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Supplementary Figure 1. The differentially expressed ERSRGs between colon cancer and normal samples. (A) Heat map
showing expression levels of genes between COAD samples and normal samples. Volcano plot (B), and boxplot (C) describe differentially
expressed genes between COAD samples and normal samples, red dots represent significantly up-regulated genes, blue dots represent
significantly down-regulated genes, and grey dots represent genes with no difference. (D) Construction of protein-protein interaction (PPI)
network of differentially expressed genes using the STRING database. (E) The hub genes map was drawn using the MCC algorithm in

Cytoscape software.

RRP9

TRIB3

\

DDIT4

EIF4EBP1

/

WWW.aging-us.com



AQP11 MM Hign W Low

1.00
E 075 5
g 3
5
2 050 2
K 3
2 g
O 025 3
0.00
0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
Time (years)
& Hiahy 286264235205167135113 77 52 34 29 21 12 8 5§ 3 1 b |
G Low{ 287263225180149114 84 55 31 25 19 12 6 3 2 1 1 2
< —
0 1 2 3 4 56 7 8 9 10 11 12 13 14 15 16
Time (years)
D ———— E

BCL2 W High BN Low

1.00

075
0.50
025
0.00
01 2 3 456 7 8
Time (years)

High{ 286262229192166137108 74 44 33 27 19 10 7 5 2 1
Lowq 287265231193150112 89 58 39 26 21 14 8 4 2 2 1

9 10 11 12 13 14 15 16

01 2 3 4 56 7 8

Time (years)

FLOT1 MM High B Low

9 10 11 12 13 14 15 16

1.00
< 075
S 3 075
% 50 g
5
= % 050
g s
8 g
025
p=0.005 O 025
0.00 0.00
0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 T T T T T B
Time (years) Time (years)
5
8*:% 28626924121017113410165 38 28 24 20 14 8 5 4 2 gmm 286250227 185155128104 70 41 28 23 17 9 4 3 2 1
5 tovg2oT2st2ipnisisIoes T A8 31 20 13 8 0. 2. 0.0 O Low] 287268233200161121 93 62 42 31 25 16 9 7 4 2 1
u 0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 L o 1 2 3 4 5 6 7 8 5 1011121314 1516
Time (years) Time (years)
G PPPIRE B Hgh BN Low H TXNIP S8 Hgh B Low
1.00 1.00
= 07!
§ 075 3 075
s
3 3
5
2 050 £ 050
B s
g g
o o
0.25
p=0.010 9
0.00 0.00
0 1 2 3 45 6 7 8 9 10 11 12 13 14 15 16 © 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
Time (years) Time (years)
©
E anf 286268232200168134 99 63 43 32 25 17 10 7 5 4 2 2 Hign] 286260219175144117 91 60 36 26 22 15 9 7 4 1 0
o Low{28725922818514811598 69 40 27 23 16 8 4 2 0 0 X Low{ 287267241210172132106 72 47 33 26 18 9 4 3 3 2
L2 0 1 2 3 45 6 7 8 9 10 11 12 13 14 15 16 1 2 3 4 5 6 7 8 0 1011 1213141516
Time (years) Time (years)

EDEM2 M Hgh WM Low

Overall survival

0.00

0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

Time (years)

5 Highy 286265237201169125 98 64 45 33 28 21 12 8 5 3

Q Low{Q 287262223184 147124 99 68 38 26 20 12 6 3 2

w 0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
Time (years)

PPPIR1E MM Hoh MM Low

1.00
= 075
g
2
H
2 050
e
o
5025
0.00
0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
Time (years)
]
& Highd 28626523019816512910171 44 28 23 16 7 4 2 1 1
Q Lowy 287262230187151120 96 61 39 31 25 17 11 7 5 3 1
a — —
a 0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16
Time (years)

WFST M High W Low

(o

Overall surwval
o
@
&

05 0003

3 4 586 7 8 9 101

Time (years)

12 13 14 15 18

& High| 28626022518414511186 57 34 27 20 15 8 4 3 1 0
E Low{ 287267235201171138111 75 49 32 2_5 18 10 7 4 3 2
0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

Time (years)

Supplementary Figure 2. Kaplan-Meier survival curves of prognostic ERSRGs in GSE40967 dataset, including (A) AQP11, (B) BCL2, (C)
EDEM2, (D) EXOSC7, (E) FLOT1, (F) PPP1R1B, (G) PPP1RB, (H) TXNIP, (I) WFS1. Statistical tests were performed using the Chi-square test

with statistical significance at P < 0.05.
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Supplementary Figure 3. Univariate and multivariate Cox regression analysis of risk score and clinical characteristics in the

GEO cohort. (A) Univariate Cox regression results. (B) Multivariate Cox regression results.
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Supplementary Figure 4. Nomogram of predicting overall survival in COAD patients in the GEO cohort. (A) Nomogram based
on risk score and Clinical features. (B—D) Calibration curves of predicting patient survival probabilities in 1-, 3-, and 5- years.
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Supplementary Figure 5. GSEA analysis of training and test sets. (A) GSEA analysis of ERSRGs the between high- risk and low-risk
groups in the training set. (B) GSEA analysis of ERSRGs between high- risk and low-risk groups in the test set.
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Supplementary Figure 6. Evaluation of immune cell infiltration in the high-risk group and low-risk group. (A) Violin plot of
stromal score between high-risk group and low-risk group. (B) Kaplan-Meier survival analysis of stromal score. (C) Boxplot of infiltrated
immune cells between high-risk and low-risk groups. (D—H) Correlation between risk score and immune cell infiltration.
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Supplementary Figure 7. Correlation of immune checkpoints and risk score. (A) The expression of immune checkpoint molecules
between the high-risk and low-risk groups. (B) Spearman correlation analysis of immune checkpoints and risk score. Red represents positive
correlation and blue represents negative correlation.
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Supplementary Figure 8. The eight compounds with the most significant differences in susceptibility between the high-risk
and low-risk groups as well as their 2D conformations. The IC50 values and corresponding 2D conformations of (A) AZD.0530, (B)
Bryostatin.1, (C) CHIR.99021, (D) Imatinib, (E) LFM.A13, (F) CCT007093, (G) EHT.1864, and (H) PF.4708671.
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