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Bayesian modeling for analyzing, integrating and understanding of intracellular
metabolic shifts

Shimamura, Teppei
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In this research, we developed a integrated Bayesian approach for multi
omics data in order to analyze, integrate, and understand intracellular metabolic shifts by
estimating hierarchical cross-sectional metabolic flow networks with high prediction accuracy. We
tried to apply to drug elucidation of energy metabolism in metabolic disorders and cancer, disease
diagnosis, and search for various disease markers. As a result, we obtained the following results.
(1) We clarified the metabolic shift for cancer growth in harsh environments, and (2) we discovered
that the metabolic regulatory protein corresponding to the malignant transformation of the tumor in
the acidic environment contributes.
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