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Supplementary Table S1 Primers used in this study.
	Name
	Sequence

	URA3-BSD-S
	CCCAGTATTCTTAACCCAACTGCACAGAACAAAAACCTGCAGGAAACGAAGATAAATCATGGCCAAGCCTTTGTCTCAAG

	URA3-BSD-A
	ATTAAATTGAAGCTCTAATTTGTGAGTTTAGTATACATGCATTTACTTATAATACAGTTAGCCCTCCCACACATAACCAG

	URA3-Pro
	CGCATATGTGGTGTTGAAGAAACATG

	BSD-S
	ATGGCCAAGCCTTTGTCTCAAG

	URA3-Ter
	CTTGGTTCTGGCGAGGTATTGG

	　
	　

	ARS-HIS3
	GTGATGACGGTGAAAACCTCTGAC

	HIS3-ARS
	GCTTACAGACAAGCTGTGACCG

	55483-URA3
	ATATCTAAAGCTATGTTTAGATTATAATCCTTATACATCTGAGCTAAATCAATGTCATCCGCGGCCGCAACATGTCGAAAGCTACATATAAGGAACGTG

	60-ADH1
	GATTTTTCTTACCCTCTAGAGTTTCCTACGGTCGTGGGTCACACATTTTTTTCTAGACACGCGGCCGCAACCCACTATTTATACCATGGGAGGC

	　
	　

	ADH1
	CCATCCACTTCTTTCTCTCTCG

	411
	CAGACAAATTAATTCTCGTCC

	14136
	CATGTAGACCCATATGTTGTTG

	14426
	CAATAGGGATCCTAAAGTTGTAGAG

	26501
	CCTTACATCGTACCATAAAC

	26911
	CACAGATTCTATCACGGC

	40873
	GGAACGCTTTCGTATAATATCG

	41220
	GAGACGTTATAGAACGCCATC

	55377
	GAGGAAGCACATATGTTGAC

	URA3
	CTCCAGTAGCTAGGGAGC

	　
	　

	C3L-F
	TGTCTACCTGGATACAGAAAGCAA

	C3L-R
	GGCATCTCCGTTTAATACATTGAT

	C3L-Probe
	6-FAM CCCATATATGCTAAATGTACCGGTACCGGA BHQ1

	E9L-F
	GAACATTTTTGGCAGAGAGAGCC

	E9L-R
	CAACTCTTAGCCGAAGCGTATGAG

	E9L-Probe
	6-FAM CAGGCTACCAGTTCAA MGB
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