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Analysis of the composition of a mixed sample of closely related organisms using
next-generation DNA barcoding
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We developed a DNA analysis technology to clarify the composition of mixed
samples of closely related biological tissues. Specifically, we 1) identified the constituent
varieties of processed foods, and 2) analyzed the composition of plant species contained in
sedimentary soil. Regarding 1), we demonstrated that basic compositional analysis is possible with
simple mixed samples using commercially available processed foods of legume varieties by applying
the MIG-seq method (Suyama and Matsuki, 2015). Regarding 2), in addition to samples of sedimentary
soil under typical forest vegetation, sedimentary soil of ancient ruins was also used as a target
sample, and the MPM-seq (Suyama et al. 2022) and target capture methods were used to analyze them.
It has become clear that analysis is possible.
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Forest genetic studies using genome-wide SNP data by MIG-seq analysis
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Current and future application of the MIG-seq and MPM-seq methods for eDNA study
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