Supplementary Table 1. Summary statistics of sequence characteristics and phylogenetic information for the ITS, LSU, hsp90, and concatenated datasets.
	
	ITS
	LSU
	hsp90
	Concatenated

	sequences
	47
	69
	55
	74

	sequence length (bp)
	238
	650
	217
	1105

	distinct alignment patterns
	97
	127
	61
	285

	parsimony-infromative sites
	84
	121
	57
	262

	singleton sites
	8
	3
	2
	13

	constant sites
	146
	526
	158
	830

	undetermined characters or gaps
	3.41%
	1.86%
	0.01%
	18.36%

	optimal log-likelihood
	-1350.324
	-2259.444
	-812.094
	-4492.908



