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Development of a new robust method for microbiome-based personal identification
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The mock forensic samples with low biomass were analyzd by using both
metaCRISPR typing, a previously developed microbiome-based personal identification method, and human
DNA typing. CRISPR sequences were similar to those of the donor for some mock samples, for which no
information was obtained from human DNA analysis. These results indicate that metaCRISPR typing may
provide additional information for personal identification of low-biomass samples that cannot be
identified by conventional human DNA analysis.
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