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Supplemental Fig S5 Comparison of estimated molecular clock rate (A) and tree root height 
(B) between two different population models, exponential growth and Bayesian skyline. Tree 
topology is extremely similar between Bayesian and Maximum Likelihood methods (C), taxa 
not present in the Bayesian construction did not have associated collection dates. Linear 
regression of root-to-tip distance and collection date shows a strong temporal signature (D) 
which is not maintained when the dates are permuted (E).


