Annotated example is from Smillie, Smith, et al., Ecology drives a global network of gene
exchange connecting the human microbiome, Nature (2011)
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Figure 1 | Recent HGT is enriched in the human microbiome across all
phylogenetic distances. HGT frequency is plotted as a function of the — - . te
phylogenetic divergence between species for human-associated bacteria (a) and ‘j* *“‘ﬁ/LLL‘ ‘e d A
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are also observed for the effects of 1
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(Supplementary Fig. 6). pLot.

icity within the same figure. Together, the elements provide a generalized interpretation of
results, as well as the specific metrics supporting the presented outcome.
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