[bookmark: _GoBack]Table S5. Information about sizes of the genetic datasets before and after removing introns and ambiguous SNPs. The mitochondrial locus 16S was not used in the datasets of Leotiomycetes and Sordariomycetes. The original datasets of the nuclear 28S and 18S of Dothideomycetes were retrieved from previously composed datasets (Muggia et al. 2013) already trimmed from introns.
	Dataset
	Genetic loci

	
	nuLSU 28S
	nuSSU 18S
	mtSSU 16S

	Chaetothyriales total
	2900
	4352
	1374

	Chaetothyriales trimmed
	1361
	708
	639

	Dothideomycetes total
	n.a.
	n.a.
	855

	Dothideomycetes trimmed
	1242
	705
	583

	Leotiomycetes total
	2306
	1845
	-

	Leotiomycetes trimmed
	1355
	900
	-

	Sordariomycetes total
	2270
	1000
	-

	Sordariomycetes trimmed
	1302
	927
	-



