UniprotKB Entry name organism [full name |oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular extracellular (cytosol [nucleus mitochndrion enc.loplasmlc golgi plasma extl'racellular
ID sites sites reticulum |apparatus membrane [region
Q01098 NMDE3_MOUSE Mus Glutamate [46.058797 S1088 |S875;S881;S912 (22645316;40885482 MGGALGPALLLTSLLGAWAGLGAGAQ |False True 1.571 |1.939 1.677 1.551 1.18 5.0 2.165
musculus [receptor GEQAVTVAVVFGSSGPLQAQARTRL
ionotropic, TPQNFLDLPLEIQPLTIGVNNTNPSS
NMDA 2C ILTQICGLLGAARVHGIVFEDNVDTE

AVAQLLDFVSSQTHVPILSISGGSAV
VLTPKEPGSAFLQLGVSLEQQLQVLF
KVLEEYDWSAFAVITSLHPGHALFLE
GVRAVADASYLSWRLLDVLTLELGP
GGPRARTQRLLRQVDAPVLVAYCSR
EEAEVLFAEAAQAGLVGPGHVWLVP
NLALGSTDAPPAAFPVGLISVVTESW
RLSLRQKVRDGVAILALGAHSYRRQ
YGTLPAPAGDCRSHPGPVSPAREAF
YRHLLNVTWEGRDFSFSPGGYLVQP
TMVVIALNRHRLWEMVGRWDHGV
LYMKYPVWPRYSTSLQPVVDSRHLT
VATLEERPFVIVESPDPGTGGCVPNT
VPCRRQSNHTFSSGDITPYTKLCCK
GFCIDILKKLAKVVKFSYDLYLVTNG
KHGKRVRGVWNGMIGEVYYKRADM
AIGSLTINEERSEIIDFSVPFVETGISV
MVARSNGTVSPSAFLEPYSPAVWVM
MFVMCLTVVAITVFMFEYFSPVSYN
QNLTKGKKSGGPSFTIGKSVWLLWA
LVENNSVPIENPRGTTSKIMVLVWA
FFAVIFLASYTANLAAFMIQEQYIDTV
SGLSDKKFQRPQDQYPPFRFGTVPN
GSTERNIRSNYRDMHTHMVKFNQR
SVEDALTSLKMGKLDAFIYDAAVLN
'YMAGKDEGCKLVTIGSGKVFATTGY
GIAMQKDSHWKRAIDLALLQFLGDG
ETQKLETVWLSGICHNEKNEVMSS
KLDIDNMAGVFYMLLVAMGLALLVF
AWEHLVYWKLRHSVPSSSQLDFLLA
FSRGIYSCFNGVQSLPSPARPPSPDL
TAGSAQANVLKMLQAARDMVSTAD
'VSGSLDRATRTIENWGNNRRAPAPT
TSGPRSCTPGPPGQPSPSGWRPPGG
GRTPLARRAPQPPARPATCAGSPQP
DVSRASCRHAWDARWPVRVGHQGS
HLSASERRALPERSLLHAHCHYSSF
PRAERSGRPFLPLFPEPPEPDDLPLL
GPEQLARREALLRAAWARGPRPRHA
SLPSSVAEAFTRSNPLPARCTGHAC
ACPCPQSRPSCRHVAQTQSLRLPSY
REACVEGVPAGVAATWQPRQHVCL
HTHTHLPFCWGTVCRHPPPCSSHSP
WLIGTWEPPSHRGRTLGLGTGYRDS
GVLEEVSREACGTQGFPRSCTWRRI
SSLESEV




