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AAK52454 Mus musculus DNA-dependent ATPase SNF2H
XP_878171 Bos taurus PREDICTED: similar to SWI/SNF related matrix associated actin dependent regulator of chromatin subfamily A member 5 (SWI/SNF-related matrix-associated actin-dependent regulator of chromatin A5) (Sucrose nonfermenting protein 2 ho39
XP_867147 Canis familiaris PREDICTED: similar to SWI/SNF related matrix associated actin dependent regulator of chromatin subfamily A member 5 (SWI/SNF-related matrix-associated actin-dependent regulator of chromatin A5) (Sucrose nonfermenting protei
XP_878675 Bos taurus PREDICTED: similar to SWI/SNF related matrix associated actin dependent regulator of chromatin subfamily A member 5 (SWI/SNF-related matrix-associated actin-dependent regulator of chromatin A5) (Sucrose nonfermenting protein 2 ho92

XP_879055 Bos taurus PREDICTED: similar to SWI/SNF related matrix associated actin dependent regulator of chromatin subfamily A member 5 (SWI/SNF-related matrix-associated actin-dependent regulator of chromatin A5) (Sucrose nonfermenting protein 2 ho82

XP_869406 Bos taurus XP_878373 XP_617671 XP_867156 Canis familiaris XP_878570 Bos taurus XP_867131 Canis familiaris XP_878767 Bos taurus XP_532676 Canis familiaris XP_878861 Bos taurus XP_867138 Canis familiaris XP_878952 Bos taurus XP
32

21

XP_517459 Pan troglodytes NP_003592 Homo sapiens NP_444354 Mus musculus XP_226380 Rattus norvegicus O60264 Homo sapiens Q91ZW3 Mus musculus BAA25173 Homo sapiens AAL25793 Mus musculus AAH23144 Homo sapiens AAH53069 Mus musculus PRED

100

AAH76715 Xenopus laevis ISWI protein
NP_001007993 Xenopus tropicalis AAH80870 MGC79455 protein/MGC79455 protein100

98

XP_688267 Danio rerio PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a1 isoform a
XP_420328 Gallus gallus PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a1 isoform a; sucrose nonfermenting 2-like protein 1; SNF2-like 1; global transcription activator homologous sequence

XP_229124 Rattus norvegicus PREDICTED: similar to Smarca1 protein
NP_444353 Mus musculus AAK52453 BAC27109 AAH57115 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 /DNA-dependent ATPase SNF2L /unnamed protein product /Smarca1 protein96

NP_003060 Homo sapiens S35458 P28370 AAA80559 AAA80560 CAI42682 CAI42683 CAI42684 CAI42612 CAI42613 CAI42614 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a1 isoform a /S35458 SNF2 protein homolog - human (fragment) /SMCA1_45

XP_865586 Canis familiaris PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a1 isoform a isoform 19
XP_865429 Canis familiaris XP_865407 XP_865514 XP_865296 XP_865278 XP_865312 XP_865551 XP_865330 XP_865495 XP_865444 XP_865534 XP_865464 XP_865569 XP_865480 XP_538168 PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator o77

100

92

86

100

XP_396195 Apis mellifera PREDICTED: similar to ENSANGP00000016886
XP_311417 Anopheles gambiae str. PEST EAA07020 ENSANGP00000016886/ENSANGP0000001688698

58

BAE06719 Ciona intestinalis Ci-SWI/SNF

100

XP_455384 Kluyveromyces lactis NRRL Y-1140 CAG98092 unnamed protein product/unnamed protein product
NP_009804 Saccharomyces cerevisiae P38144 CAA85208 Member of the imitation-switch (ISWI) class of ATP-dependent chromatin remodeling complexes; ATPase that forms a complex with Ioc2p and Ioc4p to regulate transcription elongation, and a complex with100
NP_014948 Saccharomyces cerevisiae CAA99622 Member of the imitation-switch (ISWI) class of ATP-dependent chromatin remodeling complexes; ATPase component that, with Itc1p, forms a complex required for repression of a-specific genes, INO1, and early m

NP_986084 Eremothecium gossypii AAS53908 Ashbya gossypii ATCC 10895 AFR537Wp/AFR537Wp46
XP_456186 Kluyveromyces lactis NRRL Y-1140 CAG98894 unnamed protein product/unnamed protein product100

XP_503455 Yarrowia lipolytica CLIB122 CAG79034 hypothetical protein/unnamed protein product
XP_751485 Aspergillus fumigatus Af293 EAL89447 SNF2 family helicase/ATPase /SNF2 family helicase/ATPase, putative

