
The descriptions of the figures in this paper

Figure 1 
Phylogenetic tree based on VP1 gene sequences of Asia1/WHN/CHA/06 and selected 36 reference strains. Three sequences of VP1 gene of type O FMDV were used as outgroups. 
Figure 2 
Nucleotide similarity comparison of the complete sequences of Asia1/WHN/CHA/06 with those of representative FMDVs. It showed a window size of 200 nt and a step size of 20 nt. The x-axis indicates nucleotide positions along the alignment and the y-axis denotes the similarity. The vertical lines show the recombination points at position 5805 and 6073.

Figure 3 
RDP screenshots displaying the possible recombination events associated with Asia1/WHN/CHA/06. The y-axis indicates the pairwise identity that refers to the average pairwise sequence identity within a 30nt sliding window moved one nucleotide at a time. The area outlined in pink demarcates the potential recombination regions. Crossover sites were indicated by arrows with nt positions above.

Figure 4 
Bootscan plots showing the likehood of recombinant sequence (Asia1/WHN/CHA/06) with JS/CHA/05 and HNK/CHA/05. The y-axis indicates the percentage of bootstrap values that support the clustering of Asia1/WHN/CHA/06 with the parental strains. Boot strap values over 70% are considered significant. The area outlined in pink demarcates the potential recombination regions. Crossover sites were indicated by arrows with nt positions above.


