full=Protein EIN4; Short=AtEIN4; EC=2.7.11.-; AltName: Full=Protein ETHYLENE INSENSITIVE 4;I1LBS2_SOYBN,RecName: Full=Ethylene receptor {ECO:0000256|PIRNR:PIRNR026389};

K11644: SIN3A; paired amphipathic helix protein Sin3aAt1g24190paired amphipathic helix protein Sin3-like 2 isoform X2 [Arachis ipaensis]SNL3_ARATH,RecName: Full=Paired amphipathic helix protein Sin3-like 3; AltName: Full=Histone deacetylase complex subunit Sin3; Short=AtSin3; AltName: Full=Transcriptional corepressor Sin3;K7L9N1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH45772.1, ECO:0000313|EnsemblPlants:GLYMA08G40390.4};

-- At2g33350proline and serine-rich protein 1-like [Arachis duranensis]--A0A1J7FPY6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV89998.1};

K14492: ARR-A; two-component response regulator ARR-A familyAt3g57040two-component response regulator ORR9 [Arachis duranensis]ARR9_ARATH,RecName: Full=Two-component response regulator ARR9; AltName: Full=Response reactor 4;V7AYV9_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW09431.1};

-- At1g19270protein DA1-related 2-like isoform X1 [Arachis ipaensis]DAR2_ARATH,RecName: Full=Protein DA1-related 2;K7M597_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH15044.1, ECO:0000313|EnsemblPlants:GLYMA14G07060.2};

-- At1g19270protein DA1-related 1 [Arachis ipaensis]DAR1_ARATH,RecName: Full=Protein DA1-related 1;A0A1S2YSJ5_CICAR,SubName: Full=protein DA1-related 1-like {ECO:0000313|RefSeq:XP_004509228.1, ECO:0000313|RefSeq:XP_004509229.1, ECO:0000313|RefSeq:XP_012573712.1};

-- At1g24190paired amphipathic helix protein Sin3-like 3 [Arachis duranensis]SNL3_ARATH,RecName: Full=Paired amphipathic helix protein Sin3-like 3; AltName: Full=Histone deacetylase complex subunit Sin3; Short=AtSin3; AltName: Full=Transcriptional corepressor Sin3;K7L9N1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH45772.1, ECO:0000313|EnsemblPlants:GLYMA08G40390.4};

-- At5g59990zinc finger protein CONSTANS-like [Arachis duranensis]--K7M3A2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH22973.1, ECO:0000313|EnsemblPlants:GLYMA13G40610.2};

K14509: ETR, ERS; ethylene receptor [EC:2.7.13.-]At3g04580protein EIN4 [Arachis duranensis]EIN4_ARATH,RecName: Full=Protein EIN4; Short=AtEIN4; EC=2.7.11.-; AltName: Full=Protein ETHYLENE INSENSITIVE 4;I1LBS2_SOYBN,RecName: Full=Ethylene receptor {ECO:0000256|PIRNR:PIRNR026389};

K14492: ARR-A; two-component response regulator ARR-A familyAt3g57040two-component response regulator ORR10 isoform X1 [Arachis ipaensis]ARR9_ARATH,RecName: Full=Two-component response regulator ARR9; AltName: Full=Response reactor 4;V7BV84_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW20933.1};

-- --protein TIFY 5A [Arachis ipaensis]TIF5A_ARATH,RecName: Full=Protein TIFY 5A {ECO:0000303|PubMed:17499004}; AltName: Full=Jasmonate ZIM domain-containing protein 8 {ECO:0000303|PubMed:17637675};C6SVN6_SOYBN,SubName: Full=ZIM transcription factor {ECO:0000313|EMBL:ALA09269.1};

-- At5g53420putative zinc finger protein CONSTANS-LIKE 11 isoform X1 [Arachis ipaensis]CO3_ORYSJ,RecName: Full=Zinc finger protein CO3 {ECO:0000305}; AltName: Full=Protein CONSTANS-like CO3; Short=OsCO3 {ECO:0000303|PubMed:18449564};G7I4B0_MEDTR,SubName: Full=CCT motif protein {ECO:0000313|EMBL:AES58778.1};

K14509: ETR, ERS; ethylene receptor [EC:2.7.13.-]At3g04580protein EIN4 [Arachis duranensis]EIN4_ARATH,RecName: Full=Protein EIN4; Short=AtEIN4; EC=2.7.11.-; AltName: Full=Protein ETHYLENE INSENSITIVE 4;I1JRT5_SOYBN,RecName: Full=Ethylene receptor {ECO:0000256|PIRNR:PIRNR026389};

-- At1g75540B-box zinc finger protein 20 [Arachis ipaensis]BBX21_ARATH,RecName: Full=B-box zinc finger protein 21 {ECO:0000303|PubMed:19920209}; Short=AtBBX21; AltName: Full=Protein LONG HYPOCOTYL UNDER SHADE {ECO:0000303|PubMed:21070414}; AltName: Full=Protein SALT TOLERANCE HOMOLOG 2;K7MNZ7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH05902.1, ECO:0000313|EnsemblPlants:GLYMA17G37430.2};

-- At5g10720histidine kinase 5-like isoform X1 [Arachis ipaensis]OHK1_ORYSI,RecName: Full=Probable histidine kinase 1 {ECO:0000305}; Short=OsHK1 {ECO:0000305}; EC=2.7.13.3 {ECO:0000305};K7KIC3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH61622.1, ECO:0000313|EnsemblPlants:GLYMA04G06190.2};

K14489: AHK2_3_4; arabidopsis histidine kinase 2/3/4 (cytokinin receptor) [EC:2.7.13.3]At5g35750histidine kinase 4 [Arachis ipaensis]########A0A1B1H1X1_ARAHY,SubName: Full=Histidine kinase 1 {ECO:0000313|EMBL:ANQ89644.1}; Flags: Fragment;

-- At4g27310zinc finger protein CONSTANS-LIKE 4-like [Arachis ipaensis]MIP1B_ARATH,RecName: Full=B-box domain protein 31 {ECO:0000303|PubMed:19920209}; Short=AtBBX31 {ECO:0000303|PubMed:19920209}; AltName: Full=Microprotein 1B {ECO:0000303|PubMed:27015278};I1ME84_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH10724.1, ECO:0000313|EnsemblPlants:GLYMA15G07140.1};

-- At3g48100two-component response regulator ARR5 [Arachis ipaensis]ARR5_ARATH,RecName: Full=Two-component response regulator ARR5; AltName: Full=Response reactor 2;I1MTM0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH03376.1, ECO:0000313|EnsemblPlants:GLYMA17G10170.1};

K14491: ARR-B; two-component response regulator ARR-B familyAt2g25180two-component response regulator ARR12 isoform X1 [Arachis ipaensis]ORR22_ORYSJ,RecName: Full=Two-component response regulator ORR22 {ECO:0000305}; AltName: Full=OsRRB4 {ECO:0000303|PubMed:16891544};I1K8P7_SOYBN,RecName: Full=Two-component response regulator {ECO:0000256|PIRNR:PIRNR036392};

-- At1g19270protein DA1-related 1 [Arachis ipaensis]DAR1_ARATH,RecName: Full=Protein DA1-related 1;A0A0B2RSU7_GLYSO,SubName: Full=DA-related 1 protein 1 {ECO:0000313|EMBL:AKI32341.1}; Flags: Fragment;

-- At2g31380B-box zinc finger protein 25 [Arachis duranensis]BBX25_ARATH,RecName: Full=B-box zinc finger protein 25 {ECO:0000303|PubMed:19920209}; AltName: Full=Protein SALT TOLERANCE HOMOLOG 1; AltName: Full=Salt tolerance-like protein;I1M564_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH23214.1, ECO:0000313|EnsemblPlants:GLYMA13G41980.1};

-- At1g19270protein DA1-related 1 isoform X2 [Arachis duranensis]DAR1_ARATH,RecName: Full=Protein DA1-related 1;A0A0B2RSU7_GLYSO,SubName: Full=DA-related 1 protein 1 {ECO:0000313|EMBL:AKI32341.1}; Flags: Fragment;

-- --B-box zinc finger protein 32 [Arachis duranensis]--I1KGP6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH47291.1, ECO:0000313|EnsemblPlants:GLYMA07G02320.1};

-- At5g57180protein CHLOROPLAST IMPORT APPARATUS 2 isoform X1 [Arachis duranensis]CIA2_ARATH,RecName: Full=Protein CHLOROPLAST IMPORT APPARATUS 2; Flags: Precursor;I1LVM0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH19102.1, ECO:0000313|EnsemblPlants:GLYMA13G00520.2};

-- At1g19270protein DA1-related 1 [Arachis duranensis]DAR1_ARATH,RecName: Full=Protein DA1-related 1;A0A1S2YSJ5_CICAR,SubName: Full=protein DA1-related 1-like {ECO:0000313|RefSeq:XP_004509228.1, ECO:0000313|RefSeq:XP_004509229.1, ECO:0000313|RefSeq:XP_012573712.1};

-- At2g33350proline and serine-rich protein 1-like isoform X1 [Arachis ipaensis]--I1LAQ8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33593.1, ECO:0000313|EnsemblPlants:GLYMA10G26990.1};

-- At5g22260PHD finger protein MALE STERILITY 1 [Arachis duranensis]MS1_ARATH,RecName: Full=PHD finger protein MALE STERILITY 1;A0A151QSK5_CAJCA,SubName: Full=PHD finger protein At1g33420 family {ECO:0000313|EMBL:KYP33289.1};

K11380: NTO1; NuA3 HAT complex component NTO1At3g14740mst2 complex subunit nto1 isoform X1 [Arachis duranensis]########A0A1S2Z2E1_CICAR,SubName: Full=protein Jade-1 isoform X1 {ECO:0000313|RefSeq:XP_004513788.1};

-- -- -- -- --

-- At5g58610_2increased DNA methylation 1 [Arachis ipaensis]########A0A0B2SLA6_GLYSO,SubName: Full=Chromodomain-helicase-DNA-binding protein 4 {ECO:0000313|EMBL:KHN45144.1}; EC=3.6.4.12 {ECO:0000313|EMBL:KHN45144.1};

-- At5g36740chromodomain-helicase-DNA-binding protein 3 homolog [Arachis ipaensis]########A0A251L9Y6_MANES,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OAY49724.1};



-- At5g58610_2uncharacterized protein LOC107470574 isoform X1 [Arachis duranensis]########A0A1J7H9H6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09535.1};

K10728: TOPBP1; topoisomerase (DNA) II binding protein 1--BRCT domain-containing protein At4g02110 isoform X1 [Arachis duranensis]--A0A072VP53_MEDTR,SubName: Full=DNA replication regulator dpb11, putative {ECO:0000313|EMBL:KEH43208.1};

-- At5g53430histone-lysine N-methyltransferase ATX3-like [Cajanus cajan]ATX3_ARATH,RecName: Full=Histone-lysine N-methyltransferase ATX3; EC=2.1.1.43; AltName: Full=Protein SET DOMAIN GROUP 14; AltName: Full=Trithorax-homolog protein 3; Short=TRX-homolog protein 3;A0A151S855_CAJCA,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749};

-- At5g53430histone-lysine N-methyltransferase ATX3-like [Cajanus cajan]ATX3_ARATH,RecName: Full=Histone-lysine N-methyltransferase ATX3; EC=2.1.1.43; AltName: Full=Protein SET DOMAIN GROUP 14; AltName: Full=Trithorax-homolog protein 3; Short=TRX-homolog protein 3;A0A151S855_CAJCA,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749};

-- At5g58610_2uncharacterized protein LOC107644722 [Arachis ipaensis]########A0A1J7H9H6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09535.1};

K10728: TOPBP1; topoisomerase (DNA) II binding protein 1--BRCT domain-containing protein At4g02110 isoform X1 [Arachis ipaensis]--A0A072VP53_MEDTR,SubName: Full=DNA replication regulator dpb11, putative {ECO:0000313|EMBL:KEH43208.1};

K22155: JADE2; E3 ubiquitin-protein ligase Jade-2 [EC:2.3.2.27]At5g53430histone-lysine N-methyltransferase ATX3 isoform X1 [Arachis ipaensis]ATX3_ARATH,RecName: Full=Histone-lysine N-methyltransferase ATX3; EC=2.1.1.43; AltName: Full=Protein SET DOMAIN GROUP 14; AltName: Full=Trithorax-homolog protein 3; Short=TRX-homolog protein 3;A0A151SIL1_CAJCA,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749};

-- At3g60670uncharacterized protein LOC107483742 isoform X2 [Arachis duranensis]--K7LBW3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH37216.1, ECO:0000313|EnsemblPlants:GLYMA09G05781.1};

-- At3g60670uncharacterized protein LOC107608719 [Arachis ipaensis]--V7B7R6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW13927.1};

-- At3g60670uncharacterized protein At3g50808-like [Arachis ipaensis]--A0A1U8P2E8_GOSHI,SubName: Full=uncharacterized protein LOC107953547 {ECO:0000313|RefSeq:XP_016744379.1};

-- At3g60670uncharacterized protein LOC107457969 [Arachis duranensis]--V7B7R6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW13927.1};

-- --two-component response regulator-like APRR9 isoform X2 [Arachis duranensis]--A0A151R8F6_CAJCA,SubName: Full=Two-component response regulator-like APRR5 {ECO:0000313|EMBL:KYP38831.1};

K12130: PRR5; pseudo-response regulator 5At5g24470two-component response regulator-like APRR5 isoform X1 [Arachis ipaensis]APRR5_ARATH,RecName: Full=Two-component response regulator-like APRR5; AltName: Full=Pseudo-response regulator 5;A0A151R8F6_CAJCA,SubName: Full=Two-component response regulator-like APRR5 {ECO:0000313|EMBL:KYP38831.1};

-- At2g43500protein NLP2 [Arachis ipaensis]NLP8_ARATH,RecName: Full=Protein NLP8; Short=AtNLP8; AltName: Full=NIN-like protein 8; AltName: Full=Nodule inception protein-like protein 8;A0A151SUG4_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP58419.1};

-- At1g20640protein NLP4 isoform X1 [Arachis duranensis]NLP4_ARATH,RecName: Full=Protein NLP4; Short=AtNLP4; AltName: Full=NIN-like protein 4; AltName: Full=Nodule inception protein-like protein 4;K7KHM7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH60929.1, ECO:0000313|EnsemblPlants:GLYMA04G01910.3};

-- At2g43500protein NLP2 [Arachis duranensis]NLP8_ARATH,RecName: Full=Protein NLP8; Short=AtNLP8; AltName: Full=NIN-like protein 8; AltName: Full=Nodule inception protein-like protein 8;A0A151SUG4_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP58419.1};

-- At2g43500LOW QUALITY PROTEIN: protein NLP8-like [Arachis duranensis]NLP8_ARATH,RecName: Full=Protein NLP8; Short=AtNLP8; AltName: Full=NIN-like protein 8; AltName: Full=Nodule inception protein-like protein 8;A0A151TG33_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP65998.1};

-- At1g20640protein NLP4 [Arachis ipaensis]NLP4_ARATH,RecName: Full=Protein NLP4; Short=AtNLP4; AltName: Full=NIN-like protein 4; AltName: Full=Nodule inception protein-like protein 4;K7KHM7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH60929.1, ECO:0000313|EnsemblPlants:GLYMA04G01910.3};

