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Fig. S1. Malpighiales phylogeny inferred from nucleotide sequences of the plastid inverted repeat region. Fifty-percent maximum-likelihood majority-rule
consensus phylogeny is shown here. Well-supported relationships between Centroplacaceae, Elatinaceae, and Malpighiaceae are highlighted in gray. Values
are maximum-likelihood bootstrap percentages and Bayesian posterior probabilities, respectively.
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Fig. S2. Phylogeny and divergence time estimates of Malpighiaceae inferred using BEAST. The three fossil calibration points described in the main text are
starred. Old World clades that have lost the oil-bee association are shown in red; New World clades that have lost the oil-bee association are shown in blue.
Numbers near nodes are Bayesian posterior probabilities/maximum-likelihood bootstrap percentages; a hyphen indicates that the node is not present in the
maximum-likelihood 50% majority-rule consensus tree. Divergence time estimates in million years with associated confidence intervals are shown in blue.
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Table S1. Morphological characters scored by Davis and Anderson (1)
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Table S1. Cont.

Characters with significant difference between oil-bee pollinated clades are highlighted in bold. An acceleration in trait diversification in oil-bee clades is
indicated in blue; a deceleration in oil-bee free clades are in bold and italics.

1. Davis CC, Anderson WR (2010) A complete generic phylogeny of Malpighiaceae inferred from nucleotide sequence data and morphology. Am J Bot 97(12):2031–2048.
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