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Subclassification of Y chromosome haplogroups in Japanese population and
application to personal identification
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In_order to use Y-chromosome haplogroups for forensic applications such as

personal identification, high discrimination power is required, and further subclassification of the

lineage is required. We examined the frequency of Y haplogroups in the Japanese population and
attempted to subdivide them including downstream subgroups. The results of the classification of 567
Japanese males showed that they were largely divided into C, D1, N, 0*, 0lb, 02, and Q lineages.
The 01b lineage was further subdivided into six types: Olb*, 0lb2a*, Olb2alal*, Olb2alala,
0lb2alalb, and Olb2alalc. Sequence analysis of the 32 newly selected Y-SNPs loci using
next-generation sequencers showed that the discriminatory ability of the D lineage samples was
greatly improved.
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2 01b STR diversity

HD GD ACDR

01b* 8 1.0000 0.56

I+

0.25 15.86 + 6.17

01b2a* 34 1.0000 0.36 £+ 0.21 7.16 £+ 2.90
0lb2alal* 26 0.9978 0.37 =+ 0.21 9.06 = 4.05
0lb2alala 39 0.9752 0.22 + 0.17 4.00 £ 2.25
0lb2alalb 15 0.9709 0.25 + 0.21 4.57 + 1.72
0lb2alalc 5 1.0000 0.19 £+ 0.26 3.40 £ 1.26

HD: Haplotype diversity

GD: Average gene diversity at each locus within each haplogroup

ACDR: Average cumulative number of differences in repeat size in pairwise
comparison within each haplogroup
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