Table S2: Description of alignments analyzed in this study.

	Figure
	Alignment
	Included characters (#)
	Parsimony informative characters (#)

	S1a
	Combined nssu, nlsu, RPB2
	4301, 3637 (rDNA likelihood)
	1283

	S1a
	nssu
	1824
	374

	S1a
	nlsu
	1813
	403

	S1a
	RPB2
	1085
	534

	S1b
	fHANT-AC combined
	2381
	1651

	S1b
	NRT2 (fungal)
	468
	386

	S1b
	EUKNR(fungal)
	851
	597

	S1b
	NAD(P)H NIR (fungal)
	1062
	668

	S2a
	NRT2 (eukaryote)
	424
	325

	S2b
	EUKNR (eukaryote)
	785
	547

	S2c
	NAD(P)H NIR (eukaryote)
	1082
	855





