GYVPSNFVAPVETLEVEKWFFRTISR
KDAERQLLAPMNKAGSFLIRESESN
KGAFSLSVKDITTQGEVVKHYKIRSL
DNGGYYISPRITFPTLQALVQHYSKK
GDGLCQKLTLPCVNLAPKNLWAQD
EWEIPRQSLKLVRKLGSGQFGEVW
MGYYKNNMKVAIKTLKEGTMSPEA
FLGEANVMKTLQHERLVRLYAVVTR
EPIYIVTEYMARGCLLDFLKTDEGSR
LSLPRLIDMSAQVAEGMAYIERMNS
THRDLRAANILVSETLCCKIADFGLA
RIIDSEYTAQEGAKFPIKWTAPEAIHF
GVFTIKADVWSFGVLLMEIVTYGRVP
YPGMSNPEVIRSLEHGYRMPCPETC
PPELYNDIITECWRGRPEERPTFEFL

QSVLEDFYTATEGQYELQP

UniprotKB Entry name |organism full oglcnacscore oglcnac p h osphorylation PMIDS |[sequence intracellular [extracellular |cytosol [nucleus mitochndrion em!oplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
P16277 BLK _MOUSE Mus Tyrosine- [25.810548 NaN T383 29187734 MGLLSSKRQVSEKGKGWSPVKIRTQ (True False 4.64 2.555 1.287 1.219 0.682 2.949 1.441
musculus |protein DKAPPPLPPLVVFNHLAPPSPNQDP
kinase DEEERFVVALFDYAAVNDRDLQVLK
Blk GEKLQVLRSTGDWWLARSLVTGRE