-- At2g33810squamosa promoter-binding-like protein [Arachis hypogaea]SPL3_ARATH,RecName: Full=Squamosa promoter-binding-like protein 3;A0A0K0KBG8_ARAHY,RecName: Full=Squamosa promoter-binding-like protein {ECO:0000256|PIRNR:PIRNR037575};

-- At2g33810squamosa promoter-binding-like protein 3 isoform X2 [Arachis ipaensis]SPL3_ARATH,RecName: Full=Squamosa promoter-binding-like protein 3;A0A0K0KBG8_ARAHY,RecName: Full=Squamosa promoter-binding-like protein {ECO:0000256|PIRNR:PIRNR037575};

-- At5g43270squamosa promoter-binding-like protein 12 isoform X3 [Arachis ipaensis]SPL12_ORYSI,RecName: Full=Squamosa promoter-binding-like protein 12;A0A0K0KCL4_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59210.1};

-- At5g43270squamosa promoter-binding-like protein [Arachis hypogaea]SPL8_ARATH,RecName: Full=Squamosa promoter-binding-like protein 8;A0A0K0KBG9_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59216.1};

-- At1g53160squamosa promoter-binding protein 1-like [Arachis duranensis]SPL4_ARATH,RecName: Full=Squamosa promoter-binding-like protein 4;A0A2I4E643_9ROSI,SubName: Full=squamosa promoter-binding protein 1-like {ECO:0000313|RefSeq:XP_018814874.1};

-- At5g50670squamosa promoter-binding-like protein 18 [Arachis duranensis]SPL16_ORYSJ,RecName: Full=Squamosa promoter-binding-like protein 16;A0A0K0KBH4_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59221.1};

-- At2g33810squamosa promoter-binding-like protein 3 [Arachis duranensis]SPL3_ARATH,RecName: Full=Squamosa promoter-binding-like protein 3;A0A0K0KBH8_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59213.1}; Flags: Fragment;

-- At5g43270squamosa promoter-binding-like protein 12 isoform X1 [Arachis ipaensis]SPL12_ORYSI,RecName: Full=Squamosa promoter-binding-like protein 12;A0A0K0KBG6_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59211.1};

-- At5g43270squamosa promoter-binding-like protein 12 isoform X3 [Arachis ipaensis]SPL12_ORYSI,RecName: Full=Squamosa promoter-binding-like protein 12;A0A0K0KCL4_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59210.1};

-- At1g53160squamosa promoter-binding protein 1-like [Arachis ipaensis]SPL4_ARATH,RecName: Full=Squamosa promoter-binding-like protein 4;E0CTG4_VITVI,RecName: Full=Squamosa promoter-binding-like protein {ECO:0000256|PIRNR:PIRNR037575};

-- At5g50670squamosa promoter-binding-like protein 13A [Arachis duranensis]SP13B_ARATH,RecName: Full=Squamosa promoter-binding-like protein 13B;A0A0K0KBH9_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59219.1};

-- At5g50670squamosa promoter-binding-like protein 13A [Arachis ipaensis]SP13B_ARATH,RecName: Full=Squamosa promoter-binding-like protein 13B;A0A0K0KBH9_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59219.1};

K22155: JADE2; E3 ubiquitin-protein ligase Jade-2 [EC:2.3.2.27]At5g53430histone-lysine N-methyltransferase ATX5 isoform X1 [Arachis duranensis]ATX5_ARATH,RecName: Full=Histone-lysine N-methyltransferase ATX5; EC=2.1.1.43; AltName: Full=Protein SET DOMAIN GROUP 29; AltName: Full=Trithorax-homolog protein 5; Short=TRX-homolog protein 5;A0A0R0EIT4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG94189.1}; Flags: Fragment;

K11423: SETD2, SET2; histone-lysine N-methyltransferase SETD2 [EC:2.1.1.43]At4g30860histone-lysine N-methyltransferase ASHR3 [Arachis ipaensis]ASHR3_ARATH,RecName: Full=Histone-lysine N-methyltransferase ASHR3; EC=2.1.1.43; AltName: Full=ASH1-related protein 3; AltName: Full=Protein SET DOMAIN GROUP 4; AltName: Full=Protein stamen loss;A0A251QW85_PRUPE,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|SAAS:SAAS00591749};

-- At3g55080ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplastic isoform X1 [Arachis ipaensis]########A0A0R0I0W2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36236.1};

K00592: RBCMT; [ribulose-bisphosphate carboxylase]/[fructose-bisphosphate aldolase]-lysine N-methyltransferase [EC:2.1.1.127 2.1.1.259]At1g14030ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplastic [Arachis ipaensis]########A0A072UM69_MEDTR,SubName: Full=Rubisco large subunit N-methyltransferase {ECO:0000313|EMBL:KEH30792.1};

-- At4g20120protein PLASTID TRANSCRIPTIONALLY ACTIVE 14 isoform X2 [Arachis ipaensis]########I1L144_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH37182.1, ECO:0000313|EnsemblPlants:GLYMA09G05510.1};

K19199: SETD3; histone-lysine N-methyltransferase SETD3 [EC:2.1.1.43]At5g17240protein SET DOMAIN GROUP 40-like isoform X1 [Arachis ipaensis]SDG40_ARATH,RecName: Full=Protein SET DOMAIN GROUP 40; EC=2.1.1.-;I1MBQ7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17268.1, ECO:0000313|EnsemblPlants:GLYMA14G39060.1};

K00592: RBCMT; [ribulose-bisphosphate carboxylase]/[fructose-bisphosphate aldolase]-lysine N-methyltransferase [EC:2.1.1.127 2.1.1.259]At1g14030ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplastic [Arachis duranensis]########I1KMF9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH50559.1, ECO:0000313|EnsemblPlants:GLYMA07G35510.1};

K19199: SETD3; histone-lysine N-methyltransferase SETD3 [EC:2.1.1.43]At3g07670ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplastic [Arachis ipaensis]--A0A0R0GH45_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17729.1, ECO:0000313|EnsemblPlants:GLYMA13G11740.1};

K10875: RAD54L, RAD54; DNA repair and recombination protein RAD54 and RAD54-like protein [EC:3.6.4.-]At3g24340SNF2 domain-containing protein CLASSY 4-like isoform X1 [Arachis ipaensis]CLSY3_ARATH,RecName: Full=SNF2 domain-containing protein CLASSY 3; EC=3.6.4.-; AltName: Full=Protein CHROMATIN REMODELING 31 {ECO:0000303|PubMed:16547115}; Short=AtCHR31;A0A1J7HMG2_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW07626.1};

K19001: HELLS, DDM1; ATP-dependent DNA helicaseAt5g66750ATP-dependent DNA helicase DDM1 [Glycine soja]########I1J8V7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76800.1, ECO:0000313|EnsemblPlants:GLYMA01G38150.1};

K10875: RAD54L, RAD54; DNA repair and recombination protein RAD54 and RAD54-like protein [EC:3.6.4.-]At3g24340SNF2 domain-containing protein CLASSY 4-like [Arachis duranensis]CLSY3_ARATH,RecName: Full=SNF2 domain-containing protein CLASSY 3; EC=3.6.4.-; AltName: Full=Protein CHROMATIN REMODELING 31 {ECO:0000303|PubMed:16547115}; Short=AtCHR31;A0A1J7HMG2_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW07626.1};

K15505: RAD5; DNA repair protein RAD5 [EC:3.6.4.-]At5g43530putative SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 3 [Arachis ipaensis]########I1NEQ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG90383.1, ECO:0000313|EnsemblPlants:GLYMA20G21940.1};

K19001: HELLS, DDM1; ATP-dependent DNA helicaseAt5g66750ATP-dependent DNA helicase DDM1 [Arachis duranensis]########I1J8V7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76800.1, ECO:0000313|EnsemblPlants:GLYMA01G38150.1};

K15505: RAD5; DNA repair protein RAD5 [EC:3.6.4.-]At5g43530putative SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 3 [Arachis duranensis]########I1NEQ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG90383.1, ECO:0000313|EnsemblPlants:GLYMA20G21940.1};

-- At3g54280ras-related protein Rab7-like [Arachis ipaensis]RAB7_SOYBN,RecName: Full=Ras-related protein Rab7;V7CR71_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW31760.1};



K20098: ERCC6L2; DNA excision repair protein ERCC-6-like 2 [EC:3.6.4.-]At1g03750switch 2 [Arachis ipaensis]CHR9_ARATH,RecName: Full=Switch 2 {ECO:0000312|EMBL:AEE27606.1}; EC=3.6.4.-; AltName: Full=Protein CHROMATIN REMODELING 9 {ECO:0000303|PubMed:16547115}; Short=AtCHR9;A0A0B2R838_GLYSO,SubName: Full=Putative DNA repair and recombination protein RAD26-like {ECO:0000313|EMBL:KHN28113.1};

-- At3g54430protein LATERAL ROOT PRIMORDIUM 1 isoform X1 [Arachis ipaensis]LRP1_ARATH,RecName: Full=Protein LATERAL ROOT PRIMORDIUM 1;K7KK00_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH62844.1, ECO:0000313|EnsemblPlants:GLYMA04G17885.2};

-- At3g54430protein LATERAL ROOT PRIMORDIUM 1 isoform X1 [Arachis duranensis]LRP1_ARATH,RecName: Full=Protein LATERAL ROOT PRIMORDIUM 1;K7KK00_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH62844.1, ECO:0000313|EnsemblPlants:GLYMA04G17885.2};

-- At4g22360YLP motif-containing protein 1 [Arachis ipaensis]--A0A1R3H2X4_9ROSI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO64703.1};

-- At5g63700_2uncharacterized protein At5g08430 isoform X3 [Arachis duranensis]Y5843_ARATH,RecName: Full=Uncharacterized protein At5g08430;K7LRF3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH30822.1, ECO:0000313|EnsemblPlants:GLYMA11G33015.6};

-- At2g14880upstream activation factor subunit UAF30 isoform X1 [Arachis duranensis]C3H19_ARATH,RecName: Full=Zinc finger CCCH domain-containing protein 19; Short=AtC3H19; AltName: Full=Protein Needed for RDR2-independent DNA methylation;A0A1J7HJX3_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW11184.1};

-- At5g08430_1uncharacterized protein At5g08430 isoform X1 [Arachis duranensis]Y5843_ARATH,RecName: Full=Uncharacterized protein At5g08430;K7MIS6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH09302.1, ECO:0000313|EnsemblPlants:GLYMA16G33391.2};

-- At2g14880upstream activation factor subunit UAF30 isoform X1 [Arachis duranensis]C3H19_ARATH,RecName: Full=Zinc finger CCCH domain-containing protein 19; Short=AtC3H19; AltName: Full=Protein Needed for RDR2-independent DNA methylation;A0A1J7HJX3_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW11184.1};

-- At5g63700_2uncharacterized protein At5g08430-like [Arachis ipaensis]--A0A1S2XUJ3_CICAR,SubName: Full=zinc finger CCCH domain-containing protein 44-like {ECO:0000313|RefSeq:XP_004494744.1};

-- At4g22360YLP motif-containing protein 1 [Arachis ipaensis]--A0A1R3H2X4_9ROSI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO64703.1};

-- At3g48360BTB/POZ and TAZ domain-containing protein 1 [Arachis duranensis]BT2_ARATH,RecName: Full=BTB/POZ and TAZ domain-containing protein 2; AltName: Full=BTB and TAZ domain protein 2;A0A1S2Z6C0_CICAR,SubName: Full=BTB/POZ and TAZ domain-containing protein 2-like {ECO:0000313|RefSeq:XP_004515848.1};

-- At1g79000histone acetyltransferase HAC1-like [Arachis ipaensis]HAC1_ARATH,RecName: Full=Histone acetyltransferase HAC1; EC=2.3.1.48 {ECO:0000269|PubMed:11160878};A0A218WBK6_PUNGR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OWM69462.1};

-- At1g58100transcription factor TCP8 [Arachis ipaensis]TCP8_ARATH,RecName: Full=Transcription factor TCP8;I1MJW9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06094.1, ECO:0000313|EnsemblPlants:GLYMA16G00580.1};

-- At4g20270leucine-rich repeat receptor-like serine/threonine-protein kinase BAM3 [Arachis ipaensis]BAME3_ARATH,RecName: Full=Leucine-rich repeat receptor-like serine/threonine-protein kinase BAM3; EC=2.7.11.1; AltName: Full=Protein BARELY ANY MERISTEM 3; Flags: Precursor;I1JIZ1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA02G45010.1};

-- --transcription factor TCP14 [Arachis duranensis]--A0A0S3R7V1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT76589.1};

-- --transcription factor TCP3 [Arachis ipaensis]PCF5_ORYSJ,RecName: Full=Transcription factor PCF5;A0A1J7GFB8_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV99127.1};

-- At1g58100transcription factor TCP8 [Arachis duranensis]TCP8_ARATH,RecName: Full=Transcription factor TCP8;K7LVD8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH26342.1, ECO:0000313|EnsemblPlants:GLYMA12G28970.2};

-- --transcription factor TCP14 [Arachis ipaensis]--A0A0S3R7V1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT76589.1};

-- --transcription factor TCP3 [Arachis ipaensis]PCF5_ORYSJ,RecName: Full=Transcription factor PCF5;A0A1J7GFB8_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV99127.1};

K13464: JAZ; jasmonate ZIM domain-containing proteinAt5g20900protein TIFY 3B [Arachis duranensis]TIF3B_ARATH,RecName: Full=Protein TIFY 3B; AltName: Full=Jasmonate ZIM domain-containing protein 12;G7JR45_MEDTR,SubName: Full=Divergent CCT motif protein {ECO:0000313|EMBL:AES92112.1};

-- At4g32570protein TIFY 8 isoform X2 [Arachis duranensis]TIF8_ARATH,RecName: Full=Protein TIFY 8 {ECO:0000303|PubMed:17499004};A0A151RAB6_CAJCA,SubName: Full=Protein TIFY 8 {ECO:0000313|EMBL:KYP39560.1};

K13464: JAZ; jasmonate ZIM domain-containing protein--protein TIFY 5A [Arachis ipaensis]TIF5A_ARATH,RecName: Full=Protein TIFY 5A {ECO:0000303|PubMed:17499004}; AltName: Full=Jasmonate ZIM domain-containing protein 8 {ECO:0000303|PubMed:17637675};I1MF23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH11175.1, ECO:0000313|EnsemblPlants:GLYMA15G09980.1};

-- At2g34600protein TIFY 5A [Arachis ipaensis]TIF5A_ARATH,RecName: Full=Protein TIFY 5A {ECO:0000303|PubMed:17499004}; AltName: Full=Jasmonate ZIM domain-containing protein 8 {ECO:0000303|PubMed:17637675};I1MF23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH11175.1, ECO:0000313|EnsemblPlants:GLYMA15G09980.1};

