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1 Supplementary Figures and Tables

1.1 Supplementary Figures
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Supplementary Figure 1. Sequence comparison of plasmids pAbAle9 and pAbAle21.1 generated
using FastANI 1.3.3 integrated in the online software Proksee.ca. The color bar indicates the percentage
of identity between the homologous regions that are connected by segments.
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Supplementary Figure 2. Structure of plasmid pAbAle26.2 identified by whole genome sequencing
in isolate Ale26.
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Supplementary Figure 3. Structure of plasmid pAbAle20 identified by whole genome sequencing in
isolate Ale20.
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Supplementary Figure 4. Structure of plasmids pAbAlel0.1 and pAbAlel0.2 identified by whole
genome sequencing in isolate Alel0.
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