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Supplementary material 

 
Figure S1. The neighbor-joining (NJ) trees calculated from the CP gene sequences of potato virus M 
obtained in this study. The numbers at each node indicate the percentage of bootstrap samples in the 
NJ trees. Horizontal branch length is drawn to scale, with the bar indicating 0.05 nt replacements per 
site. 
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Figure S2. The neighbor-joining (NJ) trees calculated from the NABP gene sequences of potato virus 
M obtained in this study. The numbers at each node indicate the percentage of bootstrap samples in 
the NJ trees. Horizontal branch length is drawn to scale, with the bar indicating 0.02 nt replacements 
per site. 


