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BAD46207 Oryza sativa (japonica cultivar-group) BAD46255 putative HIRA/putative HIRA
AAY24681 Zea mays HIRA82

AT3G44530 = NP_190039 CAB88535 nucleotide binding/WD repeat domain protein93
100

NP_572401 Drosophila melanogaster A59246 O17468 CAA10954 AAF46267 AAL39559 AAV37052 Hira CG12153-PA/A59246 HIRA protein - fruit fly (Drosophila melanogaster)/HIRA_DROME HIRA protein homolog (dHIRA)/HIRA /CG12153-PA /LD11036p /AT04626p
AAC64041 Drosophila melanogaster Hira isoform61

AAC48360 Drosophila melanogaster HIRA homolog96

EAL32210 Drosophila pseudoobscura GA11439-PA
98

XP_310209 Anopheles gambiae str. PEST EAA05842 ENSANGP00000010454/ENSANGP00000010454
59

NP_989563 Gallus gallus P79987 CAA67754 BAC11842 HIR histone cell cycle regulation defective homolog A/HIRA_CHICK HIRA protein (TUP1-like enhancer of split protein 1) (CHIRA)/Chria protein /HIRA
XP_344058 Rattus norvegicus XP_543550 Canis familiaris XP_905101 Mus musculus XP_859925 Canis familiaris XP_897356 Mus musculus NP_034565 XP_905106 NP_003316 Homo sapiens Q61666 Mus musculus 2210253A P54198 Homo sapiens CAA61979 CAA57436

XP_525522 Pan troglodytes PREDICTED: similar to HIR (histone cell cycle regulation defective, S. cerevisiae) homolog A; DiGeorge critical region gene 1; HIR (histone cell cycle regulation defective) homolog A (S. cerevisiae)75
59

AAH78007 Xenopus laevis Hira-A protein
CAC81987 Xenopus laevis HIRA protein96

82

ABC59517 Carassius auratus gibelio HIRA
ABC59518 Carassius auratus HIRA69

NP_001027852 Takifugu rubripes O42611 AAC60369 AAC60370 Tuple1/HirA /HIRA_FUGRU HIRA protein (TUP1-like enhancer of split protein 1) /Tuple1/HirA /Tuple1/HirA
CAG09666 Tetraodon nigroviridis unnamed protein product92

91

100

100

73

XP_451216 Kluyveromyces lactis NRRL Y-1140 CAH02804 unnamed protein product/unnamed protein product
NP_986834 Eremothecium gossypii AAS54658 Ashbya gossypii ATCC 10895 AGR168Wp/AGR168Wp77

NP_009545 Saccharomyces cerevisiae CAA84827 AAB23989 Non-essential transcriptional corepressor involved in the cell cycle-regulated transcription of histone H2A, H2B, H3 and H4 genes; contributes to nucleosome formation, heterochromatic gene silencin57

XP_445811 Candida glabrata CBS 138 CAG58730 unnamed protein product/unnamed protein product
87

XP_456625 Debaryomyces hansenii CBS767 CAG84581 hypothetical protein DEHA0A06996g/unnamed protein product
97

XP_368654 Magnaporthe grisea 70-15 hypothetical protein MG00590.4
100

97

EAS00369 Tetrahymena thermophila SB210 hypothetical protein TTHERM_00219420
CAE74460 Caenorhabditis briggsae Hypothetical protein CBG22204

NP_490901 Caenorhabditis elegans NP_490902 AAL27267 AAL27268 Y71G12B.1a/Y71G12B.1b /Hypothetical protein Y71G12B.1a /Hypothetical protein Y71G12B.1b100
NP_985137 Eremothecium gossypii AAS52961 Ashbya gossypii ATCC 10895 AER280Cp/AER280Cp

XP_447989 Candida glabrata CBS 138 CAG60940 unnamed protein product/unnamed protein product
NP_013605 Saccharomyces cerevisiae Q04199 CAA56795 Component of the chromatin assembly complex (with Rlf2p and Msi1p) that assembles newly synthesized histones onto recently replicated DNA, required for building functional kinetochores, conserved fro64

