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Accuracy of the rs187116 Single Nucleotide Polymorphism Genotyping in CD44 Gene Analyzed
by High Resolution Melting Analysis Technique
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ABSTRACT

High resolution melting (HRM) analysis is usually used to analyze the single nucleotide polymorphism (SNP)
genotyping. This is based on the different patterns of reduced fluorescence signals after a temperature increase which
is due to nucleotide sequences in DNA being different. In this study, 360 samples were analyzed the genotype of SNP
rs187116G>A in CD44 gene by HRM analysis, which was then compared to PCR-RFLP. The result showed that
25 of the samples mismatched to PCR—RFLP (6.94%). Then these samples and 25 other random ones, were analyzed
by automated DNA sequencing. This result showed that all genotype of PCR—RFLP samples matched DNA sequencing
and showed that the percentage of the HRM analysis accuracy for CD44, rs187116 genotyping was 93.06%. This study
demonstrates concern regarding the limitations of HRM analysis for the single nucleotide polymorphism genotyping,
including nucleotide changing, the primer binding site, the DNA sequence of amplicons, and the length of PCR products

which provides high efficiency and accuracy.
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