XP_663247 Aspergillus nidulans FGSC A4 EAA62736 hypothetical protein AN5643.2/hypothetical protein AN5643.297
XP_390445 Gibberella zeae PH-1 EAA69967 conserved hypothetical protein/conserved hypothetical protein

XP_956548 Neurospora crassa N150 XP_323194 Neurospora crassa EAA27312 hypothetical protein/hypothetical protein /hypothetical protein
EAQ84663 Chaetomium globosum CBS 148.51 conserved hypothetical protein97

100
100

71

XP_502458 Yarrowia lipolytica CLIB122 CAG80646 hypothetical protein/unnamed protein product

32

XP_758754 Ustilago maydis 521 EAK83777 hypothetical protein UM02607.1/hypothetical protein UM02607.1
XP_572375 Cryptococcus neoformans var. neoformans JEC21 EAL17685 Cryptococcus neoformans var. neoformans B-3501A AAW45068 Cryptococcus neoformans var. neoformans JEC21 transcription activator snf2l1/hypothetical protein CNBL2000 /transcription ac100

44

61

100

88

XP_629432 Dictyostelium discoideum AX4 EAL61023 Dictyostelium discoideum hypothetical protein DDB0215535/hypothetical protein DDB0215535
4090_Cre AAY86155 Chlamydomonas reinhardtii chromatin-remodelling complex ATPase ISWI2

Smo_CHR1DDM1_24_1
Ppa_CHR1DDM1_19_1
Ppa_CHR1DDM1_1_1100

80

NP_918696 Oryza sativa (japonica cultivar-group) Q7G8Y3 Oryza sativa AAK53826 BAB64747 Oryza sativa (japonica cultivar-group) BAD61441 BAD88342 BAD89475 putative DNA-dependent ATPase/ISW2_ORYSA Putative chromatin remodelling complex ATPase chain
XP_493917 Oryza sativa (japonica cultivar-group) AAV32194 similar to Arabidopsis thaliana putative ATPase (ISW2-like) (AC011623)/putative ATPase93

AT3G06400 = NP_187291 Q8RWY3 AAF08585 AAM13851 ATP binding/ATP-dependent helicase/DNA binding /DNA-dependent ATPase/helicase/nucleic acid binding /ISW2_ARATH Putative chromatin remodelling complex ATPase chain (ISW2-like) (Sucrose nonfermenting prot
AT5G18620 = NP_850847 NP_568365 ATP binding/ATP-dependent helicase/DNA binding /DNA-dependent ATPase/helicase/nucleic acid binding /ATP binding /ATP-dependent helicase/DNA binding /DNA-dependent ATPase/helicase/nucleic acid binding95

97

100

100

40

41

gnl|CMER|CMQ363C_SWI/SNF_related,_matrix_associated,_actin_dependent_regulator_of_chromatin,_subfamily_a

45

XP_667013 Cryptosporidium hominis TU502 CAD98428 Cryptosporidium parvum EAL36778 Cryptosporidium hominis hypothetical protein Chro.60441/SNF2 helicase, possible /hypothetical protein Chro.60441
AT5G66750 = NP_201476 AAD28303 BAA97281 AAM20489 AAN72172 DDM1 (DECREASED DNA METHYLATION 1); helicase/SWI2/SNF2-like protein /SWI2/SNF2-like protein /SWI2/SNF2-like protein /SWI2/SNF2-like protein

AAP92713 Arabidopsis arenosa Swi2/Snf2-related protein DDM1; decrease in DNA methylation 1; CHR1100
AAL73042 Zea mays chromatin complex subunit A101
AAX95695 Oryza sativa (japonica cultivar-group) SNF2 family N-terminal domain, putative
BAD38081 Oryza sativa (japonica cultivar-group) putative chromatin complex subunit A101100

100
100

Smo_CHR1DDM1_72_1
Ppa_CHR1DDM1_56_157

100

gnl|CMER|CMJ200C_SWI/SNF_related,_matrix_associated,_actin_dependent_regulator_of_chromatin,_subfamily_a

75

XP_878375 Bos taurus PREDICTED: similar to helicase, lymphoid-specific isoform 12
100

0.100

Entry removed from the alignment
AAX22754 Arabidopsis thaliana SWI2/SNF2-like protein, AAX22755 Arabidopsis thaliana SWI2/SNF2-like protein
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