Table 2. The effect on estimates of E(() (A) and ( (B) when allowing or disallowing among locus DNA mutation rate heterogeneity in the hyper-prior.  This is checked for cases when test data evolves or does not evolve with rate heterogeneity. The accuracy of the estimator is quantified by the correlation coefficient between true and estimated values of E(()) and ( respectively. Each simulated data set is of five taxon pairs with 8 loci each. Under gamma distributed rate heterogeneity, uncertainty in the shape parameter (, is incorporated by randomly drawing ( from a uniform hyper-prior distribution [1,20) with the scale parameter = 1/(, such that the mean rate scalar is 1.0 across replicate simulations.   
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