UniprotKB Entry name |organism full oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular [extracellular [cytosol nucleus mitochndrion |~ . golgi I extl_'acellular
1D name sites sites reticulum |apparatus membrane [region
P23818 GRIA1_MOUSE Mus Glutamate [37.975063 S246;T251(S645;S710;5S849;S863 [33300544;40885482 MPYIFAFFCTGFLGAVVGANFPNNI |False True 3.388 [2.559 [2.23 5.0 2.018 5.0 5.0

musculus [receptor 1 QIGGLFPNQQSQEHAAFRFALSQLT

EPPKLLPQIDIVNISDSFEMTYRFCS
QFSKGVYAIFGFYERRTVNMLTSFC
GALHVCFITPSFPVDTSNQFVLQLRP
ELQEALISIIDHYKWQTFVYIYDADR
GLSVLQRVLDTAAEKNWQVTAVNIL
TTTEEGYRMLFQDLEKKKERLVVVD
CESERLNAILGQIVKLEKNGIGYHYIL
IANLGFMDIDLNKFKESGANVTGFQL
IVNYTDTIPARIMQQWRTSDARDHTR
IVDWKRPKYTSALTYDGVKVMAEAFQ
SLRRQRIDISRRGNAGDCLANPAVP
IWGQGIDIQRALQQVRFEGLTGNVQF
NEKGRRTNYTLHVIEMKHDGIRKIG
YWNEDDKFVPAATDAQAGGDNSSV
QNRTYIVTTILEDPYVMLKKNANQF
EGNDRYEGYCVELAAEIAKHVGYSY
RLEIVSDGKYGARDPDTKAWNGMV
GELVYGRADVAVAPLTITLVREEVID
FSKPFMSLGISIMIKKPQKSKPGVFS
FLDPLAYEIWMCIVFAYIGVSVVLFL
VSRFSPYEWHSEEFEEGRDQTTSDQ
SNEFGIFNSLWFSLGAFMQQGCDIS
PRSLSGRIVGGVWWFFTLIIISSYTAN
LAAFLTVERMVSPIESAEDLAKQTEI
IAYGTLEAGSTKEFFRRSKIAVFEKM
IWTYMKSAEPSVFVRTTEEGMIRVRK
SKGKYAYLLESTMNEYIEQRKPCDT
MKVGGNLDSKGYGIATPKGSALRGP
IVNLAVLKLSEQGVLDKLKSKWWYD
KGECGSKDSGSKDKTSALSLSNVAG
IVFYILIGGLGLAMLVALIEFCYKSRSE
SKRMKGFCLIPQQSINEAIRTSTLPR
NSGAGASGGSGSGENGRVVSQDFP

KSMQSIPCMSHSSGMPLGATGL




