UniprotKB Entry name |organism [full name |oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular [extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi [plasma extr.'acellular
ID sites sites reticulum apparatus membrane [region
Q14BI2 GRM2_MOUSE [Mus Metabotropic [24.474581 NaN NaN 33300544 MESLLRFLALLLLRGAVAEGPAKKV |False True 1.371 |1.84 1.474 1.378 0.836 5.0 2.59
musculus |glutamate LTLEGDLVLGGLFPVHQKGGPAEEC
receptor 2 GPVNEHRGIQRLEAMLFALDRINRD

PHLLPGVRLGAHILDSCSKDTHALE
QALDFVRASLSRGADGSRHICPDGS
IYATLSDAPTAITGVIGGSYSDVSIQVA
NLLRLFQIPQISYASTSAKLSDKSRY
DYFARTVPPDFFQAKAMAEILRFFN
WTYVSTVASEGDYGETGIEAFELEAR
ARNICVATSEKVGRAMSRAAFEGVV
RALLQKPSARVAVLFTRSEDARELLA
ATQRLNASFTWVASDGWGALESVV
IAGSERAAEGAITIELASYPISDFASYF
QNLDPWNNSRNPWFREFWEERFR
CSFRQRDCAAHSLRAVPFEQESKIM
FVVNAVYAMAHALHNMHRALCPNT
TRLCDAMRPVNGRRLYKDFVLNVKF
DAPFRPADTDDEVRFDRFGDGIGRY
NIFTYLRAGNGRYRYQKVGYWAEGL
TLDTSIIPWASPSAGTLPASRCSEPCL
QNEVKSVQPGEVCCWLCIPCQPYEY
RLDEFTCADCGLGYWPNASLTGCFE
LPQEYIRWGDAWAVGPVTIACLGAL
ATLFVLGVFVRHNATPVVKASGREL
CYILLGGVFLCYCMTFIFIAKPSTAVC
TLRRLGLGTAFSVCYSALLTKTNRIA
RIFGGAREGAQRPRFISPASQVAICL
ALISGQLLIVAAWLVVEAPGIGKETA
PERREVVTLRCNHRDASMLGSLAYN
IVLLIALCTLYAFKTRKCPENFNEAKF
IGFTMYTTCIIWLAFLPIFYVTSSDYR
VQTTTMCVSVSLSGSVVLGCLFAPK
LHIILFQPQKNVVSHRAPTSRFGSAA
PRASANLGQGSGSQLVPTVCNGREV
VDSTTSSL




