
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum

0

Q86UR5 RIMS1_HUMAN Homo
sapiens

Regulating
synaptic
membrane
exocytosis
protein	1

24.773143 T398;T636;T1179;S1377 S500;S578;S728;S731;S881;S977;S
1031;S1252;T1254;S1256;S1308;S1
310;S1311;S1339;S1340;S1342;S14
16;S1677;S1680;S1683;S1692

30379171;36240223;28657654 MSSAVGPRGPRPPTVPPPMQELPDL
SHLTEEERNIIMAVMDRQKEEEEKE
EAMLKCVVRDMAKPAACKTPRNAE
NQPHQPSPRLHQQFESYKEQVRKIG
EEARRYQGEHKDDAPTCGICHKTKF
ADGCGHLCSYCRTKFCARCGGRVSL
RSNNEDKVVMWVCNLCRKQQEILT
KSGAWFFGSGPQQTSQDGTLSDTAT
GAGSEVPREKKARLQERSRSQTPLS
TAAASSQDAAPPSAPPDRSKGAEPS
QQALGPEQKQASSRSRSEPPRERKK
TPGLSEQNGKGALKSERKRVPKTSA
QPVEGAVEERERKERRESRRLEKGR
SQDYPDTPEKRDEGKAADEEKQRKE
EDYQTRYRSDPNLARYPVKPPPEEQ
QMRMHARVSRARHERRHSDVALPR
TEAGAALPEGKAGKRAPAAARASPP
DSPRAYSAERTAETRAPGAKQLTNH
SPPAPRHGPVPAEAPELKAQEPLRK
QSRLDPSSAVLMRKAKREKVETMLR
NDSLSSDQSESVRPSPPKPHRSKRG
GKKRQMSVSSSEEEGVSTPEYTSCE
DVELESESVSEKGDLDYYWLDPATW
HSRETSPISSHPVTWQPSKEGDRLIG
RVILNKRTTMPKDSGALLGLKVVGG
KMTDLGRLGAFITKVKKGSLADVVG
HLRAGDEVLEWNGKPLPGATNEEV
YNIILESKSEPQVEIIVSRPIGDIPRIPE
SSHPPLESSSSSFESQKMERPSISVI
SPTSPGALKDAPQVLPGQLSVKLWY
DKVGHQLIVNVLQATDLPARVDGRP
RNPYVKMYFLPDRSDKSKRRTKTVK
KILEPKWNQTFVYSHVHRRDFRER
MLEITVWDQPRVQEEESEFLGEILIE
LETALLDDEPHWYKLQTHDESSLPL
PQPSPFMPRRHIHGESSSKKLQRSQ
RISDSDISDYEVDDGIGVVPPVGYRS
SARESKSTTLTVPEQQRTTHHRSRS
VSPHRGNDQGKPRSRLPNVPLQRSL
DEIHPTRRSRSPTRHHDASRSPVDH
RTRDVDSQYLSEQDSELLMLPRAKR
GRSAECLHTTRHLVRHYKTLPPKMP
LLQSSSHWNIYSSILPAHTKTKSVTR
QDISLHHECFNSTVLRFTDEILVSEL
QPFLDRARSASTNCLRPDTSLHSPE
RERGRWSPSLDRRRPPSPRIQIQHAS
PENDRHSRKSERSSIQKQTRKGTAS
DAERVLPTCLSRRGHAAPRATDQPVI
RGKHPARSRSSEHSSIRTLCSMHHL
VPGGSAPPSPLLTRMHRQRSPTQSP
PADTSFSSRRGRQLPQVPVRSGSIEQ
ASLVVEERTRQMKMKVHRFKQTTG
SGSSQELDREQYSKYNIHKDQYRSC
DNVSAKSSDSDVSDVSAISRTSSASR
LSSTSFMSEQSERPRGRISSFTPKM
QGRRMGTSGRSIMKSTSVSGEMYTL
EHNDGSQSDTAVGTVGAGGKKRRS
SLSAKVVAIVSRRSRSTSQLSQTESG
HKKLKSTIQRSTETGMAAEMRKMV
RQPSRESTDGSINSYSSEGNLIFPGV
RLGADSQFSDFLDGLGPAQLVGRQT
LATPAMGDIQIGMEDKKGQLEVEVI
RARSLTQKPGSKSTPAPYVKVYLLEN
GACIAKKKTRIARKTLDPLYQQSLVF
DESPQGKVLQVIVWGDYGRMDHKC
FMGVAQILLEELDLSSMVIGWYKLF
PPSSLVDPTLTPLTRRASQSSLESST
GPPCIRS

None None None None None None


