[bookmark: _GoBack]Supplementary Table S1. Command prompt listings of SeqWord Motif Mapper (SWMM) program calls used to generate the example outputs.

Listing 1. Command prompt for generating dot-plot and statistical plot graphs to analyse the distribution of canonical motifs GatC in E. coli ATCC BAA-39.
py run.py --dotplot Y --statplot Y --dotplot_motifs GatC,2,-2 --maximum_sites 0 \
	--project_directory E.coli --input_GFF E.coliBAA196.gff \
--input_GBK E.coliBAA196.gbk --tasks gc,gcs,mge

Listing 2. Command prompt for generating a circular map plot to analyse the methylation coverage of available GatC motifs in the genome of E. coli ATCC BAA-39.
py run.py --circular_map Y --statplot Y --cmap_motif GatC,2,-2 --maximum_sites 0 \
	--project_directory E.coli --input_GFF E.coliBAA196.gff \
--input_GBK E.coliBAA196.gbk --modified_or_unmodified M \
--sites_or_motifs sites

Listing 3. Command prompt for generating a circular map plot to analyse the strand-biased distribution of GWaGNNNNNGAt motifs in S. aureus 598.
py run.py --circular_map Y --statplot Y --cmap_motif GWaGNNNNNGAt,3 \
	--project_directory S.aureus --input_GFF S.aureus_598.gff \
--input_GBK S.aureus_598.gbk --modified_or_unmodified M \
--sites_or_motifs sites --strand leading

Listing 4. Command prompt for generating circular map plot to analyse the distribution of modified cytosine residues in the replicons of H. volcanii SVX82.
py run.py --circular_map Y --statplot Y --cmap_motif cTWg,1,-1 \
	--project_directory Haloferax --input_GFF Haloferax.gff \
--input_GBK Haloferax.gbk --modified_or_unmodified M \
--sites_or_motifs sites 
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