>

Proteins per sample

Figure S1 (Chaurasiya et al.)

Groups Groups
2000 - M Lean 25 - & Lean
m Obese e Obese
LD RS
1500-CCCRRReR
O
(_>§20_
1000 — =
(q\]
(@)]
o
500 — 15 -
0_
— AN ™M S A MT W0 10 N
%%%ﬁﬁ%l%l%l%l T I 1 T T T T 1
CCC OO oy AN ™ - AN (a0] < Yo}
S8 D BB EF 8 8 B 8 8 8 %
JaJ0J00000 | | | [ [ | | |
O000DO & &§ & & 3 & 8 3
(0] (0] Q (O] (O] (] (0] (0]
— | | o) o] O o] O
. . O O O O O
samples Sczled intensity

D GSEA (Reactome)

Intra—Golgi and retrograde Golgi-to—ER traffic —
G2/M Transition —

Mitotic G2-G2/M phases —

Golgi—to—ER retrograde transport —

Fii I

— Mitotic Prometaphase —

A

Cilium Assembly —

Recruitment of NuMA to mitotic centrosomes —|
KEAP1-NFE2L2 pathway —

COPI-independent Golgi—to—-ER retrograde traffic —
PTEN Regulation —

Mitochondrial biogenesis —

proteins

= Complex | biogenesis —|
L Protein localization —|
J— Fatty acid metabolism —
Mitochondrial Fatty Acid Beta—Oxidation —

Citric acid cycle (TCA cycle) —

Respiratory electron transport —

!

Branched—-chain amino acid catabolism —

Aerobic respiration and respiratory electron transport —

11

Mitochondrial protein degradation —

'
'
'
'
1
'
'
'
'
'
'
1
1
'
'
1
'
'
'
'
'
'
'
'
'
'
1
'
'
1
'
'
T
1
'
1
'
'
'
'
1
'
'
i
'
'
1
'
'
'
i
'
1
1
1
'
1
'
'
'
'
'
'
'
'
'
'
'

°Q
N B °.".Qoo

-1

NES

Set size Pad].

e 20
[ ] 40 2.0e-04

® o0 1.0e-04
80

@ 0

Il

Lean #02
Lean #03
Obese #05
Obese #04

Obese #01

Lean #01
Obese #03
Obese #02



Figure S2 (Chaurasiya et al.)
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Figure S4 (Chaurasiya et al.)
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Figure S5 (Chaurasiya et al.)
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Figure S6 (Chaurasiya et al.)
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Figure S7 (Chaurasiya et al.)
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Figure S9 (Chaurasiya et al.)
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Figure S10 (Chaurasiya et al.)

Flowchart study design and main results in adipocytes/bulk adipose tissue
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Figure S11 (Chaurasiya et al.)

Flowchart study design and main results in EC/adipocytes/bulk adipose tissue
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Figure S12 (Chaurasiya et al.)
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Figure S13 (Chaurasiya et al.)
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