
UniprotKB
ID 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

Q99MS7 EH1L1_MOUSE Mus
musculus

EH
domain-
binding
protein
1-like
protein
1

25.629171 NaN S170;S173;S191;T278;S310;S367;S
424;T448;S1074;S1135;S1342;S144
4;S1460

36288343 MTSVWKRLQRVGKRAAKFQFVACY
HELVLECTKKWQPDKLVVVWTRRN
RRICSKAHSWQPGIQNPYRGTVVW
MVPENVDISVTLYRDPHVDQYETKE
WTFIIENESKGQRKVLATVDVNLAH
HAGPVPAQVPLRLRLKPKSVKVVHA
ELSLTLSGVLLREGRATDDDMQSLA
SLMSVKPSDVGNLDDFAESDEEEA
NGPGAPEVRTRGPQSDLSRELKTLC
EEEDEGHIRPQQAAARPSSAEDTSP
APVSAPAPPVRAFRGQGSEPAAITGG
QVGPETPEPPPSPPETRSTGQPGQT
MVPTPAPRLRKGSDAPSSPVPCSGD
EVPNTSEDPPTGMGSSGETQAQISS
QEGTEAHEARPEPDIEVRGSKDSLG
GERSKVEEEERGDGPGASGTGNRE
KNTKKSDTTAGEAGESSELHQVDAE
HKSKVQHRATEGPEAAGLTPKARLG
DTPEAPPRSAQRRMGVRTQEEAPSD
LNPPPAEPEEHLGDLRDARPAGQEK
GSAEVRSKVPAIGRAGPEQGSSARAA
SAGPQVSCVQTVPSDGQGVKSRDQR
AQEAEVGESRVLETEAEWVPWEVIG
TSKTDAGIPESLDTEAGTAESEILEA
QESEAARSEGLEPEAAGTAESEVLRT
QNNEIVVLGMPRTGPEIREPEEFGE
TEVGGFTVPDTKTVIAETEILETQGV
VDGEAAVLKTQAEISETQKTEAGEAE
AGTLESQKVAAEGLGAPEVGAEMAE
AEKLGVQETEVEIWRIPRIETETAGT
ETLGIHKIGPPQMQPRLVGDQETDV
SVMETAEDAILGTREITAGCGVLLIE
AKIPESKIDRSLETEEGDLGVLEVDT
GIAEAKILGIPERAPGVQKALGAGTE
VARVLEAEAASSEVPETDAEEAETLQ
AKERSESSVALRVVANLPESELLGTQ
KTEVGGTGISQREVREAETEIPKTQE
ISSEGSGVPDLEAKMEESGRKMEIW
ETPEVEKVNSELFGTQKGSEIPELET
KTIKSEILDAQETEVRDLGLRRGEAE
KAEAEMLETQKMEAKTARDEEIELV
DPGVSSPEAEALRVQWAGTVVLESG
EVKADILGVQKPGSWGALKYEALDV
PVTKQRLSGAKEVVPEVPRAQEPET
KVLGIVEAKSWTLGQQEAEMEGFES
PENKSNIFEAQEADSGVLGTMKGKE
AVESLEEAGLSKAQVASEAGAGVPR
PSGASSLEEPEEDRRLPGSQAPPTLV
SSSQSLLEWCQEVTNGYRGVCITNF
TTSWRNGLAFCAILHRFYPDKIDYFS
LDPLNIKQNNKQAFDGFAALGVSRL
LEPADMVLLSVPDKLIVMTYLCQIRA
FCTGQELQLVQLEGGGGSGTYRVGN
AQPSLPDCLDAGDLAQRLREHGAEV
PTEPKEAVNRGTGAIPKVASRDTDLS
CSSKDGEAEVAQEAIPQEAPTDGPR
ARSSTTPVVPAEGLVNGVGASGGVR
LRRSSVNGEAGPVPPPRAHGSFSHV
RDADLLKKRRSRLRNSNSFSVDDQD
SGAAVGAGPAGPGAVEGPNPASSPD
ANPLPAPVPQQPPGGPPPTEESSPSL
GEEAGLQRFQDTSQYVCAELQALEQ
EQGQIDGRAAEVEKQLRSLMESGAN
RLQEEVLIQEWFTLVNKKNALIRRQ
DQLQLLIEEQDLERRFELLSRELRA
MLAIEEWQKTVAQQHREQLLLEELV
SLVNQRDELVRDLDQKERIALEEDE
RLERGLEQRRRKVSRQLSRRERCTL
S

None None None None None None None None None


