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Abstract

Bidlelic germline mutations in hMYH, a gene for adenine DNA
glycosylase, have been reported to be associated with colorectal cancer.
In this study, we have modified the allele-specific polymerase chan
reaction (AS-PCR) for single nucleotide polymorphism (SNP)
genotyping. In order to make the AS-PCR more practical and to assessits
ability in distinguishing the SNPs of hMYH, we employed the plasmid
DNA containing hMYH as the DNA template to establish the AS-PCR
conditions, and we found that the reiability of AS-PCR might be
improved by optimizing the concentration of DNA template the
annealing temperature, as well as the ratio of dNTP. In addition, we
demonstrated that the incorporation of an additional mismatch at the
penultimate position near the 3 of allele specific primer could further
enhance the specificity of AS-PCR. Finadly, we screened for the
mutations in hMYH, such as G382D, Y165C and V232F, from the
genome of 30 Taiwanese patients who had been diagnosed as colorectal
cancer by the Veterans General Hospita at Taichung. However, none of
patients were detected with these reported mutations in hMYH, in which
was similar to that reported for Korean population. Our results further
indicated that the frequencies of hMYH mutations depended on the
pathology of colorectal cancer and might also vary among different ethnic

groups.
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