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Abstract:Objective  To develop a more efficient, stable and economical medium and high throughout
method for detecting apolipoprotein E (APOE) genotypes based on kompetitive allele specific PCR (KASP)
and SNaPshot methods and with the comparison with Sanger sequencing. Methods In this study,a total of 48
whole blood nucleic acid sample of Alzheimer's disease (AD) patients or mild cognitive impairment (MCI) pa-
tients with 6 kinds of APOE genotypes were selected. According to the principle of KASP and SNaPshot tech-
nology.experiments were designed to identify two key single nucleotide polymorphism (SNP) sites rs429358
and rs7412 of APOE,and APOE genotypes was carried out on the samples. The sample sequence was adjusted
and the test was repeated to verify the stability and repeatability of the method. The sample size was expand-
ed,another 107 whole blood samples from patients with AD and MCI were collected,and the above two meth-
ods for APOE genotypes were used. The results were validated by Sanger sequencing. Results There was
complete concordance in the APOE genotypes between the two detection results by KASP and SNaPshot
methods in 48 samples. Further on 107 samples,the results were completely consistent with those obtained by
Sanger sequencing method. Conclusion The KASP and SNaPshot methods for APOE genotypes have the ad-
vantages of rapid,accurate,intuitive and so on. Compared to Sanger sequencing,the new methods are more ef-
ficient and cost-effective especially for medium or high throughput APOE genotypes,which have certain popu-
larization and application value.
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