Figure S1 - related to Fig 1
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Figure S2 - related to Fig 2
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Figure S3 - related to Fig 3

GO: MF enrichment

MRPSlZ

RPL2
MRPLau T rM ”'-“9
HReg

PSZ

MRPL55

category

~ NAD(P)H dehydrogenase (quinone) activity

== NADH dehydrogenase (quinone) activity

— NADH dehydrogenase (ubiquinone) activity

== oxidoreduction-driven active transmembrane transporter activity
~ structural constituent of ribosome

RP%LB
MRRL28 ,
N 4.
ND mx
NDUFS1
2\ N
Fi

e

NDUI

MR
[ J

MRPLS7  MRPL17 NDUFC2 DUFAS

UQCRC1
®
UQCRFS1 OX4l1

¢O 732I:%X6£

CBR4

GO: CC enrichment opOX
NDUFAF4 GHITM ,COX16

D GCAT
NDUFAF3 c -
:Nu u
coxsm

M
HAD\HB
43 BDH1
FDXR €08 MTG1
PMPCA!
D MRPSZ]

2 '-'Q o5 RS 2 MRPS FOXREDT  size

ERAL1 i
' = ¥ NDUFAS
RRL24
mumpma 2 DUFSE @ 5o

ue F54 . 100
7 @ 150

category
~ mitochondrial inner membrane
== mitochondrial matrix
GFM ,_. -~ mitochondrial protein-cont
C “1'3 MRPST—MRPL12 D oorer mitochondrial ribosome
~ organellar ribosome

g complex

-
OIMRPL38 JVRRS 24 31
;@ ALBH1 iR f‘ MRPS12 Cox7TALIBNDUFys
ML1 MRPS5” A (N
\ \MRL‘ﬂ ReL0 /MQCRFS1
' / son wu SUCL 7] "NRPL1B NDUFVA
ks ETH 4 TMLHE g MRPS15
CBR4 h s POLRMT Sl e AMTERF4
ACAT1 A
"“U CCCZ’PDHB ‘ ' '" MccCt
ACADB e RoLc
ETFB
NOUFAET TFB?M DBT PDK1
U FDX1 @ CARsz
PCCB7IDH2

EARS2 a PITRM1

GO: BP enrichment SUPV3L1 MTERF4
POLRMT TRITH

TRMT618! IRP! MRPLS7 ,wm
TUF| FM1 MRPS16_, MRPS28
MR /P, MRPSH
M
ek, A\ ‘R e
Tv{% '{M PS MT10C
coxait DARS2
MRRS12
NDUFV3 1 '?T GFM2
AAR

u
52
IRRUAZ TFB2M
IDH: S ICLG: DGUOK \ -
UQCR ‘ — o MREL43 CDKSRAPT  gjze
PNPT1 MBS S MTIF2—MRPS18A MTG2
(€l . -
PDHB N RV RONEC TEEM - TBR . 20
MRPL12

PS17
COXTA MRPS2Z & PL1 .
B""Pa A NSO NDUFA7 ._ 40
}z \Ti us RSZ MRPS24
60

NDUFVZ ACO2 MRFL44
[ HSD|7B|0
NDUFS6 R MRPS
- L‘ se FASTIRY/ [ MRPs2t TFBIM category
S NDUFAS == aerobic respiration

COX58'
TACO1

5 NDUFAT irati
UQCRC1,,C0QY @Wfé N Con3 MRPss QRsL1 "US‘ ~ cellular respiration
Uacré
s® Q NDUF - mltochondnal gene expression
— iratory chain

C 7A2NDUF
ETFDH NDUFS3“NpyF| E
NDUFC2 W@
NDUFB3 NDUEBH0
NDUFA10 NDUFAZ/
LYRM7 \
NDUFAF7

AR W \mswzss

'NDUI &:!, NRUFA1S
NUBP, 0X16
FOXRED1~@ @ uacce!
ACADY NDUFAF3

== mitochondrial translation




Figure S4 - related to Fig 3
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Figure S5 - related to Fig 3
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Figure S6 - related to Fig 5
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