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Abstract: Objective Recombination is the import mechanism during the evolution of enterovirus and most
recombination events were reported occurring in non-coding region in enterovirus including P2 and P3,but the
recombination in VP4 region which is the protein encoding region has been determined in Echovirus 30
strains. This study aim to explore whether the similar recombination event exists in coxsackievirus B5
(CVB5). Methods The previously sequenced nucleotide sequences were retrieved from GenBank and phyloge-
netic analysis was used in 5’ UTR and VP1 region, respectively. Furthermore, the partial genome spanning 5'
UTR-VP4-5"end VP2 were used to detect the recombination and the recombinant were analyze d by using sim-
ilarity plot analysis. Results The incongruence between phylogenies of 5’ UTR and VPI region showed 4
strains in different clusters between 5' UTR and VP1, which indicated there were recombination events in
those virus strains. The similarity plot analysis showed there was cross in 5’ UTR-VP4-5"end VP2 region of
CVB5 AY875692,and the sequence analysis proved the recombination existed in VP4 region. Conclusion The
recombination event in VP4 region suggested the structure protein coding region also can be a candidate locus
in recombination of CVB5.
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