100

XP_461174 Debaryomyces hansenii CBS767 CAG89559 hypothetical protein DEHA0F20328g/unnamed protein product
BAE56444 Aspergillus oryzae unnamed protein product

XP_661389 Aspergillus nidulans FGSC A4 EAA59993 hypothetical protein AN3785.2/hypothetical protein AN3785.283
XP_380843 Gibberella zeae PH-1 EAA67328 hypothetical protein FG00667.1/hypothetical protein FG00667.199

34

XP_500910 Yarrowia lipolytica CLIB122 CAG83161 hypothetical protein/unnamed protein product
23

26

NP_594450 Schizosaccharomyces pombe 972h- CAB16189 Schizosaccharomyces pombe hypothetical protein SPAC26H5.03/SPAC26H5.03

97

XP_646299 Dictyostelium discoideum AX4 EAL72250 Dictyostelium discoideum hypothetical protein DDB0190573/hypothetical protein DDB0190573

69

XP_308335 Anopheles gambiae str. PEST EAA03971 ENSANGP00000010753/ENSANGP00000010753
EAL26333 Drosophila pseudoobscura GA11885-PA

NP_610589 Drosophila melanogaster AAF58788 AAK31264 Caf1-105 CG12892-PA/CG12892-PA /chromatin assembly factor-1 p105 subunit99
98

XP_624307 Apis mellifera PREDICTED: similar to ENSANGP00000010753
100

XP_795806 Strongylocentrotus purpuratus PREDICTED: similar to Chromatin assembly factor 1 subunit B (CAF-1 subunit B) (Chromatin assembly factor I p60 subunit) (CAF-I 60 kDa subunit) (CAF-Ip60) (M-phase phosphoprotein 7)
CAG05871 Tetraodon nigroviridis unnamed protein product

NP_001008677 Gallus gallus CAG31364 BAD72953 chromatin assembly factor 1, subunit B (p60)/hypothetical protein /chromatin assembly factor-1p60
XP_525468 Pan troglodytes NP_005432 Homo sapiens Q13112 AAA76737 BAA89426 BAA95549 AAH21218 PREDICTED: hypothetical protein XP_525468/chromatin assembly factor 1 subunit B /CAF1B_HUMAN Chromatin assembly factor 1 subunit B (CAF-1 subunit B) (Chroma

NP_001019912 Rattus norvegicus AAH97460 chromatin assembly factor 1, subunit B (p60)/Chromatin assembly factor 1, subunit B (p60)
NP_082359 Mus musculus Q9D0N7 BAB27490 AAH13532 chromatin assembly factor 1 subunit B/CAF1B_MOUSE Chromatin assembly factor 1 subunit B (CAF-1 subunit B) (Chromatin assembly factor I p60 subunit) (CAF-I 60 kDa subunit) (CAF-Ip60)/unnamed protein prod46

41

XP_544875 Canis familiaris PREDICTED: similar to Chromatin assembly factor 1 subunit B (CAF-1 subunit B) (Chromatin assembly factor I p60 subunit) (CAF-I 60 kDa subunit) (CAF-Ip60) (M-phase phosphoprotein 7)
19

XP_882433 Bos taurus XP_871060 XP_589034 XP_882625 XP_882529 PREDICTED: similar to Chromatin assembly factor 1 subunit B (CAF-1 subunit B) (Chromatin assembly factor I p60 subunit) (CAF-I 60 kDa subunit) (CAF-Ip60) (M-phase phosphoprotein 7) isoform
80
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23

Ppa_NFB1MUB3FAS2_8_1
Smo_NFB1MUB3FAS2_2_1

Smo_NFB1MUB3FAS2_4_1100
XP_479712 Oryza sativa (japonica cultivar-group) BAD09397 putative FAS2/putative FAS2

AT5G64630 = NP_568990 NP_974991 BAA77766 BAB11430 AAK53019 AAL69523 FAS2 (FASCIATA 2); nucleotide binding/FAS2 (FASCIATA 2); nucleotide binding /FAS2 /FAS2 /AT5g64630/MUB3_15 /AT5g64630/MUB3_1578
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