
Figure S1. Visual comparison of the SNP-based phylogenetic trees generated for Figure 1. The 
phylogeny created using all core chromosomal genes (Figure 1A) is on the left and the phylogeny 
created based on the TAS assay (Figure 1B) is on the right. Lines connect the same isolate in the 
two trees. The comparison was generated using the R package dendextend.


