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unknown metabolic pathways and products responding to diseases

“‘w"" CE/MS-based metabolome analysis: A powerful method to mine
St

screening (Soga T, Baran R, Suematsu M, et al.
J Biol Chem 2006)
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Disease model Control DMD

Tian J, Suematsu M and Nathan C, et al. PNAS 2005
Discovery of variant TCA cycle and enzymes in Mycobacterium

DMD analysis Soga T & Suematsu M, et al. J Biol Chem 2006
The first liver metabolome mining stress-inducible biomarkers

Known Unknown
metabolites metabolites Ishii N & Soga T, et al. Science 2007
l l Robustness of metabolism in the systematic gene-targeted E. coli

Identification CE-QTOF/MS
in KEGG

Kinoshita A & Suematsu M, et al. J Biol Chem 2007
Hypoxia-induced RBC metabolic remodeling:
Prediction by E-cell biosimulation and demonstration by metabolome
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A predicted activities B simulation C CE/MS measurements
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App.1 building working hypothesis and demonstration by wet biology
Prediction by biosimulation & demonstration by metabolome
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