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Appendix S3 Methods used to develop a species-resolved phylogeny
We developed a species-resolved phylogeny for all model species by combining published phylogenetic trees and sequence data. As no gene sequence data were systematically available for all study species, we had to first build a genus-level phylogeny and then resolve each genus with published phylogenetic information. To do so, we downloaded sequence data from GenBank for each study genus for the genes matK, rbcL and ndhf (sequence matrix available upon request). Sequence data of each gene were aligned with the algorithm implemented in MUSCLE (Edgar 2004) and alignments were then depurated by removing poorly aligned blocks with the program trimAl (Capella-Gutierrez et al., 2009). Then, a genus-level phylogeny was inferred by maximum likelihood using the program RAxML (Stamatakis 2006) by constraining heuristic searches with a family-level phylogeny derived from Davies et al 2004). The resulting tree was then transformed into a chronogram (time-calibrated tree) by penalised likelihood (Sanderson 2002). As a final step, genera were resolved, using available species level phylogenies, by applying a time-uniform bifurcation process. The position of all species, except for in the genus Ulmus, were thus resolved, based on the following published trees: Suhl et al. 2000; Manos et al. 2001; Evans & Campbell 2002; Navarro et al. 2003; Grotkopp et al. 2004; Hamzeh & Dayanandan 2004; Gleiser & Verdü 2005; Grimm et al. 2006.
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