UniprotKB Entry organism [full name |oglcnacscore o‘glcnac phosphorylation sites PMIDS [sequence intracellular extracellular cytosol nucleus i mitochndrion em!oplasmlc golgi plasma extl.‘acellular
1D name sites reticulum apparatus membrane region
Q8CGU4  |AGAP2_RAT |Rattus IArf-GAP  [23.439218 NaN S113;S128;5149;S632;S744;S746;S 38843836 MSRGAGALQRRTTTYLISLTLVKLES [True True 4.554 (5.0 1.66 0.625 1.152 5.0 1.33
norvegicus (with 802;5S921;S979;S1172 VPPPPPSPSAAAVGAPGARGSEPRDP

GTPase, GSPRGAEEPGKKRHERLFHRQDAL

IANK 'WISTSSAGAGGAEPPALSPAPASPAR

repeat PVSPAPGRRLSLWAAPPGPPLSGGLS

and PH PDSKPGGAPSSSRRPLLSSPSWGGP

domain- EPEGRTGGGVPGSSSPHPGTGSRRL

containing KVAPPPPAPKPFKTVTTSGAKAGGGK

protein 2 GAGSRLSWPESEGKPRVKGSKSTAG

TGASAVAAGGGGSAAVTTSGGVGAG
IAGARGKLSPRKGKSKTLDNSDLHPG
PSAGSPPLTVPAIPVPATSVTAASTQP
LGPAPPITLEPPAPGLKRGREGGRAS
TRDRKMLKFISGIFTKSTGGPPGPGP
LPGPQGLSSSSGSRELLGAELRASPK
IAVVNSQEWTLSRSIPELRLGVLGDV
RSGKSSLIHRFLTGSYQVLEKPESEQ
YKKEMLVDGQTHLVLIREEAGAPDA
KFSGWADAVIFVFSLEDESSFQAVS
HLHGQLISLRGEGRGGLALALVGTQ
DRISASSPRVVGDARARALCTDMKR
CSYYETCATYGLNVDRVFQEVAQKV
IVTLRKQQQLLAACKSLPSSPSHSAAS
TPVAGQASNGGHTSDYSSSLPSSPN
\VGHRELRAEAAAVAGLSTPGSLHRA
IAKRRTSLFANRRGSDSEKRSLDSRG
ETTGSGRAIPIKQSFLLKRSGNSLNK
EWKKKYVTLSSNGFLLYHPSINDYIH
STHGKEMDLLRTTVKVPGKRPPRAI
SAFGPSASINGLVKDMSTVQMGEGP
EASTPMPSPSPSPSSLQLPTDQTSKH
LLKPDRNLARALSTDCTPSGDLSPLS
REPPPSPMVKKQRRKKLSTPSKTEG
SAVQAEAKRKMWKLKSFGSLRNIYK
AEENFEFLIVSSTGQTWHFEAASFE
ERDAWVQAIESQILASLQCCESSKVK
LRTDSQSEAVAIQAIRNAKGNSTCVD
CGAPNPTWASLNLGALICIECSGIHR
NLGTHLSRVRSLDLDDWPRELTLVL
TAIGNDTANRVWESDTRGRAKPTRD
SSREERESWIRAKYEQLLFLAPLGTT
EEPLGRQLWAAVEAQDVAAVLLLLA
HARHGPLDTSVEDPQLRSPLHLAAE
LAHVVITQLLLWYGADVAARDAQGR
TALFYARQAGSQLCADILLQHGCPG
EGGSTATTPSAATTPSITATPSPRRRS
SAASLGRVDTTIALV




