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D Entry name organism full name oglcnacscore | _: phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion . .
sites reticulum apparatus membrane [region
Q6PDG5 SMRC2_MOUSE [Mus SWI/SNF |25.685855 NaN S283;5286;5S302;S304;S306;S347;S (39627609 MAVRKKDGGPNVKYYEAADTVTQF [True False 2.397 [5.0 1.265 0.884 False 1.123 1.102
musculus |complex 387;S813 DNVRLWLGKNYKKYIQAEPPTNKSL
subunit SSLVVQLLQFQEEVFGKHVSNAPLT
SMARCC2 KLPIKCFLDFKAGGSLCHILAAAYKF

KSDQGWRRYDFQNPSRMDRNVEM
FMTIEKSLVQNNCLSRPNIFLCPEIE
PKLLGKLKDIVKRHQGTISEDKSNAS
HVVYPVPGNLEEEEWVRPVMKRDK
QVLLHWGYYPDSYDTWIPASEIEASV
EDAPTPEKPRKVHAKWILDTDTFNE
WMNEEDYEVSDDKSPVSRRKKISAK
TLTDEVNSPDSDRRDKKGGNYKKRK
RSPSPSPTPEAKKKNAKKGPSTPYTK
SKRGHREEEQEDLTKDMDEPSPVP
NVEEVTLPKTVNTKKDSESAPVKGG
TMTDLDEQDDESMETTGKDEDENS
TGNKGEQTKNPDLHEDNVTEQTHH
[[IPSYAAWFDYNSVHAIERRALPEFF
NGKNKSKTPEIYLAYRNFMIDTYRL
NPQEYLTSTACRRNLAGDVCAIMRV
HAFLEQWGLINYQVDAESRPTPMGP
PPTSHFHVLADTPSGLVPLQPKPPQ
QSSASQQMLNFPEKGKEKPADMQN
FGLRTDMYTKKNVPSKSKAAASATR
EWTEQETLLLLEALEMYKDDWNKV
SEHVGSRTQDECILHFLRLPIEDPYL
EDSEASLGPLAYQPIPFSQSGNPVM
STVAFLASVVDPRVASAAAKSALEEF
SKMKEEVPTALVEAHVRKVEEAAKV
TGKADPAFGLESSGIAGTASDEPERI
EESGTEEARPEGQAADEKKEPKEPR
EGGGAVEEEAKEEISEVPKKDEEKG
KEGDSEKESEKSDGDPIVDPEKDKE
PTEGQEEVLKEVAEPEGERKTKVER
DIGEGNLSTAAAAALAAAAVKAKHL
AAVEERKIKSLVALLVETQMKKLEIK
LRHFEELETIMDREREALEYQRQQL
LADRQAFHMEQLKYAEMRARQQHF
QQMHQQQQQQPPTLPPGSQPIPPTG
AAGPPTVHGLAVPPAAVASAPPGSGA
PPGSLGPSEQIGQAGTTAGPQQPQQ
AGAPQPGAVPPGVPPPGPHGPSPFP
NQPTPPSMMPGAVPGSGHPGVAGN
APLGLPFGMPPPPPAAPSVIPFGSLA
DSISINLPPPPNLHGHHHHLPFAPG
TIPPPNLPVSMANPLHPNLPATTTM
PSSLPLGPGLGSAAAQSPAIVAAVQG
NLLPSASPLPDPGTPLPPDPTAPSPG

TVTPVPPPQ




