
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

F1M3W5 F1M3W5_RAT Rattus
norvegicus

NaN 28.175057 NaN NaN 18683930 MHLHQVLTGAVNPGDNCYSVGSVG
EVPFTAYGSGCDIVILASDFECVQIIP
GAKHGNIQVSCVECSNQHGRVAASY
GNAVCIFEPLGINSHKRNSQLKCQW
LKTGQFFLSSVTFNLAWDPQDNRLL
TATDSIQLWAPPGSDILEEEEEVDNK
VPPVLNDWKCIWQCKTSVSIHLME
WSPDGEYFATAGKDDCLLKVWYPM
TGWKSSIIPQDPHEVKRRRASTQFSF
VYLAHPRAVTGFSWRKTSKYMPRGS
VCNVLLTSCHDGVCRLWAETLLPED
CLLGEQICETTTSSVASNLSSAGKHK
DRIQHALETIHHLKNLRKGQRRSSV
LVTHAELMPDKTATHEVHRHISHHA
NALCHFHIAASINPATDIPNVLVGTA
FNIDDINGGFVVHWLNNKEFHFTSS
TEIFMHQLRKLSEKQLDHESDDADR
EDDERSQEERERGLRMKLDHELSL
DRESEAGTGSSEHEDGEREGSPRTH
PRPSVSLPLPTVLLDRKIETLLTEWN
KNPDMLFTIHPVDGTFLVWHVKYLD
EYNPGIFRQVQVSFSSRIPVAFPSGD
ANSLSKNIMMYACVNATKDSYSTTS
QPELMSVDSSHGSQPHYTSHSTDW
NILAPTVMMVSKHIDGSLNQWAVTF
ADKSAFTTVLTVSHKFRYCGHRFHL
NDLACHSVLPLLLTSSHHNALLTPE
ADCQWDTDSKLNRLIDPVKHTKGSS
KQPLRNAATRTFHDPNAIYSELILWR
VDPIGPLSYTGGVSELARINSLHTSA
FSNVAWLPTLIPSYCLGTYCNSASAC
FVASDGKNLRLYQAVVDARKLLDEL
SDPEASKLIGEVFNIVSQQSTARPGC
IIELDAITDQCGSNTQLLHVFQEDFII
GYKPHKEDMEKKEKETEIFFQPSQG
YRPPPFSEKFFLVVIEKDGNNNSILH
MWHLHLQSVQACLAKAAEGISSDSL
LSVPGQKNMESSSETSSSVSSMPHS
SSIANLQTASKLILSSRLVYSQPLDLP
EAVEVIRATPSAGHLSSSSIYPVCLAP
YLVVTTCSDNKVRFWKCCMETNSP
CSSSGENETYHWRRWPLMNDEEK
DNSSTVSIVGRPVAVSCSYTGRLAVA
YKQPIHHNGFISKEFSMHVCIFECES
TGGSEWVLEQTIHLDDLVKVGSVLD
SRVSVDSNLFVYSKSDAFLSKDRYLI
PNIKHLVHLDWVSKEDGSHILTVGV
GANIFMYGRLSGIVNDQTNSKDGVA
VITLPLGGSIKQGVKSRWVLLRSIDL
VSSVDGTPSLPVSLSWVRDGILVVG
MDCEMHVYAQWKHSVKFGDVEAD
SPVEQTIIQDHSAFKSSMLTRKSIAE
GAAIPDDVFCSPTVVQDGGLFEAAH
ALSPTLPQYHPTQLLELMDLGKVRR
AKAILSHLVKCIAGEVAIVRDPDAGE
GTKRHLSRTISVSGSTAKDTVTIGKD
GTRDYTEIDSIPPLPLHALLAADQDT
SYRISEDSAKKPQSYEDHIESQPEDQ
YSELFQVQEITTDDIDLEPEKRENKS
KVINLSQYGPAYFGQEHARVLSSHL
MHSSLPGLTRLEQMFLVALADTVAT
TSTELDENRDKNYSGRDTLDECGLR
YLLAMRLHTCLLTSLPPLYRVQLLH
QGVSTCHFAWAFHSEAEEELINMIP
AIQRGDPQWSELRAMGIGWWVRNV
NTLRRCIEKVAKAAFQRNNDALDAA
LFYLSMKKKAVVWGLFRSQHDEKM
TTFFSHNFNEDRWRKAALKNAFSLL
GKQRFEQSAAFFLLAGSLKDAIEVCL
EKMEDIQLAMVIARLFESEFETSSTY
ISILNQKILGCQKDGTGFNCKRLHPD
PFLRSLAYWVMKDYTRALDTLLEQT
PKEDDEQQVIIKSCNPVVFSFYNYLR
THPLLIRRNLASPEGTLATLGLKTEK

