
 

Figure S1. Neighbor-joining (RapidNJ) tree based on cgMLST distances of E. coli ST410 
global collection. E. coli ADD147/ST410 strain described in this study is highlighted with a 
red arrow and circle. The nodes are color-coded according to the isolation source niche as 
indicated in the key and the numbers in brackets represent the number of isolates. Scale 
bar indicates the number of cgMLST allelic differences. 

  



 

Figure S2. Neighbor-joining (RapidNJ) tree based on cgMLST distances of E. coli ST617 
global collection. E. coli ADD167/ST617 strain described in this study is highlighted with a 
red arrow and circle. The nodes are color-coded according to the isolation source niche as 
indicated in the key and the numbers in brackets represent the number of isolates. Scale 
bar indicates the number of cgMLST allelic differences. 

  



 

Figure S3. Neighbor-joining (RapidNJ) tree based on cgMLST distances of E. coli ST4 
global collection. E. coli ADD183/ST4 strain described in this study is highlighted with a red 
arrow and circle. The nodes are color-coded according to the isolation source niche as 
indicated in the key and the numbers in brackets represent the number of isolates. Scale 
bar indicates the number of cgMLST allelic differences. 


