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Table.S1 List of yeast strains used in this study.

Strain Genotype Source
BY4741 WT MATa his3A1 leu2A0 met15A0 ura3A0 Open Biosystems
Ahsp31 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4 Bankapalli et al.
2015 [1]
Ahsp32 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp32::hphNT1 Bankapalli et al.
2015
Ahsp33 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp33::hphNT1 Bankapalli et al.
2015
Ahsp34 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp34::URA3 Bankapalli et al.
2015
A31A32 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
Ahsp32::hphNT1
A31A33 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31l::KanMX4; This study
Ahsp33::hphNT1
A31A34 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; Bankapalli et al.
Ahsp34::URA3 2015
A31A32A34 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
Ahsp32::hphNT1; Ahsp34::URA3
A31A33A34 MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
Ahsp33::hphNT1; Ahsp34::URA3
Aatg32 MATa his3A1 leu2A0 met15A0 ura3A0 Aatg32:: HIS3 This study
WT-Om45-GFP | MATa his3A1 leu2A0 met15A0 ura3A0 OM45- This study
GFP::hphNT1
Ahsp31-Om45- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31l::KanMX4; This study
GFP OM45-GFP::hphNT1
Ahsp34-Om45- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp34::URAS3; This study
GFP OMA45-GFP::hphNT1
A31A34-Om45- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31l::KanMX4; This study
GFP Ahsp34::URA3; OM45-GFP::hphNT1
Aatg32-Om45- | MATa his3A1 leu2A0 met15A0 ura3A0 Aatg32:: HIS3; This study
GFP OM45-GFP::hphNT1
Abarl MATa his3A1 leu2A0 met15A0 ura3A0 Abarl:.LEU2 This study
Ahsp31Abarl MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
Abarl::LEU2
Ahsp34Abarl MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp34::URAS; This study
Abarl::LEU2
A31A34Abarl MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
Ahsp34::URAS; Abarl::LEU2
WT/Dnm1-HA MATa his3A1 leu2A0 met15A0 ura3A0 DNM1-HA::KanMX4 | This study
WT/Fzo1-HA MATa his3A1 leu2A0 met15A0 ura3A0 FZO1-HA::KanMX4 | This study
WT/Mgm1-HA | MATa his3A1 leu2A0 met15A0 ura3A0 MGM1- This study

HA::KanMX4
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A31A34/Dnml- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31l::KanMX4; This study
HA Ahsp34::URAS3; DNM1::hphNT1
A31A34/Fz0l- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
HA Ahsp34::URA3; FZO1::hphNT1
A31A34/Mgm1l- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
HA Ahsp34::URA3; MGM1::hphNT1
WT/Dnm1-GFP | MATa his3A1 leu2A0 met15A0 ura3A0 DNM1- This study
GFP::hphNT1
A31A34/Dnml- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31::KanMX4; This study
GFP Ahsp34::URA3; DNM1-GFP::hphNT1
WT/Nup49- MATa his3A1 leu2A0 met15A0 ura3A0 NUP49- This study
GFP GFP::hphNT1
A31A34/Nupd9- | MATa his3A1 leu2A0 met15A0 ura3A0 Ahsp31l::KanMX4; This study
GFP Ahsp34::URAS3; Nup49-GFP::hphNT1
Table S2. List of primers used in this study.
Primer 5= 3 Comments
name
P1 CTAGAACACTTTTCTCCTTCATTCAAAAAGAAAACTGGCCTT | Forward, Excision of
GCA Hsp32 or Hsp33
P2 CAAGCCAAAAAAAAGAAAAAAAAAGGAAAAAAAAGAAAACA | Reverse, Excision of
CAGC Hsp32 or Hsp33
P3 ATGATAAGGGTGATGGTAAATTCTGGAGCTCGAAAAAGGA | Forward, Om45 GFP
C tagging
P4 TTATGCGGGAACCAACCCTTTACAATTAGCTATCTAACTA Reverse, Om45 GFP
tagging
P5 ATGGCCCCAAAAAAAGTTTTAC Forward, Hsp31
cloning
P6 TTAGTTTTTTAAAGCGTCGATGGATCT Reverse, Hsp31
cloning
P7 ATGACTCCAAAAAGAGCGCTAATA Forward, Hsp34
cloning
P8 TCAGCTATATAATGCGTTTATAGC Reverse, Hsp34
cloning
P9 CGGAGTTTATAAAAAGGCTGCAACCCTTATTAGTAATATTC | Forward, Dnm1-HA
TG and GFP tagging
P10 CGCAATGTTGAAGTAAGATCAAAAATGAGATGAATTATGCA | Reverse, Dnm1-HA
ATTA and GFP tagging
P11 GTGGCTCAAAAATTGATGGTGGAAGAAATAAATTTAGACAT | Forward, Fzol-HA
CGAT tagging
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P12

GTATATTGATTTGAAAAGACCTCATATATTTACAAGAATATC
TA

Reverse, Fzol-HA
tagging

P13 CAATCTTGGTTTTCAAGAAAAGCTACAAGGGCGTCTCCAAA | Forward, Mgm1-HA
AATTTA tagging
P14 GTAAAAAATGCTATTTACAAATTCTCTAATGACACTATTTAT | Reverse, Mgm1-HA
TTTACATCA tagging

P15 GTTACATCAAAAAACGAAAACACTGGCATCATTGAGCATA Forward, Nup49-GFP
tagging

P16 CTTGTTATACGCACTATATAAACTTTCAGGGCGATTTACTCA | Reverse, Nup49-GFP
tagging

P17 TGAATCGCTCGCAACAGGAT Forward, DNM1 g-PCR

P18 CTACGCCACCGTATCTAGCG Reverse, DNM1 g-PCR

P19 CGAGCCCAGTACGGCTTTTA Forward, MGM1 g-
PCR

P20 TCCATGACCACCGTCTTGTG Reverse, MGML1 g-
PCR

P21 AGAGGCTCGGGAAAATGACG Forward, FZO1 g-PCR

P23 TGTCGGGACATTACTTCGGC Reverse, FZO1 g-PCR

P24 AATAAGGATTGACAGATTGAGAG Forward, g-PCR
control

P25 TTATCGCAATTAAGCAGACAA Reverse, g-PCR
control

P26 AGTTGATGCTACTCCTGGTAGA Forward, COX2

P27 TTTGCATGACCTGTCCCACA Reverse, COX2

Table S3. List of plasmids used in this study.

Plasmid Name

Comments

PRS 415 TEF- Hsp31

For complementation analysis.

PRS 415 TEF- Hsp31(C138A)

For complementation analysis.

PRS 415 TEF- Hsp34

For complementation analysis.

pRS 415 TEF- MTS-mCherry

morphology.

For the visualization of mitochondrial

pRS 413 TEF- Dnm1l

For expression in yeast strains.
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