UniprotKB

Entry name organism [full name oglcnacscore o-glcnac iphosphorylation sites PMIDS |sequence intracellular |extracellular |cytosol nucleus mitochndrion en(}oplasmlc golgi I eXtI:a(
ID sites reticulum apparatus membrane [regio1
Q7TSH8  [TMM94_MOUSE Mus Transmembrane (36.83566 S59 S221;S225;5444;5445;S454;S517;S 40885482 MDLREKHLGEPPLALGLSTRKALSV |False True False |[False |False 5.0 0.742 2.812 False
musculus |protein 94 522;S802;5S945 LKEQLEAVLEKHLKERKKSLTWKEA

IWRSSFLHLSNRCSCFHWPGASLML
LAVLLLLCCCGGQPAGSQGVELVNA
SALFLLLLLNLVLIGRQDRLKRREVE
RRLRGIIDQIQDALRDGKEIKWPNS
MYPDLHMPFAPSWSLHWAYRDGHL
IVNLPVSLLVEGDIIALRPGQESFASL
RGIKDDEHIVLEPGDLFPPFSPPPSP
RGEVKRGPQNPQQHRLFRVLETPVI
DNIRWCLDTALSRPVTALDNERFTV
QSVMLHYAVPVVLAGFLITNALRFM
FKAPGVTSWQYTLLQLQVNGMLPIL
PLLFPVLWVLATACGEARVLAQMSK
IASPSSLLAKFSEDTLSSYTEAVSSQE
MLRCIWGHFLRVIQGTSPTLSHSAS
LLHSLGSVTVLCCVDKQGILSWPNP
SPETVLFFSGKVEPPHSSHEDLTDD
LSTRSFCHPEVEEEPHEHDALLAGS
LNNTLHLSNEQERSDWLADGPKPS
EPYPHHKGHGRSKHPSGSNVSFSR
DTEGGEEEPSKAQPGTEGDPYEAED
FVCDYHLEMLSLSQDQQNPSCIQFD
DSNWQSHLTSLKPLGLNVLLNLCN
IASVTERLCRFSDHLCNIALQESHSA
\VLPVHVPWGLCELARLIGFTPGAKEL
FKQENHLALYRLPSAETLKETSLGRP
SCVTKRRPPLSHMISLFIKDTATSTE
QMLSHGSADVVVEACTDFWDGADI
[YPLSGSDRKKVLDFYQRACLSGYCS
IAFAYKPMNCTLSSQLNGKCIELVQV
PGQNSIFTMCELPSTIPIKPNNRRSS
IWSSDEGIGEVLEKEDCMQALSGQIF
MGMVSSQYQARLDIVRLIDGLVNAC
IRFVYFSLEDELRSKVFAEKMGLETG
IWNCHISLTPNGDMPGSEIPPSSPSH
IAGSLHDDLNQVSRDDAEGLLLLEEE
GHSDLISFQPTDSDIPSFLEDCNRAK
LPRGIHQVRPHLQNIDNVPLLVPLFT
DCTPDTMCEMIKIMQEYGEVTCCLG
SSANLRNSCLFLQSDVSIALDPLYPS
RCSWETFGYATSTTMAQASDGLSPL
QLSGQLNSLPCSLTFRQEESISIIRLI
EQARHATYGIRKCFLFLLQCQLTLVV
IQFLSCLVQLPPLLSTTDILWLSCFCY
PLLSISLLGKPPHSSIMSMATGKNLQ
SIPKKTQHYFLLCFLLKFSLTISSCLV
CFGFTLQSFCDSARARNLTNCSSVM
LCSNDDRAPAWFEDFANGLLSAQK
LTAALIVLHTVFISITHVHRTKPLWR
KSPLTNLWWAVTVPVVLLGQVVQTV
IVDLQLWTHRDSRVHFGLEDVPLLT
IWLLGCLSLVLVVVTNEIVKLHEIRVR

IVRYQKRQKLQFETKLGMNSPF




