Figure S1. ROC analysis of CYFIP1, NCKAP1, NDUFA11, SLC2A1, SLC3A2, SLC7A11.
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Figure S2. ssGSEA analysis showing enrichment of the hypoxia-related gene sets in
septic acute respiratory distress syndrome (ARDS) patients.

A Enrichment plot: HALLMARK_HYPOXIA Enrichment plot: HARRIS_HYPOXIA

w

0.40

c:g" 0.35 FDR: 0.0149 §°-4 FDR: 0.0008
~ 0.30 NES: 0.4012 ~ NES: 0.4437
£ 0.25 B

8 o 8
o o

E 0.10 = 0.1
g oos bl
0.0

IE 0.00 |.|=.|

-0.05

[} || I'HI' IHMM 2 I I ’ |” ‘”H“ W
f% 0.4 'ARDS’ (positively comelated) g 0.4 |'ARDS' (positively comelated)

2 2

3 02 % 02

%’ 0.0 Zero cross at 10847 % 0.0 Zero cross at 10847,

7 02 g 02

g 20 ‘Sepsis’ (negatvely correlated) . § o i . ‘Sepsis’ (negatively comelated) |
S 0 2000 4000 6000 8000 10000 12.000 14000 16,000 18000 2000 & O 2,000 4000 €000 8000 10,000 12,000 14,000 16,000 18,000 20,00
« Rank in Ordered Dataset « Rank in Ordered Dataset

|— Enrichment profile — Hits Ranking metric scurasl |— Enrichment profile — Hits Ranking metric soorasl

C Enrichment plot: MANALO_HYPOXIA_UP

o

Enrichment plot: MENSE_HYPOXIA_UP

t:n: Lk FDR: 0.0870 E 0.3 FDR:0.7016
= 0.15 NES: 0.3597 e NES: 0.2268
E 0.10 E g
0.05
E 0.00 ‘E 0.1
» B
g -0.05 -E 0.0
= .10 '
[} 015 W 0.1
rz?. 0.4 ['ARDS’ (postvely comelated) g 0.4 |'ARDS’ (postively comelated)
g g
o 02 2 02|
2 )
£ 0o Zero cross at 10847 £ oo Zero cross at 10847,
g £
% 02 B 02
E v ‘Sepsis’ (negatively comelated) § o 'Sepsis’ (negatively corelated)
|=|| . L] 2000 4000 0.000 8£.000 10000 12,000 14000 10.000 18.000 20.00 5 . ] 2000 4000 0000 8000 10000 12000 14000 10.000 18.000 20.00
[+ 4 o

Rank in Ordered Dataset Rank in Ordered Dataset

|— Enrichment profile — Hits Ranking metric scores |— Enrichment profile — Hits Ranking metric scores




Figure S3. ssGSEA analysis shows enrichment of the hypoxia-related gene sets in

different subtypes.
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Figure S4. ROC analysis of E2F2, MAP2K2, and STK11.
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Table S1. Primer sequences.

Name Species Forward primer Reverse primer

GAPDH Human GGAGCGAGATCCCTCCAAAAT GGCTGTTGTCATACTTCTCATGG
ACTB Human CATGTACGTTGCTATCCAGGC CTCCTTAATGTCACGCACGAT
STK11 Human AGGGATGCTTGAGTACGAACC GTCCTCCAAGTACGGCACC
MAP2K2 Human GCTTCTACGGGGCCTTCTAC TGGTGCTTCTCTCGGAGGTA
E2F2 Human CGTCCCTGAGTTCCCAACC GCGAAGTGTCATACCGAGTCTT




