UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi ! em:‘

ID name sites reticulum |apparatus membrane [regi

Q921Q7 RIN1_MOUSE |Mus Ras and [29.384333 NaN T35;S198;5246;5319;S323;S340;S5 [25153642;28135057 MEDPGETGAHPLGATNLNFVPGHQ (True False 4.061 [3.285 |1.16 1.106 1.433 4.355 1.23
musculus |Rab 98 QKEKPSTDPLYDTPDTRGVQAGGSQ

interactor
1

QPARTVSLRERLLITRPVWLQLRANA
AAALHVLRTEPPGTFLVRKSNTRQC
QALCVRLPEASGPSFVSSHYIEESTG
GVSLEGSELMFQDLVQLICGYCRTR
ATHQAATHKELEAISHLGMEFWSSS
LNTKDQQRPSEAPPIPRLKARSPQEL
DQGTGAALCFFNPLFPGDLGPTKRE
KFKRSFKVRVSTETSSPLSPPAVPPP
PVPVLPGTSSSQTERLPPRQLLQRES
SVGYRVPGSAASPCLPPLPSLQEVDC
CSPSSSEEEGSSGSPTTSPRLSRPRH
RRPLLRSMSSAFCSLLAPERQVGRA
ATMLMQNRYTAVGQLVQDLLTQVR
AGPEPRELQGIRQALSRARAMLSAE
LGPEKLLPPERLELVLEKSLHRSVLK
PLRPILAARLRRRLSADGSLGRLAEG
FRLARTQGPGAFGSHLTLSSPVETE
QVRQKLLQLLRAYSPSAQVKWLLQA
CKLLYTALKSQAGENAGADEFLPLLS
LVLAQCDLPDLLLEAEYMSELLEPTL
LTGEGGYYLTSLSASLALLSGLSQAR
ALPLSPAQELQRSLALWEQRRLPAT
HSFQHLLRVAYQDPSTGCTSKTLAV
PPGSSIATLSQLCATKFRVTQPDAFG
LFLYKDQGYHRLPPEALAHRLPATG
YLIYRRAERPETQGAVAEKAKTGSKG
PEAGAWEEETGGLNREGKPRIAVDQ
EGKDQARGGHIGPEEQKAEGSQALE
E




