Supplementary Tables

Table S1. A completely list of S. cerevisiae orthologous genes in the 15 hemiascomycete yeasts 
Table S2. A list of CBF1 orthologous genes in the 15 hemiascomycete yeasts 

	Species name
	Locus name or genome coordinates

	Saccharomyces cerevisiae S288c
	YJR060W

	Saccharomyces paradoxus
	AABY01000293.1|:4754-5803

	Saccharomyces mikatae
	AABZ01000162.1|:7436-8476

	Saccharomyces bayanus
	AACG02000013.1|:53150-54223

	Saccharomyces castellii
	AACF01000057.1|:c56839-55462

	Candida glabrata
	CAGL0H01815g

	Kluyveromyces lactis
	KLLA0B13761g

	Kluyveromyces waltii
	AADM01000037.1|:c105673-104879

	Saccharomyces kluyveri
	AACE03000004.1|:1051694-1052804

	Ashbya gossypii
	AFR414Wp

	Zygosaccharomyces rouxii
	ZYRO0G04466p

	Kluyveromyces thermotolerans
	KLTH0C02640p

	Debaryomyces hansenii 
	DEHA2B03828p

	Candida albicans 
	CaO19.10394 

	Yarrowia lipolytica
	YALI0D24167p


Table S3. Primers used in this study

	primer name
	Sequence
	utility

	M13F
	TGTAAAACGACGGCCAGT
	cloning seq

	M13R
	ACAGGAAACAGCTATGAC
	cloning seq

	Kex32Xho-F
	CTGCTCGAGAAAAGAATGAGCGATAAAATTATTCAC
	CBF1 cloning

	Kex32XhoCBF-F2
	CTGCTCGAGAAAAGAATGTCAGGCAAGAGAAGTTATCAG
	CBF1 cloning

	CBFNot32-R2
	CGTGCGGCCGC TCACTCTTCTTCGGTTGGATCTTC
	CBF1 cloning

	KlATP4-F-KO-UK
	TGTCGCACGACACAAGAAACACGTTACTCTTCCTTGAATT-CCGCGCGTTGGCCGATTCAT
	UKKO

	KlATP4-R-KO-UK
	GTTGTAAAGAGTGGCATCTCGTACCCGGTGATTTGGTCCATTCGTACGCTGCAGGTCGAC
	KO

	KlATP4-XhoIF
	ctcgagTAA-ATTAAACTGGAACATGTCGTCGA
	KI

	KlATP4-KI-R
	ATTTGATATATCAGTTTTGGATCTCCT
	KI

	KlATP4-mutKOF
	CTTGAATTCCTTtaccTATAACCAATCA
	CBF1 del

	KlHAP4-F-KOUK-R
	GGTATCTCAAGTTTGAAATGGGGATTGGGTGTTGAGTTGCTTCGTACGCTGCAGGTCGAC
	UKKO

	KlHAP4-R-KOUK-F
	ATAGGTGATCCCAGCAACAGCAGCTACGCTGCTGTTGCATCCGCGCGTTGGCCGATTCAT
	UKKO

	KlHAP4-KI-F
	GTCAAGACCAGCCCCACATA
	KI

	KlHAP4-KI-R
	CTCCGGACCAGCGAAAACAAT
	KI

	KlHAP4-KOF
	TTGTATCTGGGGTCAT-ATCAATTATTAGCA
	CBF1 del

	KlCOX4-F-KO-UK
	CCAGATCAAATGAATAATCTCTTTAATATTAATGGCATGGCCGCGCGTTGGCCGATTCAT
	UKKO

	KlCOX4-R-KO-UK
	TCCGGCGAGAGTAGGATCTAGTGTGGGTGTTGTCAATTGATTCGTACGCTGCAGGTCGAC
	KO

	KlCOX4-XhoIF
	ctcgagTAA-CCATTTTCCCCATTATCTGACATTATA
	KI

	KlCOX4-KI-R
	GATTGATAGGTGATAACTTAGATACTCCGATGT
	KI

	KlCOX4-mutKOF
	CCTATATAAAt-accTCTAGCCAACCA
	CBF1 del

	KlQCR7-F-KO-UK
	GTTCCAGAACAGACGATGGGCGTCCGCACTTCGGTTCAGTCCGCGCGTTGGCCGATTCAT
	KO

	KlQCR7-R-KO-UK
	ACTGGTTAGTACTGACTAAGAAACAGGTACACCACATAATTTCGTACGCTGCAGGTCGAC
	KO

	KlQCR7-XhoIF
	ctcgagTAA-ATAAGCTTTAGTGTGAAAAATAAGTCTATG
	KI

	KlQCR7-KI-R
	TTGTAATGTGAAACGTGGTTGTTACTTGAGC
	KI

	KlQCR7-mutKOF
	GTTCAGTAGTGat-atATTTGACCAA
	CBF1 del

	KlHAP4EMSA-F
	CTAGCGTAGTACTGTAACGGGG
	EMSA

	KlHAP4EMSA-R
	GAAATGGGGATTGGGTGTTG
	EMSA

	KlCOX4EMSA-F
	CGCCAGATCAAATGAATAATCTC
	EMSA

	KlCOX4EMSA-R
	GTAGGATCTAGTGTGGGTGTTGTC
	EMSA

