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89 AT3G54610 = NP_567002 CAB77581 AAK31318 AAK31321 AAN72068 AAP68348 GCN5/histon acetyltransferase HAT1 /histone acetyltransferase GCN5 /histone acetyltransferase GCN5 /Expressed protein /At3g54610
WLSSGM Zea mays CAD21650 CAD22097 histone acetyl transferase/GCN5 protein /histone acetyltransferase
100 NP_921475 Oryza sativa (japonica cultivar-group) ABB47615 contains similarity to histone acetyltransferase GCN5/histone acetyltransferase
100 —Smo_HAG1AtGCN5_1_1
93 51| LSmo_HAG1AtGCN5_2_1
46 Ppa_HAG1AtGCN5_1_1
2214_Cre
34 gnl|CMER|CMM151C_probable_histone_acetyltransferase_ GCN5
100 {EAS03638 Tetrahymena thermophila SB210 predicted protein
L-AABO01099 Tetrahymena thermophila HAT A1
74 68 AAD38202 Toxoplasma gondii AAF29981 histone acetyltransferase GCN5/histone acetyltransferase GCN5
100 I AAW72884 Toxoplasma gondii GNAT family histone acetyltransferase GCN5-B
58 54 XP_626872 Cryptosporidium parvum lowa Il XP_667088 Cryptosporidium hominis TU502 EAK89017 Cryptosporidium parvum EAL36865 Cryptosporidium hominis GCN5-like acetylase/histone acetyltransferase /GCN5 like acetylase + bromodomain /histone acetyltr
78 XP_954300 Theileria annulata strain Ankara XP_765985 Theileria parva strain Muguga CAI73623 Theileria annulata EAN33702 Theileria parva histone acetyltransferase gcn5-related/histone acetyltransferase Gen5 /histone acetyltransferase gen5-relate
100 NP_704321 Plasmodium falciparum 3D7 CAD51140 histone acetyltransferase Gcn5, putative/histone acetyltransferase Gen5, putative
P_730595 Plasmodium yoelii yoelii str. 17XNL XP_678875 Plasmodium berghei strain ANKA XP_740652 Plasmodium chabaudi chabaudi EAA22160 Plasmodium yoelii yoelii AAR20863 Plasmodium falciparum AAR22527 AAR88436 CAH95151 Plasmodium berghei CAH7
40 XP_654208 Entamoeba histolytica HM-1:IMSS AAV33347 Entamoeba histolytica EAL48819 Entamoeba histolytica HM-1:IMSS acetyltransferase/putative GCN5 /acetyltransferase, putative
I XP_639086 Dictyostelium discoideum AX4 EAL65714 Dictyostelium discoideum bromodomain-containing protein/histone acetyl transferase
CAF99403 Tetraodon nigroviridis unnamed protein product
26—XP_426001 Gallus gallus BAB59138 PREDICTED: similar to PCAF/PCAF
AAF70498 Mus musculus PCAF acetyltransferase; p300/CBP-associated factor
XP_284106 Mus musculus XP_911230 PREDICTED: similar to p300/CBP-associated factor /PREDICTED: similar to p300/CBP-associated factor
064389 Mus musculus AAH82581 BAE33658 p300/CBP-associated factor /P300/CBP-associated factor /unnamed protein product
P_534249 Canis familiaris XP_516321 Pan troglodytes NP_003875 Homo sapiens S71788 Q92831 AAC50890 AAH60823 AAH70075 PREDICTED: similar to p300/CBP-associated factor /PREDICTED: similar to p300/CBP-associated factor; CREBBP-associated factor /p30
XP_613744 Bos taurus PREDICTED: similar to p300/CBP-associated factor
100 XP_692394 Danio rerio PREDICTED: similar to PCAF
100 XP-860401 Canis familiaris NP_066564 Homo sapiens XP_860436 Canis familiaris XP_548094 XP_511500 Pan troglodytes XP_860364 Canis familiaris XP_849978 XP_860469 Q92830 Homo sapiens AAC50641 AAB50690 AAC39769 AAH32743 AAH39907 AAI05978 PREDIC
BAE29392 Mus musculus unnamed protein product
95 XP_239340 Rattus norvegicus NP_001033099 Mus musculus NP_064388 Q9JHD2 AAF70497 AAH63752 BAE34351 BAE33207 BAE26296 BAE33458 PREDICTED: similar to GCN5 histone acetyltransferase/general control of amino acid synthesis-like 2 isoform b /general cont
NP_989660 Gallus gallus BAB59137 GCN5 general control of amino-acid synthesis 5-like 2/GCN5
