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84 AT5G41315 = NP_680372 BAB08503 AAL36964 GL3 (GLABRA 3); transcription factor/bHLH transcription factor-like protein /bHLH-transcription factor

AT1G63650 = NP_176552 NP_974080 Q9CADO D96661 AAB72192 AAG52418 AAL55709 EGL3 (ENHANCER OF GLABRA3); DNA binding/transcription factor /EGL3 (ENHANCER OF GLABRAS3); DNA binding /EGL1_ARATH Transcription factor EGL1 (ENHANCER OF GLABRAS3) (Basic helix-I

46

[ES

85

AT4G00480 = NP_191957 BAA11933 AAC13623 CAB80857 AAL55719 ATMYC1; DNA binding/transcription factor /ATMYC1 /F6N23.22 gene product /MYC1 transcription factor /putative transcription factor BHLH12
18 93 AAR21674 Cornus alternifolia myc-like anthocyanin regulatory protein
IAAR21672 Cornus oblonga myc-like anthocyanin regulatory protein
39 CAAQ7615 Gerbera hybrid cv. 'Terra Regina’' GMYC1 protein
95 AAR21675 Cornus eydeana myc-like anthocyanin regulatory protein
19 AAR21673 Cornus chinensis myc-like anthocyanin regulatory protein
AR21665 Cornus canadensis AAS86267 AAS86268 AAS86269 Cornus cf. canadensis Xiang and Fan 14-1 AAS86270 Cornus canadensis AAS86271 Cornus cf. canadensis Xiang and Fan 19-1 AAS86272 Cornus canadensis AAS86275 AAS86276 Cornus cf. canadensis Xia
AAR21666 Cornus unalaschkensis myc-like anthocyanin regulatory protein
AAS86304 Cornus unalaschkensis myc-like anthocyanin regulatory protein
AAR21667 Cornus suecica AAR21668 myc-like anthocyanin regulatory protein/myc-like anthocyanin regulatory protein
40 S86302 Cornus cf. canadensis Xiang and Fan 29-2 AAS86306 Cornus suecica AAS86307 myc-like anthocyanin regulatory protein/myc-like anthocyanin regulatory protein /myc-like anthocyanin regulatory protein
AS86273 Cornus canadensis AAS86274 AAS86279 Cornus unalaschkensis AAS86280 AAS86281 AAS86282 Cornus cf. canadensis Xiang and Fan 9-1 AAS86283 Cornus unalaschkensis AAS86285 AAS86286 Cornus cf. canadensis Xiang and Fan 26-1 AAS86287 Cornus un
AR21671 Cornus capitata myc-like anthocyanin regulatory protein
AAR21670 Cornus florida myc-like anthocyanin regulatory protein
AAR21669 Cornus florida myc-like anthocyanin regulatory protein
4 AAC39455 Petunia x hybrida bHLH transcription factor JAF13
92 BAA75513 Perilla frutescens BAA75514 MYC-RP/MYC-GP
; AAA32663 Antirrhinum majus DEL
70 —AAK19612 Gossypium hirsutum GHDEL61
20 AAK19613 Gossypium hirsutum GHDEL65
— AAA80173 Pennisetum glaucum myc-like regulatory R gene product
AAA80171 Pennisetum glaucum myc-like regulatory R gene product
5 AAL75975 Zea mays regulatory protein
AA40544 Zea mays AAAB0172 Pennisetum glaucum regulatory protein/myc-like regulatory R gene product
AAA80174 Pennisetum glaucum myc-like regulatory R gene product
1 AAAB0177 Tripsacum australe myc-like regulatory R gene product
13526 Zea mays P13027 CAA33805 CAA43115 AAA33504 CAB92300 AAL75479 ARLC_MAIZE Anthocyanin regulatory Lc protein/ARRS_MAIZE Anthocyanin regulatory R-S protein/unnamed protein product /SN /regulatory protein/transcription factor /r1-B73
AAQO01815 Zea mays BHLH protein
AAA80176 Sorghum bicolor myc-like regulatory R gene product
87—AAA80175 Sorghum bicolor myc-like regulatory R gene product
7 IAAT42156 Sorghum bicolor b1-2
IAAT42155 Sorghum bicolor b1-1
NP_918516 Oryza sativa (japonica cultivar-group) BAD45107 putative transcription activator Ra/regulatory protein B-Peru-like 0s0190576100
4 AAC49215 Oryza longistaminata transcriptional activator Rb homolog
4 AAC49220 Oryza sativa Rb
