Figure 1A

Altered in 188 (40.09%) of 469 samples.
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Figure 1B

alcohol metabolic process
amino acid transmembrane transport

neutral amino acid transport

basal part of cell
basal plasma membrane

basolateral plasma membrane

active tfransmembrane transporter
activity

organic acid transmembrane transporter
activity

carboxylic acid transmembrane
transporter activity

Pyrimidine metabolism
MNucleotide metabolism

Mineral absorption

A
=
B

0 ﬁ 4 6
—-Logqg (Padj)

Ontology
BP

CcC
MF
KEGG




Figure 1C
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Figure 1D




Figure 1E
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Figure 1F
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Figure 2A
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Figure 2B

MRGcluster
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Figure 2C
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Figure 2D
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Figure 2E
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Figure 2F
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Figure 2G

i
\
|

J
il

I

i

l‘

bl

i

;

|
|
\?

||{IIHI

|

b

||||||’ I I|
i “Jw

i 1

I

I

|

I Project 2 IA

1’“;

|

i
| y !

it

|

MRGcluster

c
KEGG_HYPERTROPHIC_CARDIOMYOPATHY_HCM

1 Project
KEGG_DILATED_CARDIOMYOPATHY . TCGA
KEGG_TGF_BETA_SIGNALING_PATHWAY 0
KEGG_LONG_TERM_POTENTIATION

-1
KEGG_LYSINE_DEGRADATION
KEGG_CITRATE_CYCLE_TCA_CYCLE -2

KEGG_GLYOXYLATE_AND_DICARBOXYLATE_METABOLISM

KEGG_AMINOACYL_TRNA_BIOSYNTHESIS

KEGG_PURINE_METABOLISM

KEGG_GLYCEROPHOSPHOLIPID_METABOLISM

KEGG_PORPHYRIN_AND_CHLOROPHYLL_METABOLISM

KEGG_TYROSINE_METABOLISM

KEGG_PYRUVATE_METABOLISM

KEGG_HUNTINGTONS_DISEASE

KEGG_ALZHEIMERS_DISEASE

KEGG_OXIDATIVE_PHOSPHORY LATION

KEGG_PARKINSONS_DISEASE

KEGG_VIBRIO_CHOLERAE_INFECTION

KEGG_PENTOSE_PHOSPHATE_PATHWAY

KEGG_GLYCOLYSIS_GLUCONEOGENESIS



Figure 2H
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Figure 3A
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Figure 3C
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Figure 3D

Survival probability
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Figure 3E
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Figure 3F

Survival probability
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Figure 3H
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Figure 3l
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Figure 3J
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Figure 4A
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Figure 4G
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Figure 4H
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Figure 5A

Dendritic cells resting

0.09 1

0.06 1

0.03 1

0.00 1

Risk score

R=-0.15, p = 0.023 *
o °
. °
°
° o®
° g °
S e ® o
o ;.o :
° ® ® °
°® 0.‘; ° " °
) 0'0: L4
2 A ¢ . f -
* o oo ..‘ooo: ML e h.‘-5000\
1.0 15 2.0 2.5




Figure 5A
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Figure 5A
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Figure 5A
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Figure 5A
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Figure 5A
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