UniprotKB Entry name organism full name (oglcnacscore o.glcnac p.h osphorylation PMIDS |[sequence intracellular |extracellular (cytosol \nucleus mitochndrion em!oplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
Q61626 GRIK5 MOUSE Mus Glutamate [24.474581 NaN NaN 33300544 MPAELLLLLIVAFANPSCQVLSSLRM |False True 1.194 |2.893 1.246 5.0 0.955 5.0 1.712
musculus [receptor IAAILDDQTVCGRGERLALALAREQIN
ionotropic, GIIEVPAKARVEVDIFELQRDSQYETT
kainate 5 DTMCQILPKGVVSVLGPSSSPASAST

\VSHICGEKEIPHIKVGPEETPRLQYL
RFASVSLYPSNEDVSLAVSRILKSFN
'YPSASLICAKAECLLRLEELVRGFLIS
KETLSVRMLDDSRDPTPLLKEIRDD
KVSTIIIDANASISHLVLRKASELGMT
SAFYKYILTTMDFPILHLDGIVEDSS
NILGFSMFNTSHPFYPEFVRSLNMS
WRENCEASTYPGPALSAALMFDAV
HVVVSAVRELNRSQEIGVKPLACTSA
NIWPHGTSLMNYLRMVEYDGLTGR
VEFNSKGQRTNYTLRILEKSRQGHR
EIGVWYSNRTLAMNATTLDINLSQT
LANKTLVVTTILENPYVMRRPNFQA
LSGNERFEGFCVDMLRELAELLRFR
YRLRLVEDGLYGAPEPNGSWTGMV
GELINRKADLAVAAFTITAEREKVIDF
SKPFMTLGISILYRVHMGRKPGYFSF
LDPFSPAVWLFMLLAYLAVSCVLFL
IAARLSPYEWYNPHPCLRARPHILEN
QYTLGNSLWFPVGGFMQQGSEIMP
RALSTRCVSGVWWAFTLIIISSYTAN
LAAFLTVQRMEVPVESADDLADQTN
IEYGTIHAGSTMTFFQNSRYQTYQR
MWNYMQSKQPSVFVKSTEEGIARV
LNSRYAFLLESTMNEYHRRLNCNLT
QIGGLLDTKGYGIGMPLGSPFRDEIT
LAILQLQENNRLEILKRKWWEGGRC
PKEEDHRAKGLGMENIGGIFVVLIC
GLIIAVFVAVMEFIWSTRRSAESEEV
SVCQEMLQELRHAVSCRKTSRSRRR
RRPGGPSRALLSLRAVREMRLSNGK
LYSAGAGGDAGAHGGPQRLLDDPGP
PGGPRPQAPTPCTHVRVCQECRRIQ
IALRASGAGAPPRGLGTPAEATSPPRP
RPGPTGPRELTEHE




