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The role of polymerase chain reaction with confronting two-pair primers in SNP genotyping of DNA base excision repair genes
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[Abstract] Objective

It is important to precisely determinate the single nucleotide polymorphisms (SNPs) in many genes in-

cluding genes related with base excision repair (BER) pathway. This research is conducted to evaluate the role of polymerase chain

reaction with confronting two-pair primers (PCR-CTPP) in analyzing the SNPs of BER pathway. Methods

Four common SNPs of

BER pathway (OGG1 Ser326Cys, XRCC1 Arg399GIln, APE1 Aspl48Glu and -141T/G in the promoter region) was detected with

PCR-CTPP. 10 of the products were sent for genotype sequencing. Compare the results of PCR and sequencing to evaluate the accu-

racy of PCR-CTPP. Results

The genotypes were exactly the same as the sequencing. Conclusion

The PCR-CTPP was a reliable

and rapid detective technology for SNPs genotyping. Its broadest application would be great help for gene variant analysis.
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OGGI Ser326Cys

F2.5'-CAGTGCCGACCTGCGCCAATG-3';R2,:5'-GGTAGTCACAGGGAGGCCCC-3'

XRCCI Arg399GIn

F2.5-TCGGCGGCTGCCCTCCCA-3'3R2.:5'- AGCCCTCTGTGACCTCCCAGGC-3'

APE1 Aspl48Glu

F2.5-TCTGTTTCATTTCTATAGGCGAT -3';R2.5-GTCAATTTCTTCATGTGCCA -3'

APEl J38h7-141T/G

F2:5-ACTGTTTTTTTCCCTCTTGCACAG-3';R2:5- TGAGCAAAAGAGCAACCCCG-3'

F1.5-CAGCCCAGACCCAGTGGACTC-3'sR1:5-TGGCTCCTGAGCATGGCGGG-3'

F1:5-TCCCTGCGCCGCTGCAGTTTCT-3';R1:5-TGGCGTGTGAGGCCTTACCTCC-3'

F1.:5-CCTACGGCATAGGTGAGACC -3';R1:5-TCCTGATCATGCTCCTCC -3'

F1:5-CTAACTGCCAGGGACGCCGA-3';R1:5- ACACTGACT TAAGAT TCTAACTA -3’
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