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Abstract : Objective
ARMS PCR) fro detecting 11.-28B rs12979860 gene polymorphism in the patients with hepatitis C. Methods

To evaluate the application of tetra-primer amplification refractory mutation system PCR (Tetra-primer
Two hundreds and
seventy-five patients with chronic hepatitis C in our hospital from May 2015 to July 2016 were selected and their peripheral blood
DNA was extracted. The detection system of Tetra-primer ARMS PCR was established, which was compared with the Sanger se-
quencing. Then this technique was used to detect 1L-28B rs12979860 gene polymorphism in the patients with hepatitis C in this are-
a. Results The detection system of Tetra-primer ARMS PCR was successfully established with a consistent rate of 100% with the
Sanger sequencing. The distribution frequencies of C/C,C/T and T/T of IL-28B rs12979860 gene were 86.5%,12.0% and 1.5%
respectively. The age distribution, gender distribution and HCV genotype 1b ratio had no statistically significant difference (P>
0. 05) ,however, the rate of patients with liver cirrhosis has a statistical difference between the genotype C/C group with the geno-
type T/T group or genotype C/T group(P<C0. 05) ; while the proportion of liver cirrhosis and sustained virological response had the
statistical difference( P<C0. 05) ,the proportion of liver cirrhosis in the genotype C/T group or T/T group was higher,and the pro-
The Tetra-primer ARMS PCR tech-

nique established by this research is simple to operate, low-cost, fast and effective detection method of gene polymorphism, which

portion of sustained virological response in the genotype C/C group was higher. Conclusion

has a better clinical application value in the genotyping of 11.-28B rs12979860 gene polymorphism in the patients with hepatitis C.
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TE :PCR 4™ 34 - BEN K EI/MK I N S0 51904 386 ) B (310 bp) (T 4§
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rs12979860 &[N Z 451k Sanger W J3 ¥ A 0 25 2R an &l 3 B 7R .
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