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Figure S2: PCA analysis of the orthologous groups. The orthologous groups of
the different assemblies from subsampled reads were built using Roary. A PCA

was performed to define whether an orthologous gene cluster is present or
absent in an assembly. The different strains analysed are depicted in individual
boxes. The kit and subsampling is indicated in the figure. The x-axis shows
principal component one the y-axis principal component two. Points close to the
reference are those with similar orthologous gene cluster in the assemblies.
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