
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

0

Q5SV85 SYNRG_MOUSE Mus
musculus

Synergin
gamma

46.537271 S628;S650;S991 S471;S576;S715;S744;S764;S804;S
844;S847;S901;S911;S927;S974;S9
98;S1065;S1067;S1079;S1090;T109
2

22645316;40885482;36852467;358
22049;40021952

MALRPGAGASGAAGAGAGPGGAGS
FMFPVAGGMRPPQAGLIPMQQQGF
PMVSVMQPNMQGMMGMNYSSQM
SQGPIAMQAGIPMGPMPAAGVPFLG
QPPFLSMRPAGPQYTPDMQKQFAE
EQQKRFEQQQKLLEEERKRRQFEE
QKQKLRLLSSVKPKTGEKNRDDALE
AIKGNLDGFSRDAKMHPTPASHPKK
QGPSLEEKLLVSCDVSASGQEHIKL
NTPDAGHKAIVPGSSKNCPGLMAH
NRGAVDGCVSGPASAEAEKTSDQTL
SKEESGVGVFPSQDPAQSRMPPWIY
NESLVPDAYKKILETTMTPTGIDTAK
LYPILMSSGLPRETLGQIWALANRTT
PGRLTKEELYTVLAMVAVTQRGVPA
MSPDALSQFPAAPIPTLSGFPMTLPT
PVSQPTAMPSGPTGSMPLTLGQPIM
GINLVGPVGGAAAPTSSGFMPAYPS
NQVGKTEEDDFQDFQDASKSGSIDD
SFTDFQEMPASSKTSNSQHGNSAPS
LLIPFPGTKASTDKYAVFKGISTDKPS
ENPASFGESGDKYSAFRELEQTTDS
KPLGESFAEFRSTGTDDGFTDFKTA
DSVSPLEPPTKDTFPSAFASGAAQQT
QTQVKTPLNLEDLDMFSSVDCSGEK
QVPFSATFSTAKSVSTRPQPAGSAAA
SAALASTKTSSLADDFGEFNLFGEYS
NPASAGEQDDFADFMAFGNSSISSE
PKASDKYEALREEVSPSPLSSSTVEG
AQHPPAAATKYDVFKQLSLEGAGLA
MEEFKENTSSTKSEDDFADFHSSKF
SSTSSDKSLGEKAVAFRHAKEDSSS
VKSLDLPSIGGSSVGKEDSEDALSVQ
FDMKLADVGGDLKHVMSDSSLDLP
TVSGQHPPAADTEDLSCAAFGSCSS
HFTVSTLTSCEWSDRADALQGRKLS
PFVLSAGSRSFSATSNLHTKEISFGS
SENITMSSLSKGSALASEDALPETAF
PAFASFKDMMPQTTEQKEFESGDF
QDFTRQDMPTVDRSQETSCPSPASS
VASHETPKEGADDFGEFQSEKSKIS
KFDFLVANSQSKMKSSEEMIKSELA
TFDLSVQGSHKRSLSLGDKEISRSSP
SPALEQPFRDRSNTLSERAALPVIRD
KYKDLTGEVEENERYAYEWQRCLGS
ALDVIKKANDTLNGISSSAVCTEVIQ
SAQGMEYLLGVVEVYRVTKRVELGI
KATAVCSEKLQQLLKDIDKVWNNLI
GFMSLATLTPDENSLDFSSCMLRPG
IKNAQELACGVCLLNVDSRSRKEET
PAEEQPKKAFNSETDSFKLAYGGHQ
YHASCANFWINCVEPKPPGLLLPDL
L

False False 3.785 2.925 False False 3.654