K13464: JAZ; jasmonate ZIM domain-containing proteinAt2g34600protein TIFY 5A [Arachis duranensis]TIF5A_ARATH,RecName: Full=Protein TIFY 5A {ECO:0000303|PubMed:17499004}; AltName: Full=Jasmonate ZIM domain-containing protein 8 {ECO:0000303|PubMed:17637675};I1MF23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH11175.1, ECO:0000313|EnsemblPlants:GLYMA15G09980.1};

K13464: JAZ; jasmonate ZIM domain-containing proteinAt5g20900protein TIFY 3B [Arachis duranensis]TIF3B_ARATH,RecName: Full=Protein TIFY 3B; AltName: Full=Jasmonate ZIM domain-containing protein 12;G7JR45_MEDTR,SubName: Full=Divergent CCT motif protein {ECO:0000313|EMBL:AES92112.1};

-- At4g32570protein TIFY 8 isoform X1 [Arachis ipaensis]TIF8_ARATH,RecName: Full=Protein TIFY 8 {ECO:0000303|PubMed:17499004};A0A151RAB6_CAJCA,SubName: Full=Protein TIFY 8 {ECO:0000313|EMBL:KYP39560.1};

K10523: SPOP; speckle-type POZ proteinAt1g55760LOW QUALITY PROTEIN: BTB/POZ domain-containing protein At1g55760-like [Arachis duranensis]Y1576_ARATH,RecName: Full=BTB/POZ domain-containing protein At1g55760;A0A151UAB8_CAJCA,SubName: Full=TD and POZ domain-containing protein 4 {ECO:0000313|EMBL:KYP76257.1};

-- At5g19330ARM REPEAT PROTEIN INTERACTING WITH ABF2 [Arachis ipaensis]ARIA_ARATH,RecName: Full=ARM REPEAT PROTEIN INTERACTING WITH ABF2; Short=ARIA;A0A1S3W0U0_VIGRR,SubName: Full=ARM REPEAT PROTEIN INTERACTING WITH ABF2-like {ECO:0000313|RefSeq:XP_014524181.1};

-- At5g13060ARM REPEAT PROTEIN INTERACTING WITH ABF2 [Arachis ipaensis]ARIA_ARATH,RecName: Full=ARM REPEAT PROTEIN INTERACTING WITH ABF2; Short=ARIA;A0A1S2XTC3_CICAR,SubName: Full=ARM REPEAT PROTEIN INTERACTING WITH ABF2-like {ECO:0000313|RefSeq:XP_004493669.1};

-- At5g60050BTB/POZ domain-containing protein At5g60050 [Arachis duranensis]Y5600_ARATH,RecName: Full=BTB/POZ domain-containing protein At5g60050;A0A1S3TI54_VIGRR,SubName: Full=BTB/POZ domain-containing protein At5g60050 {ECO:0000313|RefSeq:XP_014493458.1};

-- At2g41370regulatory protein NPR5 [Arachis ipaensis]NPR5_ARATH,RecName: Full=Regulatory protein NPR5; AltName: Full=BTB/POZ domain-containing protein NPR5; AltName: Full=Protein BLADE ON PETIOLE 2;F6HLP4_VITVI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:CCB55300.1};

-- At3g48360BTB/POZ and TAZ domain-containing protein 1 [Arachis ipaensis]BT1_ARATH,RecName: Full=BTB/POZ and TAZ domain-containing protein 1; AltName: Full=BTB and TAZ domain protein 1;K7KMU7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA05G02863.1};

K10523: SPOP; speckle-type POZ proteinAt2g39760BTB/POZ and MATH domain-containing protein 3 isoform X1 [Arachis duranensis]BPM3_ARATH,RecName: Full=BTB/POZ and MATH domain-containing protein 3; AltName: Full=Protein BTB-POZ AND MATH DOMAIN 3; Short=AtBPM3;A0A1S2YDE2_CICAR,SubName: Full=BTB/POZ and MATH domain-containing protein 3 {ECO:0000313|RefSeq:XP_004503177.1};

K14508: NPR1; regulatory protein NPR1At2g41370regulatory protein NPR5 [Arachis duranensis]NPR5_ARATH,RecName: Full=Regulatory protein NPR5; AltName: Full=BTB/POZ domain-containing protein NPR5; AltName: Full=Protein BLADE ON PETIOLE 2;K7K9F0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH72058.1, ECO:0000313|EnsemblPlants:GLYMA02G34135.1};

K14508: NPR1; regulatory protein NPR1At2g41370regulatory protein NPR5-like [Arachis ipaensis]NPR5_ARATH,RecName: Full=Regulatory protein NPR5; AltName: Full=BTB/POZ domain-containing protein NPR5; AltName: Full=Protein BLADE ON PETIOLE 2;A0A2I4GJF7_9ROSI,SubName: Full=regulatory protein NPR5-like {ECO:0000313|RefSeq:XP_018844030.1};

K03094: SKP1, CBF3D; S-phase kinase-associated protein 1CE10580SKP1-like protein 11 isoform X13 [Arachis duranensis]ASK11_ARATH,RecName: Full=SKP1-like protein 11; Short=AtSK11;A0A1R3IS26_COCAP,SubName: Full=SKP1 component {ECO:0000313|EMBL:OMO85395.1};

K14508: NPR1; regulatory protein NPR1At5g45110regulatory protein NPR3 [Arachis duranensis]NPR4_ARATH,RecName: Full=Regulatory protein NPR4; AltName: Full=BTB/POZ domain-containing protein NPR4;A0A0B2QTH6_GLYSO,SubName: Full=Regulatory protein NPR3 {ECO:0000313|EMBL:KHN22972.1};

K10523: SPOP; speckle-type POZ proteinAt2g39760BTB/POZ and MATH domain-containing protein 3 isoform X1 [Arachis duranensis]BPM3_ARATH,RecName: Full=BTB/POZ and MATH domain-containing protein 3; AltName: Full=Protein BTB-POZ AND MATH DOMAIN 3; Short=AtBPM3;A0A1S2YDE2_CICAR,SubName: Full=BTB/POZ and MATH domain-containing protein 3 {ECO:0000313|RefSeq:XP_004503177.1};

K10523: SPOP; speckle-type POZ proteinAt1g55760LOW QUALITY PROTEIN: BTB/POZ domain-containing protein At1g55760 [Arachis ipaensis]Y1576_ARATH,RecName: Full=BTB/POZ domain-containing protein At1g55760;I3TAL9_LOTJA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:AFK49561.1};

K14508: NPR1; regulatory protein NPR1At5g45110regulatory protein NPR3 [Arachis ipaensis]NPR3_ARATH,RecName: Full=Regulatory protein NPR3; AltName: Full=BTB/POZ domain-containing protein NPR3;A0A0B2QTH6_GLYSO,SubName: Full=Regulatory protein NPR3 {ECO:0000313|EMBL:KHN22972.1};

-- At5g28300trihelix transcription factor GTL2 [Arachis ipaensis]GTL2_ARATH,RecName: Full=Trihelix transcription factor GTL2; AltName: Full=GT2-LIKE protein 2; Short=AtGTL2; AltName: Full=Trihelix DNA-binding protein GTL2;I1NC80_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG96954.1, ECO:0000313|EnsemblPlants:GLYMA19G43280.1};

-- At1g76890trihelix transcription factor GT-2 [Arachis ipaensis]TGT2_ARATH,RecName: Full=Trihelix transcription factor GT-2; AltName: Full=Trihelix DNA-binding protein GT-2;A0A151S714_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP50558.1};

-- At3g58630trihelix transcription factor ASIL2 [Arachis ipaensis]ASIL2_ARATH,RecName: Full=Trihelix transcription factor ASIL2 {ECO:0000305}; AltName: Full=6B-interacting protein 1-like 2 {ECO:0000303|PubMed:21330492}; AltName: Full=Trihelix DNA-binding protein ASIL2 {ECO:0000305};A0A1S2YIZ8_CICAR,SubName: Full=trihelix transcription factor ASIL1-like isoform X2 {ECO:0000313|RefSeq:XP_004505494.1};

-- --trihelix transcription factor GT-2 [Arachis ipaensis]--A0A1S2Y096_CICAR,SubName: Full=trihelix transcription factor GT-2-like {ECO:0000313|RefSeq:XP_004496473.1};

-- At1g76890trihelix transcription factor GTL2 [Arachis duranensis]TGT2_ARATH,RecName: Full=Trihelix transcription factor GT-2; AltName: Full=Trihelix DNA-binding protein GT-2;I1NC80_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG96954.1, ECO:0000313|EnsemblPlants:GLYMA19G43280.1};



-- --trihelix transcription factor GTL2, partial [Arachis duranensis]--M5W7S8_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ09797.1};

-- --trihelix transcription factor GT-2 [Arachis ipaensis]--A0A1S2Y096_CICAR,SubName: Full=trihelix transcription factor GT-2-like {ECO:0000313|RefSeq:XP_004496473.1};

-- --trihelix transcription factor GT-2 [Arachis duranensis]--A0A151S716_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP50557.1};

-- At3g10040putative uncharacterized protein DDB_G0287457 [Arachis duranensis]--A0A1U8JMG3_GOSHI,SubName: Full=myb-like protein V {ECO:0000313|RefSeq:XP_016691470.1, ECO:0000313|RefSeq:XP_016691471.1};

-- At5g01380trihelix transcription factor GT-3b [Arachis ipaensis]TGT3A_ARATH,RecName: Full=Trihelix transcription factor GT-3a; AltName: Full=Trihelix DNA-binding protein GT-3a;A0A0B2SBM4_GLYSO,SubName: Full=Trihelix transcription factor GT-3b {ECO:0000313|EMBL:KHN42520.1};

-- --trihelix transcription factor GT-2 [Arachis ipaensis]-- --

-- At3g58630trihelix transcription factor ASIL2 [Arachis ipaensis]ASIL2_ARATH,RecName: Full=Trihelix transcription factor ASIL2 {ECO:0000305}; AltName: Full=6B-interacting protein 1-like 2 {ECO:0000303|PubMed:21330492}; AltName: Full=Trihelix DNA-binding protein ASIL2 {ECO:0000305};A0A1S2YJK5_CICAR,SubName: Full=trihelix transcription factor ASIL1-like isoform X1 {ECO:0000313|RefSeq:XP_004505493.1};

-- At5g01380trihelix transcription factor GT-3b [Arachis duranensis]TGT3A_ARATH,RecName: Full=Trihelix transcription factor GT-3a; AltName: Full=Trihelix DNA-binding protein GT-3a;A0A0B2SBM4_GLYSO,SubName: Full=Trihelix transcription factor GT-3b {ECO:0000313|EMBL:KHN42520.1};

-- At1g16070tubby-like protein 8 [Arachis ipaensis]TLP8_ARATH,RecName: Full=Tubby-like protein 8; Short=AtTLP8;A0A1S3U340_VIGRR,SubName: Full=tubby-like protein 8 {ECO:0000313|RefSeq:XP_014500440.1};

-- At1g16070tubby-like protein 8 [Arachis ipaensis]TLP8_ARATH,RecName: Full=Tubby-like protein 8; Short=AtTLP8;A0A1S3U340_VIGRR,SubName: Full=tubby-like protein 8 {ECO:0000313|RefSeq:XP_014500440.1};

-- --PREDICTED: tubby-like F-box protein 3 [Cicer arietinum]--A0A1S2XA47_CICAR,RecName: Full=Tubby-like F-box protein {ECO:0000256|RuleBase:RU361125};

-- --PREDICTED: tubby-like F-box protein 3 [Cicer arietinum]--A0A1S2XA47_CICAR,RecName: Full=Tubby-like F-box protein {ECO:0000256|RuleBase:RU361125};

-- At4g28190protein ULTRAPETALA 1-like [Cajanus cajan]ULT1_ARATH,RecName: Full=Protein ULTRAPETALA 1;A0A151TP49_CAJCA,SubName: Full=Protein ULTRAPETALA 1 {ECO:0000313|EMBL:KYP68829.1};

-- At4g31550probable WRKY transcription factor 11 [Arachis ipaensis]WRK11_ARATH,RecName: Full=Probable WRKY transcription factor 11; AltName: Full=WRKY DNA-binding protein 11;I1LVK7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH19120.1, ECO:0000313|EnsemblPlants:GLYMA13G00380.1};

K13424: WRKY33; WRKY transcription factor 33At5g07100probable WRKY transcription factor 26 [Arachis ipaensis]WRK24_ORYSI,RecName: Full=WRKY transcription factor WRKY24 {ECO:0000303|PubMed:16919842}; Short=OsWRKY24 {ECO:0000303|PubMed:16919842};K7K3I8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76058.1, ECO:0000313|EnsemblPlants:GLYMA01G31921.1};

-- At4g04450WRKY transcription factor 6-like [Arachis ipaensis]WRKY6_ARATH,RecName: Full=WRKY transcription factor 6 {ECO:0000303|PubMed:11722756}; AltName: Full=WRKY DNA-binding protein 6 {ECO:0000303|PubMed:11722756}; Short=AtWRKY6 {ECO:0000303|PubMed:11722756};K7KYC6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH56160.1, ECO:0000313|EnsemblPlants:GLYMA06G46420.2};

-- --probable WRKY transcription factor 35 [Arachis duranensis]--A0A1S2XZ07_CICAR,SubName: Full=probable WRKY transcription factor 23 {ECO:0000313|RefSeq:XP_004495894.1};

-- At2g30590probable WRKY transcription factor 21 [Arachis ipaensis]WRK21_ARATH,RecName: Full=Probable WRKY transcription factor 21; AltName: Full=WRKY DNA-binding protein 21;A0A0B2RD39_GLYSO,SubName: Full=Putative WRKY transcription factor 21 {ECO:0000313|EMBL:KHN32331.1};

K18835: WRKY2; WRKY transcription factor 2At2g37260WRKY transcription factor 44 [Arachis duranensis]WRK44_ARATH,RecName: Full=WRKY transcription factor 44; AltName: Full=Protein TRANSPARENT TESTA GLABRA 2; AltName: Full=WRKY DNA-binding protein 44;A0A151TUZ8_CAJCA,SubName: Full=WRKY transcription factor 44 {ECO:0000313|EMBL:KYP70831.1};

-- At4g04450WRKY transcription factor 6 isoform X1 [Arachis duranensis]WRKY6_ARATH,RecName: Full=WRKY transcription factor 6 {ECO:0000303|PubMed:11722756}; AltName: Full=WRKY DNA-binding protein 6 {ECO:0000303|PubMed:11722756}; Short=AtWRKY6 {ECO:0000303|PubMed:11722756};I1KZU8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36485.1, ECO:0000313|EnsemblPlants:GLYMA09G00820.1};

K13426: WRKY29; WRKY transcription factor 29--probable WRKY transcription factor 29 [Arachis ipaensis]--K7KRZ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH59972.1, ECO:0000313|EnsemblPlants:GLYMA05G37390.2};

-- At3g56400probable WRKY transcription factor 70 [Arachis ipaensis]WRK70_ARATH,RecName: Full=Probable WRKY transcription factor 70; AltName: Full=WRKY DNA-binding protein 70;B0LUS2_SOYBN,SubName: Full=Transcription factor {ECO:0000313|EMBL:ABY84661.1}; SubName: Full=Transcription factor WRKY57 {ECO:0000313|EMBL:DAA80460.1}; SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09265.1};

