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Mixture analysis and age estimation based on mitochondrial DNA polymophisms and
methylation pattern
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We developed a new method for discrimination of mitochondrial DNA haplotypes
based on inhibition of amplification using designed probes including single nucleotide
polymorphisms or reference sequences. Our method could effectively discriminate each haplotype from
mitochondrial DNA mixtures. Although we did not find the useful methylation targets for age
estimation of Japanese individuals, we confirmed that single bese extention method would be useful
to detect lower methylation rates.
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