Table S2 Statistics resulting from phylogenetic analyses in this study
	Dataset
	No. of taxa
	No. of bpa
	Maximum parsimony

	
	
	
	PICb
	No. of trees
	Tree length
	CIc
	RId
	RCe
	HIf

	act
	163
	280
	111
	32
	243
	0.679
	0.978
	0.664
	0.321

	cmdA
	167
	690
	283
	590
	608
	0.684
	0.981
	0.671
	0.316

	his3
	163
	463
	165
	248
	626
	0.526
	0.946
	0.497
	0.474

	rpb2
	157
	863
	247
	3
	546
	0.604
	0.974
	0.589
	0.396

	tef1
	169
	520
	247
	1000
	631
	0.678
	0.980
	0.664
	0.322

	tub2
	155
	591
	273
	1000
	726
	0.643
	0.965
	0.621
	0.357

	act/cmdA/his3/rpb2/tef1/tub2
	169
	3407
	1207
	1000
	3106
	0.582
	0.967
	0.563
	0.418

	Dataset
	Maximum likelihood
	

	
	Subst. modeg
	NSTh
	Rate matrix
	Rates

	act
	TPM2+I+G
	6
	0.5513 
	3.8036 
	0.5513 
	1.0000 
	3.8036 
	Gamma

	cmdA
	TrN+G
	6
	1.0000 
	4.0386 
	1.0000 
	1.0000 
	7.0477 
	Gamma

	his3
	TIM2+I+G
	6
	1.5968 
	4.9686 
	1.5968 
	1.0000 
	8.7562 
	Gamma

	rpb2
	TIM2ef+I+G
	6
	1.5060 
	9.3370 
	1.5060 
	1.0000 
	19.6665 
	Gamma

	tef1
	GTR+G
	6
	1.2250 
	1.8779 
	1.0719 
	0.4995 
	3.4869 
	Gamma

	tub2
	TPM3uf+I+G
	6
	1.4444 
	4.7166 
	1.0000 
	1.4444 
	4.7166 
	Gamma

	act/cmdA/his3/rpb2/tef1/tub2
	TIM2+I+G
	6
	1.3655 
	4.4279 
	1.3655 
	1.0000 
	7.0732 
	Gamma


a bp = Base pairs.
b PIC = Number of parsimony informative characters.
c CI = Consistency index.
d RI = Retention index.
e RC = Rescaled consistency index.
f HI = Homoplasy index.
g Subst. model = best fit substitution model.
h NST = Number of substitution rate categories.
