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Abstract

Investigation of X-chromosomal microsatellite DNA at the DXS6789 locus and determination determine allele frequencies in the Thai male population were performed for forensic applications. Microsatellites or Short tandem
repeats (STRs) are repetitive DNA sequences with high polymorphisms and are widely used for individual identification. Thirty-four unrelated Thai male volunteers aged between 20 and 60 years were investigated. Buccal
epithelial cells were collected, and genomic DNAs were extracted using the NucleoSpin® Tissue kit, yielding DNA fragments of approximately 20 kb. The DXS6789 locus was amplified by PCR and the producing PCR products
of approximately 300 kb in length. The amplified products were purified using the PrimWay PCR/Gel Purification kit and subsequently were sequenced using the Big Dye terminator method. Sequence data were analyzed using
BioEdit software version 7.7. The results showed that two repeat structure patterns were observed at the DXS6789 locus in the Thai male population: (TATC)(TATG),(TATC),, and (TATG),(TATC),. The most frequent allele was
(TATG)1o(TATC)s, consisting of a total of 16 repeats, with the highest allele frequency of 0.4706. The power of discrimination (PD) value for this locus was 0.732. These findings indicate that the DXS6789 locus exhibits sufficient
polymorphism and discriminatory power, demonstrating its potential applicability for individual identification in forensic investigations.
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Part 2 : Analysis the genetic parameters to apply for forensic application
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