	KlQCR7EMSA-F
	CAGTGAAGTTCCAGAACAGACG
	EMSA

	KlQCR7EMSA-R
	CTGACTAAGAAACAGGTACACCAC
	EMSA

	KlATP4EMSA-F
	CATGTATCGGTATTGTTTATTCGC
	EMSA

	KlATP4EMSA-R
	GATTTGGTCCATGTTCAGTGC
	EMSA

	RT-KlCBF1-F908
	CAAACATCGAAAAATGGACTCTACAA
	qPCR

	RT-KlCBF1-R951
	TGGCACTGGTTAACGATGAAAC
	qPCR

	RT-KlHAP4-F1653
	GAAACTTGGCGATTTGCCAAT
	qPCR

	RT-KlHAP4-R1727
	TCATCTTCGCTGAGTTTCAACAG
	qPCR

	RT-KLCOX4-F
	AAGCCAACCGACGGTCAA
	qPCR

	RT-KLCOX4-R
	GGAACACCGACCATCTTAAGCT
	qPCR

	RT-KlQCR7-F263
	TGCCAAAAGATAAGTGGACCAA
	qPCR

	RT-KlQCR7-R330
	AGCTTCCAACAAATAAGGAGTCAAG
	qPCR

	RT-KlATP4-F302
	TGGCTCCAGCTTACAACGAAT
	qPCR

	RT-KlATP4-R367
	AGGAGTTCAAGATGCTGCTGACT
	qPCR

	RT-KL_ACT-F954
	CGCCTTGGCTCCTTCTTCT
	qPCR

	RT-KL_ACT-R1027
	CACCGATCCAGACAGAGTACTTTCT
	qPCR


Table S4. A list of members of 86 transcriptional module in S. cerevisiae. 

Table S5. A list of D values of transcription modules in the KS tests 

	Module
	# of Genes
	D value of normalized expression data
	D value of un-normalized expression data
	Annotation

	1
	121
	D = 0.2406, p-value < 2.2e-16
	D = 0.2796, p-value < 2.2e-16
	ribosomal proteins

	2
	136
	D = 0.134, p-value < 2.2e-16
	D = 0.1551, p-value < 2.2e-16
	Amino-acid metabolism

	3
	96
	D = 0.2647, p-value < 2.2e-16
	D = 0.2701, p-value < 2.2e-16
	Sporulation

	4
	47
	D = 0.0663, p-value = 0.01967
	D = 0.0947, p-value = 0.000455
	

	5
	47
	D = 0.5601, p-value < 2.2e-16
	D = 0.5577, p-value < 2.2e-16
	Oxidative phosphorylation

	6
	76
	D = 0.1433, p-value = 1.976e-13
	D = 0.1431, p-value = 9.06e-11
	mating

	7
	140
	D = 0.1558, p-value < 2.2e-16
	D = 0.1766, p-value < 2.2e-16
	Nitrogen and Sulphur util

	8
	39
	D = 0.0916, p-value = 0.0008228
	D = 0.0877, p-value = 0.001774
	Proteasome

	9
	19
	D = 0.5019, p-value < 2.2e-16
	D = 0.5208, p-value < 2.2e-16
	

	10
	46
	D = 0.1565, p-value = 4.149e-12
	D = 0.0735, p-value = 0.005968
	rRNA processing

	11
	53
	D = 0.2265, p-value < 2.2e-16
	D = 0.2364, p-value = 2.220e-15
	Meiosis

	12
	81
	D = 0.4327, p-value < 2.2e-16
	D = 0.4659, p-value < 2.2e-16
	mitochondrial ribosomal proteins

	13
	108
	D = 0.0978, p-value = 5.295e-10
	D = 0.1507, p-value < 2.2e-16
	Cell cycle, late G1 (MCB)

	14
	16
	D = 0.0996, p-value = 0.0981
	D = 0.2371, p-value = 1.629e-05
	Phosphate metabolism

	15
	93
	D = 0.0726, p-value = 4.357e-05
	D = 0.1196, p-value = 4.092e-11
	Cell cycle, late G1 (SCB)

	16
	54
	D = 0.0484, p-value = 0.1559
	D = 0.0972, p-value = 0.0008435
	

	17
	36
	D = 0.3654, p-value < 2.2e-16
	D = 0.3293, p-value < 2.2e-16
	

	18
	79
	D = 0.1003, p-value = 3.597e-08
	D = 0.1202, p-value = 5.163e-10
	

	19
	39
	D = 0.1369, p-value = 5.66e-08
	D = 0.0774, p-value = 0.008405
	Stress

	20
	32
	D = 0.3319, p-value < 2.2e-16
	D = 0.3177, p-value < 2.2e-16
	stress response

