
Figure S1. Maximum likelihood tree based on the core genome (SNPs) identified in the 350 sequenced strains. The tree was generated by IQtree following the TVMmodel (1000 replicates, SH-aLRT, UFBOOT2). Strains are

associated with metadata (in order: country, host species, genetic clades (D4-D8), year of isolation, French administrative regions, clinical form when isolated from human). Colors of the branches, country of isolation and

host species are colorized depending on the genetic clades (D4). Year of isolation is colorized in yellowwhen isolated before 2001 and in red when isolated between 2001 and 2018. French administrative regions and clinical

forms are randomly colorized to be deciphered. Branch lengths are not used on the left figure to visualize phylogenetic relationships between strains. The right figure shows the phylogenetic tree using branch lengths.


