Table S5. Comparison of BiSSE models correcting for missing data with a pruned input tree and one overall estimate of the percentage of unsampled taxa (69%), with either (a) one rate of character change, or (b) rates of reversal (q10) constrained to be rare (<1%) relative to gains of lecithotrophy (q01).
	
	df
	ln(L)
	AIC1
	χ2
	P

	a) unrestricted BiSSE2
	
	
	
	

	  (1),  (1), q (1)
	9
	63.08
	-108.16
	n/a
	n/a

	  (1),  (2), q (1)
	12
	64.97
	-105.94
	3.79
	0.285

	  (2),  (1), q (1)
	12
	67.61
	-111.22
	9.06
	0.029

	  (2),  (2), q (1)
	15
	67.82
	-105.64
	9.49
	0.148

	b) restricted BiSSE
	
	
	
	

	  (1),  (1), q (1)
	9
	60.37
	-102.73
	n/a
	n/a

	  (1),  (2), q (1)
	12
	64.39
	-104.78
	8.04
	0.045

	  (2),  (1), q (1)
	12
	67.85
	-111.69
	14.96
	0.002

	  (2),  (2), q (1)
	15
	68.09
	-106.18
	15.54
	0.017


1Goodness of fit of alternative parameterizations assessed by Akaike Information Criterion (AIC) scores and chi-square tests of nested models; values for the preferred model are bolded.

2(#) denotes one vs. two rates of speciation () or extinction (µ).
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