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Introduction 

Among potentially zoonotic viruses that cause enteric 
infections in animals, Hepatitis E virus (HEV, 
Hepeviridae, Hepevirus genus) can be responsible for 
clinically manifested acute hepatitis in humans. The 
virus-variants detected in different countries are 
classified into 4 genotypes; viruses of the 3rd and 4th 
genotype can infect both humans and animals. The 
zoonotic nature of the virus was proven by genetic and 
epidemiological studies and experimental infections. 
HEV infections of animals remain subclinical. Besides 
swine, several domestic and wild species were found to 
be the reservoir hosts of HEV. [1]  
 
Materials and methods 

Faeces and liver samples of 251 domestic swine 
belonging to different age groups were collected and 
investigated in order to survey the occurrence of HEV in 
Hungary and determine the course of infection. Samples 
of rodents (mice, rats) collected at swine farms were also 
analysed to assess the role of these animals in the 
epidemiology of HEV. Samples were investigated by 
PCR using primers designed for diagnostic tests. [2] 
Phylogenetic analyses were performed to infer the 
genetic relatedness of the detected viruses.  
 
Results 

The presence of HEV nucleic acid was demonstrated in 
16 (39%) of the investigated 41 Hungarian swine farms. 
The highest incidence of HEV infection was found 
among the eleven to sixteen weeks old pigs (37%), but 
HEV shedding was also detected in the finishing group 
(9%). Samples of rodents did not contain HEV RNA of 
detectable level. Both faeces of live animals and liver of 
dead or slaughtered pigs were suitable for the investigation 
of the infection. Phylogenetic investigations revealed that 
the hepatitis E viruses detected in animals in Hungary 
belonged into three subgroups (3a, 3e, and 3h) of the 3rd 
genogroup of HEV. The nucleotide sequences showed 
high similarity to HEV sequences of human and animal 
origin detected in other countries.  
 
Conclusions and discussion 

Our study provides the first evidence of the widespread 
occurrence of HEV in domestic swine populations in 
Hungary. The phylogenetic analyses indicated close 

genetic relationships between hepatitis E viruses from 
human and animal origins, which further support the 
theories about the zoonotic character of the virus. The 
results of the studies emphasize the food-hygiene impact 
of HEV, and can serve as a basis of further 
epidemiological investigations.  
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