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Figures. 732 

 733 

 734 

Figure 1: Overall study design. The overall design of the study highlighting the 735 

sampling of up to three distinct colonies on three time points, one of which, termed the 736 

baseline occurs prior to the administration of antibiotics in half of the subjects. 737 
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Figure 2: Isolate metadata.  Summary of metadata showing time point of isolation, 743 

treatment group, host sex, clinical presentation, and the identification of pathogenic 744 

markers for ETEC, EAEC, or EPEC pathotypes for each isolate by subject. Further 745 

details in Table S1 746 
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 749 
Figure 3. Phylogenomic analysis of E. coli isolates in study.  A) A whole-genome 750 

phylogeny of the isolate sequences and reference E. coli and Shigella genomes (shown 751 

in black) highlighting examples of diversity among subject-specific isolates within and 752 

across time points. The scale bar indicates the approximate distance of 0.03 nucleotide 753 

substitutions per site Nodes with bootstrap values of greater than 90 are marked with a 754 

circle. Examples of isolates from subjects that demonstrate the greatest (3_475_03) and 755 
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least (4_203_08, 8_415_05, 1_182_04) amount of diversity are highlighted: 3_475_03 756 

in red, 4_203_08 in blue, 8_415_05 in green, and 1_182_04 in purple.  The number of 757 

dots denote the sample number from which the isolate was obtained. E. coli  758 

phylogroups are labeled. Full figure with all subjects is presented in Figure S1.  759 
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Figure 4: Phylogenomic distribution of sequence types of isolates from select 763 

subjects. A cladogram of the phylogeny highlighting relative positions of genomes of 764 

isolates from selected subjects with MLST sequence types shown in colored blocks 765 

corresponding to the sequence type as shown in the legend. Selected example subjects 766 

highlight low diversity within time points but high diversity across time (subject 767 

1_182_04), high diversity within and across time (3_475_03), intermediate diversity 768 

across time (4_203_08), and low diversity across time (8_415_05).   769 
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Table 2: Summary of macrolide resistance gene presence by treatment group and time 774 

point. The proportion of isolates in which a macrolide resistance gene was identified is 775 

shown for each time point.  Subjects are separated in to treatment groups and 776 

categorized based on the time points in which macrolide resistance genes are identified.  777 

Percentages reflect the proportion of subjects that fall in to each macrolide resistance 778 

gene category within treatment groups.  779 
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