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We have developed TargetMine, an integrated data warehouse for the purpose of early-stage drug 
discovery [1]. TargetMine is based on InterMine, a flexible and effective framework for combining 
biological data from various repositories, which enables navigating through diverse biological data 
within a single user-friendly interface. TargetMine incorporates a wide range of biological 
associations including pathways, Gene Ontology annotations, protein structures, chemical 
compounds and different types of biomolecular interactions. Furthermore, TargetMine includes 
multiple application programming interfaces, thereby permitting complex pipeline analysis. We 
have proposed several protocols and also implemented accessory tools to enable streamlined data 
analysis using TargetMine. These approaches have been effectively employed for target selection 
in protein-protein interaction (PPI) network-based analyses of Hepatitis C virus (HCV) 
pathogenesis [2,3,5] and lung tumorigenesis [4]. The academic version of TargetMine is freely 
available at http://targetmine.nibio.go.jp . 
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