	21
	50
	D = 0.0477, p-value = 0.2497
	D = 0.1324, p-value = 8.946e-05
	Iron metabolism

	22
	54
	D = 0.2261, p-value < 2.2e-16
	D = 0.2423, p-value < 2.2e-16
	Alternative nitrogen source

	23
	18
	D = 0.1368, p-value = 0.0008667
	D = 0.1529, p-value = 0.0003515
	

	24
	27
	D = 0.1689, p-value = 4.046e-07
	D = 0.1907, p-value = 2.889e-07
	Cell cycle (M/G1, Ace2)

	25
	20
	D = 0.2815, p-value = 3.331e-16
	D = 0.2656, p-value = 5.167e-13
	

	26
	57
	D = 0.108, p-value = 4.064e-07
	D = 0.1463, p-value = 5.966e-12
	

	27
	22
	D = 0.485, p-value < 2.2e-16
	D = 0.4412, p-value < 2.2e-16
	

	28
	22
	D = 0.1388, p-value = 0.001866
	D = 0.2389, p-value = 1.208e-05
	

	29
	46
	D = 0.0831, p-value = 0.002480
	D = 0.0617, p-value = 0.1208
	

	30
	29
	D = 0.0973, p-value = 0.01071
	D = 0.1487, p-value = 7.958e-05
	

	32
	45
	D = 0.1491, p-value = 6.068e-09
	D = 0.1628, p-value = 1.357e-08
	Peroxide shock

	34
	26
	D = 0.311, p-value < 2.2e-16
	D = 0.3012, p-value < 2.2e-16
	

	35
	71
	D = 0.0762, p-value = 0.0001500
	D = 0.1164, p-value = 1.792e-09
	

	36
	73
	D = 0.0921, p-value = 3.055e-06
	D = 0.1087, p-value = 5.468e-07
	Cell cycle, G2/M (FKH1,2)

	37
	57
	D = 0.2891, p-value < 2.2e-16
	D = 0.2819, p-value < 2.2e-16
	Hexose transport

	38
	11
	D = 0.1309, p-value = 0.02583
	D = 0.0864, p-value = 0.3095
	

	40
	43
	D = 0.0573, p-value = 0.09521
	D = 0.1468, p-value = 7.546e-07
	

	41
	46
	D = 0.1323, p-value = 1.174e-07
	D = 0.1592, p-value = 2.043e-09
	

	42
	44
	D = 0.0769, p-value = 0.01108
	D = 0.1303, p-value = 1.118e-05
	

	43
	25
	D = 0.3802, p-value < 2.2e-16
	D = 0.363, p-value < 2.2e-16
	

	44
	39
	D = 0.372, p-value < 2.2e-16
	D = 0.3764, p-value < 2.2e-16
	Galactose utilization

	45
	35
	D = 0.2868, p-value < 2.2e-16
	D = 0.3332, p-value < 2.2e-16
	

	46
	66
	D = 0.0428, p-value = 0.1464
	D = 0.0898, p-value = 4.491e-05
	

	47
	127
	D = 0.2465, p-value < 2.2e-16
	D = 0.2243, p-value < 2.2e-16
	

	48
	85
	D = 0.1037, p-value = 1.384e-09
	D = 0.1323, p-value = 3.875e-14
	

	49
	15
	D = 0.131, p-value = 0.01179
	D = 0.2506, p-value = 1.067e-06
	

	50
	31
	D = 0.2239, p-value = 3.220e-15
	D = 0.2227, p-value = 3.48e-12
	

	51
	51
	D = 0.0757, p-value = 0.003643
	D = 0.1399, p-value = 2.284e-08
	

	52
	91
	D = 0.0652, p-value = 0.0002412
	D = 0.0854, p-value = 8.809e-07
	

	53
	33
	D = 0.1297, p-value = 1.110e-05
	D = 0.1724, p-value = 1.412e-08
	

	54
	64
	D = 0.1063, p-value = 1.091e-07
	D = 0.1437, p-value = 8.29e-13
	

	55
	73
	D = 0.4426, p-value < 2.2e-16
	D = 0.4654, p-value < 2.2e-16
	

	56
	38
	D = 0.3272, p-value < 2.2e-16
	D = 0.2946, p-value < 2.2e-16
	

	57
	139
	D = 0.2119, p-value < 2.2e-16
	D = 0.2328, p-value < 2.2e-16
	

	58
	100
	D = 0.1187, p-value = 5.459e-12
	D = 0.1177, p-value = 3.589e-09
	

	59
	96
	D = 0.0466, p-value = 0.03317
	D = 0.0897, p-value = 1.636e-05
	

	60
	16
	D = 0.1394, p-value = 0.001616
	D = 0.085, p-value = 0.1858
	

	61
	23
	D = 0.3831, p-value < 2.2e-16
	D = 0.445, p-value < 2.2e-16
	Purine biosynthesis

