UniprotkB Entry name [organism |full name |oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion enc.loplasmlc golgi plasma extl:acellular
ID sites reticulum apparatus membrane [region
P35439 NMDZ1 RAT [Rattus Glutamate [23.439218 NaN S889;5890;5S896;5897;S877;S898 38843836 MSTMHLLTFALLFSCSFARAACDPK |False True 1.85 2.256 |1.964 4.426 1.316 5.0 5.0
norvegicus [receptor IVNIGAVLSTRKHEQMFREAVNQAN
ionotropic, KRHGSWKIQLNATSVTHKPNAIQMA
NMDA 1 LSVCEDLISSQVYAILVSHPPTPNDH

FTPTPVSYTAGFYRIPVLGLTTRMSIY
SDKSIHLSFLRTVPPYSHQSSVWFE
MMRVYNWNHIILLVSDDHEGRAAQ
KRLETLLEERESKAEKVLQFDPGTK
NVTALLMEARELEARVIILSASEDDA
IATVYRAAAMLNMTGSGYVWLVGER
EISGNALRYAPDGIIGLQLINGKNES
IAHISDAVGVVAQAVHELLEKENITDP
PRGCVGNTNIWKTGPLFKRVLMSSK
'YADGVTGRVEFNEDGDRKFANYSIM
NLQNRKLVQVGIYNGTHVIPNDRKII
WPGGETEKPRGYQMSTRLKIVTIHQ
EPFVYVKPTMSDGTCKEEFTVNGDP
IVKKVICTGPNDTSPGSPRHTVPQCC
'YGFCIDLLIKLARTMNFTYEVHLVAD
GKFGTQERVNNSNKKEWNGMMGE
LLSGQADMIVAPLTINNERAQYIEFS
KPFKYQGLTILVKKEIPRSTLDSFMQ
PFQSTLWLLVGLSVHVVAVMLYLLD
RFSPFGRFKVNSEEEEEDALTLSSA
MWFSWGVLLNSGIGEGAPRSFSARI
LGMVWAGFAMIIVASYTANLAAFLV
LDRPEERITGINDPRLRNPSDKFIYA
TVKQSSVDIYFRRQVELSTMYRHME
KHNYESAAEAIQAVRDNKLHAFIWD
SAVLEFEASQKCDLVTTGELFFRSGF
GIGMRKDSPWKQNVSLSILKSHENG
FMEDLDKTWVRYQECDSRSNAPAT
LTFENMAGVFMLVAGGIVAGIFLIFI
EIAYKRHKDARRKQMQLAFAAVNV
WRKNLQDRKSGRAEPDPKKKATFR
IAITSTLASSFKRRRSSKDTSTGGGRG
IALQNQKDTVLPRRAIEREEGQLQLC

SRHRES




