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Supplementary Figure S1. Phylogenetic tree of P. aeruginosa strains isolated in the HIMFG based on their electrophoretic

pattern (PFGE)

Electrophoretic patterns were obtained by PFGE with the Spe | enzyme. The phylogenetic tree was built with the Unweighted Pair Group Method with Arithmetic
Mean (UPGMA) according to the PFGE electrophoretic patterns and using the gelJv2 program. Ten previously isolated and reported STs in the HIMFG, and the

strains reported in this study (n=15) are incorporated. ST and strain number are also shown.
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