
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

A0A0G2KBB9 A0A0G2KBB9_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MMNEDAAQKSDSGEKFNGSSQRRK
RPKKCVCSGLRLSKARTLSSHNFSA
SKPDFFFSQNGLNALHLAAKEGHVG
LVQELLGRGSSVDSATKKGNTALHI
ASLAGQAEVVKVLVKEGANINAQSQ
NGFTPLYMAAQENHIDVVKYLLENG
ANQSTATEDGFTPLAVALQQGHNQA
VAILLENDTKGKVRLPALHIAARKDD
TKSAALLLQNDHNADVQSKMMVNR
TTESGFTPLHIAAHYGNVNVATLLLN
RGAAVDFTARNGITPLHVASKRGNT
NMVKLLLDRGGQIDAKTRDGLTPLH
CAARSGHDQVVELLLERGAPLLART
KNGLSPLHMAAQGDHVECVKHLLQ
HKAPVDDVTLDYLTALHVAAHCGHY
RVTKLLLDKRANPNARALNGFTPLH
IACKKNRIKVMELLVKYGASIQAITES
GLTPIHVAAFMGHLNIVLLLLQNGA
SPDVTNIRGETALHMAARAGQVEVV
RCLLRNGALVDARAREEQTPLHIAS
RLGKTEIVQLLLQHMAHPDAATTNG
YTPLHISAREGQVDVASVLLEAGAAH
SLATKKGFTPLHVAAKYGSLDVAKLL
LQRRAAADSAGKNGLTPLHVAAHYD
NQKVALLLLEKGASPHATAKNGYTP
LHIAAKKNQMQIASTLLNYGAETNT
VTKQGVTPLHLASQEGHTDMVTLLL
EKGANIHMSTKSGLTSLHLAAQEDK
VNVADILTKHGADQDAYTKLGYTPLI
VACHYGNVKMVNFLLKQGANVNAK
TKNGYTPLHQAAQQGHTHIINVLLQ
HGAKPNATTANGNTALAIAKRLGYIS
VVDTLKVVTEEVTTTTTTITEKHKLN
VPETMTEVLDVSDEEGDDTVTGDGG
EYLRPEDLKELGDDSLPSSQFLDGM
NYLRYSLEGGRSDSLRSFSSDRSHT
LSHASYLRDSAMIDDTVVIPSHQVSA
LAKEAERNSYRLSWGTENLDNVALS
SSPIHSGFLVSFMVDARGGAMRGCR
HNGLRIIIPPRKCTAPTRVTCRLVKR
HRLATMPPMVEGEGLASRLIEVGPS
GAQFLGPVIVEIPHFAALRGKERELV
VLRSENGDSWKEHFCEYTEDELNEI
LNGMDEVLDSPEDLEKKRICRIITRD
FPQYFAVVSRIKQDSNLIGPEGGVLS
STVVSQVQAVFPEGALTKRIRVGLQA
QPMHSELVKKILGNKATFSPIVTLEP
RRRKFHKPITMTIPVPKASSDVMLN
GFGGDAPTLRLLCSITGGTTPAQWE
DITGTTPLTFVNECVSFTTNVSARFW
LIDCRQIQESVAFASQVYREIICVPYM
AKFVVFAKSHDPIEARLRCFCMTDD
KVDKTLEQQENFSEVARSRDVEVLE
GKPIYVDCFGNLVPLTKSGQHHIFSF
FAFKENRLPLFVKVRDTTQEPCGRL
SFMKEPKSTRGLVHQAICNLNITLPI
YAKESESDQEQEEEVILQQQHYDET
ESTETSVLKSHLVNEVPVLASPDLLS
EVSEMKQDLIKMTAILTTDVSDKAG
SIKVKELAKAGEEEPGEPFEIVERVK
EDLEKVNAILRSGTYMRDEGSVRSS
QSERELEEEWVIVSDEEIEEAKQHA
PVEIAEHPCVEVRVDRETKTKVEKDS
TGLVNYLTDDLNSYTGTHEKKPQTA
PEKSGETSQASAIVKSSESNKGKTSP
AEEKQSAQKQVKPSLVIKKPVRRKLK
EKQKQKEESPQGSEEKTELKKGSSE
ESVDEDRGLAPEPLPTAKATSPLIEE
TPIGSIKDKVKALQKRVEDEQKGRSK
LPVRVKGKEDVPKKTTPRTHPVVSPS
SKSSPSSKMERHSSLTSSAKTERHS
PVSPSSKNEKHSPVSPSAKAERHSP
VFSGKPEKHSPGSPSTKNERHSPVS
SIKTERHTPVSPSGKTDKRPPVPSSG
RTEKHPPVSPGKTEKRSPGAPSIRTP