-- At1g80840probable WRKY transcription factor 40 isoform X1 [Arachis duranensis]WRK40_ARATH,RecName: Full=Probable WRKY transcription factor 40; AltName: Full=WRKY DNA-binding protein 40;A0A1S2Y937_CICAR,SubName: Full=probable WRKY transcription factor 40 {ECO:0000313|RefSeq:XP_004501381.1};

K18835: WRKY2; WRKY transcription factor 2At5g56270WRKY transcription factor SUSIBA2-like isoform X1 [Arachis ipaensis]WRKY2_ARATH,RecName: Full=Probable WRKY transcription factor 2 {ECO:0000303|Ref.1}; AltName: Full=WRKY DNA-binding protein 2 {ECO:0000303|Ref.1};K7MUG9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH00919.1, ECO:0000313|EnsemblPlants:GLYMA18G47741.1};

-- At1g80840probable WRKY transcription factor 40 isoform X1 [Arachis ipaensis]WRK40_ARATH,RecName: Full=Probable WRKY transcription factor 40; AltName: Full=WRKY DNA-binding protein 40;V7CSH5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW33089.1};

-- At2g37260WRKY transcription factor 44 [Arachis ipaensis]WRK44_ARATH,RecName: Full=WRKY transcription factor 44; AltName: Full=Protein TRANSPARENT TESTA GLABRA 2; AltName: Full=WRKY DNA-binding protein 44;I1NA43_SOYBN,SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09266.1};

-- At4g23810probable WRKY transcription factor 53 [Arachis ipaensis]WRK53_ARATH,RecName: Full=Probable WRKY transcription factor 53; AltName: Full=WRKY DNA-binding protein 53;A0A151SV15_CAJCA,SubName: Full=Putative WRKY transcription factor 53 {ECO:0000313|EMBL:KYP58634.1};

-- At5g26170probable WRKY transcription factor 50 isoform X1 [Arachis duranensis]WRK50_ARATH,RecName: Full=Probable WRKY transcription factor 50; AltName: Full=WRKY DNA-binding protein 50;A0A1J7I593_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09221.1};

-- At2g30590probable WRKY transcription factor 21 [Arachis duranensis]WRK21_ARATH,RecName: Full=Probable WRKY transcription factor 21; AltName: Full=WRKY DNA-binding protein 21;A0A0B2RD39_GLYSO,SubName: Full=Putative WRKY transcription factor 21 {ECO:0000313|EMBL:KHN32331.1};

K13426: WRKY29; WRKY transcription factor 29--probable WRKY transcription factor 29 [Arachis ipaensis]--K7KRZ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH59972.1, ECO:0000313|EnsemblPlants:GLYMA05G37390.2};

-- At3g58710probable WRKY transcription factor 69 isoform X2 [Arachis duranensis]WRK69_ARATH,RecName: Full=Probable WRKY transcription factor 69; AltName: Full=WRKY DNA-binding protein 69;I1LUP5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH27073.1, ECO:0000313|EnsemblPlants:GLYMA12G33990.1};

-- At4g26640probable WRKY transcription factor 20 isoform X1 [Arachis ipaensis]WRK20_ARATH,RecName: Full=Probable WRKY transcription factor 20; AltName: Full=WRKY DNA-binding protein 20;I1JJG7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH73864.1, ECO:0000313|EnsemblPlants:GLYMA02G46690.1};

-- At4g11070probable WRKY transcription factor 53 [Arachis duranensis]WRK41_ARATH,RecName: Full=Probable WRKY transcription factor 41; AltName: Full=WRKY DNA-binding protein 41;I1KAM9_SOYBN,SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09256.1};

-- At4g04450WRKY transcription factor 6 isoform X1 [Arachis duranensis]WRKY6_ARATH,RecName: Full=WRKY transcription factor 6 {ECO:0000303|PubMed:11722756}; AltName: Full=WRKY DNA-binding protein 6 {ECO:0000303|PubMed:11722756}; Short=AtWRKY6 {ECO:0000303|PubMed:11722756};I1KZU8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36485.1, ECO:0000313|EnsemblPlants:GLYMA09G00820.1};

-- --probable WRKY transcription factor 75 [Arachis ipaensis]-- --

K13424: WRKY33; WRKY transcription factor 33At2g03340probable WRKY transcription factor 4 [Arachis duranensis]WRKY3_ARATH,RecName: Full=Probable WRKY transcription factor 3; AltName: Full=WRKY DNA-binding protein 3;A0A0S3RRX9_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT83325.1};

-- --disease resistance protein RPS2 [Arachis ipaensis]--K7KQN0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH59108.1, ECO:0000313|EnsemblPlants:GLYMA05G29921.2};

-- At5g24110probable WRKY transcription factor 46 [Arachis ipaensis]WRK30_ARATH,RecName: Full=Probable WRKY transcription factor 30; AltName: Full=WRKY DNA-binding protein 30;I1MKL2_SOYBN,SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09263.1};

-- At3g56400probable WRKY transcription factor 70 isoform X1 [Arachis ipaensis]WRK70_ARATH,RecName: Full=Probable WRKY transcription factor 70; AltName: Full=WRKY DNA-binding protein 70;A0A151UBJ3_CAJCA,SubName: Full=Putative WRKY transcription factor 70 {ECO:0000313|EMBL:KYP76652.1};

K18835: WRKY2; WRKY transcription factor 2At5g56270WRKY transcription factor SUSIBA2-like [Arachis duranensis]WRKY2_ARATH,RecName: Full=Probable WRKY transcription factor 2 {ECO:0000303|Ref.1}; AltName: Full=WRKY DNA-binding protein 2 {ECO:0000303|Ref.1};V7B1N4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW11719.1};

-- At2g30590probable WRKY transcription factor 21 [Arachis ipaensis]WRK21_ARATH,RecName: Full=Probable WRKY transcription factor 21; AltName: Full=WRKY DNA-binding protein 21;A0A0B2RD39_GLYSO,SubName: Full=Putative WRKY transcription factor 21 {ECO:0000313|EMBL:KHN32331.1};

-- At4g26640probable WRKY transcription factor 20 isoform X1 [Arachis duranensis]WRK20_ARATH,RecName: Full=Probable WRKY transcription factor 20; AltName: Full=WRKY DNA-binding protein 20;I1JJG7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH73864.1, ECO:0000313|EnsemblPlants:GLYMA02G46690.1};

-- At4g31550probable WRKY transcription factor 11 [Arachis duranensis]WRK17_ARATH,RecName: Full=Probable WRKY transcription factor 17; AltName: Full=WRKY DNA-binding protein 17;Q2PJS0_SOYBN,SubName: Full=WRKY13 {ECO:0000313|EMBL:ABC26916.1};



A0A1S3VEA3_VIGRR,SubName: Full=PHD finger protein ALFIN-LIKE 3-like isoform X2 {ECO:0000313|RefSeq:XP_014516537.1};

K7LTI1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH24962.1, ECO:0000313|EnsemblPlants:GLYMA12G07800.3};

K7LTI1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH24962.1, ECO:0000313|EnsemblPlants:GLYMA12G07800.3};

A0A1J7GZW7_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW06152.1};

K7KHT1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH61095.1, ECO:0000313|EnsemblPlants:GLYMA04G03070.2};

D8KYG4_9FABA,SubName: Full=Ethylene-responsive factor 2 {ECO:0000313|EMBL:ACM79120.1};

K0F414_ARAHY,SubName: Full=Ethylene-responsive element binding factor 2 {ECO:0000313|EMBL:AFU07644.1};

V7CHF0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW28773.1};

K0FB33_ARAHY,SubName: Full=Ethylene-responsive element binding factor 6 {ECO:0000313|EMBL:AFU07643.1};

K0FB33_ARAHY,SubName: Full=Ethylene-responsive element binding factor 6 {ECO:0000313|EMBL:AFU07643.1};

A0A1S2XYW5_CICAR,SubName: Full=ethylene-responsive transcription factor ERF107 {ECO:0000313|RefSeq:XP_004496086.1};

E4W7V0_ARAHY,SubName: Full=TINY transcription factor {ECO:0000313|EMBL:CAW30732.1};

V7C0M5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW23712.1};

D8KYG4_9FABA,SubName: Full=Ethylene-responsive factor 2 {ECO:0000313|EMBL:ACM79120.1};

Q2I2S8_MEDTR,SubName: Full=Ethylene response factor {ECO:0000313|EMBL:AES89693.1}; SubName: Full=Ethylene-responsive element-binding protein {ECO:0000313|EMBL:ABC69353.1};

G7K978_MEDTR,SubName: Full=AP2 domain class transcription factor {ECO:0000313|EMBL:AES93903.1};

A0A1S2XYW5_CICAR,SubName: Full=ethylene-responsive transcription factor ERF107 {ECO:0000313|RefSeq:XP_004496086.1};

C6SW46_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ACU13469.1, ECO:0000313|EnsemblPlants:GLYMA13G38030.1};

A0A1S2X9U7_CICAR,SubName: Full=pathogenesis-related genes transcriptional activator PTI5-like {ECO:0000313|RefSeq:XP_004485859.1};

A0A1S2X9U7_CICAR,SubName: Full=pathogenesis-related genes transcriptional activator PTI5-like {ECO:0000313|RefSeq:XP_004485859.1};

G7JF92_MEDTR,SubName: Full=AP2-like ethylene-responsive transcription factor {ECO:0000313|EMBL:AES90761.2};

I1MP48_SOYBN,SubName: Full=AP2-EREBP transcription factor {ECO:0000313|EMBL:ALA09116.1};

A0A103Y605_CYNCS,SubName: Full=AP2/ERF domain-containing protein {ECO:0000313|EMBL:KVI03141.1};

V7CEK3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW27793.1};

K0F414_ARAHY,SubName: Full=Ethylene-responsive element binding factor 2 {ECO:0000313|EMBL:AFU07644.1};

I1JDW7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH70603.1, ECO:0000313|EnsemblPlants:GLYMA02G11060.1};

K7LM49_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36268.1, ECO:0000313|EnsemblPlants:GLYMA10G44041.2};

K7LM49_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36268.1, ECO:0000313|EnsemblPlants:GLYMA10G44041.2};

A0A0S3TCN2_PHAAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

A0A1J7G8L4_LUPAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

A0A0S3TCN2_PHAAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

A0A151SHR7_CAJCA,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

A0A0B2NU37_GLYSO,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

A0A0B2NU37_GLYSO,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

D2DGW4_SOYBN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};

A0A1J7G8L4_LUPAN,RecName: Full=Auxin-induced protein {ECO:0000256|RuleBase:RU004549};



K7M5J0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH15287.1, ECO:0000313|EnsemblPlants:GLYMA14G08641.1};

A0A0B2RGJ8_GLYSO,SubName: Full=Putative B3 domain-containing protein {ECO:0000313|EMBL:KHN31454.1};

A0A1S2Y9P2_CICAR,SubName: Full=B3 domain-containing protein At5g42700-like {ECO:0000313|RefSeq:XP_004501577.1};

A0A0B2QZA6_GLYSO,SubName: Full=B3 domain-containing transcription factor ABI3 {ECO:0000313|EMBL:KHN24997.1};

K7KL38_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH63711.1, ECO:0000313|EnsemblPlants:GLYMA04G36750.2};

V7C811_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW25410.1}; Flags: Fragment;

V7CHZ0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW29812.1};

A0A0S3SY26_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT97615.1};

K7N2T7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG90691.1, ECO:0000313|EnsemblPlants:GLYMA20G24268.1};

I1LJL0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH29567.1, ECO:0000313|EnsemblPlants:GLYMA11G13220.3};

A0A1J7GVQ9_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW04558.1};

A0A151TNB1_CAJCA,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

A0A1S3TW88_VIGRR,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

A0A0S3S0L2_PHAAN,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

A0A1S3TW88_VIGRR,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

A0A1S3TCV5_VIGRR,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

A0A151TNB1_CAJCA,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K7MAG4_SOYBN,RecName: Full=Auxin response factor {ECO:0000256|RuleBase:RU004561};

K7LJB1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33665.1, ECO:0000313|EnsemblPlants:GLYMA10G27910.3};

K7LJB1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33665.1, ECO:0000313|EnsemblPlants:GLYMA10G27910.3};

A0A0L9U9M2_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM39605.1};

V7ANK1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW06158.1};

I1NIX1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG92821.1, ECO:0000313|EnsemblPlants:GLYMA20G37550.1};

A0A1J7I9X7_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW15378.1};

A0A0L9TWZ8_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM35016.1};

A0A2I4FY68_9ROSI,SubName: Full=transcription factor PIF3-like {ECO:0000313|RefSeq:XP_018836591.1};

V7CGC6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW28413.1};

I1MLA8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06842.1, ECO:0000313|EnsemblPlants:GLYMA16G05390.2};

V7AR49_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW07780.1};

A0A1S3TNF2_VIGRR,SubName: Full=basic helix-loop-helix protein A-like {ECO:0000313|RefSeq:XP_014495284.1};

K7LP95_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH29448.1, ECO:0000313|EnsemblPlants:GLYMA11G12450.3};

A0A0B2QBN9_GLYSO,SubName: Full=Transcription factor ICE1 {ECO:0000313|EMBL:KHN17463.1}; EC=1.3.1.74 {ECO:0000313|EMBL:KHN17463.1};

I1J4X0_SOYBN,SubName: Full=BHLH transcription factor {ECO:0000313|EMBL:ALA09121.1};

A0A1S3UUY4_VIGRR,SubName: Full=transcription factor MYC2-like {ECO:0000313|RefSeq:XP_014509886.1};

A0A151S4F2_CAJCA,SubName: Full=Transcription factor bHLH137 family {ECO:0000313|EMBL:KYP49669.1};

A0A0B2RQ84_GLYSO,SubName: Full=Transcription factor bHLH36 {ECO:0000313|EMBL:KHN35225.1};

A0A1S2YIM3_CICAR,SubName: Full=transcription factor bHLH106-like {ECO:0000313|RefSeq:XP_004505138.1};



A0A151THB9_CAJCA,SubName: Full=Transcription factor bHLH93 {ECO:0000313|EMBL:KYP66386.1};

K7KZB5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH47400.1, ECO:0000313|EnsemblPlants:GLYMA07G03081.1};

A0A151QME0_CAJCA,SubName: Full=Transcription factor bHLH36 {ECO:0000313|EMBL:KYP31469.1};

A0A0B2PBB4_GLYSO,SubName: Full=Transcription factor bHLH93 {ECO:0000313|EMBL:KHN04892.1}; EC=1.3.1.74 {ECO:0000313|EMBL:KHN04892.1};

A0A0L9U9M2_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM39605.1};

A0A1S3TNF2_VIGRR,SubName: Full=basic helix-loop-helix protein A-like {ECO:0000313|RefSeq:XP_014495284.1};

A0A0B2SRQ2_GLYSO,SubName: Full=Transcription factor bHLH25 {ECO:0000313|EMBL:KHN47568.1};

I1NIX1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG92821.1, ECO:0000313|EnsemblPlants:GLYMA20G37550.1};

A0A0B2R364_GLYSO,SubName: Full=Transcription factor bHLH130 {ECO:0000313|EMBL:KHN26292.1};

