UniprotkB Entry name organism full oglcnacscore oglcnac ‘p.h osphorylation PMIDS |sequence intracellular |extracellular cytosol nucleus mitochndrion ent'loplasmlc golgi plasma extl"acellular
ID name sites sites reticulum apparatus membrane [region
B2RT41 B2RT41_MOUSE [Mus NaN [38.223321 NaN NaN 40997131 MAAAADPSTPASSGLSPKEEGELED (True False 2.035 [4.601 False False False False 0.785

musculus
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