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    Abstract
Species tree inference from multi-locus data has emerged as a powerful paradigm in the post-genomic era, both in terms of the accuracy of the species tree it produces as well as in terms of elucidating the processes that shaped the evolutionary history. Bayesian methods for species tree inference are desirable in this area as they have been shown to yield accurate estimates, but also to naturally provide measures of confidence in those estimates. However, the heavy computational requirements of Bayesian inference have limited the applicability of such methods to very small data sets.
In this paper, we show that the computational efficiency of Bayesian inference under the multispecies coalescent can be improved in practice by restricting the space of the gene trees explored during the random walk, without sacrificing accuracy as measured by various metrics. The idea is to first infer constraints on the trees of the individual loci in the form of unresolved gene trees, and then to restrict the sampler to consider only resolutions of the constrained trees. We demonstrate the improvements gained by such an approach on both simulated and biological data.

Footnotes
	We now run our MCMC chains for 20 days rather than the previous 3 days. This has confirmed and strengthened our previously reported results. The mathematical formulation of the multi species coalescent has been updated for clarity. Finally, our conclusion has been rewritten to provide practical advice to users of our CGT method.

	
https://drive.google.com/file/d/1T56Hz3tMCkMU0qXs8-CftFJwsooKwBao/view?usp=sharing
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