AAC49218 Oryza rufipogon transcriptional activator Rb homolog
NP_918526 Oryza sativa (japonica cultivar-group) BAD44950 BAD45121 putative transcription activator Ra/regulatory protein B-Peru-like /regulatory protein B-Peru-like
AAAB0170 Phyllostachys acuta myc-like regulatory R gene product 0Os01g0577300
52 130 ~AAC49217 Oryza rufipogon transcriptional activator Ra homolog
AC49214 Oryza longistaminata transcriptional activator Ra homolog 0Os11g0258700
AAX96692 Oryza sativa (japonica cultivar-group) ABA92524 Helix-loop-helix DNA-binding domain, putative/Helix-loop-helix DNA-binding domain, putative
XP_473471 Oryza sativa (japonica cultivar-group) BAB64301 Oryza sativa CAE03483 Oryza sativa (japonica cultivar-group) OSJNBa0065017.8/R-type basic helix-loop-helix protein /OSJNBa0065017.8
AAC49213 Oryza eichingeri transcriptional activator Ra homolog 0s04g0557800
AC49212 Oryza australiensis AAC49216 Oryza officinalis AAC49219 Oryza sativa transcriptional activator Ra homolog/transcriptional activator Ra homolog/Ra
XP_473467 Oryza sativa (japonica cultivar-group) CAE03479 OSJNBa0065017.4/0SJNBa0065017.4 0Os04g0557200
1 XP_473468 Oryza sativa (japonica cultivar-group) BAB64302 Oryza sativa CAE03480 Oryza sativa (japonica cultivar-group) OSJNBa0065017.5/R-type basic helix-loop-helix protein /OSJNBa0065017.5
- L____BAE20057 Lilium hybrid division | bHLH transcription factor 0s04g0557500
BAC56998 Perilla frutescens F3G1
) 100 Smo_GL3_168_2
- Smo_GL3_85_2
AT4G09820 = NP_192720 Q9FT81 T04030 CAB39649 CAB78105 CAC14865 TT8 (TRANSPARENT TESTA 8); DNA binding/transcription factor /TT8_ARATH TRANSPARENT TESTA 8 protein (Basic helix-loop-helix protein 42) (b HLH42) (AtbHLH042)/T04030 hypothetical protein F1
BAE20058 Lilium hybrid division | bHLH transcription factor
XP_477136 Oryza sativa (japonica cultivar-group) BAC83694 ABB17166 ABB17167 Oryza rufipogon putative intensifier/putative intensifier /brown pericarp and seed coat /brown pericarp and seed coat
AABO03841 Zea mays IN1
50 BAD18982 Ipomoea purpurea bHLH transcription activator Ivory seed
BAD18983 Ipomoea tricolor BAD18984 bHLH transcription activator Ivory seed/bHLH transcription activator Ivory seed
AAG25927 Petunia x hybrida AAG25928 anthocyanin 1/anthocyanin 1
£|—Ppa_GL3_52_2
q Ppa_GL3_81_1
AT4G38070 = NP_195520 CAE12174 DNA binding/transcription factor /putative bHLH131 transcription factor
57 | 99 XP_482961 Oryza sativa (japonica cultivar-group) BAD09003 bHLH protein family-like/bHLH protein family-like
54 —:BAD33952 Oryza sativa (japonica cultivar-group) bHLH-like protein
64 AT2G40200 = NP_181549 AAD25935 AAF18734 AAM10943 DNA binding/transcription factor /hypothetical protein /hypothetical protein /putative bHLH transcription factor
Smo_GL3_90_2
35 Smo_GL3_142_1
ABA99246 Oryza sativa (japonica cultivar-group) Helix-loop-helix DNA-binding domain, putative
ABA99773 Oryza sativa (japonica cultivar-group) hypothetical protein LOC_0Os12g40710
17 99 tXP_469986 Oryza sativa (japonica cultivar-group) AAO72370 hypothetical protein/hypothetical protein
L_BAD30156 Oryza sativa (japonica cultivar-group) putative bHLH protein
5 XP_466283 Oryza sativa (japonica cultivar-group) BAD15821 putative bHLH transcription factor PTF1/putative bHLH transcription factor PTF1
12 35 AAO73566 Oryza sativa BAD35275 Oryza sativa (japonica cultivar-group) BAD35276 bHLH transcription factor PTF1/bHLH transcription factor PTF1 /putative bHLH transcription factor PTF1
