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Quantitative metabolomics methodology using stable isotope-labeled
multi-compound cocktails
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One of the current problems in metabolomics is the difficulty in integrating
data collected on different days, using different equipment and/or facilities. Accordingly, the
development of a fundamental methodology that enables quantitative comparison of large scale data is
needed for next-generation metabolomics study. In the present study, we established quantitative
metabolomics and lipidomics methodologies based on chromatography mass spectrometry and stable
isotope-labeled multi-compound cocktails. The quantitative analytical system developed is a
potentially useful tool for the integration or sharing of global metabolomics data.
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Each characteristic was evaluated in three stages (+, ++, and +++)
DI, direct infusion; RP-LC, reverse phase liquid chromatography; NP-LC, normal phase liquid chromatography
HILIC, hydrophilic interaction SFC, fluid ; MS/MS, tandem mass spectrometry
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