K7MER4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06400.1, ECO:0000313|EnsemblPlants:GLYMA16G02320.2};

A0A151U0L6_CAJCA,SubName: Full=Transcription factor MUTE {ECO:0000313|EMBL:KYP72837.1};

V7ANK1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW06158.1};

V7AXR4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW10085.1};

B8XJY5_SOYBN,SubName: Full=BHLH transcription factor {ECO:0000313|EMBL:ALA09129.1}; SubName: Full=Inducer of CBF expression 1 {ECO:0000313|EMBL:ACJ39211.1};

C0JP16_LOTJA,SubName: Full=Putative basic helix-loop-helix protein BHLH11 {ECO:0000313|EMBL:ACN21635.1};

V7CES6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW27775.1};

I1MB28_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16909.1, ECO:0000313|EnsemblPlants:GLYMA14G36370.1};

I1K387_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH58537.1, ECO:0000313|EnsemblPlants:GLYMA05G26490.1};

I1MB28_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16909.1, ECO:0000313|EnsemblPlants:GLYMA14G36370.1};

A0A251R5H6_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ONI31297.1};

S4WVT0_9ROSI,SubName: Full=Inducer of CBF expression 2 {ECO:0000313|EMBL:AGP04218.1};

A0A0B2QCN0_GLYSO,SubName: Full=Transcription factor bHLH25 {ECO:0000313|EMBL:KHN19045.1};

A0A1S3VNQ4_VIGRR,SubName: Full=transcription factor bHLH121-like {ECO:0000313|RefSeq:XP_014520018.1};

A0A0B2QCN0_GLYSO,SubName: Full=Transcription factor bHLH25 {ECO:0000313|EMBL:KHN19045.1};

I1NC11_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG96859.1, ECO:0000313|EnsemblPlants:GLYMA19G42520.1};

A0A1S2YIM3_CICAR,SubName: Full=transcription factor bHLH106-like {ECO:0000313|RefSeq:XP_004505138.1};

V7CU85_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW32948.1};

A0A151RSS4_CAJCA,SubName: Full=Transcription factor bHLH95 {ECO:0000313|EMBL:KYP45583.1};

A0A0S3RD31_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT78487.1};

V7CU85_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW32948.1};

K7M402_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH23624.1, ECO:0000313|EnsemblPlants:GLYMA13G44594.1};

A0A151U4W0_CAJCA,SubName: Full=Transcription factor bHLH96 {ECO:0000313|EMBL:KYP74362.1};

I1LH23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH28296.1, ECO:0000313|EnsemblPlants:GLYMA11G04690.1};

A0A0B2R0A5_GLYSO,SubName: Full=Transcription factor bHLH96 {ECO:0000313|EMBL:KHN27371.1};

A0A0B2RQ84_GLYSO,SubName: Full=Transcription factor bHLH36 {ECO:0000313|EMBL:KHN35225.1};

G7ZUL8_MEDTR,SubName: Full=BZIP family transcription factor {ECO:0000313|EMBL:KEH39223.1};

A0A151RE21_CAJCA,SubName: Full=Protein ABSCISIC ACID-INSENSITIVE 5 {ECO:0000313|EMBL:KYP40713.1};

V7C427_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW24040.1};

A0A0B2NU39_GLYSO,SubName: Full=G-box-binding factor 1 {ECO:0000313|EMBL:KHM99021.1};

A0A151UGJ8_CAJCA,SubName: Full=G-box-binding factor 4 {ECO:0000313|EMBL:KYP78381.1}; Flags: Fragment;

A0A1J7IVA1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16686.1};



K7L6L7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH43267.1, ECO:0000313|EnsemblPlants:GLYMA08G14840.4};

A0A1S3W2J1_VIGRR,SubName: Full=basic leucine zipper 34-like {ECO:0000313|RefSeq:XP_014524379.1};

A0A1S2Z3B2_CICAR,SubName: Full=transcription factor HY5-like {ECO:0000313|RefSeq:XP_004514285.2};

A0A151RN10_CAJCA,SubName: Full=TGACG-sequence-specific DNA-binding protein TGA-2.1 {ECO:0000313|EMBL:KYP43908.1};

A0A1S2Z445_CICAR,SubName: Full=bZIP transcription factor 60 {ECO:0000313|RefSeq:XP_004514723.1};

A0A151UGJ8_CAJCA,SubName: Full=G-box-binding factor 4 {ECO:0000313|EMBL:KYP78381.1}; Flags: Fragment;

A0A1S3E8Y3_CICAR,SubName: Full=transcription factor TGA1-like isoform X1 {ECO:0000313|RefSeq:XP_004502460.1, ECO:0000313|RefSeq:XP_012571863.1};

I1L516_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH39597.1, ECO:0000313|EnsemblPlants:GLYMA09G34170.1};

V7D132_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW34886.1};

A0A1S3W2J1_VIGRR,SubName: Full=basic leucine zipper 34-like {ECO:0000313|RefSeq:XP_014524379.1};

A0A1J7IVA1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16686.1};

V7C427_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW24040.1};

I1MBK7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17183.1, ECO:0000313|EnsemblPlants:GLYMA14G38460.1};

A0A0B2NU39_GLYSO,SubName: Full=G-box-binding factor 1 {ECO:0000313|EMBL:KHM99021.1};

K7L6L7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH43267.1, ECO:0000313|EnsemblPlants:GLYMA08G14840.4};

A0A0R0FII4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH05862.1};

G7ZUL8_MEDTR,SubName: Full=BZIP family transcription factor {ECO:0000313|EMBL:KEH39223.1};

B9R7Z2_RICCO,SubName: Full=Ocs element-binding factor, putative {ECO:0000313|EMBL:EEF52622.1};

A0A1S3TYR5_VIGRR,SubName: Full=basic leucine zipper 34-like {ECO:0000313|RefSeq:XP_014498908.1};

A0A1J7HAP2_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09668.1};

A0A1S2XZU8_CICAR,SubName: Full=zinc finger protein CONSTANS-LIKE 16 {ECO:0000313|RefSeq:XP_004497095.1};

A0A1S3U8X0_VIGRR,SubName: Full=zinc finger protein CONSTANS-LIKE 4-like {ECO:0000313|RefSeq:XP_014502470.1};

A0A1S2XZU8_CICAR,SubName: Full=zinc finger protein CONSTANS-LIKE 16 {ECO:0000313|RefSeq:XP_004497095.1};

A0A1S3U8X0_VIGRR,SubName: Full=zinc finger protein CONSTANS-LIKE 4-like {ECO:0000313|RefSeq:XP_014502470.1};

A0A1S3UY66_VIGRR,SubName: Full=zinc finger protein CONSTANS-LIKE 16 {ECO:0000313|RefSeq:XP_014511026.1};

A0A1S3U1G8_VIGRR,SubName: Full=dof zinc finger protein DOF5.6-like {ECO:0000313|RefSeq:XP_014499844.1};

A0A200PQ85_9MAGN,SubName: Full=Zinc finger protein {ECO:0000313|EMBL:OVA00370.1};

A0A1S3VKB9_VIGRR,SubName: Full=dof zinc finger protein DOF2.1-like {ECO:0000313|RefSeq:XP_014518806.1};

A0A0B5JL37_CAJCA,SubName: Full=Dof protein {ECO:0000313|EMBL:DAA64926.1}; SubName: Full=Dof zinc finger protein DOF1.7 {ECO:0000313|EMBL:KYP58360.1}; SubName: Full=Dof19 {ECO:0000313|EMBL:AJG01739.1};

A0A1U8JFP6_GOSHI,SubName: Full=dof zinc finger protein DOF2.2-like isoform X1 {ECO:0000313|RefSeq:XP_016689061.1};

A0A0B5JL37_CAJCA,SubName: Full=Dof protein {ECO:0000313|EMBL:DAA64926.1}; SubName: Full=Dof zinc finger protein DOF1.7 {ECO:0000313|EMBL:KYP58360.1}; SubName: Full=Dof19 {ECO:0000313|EMBL:AJG01739.1};

A0A1J7GV31_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV91978.1};

A0A1S3U1G8_VIGRR,SubName: Full=dof zinc finger protein DOF5.6-like {ECO:0000313|RefSeq:XP_014499844.1};

B9RBB8_RICCO,SubName: Full=Zinc finger protein, putative {ECO:0000313|EMBL:EEF50839.1};

V7AZL4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW10068.1};

A0A0S3QZ55_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT73624.1};

A0A1S3U1G8_VIGRR,SubName: Full=dof zinc finger protein DOF5.6-like {ECO:0000313|RefSeq:XP_014499844.1};

A0A1S3VKB9_VIGRR,SubName: Full=dof zinc finger protein DOF2.1-like {ECO:0000313|RefSeq:XP_014518806.1};

G7J7H3_MEDTR,SubName: Full=Dof-type zinc finger DNA-binding family protein {ECO:0000313|EMBL:AES72534.2};

A0A0S3REK8_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT78863.1};



B4UW58_ARAHY,SubName: Full=DNA-binding with one finger 3 protein {ECO:0000313|EMBL:ACF74278.1}; Flags: Fragment;

B9RBB8_RICCO,SubName: Full=Zinc finger protein, putative {ECO:0000313|EMBL:EEF50839.1};

A0A1S3TTM6_VIGRR,SubName: Full=dof zinc finger protein DOF3.6-like {ECO:0000313|RefSeq:XP_014497141.1};

A0A291FGE3_ALLCE,SubName: Full=Cycling dof factor 2 {ECO:0000313|EMBL:ATG31849.1}; Flags: Fragment;

K7LNF5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH28681.1, ECO:0000313|EnsemblPlants:GLYMA11G07350.2};

A0A0S3SNY1_PHAAN,RecName: Full=GATA transcription factor {ECO:0000256|PIRNR:PIRNR016992};

G7KWI0_MEDTR,SubName: Full=GATA type zinc finger transcription factor family protein {ECO:0000313|EMBL:AES82392.1};

V7CYD3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW33921.1};

V7CYD3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW33921.1};

A0A0S3SNY1_PHAAN,RecName: Full=GATA transcription factor {ECO:0000256|PIRNR:PIRNR016992};

V7ASR6_PHAVU,RecName: Full=GATA transcription factor {ECO:0000256|PIRNR:PIRNR016992};

A0A0R0I1E4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33499.1};

A0A1J7GKK4_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW00956.1};

A0A0S3SQM9_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT95063.1};

A0A1J7G1A1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV94219.1};

V7CKF3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30619.1};

K7LLB9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH35572.1, ECO:0000313|EnsemblPlants:GLYMA10G39710.5};

I1JHU2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH72945.1, ECO:0000313|EnsemblPlants:GLYMA02G40960.3};

G7JIV8_MEDTR,SubName: Full=C2H2-type zinc-finger protein, putative {ECO:0000313|EMBL:AES90901.1};

K7K213_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH75014.1, ECO:0000313|EnsemblPlants:GLYMA01G06880.2};

B1PMD1_ARAHY,SubName: Full=Zinc finger protein ZFP133 {ECO:0000313|EMBL:ACA51023.1};

A0A1S3TUP3_VIGRR,SubName: Full=zinc finger protein ZAT12 {ECO:0000313|RefSeq:XP_014497472.1};

A0A1J7H055_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW05964.1};

A0A151RSN1_CAJCA,SubName: Full=Feruloyl esterase A {ECO:0000313|EMBL:KYP45547.1};

A0A061FDF7_THECC,SubName: Full=C2H2-like zinc finger protein {ECO:0000313|EMBL:EOY14712.1};

V7AJY0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW04416.1};

A0A0S3SZN7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT98390.1};

G7JIV8_MEDTR,SubName: Full=C2H2-type zinc-finger protein, putative {ECO:0000313|EMBL:AES90901.1};

A0A1S3U9L1_VIGRR,SubName: Full=uncharacterized protein LOC106763069 {ECO:0000313|RefSeq:XP_014502723.1};

A0A1J7H055_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW05964.1};

G7LAI2_MEDTR,SubName: Full=Plant UBX domain protein {ECO:0000313|EMBL:AET05390.1};

Q4FH86_SOYBN,SubName: Full=C2H2 transcription factor {ECO:0000313|EMBL:AAZ03389.1};

A0A0S3RYN0_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT85701.1};

A0A0B2P320_GLYSO,SubName: Full=Zinc finger protein ZAT9 {ECO:0000313|EMBL:KHN03635.1};

G7JPG1_MEDTR,SubName: Full=C2H2 and C2HC zinc finger protein, putative {ECO:0000313|EMBL:AES88616.2};

A0A151R6Q0_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP38308.1};

G7LAI2_MEDTR,SubName: Full=Plant UBX domain protein {ECO:0000313|EMBL:AET05390.1};

A0A0S3SXG4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT97623.1};

I1N022_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG98330.1, ECO:0000313|EnsemblPlants:GLYMA18G07330.1};

I1JPL1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH67672.1, ECO:0000313|EnsemblPlants:GLYMA03G33700.1};

I1JHU2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH72945.1, ECO:0000313|EnsemblPlants:GLYMA02G40960.3};

A0A2G9H9G5_9LAMI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:PIN14156.1};

I1LBB3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33908.1, ECO:0000313|EnsemblPlants:GLYMA10G29390.1};

I1JU87_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH61695.1, ECO:0000313|EnsemblPlants:GLYMA04G06660.1};

A0A1R3I8J4_COCAP,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO78884.1};



A0A0B2P1C7_GLYSO,SubName: Full=Phosphopantothenoylcysteine decarboxylase {ECO:0000313|EMBL:KHN03161.1}; EC=4.1.1.36 {ECO:0000313|EMBL:KHN03161.1};

I1LKZ1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA11G19830.1};

V7AJY0_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW04416.1};

G7JPG1_MEDTR,SubName: Full=C2H2 and C2HC zinc finger protein, putative {ECO:0000313|EMBL:AES88616.2};

I1LKZ1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA11G19830.1};

A0A151UBK6_CAJCA,SubName: Full=Zinc finger CCCH domain-containing protein 7 {ECO:0000313|EMBL:KYP76693.1};

I1MB97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17014.1, ECO:0000313|EnsemblPlants:GLYMA14G37100.1};

I1MB97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17014.1, ECO:0000313|EnsemblPlants:GLYMA14G37100.1};

I1MJM7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH13923.1, ECO:0000313|EnsemblPlants:GLYMA15G42820.1};

I1JAR5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH77830.1, ECO:0000313|EnsemblPlants:GLYMA01G44670.1};

A0A0R0FUL9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06867.1};

V7AI33_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW03746.1};

V7AI33_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW03746.1};

A0A1S2YQL9_CICAR,SubName: Full=probable protein phosphatase 2C 27 {ECO:0000313|RefSeq:XP_004508403.1};

A0A1S3UMK7_VIGRR,SubName: Full=E2F transcription factor-like E2FE isoform X2 {ECO:0000313|RefSeq:XP_014507184.1};

A0A151R8W6_CAJCA,SubName: Full=Transcription factor E2F7 {ECO:0000313|EMBL:KYP38992.1};

A0A151R8W6_CAJCA,SubName: Full=Transcription factor E2F7 {ECO:0000313|EMBL:KYP38992.1};

