UniprotkB Entry name |organism full oglcnacscore oglcnac p'h osphorylation PMIDS [sequence intracellular |extracellular (cytosol nucleus mitochndrion em?oplasmlc golgi [plasma extl“acellular

ID name sites sites reticulum apparatus membrane region

D3Z9D0 D3Z9D0_RAT |Rattus NaN [23.439218 NaN NaN 38843836 MEREPRAGVALVPGRCGRGPSSRH |False False 0.844 |1.219 |False False False 0.516 0.328
norvegicus RRPGLLLPGLWLLLLAGPASCASDE

LSLEQHSHSLRPSEFQPETSIMHSA
AQVTLSETVPRSQPSISVLVLSSPSPP
SFDTAFLSQRQQTRSTVEHSIFEANY
ISVTSNEVALDEEEMDNFLPDAHWT
SSRVVSPVRYITPSPLDPPQETLEPGS
TPSLPTISLQDEVLSGCQNTVPQATV
HVESTYFGTSWSAFLTSEGIVPTPSG
NSVLHPTESHSQLSRKALPETVASV
TEGAENLLFSSWISVSQPSGDGMTQ
QPSVPLWEVSQSLVGALATSTDRYP
NETTAWSEHPEKAIALRAHPSETTSP
TDPAFSSPPSDLFSTPLSSVSFATQL
PGFSENSFLSSEATEALESRYSSMVP
SFTDHPLVLSPEASLRPHTRCVSCVV
SLSQQELARSLTEKEMGSGDRLETL
STASVEATHLFPLSSVGTDPSELEDP
QEFNTLFPSRPVVSFSSRPVGLWKA
STDVSPEVDVSSIATTRVYPPHSRLS
TLSSLDSTFGFSVTNDVVMSSGVTH
LFSSVIPSTHFDSSFSLTGNQNTPSL
PAGNPSLLTSYSLLPSAQSKVFSDGT
PPSSLELESGLDFTSSFYSTPPLDFST
PAPSLSEVLAFPSLMSSDPSAFFSQP
FSTVAETFSLSNSMDLQSPQLSVLN
PTSLEPSQSRSSADLPLNTITVLPSH
SEMPSLPSSLSESLKFTEASRVSLRE
SDVYVVTSAFSETTSAFEFSPIPHEST
VSTLVPSSSEPTLGVSTTGIHLTSLTT
VFHSTPMLTESPPFLTLAPSDGSVRE
TDHHMPVLTTPSSVIPASTESISDPY
LSASSSLVSEVSSSPLPTKPVMDSSL
TLTDLPPNTSPEPSTSQEPSMPNTST
APGDTVDSALDSEPMSQNPQGNSV
PPPQPSLGPVTTSTIEATVGTPALATA
KPPYVCDITVPDVYLITTVLARRAVQE
YIITSIKEVLRIHFNRAVELKVYELFT
DFTFLVTSGPFVYTAISVINVLINSKL
VRDQTPLILSVKPSFLVPDPRFQVQT
VLQFVPPSVDTGFCNFTQSIEKGLVT
ALFEVRKHQGTYNLTVQIVNVTIASP
RVAPRRGPVNIIFAVKGSKGFLNGSE
VSDLLRNLTVVEFSFYLGYPVLQIAE
PFQYPQLNLSHLLKSSWVRTVLLGV
VEKQLHNEVFPAEMERKLAQLLSEV
PTRRRMWRRATVAAGNSVVQVVNV
SRLEGEDNPVQLIYFVENQDGERLS
AARSSDLINKVDLQRAAIILGYRIQGA
IAQPVDRVKRPSPESQSSNLWVVVG
VVIPVLVVTVIVVILYWKLCRTDKLDF
QPDTVANIQQRQKLQIPSVKGFDFA
KQHLGQHNKDDILIIHEPAPLPGPVK
DHTTPSENGDVPSPKSKMPSKNLR
HRGRVSPSDADSTVSEESSERDVGE
KTTATAPENKAHRAPQSGAPLPSST
NEQHSSASIFEHVDRISRTSEASRRV
PSKIQLIAMQPIPAPPVPHPVLADRV
AETNKINKEIQSALRHKSEIEHHRN
KIRLRAKRRGHYEFPVVDDLSSGDT
KERHRVYRRAQMQIDKILDPAASVP
SVFIEPRKSSRMKRSPKPRRKHQVN
GCPADAEKDRLITTDSDGTYKRPPGV
HNSAYIGCPSDPDLPADVQTPSSAEL
GRYPGLPFSASQYIPPQPSIEEARQT
MHSLLDDAFALVAPSSQPTNAMGV
GTGVPASLPVNSTPSREERRATQWG
SFYSPAQTANNPCSRYEDYGMTPPS
GPLPSRPSFGPGLLPSSELVPPEPPQ
PQSSSDTPYAARGIYSEEMPSVARPR
PVGGTTGSQIQHLTQVGIASRIGAQP
VEIPPGRGSQYGGPGWPVYGEEEAG
RREATHMLGHQEYSSSPLFQVPRTS




GREPSAPPGNLAHRGLQGPGLGYPT
SSTEDLQPGHSSASLIKAIREELLRLS
QKQGSVQNFHS




