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MResearch Projects

Our research objective is to develop information
technologies to analyze bio-molecules (e.g., genes,
proteins, compounds, drugs) in life science. In particular,
we develop novel statistical methods to predict various
molecular interaction networks (e.g., gene functional
network, protein-protein interactions, metabolic
pathways) from heterogeneous omics data such as
genome, transcriptome, proteome, metabolome, and
phenome. The figure shows an illustration of predicting
gene functional networks. We also work on
pharmaceutical applications such as prediction of drug
targets in the framework of chemogenomics and
pharmacogenomics and prediction of new drug
indications for drug repositioning.
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