}Jl;l iprotkB Entry name organism full name [oglcnacscore 09 lcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol [nucleus mitochndrion em!oplasmlc golgi P
sites reticulum |apparatus|n
Q99NES RIMS1_MOUSE |Mus Regulating [45.57388 S241;S246|S413;S563;5566;S716;S812;S866;S |33300544;22645316;40885482 [MSSAVGPRGPRPPTVPPPMQELPDL [False True 2.989 [3.046 [1.451 1.21 1.238 4
musculus [synaptic 1023;T1025;S1027;S1079;S1081;S1 SHLTEEERNIIMAVMDRQKEEEEKE
membrane 082;S1110;S1111;S1113;S1187;S14 EAMLKCVVRDMAKPAACKTPRNAE
exocytosis 48;S1451;S1454;S1463;S413 SQPHQPPLNIFRCVCVPRKPSSEEG
protein 1 GPDRNWRLHQQFESYKEQVRKIGE

EARRYQGEHKDDAPTCGICHKTKFA
DGCGHLCSYCRTKFCARCGGRVSLR
SNNEDKVVMWVCNLCRKQQEILTK
SGAWFFGSGPQQPSQDGTLSDTATG
IAGSEVPREKKARLQERSRSQTPLST
IAAVSSQDTASHGAPLDRNKGAEPSQ
QALGPEQKQASRSRSEPPRERKKAP
GLSEQNGKGGQKSERKRVPKSVVQP
GEGTADERERKERRETRRLEKGRSQ
DYPDRLEKREDGRVAEDEKQRKEEE
GVSTPEYTSCEDVELESESVSEKGDL
DYWLDPATWHSRETSPISSHPVTWQ
PSKEGDRLIGRVILNKRTTMPKESGA
LLGLKVVGGKMTDLGRLGAFITKVK
KGSLADVVGHLRAGDEVLEWNGKP
LPGATNEEVYNIILESKSEPQVEIIVS
RPIGDIPRIPESSHPPLESSSSSFESQ
KMERPSISVISPTSPGALKDAPQVLP
GQLSVKLWYDKVGHQLIVNVLQATD
LPPRVDGRPRNPYVKMYFLPDRSDK
SKRRTKTVKKLLEPKWNQTFVYSHV
HRRDFRERMLEITVWDQPRVQDEE
SEFLGEILIELETALLDDEPHWYKLQ
THDESSLPLPQPSPFMPRRHIHGES
SSKKLQRSQRISDSDISDYEVDDGIG
VVPPVGYRASARESKATTLTVPEQQR
TTHHRSRSVSPHRGDDQGRPRSRLP
NVPLQRSLDEIHPTRRSRSPTRHHD
IASRSLADHRSRHAESQYSSEPDSEL
LMLPRAKRGRSAECLHMTSELQPSL
DRARSASTNCLRPDTSLHSPERERG
RWSPSLARRRPASPRIQIQHASPEN
DRHSRKSERSSIQKQSRKGTASDAD
RVLPPCLSRRGYAIPRATDQPVIRGK
HTTRSRSSEHSSIRTLCSMHHLAPG
GSAPPSPLLTRTHRQGSPTQSPPADT
SFGSRRGRQLPQVPVRSGSIEQASLV
'VEERTRQMKMKVHRFKQTTGSGSS
QELDHEQYSKYNIHKDQYRSCDNAS
IAKSSDSDVSDVSAISRASSTSRLSST
SFMSEQSERPRGRISSFTPKMQGRR
MGTSGRAIIKSTSVSGEIYTLEHNDG
SQSDTAVGTVGAGGKKRRSSLSAKV
'VAIVSRRSRSTSQLSQTESGHKKLKS
TIQRSTETGMAAEMRKMVRQPSRES
TDGSINSYSSEGNLIFPGVRVGPDSQ
FSDFLDGLGPAQLVGRQTLATPAMG
DIQIGMEDKKGQLEVEVIRARSLTQK
PGSKSTPAPYVKVYLLENGACIAKKK
TRIARKTLDPLYQQSLVFDESPQGKV
LQVIVWGDYGRMDHKCFMGVAQIL
LEELDLSSMVIGWYKLFPPSSLVDPT
LTPLTRRASQSSLESSSGPPCIRS




