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This study aimed at solution of two kinds of difficulties in the DNA
analysis of the dead in WWII; one of them was identification of distant blood relationship between
the dead and their relatives and the other was DNA typing from highly degraded DNA samples.
Following results were obtained. We established a method that can determine mtDNA types from highly
degraded bone or tooth samples common to southern area. The number of phylogenetic mtDNA haplogroups

lineages at the basal level in the Japanese and Malay populations was increased. We constructed a
system which can evaluate the identity of Y-STRs between the dead and their distant blood relative.
A method to determine Y-lineage from highly degraded samples was also developed. The number and
kinds of closely-linked X-STR haplotypes were increased. These were applied to elucidate complicated

cases. A method to isolate amplifiable DNA from highly degraded samples was developed and was
applied in actual forensic cases.
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