UniprotKB Entry name |organism full oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion wenqoplasmlc golgi
ID name reticulum apparatu
Q8IVL1 NAV2_HUMAN Homo Neuron [32.062706 T1545;S1549;S1552 (S1480;51484;S1488;S1977(30379171;31492838;30059200;292 |MPAILVASKMKSGLPKPVHSAAPILH (True False 2.769 |4.536 |False False False
sapiens |navigator 37092;39531497;30620550;405965 [VPPARAGPQPCYLKLGSKVEVSKTTY
2 16;32574038;35254053 PSQIPLKSQVLQGLQEPAGEGLPLRK

SGSVENGFDTQIYTDWANHYLAKSG
HKRLIRDLQQDVTDGVLLAQIIQVVA
NEKIEDINGCPKNRSQMIENIDACL
NFLAAKGINIQGLSAEEIRNGNLKAI
LGLFFSLSRYKQQQQQPQKQHLSSP
LPPAVSQVAGAPSQCQAGTPQQQVP
IVTPQAPCQPHQPAPHQQSKAQAEM
QSSASSKDSSQSKIIRFTLGQKKISRL
PGPTARVSAAGSEAKTRGGSTTANN
RRSQSFNNYDKSKPVTSPPPPPSSH
EKEPLASSASSHPGMSDNAPASLES
GSSSTPTNCSTSSAIPQPGAATKPWR
SKSLSVKHSATVSMLSVKPPGPEAP
RPTPEAMKPAPNNQKSMLEKLKLF
NSKGGSKAGEGPGSRDTSCERLETL
PSFEESEELEAASRMLTTVGPASSSP
KIALKGIAQRTFSRALTNKKSSLKGN
EKEKEKQQREKDKEKSKDLAKRASV
TERLDLKEEPKEDPSGAAVPEMPKK
SSKIASFIPKGGKLNSAKKEPMAPSH
SGIPKPGMKSMPGKSPSAPAPSKEG
ERSRSGKLSSGLPQQKPQLDGRHSS
SSSSLASSEGKGPGGTTLNHSISSQT
VSGSVGTTQTTGSNTVSVQLPQPQQ
QYNHPNTATVAPFLYRSQTDTEGNV
TAESSSTGVSVEPSHFTKTGQPALEE
LTGEDPEARRLRTVKNIADLRQNLE
ETMSSLRGTQVTHSTLETTFDTNVT
TEMSGRSILSLTGRPTPLSWRLGQS
SPRLQAGDAPSMGNGYPPRANASRF
INTESGRYVYSAPLRRQLASRGSSVC
HVDVSDKAGDEMDLEGISMDAPGY
MSDGDVLSKNIRTDDITSGYMTDGG
LGLYTRRLNRLPDGMAVVRETLQRN
TSLGLGDADSWDDSSSVSSGISDTID
NLSTDDINTSSSISSYANTPASSRKN
LDVQTDAEKHSQVERNSLWSGDDV
KKSDGGSDSGIKMEPGSKWRRNPS
DVSDESDKSTSGKKNPVISQTGSWR
RGMTAQVGITMPRTKPSAPAGALKT
PGTGKTDDAKVSEKGRLSPKASQVK
RSPSDAGRSSGDESKKPLPSSSRTPT
IANANSFGFKKQSGSAAGLAMITASG
VTVTSRSATLGKIPKSSALVSRSAGR
KSSMDGAQNQDDGYLALSSRTNLQ
[YRSLPRPSKSNSRNGAGNRSSTSSID
SNISSKSAGLPVPKLREPSKTALGSS
LPGLVNQTDKEKGISSDNESVASCN
SVKVNPAAQPVSSPAQTSLQPGAKY
PDVASPTLRRLFGGKPTKQVPIATAE
NMKNSVVISNPHATMTQQGNLDSP
SGSGVLSSGSSSPLYSKNVDLNQSP
LASSPSSAHSAPSNSLTWGTNASSS
SAVSKDGLGFQSVSSLHTSCESIDIS
LSSGGVPSHNSSTGLIASSKDDSLTP
FVRTNSVKTTLSESPLSSPAASPKFC
RSTLPRKQDSDPHLDRNTLPKKGLR
YTPTSQLRTQEDAKEWLRSHSAGGL
QDTAANSPFSSGSSVTSPSGTRENF
SQLASPTTVTQMSLSNPTMLRTHSL
SNADGQYDPYTDSRFRNSSMSLDEK
SRTMSRSGSFRDGFEEESWEKSSVD
NFVSRLHSSLHFSLPLFHHARYELV
HGSSLSLVSSTSSVYSTPEEKCQSEI
RKLRRELDASQEKVSALTTQLTANA
HLVAAFEQSLGNMTIRLQSLTMTAE
QKDSELNELRKTIELLKKQNAAAQA
IAINGVINTPELNCKGNGTAQSADLRI
RRQHSSDSVSSINSATSHSSVGSNIE
SDSKKKKRKNWVNELRSSFKQAFG
KKKSPKSASSHSDIEEMTDSSLPSSP
KLPHNGSTGSTPLLRNSHSNSLISE
CMDSEAETVMQLRNELRDKEMKLT
DIRLEALSSAHQLDQLREAMNRMQ
SEIEKLKAENDRLKSESQGSGCSRA
PSQVSISASPRQSMGLSQHSLNLTE
STSLDMLLDDTGECSARKEGGRHVK




IVVSFQEEMKWKEDSRPHLFLIGCIG
IVSGKTKWDVLDGVVRRLFKEYIIHV
DPVSQLGLNSDSVLGYSIGEIKRSNT
SETPELLPCGYLVGENTTISVTVKGL
IAENSLDSLVFESLIPKPILQRYVSLLI
EHRRIILSGPSGTGKTYLANRLSEYIV
LREGRELTDGVIATFNVDHKSSKEL
RQYLSNLADQCNSENNAVDMPLVII
LDNLHHVSSLGEIFNGLLNCKYHKC
PYIIGTMNQATSSTPNLQLHHNFRW
VLCANHTEPVKGFLGRFLRRKLMET
EISGRVRNMELVKIIDWIPKVWHHL
NRFLEAHSSSDVTIGPRLFLSCPIDV
DGSRVWFTDLWNYSIIPYLLEAVRE
GLQLYGRRAPWEDPAKWVMDTYPW
IAASPQQHEWPPLLQLRPEDVGFDGY
SMPREGSTSKQMPPSDAEGDPLMN
MLMRLQEAANYSSPQSYDSDSNSN
SHHDDILDSSLESTL




