Table S4. Branch lengths estimated using different approaches.

	Models of substitutions


	B1N
	B2N
	BS

	Maximum likelihood 
	0.486
	0.196
	0.232

	Maximum likelihood, CpGs removed
	0.456
	0.178
	0.247

	Modified Nei-Gojobori method, p-distance
	0.264
	0.114
	0.158

	Modified Nei-Gojobori method, JC-correction, CpGs removed
	0.577
	0.261
	0.440


B1N, B2N and BS are the branches of phylogenetic trees shown in the Figure 3.
