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Metabolites are very important biomolecules as disease biomarker. Although the conventional
metabolite analysis methods such as liquid chromatography-mass spectrometry (LC-MS) can
analyze multicomponent metabolites, it is difficult to achieve high throughput analysis due to
the time consuming step. To overcome this limitation, we employed a DNA high-throughput
sequencing technology to quantify the target metabolite. We attempted to construct a molecular
system to encode the information of target metabolite in each sample into the DNA sequences
and quantify each DNA sequences at once.

In this study, we selected glutathione (GSH) as a target metabolite and characterized its
reaction properties with disulfide-tethered ODNSs that was placed on the magnetic beads. The
reaction of the functional beads and GSH resulted in a release of ODNs with thiol group from
the beads, and we confirmed the presence of ODNs by PCR amplification. Thus, the
information of GSH could be transferred to DNA sequence information.
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