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XP_646649 Dictyostelium discoideum AX4 EAL72876 Dictyostelium discoideum bromodomain-containing protein/SNF2-related domain-containing protein
XP_624270 Apis mellifera PREDICTED: similar to ENSANGP00000013716

XP_311484 Anopheles gambiae str. PEST EAA07201 ENSANGP00000013716/ENSANGP0000001371694
NP_536746 Drosophila melanogaster NP_730089 NP_536745 NP_730088 P25439 AAA19661 AAF49557 AAM11376 AAN11773 AAN11774 AAF49558 AAQ22441 brahma CG5942-PA, isoform A/brahma CG5942-PB, isoform B /brahma CG5942-PC, isoform C /brahma CG5942-PD, isoform D /B100

NP_853634 Danio rerio AAP22968 AAP22969 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4 /brahma protein-like protein 1 /brahma protein-like protein 1
BAE39059 Mus musculus unnamed protein product
XP_867692 Canis familiaris XP_867793 XP_867769 XP_867753 XP_867761 XP_867743 XP_867800 PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a4 isoform 4 /PREDICTED: similar to SWI/SNF-related matrix-associate89

83

NP_997881 Danio rerio XP_702569 AAH60676 phasmid Socket Absent PSA-4, homolog of SWI2/SNF2-related matrix-associated actin-dependent regulator of chromatin, required for an asymmetric cell division (170.6 kD) (psa-4) /PREDICTED: hypothetical protein
S45251 Homo sapiens BAA05142 S45251 SNF2alpha protein - human/transcriptional activator hSNF2a
XP_859981 Canis familiaris XP_860704 XP_860732 XP_860337 XP_533537 NP_035546 Mus musculus XP_860507 Canis familiaris XP_860406 XP_860367 NP_003061 Homo sapiens XP_860536 Canis familiaris XP_860860 XP_860094 XP_860229 XP_860206 XP_859943 XP_86096
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XP_757330 Ustilago maydis 521 EAK81967 hypothetical protein UM01183.1/hypothetical protein UM01183.1
NP_594861 Schizosaccharomyces pombe 972h- Q9UTN6 Schizosaccharomyces pombe CAB54824 BAD11105 hypothetical protein SPAC1250.01/SNF21_SCHPO SNF2-family ATP dependent chromatin remodeling factor snf21 (ATP-dependent helicase snf21)/SPAC1250.01 /SNF2-f32

XP_503184 Yarrowia lipolytica CLIB122 CAG81384 hypothetical protein/unnamed protein product
XP_461680 Debaryomyces hansenii CBS767 CAG90128 hypothetical protein DEHA0G03652g/unnamed protein product
AAQ75381 Pichia angusta global transcription activator Snf2p52

XP_720068 Candida albicans SC5314 XP_719938 EAL01078 EAL01212 DNA helicase/DNA helicase /hypothetical protein CaO19.239 /hypothetical protein CaO19.7869
XP_455284 Kluyveromyces lactis NRRL Y-1140 CAG97992 unnamed protein product/unnamed protein product
NP_985231 Eremothecium gossypii AAS53055 Ashbya gossypii ATCC 10895 AER375Cp/AER375Cp

XP_446743 Candida glabrata CBS 138 CAG59670 unnamed protein product/unnamed protein product
NP_012140 Saccharomyces cerevisiae P32597 AAA35120 BAA01446 CAA86866 AAZ22501 ATPase component of the ATP-dependent RSC chromatin remodeling complex required for kinetochore function in chromosome segregation; required for expression of early meiotic74
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XP_501321 Yarrowia lipolytica CLIB122 CAG81616 hypothetical protein/unnamed protein product
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NP_588472 Schizosaccharomyces pombe 972h- O94421 Schizosaccharomyces pombe BAD11104 hypothetical protein SPCC1620.14c/SNF22_SCHPO SNF2-family ATP dependent chromatin remodeling factor snf22 (ATP-dependent helicase snf22)/SNF2-family ATP dependent c
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XP_659882 Aspergillus nidulans FGSC A4 EAA64389 hypothetical protein AN2278.2/hypothetical protein AN2278.2
XP_754000 Aspergillus fumigatus Af293 EAL91962 RSC complex subunit Sth1/RSC complex subunit (Sth1), putative

BAE55049 Aspergillus oryzae unnamed protein product100
100

XP_957128 Neurospora crassa N150 XP_326343 Neurospora crassa EAA27892 hypothetical protein/hypothetical protein /hypothetical protein
XP_387482 Gibberella zeae PH-1 EAA77539 hypothetical protein FG07306.1/hypothetical protein FG07306.184

XP_369873 Magnaporthe grisea 70-15 hypothetical protein MG06388.463
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AT2G46020 = NP_182126 NP_973695 AAC62901 AAM14971 CAG28313 ATP binding/ATP-dependent helicase/DNA binding /helicase/nucleic acid binding /transcription regulator /ATP binding /ATP-dependent helicase/DNA binding /helicase/nucleic acid binding /transc
XP_463856 Oryza sativa (japonica cultivar-group) BAD07923 BAD07645 SNF2 domain/helicase domain-containing protein-like /SNF2 domain/helicase domain-containing protein-like /SNF2 domain/helicase domain-containing protein-like91
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AT2G28290 = NP_850117 NP_850116 AAK31908 AAD29835 AAX22009 SYD (SPLAYED)/SYD (SPLAYED) /putative chromatin remodeling protein SYD /putative SNF2 subfamily transcription regulator /SPLAYED splice variant

BAD45237 Oryza sativa (japonica cultivar-group) putative STH1 protein96
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AAU90202 Oryza sativa (japonica cultivar-group) putative transcriptional regulator
AT3G06010 = NP_187252 AAF23228 ATP binding/ATP-dependent helicase/DNA binding /helicase/nucleic acid binding /putative transcriptional regulator

AT5G19310 = NP_197432 ATP binding/ATP-dependent helicase/DNA binding /helicase/nucleic acid binding100
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