UniprotKB Entry name [organism full oglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular [extracellular |cytosol nucleus mitochndrion en('loplasmlc golgi plasma extr'acellular

ID name sites sites reticulum apparatus membrane region

P33438 GLT DROME |Drosophila  |Glutactin |[25.496522 NaN NaN 33925313 MKPLLLVLALCGAQVHAHSVGLRPD [None None None |None None None None None None
melanogaster 'YNDYSDEDTRRDWLPEPLKPVPWQ

SETRYAQPQEAVVQAPEVGQILGISG
HKTIANRPVNAFLGIRYGTVGGGLAR
FQAAQPIGYQGRVNATVQSPNCAQF
PELDRLRLSESRGENVDDCLTLDIYA
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IAHALSLSGRAGNLFQQLILQSGTAL
NPYLIDNQPLDTLSTFARLARCPPPS
INPSAQGLKPLYDCLARLPTSQLVAA
FEQLLLQNEHLGLTQLGGFKLVVGD
PLGFLPSHPASLATNSSLALPMIIGA
TKDASAFIVSRIYDQLARLQSRNVSD
IYIDVVLRHTAPPSEHRLWKQWALRE
IFTPIQEQTASLQTVAPGLLELSNYIL
IYRAPVINSISQSYRSVPAYLYTFDYRG
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YLFPYPPEASRLNPLDRSLSRALVTM
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PGPEEYPSYEEYSRALQEKNAERDRI
YAEEQERERQQQETLLQENQQHPE
QSLPEEQPTHPNYEAYDGDRSYAEE
QEREQQRRDQVEQEREEQPDEDQG
EEYERSPDEEEAAEQDVLKVEDFPS
YEAYLEAATKLREEQEEQEKLEEERY
RAQQEEEDRIQAERERNSRN




