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[Abstract] Objective To study the distribution of hepatitis C virus (HCV) genotypes in patients with chronic
hepatitis C (CHC) in Fujian and the relationship with gender,age and serum HCV RNA level. Methods HCV geno-
types were detected 155 CHC patients by using reverse transcript polymerase chain reaction (RT-PCR) and
SANGER sequencing. Results The percentages of HCV genotype 1,2,3 and 6 were 55.48% ,18.71%,13.51% and
12. 26 %. Genotype 1 was the most common genotype in both male and female CHC patients. Percentages of genotype
3 and 6 were higher than genotype 2 in male patients,and genotype 2 was more common in female patients (P <C
0. 05). The average age of patients with genotype 2 or 3 were 49 and 35 years old, with statistical difference between
them (P<C0. 05). Conclusion HCV genotype 1b could be the most common genotype in CHC patients of Fujian,fol-

lowed by genotype 2a,and the average age of patients with genotype 2 infection might be younger than patients with
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genotype 3 infection.
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