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and Biological Knowledge for Precision Medicine” 

I will present our recent efforts on the development of computational and statistical approaches (e.g., 

sparse regression models) for multi-scale and multi-modal genomic and image data integration and 

analysis. Frist, I will give an overview of imaging genomics in the context of precision medicine. 

Then, I will present a variety of approaches to correlate (epi)genomic and image data for the detection 

of risk genes and link with biological knowledge database.  Finally, I will show how to integrate multi-

ple genomic, imaging and protein-protein interaction networks for biomarker detection, leading to im-

proved diagnosis of mental illnesses (e.g., schizophrenia).     
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