Supplementary Materials
Supplemental Table S1. Gene information. All data were mainly provided by Alliance of Genome

Resources, Nov 2021 and support data were obtained from additional references.

Gene Location Other Expression Additional Reference

PGM1 cytosol

PGM2 cytosol GAL5

PRM15  cytosol; nucleus PGM3

PGI1 mitochondrion CDC30 1)
HXK cytosol; mitochondrion

HXK1 mitochondrion 2)

HXK2 cytosol; mitochondrial membrane; nucleus HEX1, HKB, SCI2
GLK1 cytosol; plasma membrane HOR3
GAL10 cytosol

PFK1 mitochondrion 3)
FBP1 cytosol; periplasmic space ACNS8

FBA1 cytosol; mitochondrion LOT1

TPI1 mitochondrion 4)
TDH1 cell wall; lipid droplet; mitochondrion GLD3 )
TDH?2 cell wall; lipid droplet; mitochondrion GLD2 2)
TDH3 cell wall; lipid droplet; mitochondrion GLD1, HSP35, HSP36, SSS2. )
PGK1 mitochondrion

TDA10  cytosol; nucleus

ALD2 cytosol (5),(6)
ALD3 cytosol 7)
ALD4 mitochondrion; cytosol (5),(8)
ALD5 mitochondrion; cytosol (5),(6)
ALD6 mitochondrion; cytosol (5)

HFD1 lipid droplet
GCY1 cytosol; nucleus
DAK1 cytosol

DAK2 cytosol

GUT1 mitochondrion; cytosol 9)
GPP1 cytosol

GPP2 cytosol; nucleus HOR2

GP12 endoplasmic reticulum; lipid droplet GAT1

SCT1 endoplasmic reticulum; lipid droplet GAT2

PHMS cytosol; nucleus
GPM2 cytosol



ENO1

CDC19
PCK1
PDA1
PDBI1
THI3
PDC1
PDC5
PDCé6
LPD1
LAT1
ACS1
ACS2
HFD1

ADH1

ADH?
ADH3
ADH4
ADH5
ADH6
ADH7
SFA1
CIT1
CIT2
CIT3
ACO1
IDP1
IDP2
IDP3
IDH1
IDH2
KGD1
LPD1
KGD2
LSC1
LSC2

fungal-type vacuole; mitochondrion;
cytosol

cytosol

cytosol

mitochondrial nucleoid
mitochondrial nucleoid
nucleus

cytosol; nucleus; replication compartment
nucleus

cytoplasm

mitochondrion
mitochondrion

cytosol

cytosol; nucleolus

lipid droplet

cytoplasm; replication compartment;
cytosol

cytosol

mitochondrial matrix; cytosol
mitochondrion; cytosol
cytoplasm; nucleus

cytosol

cytosol

mitochondrion
mitochondrion

peroxisome

mitochondrion

cytosol; mitochondrion
mitochondrion

cytosol

peroxisome

mitochondrion
mitochondrion
mitochondrion
mitochondrion
mitochondrion
mitochondrion

mitochondrion

HSP48 (10)

PYK1
JPM2, PPC1

KID1

RHR2

HPD1

ODP2, PDA2
FUN44

ADC1

ADR2

NRC465, ZRG5

ADHb5
LYS6

GLU1

OGD1
HPD1



SDH1
SDH2
SDH3
SDH4
SDH9
SHH3
SHH4
FUM1
MDH]1
MDH?2
MDH3
PCK1

mitochondrion

mitochondrion ACN17
mitochondrion CYB3, YKL4
mitochondrion ACN18
mitochondrion

mitochondrion

fungal-type vacuole

cytosol; mitochondrion; nucleus.

mitochondrion

cytosol; nuclear periphery

peroxisome

cytosol JPM2, PPC1
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Supplemental Table S2. Primer-pairs of each enzyme gene were prepared for qPCR.

