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61 I 13133_Cre
25 L XP_566623 Cryptococcus neoformans var. neoformans JEC21 EAL23568 Cryptococcus neoformans var. neoformans B-3501A AAW40804 Cryptococcus neoformans var. neoformans JEC21 hypothetical protein CNA02300/hypothetical protein CNBA2150 /hypothetical prot
14 97 —XP_708808 Danio rerio NP_001020720 XP_709037 AAY21011 PREDICTED: similar to activating transcription factor 7 isoform 3/activating transcription factor 7b /PREDICTED: similar to activating transcription factor 7 isoform 3 /Atf7b
8 L—————XP_880872 Bos taurus PREDICTED: similar to activating transcription factor 2 isoform 9
EAQ86565 Chaetomium globosum CBS 148.51 predicted protein
AAB06796 Hirudo medicinalis CCAAT/enhancer-binding protein
1 8838_Cre
92 AT3G17609 = NP_850605 NP_850604 NP_001030717 Q8W191 AAL57834 AAM64982 BAD43203 BAD43214 BAD43286 DNA binding/transcription factor /DNA binding /transcription factor /DNA binding /transcription factor HYH_ARATH Transcription factor HY5-like (HY5 hom
40 —|:AAT0871 7 Hyacinthus orientalis bZIP family transcription factor
58, XP_550294 Oryza sativa (japonica cultivar-group) BAD68116 putative TGACG-motif binding factor/putative TGACG-motif binding factor
47 57 Smo_HY5_2_1Smo_HY5_3_1
T Smo_HY5_1_1 Smo_HY5_10_1
Ppa_HY5_1_1
Ppa_HY5_2 1
BAD32844 Oryza sativa (japonica cultivar-group) BAD35451 putative bZIP protein HY5/putative bZIP protein HY5
Q9SM50 Lycopersicon esculentum CAB57979 HY5_LYCES Transcription factor HY5 (LeHY5) (tHY5)/THY5 protein
AAC05017 Glycine max AAC05018 TGACG-motif binding factor/TGACG-motif-binding factor
9 BAC20318 Lotus japonicus BAC20319 BAC20320 bZIP with a Ring-finger motif/bZIP with a Ring-finger motif /bZIP with a Ring-finger motif
XP_464536 Oryza sativa (japonica cultivar-group) BAD15505 putative bZIP protein HY5/putative bZIP protein HY5
AAQ22523 Brassica rapa subsp. pekinensis AAX46321 Brassica rapa HY5/HY5 protein
AT5G11260 = NP_568246 024646 BAA21116 BAA21327 CAB96661 HY5 (ELONGATED HYPOCOTYL 5); DNA binding/transcription factor /HY5_ARATH Transcription factor HY5 (Protein LONG HYPOCOLS5) (AtbZIP56)/HY5 /HY5 /HY5
99 XP_515053 Pan troglodytes NP_001004210 Rattus norvegicus NP_005071 Homo sapiens NP_001029899 Bos taurus XP_854633 Canis familiaris P17861 Homo sapiens Q9R1S4 Rattus norvegicus CAA39149 Homo sapiens AAA36031 CAB45016 BAA82600 Rattus norv
72 NP_038870 Mus musculus JC7300 035426 BAB13793 AAB81862 AAH08153 AAL60202 AAH29197 CAI24935 X-box binding protein 1/JC7300 tax-responsive element-binding protein 5 - mouse /XBP1_MOUSE X box-binding protein 1 (XBP-1) (Tax-responsive element-binding pro
77iNP_001001199 Xenopus tropicalis AAH67321 X-box binding protein 1/X-box binding protein 1
99 AAK48906 Xenopus laevis AAH43852 AAI10724 X-box binding protein/Xbp1-prov protein /Unknown (protein for MGC:130816)
79—AAQ08005 Oreochromis mossambicus AAQ08006 X-box binding protein 1/X-box binding protein 1
83 ﬂﬁ:NP_571949 Danio rerio AAK50535 AAL67684 AAL75952 AAH66493 X-box binding protein 1/transcription factor Treb5 /X-box-binding protein 1A /X-box binding protein 1A /Xbp1 protein
