
 

 

Figure S1. GrapeTree inferred using the Neighbor-joining (RapidNJ) algorithm based on the 
cgMLST V1 + Hierarchical Clustering (HierCC) V1 scheme of 302 Peruvian genomes according to 
the pathovar. The numbers in brackets are the number of isolates belonging to a pathovar. 

 

 

 


