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Technical Appendix 

Technical Appendix Table. Presence of marker genes in 2 independent clinical strains and the patient strain in a whole-genome sequencing assessment of the risk of long-term Shiga 
toxin–producing Escherichia coli infection* 
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O26:H11 + + + + + + + – + + – + + + + + + + + + + + + + + 
O146:H21 – – – – – – – – – – – – – – – – – – + – + – – – – 
O91:H14 – – – – – – – – – – – – – – – – – – – – – – – – – 
*Marker designation and locus tags in the annotated genome of enterohemorrhagic E. coli O157:H7 strain EDL933 (GenBank accession no. AE005174.1) are shown. Gray shading indicates the patient strain. +, detection 
of the respective sequences in the contigs of de novo assembled whole-genome sequencing procedures. 
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