
Alternative A:
using the COG database (’clusters of orthologous
genes’) to assess functional similarity of genomes

Alternative B:
using Gene Ontology annotation (’GO Slim’)
to assess functional similarity of genomes

p-value < 1.00e-20 p-value < 1.00e-20

p-value = 2.33e-27 p-value = 2.53e-14

p-value = 1.74e-47 p-value = 1.15e-13
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Cha�ron et al., Figure S4


