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Supplementary note on construction of phylogenetic trees. The following parameters
were used for multiple sequence alignments of DNA sequences; gap open cost: 20.0; gap
extension cost: 1.0; end gap cost: free; alignment mode: very accurate; and the following
ones for protein sequences; gap open cost: 10.0; gap extension cost: 1.0; end gap cost:
free; alignment mode: very accurate. For DNA sequences the model choice and
parameters were as following; construction method: neighbour joining [1]; nucleotide
substitution model: general time reversible, GTR [2]; transition/transversion ratio: 2.0;
include rate variation: yes; number of substitution rate categories: 8, gamma distribution
parameter: 1.0; estimate substitution rate parameters, topology and gamma distribution
parameter: yes; bootstrap analysis with 100 replicates; and for protein sequences as
following; construction method: neighbour joining [1]; protein substitution model: WAG [3];
transition/transversion ratio: 2.0; include rate variation: yes; number of substitution rate
categories: 8; gamma distribution parameter: 1.0; estimate substitution rate parameters,
topology and gamma distribution parameter: yes; bootstrap analysis with 100 replicates.
Prototypical protein sequences of all MazF/PemK toxins were aligned with the following
parameters: gap open cost: 20.0; gap extension cost: 1.0; end gap cost: as any other;

alignment mode: very accurate; and visualised using CLC Main Workbench.
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Suppl. fig. 2. Phylogenetic tree based on gapless alignment of rpoB gene sequences derived from strains
isolated in Germany and all strains possessing pem/K-Sa1 locus. Clolours of signatures of closely related
strainsdenote the host:: unknown, light grey; Bos taurus, skyblue; Gallus gallus, green; Homo sapiens, blue;
Meleagris gallopavo, red. The pemIK-Sa1-carrying strains are marked with asterisk.
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Suppl. fig. 4. Phylogenetic tree based on gapless alignment of mazF gene sequences derived from strains
isolated in Germany and all strains possessing peml/K-Sa1 locus.
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