Table 1. Parameters and their prior distributions. Y is the number of taxon-pairs. 
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Number of different divergence
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a vector of mutation rate scalars to
gamma; (with the shape and scale parameters, ( and 1/(



accommodate among locus mutation
respectively)




rate heterogeneity.  i-th element, si, of




this vector is the scalar for the i-th locus
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shape parameter for gamma distribution
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Divergence time
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(in units of 4N generations)
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uniform [(min,(max)




mutational parameter (4N() where N is 




the average of current effective population 




sizes of the two descendent daughter 




populations, and ( is the mutation rate




per nucleotide site. The population size 

mutational parameter per locus for i-th 

locus is calculated as ( si li, where li is the




sequence length of i-th locus. 
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Ancestral effective population size
uniform [0.01, (max Nanc,max)
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uniform [0.01 (B1, (B1)
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(B1 and (B2 and 0.0, the present time
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the times at which (A1 and (A2 grow 
uniform (0.0, ()
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Effective migration rate, where m is 
uniform [0, Mmax)
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Per locus mutation rate scalar 

fixed

p 


per locus ploidy and/or generation
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time scalar
