}Jl;l iprotKB Entry name organism [full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS 'sequence intracellular extracellular|cytosol nucleus mitochndrion ::Sggll::;
Q99490 IAGAP2_HUMAN |Homo Arf-GAP  |23.583257 S$233;5235;5808;5827|S113;S128;S149;S638;S750;5S752;S [37217939;30379171;40307207;409 [MSRGAGALQRRTTTYLISLTLVKLES (True False 4.386 |5.0 3.137 1.125
sapiens  [with 808;5927;S985;S1178;T682;T774  |14422;30620550;38253038 VPPPPPSPSAAAAGAAGARGSETGDP

GTPase, GSPRGAEEPGKKRHERLFHRQDAL

ANK IWISTSSAGTGGAEPPALSPAPASPAR

repeat PVSPAPGRRLSLWAVPPGPPLSGGLS

and PH PDPKPGGAPTSSRRPLLSSPSWGGP

domain- EPEGRAGGGIPGSSSPHPGTGSRRL

containing KVAPPPPAPKPCKTVTTSGAKAGGGK

protein 2 GAGSRLSWPESEGKPRVKGSKSSAG

TGASVSAAATAAAAGGGGSTASTSG
GVGAGAGARGKLSPRKGKSKTLDNS
DLHPGPPAGSPPPLTLPPTPSPATAV
TAASAQPPGPAPPITLEPPAPGLKRG
REGGRASTRDRKMLKFISGIFTKSTG
GPPGSGPLPGPPSLSSGSGSRELLGA
ELRASPKAVINSQEWTLSRSIPELRL
GVLGDARSGKSSLIHRFLTGSYQVLE
KTESEQYKKEMLVDGQTHLVLIREE
IAGAPDAKFSGWADAVIFVFSLEDEN
SFQAVSRLHGQLSSLRGEGRGGLAL
IALVGTQDRISASSPRVVGDARARALC
IADMKRCSYYETCATYGLNVDRVFQE
VAQKVVTLRKQQQLLAACKSLPSSP
SHSAASTPVAGQASNGGHTSDYSSS
LPSSPNVGHRELRAEAAAVAGLSTP
GSLHRAAKRRTSLFANRRGSDSEKR
SLDSRGETTGSGRAIPIKQSFLLKRS
GNSLNKEWKKKYVTLSSNGFLLYHP
SINDYIHSTHGKEMDLLRTTVKVPG
KRPPRAISAFGPSASINGLVKDMSTV
QMGEGLEATTPMPSPSPSPSSLQPP
PDQTSKHLLKPDRNLARALSTDCTP
SGDLSPLSREPPPSPMVKKQRRKKL
TTPSKTEGSAGQAEAKRKMWKLKSF
GSLRNIYKAEENFEFLIVSSTGQTWH
FEAASFEERDAWVQAIESQILASLQC
CESSKVKLRTDSQSEAVAIQAIRNAK
GNSICVDCGAPNPTWASLNLGALICI
ECSGIHRNLGTHLSRVRSLDLDDWP
RELTLVLTAIGNDTANRVWESDTRG
RAKPSRDSSREERESWIRAKYEQLL
FLAPLSTSEEPLGRQLWAAVQAQDV
IATVLLLLAHARHGPLDTSVEDPQLR
SPLHLAAELAHVVITQLLLWYGADV
IAARDAQGRTALFYARQAGSQLCADI
LLQHGCPGEGGSAATTPSAATTPSIT
IATPSPRRRSSAASVGRADAPVALV




