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Hepatitis C Virus (HCV) is a rapidly evolving pandemic disease that has increasing importance in China. To characterize 
the current molecular epidemiology of HCV infection in Beijing, China, whole blood samples and behavioral data were 

collected from a total of 10,354 subjects, including DUs, MSM and general population, in Beijing from 2010 to 2011. Samples 
were tested for HCV infection using ELISA and real-time PCR. In total, 217 subjects (2.1%) tested positive for HCV by 
antibody or vRNA-based testing. HCV prevalence rates for DUs, MSM and general population were, 26.2%, 0.54% and 0.37%, 
respectively. The 156 HCV RNA positive samples were then sequenced by nested PCR over core/E1 and NS5B regions. Nine 
HCV genotypes, including 1a, 1b, 2a, 3a, 3b, 6a, 6n, 6u and 6v, were detected. The most prevalent subtypes were 3b (36.09%), 1b 
(32.54%) and 3a (16.57%). Bayesian evolutionary analysis by sampling trees of sequences of the three major subtypes revealed 
the origin and history of HCV in Beijing. The origin time of subtype 1b was 2004.1 (1997.7, 2007.7). Subtype 1b showed most 
sequences from DUs and all sequences from no-DUs were in different groups. Subtype 1b of Beijing and Shanghai may have 
migration trend or they may have the same evolutionary origins. The origin time of subtype 3a was 2006.5 (1983.4, 2010). 
They had close relationship with the sequences of Yunnan, Guangzhou, Hong Kong and Jiangsu. The origin time of subtype 3b 
was 2006.2 (2001.4, 2009.2). The migration trend appeared to have been from Yunnan, Guangdong and Hong Kong to Beijing 
among subtype 3b. Our results suggest that HCV prevalence in Beijing is complicated. The mixing of nine HCV subtypes and 
the evolution characteristic indicated that the migration pattern of HCV in Beijing is complex. Beijing plays a pivotal role in 
HCV transmission following a large amount of floating population in China.
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