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Fig. S2. Proteotyping analysis based on the amino acid sequence of the HVR in the Cap
gene. The maximum likelihood phylogenetic tree for each protein (Left) is shown. The
color assigned to each amino acid is indicated top. The blank and consensus
sequences are represented in black and white, respectively. The proteotypes of HVR in
the Cap gene (Right) are represented by numbers, and each proteotype is clearly
distinguished by a specific color.