NP_909951 Oryza sativa (japonica cultivar-group) AAP44685 unknown protein/unknown protein
gs [L95 AT4G02590 = NP_567245 NP_001031577 AAC78259 CAB80752 AAK32915 AAM10948 AAM65759 AAN28890 DNA binding/transcription factor /DNA binding /hypothetical protein /hypothetical protein /AT4g02590/T10P11_13 /putative bHLH transcription factor /putative lip
71 AT1G03040 = NP_563672 AAD25805 AAK96661 AAM47952 AAL55714 DNA binding/transcription factor /Contains PF|00010 helix-loop-helix DNA-binding domain. ESTs gb|T45640 and gb|T22783 come from this gene. /Unknown protein /unknown protein /putative transcr
2 ABB16991 Solanum tuberosum unknown
XP_468258 Oryza sativa (japonica cultivar-group) BAD19075 BAD19276 basic helix-loop-helix (bHLH) -like/basic helix-loop-helix (bHLH) -like /basic helix-loop-helix (bHLH) -like
T2G24260 = NP_180003 AAD03387 BAD44133 BAD44153 DNA binding/transcription factor /unknown protein /putative bHLH transcription factor (0HLH066) /putative bHLH transcription factor (bHLH066)
p. AAM10955 Arabidopsis thaliana putative bHLH transcription factor
AT4G30980 = NP_194827 CAA18195 CAB79816 AAM10956 DNA binding/transcription factor /putative protein /putative protein /putative bHLH transcription factor
BAD72512 Oryza sativa (japonica cultivar-group) bHLH transcription factor PTF1-like
4 AT5G58010 = NP_200609 BAA97525 DNA binding/transcription factor /unnamed protein product
d XP_468285 Oryza sativa (japonica cultivar-group) AAK98706 BAD 19423 hypothetical protein/Putative SPATULA /hypothetical protein
A 76 | 46-AAV33474 Fragaria x ananassa basic helix-loop-helix protein
T4G36930 = NP_568010 Q9FUA4 CAB16798 CAB80359 AAG33640 SPT (SPATULA); DNA binding/transcription factor /SPT_ARATH Protein SPATULA/putative protein /putative protein /SPATULA
AD67851 Oryza sativa (japonica cultivar-group) basic helix-loop-helix protein SPATULA-like
AT5G67110 = NP_201512 BAB10945 AAM61195 BAD43719 ALC (ALCATRAZ); DNA binding/transcription factor /unnamed protein product /unknown /putative bHLH transcription factor (0 HLH073/ALCATRAZ)
NP_911152 Oryza sativa (japonica cultivar-group) BAC19953 BAC21408 transcription factor BHLH9-like protein/transcription factor BHLH9-like protein /transcription factor BHLH9-like protein
7 37 XP_473908 Oryza sativa (japonica cultivar-group) CAE02150 OSJNBa0058K23.6/0SJNBa0058K23.6
87 —AT3G59060 = NP_191465 NP_001030889 NP_001030890 NP_851021 CAB86934 AAM10954 BAC56978 PIL6 (PHYTOCHROME-INTERACTING FACTOR 5); DNA binding/transcription factor /PIL6 (PHYTOCHROME-INTERACTING FACTOR 5); DNA binding /transcription factor /PIL6 (PHYTOCH
AT2G43010 = NP_565991 NP_850381 Q8W2F3 H84860 AAL55716 CAD29449 PIF4 (PHYTOCHROME INTERACTING FACTOR 4); DNA binding/transcription factor /PIF4 (PHYTOCHROME INTERACTING FACTOR 4); DNA binding /transcription factor /PIF4_ARATH Phytochrome-interacting
AT2G20180 = NP_849996 NP_179608 AAD24380 AAN78308 BAC56979 PIL5 (PHYTOCHROME INTERACTING FACTOR 3-LIKE 5); transcription factor/PIL5 (PHYTOCHROME INTERACTING FACTOR 3-LIKE 5); transcription factor /Junknown protein /putative bHLH transcription factor
67—CAD32238 Oryza sativa BP-5 protein
P ABA99362 Oryza sativa (japonica cultivar-group) ABA99363 ABA99364 BP-5 protein/BP-5 protein /BP-5 protein
AT1G09530 = NP_172424 NP_849626 080536 AAC33213 AAC95156 AAC99771 AAL55715 BAC41930 PIF3 (PHYTOCHROME INTERACTING FACTOR 3); DNA binding/transcription factor/transcription regulator /PIF3 (PHYTOCHROME INTERACTING FACTOR 3); DNA binding /transcriptio
