UniprotKB . oglcnac . . . . . |endoplasmic golgi
D Entry name organism [full name oglcnacscore sites iphosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion reticulum  |apparaty
Q92922 SMRC1_HUMAN Homo SWI/SNF |20.91903 T603 S310;S328;S330;T335;S350;S357;T |23301498;20305658;33214551;405 MAAAAGGGGPGTAVGATGSGIAAAA (True False 1.441 |5.0 1.557 1.056 0.603
sapiens |complex 398;5573;5822;S825 96516;38665916;21740066;321195 |AGLAVYRRKDGGPATKFWESPETVS
subunit 11;40914422;34019948;35138101;2 |QLDSVRVWLGKHYKKYVHADAPTN
SMARCC1 8510447;33465208 KTLAGLVVQLLQFQEDAFGKHVTNP
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