
UniprotKB
ID Entry	name organism full

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

golgi
apparatus

plasma
membrane

0

O15061 SYNEM_HUMAN Homo
sapiens

Synemin 33.288967 S389 S429;T598;T651;S653;S777;S1044;
S1049;S1077;S1087;S1181;S1184;S
1435

30059200;31492838;39302247 MLSWRLQTGPEKAELQELNARLYDY
VCRVRELERENLLLEEELRGRRGRE
GLWAEGQARCAEEARSLRQQLDELS
WATALAEGERDALRRELRELQRLDA
EERAARGRLDAELGAQQRELQEALG
ARAALEALLGRLQAERRGLDAAHER
DVRELRARAASLTMHFRARATGPAA
PPPRLREVHDSYALLVAESWRETVQ
LYEDEVRELEEALRRGQESRLQAEE
ETRLCAQEAEALRREALGLEQLRAR
LEDALLRMREEYGIQAEERQRVIDC
LEDEKATLTLAMADWLRDYQDLLQV
KTGLSLEVATYRALLEGESNPEIVIW
AEHVENMPSEFRNKSYHYTDSLLQ
RENERNLFSRQKAPLASFNHSSALY
SNLSGHRGSQTGTSIGGDARRGFLG
SGYSSSATTQQENSYGKAVSSQTNV
RTFSPTYGLLRNTEAQVKTFPDRPKA
GDTREVPVYIGEDSTIARESYRDRRD
KVAAGASESTRSNERTVILGKKTEVK
ATREQERNRPETIRTKPEEKMFDSK
EKASEERNLRWEELTKLDKEARQRE
SQQMKEKAKEKDSPKEKSVREREVP
ISLEVSQDRRAEVSPKGLQTPVKDAG
GGTGREAEARELRFRLGTSDATGSL
QGDSMTETVAENIVTSILKQFTQSPE
TEASADSFPDTKVTYVDRKELPGER
KTKTEIVVESKLTEDVDVSDEAGLDY
LLSKDIKEVGLKGKSAEQMIGDIINL
GLKGREGRAKVVNVEIVEEPVSYVS
GEKPEEFSVPFKVEEVEDVSPGPWG
LVKEEEGYGESDVTFSVNQHRRTKQ
PQENTTHVEEVTEAGDSEGEQSYFV
STPDEHPGGHDRDDGSVYGQIHIEE
ESTIRYSWQDEIVQGTRRRTQKDGA
VGEKVVKPLDVPAPSLEGDLGSTHW
KEQARSGEFHAEPTVIEKEIKIPHEF
HTSMKGISSKEPRQQLVEVIGQLEET
LPERMREELSALTREGQGGPGSVSV
DVKKVQGAGGSSVTLVAEVNVSQTV
DADRLDLEELSKDEASEMEKAVESV
VRESLSRQRSPAPGSPDEEGGAEAP
AAGIRFRRWATRELYIPSGESEVAGG
ASHSSGQRTPQGPVSATVEVSSPTG
FAQSQVLEDVSQAARHIKLGPSEVW
RTERMSYEGPTAEVVEVSAGGDLSQ
AASPTGASRSVRHVTLGPGQSPLSR
EVIFLGPAPACPEAWGSPEPGPAESS
ADMDGSGRHSTFGCRQFHAEKEIIF
QGPISAAGKVGDYFATEESVGTQTSV
RQLQLGPKEGFSGQIQFTAPLSDKV
ELGVIGDSVHMEGLPGSSTSIRHISI
GPQRHQTTQQIVYHGLVPQLGESGD
SESTVHGEGSADVHQATHSHTSGR
QTVMTEKSTFQSVVSESPQEDSAED
TSGAEMTSGVSRSFRHIRLGPTETET
SEHIAIRGPVSRTFVLAGSADSPELG
KLADSSRTLRHIAPGPKETSFTFQM
DVSNVEAIRSRTQEAGALGVSDRGS
WRDADSRNDQAVGVSFKASAGEGD
QAHREQGKEQAMFDKKVQLQRMV
DQRSVISDEKKVALLYLDNEEEEND
GHWF

False False 2.707 3.151 1.535 1.392 0.949 3.749


