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	Strain 
	Genotype
	Source

	yMK2197
yMK2198
yMK2084
yMK2085
yMK2088
yMK2199
yMK2200
yMK1781
yMK2201
yMK2202
yMK2203
	MATa HIS3 leu2Δ0 met15Δ0 ura3Δ0 
MATa HIS3 leu2Δ0 met15Δ0 ura3Δ0 CDC33-TAP
MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 TIF4631-TAP::HIS3
MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 TIF4632-TAP::HIS3
MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 PAB1-TAP::HIS3
MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 CAF20-TAP::HIS3
MATa his3Δ1 leu2Δ0 met15Δ0 ura3Δ0 EAP1-TAP::HIS3
MATa HIS3 leu2Δ0 met15Δ0 ura3Δ0 caf20::G418 p[CAF20-Fl URA3 2]
MATa HIS3 leu2Δ0 met15Δ0 ura3Δ0 CDC33-TAP p[URA3 2]
MATa HIS3 leu2Δ0 met15Δ0 ura3Δ0 CDC33-TAP p[CAF20-Fl::URA3 2]
MATa HIS3 leu2Δ0 met15Δ0 ura3Δ0 CDC33-TAP p[CAF204E-Fl::URA3 2]
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	Oligonucleotide table: Oligonucleotides used in this study

	Oligonucleotide
	Sequence (5’ to 3’)
	Use

	TEF1 F
TEF1 R
ENO2 F
ENO2 R
PDC1 F
PDC1 R
ACT1 F
ACT1 R
TOM5 F
TOM5 R
ATP15 F
ATP15 R
RPS20 F
RPS20 R
RPL38 F
RPL38 R 
DIG1 F
DIG1 R
SKS1 F
SKS1 R
ALY1 F
ALY1 R 
YIR016W F
YIR016W R
PRO1 F
PRO1 R
GCN20 F
GCN20 R
VTC4 F
VTC4 R
NIC96 F
NIC96 R
Caf20 1 F
Caf20 1 R
Caf20 2 F
Caf20 2 R
Caf20 3 F
Caf20 3 R
Caf20 4 F
Caf20 4 R
Caf20 5 F
Caf20 5 R
	CAACGCTACCGTCATTGTTTT
GATGGAACGAACTTGACCAAA
ATCCGAAAGATTGGCTAAGTTG
CTTGTCACCGTGGTGGAAG
ATTGCTGACGCCGCTAAGG
GGTTCCACATCCATTCTTGCTTC
TGACTGAAGCTCCAATGAACC
TACTCTTCCGGTAGAACTACTG
TTTCACCAAATGCCAGATCA
CAGGAAGTCTCCGAAGAGGA
GCCTGGAGGAAAGCTGGTAT
AGAAGCTGCAGTGCCATTTT
GGTCAAGAAGGGTCCAGTCA
CAACTTCGACATCCACACCA
GACGTTAAGACCGCCACTGT
AAGTTGGTGGCAAAGATTGG
ACTTGGGAAAGGCCAGTTCT
AGGGTGTCATTATGGGCTTG
AGGGAGATTGCCTTCCAACT
GATCTAATGCGGAGCAAAGC
AACGGTCCTAAACTGCCTCA
CAATGGTGGGCTTTGATTTT
GTTCCGGCAGAACAAGAAAA
GAGCGTACTGAGCGTCTTCC
TTGCCAGCAGGTGTTATTGA
AGCCCAATTCCTCTTCGATT
ACCGGTGATACGTCCAAGAG
CTCTTGGCGACTTTCTTTGC
TTGAGCCAGTCCCAAAATTC
CGTCATCCTCATCATCCTCA
TGTCGAGTTATGCCATGAGG
GTCTTCGTCTGCCCTTCTTG
GGCGTAAAGCATATTCTACCG
ACTTGATCATGTCGTGAAATTTA
AGCTTTTTCAACTGAAGCCAA
GTGTTGCAATTGCTTAACTTT
ATGGGCTACCATTGCCCAAGA
GGCTTGTCCGCAACAATATCT
TCTTGGTTTCAACGCATTTGC
TAGTACACGTACAGCTGCCTG
GTCATTCGCTCATGCTTTCTT
AGGTTACTTTCCAGATTGAAA
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