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Population study on forensic application of STR loci in Taiwan

ABSTRACT

This study established the population data of STR loci in Taiwan., The
pepulations included Bunun, Paiwan, Saisiat, Yami, Ami, Rukai, Atayal, Chou, Pazeh,
Puyuma, Haka and Han. And the STR loci were D3S1358, VWA, FGA, D8S1179,
D21511, D18S51, DSS818, D13S317, D7S820, D165539, THOL, TPOX and CSF1PO.
[n this study the chi-square test was used to test the Hardy-Weinberg squilibrium. No
deviations from the Hardy-Weinberg equilibrium wers observed for the 13 STR. loci,
except 8 populations in 6 loci. This may caused by small sample size or many rare
alleles. In Han population, the highest probability of matching is TPOX(0.2254), and
the lowest is FGA(0.0354) among 13 loci. There was only one mutation evenlt
revealed in 250 meiosis alleles in the mutation screcning. The only mutation event
was found in D8S1179 locus from allele 16 to 15, This study also established the data
of inbreeding coefficient (), probability of matching (Pm), power of exclusion on tric
and duo cases in parentage testing, total inbreeding coefficient (F) and variation
among populations( & ), which can be helpful in forensic application. Finally, the
Neighbor-joining trees of cluster analysis by the genetic distance of 12 populations

were established, which may be useful in anthropology on phylogenetic study.
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