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Supplementary figure 1. Results of the selection analysis onto the primary sequence

of the A and B subunit of LT toxin using MEC model. The analysis of positive

selection indicative of variation, and purifying selection that indicate conserved

residues were colored in shades of yellow and magenta, respectively. Twenty DNA

sequences of the representative LT variants were included in the analysis using a web-

based Selecton version 2,2 (http://selecton.bioinfo.tau.ac.il).



LT13 LT28

LT17@

LT33@

® New LT variant
LT18 @

0.001

Supplementary figure 2. SNP phylogenetic analysis of the LT variants. The
phylogenetic relatedness was determined using an unrooted phylogenetic tree based
on single nucleotide polymorphism (SNPs) of the LT variant nucleotide sequence
reported (15) (LT1-LT16) and the new LT variants founded in this study (L717-LT40).

The tree was constructed by neighbour-joining method using MEGAS.2.



