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constraint this node to 0.75MYA

1:  0.426 (±0.147)

2: 0.976 (±0.284) 

17: 3.116 (±0.731)

16: 0.121 (±0.055) 

15: 0.929 (±0.268) 

14: 1.664 (±0.413) 

13: 0.716 (±0.213) 

11: 0.414 (±0.133) 

12: 2.917 (±0.689) 

10: 0.353 (±0.113) 

8: 0.141 (±0.066) 

9: 2.676 (±0.643) 

7: 0.988 (±0.285) 

6: 0.347 (±0.129) 

5: 2.511 (±0.610) 

4: 0.479 (±0.157) 

3: 1.20 (±0.334) 

Additional file 3 Bayesian tree used for divergence time estimates and the divergence time for each major clades. Phylogenetic 
analyses are rooted with Oryctolagus cuniculus. The best substitute model GTR+I+G was used for Bayesian inference. The 
numbers above the branches are the Bayesian posterior probabilities (PP).

constraint this node to 1.83±0.669MYA 
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