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39S ribosomal protein L28, mitochondrial
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39S ribosomal protein L47, mitochondrial
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39S ribosomal protein L55, mitochondrial
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39S ribosomal protein L32, mitochondrial

Cell lysate Mitochondria
1e8 Raw data Normalised data 1e8 Raw data Normalised data
° 1.00 1 ° ° 1.00{e e e o o °
1 1.5 -
> 15 > . .
5 . c 07594 s T c 0.75 9. . e
CICJ i ie e o . % 1.0 - . _8 ° ¢ e o
_‘é’ 1.0 HE : . 20_50- § e : ° E ' * e o ° S 0.50 ¢ . o ° : :
© : * o 3 H g o ! ' e § - ° ) H
) ° ° ¢ s ' 2 ° e o R . 05 : * « ° = s H
2037 Vi gt ¢0259° . =R P .ot F0259: , ‘
o : o ° S 2 3 . 8 3 2 % e » * . 2 3 ¢ - .
R T o T et SRR RER I A .. T
0.0 L T T T T T T T T T 0.00 L T T T T T T T T T 0.0 | T T T T 7 T T T T 0.00 L 7 T T T T T T T T
0 3 6 91215182124 0 3 6 91215182124 0 3 6 9 1215182124 0 3 6 9 1215182124
time [h] time [h] time [h] time [h]
Fit one state Fit two state Fit one state Fit two state
1.00 A 1.00 A 1.00 ¢ o o o 1.00 A ¢ o o o
c 0.75 1 c 0.75 1 c 0751 ., . c 0.75 1 \,\ .
S S i) . . . S e
5 0.501 5 0.501 5 0.50 1 . ~ 5 0.501 . _—
g v g v 8 Y o 3 * . 8. o o °
o S o Iy | S ol
2 0.25 1 2 0.25 A 20254 . . e . 20254 ., . *
o /%ﬂ";“ e :“‘*‘*;“—-
0.00 L T T T T T T T T T 0.00 L T T T T T T T T T 0.00 | T T T T T T T T T 0.00 L T T T T T T T T T
0 3 6 91215182124 0 3 6 91215182124 0 3 6 9 12151821 24 0 3 6 9 1215182124
time [h] time [h] time [h] time [h]
Posterior distribution Posterior distribution
0.0 - T == p value 1.11E-02 0 - p value 9.77E-01
log likelihood one state 109.846 % log likelihood one state 33.509
0.5 = - log likelihood two state 114.343 log likelihood two state 33.532
) J_ rmse one state 0.347 -1 rmse one state 0.4
o rmse two state 0.317 o rmse two state 0.395
= 1.0 k_a one state 0.011 = k_a one state 0.003
9 k_ab 0.43 S —21 k_ab 0.637
—1.5 A k_a two state 0.579 k_a two state 0.445
k b 0.009 —34 k b 0.002
—2.( o m—— % sigma one state 0.043 sigma one state 0.139
' sigma two state 0.041 sigma two state 0.139
ka kab ka kb ka kab ka kb
one state two state one state two state



proportion

logl0

bL33m
MRPL33
075394
39S ribosomal protein L33, mitochondrial
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39S ribosomal protein L34, mitochondrial
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39S ribosomal protein L43, mitochondrial
Cell lysate
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28S ribosomal protein S30, mitochondrial
Cell lysate
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Mitochondria

MRPS18A
Q9NVS2
28S ribosomal protein S18a, mitochondrial
Cell lysate
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28S ribosomal protein S28, mitochondrial
Cell lysate Mitochondria
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28S ribosomal protein S2, mitochondrial
Cell lysate Mitochondria
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28S ribosomal protein S24, mitochondrial
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Mitochondria

MRPS5
P82675
28S ribosomal protein S5, mitochondrial
Cell lysate
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28S ribosomal protein S6, mitochondrial
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28S ribosomal protein S7, mitochondrial
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Dimethyladenosine transferase 1, mitochondrial
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tRNA (uracil(54)-C(5))-methyltransferase homolog
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Nitric oxide-associated protein 1
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RNA pseudouridylate synthase domain-containing protein 4
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Putative ATP-dependent RNA helicase DHX30
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Mpv17-like protein 2
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SLIRP

SLIRP
Q9GZT3
SRA stem-loop-interacting RNA-binding protein, mitochondrial
Cell lysate Mitochondria
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LRPPRC
LRPPRC
P42704
Leucine-rich PPR motif-containing protein, mitochondrial
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GRSF1

Mitochondria
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G-rich sequence factor 1
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ELAC2
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ELAC2
Q9BQ52
Zinc phosphodiesterase ELAC protein 2
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MRPP1
TRMT10C
Q7L0Y3
Mitochondrial ribonuclease P protein 1
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MRPP2
HSD17B10
Q99714
3-hydroxyacyl-CoA dehydrogenase type-2
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Mitochondrial ribonuclease P protein 3
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Lon protease homolog, mitochondrial
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C1QBP
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Q07021

Complement component 1 Q subcomponent-binding protein, mitochondrial

Cell lysate Mitochondria
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CLPP

proportion

CLPP
Q16740
ATP-dependent Clp protease proteolytic subunit, mitochondrial
Cell lysate Mitochondria
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WBSCR16
Q96151
Williams-Beuren syndrome chromosomal region 16 protein
Cell lysate Mitochondria
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YBEY

Mitochondria
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P58557
Putative ribonuclease
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GTP-binding protein 8
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