14 AAT77368 Oryza sativa (japonica cultivar-group) AAU10768 hypothetical protein/hypothetical protein
BAD81566 Oryza sativa (japonica cultivar-group) putative BP-5 protein
35 AT4G28790 = NP_194608 NP_974634 CAA22973 CAB81467 transcription factor/unknown protein /putative protein /putative protein
_| 70 | AT4G28800 = NP_194609 CAA22972 CAB81468 transcription factor/putative protein /putative protein
AT4G28815 = CAE12173 putative bHLH127 transcription factor
74 NP_922684 Oryza sativa (japonica cultivar-group) AAK55467 AAP54971 putative DNA-binding protein/putative DNA-binding protein /DNA-binding protein, putative
%_:AAG 9308 Arabidopsis thaliana CAB80763 contains similarity to transcriptional activators such as Ra-like and myc-like regulatory R proteins/putative transcriptional regulator
[ 59 ] T4G00050 = NP_191916 AAM10933 BAC41905 DNA binding/transcription factor /putative bHLH transcription factor /putative bHLH transcription factor bHLH016
———AT5G61270 = NP_200935 NP_001032117 BAB08482 AAP86213 AAS79546 CAG25857 BAD95106 DNA binding/transcription factor /DNA binding /transcription factor /Junnamed protein product /putative bHLH transcription factor /At5g61270 /hypothetical protein /bHLH t
100 Smo_GL3_108_2 Smo_GL3_109_2
Ppa_GL3_14_1 Ppa_GL3_78_1
13| Smo_GL3_27_1Smo_GL3_100_2
] 6 Smo_GL3_45_1 Smo_GL3_48_1
96 Smo_GL3_63_1 Smo_GL3_4_1
Ppa_GL3_29_1
18 AAF04917 Lycopersicon esculentum jasmonic acid 3
AT4G17880 = NP_193522 CAA17131 CAB78790 AAL55711 BAD94748 DNA binding/transcription factor /bHLH protein-like /bHLH protein-like /putative transcription factor BHLH4 /putative transcription factor BHLH4
38 ABD65632 Brassica oleracea basic helix-loop-helix (bHLH) family transcription factor
AT5G46760 = NP_199488 BAB08920 AAL55712 DNA binding/transcription factor /bHLH protein-like /putative transcription factor BHLH5
ABD59338 Pisum sativum G-box element binding protein
ABO00686 Phaseolus vulgaris phaseolin G-box binding protein PG1
off-AAY90122 Rheum australe basic helix-loop-helix transcription factor protein
AAC28907 Phaseolus vulgaris phaseolin G-box binding protein PG2
4 AAQ14332 Catharanthus roseus MYC2
3!CAF74710 Solanum tuberosum MYC transcription factor
Ppa_GL3 95 _2
86 XP_483607 Oryza sativa (japonica cultivar-group) BAD08992 BAD09724 phaseolin G-box binding protein PG1-like/phaseolin G-box binding protein PG1-like /phaseolin G-box binding protein PG1-like
BAD34411 Oryza sativa (japonica cultivar-group) BAD54698 putative MYC-related DNA binding protein/putative MYC-related DNA binding protein RD22BP1
AT4G00870 = NP_567195 AAB62853 CAB80896 CAD58596 DNA binding/transcription factor /similar to the myc family of helix-loop-helix transcription factors /AT4g00870 /putative bHLH transcription factor
AT5G46830 = NP_199495 BAA97217 AAL55721 DNA binding/transcription factor /bHLH transcription factor /putative transcription factor bHLH28
7 AT1G32640 = NP_174541 Q39204 CAA67885 BAA25078 AAF25980 AAK59788 AAL55713 AAO23607 CAH58735 ATMYC2 (JASMONATE INSENSITIVE 1); DNA binding/transcription factor /RAP1_ARATH Transcription factor AtMYC2 (R-homologous Arabidopsis protein 1) (RAP-1) (Basi
| 'CAF74711 Solanum tuberosum MYC transcription factor
NP_922850 Oryza sativa (japonica cultivar-group) AAD15818 Zea mays AAK00453 Oryza sativa (japonica cultivar-group) AAS66204 Oryza sativa ABB48017 Oryza sativa (japonica cultivar-group) putative MYC transcription factor/transcription factor MY
4] 98 l—Ppa_GLS_3_1
