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Multi-profiling of Jomon people™s nutrition, hygiene, and health status by
coprolite genome analysis
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In this study, we worked on the development and improvement of the
technology for extracting DNA from coprolites and performing genome analysis using next generation
sequencers. Previously, we have performed the PCR amplicon sequencing method, and identified DNAs
derived from plant foods at the "family" or "genus" level. To improve it to identify at the “
species” level, we applied the DNA capture method. A certain level of DNA concentration is
required for DNA capture, but in the case of coprolites, the amount of DNA obtained was remarkably

sm$ll. We have achieved this by optimizing the conditions specifically for such ultra-small amounts
of DNA.
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