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Figure S5 Non-standard prior distributions do not alleviate long branch attraction when Bayesian
integration is used. Data were simulated using the JC69 model and an unresolved topology with
two long (0.75 substitutions/site) and two short (0.05) terminal branch lengths. The true evolu-
tionary model was used to analyze data. The proportion of replicates from which each possible
resolved tree was recovered and mean posterior probability for each tree are shown; bars indi-
cate standard error. a, Analyses were conducted using different prior distributions for internal
and terminal branch lengths1. The prior on the internal branch length was exponential with
mean 10−5; the exponential prior on terminal lengths had mean 0.1. b, We altered the branch
length proposal mechanism of MrBayes v3.1.2 to allow proposals of zero-length branches on
each topology. Data were analyzed using a branch length prior uniform on [0,10]. c, Analy-
ses were conducted using a Bayesian method that explicitly samples unresolved trees2. Equal
prior probability (0.25) was placed on the three possible resolved trees and the unresolved star
tree. To estimate topological bias, recovery of the star tree as the best-supported topology was
scored as 1/3 recovery of each resolved phylogeny, and the posterior probability for the star
tree was equally distributed among the resolved trees for each replicate.
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