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 Hepatitis E virus (HEV) is one of a major cause of acute hepatitis in humans. 

The outbreaks could be found in several countries of Asia, Africa and North Americas. 

The major transmitting route is food or drinking water contaminating with feces of 

infected human or animal. HEV is considered as zoonotic diseases according to 

previously report of human cases which were infected from eating infected wild boar 

meat. In Thailand, the recently reports show high positive rate of pigs in West area 

were infected with HEV but the data from other areas of the country are not present. 

Therefore, the aim of this study is to perform HEV survey in pig farm for more 

information of this pathogen spreading situation in Thailand. The fecal specimen were 

collected from pig farms in various regions for HEV RNA detection by Semi-nested 

reverse transcription PCR. The study result showed the high positive rate of HEV 

infection in pig from several region as following;  52% in Upper central,  29.1% in Upper 

Northeast,   28.1% in West, 20% in Upper North,   18.5% in Lower Northeast  and 

14.5% in Central. Overall, 106 of 482 (21.9%) samples were positive. Only hepatitis E 

genotype 3, which is zoonotic pathogen, was found in this study. Therefore, the results 

indicated that Thailand has a high-risk to meet hepatitis E outbreak in human via eating 

contaminated raw pork or via drinking water which contaminated by infected pig wastes 

that did not receive adequate treatment distributed to the environment or water reservoir. 
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