NP_001033032 Takifugu rubripes BAE45318 X-box binding protein 1/X-box binding protein 1
26 92 EAL26502 Drosophila pseudoobscura GA21771-PA
I XP_392383 Apis mellifera PREDICTED: similar to GA21771-PA
15 XP_748727 Aspergillus fumigatus Af293 AAQ73495 Aspergillus niger EAL86689 Aspergillus fumigatus Af293 BAE62622 Aspergillus oryzae bZIP transcription factor HacA/transcription factor HACA /bZIP transcription factor (HacA), putative /unnamed prot
[ | 83 XP_416356 Gallus gallus PREDICTED: similar to cAMP responsive element binding protein 3-like 2
XP_919654 Mus musculus XP_548490 Canis familiaris NP_919047 Homo sapiens XP_575433 Rattus norvegicus NP_848776 Mus musculus NP_001012188 Rattus norvegicus BAC29155 Mus musculus BAC29547 BAC30798 BAC31028 AAH43466 CAD79342 Homo sapiens CA
2 CAG04135 Tetraodon nigroviridis unnamed protein product
3 XP_695099 Danio rerio PREDICTED: similar to cAMP responsive element binding protein 3-like 1
XP_540756 Canis familiaris XP_590741 Bos taurus NP_443086 Homo sapiens XP_508890 Pan troglodytes AAH14097 Homo sapiens AAH15781 BAC01278 PREDICTED: similar to cAMP responsive element binding protein 3-like 1/PREDICTED: similar to cAMP respons
88 BAEO06357 Ciona intestinalis transcription factor protein
94 XP_308098 Anopheles gambiae str. PEST EAA03851 ENSANGP00000003100/ENSANGP00000003100
20 34 %AL:BOGM Drosophila pseudoobscura GA20362-PA
| NP_996096 Drosophila melanogaster NP_524087 P29747 AAA28427 AAR82739 AAF49621 AAS64997 AAX33391 Cyclic-AMP response element binding protein A CG7450-PB, isoform B/Cyclic-AMP response element binding protein A CG7450-PA, isoform A /CREBA_DROME Cyclic
100 XP_393982 Apis mellifera PREDICTED: similar to ENSANGP00000011742
88 8 I:XP_321 663 Anopheles gambiae str. PEST EAA01352 ENSANGP00000011742/ENSANGP00000011742
63 XP_424990 Gallus gallus PREDICTED: similar to Zgc:66452
ir'i—XPJSMSO Canis familiaris PREDICTED: similar to cAMP responsive element binding protein 3
12 XP_790412 Strongylocentrotus purpuratus PREDICTED: similar to cAMP responsive element binding protein 3-like 3 (predicted)
NP_491897 Caenorhabditis elegans AAB96719 F57B10.1/Hypothetical protein F57B10.1
CAA71687 Glycine max AAL27150 Nicotiana tabacum G/HBF-1 /bZIP transcription factor
XP_640240 Dictyostelium discoideum AX4 EAL66234 Dictyostelium discoideum putative basic-leucine zipper transcription factor/putative basic-leucine zipper (bZIP) transcription factor
XP_641680 Dictyostelium discoideum AX4 EAL67703 Dictyostelium discoideum putative basic-leucine zipper transcription factor/putative basic-leucine zipper (bZIP) transcription factor
71 AAT85257 Oryza sativa (japonica cultivar-group) putative bZIP transcription factor
L'f AT3G56660 = NP_191225 CAB88069 DNA binding/transcription factor /transcription factor-like protein
87 XP_479316 Oryza sativa (japonica cultivar-group) BAC07004 BAD30259 putative bZIP family transcription factor/putative bZIP family transcription factor /putative bZIP family transcription factor
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