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MUSCLE CONTRACTION 1

CHOLESTEROL BIOSYNTHESIS 1

PYRUVATE METABOLISM AND CITRIC ACID TCA CYCLE f

ER TO GOLGI ANTEROGRADE TRANSPORT 1

SMOOTH MUSCLE CONTRACTION 1

REGULATION OF CHOLESTEROL BIOSYNTHESIS BY SREBP SREBF 1
THE CITRIC ACID TCA CYCLE AND RESPIRATORY ELECTRON TRANSPORT 1
COPI MEDIATED ANTEROGRADE TRANSPORT 1

CITRIC ACID CYCLE TCA CYCLE 1

MITOCHONDRIAL FATTY ACID BETA OXIDATION 1

RESPIRATORY ELECTRON TRANSPORT 1

MITOCHONDRIAL TRNA AMINOACYLATION 1

RHO GTPASES ACTIVATE PAKS 1

COPI DEPENDENT GOLGI TO ER RETROGRADE TRAFFIC 1
TRANSLOCATION OF SLC2A4 GLUT4 TO THE PLASMA MEMBRANE 1
PYRUVATE METABOLISM 1

POST CHAPERONIN TUBULIN FOLDING PATHWAY 1

ACTIVATION OF GENE EXPRESSION BY SREBF SREBP 1

GOLGI TO ER RETROGRADE TRANSPORT 1

STRIATED MUSCLE CONTRACTION 1

CLASS | PEROXISOMAL MEMBRANE PROTEIN IMPORT 1
GLUCONEOGENESIS 1

TRANSPORT TO THE GOLGI AND SUBSEQUENT MODIFICATION -
GLYCOLYSIS 1

GLYOXYLATE METABOLISM AND GLYCINE DEGRADATION 1
GLUCOSE METABOLISM 1

REGULATION OF PTEN GENE TRANSCRIPTION 1

COLLAGEN CHAIN TRIMERIZATION A

CARBOXYTERMINAL POST TRANSLATIONAL MODIFICATIONS OF TUBULIN 1
INTRA GOLGI AND RETROGRADE GOLGI TO ER TRAFFIC 1
KINESINS 1

RHO GTPASES ACTIVATE PKNS 1

HCMV EARLY EVENTS 1

MITOTIC PROPHASE 1

AGGREPHAGY 1

IRS MEDIATED SIGNALLING 1

TRNA AMINOACYLATION 1

COMPLEX | BIOGENESIS 1

ROS AND RNS PRODUCTION IN PHAGOCYTES 1

PARASITE INFECTION 1

INTERLEUKIN 3 INTERLEUKIN 5 AND GM CSF SIGNALING 1
PURINERGIC SIGNALING IN LEISHMANIASIS INFECTION A

GPVI MEDIATED ACTIVATION CASCADE 1

LEISHMANIA INFECTION 1

DISEASES OF IMMUNE SYSTEM 1

INTERFERON GAMMA SIGNALING 1

CHEMOKINE RECEPTORS BIND CHEMOKINES 1

INTERFERON SIGNALING 1

IMMUNOREGULATORY INTERACTIONS BETWEEN A LYMPHOID AND A NON LYMPHOID CELL 1
INTERLEUKIN 10 SIGNALING 1

INTERFERON ALPHA BETA SIGNALING 1

COMPLEMENT CASCADE 1

INTERLEUKIN 4 AND INTERLEUKIN 13 SIGNALING 1

90000000 00 -000°000°"° 00 .. .‘..." .. o

Fraction of Genes
In Leading Edge
® 04

® 05

@® o056

@ o7

Direction of Enrichment

e Downregulated
¢ Upregulated

0 000°

-5.0

Figure S4

-25
Directional Enrichment Significance

25 50 75



A 1gG1 (Subcutaneous AT)

N
T

w
<

Concentration (ug/ml)
N N
o o
1 1

0.003

:

=

!

o

Figure S5

1 1
sham KPC

B

IgG1 (Quadriceps)

0.003

:

i
5

Concentration (ug/ml)

1 1
sham KPC

C

IgG1 (Brown AT)

oo
|

0.005

()]
1

%
-

1 1
sham KPC

N
1

Concentration (ug/ml)
S
1

o



Figure S6



A T cells B Ly6G+

N
O
I
N
g

0.193 >0.999
20+
+ + 15-
g 15- 'l 8 g ° o.
a o o
o % O 10-
5 10- tet s
e 9] ° = 3 o%e o 5
0 | | 0 | |
Sham CT26 Sham CT26
C Eosinophils D Macrophages
404  0.046 12- 0.283
o o T
© 30- < 10-
B 5"
w— 20+ ° Y—
oo ..:. o® ° 8-
> 10- s = : .
o 6-
0 | | | |
Sham CT26 Sham CT26

Figure S7