	62
	113
	D = 0.239, p-value < 2.2e-16
	D = 0.2367, p-value < 2.2e-16
	

	63
	99
	D = 0.0443, p-value = 0.02912
	D = 0.103, p-value = 1.070e-08
	

	64
	33
	D = 0.1498, p-value = 3.929e-07
	D = 0.1315, p-value = 4.111e-05
	

	65
	40
	D = 0.2842, p-value < 2.2e-16
	D = 0.2885, p-value = 1.46e-12
	

	66
	23
	D = 0.1523, p-value = 1.191e-05
	D = 0.1715, p-value = 2.472e-06
	Methionine biosynthesis

	67
	26
	D = 0.1931, p-value = 7.178e-10
	D = 0.1673, p-value = 6.06e-07
	Sterol biosynthesi

	68
	138
	D = 0.1282, p-value < 2.2e-16
	D = 0.1504, p-value < 2.2e-16
	

	69
	15
	D = 0.1432, p-value = 0.001599
	D = 0.222, p-value = 1.981e-07
	

	70
	66
	D = 0.0675, p-value = 0.001871
	D = 0.099, p-value = 1.609e-06
	

	71
	44
	D = 0.1965, p-value = 5.662e-15
	D = 0.2072, p-value = 1.670e-13
	

	72
	13
	D = 0.5204, p-value < 2.2e-16
	D = 0.5295, p-value = 3.042e-14
	

	73
	43
	D = 0.1709, p-value = 2.215e-10
	D = 0.1591, p-value = 5.307e-07
	

	74
	32
	D = 0.375, p-value < 2.2e-16
	D = 0.3875, p-value < 2.2e-16
	

	75
	68
	D = 0.1004, p-value = 3.177e-07
	D = 0.1351, p-value = 1.406e-11
	

	76
	44
	D = 0.2221, p-value = 3.465e-13
	D = 0.2394, p-value = 8.3e-11
	

	77
	124
	D = 0.1069, p-value = 1.456e-13
	D = 0.1548, p-value < 2.2e-16
	

	78
	15
	D = 0.0879, p-value = 0.2029
	D = 0.1628, p-value = 0.03206
	

	79
	11
	D = 0.0931, p-value = 0.225
	D = 0.1104, p-value = 0.117
	

	80
	61
	D = 0.2405, p-value < 2.2e-16
	D = 0.2776, p-value < 2.2e-16
	

	81
	38
	D = 0.0462, p-value = 0.3306
	D = 0.0561, p-value = 0.2183
	

	82
	86
	D = 0.0622, p-value = 0.001538
	D = 0.1089, p-value = 2.964e-08
	

	84
	20
	D = 0.2917, p-value < 2.2e-16
	D = 0.3105, p-value < 2.2e-16
	

	85
	99
	D = 0.189, p-value < 2.2e-16
	D = 0.1946, p-value < 2.2e-16
	

	86
	20
	D = 0.2623, p-value = 1.185e-11
	D = 0.3173, p-value = 1.441e-10
	


Table S6. A list of top 10 enriched sequence motifs in the promoters of Module 5 genes predicted by MEME in the 15 hemiascomycete yeasts 

 Table S7. Comparison of Cbf1p target genes in Saccharomyces cerevisiae Module 5 (Cbf1p target genes were marked as X)

	ORF name
	Gene name
	Harbison 2004
	Lavoie 2008
	this study

	YBL030C
	PET9
	
	
	

	YBL045C
	COR1
	
	
	

	YBL099W
	ATP1
	
	
	

	YBR039W
	ATP3
	x
	
	x

	YBR230C
	OM14
	
	
	

	YDL004W
	ATP16
	
	
	

	YDL067C
	COX9
	
	
	x

	YDL181W
	INH1
	
	
	

	YDR178W
	SDH4
	
	
	

	YDR298C
	ATP5
	
	
	

	YDR377W
	ATP17
	
	
	

	YDR529C
	QCR7
	
	
	

	YEL024W
	RIP1
	x
	
	

	YER053C
	PIC2
	
	x
	

	YFR033C
	QCR6
	x
	x
	

	YGL187C
	COX4
	x
	x
	

	YGL191W
	COX13
	
	
	

	YGR174C
	CBP4
	
	
	

	YGR182C
	YGR182C
	
	
	

	YGR183C
	QCR9
	
	
	

	YHR051W
	COX6
	
	
	

	YJL103C
	GSM1
	
	
	

	YJL166W
	QCR8
	x
	
	x

	YJR048W
	CYC1
	
	
	

	YJR077C
	MIR1
	
	
	

	YJR121W
	ATP2
	
	
	x

	YKL016C
	ATP7
	x
	x
	x

	YKL085W
	MDH1
	
	
	