Gene Primer Sequences (5'—3')
F cggtagatacgctggtgaagtttc
TDH? ggtagatacgctggigaag
R tggaagatggagcagtgataacaac
F tttcccacgatgacaagcac
TDH3 848 8
R gaagcccatggcaagttagce
F aactcaccaggtccagacacaataa
RDN18 gtecag 88
R aaggtctcgttcgttatcgcaattaage
F aactggttctgttacccaaatcaactcaac
KRE11 BETCE
R aacgcttcaatgtgacttctgtttcce
F tccaaacggatatttcctgggtgetactga
SCA1 88 gggtegtactgag
R gcatgatctattgtgtttacattagegggtag
F tgatcctgccaaagcatac
PGM1 gatcctg & &
R ttgcgctgtttcgctaagaa
F cctggtacctctggtttge
PGM2 &CCigs &5tE
R ccatcaccaccgacaacaag
F aagaggtcaccgctctetge
PRM15 888 8 &
R accagcagtgccaaactgaa
F acttcacccaaaccccattg
PGI1
R tcgaatggagcaaccaaatg
F a aggtagttgcaat
HXK 8gggagatagtigraatgy
R tccggtgaaaggaagattgg
F attccaatgattcccggtt
HXK1 & &8te
R ccgcetcaacttgaccaacac
F aaattttgcgtttggoctt
HXK? gegtitggcctts
R tgtccatgacgaaaggcttg
F ccggtcatcggatgtattt
GLK1 geeggteateggatg
R gacccccattcgacattgat
F tgaaatggcagaccgagtt
GALI0 gaaatggcragaccgagtts
R gcctcgacaccccttaactg
F actccegtgectttgttgtt
PEK1 gtgcctitgtiy
R atcggcaccggtagcaatac
F cgcctcaaaaggccatctac
FBP1 8 &8
R tgtctgcttgggettgttte
F ctttgcacccaatctctc
FBA1 888
R aaagcgatgtcaccagcgta
F taccggtttggctgctac
TPI1 . ggtaccgatitggcty

gctaccgttageggaaccac



TDH1

PGK1

TDA10

ALD?2

ALD3

ALD4

ALD5

ALD6

HFD1

GCY1

DAK1

DAK2

GuUT1

GPP1

GPP2

GPT2

SCT1

PHMS

GPM2
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atggtccatcccacaaggac
ggcaagaccttaccgacagce
attggtggtgotgacactgce
agcaacacctggcaattcct
gcgcaacccagaaatcaaat
gcacttgttcgteggtcate
tcattcccccaaccatcttce
gcgagceccgtagcaagtate
tcattcccccaaccatcttce
gcgagceccgtagcaagtatc
aaccaacggggttgttcatc
gcctcttccacategtecte
aaggtcgctgecgatactgt
cgcagcaaacttcaccagag
tgaatgggctacccaagacc
gtaacatccccacgggctaa
gcgcacaaaaggaaaagctc
ggcgtaacccccacttgtta
tggcagtcgaaagagaacga
ttgatggcttgaccgacttg
aggcggtaaaagctgcagag
tgaatcgccgacatacgaag
ctgatcgatgctctgcaacc
ttcggcaccatcataagcag
atggcgcactgacgactcta
tagccattggaccacagcac
catcgaagttccaggtgctg

tgtcacgggtaccagaggtg
cattgaagtcccaggtgcag

atcacgggtaccggaagttg
accacccggaaatcatcaag
tccgggatttecttgatttg
tatggctcttggttgcatgg
atggggtcaccgaattcaac
ttgcaaagtgggttgtcgag
atggataacatggcccatcc
gcaagcacaccatccaatgt

gcgtcaatccaaccacagaa



ENO1

CDC19

PCK1

PDA1

PDB1

THI3

PDC1

PDC5

PDCé6

LPD1

LATI

ACS1

ACS2

HFD1

ADHI1

ADH?

