
SUPPLEMENTARY FIGURES AND TABLE 

Supplementary Figure 1. MST of the wgMLST data generated (Ridom SeqSpehere+) for the strains sequenced in this 
study, showing the amount of loci differences among them. The numbers above the connected lines are loci differences. 
The lines are not drawn at scale. 

 

 

 



Supplementary Figure 2. List of genomes available at Genbank that clustered by whole genome Blast analysis 
(http://www.ncbi.nlm.nih.gov/genome/genomes/691?genome_assembly_id=group167998) 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure 3.  MST showing the differences between members of the CC8 in our study (6) and the ones 
available at GenBank (9 genomes – see figure supplementary 3) determined by wgMLST analysis.  A) MST showing Loci 
differences among the strains (total loci 3605). B) MST of the SNPs differences within the different loci (19008 total 
SNPs).  The numbers above the connected lines are loci (A) and SNPs (B) differences, respectively. The lines are not 
drawn at scale. 

 

  



 

 

 

 

 


