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Supplementary Information

Supplementary Table 1: Testing ASY39-1 (p° strain) for mtDNA by gPCR. Raw Cg-values obtained for
mitochondrial (COX2, COX3) and nuclear DNA (ACT1) sequences are shown for WT (MMY116-2c), haploid
microscopy strain (ASY13-1) and p° strain (ASY39-1).

Gene WT Cqg-value +/- StD | p* Cg-value +/- StD | p° Cg-value +/- StD
COX2 | 18.96+/-0.19 19.30 +/- 0.15 Cq-values not measurable or
higher than 36
COX3 | 18.53 +/-0.30 18.73 +/- 0.15 Cg-values not measurable or
higher than 34
ACT1 22.83 +/- 0.33 22.70 +/- 0.33 21.84 +/- 0.26
Supplementary Table 2: Strains used in this study.
Name Genotype Description Origin Figure
. o 4de
Mat a; ADE2, ABF2-linker- ABF2-mCitrine . i
ASY004-1 | (1 Citrine-CglaTRP1 in MMY116-2c | 1S Study Eé[_)t')f'g'
. . 4d
Mat a; ADE2, MIP1-linker- MIP1-mCitrine . i
ASYO06-1 | 1\ Gitrine- ADH1term-CglaTRP1 | in MMY116-2¢ | 1S Study Efdf'g'
Mat a; ADE2, MIP1-linker- MIP1-mCitrine-
mCitrine:CglaTRP1, Adhlterm-
ASYO007-2 whibA::kanMX6-LexApr-WHI5- CglaTRP1 This study | E.D.fig. 5e
ADH1term-LEU2, his3::LexA- (KCEO01-2) in
ER-AD-TF-HIS3 MS63-1
Mat a; mt-LacO, ADE2, TRP1,
whibA::KlacURAS3, LexApr- Haploid 2c-e; 3a-d;
i WHI5-ADH1term-LEU2, microscopy . E.D.fig.
ASYO13-1 | 1is3::LexA-ER-LBD-HIS3, strain, Whis- This study | o 4a-b;
Pcupl-Su9-2xNEON-Lacl-Pgk1- | inducible 10
Su9-mKate2-KanMX4
Mat a/a; mt-LacO, ADE2/ADE2,
Awhi5::KlacURA3/WHI5, Diploid oh-e:
i LexApr-WHI5-ADH1term-LEU2, | microscopy . .
ASYOLSL 1 his3::LexA-ER-LBD-HIS3, strain, Whis- | TS Study Eé?bflglb
Pcupl-Su9-2xNEON-Lacl-Pgk1- | inducible ’
Su9-mKate2-KanMX4
Mat a/a; ADE2/ADE?2, 1b; 5b-c;
ASY020-1 URA3/ura3, leu2/LEU2 Diploid WT This study | 7a-b;
E.D.fig. 7
Mat a/a; ADE2/ADE2, ura3-
1/URA3, whibA::kanMX6- Whis-inducible
ASY023-1 LexApr-WHI5-ADH1term- strain This study | 1b; 7b
LEU2/WHI5, his3::LexA-ER-AD-
TF-HIS3/his3-11,15




