
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

E9Q264 E9Q264_MOUSE Mus
musculus

NaN 22.380232 NaN NaN 37507081 MDLSEFGDATAFLRRNKADPLFQPP
AFDGKKKCWVPDGKNAYIEAEVKES
GDDGQVIVETRDGEIMRIKEDKLQQ
MNPEELEMIEDLSMLLYLNEASVLH
TLRRRYDHWMIYTYSGIFCVAINPYK
WLPVYQKEVMAAYKRKRRSEVPPHI
FAVANRAFQDMLRNGENQSIVFTGE
SGSGKTVNTKLIIQYFATMAAISEPK
KKLGNLEDQIVKMNPLLEAFGNAKT
QKNDNSSRFGKLIRIHFGARGTLSF
ADIQIYFLEKSRVVYQQPGERNYHIF
YQILSGNQELRNMLLVSTNPSDFHI
CSCGVVAVESLDDAKEFLATEKAIDV
LGFLPDEKFGCYKLVGAIMHFGNLK
FKRNLREEQLEADGTENADKAAFL
MGIHASELLKGLIYPRIKVGNEYVTR
SQNLQQVTYAVGALSQSIYERMFQW
LVARMNQVLDAKLTSHFFVGILDTT
GFEILDYNSLEQLCINFTNEKLQQFF
NQQLFILEQEEYRKEGLDWLSIDYG
LDVQACIDFIEKPMGIFSILEEECML
PKATDQMFKTKLFDHHFGKSAYFQT
PTSPEKNFEVHFELAHYAGVVPYNIS
GWIGKNKGLLNETVVALLQKSSNKV
LANLFTKDIIAGSASQFGEKTHKKGT
SFHLITSLHKENINKLMTDLKSTAPH
FVRCINPNKNKIPGVMDPFLVLQQL
RCNGVLEGIRVCCEAFPSWMLYDDF
KQRYWILNPRIFSKSKFVSSRKATEE
VLDFLEIDHPHYQCGVTKVFFKAFIL
DQLEERRDEKISKVFTLFQARARGK
LMRITFQKILEERDALALIQENIRAFI
AVKNCPWMGLFFKIKPLAKSVGAGE
EIAGLKEECAQLQKALESSESQREEL
KTKQVSLVQEKNDLRLQLQAEQETL
ANSEEQCESLIKSKVELEVKIKELSR
QVEEEEEINSELTARGRKLEDECSEL
KKEIYDLEAILAKSEKGKCAAEHKVR
NLTEEVHSLNEEVSKLSRVVKDAQE
TQQQTQEQLHIEEEKLSNMSKANLK
LAQQIDVLEGDLERERKARMKCERE
KRKLQDELKMNQEGAENLESSRQK
LAEQLRKKEFEMGQMNSKVENEKN
QVSQLQKMVKELQTHILNLKEELES
ERTIRAKVEREKGDLVQDLEDLNER
LEEAGGTSLAQMEITKQQEARFQKL
HHDMEETTRHFEATSASLKKRHAE
NLAELEGQVEHLQQVRLVLEQDKSD
LQLQVDDLLNRVDQMARAKANAEK
LCGLYERRLNEANTKLDEVTQLAHD
LTTQKTKLQSESGEFFKRLEEKEALI
SQLSREKSNFTRQVEELRAQLEEES
RSQSALSHALQSAKHDYDLLREQYE
EEQEVKAELHRALSKGNKETVQWR
AKYEHDAMQRTEDLEEAKKKLAIRL
QEAAEAMEVSNAKNASLERARHRL
QLELGDALSDLGKARSVAAALGQKQ
QHSDKALTSWKQKLDETQELLQAS
QKETRALSSEVLTFRQACEESTEAQ
ETLKRQNQDLQEQICSLTNQVREGI
KNLAEVEKAKKLIEQEKTEVQVRLE
ETEGALERNESKILRFQLELSEAKAE
LERKLSEKEEEAERLREKHQQAMGS
LQSNLDLEASSRIEATRLRKKMEGD
LKEMEIQLCAANRQVSQMTRALGQ
LQGQMKDLHQQLDDSIYQNKDLKE
QVALAEQRTVLLQSELEELRTLQEQ
TERGRKLAEKELLEATERINLFHTQ
NTSLLSQKKKLEADVAQVQKEAGE
MLQACQKAEEKAKKTAAEAANMSE
ELKKEQDTNAHLERMRKNMEQTIK
DLQKRLDEAEQTAVLGSKKQIQKLE
SRVRDLEGELESEVRRSAEAQREAR
RLERGIKELTYQAEEDKKNLSRMQA

None None None None None None None None None



LSDKLQLKVQSYKQQVEAAEAQANQ
YLSKYKKQQHELNEAKERAEAAESQ
VNKLRAKAKELEKKVREE


