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Abstract: Objective To evaluate performance verification of laboratory developed pyrosequencing for de-
tecting ALDH2 % 2 and MTHFR 677 gene polymorphism. Methods

DNA samples (10.0,2.0,0. 4 and 0. 0 ng/pL) were detected to evaluate the detection limit. Separated 20 PCR

Different concentration of heterozygous

products genotyped by pyrosequencing were used to compare with Sanger sequencing to evaluate the accuracy.
Samples with three genotypes (wild type,heterozygous type and mutant type) were detected for 4 times for e-
The detection limit of pyrosequencing detecting ALDH2 * 2 and MTHFR 677

polymorphism was 2 ng/pL. genomic DNA. The results of pyrosequencing were in consistent with Sanger se-

valuating precision. Results

quencing,so the accuracy was 100%. The detection results in one run for 4 times were completely same. Con-
clusion Pyrosequencing is a stable and reliable method for detecting ALDH2 * 2 and MTHFR 677 polymor-
phism,which satisfies with the needs of Jiangsu Center for Clinical Laboratory and is suitable for clinical de-
tection.
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