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Supplementary Figure 2: Estimated background similarity per genome pair for each ontology and homolog relation type. For within-species homologs, entries along one column
correspond to the background similarity within the species on the x-axis with respect to the speciation event with the species on the y-axis. The background similarities for each
genome pair and homology type have been computed between 10,000 random gene pairs, where both genes have (i) at least one recorded homologous match of that type and (ii)
are annotated with experimental GO annotations.


