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	Locus
	length 
(bp)
	Phylogenetic
informativeness
	Forward 
(5’->3’)
	Reverse
(5’->3’)

	RPA2*
	1452
	134.9
	TNTGYCCNGTNCAYACNCC
	CRTCNCKYTCCATYTCNCC

	RPC2*
	1164
	125.6
	RGGNYTNGTNAARCARCA
	DAYNCKNGTCATNCC

	RPB1*
	1101
	113.3
	GARTGYCCDGGDCAYTTYGG
	TTCATYTCRTCDCCRTCRAARTC

	SF3B1*
	1263
	112.6
	GMARGCNMGNCAYACNGG
	TCRTGNGGNCCDATNGCYT

	TFB4*
	1227
	109.8
	GAYGARGCNCAYAAYATHG
	YRTGNCKCATNGCRTCRAA

	RPA1*
	921
	96.6
	GCNGAYTTYGAYGGNGAYG
	CKNCCNGCCATRSWRTGRA

	SNF2
	1026
	95.6
	SYGAYGAYATGGGNYTNGG
	CKRTCCATNGYCTGNARRTC

	HSP70-C
	1245
	92.2
	YCARGTNGCNATGAAYCC
	NCCRTTNGCRTCDAYRTC

	SWI/SNF
	1089
	92.0
	SYGAYGAYATGGGNYTNGG
	CKRTCCATNGCYTGNARRTC

	α-tubulin*
	1149
	91.2
	RGTNGGNAAYGCNTGYTGGGA
	CCATNCCYTCNCCNACRTACCA




