UniprotKB Entry name |organism full name |oglcnacscore o_glcnac p.h osphorylation PMIDS |sequence intracellular extracellular [cytosol nucleus mitochndrion em!oplasmlc golgi [plasma extl_'acellular
ID sites sites reticulum apparatus membrane region
P15104 GLNA_HUMAN [Homo Glutamine (24.397899 NaN T104;S343 34229054 MTTSASSHLNKGIKQVYMSLPQGEK [True True 5.0 4.773  |4.708 3.865 1.889 5.0 4.565

sapiens |[synthetase IVQAMYIWIDGTGEGLRCKTRTLDSE

PKCVEELPEWNFDGSSTLQSEGSNS
DMYLVPAAMFRDPFRKDPNKLVLC
EVFKYNRRPAETNLRHTCKRIMDM
VSNQHPWFGMEQEYTLMGTDGHP
FGWPSNGFPGPQGPYYCGVGADRAY
GRDIVEAHYRACLYAGVKIAGTNAEV
MPAQWEFQIGPCEGISMGDHLWVA
RFILHRVCEDFGVIATFDPKPIPGNW
NGAGCHTNFSTKAMREENGLKYIEE
AIEKLSKRHQYHIRAYDPKGGLDNA
RRLTGFHETSNINDFSAGVANRSASI
RIPRTVGQEKKGYFEDRRPSANCDP
FSVTEALIRTCLLNETGDEPFQYKN




