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	 Model1
	PS2
	SS3
	
	PS lnBF(SC/RC)4
	SS lnBF(SC/RC)5
	
	RC6
	PS lnBF7
	SS lnBF8

	RC_cost
	-2700.0
	-2688,7
	
	63.5
	75.6
	
	BSP-cost
	15.7
	3.6

	SC_cost
	-2763,5
	-2764,3
	
	
	
	
	
	
	

	 
	
	
	
	
	
	
	
	
	

	RC_BSP
	-2684,3
	-2685,1
	
	37.3
	37.5
	
	Cost-Skygrid
	47.1
	59.3

	SC_BSP
	-2721,6
	-2722,6
	
	
	
	
	
	
	

	 
	
	
	
	
	
	
	
	
	

	RC_Skygrid
	-2747,1
	-2748,0
	
	84.1
	84.2
	
	BSP-Skygrid
	62.8
	62.9

	SC_Skygrid
	-2831,2
	-2832,2
	
	
	
	
	
	
	


1. Bayesian molecular clock and demographic models used in the analysis: SC = strict molecular clock; RC = relaxed molecular; cost = constant population size; BSP = Bayesian Skyline Plot; Skygrid = Bayesian skygrid plot.
2. Model’s Marginal likelihood estimate using to the Path Sampling (PS) method.
3. Model’s Marginal likelihood estimate using to the Stepping Stone (SS) method.
4. Bayes Factor comparing strict (SC) versus relax (RC) molecular clock model based on PS estimates of marginal likelihoods.
5. Bayes Factor comparing strict (SC) versus relax (RC) molecular clock model based on SS estimates of marginal likelihoods.
6. Demographic models (enforcing a relaxed molecular clock) compared.
7. Bayes Factor comparing different demographic models based on PS estimates of marginal likelihoods.
8. Bayes Factor comparing different demographic models based on SS estimates of marginal likelihoods.
Selected models (according the BF comparisons) are given in bold.

