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Development of methods to extact kowledge from drug-stimulated gene expression time-
coure compendium data
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In this study, we investigated a statistical methodology to extract useful knowled
ge from gene-expression time-course compendium data of rats under multiple-drug stimulation. We studied me
thods to integrate heterogeneous information from drug structures and reactions of biological systems to d
rug stimulation and invented a method to obtain summarized features of the reactions using time-series mod

el. Finally, we develo?ed a method to predict the summarized biological reactions from the drug structures
based on a statistical time-series model.
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