SUPPLEMENTARY FIGURE 1: Detection of positive selection within lineage 1.
Recombination rate p (A), selection parameter ® (B) and posterior probability of @ > 1 (C) at genes act4, dapE, Idh and inlC, as inferred using

software OMEGAMAP. The dotted line marks @ = 1 in panel B and P = 0.95 in panel C. The stars indicate sites with posterior probability of

positive selection > 0.95.
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