Mat a/a; ADE2/ADE2, leu2-

ASY024-1 | 3/LEU2, ura3-1/URA3, DemAYIOUS | This study Ebl'jclzfa%b’
mip1::CgalTRP1/MIP1 219
Mat a/a; ADE2/ADE2, ura3-
1/URA3, whi5A::kanMX6- Hemizygous 7b:
LexApr-WHI5-ADH1term- . . _—
ASYOZSL | LEU2ZIWHIS, his3:LexA-ER-AD- | it Stan, | This study ) =D.fg. 7
TF-HIS3/his3-11,15,
mipl::CgalTRP1/MIP1
Mat a/a; ADE2/ADE2, leu2- Hemizygous 5p:
ASY033-1 iilll_ll:z:l_lJ_ZR,PLill?lfl\g/lura:% 1, PIE1 strain This study E.D fig. 7a
Mat a/a; ADE2/ADE2, leu2- Hemizygous 5p:
ASY034-1 3/LEU2, URA3/ura3-1, RAD53 strain This study E D fig. 7a
rad53::TRP1/RAD53 T
Mat a/a; ADE2/ADE2, leu2- Hemizygous 5p:
ASY035-1 3/LEU2, URA3/ura3-1, RRMSystrain This study E D fig. 7a
rrm3::TRP1/RRM3 T
Mat a/a; ADE2,
Awhi5::KlacURAS3, 3a-d;
hiWwHI5:LEU2, LexA-ER- mip1A E.D.fig.
ASY039-1 LBD:HISS, Pcup1-Su9- microscopy This study | 4a-b;
2XNEON-Lacl--Pgk1-Su9- strain Supp.
mKate2:KanMX4, TRP1, Table 1
mipl::clonNAT
Mat a/a; ADE2/ADE2, leu2- Double 7a-b:
3/LEU2, ura3-1/URA3, hemizygous . .
ASY046-1 | b1 CgalTRPL/MIPY, MIP1 ABF2 This study E'S"f'g' !
abf2::clonNAT/ABF2 strain ]
Mat a/a; whi5A::kanMX6- Double
LexApr-WHI5-ADH1term-LEU2, | hemizygous 7b;
ASY049-2 his3::LexA-ER-AD-TF-HIS3, MIP1 ABF2 This study | E.D.fig. 7
mipl::CgalTRP1/MIP1, strain; Whi5- b-d
abf2::clonNAT/ABF2 inducible
Haploid WT with 7d-e;
ASY051-2 Mat a; ADEZ2, ura3::URA3/ABF2 | additional copy | This study | E.D.fig.
of ABF2 7e-g
Mat a; ADE2, whibA::kanMX6- Haploid Whi5- Ze:
LexApr-WHI5-ADH1term-LEU2, | inducible strain . L
ASY052-5 his3::FI)_exA-ER-AD-TF-HISB, with additional | 'S Study E'D'f'g'
ura3::URA3/ABF2 copy of ABF2 €9
Haploid WT with 7d-e;
ASY057-3 Mat a; ADE2, trp1::TRP1/MIP1 | additional copy | This study | E.D.fig
of MIP1 7e-g
Mat a; ADE2, whib5A::kanMX6- Haploid Whi5- Ze:
LexApr-WHI5-ADH1term-LEU2, | inducible strain . i
ASYOSB-L | i exA-ER-AD-TF-HISS, | with additional | TS Study Eé[_)éf'g'

