Table S4: Estimated crown ages (in millions of years ago, Ma) and results of the ancestral area estimates under the Dispersal-Extinction-Cladogenesis (DEC) model, assuming the MCMC Bayesian consensus tree obtained using the software BEAST 2 and concatenating the two mitochondrial genes. See text for details. CA = Central America; SA = South America. Node labels are shown in Supplementary Figure S2. The ancestral areas of the nodes from the extended non-Atelopus bufonid outgroup were not estimated, and as a result, a dash symbol was used for these nodes under the DEC estimation column.

	Node label
	Mean crown age (Ma)
	95% posterior credibility interval (Ma)
	DEC estimation

	K
	0.93
	0.40-1.55
	SA (100 %)

	L
	3.19
	1.71-4.87
	SA (100 %)

	M
	4.11
	2.28-6.11
	SA (100 %)

	N
	1.32
	0.51-2.23
	SA (100 %)

	O
	3.75
	2.50-6.80
	SA (100 %)

	P
	5.08
	2.92-7.53
	SA (100 %)

	S
	30.47
	21.17-41.13
	-

	T
	4.16
	1.87-6.60
	-

	U
	6.45
	3.51-9.68
	-

	V
	12.38
	6.12-18.85
	-

	W
	15.03
	9.38-21.36
	-

	X
	17.84
	11.47-24.85
	-
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