	YKL109W
	HAP4
	
	x
	

	YKL141W
	SDH3
	
	
	

	YKL148C
	SDH1
	
	
	

	YKL150W
	MCR1
	
	
	

	YKR016W
	FCJ1
	
	
	

	YLL041C
	SDH2
	
	
	

	YLR294C
	YLR294C
	
	
	

	YLR295C
	ATP14
	
	
	

	YLR395C
	COX8
	
	
	

	YML120C
	NDI1
	x
	x
	x

	YMR256C
	COX7
	
	
	

	YNL015W
	PBI2
	
	
	

	YNL052W
	COX5a
	
	
	

	YNL055C
	POR1
	
	
	

	YNL100W
	AIM37
	
	
	

	YNR001C
	CIT1
	
	
	

	YOR065W
	CYT1
	x
	
	x

	YPL078C
	ATP4
	
	
	

	YPL271W
	ATP15
	
	
	

	YPR020W
	ATP20
	
	
	

	YPR191W
	QCR2
	
	
	


Table S8. Comparison of Cbf1p target genes in Candida albicans Module 5 (Cbf1p target genes were marked as X)

	C. albicans ORF
	Ortholog in S. cerevisiae
	Lavoie 2008
	this study

	orf19.930
	YBL030C
	 
	 

	orf19.4016
	YBL045C
	 
	 

	orf19.6854
	YBL099W
	x
	x

	orf19.3223
	YBR039W
	 
	 

	orf19.3335
	YBR230C
	x
	 

	orf19.7678
	YDL004W
	 
	 

	orf19.5213.2
	YDL067C
	 
	 

	orf19.5201.1
	YDL181W
	 
	 

	orf19.4468
	YDR178W
	 
	 

	orf19.5419
	YDR298C
	 
	 

	orf19.7509.1
	YDR377W
	 
	 

	orf19.5629
	YDR529C
	 
	x

	orf19.5893
	YEL024W
	 
	 

	orf19.1395
	YER053C
	 
	 

	orf19.913.2
	YFR033C
	x
	 

	orf19.1471
	YGL187C
	x
	x

	orf19.1467
	YGL191W
	 
	 

	orf19.392
	YGR174C
	 
	x

	N/A
	YGR182C
	 
	 

	orf19.2707.1
	YGR183C
	 
	 

	orf19.873.1
	YHR051W
	 
	 

	orf19.4450
	YJL103C
	 
	 

	orf19.4490.2
	YJL166W
	 
	 

	orf19.1770
	YJR048W
	 
	x

	orf19.4885
	YJR077C
	 
	 

	orf19.5653
	YJR121W
	 
	 

	orf19.2785
	YKL016C
	x
	x

	orf19.4602
	YKL085W
	 
	 

	orf19.1481
	YKL109W
	 
	 

	orf19.1480
	YKL141W
	x
	x

	orf19.2871
	YKL148C
	 
	 

	orf19.3507
	YKL150W
	 
	 

	orf19.4396
	YKR016W
	x
	 

	orf19.637
	YLL041C
	 
	 

	N/A
	YLR294C
	 
	 

	orf19.5491.1
	YLR295C
	 
	 

	orf19.5213.1
	YLR395C
	 
	 

	N/A
	YML120C
	 
	 

	orf19.227
	YMR256C
	x
	x

	orf19.2769
	YNL015W
	 
	 

	orf19.4759
	YNL052W
	 
	 

	orf19.1042
	YNL055C
	 
	 

	orf19.1140
	YNL100W
	 
	x

	orf19.4393
	YNR001C
	 
	 

	orf19.3527
	YOR065W
	 
	 

	orf19.3579
	YPL078C
	 
	x

	orf19.5597.1
	YPL271W
	 
	 

	orf19.3757
	YPR020W
	 
	 

	orf19.2644
	YPR191W
	x
	x


Table S9. The presence and absence of Cbf1 binding motifs in the promoters of Module 5 genes in 15 hemiascomycete yeasts. Blue cells indicate the presence of Cbf1 binding motifs based on MEME prediction. Each row represents an orthologous group of genes in the 15 species and the gene names in S. cerevisiae are shown on the left side in each row. Each column represents the Module 5 genes from a species. The species names are abbreviated as in Figure 2 and are given at the top of each column. 
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PET9 YBL030C spar365.g10.1smik136.g5.1sbayc650.g30.1CAGL0F04213gScas667.4 ZYRO0G13068gSAKL0H20482gKLTH0E14476gKwal14.2210KLLA0D04290gAGL047C orf19.930 DEHA2E12276gYALI0D08228g

COR1 YBL045C spar448.g1.1smik134.g10.1sbayc650.g45.1CAGL0F04565gScas340.1 ZYRO0G17930gSAKL0F15026gKLTH0E01760gKwal55.19854KLLA0E05654gABR146W orf19.4016 DEHA2D13640gYALI0A14806p