trpl:TRP1/MIP1

copy of MIP1




Haploid WT with

Mat a; ADE2, additional ABF2 fa-e;
ASY059-2 ura3::URA3/ABF2, d MIP1 This study | E.D.fig
trp1:: TRP1/MIP1 and 7e-g
copies
Mat a; ADE2, whibA::kanMX6- Haploid Whi5-
LexApr-WHI5-ADH1term-LEUZ2, | inducible strain 7e;
ASYO060-1 his3::LexA-ER-AD-TF-HIS3, with additional This study | E.D.fig
ura3::URA3/ABF2, copies of ABF2 Te-g
trpl:: TRP1/MIP1 and MIP1
Mat a, cin1A, cin2A, cin3::leu2, Jennifer 1c:
JE611-C ngOPr-CInl-LeuZ, ADE_2, Cln1-|ndu0|ble Ewald,_ E.b.fig.
his3::cycl-Pr-lexO TF-his3, strain Skotheim Tef
TRP, URA lab
Mat a/a; ADE2/ADE2, leu2- Hemizygous 5b,c;
KSY244-1 3/LEU2, URA3/ura3-1, ABE2 strain This study | E.D.fig.
abf2:: TRP1/ABF2 7a-d
Mat a/a; ADE2/ADE2, ura3-
1/URA3, whi5A::kanMX6- :
: Hemizygous 7b;
LexApr-WHI5-ADH1term- o . .
KSY245L | LEU2WHIS, his3:zLexA-ER-AD- | (or2stam | Thisstudy ) =D g 7
TF-HIS3/his3-11,15,
abf2::CgalTRP1/ABF2
1b, 2f-h;
. Haploid WT Skotheim | 7d-e;
MMY116-2c | Mat a; ADE2 strain lab stock | E.D.fig. 1,
3,57
Mat a; ADE2, whi5A::kanMX6- Matthew | 1 20T
MS63-1 LexAprom-WHI5-ADH1term- Haploid Whi5- Swaffer, E [’)ﬁg’ 1
LEUZ2, his3::LexA-ER-AD-TF- inducible strain Skotheim DA
2b, 3, 5e,
HIS3 lab
6,7
Mat a/aé ADE2/A[;E2, Kora-Lee
whibA::CglaTRP1/whi5A::kanMX | . . . : .
KCY005-1 | 6-LexApromWHIS-ADH1term- i[r)] E’L%'iil\évgt'fa'in g'c"’;]“rggl'ler Eé[_)c'f'g'
LEUZ2, his3/his3::LexA-ERAD- lab
TF-HIS3
Mat a/a; ADE2/ADE2, leu2- Hemizvaous 5p:
KSY246 3/LEU2, URA3/ura3-1, vl g’t?ain This study | 2% 6 7
hmil:: TRP1/HMI1 e
Mat a/a; ADE2/ADE2, leu2- . .
KSY253 3/ILEU2, URA3/ura3-1, gggﬁ’gs?r“asin This study gb[’) o 7a
rpo4l:: TRP1/RP0O41 219
Mat a/a; ADE2/ADE2, leu2- .
KSY254 3/LEU2, URA3/ura3-1, ,\HA‘?F”F"'lZZ?r‘;’nS This study | 5b: 7a
mtfl:: TRP1/MTF1
Mat a/a; ADE2/ADE2, leu2- .
KSY255 ! ! Hemizygous . 5b;
3/LEU2, URA3/ura3-1, MHRlygtrain This study E.D fig. 7a

mhrl:: TRP1/MHR1




Mat a/a; ADE2/ADE2, leu2-

Amic60::Nourseothricin/Amic60::

Nourseothricin

KSY256 3/LEU2, URA3/ura3-1, nemizygous | This study | 200
mgm101::TRP1/MGM101 219
Mat a/a; ADE2/ADE2, leu2- . )
KSY257 3/LEU2, URA3/ura3-1, RemAYOOUS | This study i 2
rim1:TRP1/RIM1 29
MIP1 terminator
] o replaced with .
Mat a; ADE2, mipl::MIP1- : E.D.fig.
KSY299-1,2 ’ ' MIP1- This study
ADH1term(short)-cglaTRP1 AdhZterm(short) 5f-g
in MMY116-2C
MIP1 terminator
. o i replaced with ,
KSY300-1,2 %Sf—l?l}glr)n%i’nm)lg:l-l-ﬂgél MIP1- This study E};_D'f'g
9)-¢g ADH1term(long) 9
in MMY116-2C
) o e | MIP1-mCitrine- .
KsY301-12 | Ml @ ADEZ MPLMIPL-MCI™ | vipyermin | This stuay | =019
g MMY116-2C g
Mat a/a; mt-LacO, ADE2/ADE2,
TRP1/TRP1, HO::Pcupl-Su9- WT microscopy 3e-g;
3xNeonGreen-Lacl-PGK1-Su9- | strain for . '
yFT006 mKate-kanMX6/HO::Pcupl- mic60A This study Edl_jﬁf'g'
Su9-3xNeonGreen-Lacl-PGK1- | microscopy
Su9-mKate-kanMX6
Mat a/a; mt-LacO, ADE2/ADE2,
TRP1/TRP1, HO::Pcupl-Su9-
3xNeonGreen-Lacl-PGK1-Su9-
mKate-kanMX6/HO::Pcupl- mic60A 3e-g;
yFT023 Su9-3xNeonGreen-Lacl-PGK1- | microscopy This study | E.D.fig.
Su9-mKate-kanMX®6, strain 4d-h

