
Control for domination of single species pair

Supplementary Figure 11: Test of over-representation of a single species pair. We applied the following re-sampling strategy
to the dataset of gene pairs with experimental GO annotations without common authors: First, we partition the dataset into
independent sub-datasets. Each sub-dataset is composed of all the gene pairs of a given homology type and species pair.
After building those sub-datasets, we randomly select gene pairs with replacement of the same size or a maximum number
of allowed pairs. This number has been set to 2000 gene pairs per species pair and homology type. This way we ensure
that any species pair can influence the results more than 1.5%. We then compute the average similarity per homology type
and distance category from the combined sub-datasets. This whole procedure is repeated 100 times in order to obtain the
necessary quantiles for the box-plots.


