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Development of mixed sample analysis by digital PCR targeting mtDNA haplogroups
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We have constructed a method for mixture analysis targetin? mitochondrial
DNA haplogroups using digital PCR. The system utilizes the 17 single nucleotide polymorphisms and
one deficient site that define the mtDNA haplogroup. A mixed sample was experimentally prepared
using two samples classified into different haplogroups and applied to this system. As a result, the
measurements were calculated with a value close to the estimates. However, it was difficult to
distinguish between minor components and non-specific signals when the mixing ratio is largely
biased to either side. Therefore, it was considered necessary to set the detection limit before
implement into forensic practice.
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