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Abstract : Objective To explore the hepatitis C virus (HCV) genotype distribution in Kunming. Methods By using RT nested
PCR, the NS5B region of HCV of forty patients was amplified. The PCR products were purified and analyzed by sequencing. The
sequences were compared with the Genebank sequences to construct the HCV NS5B phylogenetic tree and to obtain the identified
HCV NS5B genotype. Results The genotypes of all samples can be matched by using HCV NS5B phylogenetic tree. The major
HCV NS5B genotype in Kunming are 3b (45.0%),2a (22.5%),1b (20.0%),3a (7.5%),6n (2.5%) and 6a (2.5%). Conclusion

The accurate HCV NS5B genotype and subgenotype can be obtained by establishing the phylogenetic tree of HCV NS5B region.
The main HCV NS5B genotypes in Kunming are 3b,2a and 1b. We also found HCV 6 at the same time. The distribution of HCV
genotype in Kunming is closer to those in Southeast Asian countries.

Phylogenetic tree
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