Supplementary Table 4. The parameter settings for phylogenetic analysis

	Parameters 
	Item
	Settings

	Maximum likelihood tree
	Phylogeny test
	Test of phylogeny: bootstrap method

No.: 1,000

	
	Substitution model
	Substitutions type: nucleotide 
Model/Method: general time reversible

	
	Rates and patterns
	Gamma distributed with invariant sites (G+I)

	
	Data subset to use
	Gaps/Missing data treatment: partial deletion, 95%

	
	Tree inference options
	ML heuristic method: nearest-neighbor-interchange (NNI)
Initial tree for ML: automatically (Default – NJ/BioNJ)
Branch swap filter: none


