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	# Taxa / Characters
	Gens (million)
	Sample Frequency
	# Runs / Chains
	# Swaps / Heating
	# Generations discarded
	Ave SD Split Frequencies

	MtContig
	156 / 2024
	50
	1,000
	2 / 4
	1 / 0.1
	12,500
	0.115447

	MtContig
	156 / 2024
	50
	10,000
	2 / 6
	1 / 0.1
	1,250
	0.105748

	MtContig
	156 / 2024
	50
	10,000
	2 / 6
	3 / 0.2
	1,250
	0.124020

	MasterContig
	156 / 6775
	30
	1,000
	2 / 4
	1 / 0.1
	7,500
	0.135119

	MasterContig
	156 / 6775
	60
	10,000
	2 / 4
	1 / 0.1
	1,500
	0.141684


Datasets for which chains did not converge using MrBayes v.3.1.2. Mt: mitochondrial. Nc: nuclear. Gens: generations. Ave: average. SD: standard deviation. #: number. The MtContig and MasterContig datasets were partitioned.
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