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[Abstract] Objective To determine the prevalence and genotype of hepatitis E virus (HEV)
among commercial swine population in Eastern and Southern China. Methods Six hundred
specimens of swine bile collected from 5 slaughterhouses in Eastern and Southern China from 2007 to
2009 were tested for HEV RNA using nested RT-PCR. PCR products were sequenced for phylogenetic
analysis. Results Forty-seven out of the 600 samples (7.83%) were positive for HEV RNA. Based
on the 150 nt fragment within HEV ORF2, data from phylogenetic analysis revealed that all the 47
HEV isolates were identified to be genotype IV , sharing 75.0%-83.4% , 75.0%-84.6% , 71.9%—80.7%
and 88.1%-91.5% nucleotide identities with prototype I , I , Il and IV HEV strains respectively
while majority of the isolates clustered within their respective isolation sites. Conclusion HEV was
widespread in commercial swine population in Eastern and Southern China that raised a serious
concern about the safety regarding the consumption of pork products.
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