False False 1.184 1.095 1.074 0.797 0.422 0.949 0.6



NIADKINLIERKLFFTTANAHFKVGC
PVLALEVLSKIPKVTKISSLNAKKDQL
DFVSERMENGPSESKPVSSSDGGSG
ADWLAVTSSQFDWSQPIVTVDEEPL
RLDWGEDHDGALEEDDGGGLVMK
AADAKKAGQDQRASDPSALLTPQEE
DCAEGDTEVDVIAEQLKFRACLKIL
MTELRTLATGYEVDGGKLRFQLYN
WLEKEIAALHEICNHESVIKEYSSKA
YSKVESELLDHEEMVDKPDIGSYER
HQIERRRLQAKREHAERRKLWLQK
NQDLLRVFLSYCSLHGAQGGGLASV
RMELKFLLQESQQETTVKQLQSPLP
LPTTLPLLSASIASTKTVIANPVLYLN
NHIHDILYTIVQMRTPPQPSVEDVKV
HTLHSLAASLSASIYQALCDSHSYSS
QTDGNQFTGMAYQGLLLSDRRRLR
TESIEEHATPNSAPAQWPGVSSLINL
LSSAQDEDQPRLNVLLCEAVVAVYL
SLLIHALATNSSNELFRLAAHPLNN
RMWAAVFGGGVKLVVKPRRQSESIA
APPVASEDIDKHRRRFNMRMLVPG
RPVKDATPPPVPAERPSYKEKFIPPE
LSMWDYFVAKPFLPLSDSGVIYDSD
ESVHSDDEEDDAFFSDTQIQEHQDP
NSYSWALLHLTMVKLALHNIKNFFP
IAGLEFSELPVTSPLGIAVIKNLENW
EQILQEKMDHFEGPPPNYVNTYPTD
LSVGAGPAILRNKAMLEPENTPFKS
RDSSALPVKRLWHFLVKQEVLQETF
IRYIFTKKRKQSESVEEHVEQVKHNS
VAEDCHIKVEADLGYPGGKAKVIHK
ESDMIMAFSINKANCNEIVLASTHD
VQELDVTSLLACQSYIWIGEEYDRES
KSSDDIDYRGSTTTLYQPGAASHSSS
QVHPPPSLPWLGSGQTSTGATVLMK
RNLHNVKRMTSHPVHQYYLTGAQD
GSVRMFEWTRPQQLVCFRQAGNAR
VTRLYFNSQGNKCGVADGEGFLSIW
QVNQTASNPKPYMSWQCHSKATSD
FAFITSSSLVATSGQSNDNRNVCLW
DTLISPGNSLIHGFTCHDHGATVLQY
APKQQLLISGGRKGYICIFDIRQRQL
MHTFQAHDSAIKALALDSCEEYFTT
GSAEGNIKVWRLTGHGLIHSFKSEH
AKQSIFRNIGAGVMQIEISQDNRLFS
CGADGTLKTRVLPSAFNIPNRILDIL