Supplementary Table 3: Plasmids constructed in this study. MIP1 and ABF2 promoters correspond to 1000 bp
upstream of the start codon. MIP1 terminator corresponds to 271 bp downstream of coding MIP1. ABF2 terminator
corresponds to 288 bp downstream of coding ABF2.

Plasmid Description

ASE001-5 HO-homology-CuPr-SU9-2xmNeon-Lacl
ASE002-2 pRS404-Mip1Pr-Mip1-Miplterm
ASE003-1 pRS406-Abf2Pr-Abf2-Abf2term




Supplementary Table 4: gPCR primers used in this study

Gene gPCR primer direction qPCR primer sequence (5‘-3f)
ABF?2 forward AACCAGCAGGACCCTTCATT
reverse AGTTGAGAGGGTAGCGAGCA
ACT1 forward CACCCTGTTCTTTTGACTGA
reverse CGTAGAAGGCTGGAACGTTG
COX2 forward GTTGATGCTACTCCTGGTAGATT
reverse TTGCATGACCTGTCCCACAC
COX3 forward TTGAAGCTGTACAACCTACC
reverse CCTGCGATTAAGGCATGATG
MIP1 forward CCATCACAAGCAAGAACGGC
reverse GTCCCTTTCCAGCTCAACCA
MRX6 forward CATCCGACGTGGTGCTCTTA
reverse TCTCATCTCTCCCTCCACCC
MTEL forward TTGCTAATGTGACGGGGGAG
reverse CTGTTGTGCTTGGCATCCAT
PIM1 forward ACCCTACATTGGCGCTTTCA
reverse AGTGCCCGTCTTTTCGTCTT
RDN18 forward AACTCACCAGGTCCAGACACAATAAGG
reverse AAGGTCTCGTTCGTTATCGCAATTAAGC
forward TCTGGGTAGAACACCGTGGA
RPOA41 reverse TTCGTCTTGTGCACCTGGAA

Supplementary Table 5: Terminator sequences used in Extended Data figure 4.

Sequence

ADH1 terminator (short)

GCGAATTTCTTATGATTTATGATTTTTATTATTAAATAAGTTAT
AAAAAAAATAAGTGTATACAAATTTTAAAGTGACTCTTAGGTT
TTAAAACGAAAATTCTTATTCTTGAGTAACTCTTTCCTGTAGG
TCAGGTTGCTTTCTCAGGTATAGCATGAGGTCGCTCTTATTG
ACCACACCTCTACCGG

ADH1 terminator (long)

GGCGCGCCACTTCTAAATAAGCGAATTTCTTATGATTTATGAT

TTTTATTATTAAATAAGTTATAAAAAAAATAAGTGTATACAAATT
TTAAAGTGACTCTTAGGTTTTAAAACGAAAATTCTTATTCTTGA
GTAACTCTTTCCTGTAGGTCAGGTTGCTTTCTCAGGTATAGCA
TGAGGTCGCTCTTATTGACCACACCTCTACCGG

MIP1 terminator
sequence

GCAAAATCTGCATTAGCTTTCGCATTTGTATTTATATATACAGC
ACATTATAATATTATTTTTTTATTTATTTCTACTTACTTTTTTTCG
CCAAATGAGAAAACAAAAGTAAGTTGCCCCTATTAGAAAAAGA
GTTAACATTAGGAAACGGGGACAAAACAAAAGGTAGAATTCA
AAATAGGAATTCAAAACCCAAATTATCTGCATCTTCTCGTTAG
CTAAGATTTTATAGATCATTGCAGGCTCGATAAATTTTACATG
GTAACGAAAC




