
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

E9PZP8 E9PZP8_MOUSE Mus
musculus

NaN 33.218136 NaN NaN 37507081;22645316 MATMVPPVKLKWLEHLNSSWITED
SESIATREGVTVLYSKLISNKEVVPLP
QQVLCLKGPQLPDFERESLSSDEQD
HYLDALLSSQLALAKMVCSDSPFAG
ALRKRLLVLQRVFYALSNKYHDKGK
VKQQQHSPESSSGSADVHSVSERPR
SSTDALIEMGVRTGLSLLFALLRQS
WMMPVSGPGLSLCNDVIHTAIEVVS
SLPPLSLANESKIPPMGLDCLSQVTT
FLKGVTIPNSGADTLGRRLASELLLG
LAAQRGSLRYLLEWIEMALGASAVV
YTMEKNKLLSSQEGMISFDCFMAIL
MQMRRSLGSSADRSQWREPTRTSE
GLCSLYEAALCLFEEVCRMASDYSR
TCASPDSIQTGDAPIVSETCEVYVWG
SNSSHQLVEGTQEKILQPKLAPSFSD
AQTIEAGQYCTFVISTDGSVRACGKG
SYGRLGLGDSNNQSTLKKLTFEPHR
SIKKVSSSKGSDGHTLAFTTEGEVFS
WGDGDYGKLGHGNSSTQKYPKLIQ
GPLQGKVVVCVSAGYRHSAAVTEDG
ELYTWGEGDFGRLGHGDSNSRNIPT
LVKDISNVGEVSCGSSHTIALSKDGR
TVWSFGGGDNGKLGHGDTNRVYKP
KVIEALQGMFIRKVCAGSQSSLALTS
TGQVYAWGCGACLGCGSSEATALRP
KLIEELAATRIVDISIGDSHCLSLSHD
NEVYAWGNNSMGQCGQGNSTGPIT
KPKKVSGLDGIAIQQISAGTSHSLAW
TALPRDRQVVAWHRPYCVDLEESTF
SHLRSFLERYCDKINSEIPPLPFPSSR
EHHNFLKLCLKLLSNHLALALAGGV
ATSILGRQAGPLRNLLFRLMDSTVP
DEIQEVVIETLSVGATMLLPPLRERM
ELLHSLLPQGPDRWESLSKGQRMQ
LDIILTSLQDHTHVASLLGYSSPSDA
ADLSTVCMGYGNLSDQPYGSQICHP
DTHLAEILMKTLLRNLGFYTDQAFG
ELEKNSDKYLLGTSSSENSQPAHLH
ELLCSLQKQLLAFCHINNVTENSSS
VALLHKHLQLLLPHATDIYSRSANLL
KESPWNGSVGEKLRDVIYVSAAGSM
LCQIVNSLLLLPVSVARPLLSYLLDLL
PPLDCLNRLLPAAALLEDQELQWPL
HGGPEVIDPAGVPLPQPAQSWVWLV
DLERTIALLIGRCLGGMLQGSPVSPE
EQDTAYWMKTPLFSDGVEMDTPQL
DKCMSCLLEVALSGNEEQKPFDYKL
RPEVAVYVDLALGCSKEPARSLWIS
MQDYAVSKDWDSATLSNESLLDTVS
RFVLAALLKHTNLLSQACGESRYQP
GKSLSEVYRCVYKVRSRLLACKNLEL
IQTRSSSRDRWITDNQDSADVDPQE
HSFTRTIDEEAEMEELAERDREDGH
PEPEDEEEEREHEVMTAGKIFQCFL
SAREVARSRDRDRMNSGAGSGVRA
DDPPPQSQQERRVSTDLPEGQDVYT
AACNSVIHRCALLILGVSPVIDELQK
RREEGQLQQPSVSASEGTGLMTRSE
SLTAESRLVHASPSYRLIKSRSESDL
SQPESDEEGYALSGRRNVDFDLASS
HRKRGPMHSQLESLSDSWTRLKHT
RDWFYNSSYSFESDFDLTKSLGVHT
LIENVVSFVSGDVGNAPGFKEPEES
MSTSPQASIIAMEQQQLRAELRLEAL
HQILTLLSGMEEKGNVLLTGSRSSS
GFQSSTLLTSVRLQFLAGCFGLGTV
GHTGTKGESGRLHHYQDGIRAAKR
NIQVEIQVAVHKIYQQLSATLERALQ
ANKHHIEAQQRLLLVTVFALSVHYQ
PVDVSLAISTGLLNVLSQLCGTDTML
GQPLQLLPKTGVSQLSTALKVASTRL
LQILAITTGTYADKLSPKVVQSLLDLL
CSQLKNLLSQTGVLFMASFGEGEEG
EEEEKKVDSSGEAEKRDFRAALRKQ
HAAELHLGDFLVFLRRVVSSKAIQSK
MASPKWTEVLLNIASQKCSSGIPLVG

