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	 DNA region
	ITS (ITS1-5.8S-ITS2)
	trnL-F (trnL intron/trnL-F spacer)
	trnH-psbA (spacer)
	rps16 intron
	trnG intron

	Number of terminals
	28
	28
	28
	28
	25

	Length of the alignment (bp)
	598
	724
	406
	856
	772

	No. of parsimony-informative characters (outgroup+ingroup)
	27 (4.52%)
	16 (2.21%)
	31 (7.64%)
	27 (3.15%)
	-

	No. of parsimony-informative characters (ingroup)
	5 (0.84%)
	9 (1.24%)
	19 (4.68%)
	11 (1.29%)
	4 (0.52%)

	Model selected by AIC
	TIM2ef+I
	TPM2uf+G
	TVM+I
	TPM1uf+G
	TPM1uf+I