ADH3

ADH4

ADHb5
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tgacgaaggtggtgttgctc
cttaccgtcgtgaccagcag
cgatttgccagctttgtctg
aaaacatcgttggcggottct
cagaatcaaagtccgegttg
ctgaccagcgttccagacag
cttcattcaaacgccaacca
tgtcctcaggggccttctta

ccgcetttgaagggtttgaag
tttgcagcggaattgacaac

gcaagctctttggooatctg
ttgcggooaatttatccttg

catgatcagatggggcttga
gagcctttggaccgtgaate
gatcagaaacgccaccttcc
ctgggacagcaacaggtttg
gcctcacgcagagtacaacg
tggcgatcttgtgattttcg
gccacgggctctgaagttac
aacccatttccaatccgatg
ggctaagagggtgccagatg
gtggcaacagcgactgagac
ttttatgttgcgccaactgce
acccaagcaacgcaaagatt
ccttgggtaccgcectcaata
tgggtagccttgtgacgttg
gcgcacaaaaggaaaagctc

ggcgtaacccccacttgtta

cgttaagggctggaagatcg
ccagacaagtcagcgtgagg
cgttaagggctggaagatcg
ccagacaagtcagcgtgagg
aagccgccaaaattcaacag
accagagatggcaacccagt

gctgttgetgtcaacgatce

gaggcggtggaaacataage

tcgatggtggtaatgccaag
actccatgagaaccgccatt



ADH6

ADH7

SFA1

CIT1

CIT2

CIT3

ACO1

IDP1

IDP2

IDP3

IDH1

IDH?

KGD1

LPD1

KGD2

LSC1

LSC2

SDH1

SDH?2
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tccatcacatttggctgcete
tttttacctggaccgcaacc
ggcgatcatgacgttgatgt
tgggactggaccccaattac
aatgactgatggggeotctge
ggcagccacaccaatgataa
acccatggccaaatgttgat
ggagcaccaacagccctatc
attcggatcacgaaggtggt
caaacctgatgcaagggaca
tgegttgagtgacccgtate
cttgtgctgctaacccatgce
tgccatcaagagacccattg
tccagcegtttccacattctg
atgtgccaccatcactectg
cgcecgagaatgtttetgatg
tcggccaaatattggaaagce
tagattccaccgcgtcaatg
ataggccgtcatgcttttgg
gcgatcccaccacttttagg
atccgtccctggtgtagtge
ggcgaagtcaaaggcaaatc
aaggtggtcaccaacccatc
taaagaaccggcgctcaaac
acccattcccatttgetcag
tctgtgtatgceccacgaacc
gecacgggctctgaagttac
aacccatttccaatccgatg

tattccagecgtcaatggtg

ttacgaacgacgggggtaac

atgggtgetoatgcttttcc
ttcgatttcggccttaccac

ggatttccagcegttcactec
cctctacctecggtcaatge
attcccacgaagtggaatgg
ttggcaccatggacagaaac

ggaaggccttttgtttgote
tagcacttggctcgtctgga



SDH3

SDH4

SDH9

SHH3

SHH4

FUM1

MDH]1

MDH?

MDH3

PCK1
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ctcegecttttcaagageag
cegctttggtgttcatttca
caggtgegtgttagggecact
acgacggacaaggcaaagat
gggtctggctgectaatcac
ttccatggtgattgctctgg
ccccgagcatctgtattegt
cggccattgtggaattcttt
aaagcagagctcagggttcg
accaagggaactgcgatcag
aagaatgccattgectttgg

ggcctgttgaatagecttgg

tecgtggtcaaggggtttac
atggcgaacaagtcatcacg

acatggaacgcaaccaaatg
tcgatgcaacgaattccaag
tggaaagttcgcaccaaatg
ctgcacgtaccaggtcaagg
cagaatcaaagtccgegttg
ctgaccagcgttccagacag