ATP1 YBL099W spar450.g18.1smik130.g11.1sbayc625.g15.1CAGL0M09581gScas445.2 ZYRO0F13068gSAKL0F13420gKLTH0C05698gKwal27.10636KLLA0E06644gAGL272C orf19.6854 DEHA2D13398gYALI0F03179g

ATP3 YBR039W spar197.g29.1smik146.g6.1sbayc611.g28.1CAGL0I04686gScas718.64 ZYRO0A03652gSAKL0D04158gKLTH0C08162gKwal56.22929KLLA0B06886gACL176W orf19.3223 DEHA2F20658gYALI0F02893g

OM14 YBR230C spar213.g2.1smik693.g6.1 CAGL0C01793gScas515.8 ZYRO0E01694gSAKL0A06798gKLTH0H06270g KLLA0F09790gAAR176C orf19.3335 DEHA2A09482g

ATP16 YDL004W spar96.g27.1smik716.g2.1sbayc611.g7.1CAGL0C04455gScas460.1 ZYRO0A04312gSAKL0C11374gKLTH0G16632gKwal27.11023KLLA0F14773gAEL008W orf19.7678 DEHA2A14014gYALI0D22022g

COX9 YDL067C spar98.g6.1smik172.g2.1 CAGL0D00748gScas513.5 ZYRO0B12562gSAKL0H02794gKLTH0D14520gKwal23.4201KLLA0B03289gAER063W orf19.5213.2DEHA2E10626gYALI0F04114g

INH1 YDL181W spar429.g56.1smik193.g25.1sbayc618.g10.1CAGL0J09262gScas701.34 ZYRO0C09394gSAKL0F09988gKLTH0H02530gKwal56.24395KLLA0F05511gADR109W orf19.5201.1DEHA2D13178gYALI0C05621g

SDH4 YDR178W spar118.g19.1smik767.g7.1sbayc596.g5.1CAGL0F05863gScas682.9 ZYRO0C03828gSAKL0H14146gKLTH0F08932gKwal23.3343KLLA0D18117gAGL137W orf19.4468 DEHA2G15928gYALI0A14784g

ATP5 YDR298C spar109.g8.1smik380.g1.1sbayc630.g2.1CAGL0H01397gScas588.18 ZYRO0G17028gSAKL0G09944gKLTH0G06072gKwal23.5747KLLA0C10384gAAL065C orf19.5419 DEHA2E05500gYALI0D12584g

ATP17 YDR377W spar230.g2.1smik357.g2.1sbayc530.g13.1CAGL0A03036gScas632.3 ZYRO0G01782gSAKL0G02882gKLTH0F15642g KLLA0F21582gACR203W orf19.7509.1DEHA2D18304gYALI0D11814g

QCR7 YDR529C spar348.g10.1smik652.g5.1sbayc569.g6.1CAGL0G10153gScas685.31 ZYRO0F18238gSAKL0C00770gKLTH0F00770gKwal33.13064KLLA0C00825gAFR731W orf19.5629 DEHA2E19756gYALI0E34037g

RIP1 YEL024W spar354.g14.1smik282.g8.1sbayc676.g14.1CAGL0I03190gScas583.10 ZYRO0E03146gSAKL0D11242gKLTH0H14344gKwal34.16074KLLA0E22682gAEL067W orf19.5893 DEHA2F11726gYALI0A02915g

PIC2 YER053C spar423.g1.1smik283.g61.1sbayc633.g34.1CAGL0F00231gScas715.45 ZYRO0D16698gSAKL0F08360gKLTH0A04070gKwal23.5757KLLA0B14454gAER450C orf19.1395 DEHA2B09240gYALI0C05753g

QCR6 YFR033C spar434.g19.1smik267.g19.1sbayc577.g15.1CAGL0D05192gScas565.10 ZYRO0D15708gSAKL0F07370gKLTH0E04686gKwal55.20406KLLA0D16093gADL124C orf19.913.2DEHA2D11990gYALI0F24673g

COX4 YGL187C spar282.g9.1smik735.g10.1sbayc674.g18.1CAGL0L06160gScas710.31 ZYRO0G19206gSAKL0H24970gKLTH0E06578gKwal47.17214KLLA0D05082gAFR193W orf19.1471 DEHA2B04664gYALI0E19723g

COX13 YGL191W spar282.g12.1smik735.g7.1sbayc674.g15.1CAGL0L06204gScas710.34 ZYRO0G19272gSAKL0H25036gKLTH0E06512gKwal47.17203KLLA0F09075gAFR196C orf19.1467 DEHA2B04730gYALI0F03201g

CBP4 YGR174C spar287.g26.1smik545.g1.1sbayc600.g27.1CAGL0D05962gScas620.9 ZYRO0B10890gSAKL0G13244gKLTH0B03762gKwal33.15049KLLA0F15246gAAL142C orf19.392 DEHA2G14124gYALI0E15686g

