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Analysis on 204 cases of hepatitis B virus genotypes in a county and their clinical correlation
Ma Mingyan' ,Liao Liya' ,Yu Dengqiong' , Xiong Zhongzheng' s GuoYuanyuan® , Liao Pu**
(1. Department of Clinical Laboratory s Dianjiang County People’s Hospital ,Chongging 408300, China
2. Chongqing Municipal Clinical Laboratory Center ,Chongqing 400014 ,China)
Abstract : Objective

their clinical correlation. Methods

To investigate the distribution of hepatitis B virus(HBV) genotypes in Dianjiang area of Chongging and
Serum samples from 204 HBV-DNA positive patients with chronic HBV infection, including
183 cases of chronic hepatitis B (CHB),15 cases of liver cirrhosis (LC) and 6 cases of hepatocellular carcinoma (HCC) ,were col-
Of all 204
HBV-DNA positive serum samples, 146 cases were detected successfully by direct sequencing.including 98 cases (67.12%) of gen-
otype B,47 cases (32.19% ) of genotype C and only 1 cases (0.69%) of genotype D. The value of ALT and AST in genotype C

lected and detected for HBV genotypes by PCR and direct sequencing. Their clinical correlation was analyzed. Results

was significantly higher than that in genotype B(P<C0. 05); genotype C was more prevalent in LC and HCC than genotype B(P<C

0. 05). Conclusion Genotype B is the superior genotype in this area. Genotype C may induce more serious damage of liver in the pa-

tients with chronic HBV infection.
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