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Abstract: To understand the biological properties and genetic characteristics of bovine enterovirus ( BEV) in central China, a total of 77
fecal samples were collected from cattle with diarrhoea in the area in 2023-2024 to detect BEV by RT-PCR. The BEV-positive samples were
subjected to the cloning of 5'~UTR sequences and the genetic variation analysis, and was inoculated into Madin—Darby bovine kidney cells
(MDBK) for isolation and characterization of BEV. The results showed that 20 of the 77 (25.97% ) bovine diarrthea samples tested positive
for BEV, and the 5'=UTR nucleotide sequences of 20 BEV strains were obtained. The 5'=UTR nucleotide sequence identity of the 20 BEV
strains obtained in this study and the 13 BEV reference strains ranged from 77. 2% to 94. 1%. The phylogenetic analysis showed that 17 of the
20 BEV strains obtained in this study belonged to the BEV-F type, while the other 3 strains belonged to the BEV-E type. Two BEV strains
(HBO002 and HNO04-8) were isolated, both of which were BEV-F type, with viral titers of 10>* TCID,,/pL and 10>% TCID,,/pL, re-
spectively, and reached the peak of viral titer at 48 h. The results of electron microscopy showed that the viral particles were round and 20—
30 nm in diameter. This study provided a reference for comprehensive prevention and control of BEV infection.
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