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Improved identification of drug targets by data warehousing and simulations of
signal transduction pathways
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In drug discovery and disease biology, the rapid proliferation of
high-throughput ‘ omics’ data has necessitated a need for tools that allow the researchers to
combine and analyze different types of biological data. TargetMine is an integrative data analysis
platform for target prioritization and broad-based biological knowledge discovery. In this study, we

added new functions to TargetMine, treating new biological data types and enhanced visual and
analytical features. First, to facilitate a more effective metabolomics analysis with TargetMine, we
integrated the compound database KEGG COMPOUND, as well as KEGG reactions. As a result, given a
list of compounds, the users can retrieve the enzymatic reactions involving these metabolites and
map them to the corresponding pathways. Second, we evaluated all protein-protein interactions (PPIs)
in TargetMine using our own in silico prediction method, and individual PPls were tagged with
scores of new attributes of reliability.
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