
 

Figure S1. Maximum likelihood phylogenetic tree based on bacterial 16S rRNA gene sequences. Bootstrap 
values (1000 resampling) higher than 50% are shown near the corresponding nodes. The 16S rRNA gene 
sequences of the three pathogenic strains obtained in this study are shown in bold. 



 
Figure S2. Minimum evolution phylogenetic tree based on bacterial 16S rRNA gene sequences. Bootstrap 
values (1000 resampling) higher than 50% are shown near the corresponding nodes. The 16S rRNA gene 
sequences of the three pathogenic strains obtained in this study are shown in bold. 

 