d Ppa_GL3 94_1
) Ppa_GL3_6_1
_7|:Smo_GL3_69_2 Smo_GL3_57_3
6 AT1G01260 = NP_171634 AAF97322 AAL55720 AAL84968 AAM10932 AAM53310 AAO42763 DNA binding/transcription factor /Similar to transcription factors /putative transcription factor BHLH13 /At1901260/F6F3_25 /putative bHLH transcription factor /transcriptio
45 NP_916534 Oryza sativa (japonica cultivar-group) BAD81581 BAD82250 P0684B02.21/bHLH protein-like /bHLH protein-like
48 77 AT4G16430 = NP_193376 CAB10419 CAB78685 AAL16298 AAL15257 AAL55710 AAN73298 DNA binding/transcription factor /transcription factor like protein /transcription factor like protein /AT4g16430/d14240w /AT4g16430/d14240w /putative transcription factor B
%08787 Triticum aestivum bHLH transcription factor
NP_913553 Oryza sativa (japonica cultivar-group) AAU06823 BAD81265 unnamed protein product/bHLH transcription factor /bHLH protein -like
92—AAM19778 Arabidopsis thaliana At2g46510/F13A10.4
g IAT2G46510 = NP_566078 AAD20162 AAM15265 DNA binding/transcription factor /putative bHLH transcription factor /putative bHLH transcription factor
64 XP_470603 Oryza sativa (japonica cultivar-group) AAM27466 Putative bHLH transcription factor/Putative bHLH transcription factor
—|:NP_919492 Oryza sativa (japonica cultivar-group) AAK00421 AAP51779 putative bHLH transcription factor/Putative bHLH transcription factor /Putative bHLH transcription factor
2 38 88 I—AAP03375 Oryza sativa (japonica cultivar-group) putative ammonium transporter
w_—XP_469225 Oryza sativa (japonica cultivar-group) AAP03394 putative ammonium transporter/putative ammonium transporter
ABA99937 Oryza sativa (japonica cultivar-group) hypothetical protein LOC_0Os12g43620
48| 68 AT2G22770 = NP_850031 AAC63588 AAM10936 BAD44011 NAI1; DNA binding/transcription factor /putative bHLH transcription factor /putative bHLH transcription factor /putative bHLH transcription factor (0bHLH020)
AT2G22760 = NP_179861 AAC63587 AAM10935 AAM15235 DNA binding/transcription factor /putative bHLH transcription factor /putative bHLH transcription factor /putative bHLH transcription factor
AAC32828 Glycine max symbiotic ammonium transporter; nodulin
q °f 54 Smo_GL3 65_1 Smo_GL3_28 1
Ppa_GL3_62_1 Ppa_GL3_39 _1
AAS07165 Oryza sativa (japonica cultivar-group) AAT77090 putative symbiotic ammonium transport protein/putative transcription factor
AAD11428 Mesembryanthemum crystallinum transporter homolog
AT4G37850 = NP_195498 CAB38933 CAB80450 AAM10937 DNA binding/transcription factor /putative protein /putative protein /putative bHLH transcription factor
AT2G22750 = NP_179860 AAC63586 AAM10934 AAM15234 DNA binding/transcription factor /putative bHLH transcription factor /putative bHLH transcription factor /putative bHLH transcription factor
0 82-NP_913126 Oryza sativa (japonica cultivar-group) BAD72430 P0498B01.17/basic helix-loop-helix protein-like
1 LE[NP_SM 3134 Oryza sativa (japonica cultivar-group) BAD72434 P0498B01.27/basic helix-loop-helix protein-like
83 NP_913129 Oryza sativa (japonica cultivar-group) BAD72431 P0498B01.20/basic helix-loop-helix protein-like
7 q:ATSGSGQGO = NP_200506 BAA97026 DNA binding/transcription factor /unnamed protein product
] NP_918505 Oryza sativa (japonica cultivar-group) BAB90265 B1112D09.4/basic helix-loop-helix (bHLH) family protein-like
L Ppa_GL3_18_2
2 25 Ppa_GL3_73_2
_|—Ppa_GL3_65_2
47 Smo_GL3_41_2Smo_GL3_95_1
Smo_GL3_31_1 Smo_GL3_132_2
CAEO05570 Oryza sativa (japonica cultivar-group) OSJNBb0013003.11

