UniprotKB Entry name |organism [full name loglcnacscore |oglcnac sites p.h osphorylation PMIDS sequence intracellular [extracellular |cytosol [nucleus mitochndrion enqoplasmlc golgi pl
ID sites reticulum |apparatus m
Q3UVX5 GRM5_MOUSE [Mus Metabotropic [47.35488 S$1046;S1058;T1078|S860;S1014;51016|22645316;33300544;40885482;358 [MVLLLILSVLLLKEDVRGSAQSSERR |False True 1.85 2.053 [1.884 1.662 1.055 5.1
musculus |glutamate 22049;40021952;34678516 \VVAHMPGDIIIGALFSVHHQPTVDKV
receptor 5 HERKCGAVREQYGIQRVEAMLHTLE

RINSDPTLLPNITLGCEIRDSCWHSA
IVALEQSIEFIRDSLISSEEEEGLVRCV
DGSSSFRSKKPIVGVIGPGSSSVAIQV
QNLLQLFNIPQIAYSATSMDLSDKTL
FKYFMRVVPSDAQQARAMVDIVKRY
NWTYVSAVHTEGNYGESGMEAFKD
MSAKEGICIAHSYKIYSNAGEQSFDK
LLKKLRSHLPKARVVACFCEGMTVR
GLLMAMRRLGLAGEFLLLGSDGWA
DRYDVTDGYQREAVGGITIKLQSPDV
KWEFDDYYLKLRPETNLRNPWFQEF
WQHRFQCRLEGFAQENSKYNKTCN
SSLTLRTHHVQDSKMGFVINAIYSM
IAYGLHNMQMSLCPGYAGLCDAMKP
IDGRKLLDSLMKTNFTGVSGDMILF
DENGDSPGRYEIMNFKEMGKDYFD
YINVGSWDNGELKMDDDEVWSKKN
NIIRSVCSEPCEKGQIKVIRKGEVSC
CWTCTPCKENEYVFDEYTCKACQLG
SWPTDDLTGCDLIPVQYLRWGDPEP
IAAVVFACLGLLATLFVTVIFIIYRDTP
IVVKSSSRELCYIILAGICLGYLCTFCLI
IAKPKQIYCYLQRIGIGLSPAMSYSALV
TKTNRIARILAGSKKKICTKKPRFMS
IACAQLVIAFILICIQLGIIVALFIMEPP
DIMHDYPSIREVYLICNTTNLGVVTP
LGYNGLLILSCTFYAFKTRNVPANFN
EAKYIAFTMYTTCIIWLAFVPIYFGSN
[YKIITTMCFSVSLSATVALGCMFVPKV
YIILAKPERNVRSAFTTSTVVRMHVG
DGKSSSAASRSSSLVNLWKRRGSSG
ETLRYKDRRLAQHKSEIECFTPKGS
MGNGGRATMSSSNGKSVTWAQNE
KSTRGQHLWQRLSVHINKKENPNQ
TAVIKPFPKSTESRGQGAGAGGGSG
PGAAGAGSAGCTATGGPEPPDAGPK
ALYDVAEAEERFPAAARPRSPSPIST
LSHLAGSAGRTDDDAPSLHSETAAR
SSSSQGSLMEQISSVVTRFTANITEL
NSMMLSTAAAPGPPGTPICSSYLIPK
EIQLPTTMTTFAEIQPLPAIEVTGGAQ
PATGPSPAQETPAGAEAAPGKPDLEE
LVALTPPSPFRDSVDSGSTTPNSPVS
ESALCIPSSPKYDTLIIRDYTQSSSSL




