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CONTEXT

4 What Is the interest in sequencing FMDV? Four Isolates in our study

Foot-and-Mouth Disease Virus : FMDV

» Family Picornaviridae, genus Aphthovirus

» RNA virus ~8300 nucleotides

» [ Serotypes (O; A; C; SAT1; 2; 3 and Asia-1)
» Prone to recombination

» Multiple virus serotypes/strains

» Monitoring global patterns of virus distribution

» Early recognition of the emergence of new
lineages

» Antigenic prediction and vaccine selection
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Phylogenetic Incongruence
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CONCLUSION

« Both sequencing technologies allowed the characterization of the full genome for the 4 isolates. The serotype of each sample was correctly assigned.

« Extended comparison of sequences including all available complete genome sequences available from public databases allows to explore differences in the frequency of recombination between isolates.
« Exhaustive comparison highlights increased basal recombination rates across the genome, maps regions of phylogenetic incongruity and infers regions of favored recombination.

« Results of these FMDV breakpoint distribution and phylogenetic-compatibility analyses reflect a clear partitioning of structural and non-structural genes in the organization of the genome.

=> (Genome organization facilitates component swapping or recombination that frequently occurs among such viruses. REEERENCES
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