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Figure S1 Heatmap of the DEGs after integrated analysis in GSE32665, and GSE32863 datasets shows that the 296 DEGs can effectively
distinguish tumors from non-tumor tissues. DEGs, differentially-expressed genes.
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Figure S2 ROC curves of the (A) 1-, (B) 2-, and (C) 3-year OS predictions of the gene signature compared with previous risk models.
TCGA, The Cancer Genome Atlas; LUAD, lung adenocarcinoma; ROC, receiver operating characteristic; AUC, area under the ROC
curve; OS, overall survival; CI, confidence interval.
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Figure S3 External validation of the prognostic gene signature in the GSE72094 dataset. (A) KM survival curves of the gene signature. (B)

Distribution of the risk score, survival status of patients, and the mRNA expression heatmap. (C) ROC curves of the 1-, 2-, and 3-year OS

predictions of the gene signature. (D) The prognostic value of gene signature was evaluated using a multivariate Cox model. *, P<0.05; **,

P<0.01; ***, P<0.001. ROC, receiver operating characteristic; AUC, area under the ROC curve; OS, overall survival; CI, confidence interval;
AIC, Akaike information criterion; KM, Kaplan-Meier; mRNA, messenger RNA.
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predictions of the gene signature. (D) The prognostic value of gene signature was evaluated using a multivariate Cox model. *, P<0.05; **,
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Figure S4 External validation of the prognostic gene signature in the GSE50081 dataset. (A) KM survival curves of the gene signature. (B)

information criterion; KM, Kaplan-Meier; mRINA, messenger RNA.

© Translational

Lung Cancer Research. All rights reserved.

1.0

0.8

0.6

0.4

0.2

0.0

GSE50081 Time-dependent ROC curve

— AUC at I-year OS: 0.68 (95% CI 52.59-83.6)
— AUC at 2-year OS: 0.6 (95% CI 48.56-71.91)
—— AUC at 3-year OS: 0.63 (95% CI1 51.96-73.18),

0.0 0.2 0.4 0.6 0.8 1.0
1-Specificity
Hazard ratio of GSES0081
i p value

age (N=130) 098 10n) - 0.503
stage N=93) reference | ]

W) 03872 ’—.—‘ 0.707

ﬁ&an) (..n’:’in.. ——— 0009+
signature_by2  {ligh,) reference

) 0.04%

P S E—
(0.20-0.96) i

0.1 0.2 0.5 1
# Events: 54; Global p-value (Log-Rank): 0.001969
AIC: 461.34; Concordance Index: 0.66

https://dx.doi.org/10.21037/tlcr-22-444



I-year AUC

2-year AUC

3-year AUC

Nomogram (blue) vs Risk model (red) vs AJCC (green) Nomogram (blue) vs Risk model (red) vs AJCC (green) Nomogram (blue) vs Risk model (red) vs AJCC (green)
< g = g = o
® 2 o ®
s S s
2 2 -
g < 2 ° z <
z z H
H H H
I @ 4 4 LY
s s s
Nomogram AUC at I-year OS: __ Nomogram AUC at 2-year OS: S — Nomogra": AUC at 3-year OS:
0.8136 (95% CI 67.94-94.77) 0.7281 (95% CI 60.72-84.89) e 0.8324 (95% CI 73.6-92.88)
g 7 Risk model AUC at I-year OS: 2 7 _ Risk model AUC at 2-year OS: g __ Risk modc: AUC at 3-year OS:
0.7025 (95% CI 56.45-84.05) 0.6476 (95% CI 52.38.77.15) 0.6941 (95% CI 56.46-82.36)
AJCC AUC at 1-year OS: ___ AJCC AUC at 2-year OS: —— AJcC AUE at 3.year OS:
< 0.7332 (95% CI 57.97-88.68) < 0.5915 (95% CI 47.08-71.21) = 0.5654 (95% CI 44.88-68.19)
S s . ’
T T T T T T T T T T T T < T T T T T T
0.0 02 04 0.6 08 1.0 0.0 02 04 0.6 0.8 1.0 0.0 0.2 0.4 0.6 [X] 1.0

1-Specificity 1-Specificity 1-Specificity

Figure S5 ROC curves of the 1-, 2-, and 3-year OS predictions of the nomogram compared with the gene signature and AJCC staging.
AUC, area under the ROC curve; ROC, receiver operating characteristic; AJCC, American Joint Committee for Cancer; OS, overall

survival; CI, confidence interval.

© Translational Lung Cancer Research. All rights reserved. https://dx.doi.org/10.21037/tlcr-22-444



