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Development of a target discovery platform by integrating data warehousing and
protein function prediction

Mizuguchi, Kenji
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We have previously developed TargetMine, an integrated data warehouse for target
prioritization. The current project aimed to integrate predicted annotations for protein functions and
interactions into TargetMine and develop an in silico system for identifying drug targets and biomarkers.
First, we have extended our methods for predicting DNA-binding proteins and DNA-binding residues, as well
as protein interaction sites and interacting ﬁartners, applied these methods to the entire human proteome
and constructed a system that can analyze both these predicted results and known annotations using
TargetMine. We have then applied the integrated system to specific biological datasets, including mouse
models for pulmonary diseases, and gained novel insights into the mechanisms of these diseases and novel
pathways relevant for aging and inflammation.
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