SUPPLEMENTARY TABLES

Supplementary Table 2. Plasmids used in this study.

Name Description Source
pFA6a- p origin, AmpF, , gene from S. kluyveri.
FABa-HIS3M X6 BR322 origin, AmpR, HIS3MX6, HIS3 from S. kI i [2]

) pBR322 origin, AmpR, KanMX6, KanMX gene containins the known kanr
pFA6a-KanMX6 ORF of the E. coli transposon Tn903. [2]
pFA6a-GFP-KIURA3 pBR322 origin, AmpR, URA3, GFP tag with URA3 gene [3]
pFAGa-HA-KIURA3 pBR322 origin, AmpR, URA3, Triple HA tag with URA3 gene [3]
pGP564 2u, Kan®R, LEU2 [4]

2u, Kan®, LEU2, [YBR109W-A]&, [ALG1], YSAL, SUS1, CYCS,
YGPM2hl1 YBRIL3W, RAD1S, [LYS2]& [4]

2u, Kan®, LEU2, [DAP1]&, MEX67, YPL168W, REV3, YPL166W,
YGPM5d22 [SET6],R[MLH3] & [4]

2u, Kan®, LEU2, [CUE5]&, snR62, WHI2, YOR044W TOM®6, DBP5,
YGPMEe10 STDL, [RAT1]& [4]
YGPM25a15 2u, Kan®, LEU2, [YKL187C] " MTR2 ASH1 SPE1 YKL183C-A [LOT5] " [4]

: 2u, Kan®, LEU2, [RSM23]* CWC23 SOH1 SCS3 MET13 MON1 RPS2

YGPM17i23 YGL123C-A NAB2 GPG1 [PRP43] [4]
pRS316 CEN/ARS, AmpR, URA3 [5]
pRS316-SUS1 CEN/ARS, AmpR, URA3, SUS1 ORF with +- 900 bp of UTR This study
pRS316-MEX67 CEN/ARS, AmpR, URA3, MEX67 ORF with +- 900 bp of UTR This study
pRS316-DBP5 CEN/ARS, AmpR, URA3, DBP5 ORF with +- 900 bp of UTR This study
pRS425 2u, AmpR, LEU2 [6]

) 2u, AmpR, LEU2, SUS1-HA with 900 bp upstream and 700 bp :
pRS425-SUS1 downstreRam of UTR This study
) 2u, AmpR, LEU2, MEX67-HA with 900 bp upstream and 700 bp .
pRS425-MEX67 downstr%am of UTR _ This study
PRS425-DBP5 2u, Amp®, LEU2, DBP5-HA with 900 bp upstream and 700 bp This study

downstream of UTR

Supplementary Table 3. Mean lifespans and P values for RLS analysis.

P value compared to matched

Figure Strain Strain description Mean lifespan control strain
BY4741 WT 27.3 control
SY495 suslA 20.2 0.0006, ™
Figure 1A SY652 susiA 22.8 0.0120, "
SY653 susiA 19.0 0.0001, ™
SY654 suslA 20.8 0.0009, ™
BY4741 WT 19.2 control
SY495 susiA 13.8 0.0131,”
Figure 1C FY231 ubp84 31.9 <0.0001, ™
FY399 sgfllA 23.8 0.3267, ns
FY402 sgf734 454 <0.0001, ™
BY4741 WT 24.2 control
Figure 1D SY495 susiA 18.9 0.0002, ™"
FY390 thplA 7.2 <0.0001, ™
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<0.0001, ™
0.0623, ns
control
<0.0001, ™
0.0020,
0.0014, ™
control
0.0051, ™
0.0291, *
0.2784, ns
Control
<0.0001, ™"
<0.0001, ™
0.3870, ns
control
0.0028,
<0.0001, ™
<0.0001, ™
control
<0.0001, ™
<0.0001, ™
<0.0001, ™
control
<0.0001, ™
0.0188, "
<0.0001, ™
<0.0001, ™
control
0.2598, ns
0.1020, ns
0.8582, ns
<0.0001, ™
control
0.0006, ™
0.0200, "
<0.0001, ™
control
<0.0001, ™
<0.0001, ™
control
0.0007, ™
0.0781, ns
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SY9r71 susld + pGP564 9.5 control
Figure 4E SY972 susiA + YGPM2h11 (SUS1) 28.3 <0.0001, ™
SY973 susl4 + YGPM5d22 (MEX67) 16.1 <0.0001, ™
SY974 susid + YGPM6el0 (DBP5)  24.8 <0.0001, ™
SY1039 suslA + pRS425 18.6 control
. SY1040 susiA + pRS425-SUS1 25.8 <0.0001, ™
Figure 4G .
SY1041 suslA + pRS425-MEX67 23.7 0.0023,
SY1042 suslA + pRS425-DBP5 21.7 0.0408, ~

kK

P <0.001; "P <0.01; "P < 0.05; ns, not significant.
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