A0A151RQA5_CAJCA,SubName: Full=Protein FAR1-RELATED SEQUENCE 5 {ECO:0000313|EMBL:KYP44692.1}; Flags: Fragment;

A0A0B2QVM4_GLYSO,SubName: Full=Two-component response regulator ARR11 {ECO:0000313|EMBL:KHN24104.1};

A0A0B2QVM4_GLYSO,SubName: Full=Two-component response regulator ARR11 {ECO:0000313|EMBL:KHN24104.1};

A0A0S3QZ88_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT73614.1};

A0A1S2YD63_CICAR,SubName: Full=transcription repressor KAN1 isoform X3 {ECO:0000313|RefSeq:XP_004503105.1};

I1J945_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76947.1, ECO:0000313|EnsemblPlants:GLYMA01G39040.1};

A0A151SET7_CAJCA,SubName: Full=Two-component response regulator-like APRR2 {ECO:0000313|EMBL:KYP53354.1};

A0A072UPI8_MEDTR,SubName: Full=Myb-like transcription factor family protein {ECO:0000313|EMBL:KEH30918.1};

A0A1S2XWH7_CICAR,SubName: Full=protein PHR1-LIKE 1 {ECO:0000313|RefSeq:XP_004495581.1};

A0A151SE10_CAJCA,SubName: Full=Two-component response regulator ARR2 {ECO:0000313|EMBL:KYP53013.1};

K7M8D2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17301.1, ECO:0000313|EnsemblPlants:GLYMA14G39260.2};

A0A2C9WDH3_MANES,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OAY57218.1};

A0A1J7HIQ6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW02257.1};

V7CLJ1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30193.1};

I1K8P7_SOYBN,RecName: Full=Two-component response regulator {ECO:0000256|PIRNR:PIRNR036392};

A0A1S2YD63_CICAR,SubName: Full=transcription repressor KAN1 isoform X3 {ECO:0000313|RefSeq:XP_004503105.1};

A0A151SET7_CAJCA,SubName: Full=Two-component response regulator-like APRR2 {ECO:0000313|EMBL:KYP53354.1};

K7MYF6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG95366.1, ECO:0000313|EnsemblPlants:GLYMA19G32841.1};

A0A151QZG9_CAJCA,SubName: Full=Two-component response regulator-like APRR2 {ECO:0000313|EMBL:KYP35731.1};

A0A151QXJ0_CAJCA,SubName: Full=Myb family transcription factor APL {ECO:0000313|EMBL:KYP34979.1};

I1J945_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76947.1, ECO:0000313|EnsemblPlants:GLYMA01G39040.1};

A0A1S2XWH7_CICAR,SubName: Full=protein PHR1-LIKE 1 {ECO:0000313|RefSeq:XP_004495581.1};

A0A1J7HIQ6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW02257.1};

A0A1S3VPX9_VIGRR,SubName: Full=uncharacterized protein LOC106777111 {ECO:0000313|RefSeq:XP_014520124.1};

I1NHL8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG92028.1, ECO:0000313|EnsemblPlants:GLYMA20G32770.1};

A0A1J7IQB4_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16495.1};

A0A0S3R5B7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT75677.1};

A0A0S3R5B7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT75677.1};



A0A0B2RA15_GLYSO,SubName: Full=PAX-interacting protein 1 {ECO:0000313|EMBL:KHN30400.1};

A0A0B2RA15_GLYSO,SubName: Full=PAX-interacting protein 1 {ECO:0000313|EMBL:KHN30400.1};

V7AQI8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW07819.1};

A0A151TXG8_CAJCA,SubName: Full=Putative N-acetyltransferase yoaA {ECO:0000313|EMBL:KYP71767.1}; EC=2.3.1.- {ECO:0000313|EMBL:KYP71767.1};

A0A1J7FPG1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV89907.1};

V7AQI8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW07819.1};

A0A1J7IQB4_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW16495.1};

A0A151RKG0_CAJCA,SubName: Full=N-acetyltransferase 9-like protein {ECO:0000313|EMBL:KYP43029.1};

A0A1S3EBE2_CICAR,SubName: Full=scarecrow-like protein 14 {ECO:0000313|RefSeq:XP_012572738.1};

A0A1J7I8K0_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09187.1};

A0A0S3SED0_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT91147.1};

V7BDE6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW14496.1};

A0A1S3EDZ3_CICAR,SubName: Full=nodulation-signaling pathway 1 protein {ECO:0000313|RefSeq:XP_012574062.1};

A0A072V671_MEDTR,SubName: Full=Growth-regulating factor-like protein {ECO:0000313|EMBL:KEH37559.1};

K7LZ00_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH19280.1, ECO:0000313|EnsemblPlants:GLYMA13G16924.1};

A0A1J7HRX6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW15560.1};

A0A1S3UR30_VIGRR,SubName: Full=growth-regulating factor 1 isoform X1 {ECO:0000313|RefSeq:XP_014508379.1};

K7K3Y3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76368.1, ECO:0000313|EnsemblPlants:GLYMA01G35145.1};

V7CXL5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW34859.1};

K7M5R8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG88736.1, ECO:0000313|EnsemblPlants:GLYMA14G10100.2};

V7CXL5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW34859.1};

A0A151UIM6_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP79142.1};

K7MNJ4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH05542.1, ECO:0000313|EnsemblPlants:GLYMA17G35090.2};

A0A061DGL1_THECC,SubName: Full=BEL1-like homeodomain protein 2 isoform 1 {ECO:0000313|EMBL:EOX91227.1};

A0A0S3RPM4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT82526.1};

A0A0B2PC40_GLYSO,SubName: Full=Homeobox-leucine zipper protein ATHB-13 {ECO:0000313|EMBL:KHN06836.1};

A0A1S3VK68_VIGRR,SubName: Full=homeobox-leucine zipper protein ATHB-14 {ECO:0000313|RefSeq:XP_014518680.1};

A0A1S3VDP6_VIGRR,SubName: Full=homeobox-leucine zipper protein ANTHOCYANINLESS 2-like isoform X1 {ECO:0000313|RefSeq:XP_014516480.1, ECO:0000313|RefSeq:XP_014516481.1};

I1KCP4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH54501.1, ECO:0000313|EnsemblPlants:GLYMA06G20230.1};

A0A151RPB1_CAJCA,SubName: Full=Homeobox-leucine zipper protein HAT7 {ECO:0000313|EMBL:KYP44343.1};

I1MCR0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH09884.1, ECO:0000313|EnsemblPlants:GLYMA15G01960.1};

A0A1S2Z5D8_CICAR,SubName: Full=homeobox-leucine zipper protein HAT3 {ECO:0000313|RefSeq:XP_004515372.1};

A0A1S3VK68_VIGRR,SubName: Full=homeobox-leucine zipper protein ATHB-14 {ECO:0000313|RefSeq:XP_014518680.1};

A0A151QT10_CAJCA,SubName: Full=Homeobox-leucine zipper protein GLABRA 2 {ECO:0000313|EMBL:KYP33458.1};

A0A1S2YS47_CICAR,SubName: Full=homeobox-leucine zipper protein HAT22 {ECO:0000313|RefSeq:XP_004509044.1};

A0A151TTF7_CAJCA,SubName: Full=Homeobox-leucine zipper protein HOX19 {ECO:0000313|EMBL:KYP70362.1};

V7CJ98_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30247.1};

A0A1Q3B5I2_CEPFO,SubName: Full=Homeobox domain-containing protein/HALZ domain-containing protein {ECO:0000313|EMBL:GAV63258.1};

A0A1S2YS47_CICAR,SubName: Full=homeobox-leucine zipper protein HAT22 {ECO:0000313|RefSeq:XP_004509044.1};

A0A1S2XIY6_CICAR,SubName: Full=homeobox-leucine zipper protein HAT5 isoform X1 {ECO:0000313|RefSeq:XP_012568041.1}; SubName: Full=homeobox-leucine zipper protein HAT5 isoform X2 {ECO:0000313|RefSeq:XP_004489298.1};

K7LL44_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH35356.1, ECO:0000313|EnsemblPlants:GLYMA10G38280.2};

I1LRR5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH25399.1, ECO:0000313|EnsemblPlants:GLYMA12G10710.1};

A0A0B2RRA9_GLYSO,SubName: Full=Homeobox-leucine zipper protein HAT14 {ECO:0000313|EMBL:KHN35655.1};



A0A1Q3B5I2_CEPFO,SubName: Full=Homeobox domain-containing protein/HALZ domain-containing protein {ECO:0000313|EMBL:GAV63258.1};

A0A1R3JN39_COCAP,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO96203.1};

A0A0B2PC40_GLYSO,SubName: Full=Homeobox-leucine zipper protein ATHB-13 {ECO:0000313|EMBL:KHN06836.1};

I1J5M9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH74822.1, ECO:0000313|EnsemblPlants:GLYMA01G05230.1};

V7CM51_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30443.1};

A0A1S3U9I7_VIGRR,SubName: Full=homeobox protein SBH1-like isoform X1 {ECO:0000313|RefSeq:XP_014502681.1};

A0A0S3R259_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT74700.1};

D3IWE9_PRUPE,SubName: Full=Class I KNOX homeobox transcription factor STM-like 2 {ECO:0000313|EMBL:ADC35600.1};

D3IWE9_PRUPE,SubName: Full=Class I KNOX homeobox transcription factor STM-like 2 {ECO:0000313|EMBL:ADC35600.1};

A0A151TI40_CAJCA,SubName: Full=Homeobox-leucine zipper protein ATHB-40 {ECO:0000313|EMBL:KYP66724.1}; Flags: Fragment;

A0A0K2CTJ3_SOYBN,SubName: Full=Homeodomain/HOMEOBOX transcription factor {ECO:0000313|EMBL:ALA09186.1}; Flags: Fragment;

A0A0H3Y991_ARAHY,SubName: Full=Wuschel-related homeobox 13B1 {ECO:0000313|EMBL:AKN10292.1}; SubName: Full=Wuschel-related homeobox 13B2 {ECO:0000313|EMBL:AKN10293.1};

A0A0B2PZT7_GLYSO,SubName: Full=WUSCHEL-related homeobox 5 {ECO:0000313|EMBL:KHN13077.1};

A0A1S3UJQ8_VIGRR,SubName: Full=WUSCHEL-related homeobox 6 {ECO:0000313|RefSeq:XP_014506266.1};

A0A1S3UJQ8_VIGRR,SubName: Full=WUSCHEL-related homeobox 6 {ECO:0000313|RefSeq:XP_014506266.1};

A0A059DHD3_EUCGR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KCW89937.1};

A0A0S3QXE7_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT72999.1};

A0A1S2Y1G9_CICAR,SubName: Full=high mobility group B protein 7-like isoform X2 {ECO:0000313|RefSeq:XP_004497257.1};

A0A0R4J3U3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH41296.1, ECO:0000313|EnsemblPlants:GLYMA08G02550.1};

A0A1S2Y1G9_CICAR,SubName: Full=high mobility group B protein 7-like isoform X2 {ECO:0000313|RefSeq:XP_004497257.1};

I1N9K5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG95588.1, ECO:0000313|EnsemblPlants:GLYMA19G34210.1};

A0A1S3U1P6_VIGRR,SubName: Full=heat stress transcription factor B-4-like {ECO:0000313|RefSeq:XP_014499941.1};

I1JNB9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH66906.1, ECO:0000313|EnsemblPlants:GLYMA03G29190.1};

Q43457_SOYBN,SubName: Full=Heat shock transcription factor 34 {ECO:0000313|EMBL:CAA87077.1}; SubName: Full=Heat shock transcription factor HSFB1 {ECO:0000313|EMBL:AFQ93674.1};

I1N9K5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG95588.1, ECO:0000313|EnsemblPlants:GLYMA19G34210.1};

A0A1S3U1X0_VIGRR,SubName: Full=heat shock factor protein HSF30-like {ECO:0000313|RefSeq:XP_014500015.1, ECO:0000313|RefSeq:XP_014500016.1};

A0A0B2PBI1_GLYSO,SubName: Full=Heat stress transcription factor A-2 {ECO:0000313|EMBL:KHN06626.1};

A0A1S3U1P6_VIGRR,SubName: Full=heat stress transcription factor B-4-like {ECO:0000313|RefSeq:XP_014499941.1};

Q43457_SOYBN,SubName: Full=Heat shock transcription factor 34 {ECO:0000313|EMBL:CAA87077.1}; SubName: Full=Heat shock transcription factor HSFB1 {ECO:0000313|EMBL:AFQ93674.1};

A0A1J7GRY6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW03214.1};

A0A1J7GRY6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW03214.1};

A0A151QS34_CAJCA,SubName: Full=Lysine-specific demethylase 3B {ECO:0000313|EMBL:KYP33131.1};

I1K9W2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH53030.1, ECO:0000313|EnsemblPlants:GLYMA06G10660.2};

V7BAD8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW14774.1};

I1K9W2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH53030.1, ECO:0000313|EnsemblPlants:GLYMA06G10660.2};

K7MKS0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH03352.1, ECO:0000313|EnsemblPlants:GLYMA17G10030.2};

A0A1J7GH13_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV89020.1};

I1JY97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH64169.1, ECO:0000313|EnsemblPlants:GLYMA04G39830.1};

A0A0S3T5Q4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAU00182.1};

M5X1C1_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ19714.1};

I1J9D3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH77108.1, ECO:0000313|EnsemblPlants:GLYMA01G40010.1};

A0A0S3T5Q4_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAU00182.1};

A0A151T5T0_CAJCA,SubName: Full=Tyrosine decarboxylase 1 {ECO:0000313|EMBL:KYP62403.1};



I1NG19_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG91097.1, ECO:0000313|EnsemblPlants:GLYMA20G26910.1};

A0A151RPK3_CAJCA,SubName: Full=LOB domain-containing protein 42 {ECO:0000313|EMBL:KYP44488.1};

A0A0S3R4R9_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT75558.1};

M5X1C1_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ19714.1};

I1JY97_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH64169.1, ECO:0000313|EnsemblPlants:GLYMA04G39830.1};

A0A151RMB8_CAJCA,SubName: Full=LOB domain-containing protein 4 {ECO:0000313|EMBL:KYP43652.1};

I1J9D3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH77108.1, ECO:0000313|EnsemblPlants:GLYMA01G40010.1};

K7M7U5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16882.1, ECO:0000313|EnsemblPlants:GLYMA14G36221.1};

G9HXH2_PEA,SubName: Full=MADS-box transcription factor TM6 {ECO:0000313|EMBL:AEW43603.1};

A0A0D2PJM6_GOSRA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KJB07014.1};

I1K7M4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH51760.1, ECO:0000313|EnsemblPlants:GLYMA06G02990.1};

G9HXH2_PEA,SubName: Full=MADS-box transcription factor TM6 {ECO:0000313|EMBL:AEW43603.1};

I1K7M4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH51760.1, ECO:0000313|EnsemblPlants:GLYMA06G02990.1};

A0A0S3S854_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT88969.1};

A0A0D2PJM6_GOSRA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KJB07014.1};

K7M7U5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH16882.1, ECO:0000313|EnsemblPlants:GLYMA14G36221.1};