YGR182C YGR182C

QCR9 YGR183C sbayc600.g34.1CAGL0H09328gScas688.33 ZYRO0B10714gSAKL0G13156gKLTH0B03674g KLLA0F15325gAAL145W orf19.2707.1DEHA2G18524gYALI0B01540g

COX6 YHR051W spar37.g18.1smik315.g4.1sbayc572.g17.1CAGL0J00429gScas688.8 ZYRO0G16192gSAKL0G10846gKLTH0G06842gKwal23.5604KLLA0F21890gACL110W orf19.873.1DEHA2E20658gYALI0E10144g

GSM1 YJL103C spar342.g11.1smik903.g1.1sbayc467.g1.1CAGL0L03674gScas711.18 ZYRO0F01804gSAKL0D05236g Kwal14.1636KLLA0F13904gAFR081C orf19.4450 DEHA2F26774gYALI0E18304g

QCR8 YJL166W spar343.g45.1smik832.g6.1sbayc648.g27.1CAGL0I06270gScas651.20 ZYRO0G18612gSAKL0C05214gKLTH0F04664gKwal33.13823KLLA0A06754gAEL121W orf19.4490.2DEHA2F08250gYALI0F01771g

CYC1 YJR048W spar301.g38.1smik746.g2.1sbayc670.g11.1CAGL0I01408gScas709.23 ZYRO0F05258gSAKL0D11858gKLTH0C03366gKwal27.10150KLLA0F16940gAFR360W orf19.1770 DEHA2C12848gYALI0D09273g

MIR1 YJR077C spar304.g16.1smik743.g11.1sbayc670.g39.1CAGL0F00231gScas673.17 ZYRO0B00418gSAKL0A10450gKLTH0B00858gKwal33.15597KLLA0B14454gAER450C orf19.4885 DEHA2B12188gYALI0F14223g

ATP2 YJR121W spar309.g5.1smik741.g17.1sbayc581.g11.1CAGL0H00506gScas691.28 ZYRO0D01760gSAKL0F15334gKLTH0F18304gKwal55.21868KLLA0D10703gABR169W orf19.5653 DEHA2F06226gYALI0B03982g

ATP7 YKL016C spar407.g26.1smik109.g33.1sbayc652.g3.1CAGL0L09713gScas542.7 ZYRO0E00550gSAKL0G19492gKLTH0C00792gKwal14.913KLLA0E18172gACL097C orf19.2785 DEHA2F25564gYALI0B06831g

MDH1 YKL085W spar322.g10.1smik702.g59.1sbayc491.g8.1CAGL0L05236gScas649.6 ZYRO0E00880gSAKL0G19140gKLTH0C01188gKwal14.979KLLA0F25960gADR152C orf19.4602 DEHA2B03058gYALI0D16753g

HAP4 YKL109W spar321.g18.1smik702.g37.1sbayc593.g12.1CAGL0K08624gScas721.138ZYRO0G03036g KLTH0D05236gKwal26.7720KLLA0F13838gABL047W orf19.1481 DEHA2B04466g

SDH3 YKL141W spar320.g7.1smik702.g11.1sbayc559.g16.1CAGL0D01958gScas721.108ZYRO0G20350gSAKL0E04136gKLTH0D04312gKwal26.7549KLLA0E12155gAFR207C orf19.1480 DEHA2B04488gYALI0E29667g

SDH1 YKL148C spar320.g13.1smik702.g5.1sbayc663.g47.1CAGL0J00847gScas678.4 ZYRO0C10736gSAKL0G11440gKLTH0G07480gKwal23.5461KLLA0D04444gACR052W orf19.2871/orf19.440DEHA2E07458gYALI0D11374g

MCR1 YKL150W spar320.g15.1smik702.g3.1sbayc663.g45.1CAGL0E06424gScas678.6 ZYRO0C10780gSAKL0G11396gKLTH0G07436gKwal23.5471KLLA0D04488gACR054C orf19.3507 DEHA2E08228gYALI0D11330g

FCJ1 YKR016W spar405.g14.1smik115.g6.1sbayc624.g29.1CAGL0G07711gScas675.29 ZYRO0G21406gSAKL0D05896gKLTH0H09724gKwal14.2384KLLA0D02310gAFR106C orf19.4396 DEHA2B01716gYALI0F27555g

SDH2 YLL041C spar53.g23.1smik1110.g1.1sbayc605.g5.1CAGL0C03223gScas400.3 ZYRO0G07788gSAKL0H25850gKLTH0E05742gKwal55.20580KLLA0E00616gACL065C orf19.637 DEHA2G19382gYALI0D23397g

