UniprotKB Entry name |organism full name [oglcnacscore oglcnac sites p.h osphorylation PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma extr.acell
ID sites reticulum |apparatus membrane region
Q3UVCO  |[KSR2_MOUSE [Mus Kinase 46.058797 T212;S213;T215(T273;T277;S475;T498 |22645316;40885482 MDEENMTKSEEQQPLSLQKALQQC ([True True 5.0 2.505 [1.2 0.513 False 5.0 0.874
musculus |suppressor ELVQNMIDLSISNLEGLRTKCAASN
of Ras 2 DLTQKEIRTLESKLVKYFSRQLSCKK

KVALQERNAELDGFPQLRHWFRIVD
VRKEVLEEISPDQLSLEDLLEMTDE
QVCETVEKYGANQEECARLNASLSC
LRNVHKSGGNLSKQDWIIQWPTTEP
GQESNPVCPPEPSPWIRTHLSQSPR
VQTKCPQHFCPTSPTPGTPVYTQVD
RLTVDAYPNLCPPPPPLESGHRSLPP
SPRQRHVVRTPPRTPNIVTTVTPPGT
PPMRRKNKLKPPGTPPPSSRKLIHLI
PGFTALHRSKSHEFQLGNRVDEANT
PKAKKKSKPLNLKIHSGVGSCENIPA
QQRSPLLSERSLRSFFVGHGPFLPST
PPVHTEANFSANTLSVPRWSPQIPR
RDLGNSIKHRFSTKYWMSQTCTVCG
KGMLFGLKCKNCKLKCHNKCTKEA
PPCHLLIIHRGDPARLVRTESVPCDI
NNPVRKPARYSDLHISQTLPKTNKIN
KDHIPVPYQPDSSSNPSSTTSSTPSS
PAPPLPPSATPPSPLHPSPQCPRQKK
NFNLPASHYYKYKQQFIFPDVVPVPE
TPTRAPQVILHPVTSNTILEGNPLLQI
EVEPTSENEESHNEAEESEDEFEEM
NLSLLSARSFPRKASQTSIFLQEWDI
PFEQLEIGELIGKGRFGQVYHGRWH
GEVAIRLIDIERDNEDQLKAFKREVM
AYRQTRHENVVLFMGACMSPPHLAI
ITSLCKGRTLYSVVRDAKIVLDVNKT
RQIAQEIVKGMGYLHAKGILHKDLK
SKNVFYDNGKVVITDFGLFSISGVLQ
AGRRDDKLRIQNGWLCHLAPEIIRQ
LSPDTEEDKLPFSKHSDVFALGTIWY
ELHAREWPFKTQPAEAIIWQMGTG
MKPNLSQIGMGKEISDILLFCWAFE
QEERPTFTKLMDMLEKLPKRNRRLS
HPGHFWKSAEL




