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Supporting Figure 1. The filter box. An unlimited number of filters of different types (genomic location,
presence / absence of homologs, gene ids, function, biological process, product, cellular component,

EC number, type of evidence) can be combined with the operators AND (intersection) or OR (union).
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Supporting figure 2. Example of the homolog table view showing a subset of the dispensable genes set of E. faecalis V583 and their homologs among a few
compared species. The two duplicated collinear syntenies EF_1875-EF_1879 and EF_2277-EF_2281 are highlighted in red. They are conserved in our

dataset among twenty-four firmicutes, all of which are pathogenic to human (see Supporting Table 4).



