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| Protein-Protein Interaction Database
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3adeC 4rr{i3E Protein Structure Database PDB
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Tsuiji et al, Scientific Reports 5:16341 (2015) Number of subunits: 241,805
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Disease-related variants on mined interface
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Molecular surface properties of supramolecular models
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No variants on supramolcular models

Interface
Surface
Known (template)
Polymorphism 261 37 1,262
Disease-related 287(21%) 44(3%) 1,014(76%)
Unclassified 218 22 p=469x107 714

Total 766 103 2,990
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Gene Detail Essential  OMIM
NCK1 Cytoplasmic protein NCK1 TRUE
1-phosphatidylinositol 4,5-bisphosphate
PLCGT phosphodiesterase gamma-1 TRUE
PIK3R1 Phosphatidylinositol 3-kinase regulatory subunit alpha TRUE SHORT syndrome
ERBB3 Receptor tyrosine-protein kinase erbB-3 TRUE

Tsuji et al., to be submitted (2017)
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