False False 2.791 2.311 1.257 0.93 0.702 2.047 1.025



0

NLRTRLLALHVLEAVLPACESGVED
DQMAQVVERLFSLLSDCMWETPIA
QAKHAIQIKEKEQEIKLQKQGELEEE
DENLPIQEVSFDPEKAQCCIVENGQI
LTHGSGGKGYGLASTGVTSGCYQWK
FYIVKENRGNEGTCVGVSRWPVHDF
NHRTTSDMWLYRAYSGNLYHNGEQ
TLTLSSFTQGDFITCVLDMEARTISF
GKNGEEPKLAFEDVDAAELYPCVMF
YSSNPGEKVKICDMQMRGTPRDLLP
GDPICSPVAAVLAEATIQLIRILHRTD
RWTYCINKKMMERLHKIKICIKESG
QKLKKSRSVQSREENEMREEKENK
EEEKGKHNRHGLADLSEPQLRTLCI
EVWPVLAVIGGVDAGLRVGGRCVHK
QTGRHATLLGVVKEGSTSAKVQWDE
AEITISFPTFWSPSDTPLYNLEPCEPL
LFDVARFRGLTASVLLDLTYLTGIHE
DVGKQSIKRHEKKHRHESEEKGDIE
QKPESESILDVRTGLMSDDVKSQGT
TSSKSENEIASFSLEPTLPGVESQHQ
ITEGKRKNHEHISKTHDIAQSEIRAV
QLSYLYLGAMKSLSALLGCSKYAELL
LIPKVLAENGHNSDCASSPVVHEDV
EMRAALQFLMRHMVKRAVMRSPIK
RALGLADLERAQAMIYKLVVHGLLE
DQFGGKIKQEIDQQAEESDQAQQAQ
TPVTTSPSASSTTSFMSSSLEDTTTA
TTPVTDTETVPASESPGVMPLSLLRQ
MFSSYPTTTVLPTRRAQTPPISSLPAS
PSDEVGRRQSLTSPDSQSTRPANRT
ALSDPSSRLSTSPPPPAIAVPLLEMG
FSLRQIAKAMEATGARGEADAQSITV
LAMWMIEHPGHEDEEEPQPSSTAD
SRHGATVLGSGGKSNDPCYLQSPGD
IPSADAAEMEEGFSESPDNLDHTEN
AASGSGPPTRGRSTVTRRHKFDLAA
RTLLARAAGLYRSVQAHRNQSRREG
ISLQQDPGALYDFNLDEELEIDLDDE
AMEAMFGQDLTSDNDILGMWIPEV
LDWPTWHVCESEDREEVVVCELCE
CNVVSFNQHMKRNHPGCGRSANR
QGYRSNGSYVDGWFGGECGSGNPY
YLLCGSCREKYLALKTKTKTTNSERY
KGQAPDLIGKQDSVYEEDWDMLDV
DEDEKLTGEEEFELLAGPLGLNDRR
IVPEPVQFPDSDPLGASVAMVTATNS
MEETLMQIGCHGSVEKSSSGRVTLG
EQAAALANPHDRVVALRRVTAAAQV
LLARTMVMRALSLLSVSGSSCSLAA
GLESLGLTDIRTLVRLMCLAAAGRA
GLSTSPSAIASTSERSRGGHSKASKP
ISCLAYLSTAVGCLASNTPSAAKLLV
QLCTQNLISAATGVNLTTVDDPIQRK
FLPSFLRGIAEENKLVTSPNFVVTQA
LVALLADKGAKLRPNYDKTEIEKKGP
LELANALAACCLSSRLSSQHRQWAA
QQLVRTLAAHDRDNQTAPQTLADM
GGDLRKCSFIKLEAHQNRVMTCVW
CNKKGLLATSGNDGTIRVWNVTKKQ
YSLQQTCVFNRLEGDAEESLGSPSD
PSFSPVSWSISGKYLAGALEKMVNI
WQVNGGKGLVDIQPHWVSALAWPE
EGPATTWSGESPELLLVGRMDGSLG
LIEVVDVSTMHRRELEHCYRKDVSV
TCIAWFSEDRPFAVGYFDGKLLMGT
KEPLEKGGIVLIDAHKETLVSMKWD
PTGHILMTCAKEENVKLWGPVSGC
WRCLHSLCHPSTVNGIAWCSLPGK
GSKMQLLMATGCQNGLVCVWRIPQ
DTTQTSMTSSEGWWDQESNCQDGY
RKSAGAKCVYQLRGHITPVRTVAFSS
DGLALVSGGLGGLMNIWSLRDGSVL
QTVVIGSGAIQTTVWIPEVGVAACSN
RSKDVLVVNCTAEWASANHILATCR
TALKQQGVLGLNMAPCMRAFLERL
PMMLQEQYAYEKPHVVCGDQLVHS
PYMQCLASLAVGLHLDQLLCNPPVP
PHHQNCLPDPTSWNPNEWAWLEC
FSTTIKAAEALTNGAQFPESFTVPDL



