}Jl;l iprotKB Entry name organism full name joglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion . ic|golgi pla
sites reticulum |apparatus me
Q3UHD9 |AGAP2_MOUSE |Mus IArf-GAP  |46.309642 S79;T288(S113;S128;S149;S632;5744;S746;S [22517741;33300544;40885482 [MSRGAGALQRRTTTYLISLTLVKLES [True False 3.691 [4.505 [2.025 0.94 1.193 2.8
musculus |with 802;S921;S979;S1172 VPPPPPSPSAAAAGAPGARGSEPRDP
GTPase, GSPRGSEEPGKKRHERLFHRQDAL
IANK IWISTSSAGTGGAEPPALSPAPASPAR
repeat PVSPAPGRRLSLWAAPPGPPLSGGLS
and PH PDSKPGGAPSSSRRPLLSSPSWGGP
domain- EPEGRTGGGVPGSSSPHPGTGSRRL
containing KVAPPPPAPKPFKTVTTSGAKAGGGK
protein 2 GAGSRLSWPESEGKPRVKGSKSTAG

TGASAAAAGGGGSAAVTTSGGVGAG
IAGTRGKLSPRKGKSKTLDNSDLHPG
PSAGSPPLTVPAIPVPATSVTATSTQP
LGPAPPITLEPPAPGLKRGREGGRAS
TRDRKMLKFISGIFTKSTGGPPGPGP
LPGPQGLSSSSGSRELLGAELRTSPK
IAVWNSQEWTLSRSIPELRLGVLGDV
RSGKSSLIHRFLTGSYQVLEKIESEQ
[YKKEMLVDGQTHLVLIREEAGAPDA
KFSGWADAVIFVFSLEDESSFQAVS
RLHGQLSSLRGEGRGGLALALVGTQ
DRISASSPRVVGDARARALCTDMKR
CSYYETCATYGLNVDRVFQEVAQKV
IVTLRKQQQLLAACKSLPSSPSHSAAS
TPVAGQASNGGHTSDYSSSLPSSPN
VGHRELRAEAAAVAGLSTPGSLHRA
IAKRRTSLFANRRGSDAEKRSLDSRG
ETTGSGRAIPIKQSFLLKRSGNSLNK
EWKKKYVTLSSNGFLLYHPSINDYIH
STHGKEMDLLRTTVKVPGKRPPRAI
SAFGPSASINGLVKDMSTVQMGEGP
EASTPMPSPSPSPSSLQLPTDQTSKH
LLKPDRNLARALSTDCTPSGDLSPLS
REPPPSPMVKKQRRKKLSTPSKTEG
SAVQAEAKRKMWKLKSFGSLRNIYK
IAEENFEFLIVSSTGQTWHFEAASFE
ERDAWVQAIESQILASLQCCESSKVK
LRTDSQSEAVAIQAIRNAKGNSTCVD
CGAPNPTWASLNLGALICIECSGIHR
NLGTHLSRVRSLDLDDWPRELTLVL
TAIGNDTANRVWESDTRGRAKPTRD
SSREERESWIRAKYEQLLFLAPLGTT
EEPLGRQLWAAVEAQDVAAVLLLLA
HARHGPLDTSVEDPQLRSPLHLAAE
LAHVVITQLLLWYGADVAARDAQGR
TALFYARQAGSQLCADILLQHGCPG
EGGSTATTPSAATTPSITATPSPRRRS
SAASLGRVDTTIALV




