Protocol S12 – Analysis of functional interactions of orphans extend beyond Proteobacteria

Putative orthologs of orphans and annotated genes were determined for the protein components of specified functional neighborhoods by BLAST BDBHs (see Protocol S5). The proportion of genomes containing putative orthologs in each phylogenetic taxon was computed for each neighborhood. Values shown in Figure 7A correspond to the number of genomes with orthologs of pairs of proteins (either annotated-annotated, annotated-orphan or orphan-orphan) for each taxon. Figure 7B corresponds to the number of genomes with orthologs of proteins of either orphans or annotated genes for each taxon, divided by the total number of genomes in such taxon. This procedure pre-filtered redundant strains (those showing a high amount of highly similar sequences) as described before [1].
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