
 

 

 

 

 
Figure S1. PhylogeneƟc tree based on whole-genome sequencing generated with Genome Blast Distance Phylogeny (GBDP). The presence or lack of virulence 
genes in anƟbioƟc-resistant Campylobacter spp. is indicated by the presence or absence of red block, respecƟvely. The new ST are in bold type. Bar, 0.01 


