}Jl;l iprotKB Entry name organism [full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion ::g 23::;
P51532 SMCA4_HUMAN [Homo SWI/SNF- [14.225175 T219;S250;S297;T298 T11;T353;T609;S610;S613;S695;S6 (34725712;38665916;34019948;332 |MSTPDPPLGGTPRPGPSPGPGPSPG (True False False (5.0 False False
sapiens [related 99;51382;T1423;51452;S1570;S157 (14551;35289036;34229054;325228 |AMLGPSPGPSPGSAHSMMGPSPGP

matrix- 5;51586;51627;51631 76;35138101;32119511;40596516;3 [PSAGHPIPTQGPGGYPQDNMHQMH

associated 9534244;28510447 KPMESMHEKGMSDDPRYNQMKGM

actin- GMRSGGHAGMGPPPSPMDQHSQG

dependent I'YPSPLGGSEHASSPVPASGPSSGPQ

regulator MSSGPGGAPLDGADPQALGQQNRG

of PTPFNQNQLHQLRAQIMAYKMLAR

chromatin GQPLPDHLQMAVQGKRPMPGMQQ

subfamily QMPTLPPPSVSATGPGPGPGPGPGP

A member GPGPAPPNYSRPHGMGGPNMPPPG

4 PSGVPPGMPGQPPGGPPKPWPEGP

MANAAAPTSTPQKLIPPQPTGRPSPA
PPAVPPAASPVMPPQTQSPGQPAQP
IAPMVPLHQKQSRITPIQKPRGLDPVE
ILQEREYRLQARIAHRIQELENLPGS
LAGDLRTKATIELKALRLLNFQRQLR
QEVVVCMRRDTALETALNAKAYKRS
KRQSLREARITEKLEKQQKIEQERKR
RQKHQEYLNSILQHAKDFKEYHRSV
TGKIQKLTKAVATYHANTEREQKKE
NERIEKERMRRLMAEDEEGYRKLID
QKKDKRLAYLLQQTDEYVANLTELV
RQHKAAQVAKEKKKKKKKKKAENA
EGQTPAIGPDGEPLDETSQMSDLPV
KVIHVESGKILTGTDAPKAGQLEAWL
EMNPGYEVAPRSDSEESGSEEEEEE
EEEEQPQAAQPPTLPVEEKKKIPDPD
SDDVSEVDARHIIENAKQDVDDEYG
VSQALARGLQSYYAVAHAVTERVDK
QSALMVNGVLKQYQIKGLEWLVSLY
NNNLNGILADEMGLGKTIQTIALITY
LMEHKRINGPFLIIVPLSTLSNWAYE
FDKWAPSVVKVSYKGSPAARRAFVP
QLRSGKFNVLLTTYEYIIKDKHILAKI
RWKYMIVDEGHRMKNHHCKLTQVL
NTHYVAPRRLLLTGTPLQNKLPELW
ALLNFLLPTIFKSCSTFEQWFNAPFA
MTGEKVDLNEEETILIIRRLHKVLRP
FLLRRLKKEVEAQLPEKVEYVIKCD
MSALQRVLYRHMQAKGVLLTDGSE
KDKKGKGGTKTLMNTIMQLRKICN
HPYMFQHIEESFSEHLGFTGGIVQG
LDLYRASGKFELLDRILPKLRATNHK
VLLFCQMTSLMTIMEDYFAYRGFKY
LRLDGTTKAEDRGMLLKTFNEPGSE
YFIFLLSTRAGGLGLNLQSADTVIIFD
SDWNPHQDLQAQDRAHRIGQQNEV
RVLRLCTVNSVEEKILAAAKYKLNVD
QKVIQAGMFDQKSSSHERRAFLQAI
LEHEEQDESRHCSTGSGSASFAHTA
PPPAGVNPDLEEPPLKEEDEVPDDE
TVNQMIARHEEEFDLFMRMDLDRR
REEARNPKRKPRLMEEDELPSWIIK
DDAEVERLTCEEEEEKMFGRGSRH
RKEVDYSDSLTEKQWLKAIEEGTLE
EIEEEVRQKKSSRKRKRDSDAGSSTP
TTSTRSRDKDDESKKQKKRGRPPAE
KLSPNPPNLTKKMKKIVDAVIKYKDS
SSGRQLSEVFIQLPSRKELPEYYELIR
KPVDFKKIKERIRNHKYRSLNDLEK
DVMLLCQNAQTFNLEGSLIYEDSIVL
QSVFTSVRQKIEKEDDSEGEESEEE
EEGEEEGSESESRSVKVKIKLGRKEK
AQDRLKGGRRRPSRGSRAKPVVSDD
DSEEEQEEDRSGSGSEED