V7D1F9_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW35360.1};

A0A151UBD7_CAJCA,SubName: Full=MADS-box transcription factor 1 {ECO:0000313|EMBL:KYP76592.1};

A0A151UBD7_CAJCA,SubName: Full=MADS-box transcription factor 1 {ECO:0000313|EMBL:KYP76592.1};

V7D1F9_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW35360.1};

A0A151RR76_CAJCA,SubName: Full=Multiprotein-bridging factor 1b {ECO:0000313|EMBL:KYP45043.1};

A0A151RR76_CAJCA,SubName: Full=Multiprotein-bridging factor 1b {ECO:0000313|EMBL:KYP45043.1};

A0A1S3UH44_VIGRR,SubName: Full=uncharacterized protein LOC106765290 isoform X2 {ECO:0000313|RefSeq:XP_014505348.1};

A0A151RDU0_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP40824.1}; Flags: Fragment;

A0A151RDU0_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP40824.1}; Flags: Fragment;

V7B5Y4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW11886.1};

Q8S8Z9_SOYBN,SubName: Full=Syringolide-induced protein 1-3-1B {ECO:0000313|EMBL:BAB86893.1};

V7AVZ1_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW09812.1};

I1KBT0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH54016.1, ECO:0000313|EnsemblPlants:GLYMA06G16820.1};

A0A151SWA9_CAJCA,SubName: Full=Transcription factor MYB86 {ECO:0000313|EMBL:KYP59075.1};

V7B5Y4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW11886.1};

A0A0B2STX3_GLYSO,SubName: Full=Transcription factor AS1 {ECO:0000313|EMBL:KHN48368.1};

A0A0B0PES8_GOSAR,SubName: Full=Transcription factor MYB44-like protein {ECO:0000313|EMBL:KHG23455.1};

A0A0B2SRH5_GLYSO,SubName: Full=Myb-related protein 3R-1 {ECO:0000313|EMBL:KHN47505.1};

A0A1S3VBN3_VIGRR,SubName: Full=transcription factor MYB108-like {ECO:0000313|RefSeq:XP_014515544.1};

A0A059DGK7_EUCGR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KCW89883.1};

A0A0L9UU29_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM46236.1};

V5T6Q5_ARAHY,SubName: Full=Putative MYB-related protein 28 {ECO:0000313|EMBL:AHB59614.1};

A0A151TQ52_CAJCA,SubName: Full=Myb-like protein J {ECO:0000313|EMBL:KYP69140.1};

I1MDI3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH10298.1, ECO:0000313|EnsemblPlants:GLYMA15G04620.1};

V5T7Y1_ARAHY,SubName: Full=Putative MYB-related protein 30 {ECO:0000313|EMBL:AHB59616.1};



A0A151TJI0_CAJCA,SubName: Full=Protein ODORANT1 {ECO:0000313|EMBL:KYP67201.1};

A0A151S360_CAJCA,SubName: Full=Transcription factor MYB113 family {ECO:0000313|EMBL:KYP49242.1};

A0A0S3S4R3_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT87828.1};

V7CP15_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW30636.1};

I1K997_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH52681.1, ECO:0000313|EnsemblPlants:GLYMA06G08660.1};

A0A151RJ80_CAJCA,SubName: Full=Transcription repressor MYB4 {ECO:0000313|EMBL:KYP42571.1};

A0A0S3TC31_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAU02711.1};

A0A1S2XX77_CICAR,SubName: Full=transcription factor MYB108-like {ECO:0000313|RefSeq:XP_004495885.1};

I1JQY1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH68350.1, ECO:0000313|EnsemblPlants:GLYMA03G38410.1};

I1K0S5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA05G04900.1};

V5T7Y1_ARAHY,SubName: Full=Putative MYB-related protein 30 {ECO:0000313|EMBL:AHB59616.1};

A0A1S2YRV5_CICAR,SubName: Full=transcription factor MYB114-like {ECO:0000313|RefSeq:XP_004508935.1};

A0A1S2Z093_CICAR,SubName: Full=uncharacterized protein LOC101490682 isoform X1 {ECO:0000313|RefSeq:XP_004512739.1};

A0A0S3SZK1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT98311.1};

A0A1S3VA84_VIGRR,SubName: Full=transcription factor WER-like {ECO:0000313|RefSeq:XP_014515266.1};

A0A151TFM9_CAJCA,SubName: Full=Myb-related protein B {ECO:0000313|EMBL:KYP65850.1};

I1JQY1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH68350.1, ECO:0000313|EnsemblPlants:GLYMA03G38410.1};

V5T705_ARAHY,SubName: Full=Putative 3R MYB protein 10 {ECO:0000313|EMBL:AHB59598.1};

G7ICT7_MEDTR,SubName: Full=Myb transcription factor {ECO:0000313|EMBL:AES61608.1};

A0A0L9UU29_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KOM46236.1};

I1K997_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH52681.1, ECO:0000313|EnsemblPlants:GLYMA06G08660.1};

A0A1J7HSX5_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW04845.1};

K7LPN4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH29780.1, ECO:0000313|EnsemblPlants:GLYMA11G14760.7};

A0A0B2Q2B8_GLYSO,SubName: Full=Transcription factor MYB21 {ECO:0000313|EMBL:KHN14149.1}; Flags: Fragment;

A0A0S3RL70_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT81263.1};

A0A1S2YT64_CICAR,SubName: Full=uncharacterized protein LOC101488688 {ECO:0000313|RefSeq:XP_004509512.1};

V7BUX6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW20833.1};

A0A1S3U816_VIGRR,SubName: Full=uncharacterized protein LOC106762661 {ECO:0000313|RefSeq:XP_014502167.1};

V5T697_ARAHY,SubName: Full=Putative MYB-related protein 26 {ECO:0000313|EMBL:AHB59612.1};

A0A067CQH6_SAPPC,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KDO32728.1};

Q0PJD3_SOYBN,SubName: Full=MYB transcription factor MYB65 {ECO:0000313|EMBL:ABH02910.1}; Flags: Fragment;

A0A1S3E1Q0_CICAR,SubName: Full=myb-related protein B {ECO:0000313|RefSeq:XP_012568996.1};

A0A1S3VIM4_VIGRR,SubName: Full=transcription factor MYB34 {ECO:0000313|RefSeq:XP_014518062.1};

A0A151SHD3_CAJCA,SubName: Full=Myb-like protein J {ECO:0000313|EMBL:KYP54264.1};

V5T7W6_ARAHY,SubName: Full=Putative R2R3 MYB protein 8 {ECO:0000313|EMBL:AHB59596.1};

A0A0B2RK50_GLYSO,SubName: Full=Transcription factor MYB1R1 {ECO:0000313|EMBL:KHN32212.1};

V5T697_ARAHY,SubName: Full=Putative MYB-related protein 26 {ECO:0000313|EMBL:AHB59612.1};

A0A0S3S042_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT86226.1};

V5T688_ARAHY,SubName: Full=Putative MYB-related protein 16 {ECO:0000313|EMBL:AHB59602.1};

B9SUR9_RICCO,SubName: Full=Triptychon and cpc, putative {ECO:0000313|EMBL:EEF32645.1};

G7II01_MEDTR,SubName: Full=MYB-like transcription factor family protein {ECO:0000313|EMBL:AES67930.1};

B7FJW0_MEDTR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ACJ85039.1};



V5T7W6_ARAHY,SubName: Full=Putative R2R3 MYB protein 8 {ECO:0000313|EMBL:AHB59596.1};

V7BVJ8_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW21075.1};

A0A1S2XFA4_CICAR,SubName: Full=uncharacterized protein LOC101504548 {ECO:0000313|RefSeq:XP_004488477.1};

A0A1S2YT64_CICAR,SubName: Full=uncharacterized protein LOC101488688 {ECO:0000313|RefSeq:XP_004509512.1};

V5T7X7_ARAHY,SubName: Full=Putative MYB-related protein 25 {ECO:0000313|EMBL:AHB59611.1};

V5T7X7_ARAHY,SubName: Full=Putative MYB-related protein 25 {ECO:0000313|EMBL:AHB59611.1};

A0A151TK06_CAJCA,SubName: Full=Transcription factor TRY {ECO:0000313|EMBL:KYP67378.1};

V7CEB3_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW27620.1};

K7LZA9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA13G18620.2};

A0A1S3TUP7_VIGRR,SubName: Full=NAC domain-containing protein 83-like {ECO:0000313|RefSeq:XP_014497474.1};

I1MBR0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17271.1, ECO:0000313|EnsemblPlants:GLYMA14G39080.1};

A0A151SKE4_CAJCA,SubName: Full=NAC domain-containing protein 78 {ECO:0000313|EMBL:KYP55267.1};

A0A1S3E968_CICAR,SubName: Full=uncharacterized protein LOC101492664 isoform X2 {ECO:0000313|RefSeq:XP_012571948.1};

K7KMI5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH56898.1, ECO:0000313|EnsemblPlants:GLYMA05G00930.2};

A0A0S3SH15_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT92104.1};

A0A1S3TB57_VIGRR,SubName: Full=NAC domain-containing protein 100-like {ECO:0000313|RefSeq:XP_014491001.1};

A0A151RN15_CAJCA,SubName: Full=NAC domain-containing protein 90 {ECO:0000313|EMBL:KYP43893.1};

A0A151SKE4_CAJCA,SubName: Full=NAC domain-containing protein 78 {ECO:0000313|EMBL:KYP55267.1};

I1L5V3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH40060.1, ECO:0000313|EnsemblPlants:GLYMA09G37050.1};

A0A1S3TUP7_VIGRR,SubName: Full=NAC domain-containing protein 83-like {ECO:0000313|RefSeq:XP_014497474.1};

K7LZA9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA13G18620.2};

A0A1S2XCG5_CICAR,SubName: Full=NAC domain-containing protein 73-like {ECO:0000313|RefSeq:XP_004487194.1};

D0PWB2_CICAR,SubName: Full=NAC family transcription factor 3 {ECO:0000313|EMBL:ACO40486.1}; SubName: Full=NAC transcription factor 29 {ECO:0000313|RefSeq:XP_004490093.1};

A0A061F8R9_THECC,SubName: Full=NAC domain protein, IPR003441, putative {ECO:0000313|EMBL:EOY13097.1};

A0A1S2XCG5_CICAR,SubName: Full=NAC domain-containing protein 73-like {ECO:0000313|RefSeq:XP_004487194.1};

A0A0S3SH15_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT92104.1};

A0A0S3SH15_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT92104.1};

A0A2G5DB61_AQUCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:PIA40769.1};

A0A1S3TN37_VIGRR,SubName: Full=protein CUP-SHAPED COTYLEDON 3-like {ECO:0000313|RefSeq:XP_014495173.1};

A0A0B2PKP4_GLYSO,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KHN09961.1};

I1LD76_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH34977.1, ECO:0000313|EnsemblPlants:GLYMA10G36050.1};

A0A1S2Y4U3_CICAR,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|RefSeq:XP_004499395.1};

A0A1J7HMS1_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW03013.1};

K7KMI5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH56898.1, ECO:0000313|EnsemblPlants:GLYMA05G00930.2};

C6EU67_ARAHY,SubName: Full=NAC-like transcription factor {ECO:0000313|EMBL:ACI42832.1};

V7CM58_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW31277.1};

A0A0B2Q6P9_GLYSO,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KHN15497.1};

A0A1S3TN37_VIGRR,SubName: Full=protein CUP-SHAPED COTYLEDON 3-like {ECO:0000313|RefSeq:XP_014495173.1};

A0A151RSB4_CAJCA,SubName: Full=NAC domain-containing protein 29 {ECO:0000313|EMBL:KYP45399.1};

A0A1R3IPU6_9ROSI,SubName: Full=No apical meristem (NAM) protein {ECO:0000313|EMBL:OMO84594.1};

A0A151T2Y2_CAJCA,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KYP61394.1};

A0A151TM02_CAJCA,SubName: Full=Putative NAC domain-containing protein 94 {ECO:0000313|EMBL:KYP68073.1};

A0A151T2Y2_CAJCA,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KYP61394.1};



A0A0B2Q6P9_GLYSO,SubName: Full=NAC domain-containing protein 8 {ECO:0000313|EMBL:KHN15497.1};

A0A1S3U3M5_VIGRR,SubName: Full=protein CUP-SHAPED COTYLEDON 2-like {ECO:0000313|RefSeq:XP_014500628.1};

A0A151SKU2_CAJCA,SubName: Full=NAC domain-containing protein 7 {ECO:0000313|EMBL:KYP55393.1};

A0A151SQ43_CAJCA,SubName: Full=Nuclear transcription factor Y subunit A-10 {ECO:0000313|EMBL:KYP56960.1};

A0A151SQ43_CAJCA,SubName: Full=Nuclear transcription factor Y subunit A-10 {ECO:0000313|EMBL:KYP56960.1};

A0A0B2QCX3_GLYSO,SubName: Full=Nuclear transcription factor Y subunit A-9 {ECO:0000313|EMBL:KHN19456.1};

A0A151T593_CAJCA,SubName: Full=Nuclear transcription factor Y subunit A-3 {ECO:0000313|EMBL:KYP62217.1};

A0A1S3VYE8_VIGRR,SubName: Full=nuclear transcription factor Y subunit B-3-like {ECO:0000313|RefSeq:XP_014523242.1};

A0A1S3VYE8_VIGRR,SubName: Full=nuclear transcription factor Y subunit B-3-like {ECO:0000313|RefSeq:XP_014523242.1};

A0A0S3SCL1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT90596.1};

A0A151U8Q7_CAJCA,SubName: Full=Dr1-associated corepressor {ECO:0000313|EMBL:KYP75683.1};

K7L9N1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH45772.1, ECO:0000313|EnsemblPlants:GLYMA08G40390.4};

A0A1J7FPY6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV89998.1};

V7AYV9_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW09431.1};

K7M597_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH15044.1, ECO:0000313|EnsemblPlants:GLYMA14G07060.2};

A0A1S2YSJ5_CICAR,SubName: Full=protein DA1-related 1-like {ECO:0000313|RefSeq:XP_004509228.1, ECO:0000313|RefSeq:XP_004509229.1, ECO:0000313|RefSeq:XP_012573712.1};

K7L9N1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH45772.1, ECO:0000313|EnsemblPlants:GLYMA08G40390.4};

K7M3A2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH22973.1, ECO:0000313|EnsemblPlants:GLYMA13G40610.2};

V7BV84_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW20933.1};

C6SVN6_SOYBN,SubName: Full=ZIM transcription factor {ECO:0000313|EMBL:ALA09269.1};

K7MNZ7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH05902.1, ECO:0000313|EnsemblPlants:GLYMA17G37430.2};

K7KIC3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH61622.1, ECO:0000313|EnsemblPlants:GLYMA04G06190.2};

A0A1B1H1X1_ARAHY,SubName: Full=Histidine kinase 1 {ECO:0000313|EMBL:ANQ89644.1}; Flags: Fragment;

I1ME84_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH10724.1, ECO:0000313|EnsemblPlants:GLYMA15G07140.1};

I1MTM0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH03376.1, ECO:0000313|EnsemblPlants:GLYMA17G10170.1};

