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Figure S7. Alignment of reference plasmid pK245 (IncR) to the contigs of the newly sequenced S. 
enterica ser. Muenster and Senftenberg isolates (see Table S1 for accessions) where this plasmid was 
predicted by the PlasmidFinder tool. Map generated with GView, version 1.7 through the tblastx 
program, with e-value=0.001, alignment cutoff=50, identity cutoff=70, and no filtering of low complexity 
sequences.
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