Table S1. Characteristics of simulation treatments.

	Treatment
	Taxa
	Sequence length (bp) (partitions)
	Simulated trees1
	Simulated DNA datasets per tree
	Total number of datasets
	Correct hypothesis2
	Alternative hypotheses
	Constrained nodes
	MCMC length

(106 iterations)

	1
	25
	3500 (4)
	20
	5
	100
	ICH
	H1, H2
	5
	100

	2
	25
	10000 (10)
	20
	5
	100
	ICH
	H3-H8
	5
	100

	3
	25
	10000 (10)
	20
	5
	100
	ICH
	H9-H14
	5
	100

	4
	25
	20000 (15)
	20
	5
	100
	ICH
	H1, H2
	5
	200

	5
	25
	10000 (10)
	20
	5
	100
	DCH
	H15-H16
	5
	100

	6
	25
	10000 (10)
	20
	5
	100
	ICH
	H17-H18
	5
	100

	7
	25
	10000 (10)
	20
	5
	100
	SCH
	H19-H20
	5
	100


1 See tree topologies in File S1; 2 Temporal location of hypotheses is shown in Figures 1 and 2; ICH = intermediate correct hypothesis, DCH = Deep correct hypothesis, SCH = shallow correct hypothesis
