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Figure S3. Maximum likelihood tree of acrA genes. This tree was built with the amino acid sequences of the
acrA genes from the RND transporter gene clusters present in the Leptospira genomes used in this study. The
tree was built with PhyML 3.0 using the LG model and 500 bootstrap replicates. Bootstrap values are indicated for
branches clustering the genes from different species. Genes from the strain sequenced in this study are indicated

in bold.
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