I1K8P7_SOYBN,RecName: Full=Two-component response regulator {ECO:0000256|PIRNR:PIRNR036392};

A0A0B2RSU7_GLYSO,SubName: Full=DA-related 1 protein 1 {ECO:0000313|EMBL:AKI32341.1}; Flags: Fragment;

I1M564_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH23214.1, ECO:0000313|EnsemblPlants:GLYMA13G41980.1};

A0A0B2RSU7_GLYSO,SubName: Full=DA-related 1 protein 1 {ECO:0000313|EMBL:AKI32341.1}; Flags: Fragment;

I1KGP6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH47291.1, ECO:0000313|EnsemblPlants:GLYMA07G02320.1};

I1LVM0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH19102.1, ECO:0000313|EnsemblPlants:GLYMA13G00520.2};

A0A1S2YSJ5_CICAR,SubName: Full=protein DA1-related 1-like {ECO:0000313|RefSeq:XP_004509228.1, ECO:0000313|RefSeq:XP_004509229.1, ECO:0000313|RefSeq:XP_012573712.1};

I1LAQ8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH33593.1, ECO:0000313|EnsemblPlants:GLYMA10G26990.1};

A0A151QSK5_CAJCA,SubName: Full=PHD finger protein At1g33420 family {ECO:0000313|EMBL:KYP33289.1};

A0A1S2Z2E1_CICAR,SubName: Full=protein Jade-1 isoform X1 {ECO:0000313|RefSeq:XP_004513788.1};

A0A0B2SLA6_GLYSO,SubName: Full=Chromodomain-helicase-DNA-binding protein 4 {ECO:0000313|EMBL:KHN45144.1}; EC=3.6.4.12 {ECO:0000313|EMBL:KHN45144.1};

A0A251L9Y6_MANES,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OAY49724.1};



A0A1J7H9H6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09535.1};

A0A072VP53_MEDTR,SubName: Full=DNA replication regulator dpb11, putative {ECO:0000313|EMBL:KEH43208.1};

A0A151S855_CAJCA,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749};

A0A151S855_CAJCA,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749};

A0A1J7H9H6_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09535.1};

A0A072VP53_MEDTR,SubName: Full=DNA replication regulator dpb11, putative {ECO:0000313|EMBL:KEH43208.1};

A0A151SIL1_CAJCA,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|PROSITE-ProRule:PRU00899, ECO:0000256|SAAS:SAAS00591749};

K7LBW3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH37216.1, ECO:0000313|EnsemblPlants:GLYMA09G05781.1};

V7B7R6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW13927.1};

A0A1U8P2E8_GOSHI,SubName: Full=uncharacterized protein LOC107953547 {ECO:0000313|RefSeq:XP_016744379.1};

V7B7R6_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW13927.1};

A0A151R8F6_CAJCA,SubName: Full=Two-component response regulator-like APRR5 {ECO:0000313|EMBL:KYP38831.1};

A0A151R8F6_CAJCA,SubName: Full=Two-component response regulator-like APRR5 {ECO:0000313|EMBL:KYP38831.1};

A0A151SUG4_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP58419.1};

K7KHM7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH60929.1, ECO:0000313|EnsemblPlants:GLYMA04G01910.3};

A0A151SUG4_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP58419.1};

A0A151TG33_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP65998.1};

K7KHM7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH60929.1, ECO:0000313|EnsemblPlants:GLYMA04G01910.3};

A0A0K0KBG8_ARAHY,RecName: Full=Squamosa promoter-binding-like protein {ECO:0000256|PIRNR:PIRNR037575};

A0A0K0KBG8_ARAHY,RecName: Full=Squamosa promoter-binding-like protein {ECO:0000256|PIRNR:PIRNR037575};

A0A0K0KCL4_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59210.1};

A0A0K0KBG9_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59216.1};

A0A2I4E643_9ROSI,SubName: Full=squamosa promoter-binding protein 1-like {ECO:0000313|RefSeq:XP_018814874.1};

A0A0K0KBH4_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59221.1};

A0A0K0KBH8_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59213.1}; Flags: Fragment;

A0A0K0KBG6_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59211.1};

A0A0K0KCL4_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59210.1};

E0CTG4_VITVI,RecName: Full=Squamosa promoter-binding-like protein {ECO:0000256|PIRNR:PIRNR037575};

A0A0K0KBH9_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59219.1};

A0A0K0KBH9_ARAHY,SubName: Full=Squamosa promoter-binding-like protein {ECO:0000313|EMBL:AID59219.1};

A0A0R0EIT4_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG94189.1}; Flags: Fragment;

A0A251QW85_PRUPE,RecName: Full=Histone-lysine N-methyltransferase {ECO:0000256|SAAS:SAAS00591749}; EC=2.1.1.43 {ECO:0000256|SAAS:SAAS00591749};

A0A0R0I0W2_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36236.1};

A0A072UM69_MEDTR,SubName: Full=Rubisco large subunit N-methyltransferase {ECO:0000313|EMBL:KEH30792.1};

I1L144_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH37182.1, ECO:0000313|EnsemblPlants:GLYMA09G05510.1};

I1MBQ7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17268.1, ECO:0000313|EnsemblPlants:GLYMA14G39060.1};

I1KMF9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH50559.1, ECO:0000313|EnsemblPlants:GLYMA07G35510.1};

A0A0R0GH45_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH17729.1, ECO:0000313|EnsemblPlants:GLYMA13G11740.1};

A0A1J7HMG2_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW07626.1};

I1J8V7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76800.1, ECO:0000313|EnsemblPlants:GLYMA01G38150.1};

A0A1J7HMG2_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW07626.1};

I1NEQ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG90383.1, ECO:0000313|EnsemblPlants:GLYMA20G21940.1};

I1J8V7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76800.1, ECO:0000313|EnsemblPlants:GLYMA01G38150.1};

I1NEQ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG90383.1, ECO:0000313|EnsemblPlants:GLYMA20G21940.1};

V7CR71_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW31760.1};



A0A0B2R838_GLYSO,SubName: Full=Putative DNA repair and recombination protein RAD26-like {ECO:0000313|EMBL:KHN28113.1};

K7KK00_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH62844.1, ECO:0000313|EnsemblPlants:GLYMA04G17885.2};

K7KK00_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH62844.1, ECO:0000313|EnsemblPlants:GLYMA04G17885.2};

A0A1R3H2X4_9ROSI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO64703.1};

K7LRF3_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH30822.1, ECO:0000313|EnsemblPlants:GLYMA11G33015.6};

A0A1J7HJX3_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW11184.1};

K7MIS6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH09302.1, ECO:0000313|EnsemblPlants:GLYMA16G33391.2};

A0A1J7HJX3_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW11184.1};

A0A1S2XUJ3_CICAR,SubName: Full=zinc finger CCCH domain-containing protein 44-like {ECO:0000313|RefSeq:XP_004494744.1};

A0A1R3H2X4_9ROSI,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OMO64703.1};

A0A1S2Z6C0_CICAR,SubName: Full=BTB/POZ and TAZ domain-containing protein 2-like {ECO:0000313|RefSeq:XP_004515848.1};

A0A218WBK6_PUNGR,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OWM69462.1};

I1MJW9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH06094.1, ECO:0000313|EnsemblPlants:GLYMA16G00580.1};

I1JIZ1_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA02G45010.1};

A0A0S3R7V1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT76589.1};

A0A1J7GFB8_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV99127.1};

K7LVD8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH26342.1, ECO:0000313|EnsemblPlants:GLYMA12G28970.2};

A0A0S3R7V1_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT76589.1};

A0A1J7GFB8_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIV99127.1};

G7JR45_MEDTR,SubName: Full=Divergent CCT motif protein {ECO:0000313|EMBL:AES92112.1};

I1MF23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH11175.1, ECO:0000313|EnsemblPlants:GLYMA15G09980.1};

I1MF23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH11175.1, ECO:0000313|EnsemblPlants:GLYMA15G09980.1};

I1MF23_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH11175.1, ECO:0000313|EnsemblPlants:GLYMA15G09980.1};

G7JR45_MEDTR,SubName: Full=Divergent CCT motif protein {ECO:0000313|EMBL:AES92112.1};

A0A151UAB8_CAJCA,SubName: Full=TD and POZ domain-containing protein 4 {ECO:0000313|EMBL:KYP76257.1};

A0A1S3W0U0_VIGRR,SubName: Full=ARM REPEAT PROTEIN INTERACTING WITH ABF2-like {ECO:0000313|RefSeq:XP_014524181.1};

A0A1S2XTC3_CICAR,SubName: Full=ARM REPEAT PROTEIN INTERACTING WITH ABF2-like {ECO:0000313|RefSeq:XP_004493669.1};

A0A1S3TI54_VIGRR,SubName: Full=BTB/POZ domain-containing protein At5g60050 {ECO:0000313|RefSeq:XP_014493458.1};

K7KMU7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EnsemblPlants:GLYMA05G02863.1};

A0A1S2YDE2_CICAR,SubName: Full=BTB/POZ and MATH domain-containing protein 3 {ECO:0000313|RefSeq:XP_004503177.1};

K7K9F0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH72058.1, ECO:0000313|EnsemblPlants:GLYMA02G34135.1};

A0A2I4GJF7_9ROSI,SubName: Full=regulatory protein NPR5-like {ECO:0000313|RefSeq:XP_018844030.1};

A0A0B2QTH6_GLYSO,SubName: Full=Regulatory protein NPR3 {ECO:0000313|EMBL:KHN22972.1};

A0A1S2YDE2_CICAR,SubName: Full=BTB/POZ and MATH domain-containing protein 3 {ECO:0000313|RefSeq:XP_004503177.1};

A0A0B2QTH6_GLYSO,SubName: Full=Regulatory protein NPR3 {ECO:0000313|EMBL:KHN22972.1};

I1NC80_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG96954.1, ECO:0000313|EnsemblPlants:GLYMA19G43280.1};

A0A151S714_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP50558.1};

A0A1S2YIZ8_CICAR,SubName: Full=trihelix transcription factor ASIL1-like isoform X2 {ECO:0000313|RefSeq:XP_004505494.1};

A0A1S2Y096_CICAR,SubName: Full=trihelix transcription factor GT-2-like {ECO:0000313|RefSeq:XP_004496473.1};

I1NC80_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRG96954.1, ECO:0000313|EnsemblPlants:GLYMA19G43280.1};



M5W7S8_PRUPE,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:EMJ09797.1};

A0A1S2Y096_CICAR,SubName: Full=trihelix transcription factor GT-2-like {ECO:0000313|RefSeq:XP_004496473.1};

A0A151S716_CAJCA,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KYP50557.1};

A0A1U8JMG3_GOSHI,SubName: Full=myb-like protein V {ECO:0000313|RefSeq:XP_016691470.1, ECO:0000313|RefSeq:XP_016691471.1};

A0A0B2SBM4_GLYSO,SubName: Full=Trihelix transcription factor GT-3b {ECO:0000313|EMBL:KHN42520.1};

A0A1S2YJK5_CICAR,SubName: Full=trihelix transcription factor ASIL1-like isoform X1 {ECO:0000313|RefSeq:XP_004505493.1};

A0A0B2SBM4_GLYSO,SubName: Full=Trihelix transcription factor GT-3b {ECO:0000313|EMBL:KHN42520.1};

A0A1S3U340_VIGRR,SubName: Full=tubby-like protein 8 {ECO:0000313|RefSeq:XP_014500440.1};

A0A1S3U340_VIGRR,SubName: Full=tubby-like protein 8 {ECO:0000313|RefSeq:XP_014500440.1};

A0A1S2XA47_CICAR,RecName: Full=Tubby-like F-box protein {ECO:0000256|RuleBase:RU361125};

A0A1S2XA47_CICAR,RecName: Full=Tubby-like F-box protein {ECO:0000256|RuleBase:RU361125};

A0A151TP49_CAJCA,SubName: Full=Protein ULTRAPETALA 1 {ECO:0000313|EMBL:KYP68829.1};

I1LVK7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH19120.1, ECO:0000313|EnsemblPlants:GLYMA13G00380.1};

K7K3I8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH76058.1, ECO:0000313|EnsemblPlants:GLYMA01G31921.1};

K7KYC6_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH56160.1, ECO:0000313|EnsemblPlants:GLYMA06G46420.2};

A0A1S2XZ07_CICAR,SubName: Full=probable WRKY transcription factor 23 {ECO:0000313|RefSeq:XP_004495894.1};

A0A0B2RD39_GLYSO,SubName: Full=Putative WRKY transcription factor 21 {ECO:0000313|EMBL:KHN32331.1};

A0A151TUZ8_CAJCA,SubName: Full=WRKY transcription factor 44 {ECO:0000313|EMBL:KYP70831.1};

I1KZU8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36485.1, ECO:0000313|EnsemblPlants:GLYMA09G00820.1};

K7KRZ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH59972.1, ECO:0000313|EnsemblPlants:GLYMA05G37390.2};

B0LUS2_SOYBN,SubName: Full=Transcription factor {ECO:0000313|EMBL:ABY84661.1}; SubName: Full=Transcription factor WRKY57 {ECO:0000313|EMBL:DAA80460.1}; SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09265.1};

A0A1S2Y937_CICAR,SubName: Full=probable WRKY transcription factor 40 {ECO:0000313|RefSeq:XP_004501381.1};

K7MUG9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH00919.1, ECO:0000313|EnsemblPlants:GLYMA18G47741.1};

V7CSH5_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW33089.1};

I1NA43_SOYBN,SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09266.1};

A0A151SV15_CAJCA,SubName: Full=Putative WRKY transcription factor 53 {ECO:0000313|EMBL:KYP58634.1};

A0A1J7I593_LUPAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:OIW09221.1};

A0A0B2RD39_GLYSO,SubName: Full=Putative WRKY transcription factor 21 {ECO:0000313|EMBL:KHN32331.1};

K7KRZ9_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH59972.1, ECO:0000313|EnsemblPlants:GLYMA05G37390.2};

I1LUP5_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH27073.1, ECO:0000313|EnsemblPlants:GLYMA12G33990.1};

I1JJG7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH73864.1, ECO:0000313|EnsemblPlants:GLYMA02G46690.1};

I1KAM9_SOYBN,SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09256.1};

I1KZU8_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH36485.1, ECO:0000313|EnsemblPlants:GLYMA09G00820.1};

A0A0S3RRX9_PHAAN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:BAT83325.1};

K7KQN0_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH59108.1, ECO:0000313|EnsemblPlants:GLYMA05G29921.2};

I1MKL2_SOYBN,SubName: Full=WRKY transcription factor {ECO:0000313|EMBL:ALA09263.1};

A0A151UBJ3_CAJCA,SubName: Full=Putative WRKY transcription factor 70 {ECO:0000313|EMBL:KYP76652.1};

V7B1N4_PHAVU,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:ESW11719.1};

A0A0B2RD39_GLYSO,SubName: Full=Putative WRKY transcription factor 21 {ECO:0000313|EMBL:KHN32331.1};

I1JJG7_SOYBN,SubName: Full=Uncharacterized protein {ECO:0000313|EMBL:KRH73864.1, ECO:0000313|EnsemblPlants:GLYMA02G46690.1};


