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Supplemental Figure SF1. Fraction of Gene Ontology (GO) terms compared between all human  

genes and the subset of human genes with identified 1:1:1 orthologues in mouse and rat. Positive 

enrichment indicates over-representation in the 1:1:1 ortholog set and negative enrichment under-

representation in this set. GO terms were extracted from Ensembl(http://www.ensembl.org/).Only the  

annotation of human genes was considered, the human annotation  being applied to each ortholog set. 


