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A phylogenetic reconstruction of isolates closely related to MS499, as according to our phylogenetic 

analysis shown in Figure 1 (main text).  This tree is built from 53044 SNPs present in the genome 

sequence shared by all the strains, and numbers represent percent bootstrap support for 1000 

replicates.  These phylogroup B1 isolates fall into two clear groups, with a more distantly related 

group of isolates populated with several STEC E. coli, including B2F1 and O31, and a more closely 

related group of isolates including the ETEC strain E24377A, but otherwise populated with ExPECs 

(MS499 and Str. O08), or human commensal isolates (H494, H420, MS 182-1).  However, on 

branches close to MS499 there is no bootstrap support for these divisions, suggesting that H494, 

MS499, Str. O08, MS 182-1, HVH 989 and HVH 997 are extremely closely related.   



 

Method: Analysis of close phylogenetic relatives 

To investigate the relatedness between MS499 and its closest sequenced relatives, we probed our 

phylogenetic data and identified 14 closely related isolates.  To confirm the relationship amoung 

these sequence, we extracted SNPs from the core genome using the PanSeq program [1] under the 

following settings; nucB: 200, nucC: 50, nucD: 0.12, nucG: 100, nucL: 20, fragmentationSize: 100, 

percentIdentityCutoff: 98 and constructed a maximum likelihood tree under the GTR substitution 

model using MEGA 5.0 [2] with 1000 bootstrap runs.   
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