82

XP_471697 Oryza sativa (japonica cultivar-group) BAC66785 Oryza sativa CAE04678 Oryza sativa (japonica cultivar-group) OSJNBb0018A10.6/Transcription Factor /OSJNBb0018A10.7
AT5G57150 = NP_974948 NP_568850 NP_974947 BAA97365 AAL24180 AAM63723 ABD19653 DNA binding/DNA binding /transcription factor /DNA binding /unnamed protein product /AT5957150/MUL3_10 /unknown /At5g57150
AT4G29930 = NP_194722 NP_001031752 CAB43668 CAB79751 BAC42379 AAO64804 AAS79544 CAG25855 BAD43964 BAD44039 BAD44437 BAD95372 DNA binding/transcription factor /DNA binding /putative protein /putative protein /putative bHLH transcription factor bHLH02
AAN39037 Lycopersicon esculentum AAW22875 bHLH transcriptional regulator/bHLH transcriptional regulator
AT4G01460 = NP_192055 CAB77716 AAM10946 AAM20631 AAM91281 DNA binding/transcription factor /putative bHLH DNA-binding protein /putative bHLH transcription factor /putative bHLH DNA-binding protein /putative bHLH DNA-binding protein
21 6pSmo_GL3 51 2
96 Smo_GL3_81_2 Smo_GL3_127_1
lsmo_GL3 128 2
97 —AT5G10570 = NP_196619 CAB89386 AAM10950 DNA binding/transcription factor /putative protein /putative bHLH transcription factor
77 AT5G65640 = NP_569014 BAA98183 AAM61687 DNA binding/transcription factor /Junnamed protein product /Junknown

ok P NP_922585 Oryza sativa (japonica cultivar-group) AAG13585 ABB47949 hypothetical protein/hypothetical protein /expressed protein

XP_470197 Oryza sativa (japonica cultivar-group) AAN05491 Putative bHLH transcription protein/Putative bHLH transcription protein

L—Smo_GL3_53_2

ABA93991 Oryza sativa (japonica cultivar-group) Helix-loop-helix DNA-binding domain, putative
NP_914885 Oryza sativa (japonica cultivar-group) BAD88163 BAD88203 OSJNBa0093F16.27/transcription factor ICE1-like /transcription factor ICE1-like
ABD32550 Medicago truncatula Helix-loop-helix DNA-binding

58 HAPAT1G12860 = NP_172746 NP_189309 NP_001030775 NP_001030774 Q9LSE2 AAF78492 AAL84972 BAC42644 AAO63441 AAP14668 AAS79350 Capsella bursa-pastoris AT3G26744 = AAV85734 DNA binding/transcription factor /ICE1 (INDUCER OF CBF EXPRESSION 1); DNA bindin

AAZ99829 Hordeum vulgare subsp. vulgare AAZ99830 ABA25896 ABA25897 inducer of CBF expression 2/inducer of CBF expression 2 /inducer of CBF expression 2 /inducer of CBF expression 2
Ppa_GL3_68_2

Ppa_GL3_108_1
Smo_GL3_119_2 Smo_GL3_120_1

Smo_GL3_77_1 Ppa_GL3_21_1 Smo_GL3_9_2 Ppa_GL3_35_1

XP_463907 Oryza sativa (japonica cultivar-group) BAD08134 BAD07594 bHLH protein-like/bHLH protein-like /obHLH protein-like
AT2G16910 = NP_179283 AAC64222 CAD54298 Brassica napus AMS (ABORTED MICROSPORES); DNA binding/transcription factor /bHLH transcription factor /bHLH transcription factor
——AT2G27230 = NP_001031430 NP_565640 AAD42006 CAE09170 unknown protein/transcription factor /expressed protein /bHLH transcription factor

LAT2G31280 = NP_001031454 NP_180686 AAM97767 AAO86853 AAX55134 unknown protein/transcription factor /hypothetical protein /hypothetical protein /hypothetical protein At2g31280

0.100

Smo_GL3_138_2 Smo_GL3_104_1



