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[bookmark: _GoBack]Figure S5. Phylogenetic tree of aminoglycoside transporters on the basis of amino acid sequences of those from antibiotic producers and pathogens. The tree was constructed by using ClustalX2 as described previously [5]. GenBank accession numbers and derived bacterial species are shown in the figure. A, B, C and D indicate cluster numbers. The bootstrap probabilities are shown at branching nodes.　The pathogenic bacteria are marked with blue square. 
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