UniprotKB Entry name |organism full oglcnacscore oplcnac phosphorylation sites PMIDS |sequence intracellular extracellular |cytosol [nucleus mitochndrion em‘!oplasmlc golgi plasma extl:acellular
ID name sites reticulum apparatus membrane [region
P63318 KPCG_MOUSE Mus Protein 24.474581 NaN 'T250;S320;S322;S326;S328;S330;T (33300544 MAGLGPGGGDSEGGPRPLFCRKGA [True True 4.703 |5.0 1.473 1.535 0.777 5.0 1.868
musculus [kinase 332;S373;T514;T648;T655;T674;T6 LRQKVVHEVKSHKFTARFFKQPTFC
C 75;S687 SHCTDFIWGIGKQGLQCQVCSFVVH
gamma RRCHEFVTFECPGAGKGPQTDDPRN
type KHKFRLHSYSSPTFCDHCGSLLYGL

IVHQGMKCSCCEMNVHRRCVRSVPS
LCGVDHTERRGRLQLEIRAPTSDEIH
ITVGEARNLIPMDPNGLSDPYVKLKL
IPDPRNLTKQKTKTVKATLNPVWNE
TFVFNLKPGDVERRLSVEVWDWDR
TSRNDFMGAMSFGVSELLKAPVDG
WYKLLNQEEGEYYNVPVADADNCS
LLQKFEACNYPLELYERVRMGPSSS
PIPSPSPSPTDSKRCFFGASPGRLHIS
DFSFLMVLGKGSFGKVMLAERRGS
DELYAIKILKKDVIVQDDDVDCTLVE
KRVLALGGRGPGGRPHFLTQLHSTF
QTPDRLYFVMEYVTGGDLMYHIQQL
GKFKEPHAAFYAAEIAIGLFFLHNQG
ITYRDLKLDNVMLDAEGHIKITDFGM
CKENVFPGSTTRTFCGTPDYIAPEIIA
YQPYGKSVDWWSFGVLLYEMLAGQ
PPFDGEDEEELFQAIMEQTVTYPKSL
SREAVAICKGFLTKHPGKRLGSGPD
GEPTIRAHGFFRWIDWERLERLEIAP
PFRPRPCGRSGENFDKFFTRAAPAL
TPPDRLVLASIDQADFQGFTYVNPDF
VHPDARSPTSPVPVPVM




