}Jl;l iprotKB Entry name organism full oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi plasma extx:ace
name sites sites reticulum |apparatus membrane region
Q8BMG7 |RBGPR_MOUSE [Mus Rab3 31.136466 NaN S38;5448;T899;S914 29187734;33300544;39627609 MACSIVQFCSFQDLQSARDFLFPHL |False False 3.2 2.196 [0.918 3.484 1.208 2.544 1.027
musculus |GTPase- REETPGALKRDPSKTSSWEDDSWG
activating IAWEETEPREPEEEGNTSKTQKNSW
protein LQECVLSLSPTSDLMVIAREQKAAFL
non- IVRKWKHGDKGKEEMQFAVGWSGS
catalytic IVSAEEGEYVTSALCIPLASQKRSSTG
subunit RPDWTCIVVGFTSGYVRFYTEGVLLL

IAQLLNEDKVLQLKCRTYEIPRHPGV
TEQNEELSILYPAAIVTIDGFSLFQSL
RACRNQVAKAAASGNENIQPPPLAY
KKWGLQDIDTIIDHASVGIMTLSPED
QMKTASNIGGFNAAIKNSPPAMSQY
ITVGSSPFTGFFYALEGSTQPLLSHV
IALAVASKLTSALFSAASGWLGWKSK
HEEDTVQKQKPKMEPATPLAVRFGL
PDSRRHGESICLSPCNTLAAVTDDF
GRVILLDVARGIAIRMWKGYRDAQV
GWIQIVEDLHERVPEKGGFSPFGNT
QGPSRVAQFLVIYAPRRGILEVWNTQ
QGPRVGAFNVGKHCRLLYPGYKIMG
LNNVTSQSWQPQTYQICLVDPVSAS
'VKAVNVPFHLALSDKKSERAKDLHL
VKKLSALLRAKSPRPDSFETEIKELIL
DIKYPATKKQALESILASDRLSFSCLR
NVTQTLMDTLKNQELESVDEGLLQF
CASKLKLLHLYESVSQLNTLDFHSD
TPFSDNDLAVLLRLDDKELLKLRALL
EKYKQENTKATVRFSEDADRVLPVK
TFLEYLEYEKDALSIRKIGEEECVAL
GSFFFWKCLHGKSSTEEMCHSLES
IAGLSPQQLLSLLLSVWLSKEKDILDK
PQSVCCLHTMLSLLSKMKVAIDETW
DSQSVSPWWQQMRMACIQSENSG
IAALLSAHVGHSVAAQMSSGATDKKF
SQMELDADAEALTDSWEALSLDTEY
WKLLLRQLEDCLILQTLLHSKLSPPA
IAKAPSLQSEPLPRLSVKKLLEGGKG
GIADSVAKWIFKQDLSPELLKCANKE
RDVENPDEPREDLLHLAYEQFPCSL
ELDVLHAHCCWEYVVQWNKDPEEA
RFLVRSIEHLKQILNPHVQNGIALM
MWNTFLVKRFSAATYLMDKVGKSP
KDRLCRRDVGMSDTALTSFLGSCLE
LLQTSLEADISRDEVQVPVLDTEDA
WLSVEGPISIVELALEQKPIHYPLVE
HHSVLCSILYASMRFSLKSVKPLALF
DSKGKNAFFKDLTSIQLLPSGEMDP
NFISVRQQFLLKVVSAAVQAQHSKD
KDPSAEAANTHWKDLNWPGLAVDL
IAHHLQVSDDVIRRHYVGELYSHGAD
LLGEEAIFQVQDKEVLASQLLVLTGQ
RLAHALFHTQTKEGMELLARLPPTL
CTWLKAMNPQDLQNTGVPIAATAKL
VHKVMELLPEKHGQYSLALHLIDAV
EAMATL




