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Supplementary Material 2: Neighbor-joining tree for Genetic relatedness of 
pathogenic E. coli strains identified in this study;The scale indicates the 
number of nucleotide substitutions per position. Numbers above the branches 
indicate bootstrap percentages (those above 50%) based on 1,000 replicates. 
Reference strains of pathogenic E. coli were selected from GenBank, using the 
accession numbers indicated in the text 
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 KP116114 Shigella flexneri strain ir20 toxin subunit Set1A (set1A) gene partial cds 
 Z47381 Shigella flexneri 2a set1A and set1B genes for enterotoxin 1 
 KP116115 Shigella flexneri strain ir34 toxin subunit Set1A (set1A) gene partial cds(2) 
 KP116113 Shigella flexneri strain ir27 toxin subunit Set1A (set1A) gene partial cds(2) 
 KP116116 Shigella flexneri strain ir49 toxin subunit Set1A (set1A) gene partial cds 

 MF443210 Shigella flexneri animal isolate 1 
 MF443211 Shigella flexneri human isolate 2 
 MF443212 Shigella flexneri human isolate 3 
 MF443213 Shigella flexneri animal isolate 4 

 KR822808 Shigella dysenteriae strain S188/14 toxin subunit Shet1A (shet1A) gene partial cds 
 MF443216 Shigella flexneri human isolate 7 

 MF443215 Shigella flexneri animal isolate 5 
 MF443214 Shigella flexneri soil isolate 6 

 U35656 Shigella flexneri 2a mucinase (she) gene and enterotoxin 1 (set1A and set1B) genes complete cds 
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