False True 2.712 2.658 2.323 1.787 1.473 5.0 2.004



0

EKQAPGSATGKHEKHLPVSPGKTEK
QPPISPTSKTERIEETMSVRELMKAF
QSGQDPSKHKTGLFEHKSAKQKQS
QDKSKSRVEKEKGHSVTQRETQRIE
NQTAKRGQRFQVTGAMESRRFRST
TITVGLRTEDPVRERFERTPVIKTPEA
VPPVAAAVAAAAAEESHRGAETLQE
KTVDEQEDMDLQISPDRKTSTDFSD
VIKQELEDNDKYQQFRLTENTEKAQ
IHLDQVITSPFNTTFPLDYMKDEFLP
ALSLQSGALGGSSESLKQEVIAGSPC
GSLMEGTPQISSEESYKHEGLAETP
ETSPESLSFSPKKSKEQIGEAKETIKV
ETPTDIHSEKELPITNDIADSSEKQG
AGVPGDSEHVLKEVTQVPPKDVCSK
QEDCPGSHSVSLANETCQALTEEGS
CRDSQLPLVSSACKTQAVSETQESL
ATSEVTKAFPPSDATVKTVEGTEPKP
QGVIRSPQGLELPLHNRDSEVLSPM
ADESLAVSHKDSLEASPVLEDNSSH
KTPDSLEPSPLKESPCRDSLESSPVE
PKMKAGILPSHFPLPAAIAKTDLVAE
VASMRSRLLRDPDGSAEDDSLEQTS
LMESSGKSPLSPDTPSSEEVSYEVTP
KPSDSSTPKPAVIHECAEEDDSENG
EKKRFTPEEEMFKMVTKIKTFDELE
QEAKQKRDYKREPRQDESSSSSDPD
ADCSAEVDEQKQMGSTEGESDVPV
LVTSESRKASSSSESEPELTQLSKGA
DSGLLTEPVIRVQPPSPLPSSIDSNSS
PEEAQFQPIVPKQYTFKMNEEVKED
PGNPEEDKDCKSHLAEDSQTHSAD
GADGSHADLNRETPQLEACDGHGC
KAVSPSNSATPVSLGVQSPECHDVD
KPLAIDNDSLALQDTHGSDLEEREF
DPSRVESTQASLPSEHSSLSSSSHCA
VPEENESAKEISSPSSPVKVEVTVTD
PVLESMSEDCPTQEASTTTHTERFA
MDGPVSDIAETDENSHPQITSPYEN
VASSSFFSGEPSNFQTDTCHPTVVH
SPEVYSVIIRSSPEDVIMTSSSSRTDS
GEASNCEGHDLDTECEQKSALWPM
QSDEPPLSVAPTTPNAPVVTGEQVSK
VIITKTDVDADSWSEIREDDAAFEAR
VKEEEQKIFGLMVDRQSQGTTPDTT
PARTPTEEGTPTSEQNPFLFQEGKLF
EMTRSGAIDMTKRSYADESLHFFQI
GQDSNEETISEDLKEGATGAEPPQT
ETTSESLELSGPKEAMDDEGELVPD
DVSEEIEDLPASDADLDSKVVISAST
ETPTKEAVSTVAEEPATMQWSDSLS
TVKQTSCPTFPEPVGQLDFSTVTRSV
YSDRDDESPDSSPEEQKSVIEIPTAP
MENVPSAEIKPQIPIRTLPTSVSAPPS
AEDESAFSDDFPSGLDGESEEDGAK
PKSKIPIKAPPQRTEWHPSHPDISLQ
KSGVPQGQDVLSRGPDGRSKSESDA
SSLDAKTKCPVKARSYIETETESRER
AEGFESESEEGATKPKLFASRLPVKS
RSTSSSSRTGTSPTRESREHFFDLYR
NSIEFFEEISDEASKLVDRLTQSERE
QEPPSDDESSSALEVSVIENLPPVDT
EHSAPEDIFDTRPIWDESIETMIERIP
DENGHDRAEDPQDEQERMEERLAY
IADHLGFSWTELARELDFTEEQIHQI
RIENPNSLQDQSHALLKYWLERDGK
HATDTVLIECLTKINRMDIVHLLETN
TEPLQERMGRTYAEMEQTITLDHSE
GFSVLPEELCAVKEKKEQEASKESE
SSDHPPMVSEEDISVGYSTFQDCIPK
TEGDSPAAALSPQMHQESVQQDFS
GKMQDQQEYYVTTPGAEVEDTQKAT
VIPDSLCKTPEDISTPPEEAKPCLQTP
VAIEHASPIVQEPEEASEPKEESSPR
KTSLVIVESTDDQPQVFEKLDGDAAF
QKGDDMPDIPPETVTEEEYVDENGH
TVVKKVTRKIIRRYVSSDGTEKEEIT
MQGMPQEPVNIEDGDSYSKVIKRVV
LKSDTQLSEVTLSEPSIVSGTSQFQA



EPVEGRRVSKVVKTTMVHGERMEK
SLGDSSLATDLPSAKEDFEEVQKEAL
VHFVFVFLSCLLCVCFMCISWLLWV
QKENHLSLLHFMHRSMDGVRVTQK
TRFPS


