
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

D3ZKV7 D3ZKV7_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MDGRDFGPQRSVHGPPPPLLSGLA
MDSHRVGAATAGRLPSSGLPGPPPP
GKYMAGLNLHPHPGFSHLPSGLYPS
YLHLNHLEPPSSGSPLLSQLGQPSIF
DTQKDGFYLPAPGTLHAHTPSSRTP
SGHSSGGTAKGSSREGTGKDRSSRG
GDPPPLFGKKDPRAREEVSGPRGVV
DLTQEVRAEGRQDRGSSRLAERLSP
FLAEAKAKGALQPSALSLCNGVVDA
GLVAELSRGGAKEVARQEENARLLR
RAEALLPAARPCGSPLPPPPPPLPPK
GPPAPPSSTPAGVYTVFREPGREHRV
VAPTFVPSVEAFDERVGPIQIASQAR
DVRAREREPGRPGVLQGPPGSPRLE
RPEVLREKSSVIRSLKRPPPSDGPPA
ARSSRSSPDARAYLPPKELLKPEADP
RPCERAPRGPSSSAAQQAAKLFGLE
PSRPPGPEHKWKPFELGNFATTQM
AVLAAQHHHASRAEEEAAVATASKK
AYLDPGGAMPRASATCGRPGADLHS
AAAHGPGEASAMQSLIKYSGSFARE
AVAVRPGGCGKKSPFGGLGTMKPEP
IPTSAGPPRAQARLTHPGVPTAGGGR
QLKRDPERPESAKTFGREGSGAQGE
AEVRHPPVGIAVAVARQKDSGSSSRL
GPGLIDQERSLSLNNVKGHGRTEDD
CDRARHREDRLLGTRLDRDQEKLLR
ESKELADLARLHPTSCAPNGLNPNL
MVTGGPTLAGSGRWSADPAAHLAT
HPWLPRSGSTSMWLAGHPYGLGPP
SLHQGMAPAFPPGLGGSLPSAYQFV
RDPQSGQLVVIPSDHLPHFAELMER
ATVPPLWPALYPPGRSPLHHAQQLQ
LFSQQHFLRQQELLYLQQQAAQALE
LQRSAQLVQERLKAQEHRTEMEEKI
TKRGLETTGKAGLSATGPGLLPQKSA
GLATGPTGTHGKAMSPPPSPRASPV
TSLKAKVIQKVEDVSKPPAYTYPATP
SSHPSSPPPASPPPTPGLTRKEEAPE
NVVEKKDLELEKEAPSPFQALFTDIP
PRYPFQALPPHYGRPYPFLLQPTAAA
DADGLAPDVPLPADGPERLALSPED
KPICLSPSKIPEPPRDSQEEERLADR
EVKAEIEDIEEGPTELPRLESPLALPV
PETMVAVSPAGGCGGSPLEAQALST
AGPGCREPSEVSDFAQVAEPQIELPS
RTEPHMAALELGTQLTPEPLVEAKE
EPVEVPLDVPMEEPVAETGPEDSLP
QPPLTEPPPSLELSDCDLPVPEGQCL
NLEAQEAAPAPASTYLEETHPESLLP
GLDDPLAGMNALAAAAELPQARPLP
SLGTGVPGGEKLDTAPSLVLEHSFL
QGITLLSEIAELELDRRGQEVPGPEP
NLVVRPSLESLLAASSHMLKEVLES
PLSDSLKNLRLPRELNSNKKYSWM
QKKEERMFAMKSSLEDMDALELDF
RMRLAEVQRRYKEKQRELVKLQRR
RDSGDRHEDAHRSLTRRGPGRPRK
RTHTPSALSPPCKRGKSHSGSGKLS
SKSLLTSDDYDLGAGIRKRHKGPEE
EQEALVSMGKARSRNQSWDDHESS
SDFMSQLKIKKKKMSSDQEQLASKL
DRALSLTKQDKLKSPFKFSDSPGGK
WKTSGGCGRFLTQCDSLLGKDRKAL
AKGLGLSLKPSREGKHKRASKARKM
EGGFKARGQPKSVHSPFASEVSSHS
YNTDSDEDEDLLKNSWSAQGPSSSK
LTSSLLGMVAKNSKPATGPKLTKRG
PSGPRTLKPKEATSRKQSFCLLLREA
EAHSSFSDSSAEDSFDQDDSSEEEE
EELEEEEEDEEEEGIGSYRLGAGEQ
ALSPSLEESGLGLLARFAASALPSPV
VGPPLSVVQLEAEQKARKKEERQSL

False False 1.594 3.046 False False False False False



MGTEFEYTDSESEVKVPKQSPAGLL
RPKKGAGEPGQSLAAPVPGTRASGP
TSPDKAKLASEKGRKARKIRGSKEPG
FEAGPEASDDDLWTRRRSERIFLHD
ASAAVQAPSNAAPATKPSRCGRGGA
PSPRKDTGRAKDRKDPRKKKRGKEA
GSAATLPSPRVSTLPDSRAPHPGALA
TAKRSKAKARGKEAKKENRGKGGAV
SKLMECMAAEEDFEPNQDSSFSED
EHLPRGGATERPLTPAPRSCIIDKEE
LKDGLRVLIPMDDKLLYAGHVQTVH
SPDIYRVVVEGERGNRPHIYCLEQLL
QEAIIDVRPASTRFLPQGTRIAAYWS
QQYRCLYPGTVVRGLLDLEDDGDLIT
VEFDDGDTGRIPLSHIRLLPPDYKIQ
CAEPSPALLVPSAKRRSRKTSKDTGE
GKEGAATGPQEATGGKARGRGRKPS
TKAKADRAVVLEEGAATNELPSAPL
ALEPVSTPNSKKSTPEPVDKRARAPK
ARSVSVQPSPGPPTFSSCPAPEPFGE
LPTPATAPLVTMPVTMPATRPKPKKA
RATEGSGAKGPRRPGEDDELLVKLD
HEGVMSPKSKKAKEALLLREDPGPG
AWPESTGLLSLGSYSPTVGSSEPKAT
WPKGLDGDLTQEPGPGLPLEDPGNS
KSPDKAQAEQDGAEESETTSSSSSS
SSSSSSSSSSSSSSSSSSSGSETEGE
EDAEKNREDGRGAGGRTCSAASSRA
SSPASSSSSSSSSSSSSSSSSSSSSSS
SSSSSSSSSSSSSSSSSSSSSSTTDED
SSCSSDDEAAPAPAAGPSTQPALPTK
VSKPPSKARASAHSPGKKAPPTTQPP
PQPPPQPQQTLQPKTQTGAGAKSRP
KKREGVHLPTTKELAKRQRLPSVEN
RPKIAAFLPARQLWKWFGKPTQRRG
MKGKARKLFYKAIVRGKEMIRIGDC
AVFLSAGRPNLPYIGRIQSMWESWG
NNMVVRVKWFYHPEETSPGKQFHE
GQHWDQKSGHNLPAALRASSQRKD
FMERALYQSSHVDENDVQTVSHKC
LVVGLEQYEQMLKTKKYQDSEGLYY
LAGTYEPTTGMIFSTDGVPVLC


