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Bovine enteroviruses (BEV), composing enterovirus (EV) species E and F, are non-
enveloped RNA viruses of the genus Enterovirus, family Picornaviridae.  They are 
commonly found in cattle and previously considered as non-pathogenic.  Neverthe-
less, recent evidences suggest these viruses could be associate with disease in cattle.  
BEV-like enteroviruses have been increasingly isolated from a wide range of animals, 
such as deer, goat, goose, horse, possum, and sheep from many countries.  There also 
were reports suggesting detection of BEV in water samples can be used as an indica-
tor of animal fecal contamination to water source.  In this study, molecular techniques 
and phylogenetic analysis were used to determine BEV and BEV-like virus prevalence 
and genetic variations in feces freshly collected from rectum of cattle and goats in 
Kanchanaburi province, Thailand. Presence of the virus in water and other animal feces 
collected around the cattle and goat farms was also determined to investigate possible 
virus contamination of the surrounding environment and other animals.  RT-PCR revealed 
BEV or BEV-like viruses in 55/157 and 54/117 of cattle and goat fecal samples respec-
tively. BEV sequences were detected in 6/17 water samples and a pool of chicken feces 
collected in cattle farm areas.  Phylogenetic analysis demonstrated presence of EV-E 
and EV-F in cattle feces, EV-F and BEV-like viruses in goat feces, and EV-F in water and 
chicken feces.  The detection of BEV in water and chicken feces indicates the viruses 
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circulating in cattle can contaminate the surrounding environment and be taken up by 
animals living nearby.  These findings suggest that a surveillance of BEV in animals and 
surrounding environment should be conducted in other regions of the country and an 
implementation should be put in place to control the spread of BEV among host animals 
and its contamination of the environment.  


