
Supplementary Data 
 
Supplementary Data 1. Accession numbers, metadata and genome characteristics of the 130 New England S. 
pseudintermedius genomes sequenced in this study and the 107 previously published genomes from Texas. 
 
Supplementary Data 2. List of genes (core and accessory genes) identified by Roary in New England genomes 
(n = 130 genomes), Texas genomes (n = 107 genomes), and in the combined New England and Texas genomes 
(n = 233 genomes). 
 
Supplementary Data 3. Pairwise ANI values (%) in New England genomes and in the combined New England 
and Texas genomes. These numbers correspond to Fig. S3. 
 
Supplementary Data 4. Distribution of ABR genes in New England genomes identified by ARIBA and CARD 
database. This list includes horizontally acquired ABR genes and resistance alleles due to chromosomal 
mutations. 
 
Supplementary Data 5. Distribution of virulence genes in New England S. pseudintermedius genomes 
identified by ARIBA and VFDB database 
 
Supplementary Data 6. Distribution of ABR genes in Texas genomes identified by ABRicate and CARD 
database. This list includes only horizontally acquired ABR genes 
 
Supplementary Data 7. List of recombined genes in New England and Texas genomes inferred by fastGEAR 
 
Supplementary Data 8. Evolutionary and recombination parameters that characterize New England and Texas 
genomes inferred by mcorr. 
 
Supplementary Data 9. Source data for Figures 2d-g, 3a-b, 4b-h 
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