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Supplementary Fig. S1 - Influence of the quality of the assembled genomes on the efficacy of the WGS—based
MLVA loci extraction. The graphs show the correlation of the efficacy (measured by the number of loci for which
an allele was called) of the bioinformatics script with the number of assembled contigs (panel (a)) and with the
depth of coverage (panel (b)) after assembly polishing improvement. Two algorithms (SPAdes and
VelvetOptimiser) were used to de novo assembly trimmed reads of each strain (see methods for details). The
Pearson coefficients (r) are also shown for both graphs as well as the tendency lines shown with the respective
equations.



