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Supplemental Figure S2 - Stepping-stone computation of
marginal likelihoods for Bayes factor species delimitation. This
method calculates the marginal likelihoods from the area under
the likelihood posterior curve. Two replicate chains were run
for each method and dataset. The mean likelihoods are plotted
with + symbols for one chain, and x symbols for the other.
Segmented lines approximating the curve are plotted by
connecting the likelihoods averaged for both chains.



