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Figure S1: Phylogenetic tree of environmental isolates from Neusiedler See and reference strains, based on multi-locus sequence analysis. Red (Phenotypic
antibiotic resistance testing (ABR) and whole genome sequencing (WGS)) and yellow bars (phenotypic antibiotic resistance testing only) indicate the selected

isolates analysed in this study. Figure modified after Pretzer et al 2017.
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Figure S1: Phylogenetic tree of environmental isolates from Neusiedler See and reference strains, based on multi-locus sequence analysis. Red (Phenotypic antibiotic resistance testing (ABR) and whole genome sequencing (WGS)) and yellow bars (phenotypic antibiotic resistance testing only) indicate the selected isolates analysed in this study. Figure modified after Pretzer et al 2017. 
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