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Elucidating the molecular mechanism of herbal medicine by the advances in
computational mass spectrometry

Tsugawa, Hiroshi
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Through the technological development of mass spectrometry informatics, we
aimed to establish an integrated omics environment and conducted research to elucidate the molecular
mechanisms underlying the pharmacological effects of the herbal medicine licorice. Specifically, we
used an acute inflammation model with macrophage-derived RAW264.7 cells and lipopolysaccharide
(LPS) and evaluated the anti-inflammatory effects of adding either isoliquiritigenin (ILG) or a
licorice extract (GU). In the process, we developed a new method for measuring hydrophilic
metabolome and the results are currently being submitted for publication. In addition, we integrated
the acquired omics data to discover pathways that vary specifically with ILG and those that vary
specifically with GU.
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