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Fig S1B
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Fig S1C
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Fig S2A

Fold change relto DO
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Fig S2C

o
40000 0 151
- e
3
< [
8 300001 2
a ; 1.0 1 *
- °
< 200001 o - |
- () *% *% *%k *k *k
g - dkkk kkkk dkdkk kkokk Fkkk g 0.5
= 100001 pd
° =
° “_Dj_l :
z
0- o '
'8y

MFIMitoTracker Orange CMTMRos/cell

Fig S2D

(-3
o
1
=]
o

— DO 1 — po
Enz D7 : CSS D7 1
< 70{ — EnzD14 / = 70- /
2 — Enz D21 Vs S — CSS D14 e
© / @ — €SS D21 /
g ” g /7
S 604 / S 60 /
2 /V HR 2 /v .
s / 8 / {
0 501 S © 501 S
£ / E /
5] 4 ) S/
< 401 padlg < 401 ad
= -"/
4"_,4- "ty g - g P } .
P ) B ; : . 30
24 48 72 96
time [h]

Fig S2E

Hkkk

0.4+
100
T ] ' 0.3
= 2
[=]
2 oo 3
©
3 & 0.2
o 407 wx Sekkk —_
© T - --- ---
o =
0 20 0.1 .
o__—.—_I:EI_-_i : .
o A > N o I\
° o’”o 10\ Avo'» ° °
< & < Q}‘
N
Fig S2F
7000 — 2501 . 600
_ 0 U —
] )
= 6000 X : ]
3 £ 2004 £
@ 5000 » % . e
F] - H N : £ 400
24000 . w 190 ] H E
2 : =
% g
::mnn .§‘ 1004 = o
> S e T S 2
S 2000 £ g 00
2 & 5o g
<1000 o N g
o . <
>
<
0 0 0

Do D14 DO D14 DO D14



Fig S2G
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Fig S2H
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Fig S3E
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Fig S3l
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Fig SAA
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Fig SSA

KEGG pathway name Mumber of genes P-value
Arachidonic acid metabolism . 13 2.34e-10
Linolesc acid metabodism 5 2.56e-10
Retinal metabolism || B 0.000011
Bigaynthesis of unsaturated fatty acids [0 5 0.0000325
Drug Metabolism ] 7 0.0015
Metabolism of xenobiotics [ ] 7 0.00253
Fatty acid metabolism [ | 4 00267
Fatty acid elongation [ ] 3 0.0435
KEGG pathway name Rumberol  p e
Biosynthesis of unsaturated fatty acids 5 3.99¢-5
Glycosphingolipid biosynthesis 4 8.95¢-4
Fatty acid metabolism 4 0.0062
Fatty acid elongation 1 0.0605
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Fig S5D
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Fig S5E
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Fig S5F
# reference Fold raw P
React th tect t +/- FDR
eactome pathways list # detected # expected / Enrichment  value
Selenocysteine synthesis (R-HSA-2408557) 93 51 1.48 + 34.47 1.48E-55 2.70E-53
Selenoamino acid metabolism (R-HSA-2408522 116 51 1.85 + 27.64 1.01E-51 1.30E-49
eNOS activation (R-HSA-203615) 11 3 0.17 + 17.14 1.22E-03 2.47E-02
Metabolism of nitric oxide (R-HSA-202131) 15 3 0.24 + 12.57 2.61E-03 4.23E-02
eNOS activation and regulation (R-HSA-203762 15 3 0.24 + 12.57 2.61E-03 4.17E-02
Cellular responses to stress (R-HSA-2262752) 393 19 6.25 + 3.04 3.01E-05 9.55E-04
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