cerevisiae

'VMQGRDALLGDIRKGMKLKKAETN
DRSAPIVGGGVVSSASGSSGTVSSKG
PSMSAPPIPGMGAPQLGDILAGGIPK
LKHINNNASTKPSPSASAPPIPGAVP
SVAAPPIPNAPLSPAPAVPSIPSSSAP
PIPDIPSSAAPPIPIVPSSPAPPLPLSG
ASAPKVPQNRPHMPSVRPAHRSHQ
RKSSNISLPSVSAPPLPSASLPTHVS
NPPQAPPPPPTPTIGLDSKNIKPTDN
AVSPPSSEVPAGGLPFLAEINARRSE
RGAVEGVSSTKIQTENHKSPSQPPLP
SSAPPIPTSHAPPLPPTAPPPPSLPNV
TSAPKKATSAPAPPPPPLPAAMSSAS
TNSVKATPVPPTLAPPLPNTTSVPPN
KASSMPAPPPPPPPPPGAFSTSSALS
ASSIPLAPLPPPPPPSVATSVPSAPPP
PPTLTTNKPSASSKQSKISSSSSSSAV
TPGGPLPFLAEIQKKRDDRFVVGGD
TGYTTQDKQEDVIGSSKDDNVRPSPI
SPSINPPKQSSQNGMSFLDEIESKL
HKQTSSNAFNAPPPHTDAMAPPLPP
SAPPPPITSLPTPTASGDDHTNDKSE
TVLGMKKAKAPALPGHVPPPPVPPV
LSDDSKNNVPAASLLHDVLPSSNLE
KPPSPPVAAAPPLPTFSAPSLPQQSV
STSIPSPPPVAPTLSVRTETESISKNP
TKSPPPPPSPSTMDTGTSNSPSKNL
KQRLFSTGGSTLQHKHNTHTNQPD
'VDVGRYTIGGSNSIVGAKSGNERIVI
DDSRFKWTNVSQMPKPRPFQNKTK
LYPSGKGSSVPLDLTLFT

UniprotKB Entry name [organism full oglcnacscore oglcnac p‘h osphorylation PMIDS |[sequence intracellular |extracellular cytosol nucleus mitochndrion enc}oplasmlc golgi - extr.'acellular
ID name sites sites reticulum apparatus membrane region
P37370 IVRP1_YEAST [Saccharomyces |Verprolin [24.475439 NaN S519;S762 33229814 MAGAPAPPPPPPPPALGGSAPKPAKS [None None None |None None None None None None




