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Heterogeneous data



Metabolic network

From wiki



Protein-protein interaction networks

generated by String database



Heterogeneous association network



How to make sense of these networks?
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Prediction



Mashup: network integration



Example: Gene function prediction



Example: Gene function prediction



Drug target prediction 

Disease gene identification 

Module detection 

Gene essentiality prediction 

Interaction prediction 

Drug efficacy prediction 

Cancer patient stratification 

……

A incomplete list of successful applications



Drug discovery through model organisms



TransposeNet: from yeast to human



Parkinson’s disease network
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