EPVPEDELVLLMDNSKWINGMDEQ
IMSWATSRPEDWHLGGKCDVYLWG
AGRHGQLAEAGRNVMVPATAPSFS
QAQQVICGQNCTFVIQANGTVLACG
EGSYGRLGQGNSDDLHVLTVISALQ
GFVVTQLVTSCGSDGHSMALTESGE
VFSWGDGDYGKLGHGNSDRQRRPR
QIEALQGEEVVQMSCGFKHSAVVTS
DGKLFTFGNGDYGRLGLGNTSNKKL
PERVTALEGYQIGQVACGLNHTLAV
SADGSMVWAFGDGDYGKLGLGNST
AKSSPQKVDVLCGIGIKKVACGTQFS
VALTKDGHVYTFGQDRLIGLPEGRA
RNHNRPQQIPVLAGVVIEDVAVGAE
HTLALASTGDVYAWGSNSEGQLGLG
HTNHVREPTLVTVLQGKNIRQISAG
RCHSAAWTAPPVPPRAPGVSVPLQL
GLPDAVPPQYGALREVSIHTVRARLR
LLYHFSDLMYSSWRLLNLSPNNQN
STSHYNAGTWGIVQGQLRPLLAPRV
YTLPMVRSIGKTMVQGKNYGPQITV
KRISTRGRKCKPIFVQIARQVVKLNA
SDLRLPSRAWKVKLVGEGADDAGGV
FDDTITEMCQELETGIVDLLIPSPNA
TAEVGYNRDRFLFNPSACLDEHLM
QFKFLGILMGVAIRTKKPLDLHLAPL
VWKQLCCVPLTLEDLEEVDLLYVQT
LNSILHIEDSGITEESFHEMIPLDSFV
GQSADGKMVPIIPGGNSIPLTFSNRK
EYVERAIEYRLHEMDRQVAAVREGM
SWIVPVPLLSLLTAKQLEQMVCGMP
EICVDVLKKVVRYREVDEQHQLVQW
LWRTLEEFSNEERVLFMRFVSGRSR
LPANTADISQRFQIMKVDRPYDSLPT
SQTCFFQLRLPPYSSQLVMAERLRY
AINNCRSIDMDNYMLSRNVDNAEG
SDTDY


