UniprotKB Entry name |organism full name |oglcnacscore oglcnac iphosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion em!oplasmlc golgi plasma
ID sites reticulum apparatus membrane
P97772 GRM1_MOUSE Mus Metabotropic |[37.975063 S1168 |S853;T871;5S894;5S969;S1097;S1147 [33300544;40885482 [MVRLLLIFFPMIFLEMSILPRMPDRK [True True 1.521 |[5.0 1.654 1.634 1.169 5.0
musculus |glutamate ;T1151;S1154 IVLLAGASSQRSVARMDGDVIIGALFS
receptor 1 IVHHQPPAEKVPERKCGEIREQYGIQ

RVEAMFHTLDKINADPVLLPNITLGS
EIRDSCWHSSVALEQSIEFIRDSLISI
RDEKDGLNRCLPDGQTLPPGRTKKP
IAGVIGPGSSSVAIQVQNLLQLFDIPQ
IAYSATSIDLSDKTLYKYFLRVVPSDT
LQARAMLDIVKRYNWTYVSAVHTEG
NYGESGMDAFKELAAQEGLCIAHSD
KIYSNAGEKSFDRLLRKLRERLPKAR
VVVCFCEGMTVRGLLSAMRRLGVV
GEFSLIGSDGWADRDEVIEGYEVEA
NGGITIKLQSPEVRSFDDYFLKLRLD
TNTRNPWFPEFWQHRFQCRLPGHL
LENPNFKKVCTGNESLEENYVQDSK
MGFVINAIYAMAHGLQNMHHALCP
GYVGLCDAMKPIDGRKLLDFLIKSSF
VGVSGEEVWFDEKGDAPGRYDIMN
LQYTEANRYDYVHVGTWHEGVLNID
DYKIQMNKSGMVRSVCSEPCLKGQI
KVIRKGEVSCCWICTACKENEFVQD
EFTCRACDLGWWPNAELTGCEPITI
RYLEWSDIESIIAIAFSCLGILVTLFVT
LIFVLYRDTPVVKSSSRELCYIILAGIF
LGYVCPFTLIAKPTTTSCYLQRLLVGL
SSAMCYSALVTKTNRIARILAGSKKK
[CTRKPRFMSAWAQVIIASILISVQLT
LVVTLIIMEPPMPILSYPSIKEVYLICN
TSNLGVVAPVGYNGLLIMSCTYYAFK
TRNVPANFNEAKYIAFTMYTTCIIWL
IAFVPIYFGSNYKIITTCFAVSLSVTVA
LGCMFTPKMYIIIAKPERNVRSAFTT
SDVVRMHVGDGKLPCRSNTFLNIFR
RKKPGAGNANSNGKSVSWSEPGGR
QAPKGQHVWQRLSVHVKTNETACN
QTAVIKPLTKSYQGSGKSLTFSDAST
KTLYNVEEEDNTPSTHFSPPSSPSM
VVHRRGPPVATTPPLPPHLSAEETPL
FLADSVIPKGLPPPLPQQQQQPPPQP
PPQQPKSLMDQLQGVVTNFGSGIPD
FHAVLAGPGTPGNGLRSLYPPPPPP
QHLQMLPLQLSTFREEPISPPGEDD
DDDSSERFKLLQEFVYEREGNTEED
DLEEEEDLPAASKLTPEDSPALTPPS
PFRDSVASGSSVPSSPVSESVLCTPP
NVTYASVILRDYKQSSSTL




