}Jl;l iprotKB Entry name organism full oglcnacscore o-glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi plasma ex
name sites reticulum |apparatus membrane re
Q3UIA2 RHG17_MOUSE Mus Rho 27.004857 S620 S484;S575;5698;S700;T730;T734;T |39627609;36852467 MKKQFNRMKQLANQTVGRAEKTEYV |False True 3.801 (1.995 [1.962 0.582 0.944 5.0 1.1
musculus |GTPase- 736;S739;T740 LSEDLLQIERRLDTVRSMCHHSHKR
activating LIACFQGQHGTDAERRHKKLPLTAL
protein AQNMQEASAQLEESLLGKMLETCG
17 DAENQLALELSQHEVFVEKEIMDPL

YGIAEVEIPNIQKQRKQLARLVLDWD
SVRARWNQAHKSSGTNFQGLPSKID
TLKEEMDEAGNKVEQCKDQLAADM
YNFMAKEGEYGKFFVTLLEAQADYH
RKALAVLEKALPEMRAHQDKWAEK
PAFGTPLEEHLKRSGREIALPIEACV
MLLLETGMKEEGLFRIGAGASKLKK
LKAALDCSTSHLDEFYSDPHAVAGA
LKSYLRELPEPLMTFSLYEEWTQVA
SVQDQDKKLQYLWTTCQKLPPQNF
'VNFRYLIKFLAKLAQTSDVNKMTPS
NIAIVLGPNLLWAKQEGTLAEIAAAT
SVHVVAVIEPIIQHADWFFPGEVEFN
VSEAFVPLATPNSNHSSHTGNDSDS
GTLERKRPASMAVMEGDLVKKESF
GVKLMDFQAHRRGGTLNRKHIAPAF
QPPLPPTDGNALAPAGPEPPSQSSRA
DSSSGGGPVFSSTGILEQGLSPGDSS
PPKPKDSVSAAVPAAGRNSNQMTTV
PNQAQTGGNSHQLSVSTPHSAAGPS
PHTLRRAVKKPAPAPPKPGNLPPGH
PGGQSSPGTGTSPKPSARSPSPPQQ
QQQQQQQQQQQQQQQTPGMRRCS
SSLPPIQAPSHPPPQPPTQPRLGEQG
PEPGPTPPQTPTPPSTPPLAKQNPSQ
SETTQLHGTLPRPRPVPKPRNRPSVP
PPPHPPGTHTVDGGLTSSVPTASRIV
TDTNSRVSESLRSIFPEIHSDLASKE
VPGHILLDIDNDTESTAL




