[bookmark: _GoBack]Supplementary Fig. S1. Phylogenies of the intimin subtypes and the partial amino acid sequences of the cytolethal distending toxin B subunit. (A) Neighbour-joining tree based on the amino acid sequences of 30 known intimin subtypes and the predicted amino acid sequences of the 30 E. albertii strains in this study. GenBank accession numbers of each reference intimin subtype are shown. (B) Neighbour-joining tree based on the partial amino acid sequences of the CdtB subunit of 30 E. albertii strains and five reference types. The cdtB genes of all 30 E. albertii strains were amplified using the s1/as1 primer pair and were most similar to cdtB types II, III and V. Two strains (indicated by a star symbol) contained a second cdtB copy, which was identical to the cdtB reference type I. 
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