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Entry
name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q9JIR4 RIMS1_RAT Rattus
norvegicus

Regulating
synaptic
membrane
exocytosis
protein	1

36.054081 NaN S514;S592;S742;S745;S895;S991;S
1045;S1175;T1177;S1179;S1231;S1
233;S1234;S1262;S1263;S1265;S13
39;S1600;S1603;S1606;S1615

18683930;38843836 MSSAVGPRGPRPPTVPPPMQELPDL
SHLTEEERNIIMAVMDRQKEEEEKE
EAMLKCVVRDMAKPAACKTPRNAE
SQPHQPPLNIFRCVCVPRKPSSEEG
GPERDWRLHQQFESYKEQVRKIGEE
ARRYQGEHKDDAPTCGICHKTKFAD
GCGHLCSYCRTKFCARCGGRVSLRS
NNEDKVVMWVCNLCRKQQEILTKS
GAWFFGSGPQQPSQDGTLSDTATGA
GSEVPREKKARLQERSRSQTPLSTA
AVSSQDTATPGAPLHRNKGAEPSQQ
ALGPEQKQASRSRSEPPRERKKAPG
LSEQNGKGGQKSERKRVPKSVVQPG
EGIADERERKERRETRRLEKGRSQD
YSDRPEKRDNGRVAEDQKQRKEEEY
QTRYRSDPNLARYPVKAPPEEQQMR
MHARVSRARHERRHSDVALPHTEA
AAAAPAEATAGKRAPATARVSPPESP
RARAAAAQPPTEHGPPPPRPAPGPA
EPPEPRVPEPLRKQGRLDPGSAVLLR
KAKREKAESMLRNDSLSSDQSESVR
PSPPKPHRPKRGGKRRQMSVSSSEE
EGVSTPEYTSCEDVELESESVSEKGD
LDYYWLDPATWHSRETSPISSHPVT
WQPSKEGDRLIGRVILNKRTTMPKE
SGALLGLKVVGGKMTDLGRLGAFIT
KVKKGSLADVVGHLRAGDEVLEWN
GKPLPGATNEEVYNIILESKSEPQVEI
IVSRPIGDIPRIPESSHPPLESSSSSFE
SQKMERPSISVISPTSPGALKDAPQV
LPGQLSVKLWYDKVGHQLIVNVLQA
TDLPPRVDGRPRNPYVKMYFLPDRS
DKSKRRTKTVKKLLEPKWNQTFVYS
HVHRRDFRERMLEITVWDQPRVQD
EESEFLGEILIELETALLDDEPHWYK
LQTHDESSLPLPQPSPFMPRRHIHG
ESSSKKLQRSQRISDSDISDYEVDDG
IGVVPPVGYRASARESKATTLTVPEQ
QRTTHHRSRSVSPHRGDDQGRPRS
RLPNVPLQRSLDEIHPTRRSRSPTRH
HDASRSPADHRSRHVESQYSSEPDS
ELLMLPRAKRGRSAESLHMTSELQP
SLDRARSASTNCLRPDTSLHSPERE
RHSRKSERCSIQKQSRKGTASDADR
VLPPCLSRRGYATPRATDQPVVRGKY
PTRSRSSEHSSVRTLCSMHHLAPGG
SAPPSPLLLTRTHRQGSPTQSPPADT
SFGSRRGRQLPQVPVRSGSIEQASLV
VEERTRQMKVKVHRFKQTTGSGSS
QELDHEQYSKYNIHKDQYRSCDNAS
AKSSDSDVSDVSAISRASSTSRLSST
SFMSEQSERPRGRISSFTPKMQGRR
MGTSGRAIIKSTSVSGEIYTLERNDG
SQSDTAVGTVGAGGKKRRSSLSAKV
VAIVSRRSRSTSQLSQTESGHKKLKS
TIQRSTETGMAAEMRKMVRQPSRES
TDGSINSYSSEGNLIFPGVRVGPDSQ
FSDFLDGLGPAQLVGRQTLATPAMG
DIQIGMEDKKGQLEVEVIRARSLTQK
PGSKSTPAPYVKVYLLENGACIAKKK
TRIARKTLDPLYQQSLVFDESPQGKV
LQVIVWGDYGRMDHKCFMGVAQIL
LEELDLSSMVIGWYKLFPPSSLVDPT
LAPLTRRASQSSLESSSGPPCIRS

False True 2.918 2.901 1.292 0.976 1.228 5.0 1.415