99 ICAG02829 Tetraodon nigroviridis unnamed protein product
XP_784879 Strongylocentrotus purpuratus PREDICTED: similar to General control of amino acid synthesis protein 5-like 2 (Histone acetyltransferase GCN5) (mmGCNS5)
XP_625024 Apis mellifera PREDICTED: similar to ENSANGP00000003808
75 100 I—EAL30911 Drosophila pseudoobscura GA17962-PA
99 100 AAC39102 Drosophila melanogaster GCN5; HAT
P_648586 Drosophila melanogaster AAF49904 AAL39242 Pcaf CG4107-PA/CG4107-PA /GH11602p
XP_313721 Anopheles gambiae str. PEST EAA09238 ENSANGP00000003808/ENSANGP00000003808
100 —NP_491173 Caenorhabditis elegans AAF60658 P300/CBP Associated Factor homolog family member (pcaf-1) /P300/cbp associated factor homolog protein 1
L CAE68959 Caenorhabditis briggsae Hypothetical protein CBG 14939
XP_566649 Cryptococcus neoformans var. neoformans JEC21 EAL23668 Cryptococcus neoformans var. neoformans B-3501A AAW40830 Cryptococcus neoformans var. neoformans JEC21 transcriptional activator gcn5/hypothetical protein CNBA3150 /transcriptional
96 NP_594807 Schizosaccharomyces pombe 972h- QQUUK2 Schizosaccharomyces pombe CAB52569 BAD11106 hypothetical protein SPAC1952.05/GCN5_SCHPO Histone acetyltransferase gcn5/SPAC1952.05 /histone acetyltransferase Gen5
XP_761315 Ustilago maydis 521 CAC80426 Ustilago maydis EAK83042 Ustilago maydis 521 hypothetical protein UM05168.1/gcn5 /hypothetical protein UM05168.1
71 EAQ90930 Chaetomium globosum CBS 148.51 hypothetical protein CHGG_02865
99 100 I—XP7661225 Aspe‘rgillus nidulans FGSC A4 E.AA59829 hypothetical protein AN3621.2/conserved hypothetical protein
49 | BAE54803 Asperqgillus oryzae unnamed protein product
51 XP_751566 Aspergillus fumigatus Af293 EAL89528 histone acetyltransferase Gcnb/histone acetyltransferase (Genbs), putative
Smo_HAG1AtGCN5915120026_1
90 81 29 EAQ93670 Chaetomium globosum CBS 148.51 conserved hypothetical protein
EEXP,SEN 134 Magnaporthe grisea 70-15 hypothetical protein MG03677.4
XP_380456 Gibberella zeae PH-1 EAA69690 conserved hypothetical protein/conserved hypothetical protein
XP_503473 Yarrowia lipolytica CLIB122 Q8WZMO Yarrowia lipolytica CAC80210 CAG79052 Yarrowia lipolytica CLIB122 YIGCN5/GCN5_YARLI Histone acetyltransferase GCN5 /GCN5 acetylase /YIGCN5S
99 36 XP_711796 Candida albicans SC5314 XP_711778 EAK92556 EAK92574 putative histone acetyltransferase Gcnb/putative histone acetyltransferase Genb5 /likely histone acetyltransferase Genb /likely histone acetyltransferase Gen5
62 |_|:XP7462560 Debaryomyces hansenii CBS767 Q6BGW1 Debaryomyces hansenii CAG91071 Debaryomyces hansenii CBS767 hypothetical protein DEHA0G247949/GCN5_DEBHA Histone acetyltransferase GCN5/unnamed protein product
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XP_446329 Candida glabrata CBS 138 Q6FTW5 Candida glabrata CAG59253 Candida glabrata CBS 138 unnamed protein product/GCN5_CANGA Histone acetyltransferase GCN5/unnamed protein product
ENP7985154 Eremothecium gossypii Q756G9 AAS52978 Ashbya gossypii ATCC 10895 AER297Cp/GCN5_ASHGO Histone acetyltransferase GCN5/AER297Cp
XP_451225 Kluyveromyces lactis NRRL Y-1140 Q6CXW4 Kluyveromyces lactis CAH02813 Kluyveromyces lactis NRRL Y-1140 unnamed protein product/GCN5_KLULA Histone acetyltransferase GCN5/unnamed protein product
96 AAT93234 Saccharomyces cerevisiae YGR252W

P_011768 Saccharomyces cerevisiae Q03330 CAA48602 CAA97281 Histone acetyltransferase, acetylates lysine 14 on histone H3; catalytic subunit of the ADA and SAGA histone acetyltransferase complexes; founding member of the Gen5p-related N-acetyltransfe