YLR294C YLR294C

ATP14 YLR295C spar147.g8.1smik1260.g3.1sbayc639.g37.1CAGL0I00572gScas586.7 ZYRO0D14850gSAKL0A07700gKLTH0G14806gKwal56.23371KLLA0C05170gAGR295C orf19.5491.1DEHA2F02024gYALI0F04774g

COX8 YLR395C sbayc662.g15.1CAGL0C02623gScas719.18 ZYRO0B12540gSAKL0H02816gKLTH0D14498gKwal23.4203KLLA0B03311gAER062C orf19.5213.1DEHA2E10648gYALI0F04103g

NDI1 YML120C spar443.g49.1smik551.g7.1sbayc604.g15.1CAGL0B02431gScas692.10 ZYRO0C14960gSAKL0D01056gKLTH0F06974gKwal33.14300KLLA0C06336gAFR447C DEHA2D07568gYALI0F25135g

COX7 YMR256C CAGL0H02491gScas696.22 ZYRO0G13354g KLTH0C04686gKwal27.10422KLLA0B08712gAGL216W orf19.227 DEHA2F16302gYALI0E12628g

PBI2 YNL015W spar256.g17.1smik639.g14.1sbayc655.g3.1CAGL0M05665gScas695.9 Zrou_YGOB_Anc_2.310SAKL0E07040gKthe_YGOB_Anc_2.310Kwal27.11438KLLA0E08833gAGR386C orf19.2769 DEHA2G17776gYALI0A01452g

COX5a YNL052W spar252.g3.1smik406.g2.1sbayc627.g40.1/sbayc665.g10.1CAGL0C01325gScas671.29 ZYRO0D02354gSAKL0E08360gKLTH0G09746g KLLA0F03641gADL243W orf19.4759 DEHA2D03036gYALI0F03567g

POR1 YNL055C spar251.g22.1smik407.g38.1sbayc627.g37.1CAGL0J09900gScas671.31 ZYRO0A01716gSAKL0E08448gKLTH0G09658g KLLA0F03553gADL247C orf19.1042 DEHA2D16456gYALI0F17314g

AIM37 YNL100W spar247.g15.1smik408.g2.1sbayc505.g4.1CAGL0G06600gScas666.5 ZYRO0B09526gSAKL0E10340gKLTH0D09020gKwal26.8400KLLA0C13299gAER379C orf19.1140 DEHA2F10296gYALI0E06853g

CIT1 YNR001C spar258.g7.1smik640.g1.1sbayc655.g17.1CAGL0H03993gScas474.7 ZYRO0E04290gSAKL0D09152gKLTH0H12606gKwal0.299 KLLA0F12760gAAR004C orf19.4393 DEHA2F20394gYALI0E02684g

CYT1 YOR065W spar476.g7.1smik812.g2.1sbayc668.g56.1CAGL0L10406gScas698.35 ZYRO0B16126gSAKL0G00902gKLTH0F17600gKwal55.21731KLLA0F16555gADR208W orf19.3527 DEHA2C06402gYALI0A17468g

ATP4 YPL078C spar389.g8.1smik35.g6.1sbayc632.g18.1CAGL0H05489gScas664.12 ZYRO0A13090gSAKL0H09878gKLTH0E12716gKwal27.12075KLLA0E23639gAEL251C orf19.3579 DEHA2F07942gYALI0F20306g

ATP15 YPL271W CAGL0A01111g ZYRO0F00418g Kthe_YGOB_Anc_6.6Kwal56.22333KLLA0D00770gACR021W orf19.5597.1DEHA2B07150g

ATP20 YPR020W spar66.g8.1smik244.g7.1sbayc661.g23.1CAGL0K02409gScas707.43 ZYRO0E02552gSAKL0H20240gKLTH0H08668gKwal14.2174KLLA0C17446gADL025W orf19.3757 DEHA2E16654gYALI0B21527g

QCR2 YPR191W spar565.g8.1smik259.g1.1sbayc654.g33.1CAGL0G10131gScas631.2 ZYRO0E00528gSAKL0F16280gKLTH0A00594gKwal23.5419KLLA0B03564gACL199C orf19.2644 DEHA2E09834gYALI0F08613g


Table S10. The promoters of genes with Cbf1 motif and without Cbf1 motif have similar intrinsic nucleosome occupancy. 
	
	Average PNDR w/ Cbf1 motif
	Average PNDR w/o Cbf1 motif
	t-test p value

	SCE
	0.49
	0.59
	0.24

	SPA
	0.47
	0.56
	0.17

	SMI
	0.58
	0.52
	0.42

	SBA
	0.63
	0.55
	0.23

	CGL
	0.66
	0.56
	0.13

	SCA
	0.68
	0.21
	0.65

	KLA
	0.53
	0.5
	0.71

	KWA
	0.56
	0.56
	0.94

	AGO
	0.63
	0.63
	0.97

	CAL
	0.37
	0.48
	0.25

	DHA
	0.64
	0.61
	0.59

	YLI
	0.64
	0.68
	0.41
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