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NP_014948 Saccharomyces cerevisiae CAA99622 Member of the imitation-switch (ISWI) class of ATP-dependent chromatin remodeling complexes; ATPase component that, with ltc1p, forms a complex required for repression of a-specific genes, INO1, and early m

BAEO06719 Ciona intestinalis Ci-SWI/SNF

XP_396195 Apis mellifera PREDICTED: similar to ENSANGP00000016886

CAIl42682 Homo sapiens CAl42684 CAl42612 CAI42614 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 /SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 /SWI
NP_444353 Mus musculus BAC27109 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 /Junnamed protein product
XP_229124 Rattus norvegicus PREDICTED: similar to Smarcai protein
XP_865586 Canis familiaris PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a1 isoform a isoform 19

XP_865407 Canis familiaris PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a1 isoform a isoform 9
XP_865569 Canis familiaris XP_865514 XP_865534 XP_865330 XP_865551 XP_865480 XP_865464 XP_865278 XP_865495 XP_865312 XP_865296 XP_865429 XP_865444 XP_538168 PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromati

AAGO01537 Xenopus laevis imitation switch ISWI
_EI_AAH76715 Xenopus laevis ISWI protein

NP_001007993 Xenopus tropicalis AAH80870 MGC79455 protein/MGC79455 protein
XP_517459 Pan troglodytes NP_003592 Homo sapiens 060264 BAA25173 AAH23144 PREDICTED: similar to SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a5; sucrose nonfermenting-like 5 /SWI/SNF-related matrix-associated actin-depen

LXP_226380 Rattus norvegicus PREDICTED: similar to ATP-dependent chromatin remodeling protein SNF2H
INP_444354 Mus musculus Q91ZW3 AAL25793 AAH53069 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5 /SMCA5_MOUSE SWI/SNF-related matrix associated actin dependent regulator of chromatin, subfamily A membe

LAAK52454 Mus musculus DNA-dependent ATPase SNF2H
XP_867138 Canis familiaris XP_617671 Bos taurus XP_867156 Canis familiaris XP_867131 XP_878861 Bos taurus XP_878767 XP_878570 XP_532676 Canis familiaris XP_878952 Bos taurus XP_869406 XP_878063 PREDICTED: similar to SWI/SNF related matrix a

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 ho
_[[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_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 ho

- XP_878373 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 ho
gnl|CMER|CMQ363C_SWI/SNF _related,_matrix_associated,_actin_dependent_regulator_of_chromatin,_subfamily_a

4090_Cre AAY86155 Chlamydomonas reinhardtii chromatin-remodelling complex ATPase ISWI2
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AAV32194 Oryza sativa (japonica cultivar-group) putative ATPase
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

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 binding

{QSRWYs Arabidopsis thaliana AAF08585 ISW2_ARATH Putative chromatin remodelling complex ATPase chain (ISW2-like) (Sucrose nonfermenting protein 2 homolog)/putative ATPase (ISW2-like)
AT3G06400 = NP_187291 AAM13851 ATP binding/ATP-dependent helicase/DNA binding /DNA-dependent ATPase/helicase/nucleic acid binding /putative ATPase (ISW2)




