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Abstract





We describe MPI-based parallel computation approaches to Bayesian phylogenetic inference using Markov chain Monte Carlo.  Bayesian inference of phylogeny is based on the posterior probability of the phylogenetic model.  A Markov chain can be constructed in which the stationary distribution of the state space of parameters approximates the posterior probability of the parameters of the phylogenetic model.  When applied to infer large phylogeny, Bayesian phylogenetic inference is computational expensive both in computation time and memory requirement.  Using MPI, we developed a parallel implementation to speed up Bayesian phylogenetic inference and allow it to perform inference in larger models. The implementation is evaluated on a 32-processor Beowulf cluster machine.
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