Figure S3: Inferred amino acid gene trees for the 79 concatenated plastome genes. Branches
colored in red are discordant with the accepted topology (AT). Pie charts depict the amount of
gene tree conflict observed in the amino acid gene tree analysis, with the blue, red, green, and
gray slices representing, respectively, the proportion of gene trees concordant, conflicting

(supporting a single main alternative topology), conflicting (supporting various alternative
topologies), and uninformative (BS < 70 or missing taxon) at each node in the species tree.
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