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Fig S1. (a) Dendrogram of the similarity between the different groups based on weighted unifrac distance. 
The microbial composition of fecal pellets of mice from 5 independent experiments were collected from the 
cages of the different treatment groups (run 1 = blue, run 2 = red, run 3 = green, run 4 = purple, run 5 = 
black). The Y- axis indicates weighted unifrac distances between samples calculated from relative 
abundance of operational taxonomic units (OTUs). This indicates similarity between samples at the 
operational taxonomic unit level (OTU) weighted by the proportional abundance of each OTU. VC = 
uninfected mice pretreated with vehicle control ; MET-1 = uninfected mice pretreated with MET-1; VC + 
S. Tm. = S. typhimurium-infected mice pretreated with vehicle control; MET-1 + S. Tm. = S. typhimurium-
infected mice pretreated with MET-1. (b) Box plot of differences between MET-1 OTU abundances in five 
replicates of mice treated with Salmonella + MET-1, vs Salmonella + vehicle. The representative OTU 
sequences were compared by BLAST to the 16S rRNA gene sequences of the MET-1 isolates, and seven 
OTUs were found with sequences that that were 100% identical to the MET-1 isolates. These OTUs 
represent the following Phyla; Genera: Bacteroidetes; Parabacteroides,  Bacteroidetes; Bacteroides, 
Firmicutes; Pseudobutyrivibrio, Actinobacteria; Bifidobacterium, Firmicutes; Acidaminococcus, 
Firmicutes; Eubacterium, Firmicutes; Incertae_Sedis. Abundances were log ratio transformed, and the 
differences between the two groups for the seven genera determined. The genera were also observed in 
vehicle control at approximately the same abundance as in the MET-1 treated animals, suggesting that at 
the resolution available in 16S rRNA gene sequencing there was little difference in abundance. Replicates 
are indicated as A-E. The y-axis is on a log(2) scale. 
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