Supporting Figure Legends

Figure S1.  Bayesian molecular phylogeny for all the native (black) and exotic (colored) species in the Buell-Small Succession Study from 1966-2009. Tips of exotic species are color coded according to their invasive status, by whether they could establish or dominate at least one plot (successfully introduced but failed established exotics, cyan; successfully established but failed dominant exotics, green; successfully dominant exotics, red). The native species with brackets are the species which persisted in at least one plot for the last observation in 2009, and the numbers in brackets are the numbers of plots they persisted. Scores on nodes indicate posterior probabilities.
Figure S2.  The effects of phylogenetic distances to native residents on the cover of the exotic species in the plots. Data on the cover of exotics were square root-transformed, and modeled by linear mixed models with a Gaussian distribution. The phylogenetic distances between the exotics and natives were calculated by single-year observation (current community, only considering species that were present in 2009) and temporal data (historical community, considering the cumulative performance of species from 1989 to 2009) respectively. Negative coefficient estimates (with 95% credible intervals plotted as bars) indicate that the abundance of the exotic species decreased with their phylogenetic distances to the native species in the plots, while the positive values indicate the opposite.
