[bookmark: _GoBack]Table S4. Parameters implemented in PhyloBayes v3.3b.
	Gene Region
	# Taxa / Characters
	# Cycles
	Burn-in
	Maxdiff 
	Meandiff

	Mt 12S
	135 / 830
	35,352-35,446
	10% (3,535)
	0.0670527
	0.00260182

	Mt 16S
	146 / 472
	20,623-20,634
	10% (2,062)
	0.075431
	0.00341621

	Mt cox3
	127 / 722
	144,049-144,915
	10% (14,492)
	0.0818219
	0.00238712

	Nc 28S
	150 / 3067
	75,495-75,639
	5% (3,782)
	0.292268
	0.00526072


Model: CAT + GTR. 4 chains. After burn-in, we sampled every 10 trees thereafter. Mt: mitochondrial. Nc: nuclear. Maxdiff: largest discrepancy observed across all bipartitions. Meandiff: mean discrepancy observed across all bipartitions. #: number.
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