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Figure S1. Maximum likelihood phylogenetic tree of MOBr family relaxases, including the relaxase of the P. mendocina
Ps799 genome, using IQ-TREE (version 1.6.10) [15]. The descriptions of the MOBr relaxases from different plasmids were
included in Table S2. Colour code: black on yellow = invariant amino acids; _ = key residues that define the
relaxase. The MOBr11 relaxase from pDTGI plasmid (GenBank accession number NC_004999) was used as an outgroup in
order to root the tree.
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Figure S2. Phylogeny of the two P. mendocina genomes (Ps542 and Ps799) and the nineteen P. mendocina reference genomes described in the NCBI database (Table S1): A. Core-
genome phylogenetic tree based on the essential core genome, using Roary (version 3.11.2) [14]. Bootstrap values from 90 to 100% were marked as black circles. B. Heatmap of
the Average Nucleotide Identity based on BLAST (ANIb) for each pairwise comparison. Blue color key represents the percentage of differences between genomes.



