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47) databases, with a cut-off percentage identity of �  90% and coverage of �  70%. The full 

list of the resistance genes that were detected is presented in File S5. 

B: A bar graph depicting the prevalence of phenotypic antimicrobial resistance in 20 isolates. 

The results were interpreted using the recommended breakpoint tables from EUCAST 

(http://www.eucast.org) or the Clinical Laboratory Standards Institute (https://www.clsi.org) 

(Performance Standards for Antimicrobial Susceptibility Testing (28th Information 

Supplement, M100-S28) where EUCAST cut-off values were not available. 

 

Figure 4. A NINJA neighbour-joining tree showing the phylogenetic relationship between 

our study ST2772 (Achtman) strain and all other publicly available genomes that fell within 

the same HC1100 cluster (cgST complex). The locations of the isolates are displayed, with 

the genome counts displayed in square brackets. The branch lengths are annotated with the 

allelic distances separating the genomes. Strains from this study are highlighted in red. The 

sub-tree (B) shows the closest relatives to the study strains, with the allelic distance 

separating them displayed with the arrow (41 alleles).  

 

Figure 5: A NINJA neighbour-joining tree showing the phylogenetic relationship between 

the avian ST4392 (Achtman) strain from this study and all other publicly available genomes 

that cluster together at HC1100 level (cgST complex). The legend shows the continent of 

isolation of the isolates, with genome counts displayed in square brackets. Gambian poultry 

strains are highlighted in red. The study ST strain is separated from a human ST4392 isolate 

by 68 alleles, as shown in the subtree (B).  

 

Supplementary Figures  
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Figure S1. A NINJA neighbour-joining tree of all publicly available E. coli poultry isolates 

from Africa, showing the prevalence of Achtman sequence types (STs). The dominant ST is 

highlighted with a red box.  The legend displays the top 27 STs, with the respective genome 

counts displayed in square brackets.  

 

Figure S2. A NINJA neighbour-joining tree of all publicly available E. coli poultry isolates 

from South America, depicting the prevalence of Achtman sequence types (STs). The most 

common ST found among E. coli isolates from this continent is ST155 (highlighted with a 

red box), similar to Africa (see Figure S1). The top 20 STs are displayed in the legend, with 

the respective genome counts displayed [in square brackets].  

 

 

Figure S3. A NINJA neighbour-joining tree of all publicly available E. coli poultry isolates 

from Europe, depicting the prevalence of Achtman sequence types (STs). The top 20 STs are 

displayed in the legend, with the most common ST among poultry isolates from this continent 

(ST117) highlighted with a red box. The respective genome count per ST is also displayed. 

 

Figure S4. A NINJA neighbour-joining tree of all publicly available E. coli poultry isolates 

from North America, showing the prevalence of Achtman sequence types (STs). The most 

common ST among poultry isolates from this continent is ST117 (highlighted with a red 

box). The legend displays the top 23 STs, with the respective genome counts displayed next 

to the STs. 

 

Figure S5. A NINJA neighbour-joining tree of all publicly available E. coli poultry isolates 

from Asia, showing the prevalence of Achtman sequence types (STs). The most common ST 
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among poultry isolates from this continent is ST156 (highlighted with a red box). The legend 

displays the top 25 STs, with the respective genome counts displayed next to the STs.  

 

Figure S6. A NINJA neighbour-joining tree of all publicly available E. coli poultry isolates 

from Oceania, depicting the prevalence of Achtman sequence types (STs). The most common 

ST found among E. coli isolates from this continent is ST354 (highlighted with a red box). 

The first 18 STs are displayed in the legend, with the respective genome counts displayed. 

 

Figure S7. A phylogenetic tree showing the global distribution of E. coli ST155 isolates. The 

study ST155 isolates are highlighted in red. Hierarchical clustering resolved four sub-

clusters, encompassing the Gambian ST155 strains, displayed in red boxes. The legend 

displays the locations of the isolates, with the genome counts depicted in square brackets.   

 

Figure S8. NINJA phylogenetic trees showing the sub-clusters for the study ST155 

population within the cgMLST hierarchical clustering scheme. The largest sub-cluster 

(HC100_43137) (A) encompassed most of the study ST155 isolates (13/22, 59%), which 

were closely related to isolates from poultry and livestock in sub-Saharan Africa (separated 

by 38-39 alleles).  Sub-clusters 2 (HC100_73903) (B), 3 (HC100_73905) (C) and 4 

(HC100_93719) (D) were unique to the Gambia, although distantly related to isolates from 

humans and a companion animal. The red highlights indicate the study ST155 isolates. The 

locations of the isolates are displayed in the respective legends, with the genome counts 

indicated in square brackets. 

 

Figure S9. NINJA phylogenetic trees showing the closest neighbours to avian ST86 isolates 

from this study. The nearest relatives occurred in livestock, depicted with the arrow. The 
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legend indicates the location of isolation, with the genome count displayed in square 

brackets.  

 

Figure S10. A NINJA phylogenetic tree showing the closest neighbours to avian ST6186 

isolates from this study (A). The nearest relatives occurred in livestock from Kenya (B), 

separated by 58 alleles (depicted with the arrow). The branch lengths display the allelic 

distance between the genomes. The legend indicates the location of isolation, with the 

genome count displayed in square brackets.  

 

Figure S11. A NINJA phylogenetic tree showing the closest neighbours to avian ST602 

isolates from this study. The nearest relatives were isolated from livestock from the US (B), 

separated by 70 alleles (depicted with the arrow). The branch lengths display the allelic 

distance between the genomes. The legend indicates the location of isolation, with the 

genome count displayed in square brackets.  

 

Supplementary Files 
 

File S1. Reference strains that were included in this study.  

 

File S2. A summary of the sequencing statistics of the study isolates derived from this study.  

 

File S3. A. A summary of the sequencing statistics of two novel sequence types derived from 

guinea fowl. B. Prophage types detected from long-read sequences using PHASTER 

(reference 50). 
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File S4. A pair-wise single nucleotide polymorphism matrix depicting the SNP distances 

between the study genomes calculated from the core genome alignment using snp-dists v0.6 

(https://github.com/tseemann/snp-dists).  

 

File S5. A summary of the predicted resistance genes for the study isolates, using ResFinder 

(Reference 24).   

 

File S6. A list of the virulence factors detected among the study isolates using ARIBA VFDB 

(References 22 and 23) and their known functions.  

 

File S7. Predicted plasmid-replicons from the study isolates.  

 

File S8. The global prevalence of antimicrobial resistance genes predicted from whole-

genome sequences of all publicly-available poultry E. coli isolates.  
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