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D Entry name |organism name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion e
Q8NEY1 NAV1_HUMAN Homo Neuron (21.633811 T534;T540;T614;S757;S763;T764 S90;S142;S152;T159;S194;5199;S2 |39531497;30379171;38665916;314 [MLGSSVKSVQPEVELSSGGGDEGAD |False False 1.981 [3.031 1.265 1
sapiens  [navigator 96;5308;S312;5362;5S391;S452;S47 (92838;29237092;30059200;393022 [EPRGAGRKAAAADGRGMLPKRAKAP
1 4;5476;5490;S528;T534;5541;T544; |47;28411811;35254053 GGGGGMAKASAAELKVFKSGSVDS

T572;5648;5750;S754;S760;S797;S
808;51000;T1006;T1170;S1181;S12
65;51382

RVPGGPPASNLRKQKSLTNLSFLTD
SEKKLQLYEPEWSDDMAKAPKGLG
KVGSKGREAPLMSKTLSKSEHSLFQ
IAKGSPAGGAKTPLAPLAPNLGKPSRI
PRGPYAEVKPLSKAPEAAVSEDGKS
DDELLSSKAKAQKSSGPVPSAKGQE
ERAFLKVDPELVVTVLGDLEQLLFSQ
MLDPESQRKRTVQNVLDLRQNLEE
TMSSLRGSQVTHSSLEMTCYDSDDA
NPRSVSSLSNRSSPLSWRYGQSSPR
LQAGDAPSVGGSCRSEGTPAWYMH
GERAHYSHTMPMRSPSKLSHISRLE
LVESLDSDEVDLKSGYMSDSDLMG
KTMTEDDDITTGWDESSSISSGLSD
IASDNLSSEEFNASSSLNSLPSTPTAS
RRNSTIVLRTDSEKRSLAESGLSWFS
ESEEKAPKKLEYDSGSLKMEPGTSK
WRRERPESCDDSSKGGELKKPISLG
HPGSLKKGKTPPVAVTSPITHTAQSA
LKVAGKPEGKATDKGKLAVKNTGLQ
RSSSDAGRDRLSDAKKPPSGIARPST
SGSFGYKKPPPATGTATVMQTGGSA
TLSKIQKSSGIPVKPVNGRKTSLDVS
NSAEPGFLAPGARSNIQYRSLPRPAK
SSSMSVTGGRGGPRPVSSSIDPSLLS
TKQGGLTPSRLKEPTKVASGRTTPAP
VNQTDREKEKAKAKAVALDSDNISL
KSIGSPESTPKNQASHPTATKLAELP
PTPLRATAKSFVKPPSLANLDKVNS
NSLDLPSSSDTTHASKVPDLHATSS
IASGGPLPSCFTPSPAPILNINSASFSQ
GLELMSGFSVPKETRMYPKLSGLHR
SMESLQMPMSLPSAFPSSTPVPTPP
IAPPAAPTEEETEELTWSGSPRAGQL
DSNQRDRNTLPKKGLRYQLQSQEET
KERRHSHTIGGLPESDDQSELPSPPA
LPMSLSAKGQLTNIVSPTAATTPRIT
RSNSIPTHEAAFELYSGSQMGSTLSL
IAERPKGMIRSGSFRDPTDDVHGSVL
SLASSASSTYSSAEERMQSEQIRKLR
RELESSQEKVATLTSQLSANANLVA
AFEQSLVNMTSRLRHLAETAEEKDT
ELLDLRETIDFLKKKNSEAQAVIQGA
LNASETTPKELRIKRQNSSDSISSLN
SITSHSSIGSSKDADAKKKKKKSWVY
ELRSSFNKAFSIKKGPKSASSYSDIE
EIATPDSSAPSSPKLQHGSTETASPSI
KSSTSSSVGTDVTEGPAHPAPHTRLF
HANEEEEPEKKEVSELRSELWEKE
MKLTDIRLEALNSAHQLDQLRETM
HNMQLEVDLLKAENDRLKVAPGPS
SGSTPGQVPGSSALSSPRRSLGLALT
HSFGPSLADTDLSPMDGISTCGPKE
EVTLRVVVRMPPQHIIKGDLKQQEF
FLGCSKVSGKVDWKMLDEAVFQVF
KDYISKMDPASTLGLSTESIHGYSIS
HVKRVLDAEPPEMPPCRRGVNNISV
SLKGLKEKCVDSLVFETLIPKPMMQ
HYISLLLKHRRLVLSGPSGTGKTYLT
NRLAEYLVERSGREVTEGIVSTFNM
HQQSCKDLQLYLSNLANQIDRETGI
GDVPLVILLDDLSEAGSISELVNGAL
TCKYHKCPYIIGTTNQPVKMTPNHG
LHLSFRMLTFSNNVEPANGFLVRYL
RRKLVESDSDINANKEELLRVLDWV
PKLWYHLHTFLEKHSTSDFLIGPCF
FLSCPIGIEDFRTWFIDLWNNSIIPYL
QEGAKDGIKVHGQKAAWEDPVEWV
RDTLPWPSAQQDQSKLYHLPPPTVG
PHSIASPPEDRTVKDSTPSSLDSDPL
MAMLLKLQEAANYIESPDRETILDP
NLQATL




