UniprotKB Entry name organism (full name |oglcnacscore oglcnac iphosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enqoplasmlc golgi I
ID sites reticulum apparatus 1
Q3TKT4 SMCA4_MOUSE Mus Transcription|31.615131 NaN 'T11;T353;T609;S610;S613;S695;S6 [29187734;36852467;39627609  MSTPDPPLGGTPRPGPSPGPGPSPG |True False 2.012 |5.0 2.138 1.646 1.184 .

musculus

activator
BRG1

99;S1349;T1390;S1419;S1536;S154
1;S1552;S1593;51597

AMLGPSPGPSPGSAHSMMGPSPGP
PSAGHPMPTQGPGGYPQDNMHQM
HKPMESMHEKGMPDDPRYNQMKG
MGMRSGAHTGMAPPPSPMDQHSQ
GYPSPLGGSEHASSPVPASGPSSGPQ
MSSGPGGAPLDGSDPQALGQQNRG
PTPFNQNQLHQLRAQIMAYKMLAR
GQPLPDHLQMAVQGKRPMPGMQQ
QMPTLPPPSVSATGPGPGPGPGPGP
GPGPAPPNYSRPHGMGGPNMPPPG
PSGVPPGMPGQPPGGPPKPWPEGP
MANAAAPTSTPQKLIPPQPTGRPSPA
PPAVPPAASPVMPPQTQSPGQPAQP
APLVPLHQKQSRITPIQKPRGLDPVEI
LQEREYRLQARIAHRIQELENLPGSL
AGDLRTKATIELKALRLLNFQRQLRQ
EVVVCMRRDTALETALNAKAYKRSK
RQSLREARITEKLEKQQKIEQERKRR
QKHQEYLNSILQHAKDFREYHRSVT
GKLQKLTKAVATYHANTEREQKKEN
ERIEKERMRRLMAEDEEGYRKLIDQ
KKDKRLAYLLQQTDEYVANLTELVR
QHKAAQVAKEKKKKKKKKKAENAE
GQTPAIGPDGEPLDETSQMSDLPVK
VIHVESGKILTGTDAPKAGQLEAWLE
MNPGYEVAPRSDSEESGSEEEEEEE
EEEQPQPAQPPTLPVEEKKKIPDPDS
DDVSEVDARHIIENAKQDVDDEYGV
SQALARGLQSYYAVAHAVTERVDKQ
SALMVNGVLKQYQIKGLEWLVSLYN
NNLNGILADEMGLGKTIQTIALITYL
MEHKRINGPFLIIVPLSTLSNWAYEF
DKWAPSVVKVSYKGSPAARRAFVPQ
LRSGKFNVLLTTYEYIIKDKHILAKIR
WKYMIVDEGHRMKNHHCKLTQVL
NTHYVAPRRLLLTGTPLQNKLPELW
ALLNFLLPTIFKSCSTFEQWFNAPFA
MTGEKVDLNEEETILIIRRLHKVLRP
FLLRRLKKEVEAQLPEKVEYVIKCD
MSALQRVLYRHMQAKGVLLTDGSE
KDKKGKGGTKTLMNTIMQLRKICN
HPYMFQHIEESFSEHLGFTGGIVQG
LDLYRASGKFELLDRILPKLRATNHK
VLLFCQMTSLMTIMEDYFAYRGFKY
LRLDGTTKAEDRGMLLKTFNEPGSE
YFIFLLSTRAGGLGLNLQSADTVIIFD
SDWNPHQDLQAQDRAHRIGQQNEV
RVLRLCTVNSVEEKILAAAKYKLNVD
QKVIQAGMFDQKSSSHERRAFLQAI
LEHEEQDEEEDEVPDDETVNQMIA
RHEEEFDLFMRMDLDRRREEARNP
KRKPRLMEEDELPSWIIKDDAEVER
LTCEEEEEKMFGRGSRHRKEVDYS
DSLTEKQWLKAIEEGTLEEIEEEVRQ
KKSSRKRKRDSEAGSSTPTTSTRSRD
KDEESKKQKKRGRPPAEKLSPNPPN
LTKKMKKIVDAVIKYKDSSGRQLSEV
FIQLPSRKELPEYYELIRKPVDFKKIK
ERIRNHKYRSLNDLEKDVMLLCQN
AQTFNLEGSLIYEDSIVLQSVFTSVR
QKIEKEDDSEGEESEEEEEGEEEGS
ESESRSVKVKIKLGRKEKAQDRLKG
GRRRPSRGSRAKPVVSDDDSEEEQE
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