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Mitochondrial DNA typing in mixtures using next generation sequencing system
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Analysis of "DNA mixtures" in which DNAs of more than one person are mixed
is one of important issues in forensic field, but no technical method for separating DNA types of
individuals has been established yet. Therefore, mitochondrial (mt) DNA analysis using the next
generation sequencer (NGS) was performed, and attempts were made to separate multiple DNA types by
comparing differences in base sequence of DNA chain (read) for each molecule. When NGS analysis was
performed with the amplification product of about 350 bp, the entire amplification region of both
HV1 and HV2 could be detected with one read. A plurality of nucleotide polymorphisms was confirmed
on the obtained read, and it was possible to distinguish different mtDNA type patterns from the

combination and to be judged as a DNA type of two persons.
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