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Forensic analysis based on Y-chromosomal STR loci relies on haplotype frequency estimates for assessing the significance of matching haplotypes. Current frequency estimates, accepted by the forensics
community, are based on the minimal 9-locus and extended 11-locus haplotypes. To augment current estimates, the present study reports frequencies for the minimal and extended haplotypes for a dataset
of 7,977 male samples representing populations of the United States, Canada, Europe, Oceania, South America, and Asia. These haplotypes are further extended to a total of 39 loci, for which frequencies
are reported. Paternal-line genealogy was collected for each male to provide a historical interpretation for observed haplotype stratification among populations, as measured by pairwise R, statistics.
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Haplotype frequency and diversity measurements (Table 1) are report-
ed for a database of 7,977 Y-STR haplotypes complete at 9, 11, and 39-

loci, representing 29 world populations. The locus values for the most
frequently occurring haplotypes are shown in Table 2. When all samples (

Table 2. Locus values of the most frequent haplotypes (MFH) observed for the total population and subpopulation samples at 9, 11, and 39 loci.
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(Table 3). For the 9, 11, and 39-locus haplotypes, the greatest differences
were seen between Ireland and Mexico with R, values of 0.53538,
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[neludetaccuratelocns-specificimutationiates in Y-haplotype analyzis, 11-loci(b), and 39-loci(c). Red print indicates significance level of p < 0.0500.
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