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Supplementary figures 

 

Supplementary figure 1. MLST and cgMLST distribution in ESBL-Ec isolates from 

humans and livestock (A). A total of 50 STs were identified from humans and animals based 

on MLST scheme for all ESBL-Ec. The x-axis shows the distribution of different STs among 

humans (green), pigs (yellow), poultry (red) and ruminants (purple). (B) A total of 97 cgSTs 

were identified in humans and livestock based on cgMLST. The x-axis shows the distribution 

of different cgSTs among humans (green), pigs (yellow), poultry (red) and ruminants (purple). 

 

 



Supplementary table legends 

Table S1. Isolate information for the genomes used in this study.  

Table S2. Putative antibiotic resistance genes and AST data for all isolates used in this 

study. 

Table S3. Concordance of AMR phenotypes and genotypes. The presence of putative 

genotypic resistance (G+) and number of phenotypically non-susceptible isolates (P+) is 

indicated. 

Table S4. Classification of non-multidrug resistant, MDR and XDR in isolates from 

humans and livestock. 

Table S5. Plasmid distribution in ESC-Ec isolates from humans and livestock.  

Table S6. Co-occurrence of AMR genes detected in all genomes in this study. 


