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Supplementary Figure 1. The specific workflow graph of data analysis.
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Supplementary Figure 2. Unsupervised clustering of gene subtypes based on DEGs and Consensus matrix heatmaps for
k =2-9.
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Supplementary Figure 3. Identifying representative candidate prognostic genes. (A, B) The LASSO regression analysis and partial
likelihood deviance on the prognostic genes. (C) Forest plot of multivariate cox regression analysis for prognostic genes.
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Supplementary Figure 4. Validation of ARG_score in testing cohort. (A) K-M analysis of the RFS between the two ARG_score
groups. (B) ROC curves to predict the sensitivity and specificity of 1-, 5-, and 10-year survival according to the ARG_score. (C) The PCA
analysis demonstrated that the patients in the different ARG_score groups were distributed in two directions. (D, E) The ranked dot plot
indicates the ARG_score distribution and scatter plot presenting the patients’ survival status. (F) Expression patterns of 9 selected
prognostic genes in high- and low-ARG_score groups.
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Supplementary Figure 5. Validation of ARG_score in entire cohort. (A) K-M analysis of the RFS between the two ARG_score groups.
(B) ROC curves to predict the sensitivity and specificity of 1-, 5-, and 10-year survival according to the ARG_score. (C) The PCA analysis
demonstrated that the patients in the different ARG_score groups were distributed in two directions. (D, E) The ranked dot plot indicates
the ARG_score distribution and scatter plot presenting the patients’ survival status. (F) Expression patterns of 9 selected prognostic genes

in high- and low-ARG_score groups.
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Supplementary Figure 6. Expression levels of 9 selected angiogenesis-related prognostic genes in CRC tissues and
corresponding normal tissues. (A) Expression of 9 prognostic genes in CRC tissues and normal human colon tissues (TCGA cohort). (B—H)
Expression of 9 prognostic genes in CRC tissues and normal human colon tissues (GEPIA 2 cohort). (I-O) Expression levels of 9 prognostic
genes in CRC tissues and corresponding normal tissues by RT-PCR. *P < 0.05; P < 0.01; ***P < 0.001.
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Supplementary Figure 7. The correlation and independent prognosis analysis of ARG_score and clinicopathological
variables in CRC. (A) The correlation between the ARG_score and clinical characteristics, including age, gender, TNM stage, tumor
location, KRAS mutation status, and BRAF mutation status. (B) Univariate and multivariate analyses showed the prognostic value of the
ARG_score in the training cohort. (C) Univariate and multivariate analyses showed the prognostic value of the ARG_score in the testing
cohort. (D) Univariate and multivariate analyses showed the prognostic value of the ARG_score in the entire cohort.
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Supplementary Figure 8. Stratification analysis of the ARG_score in CRC. (A, B) Age (age <

01 2 3 4S5 6. 7 8 9 1011121141518
Timeyears)

 ran{ 28419511981 62 46 32 20 9 6 210000
& Izﬁﬂ:uﬂnﬁﬁ}w R R R I I

12 3 45 67 8 9 101121311518
Time(years)

L Patients with YES

f] e

5 o3 p=0.066

01 2 3 4 5 8 7 8 9 10111213 W58 01 2 3 48 6T 89N
Timelyears) mo(years)

hoh | ZXBR126107T 90 T4 %6 M 17 1210 8 4 2 1 1 0

01 2 3 45 6. 7T 8 9 1011 12131415 16
Tame(years)

wonf 12077 519w 1108 4 2 000000

0123 4546789
Time{years)

01 2 3 4 5 8 T 8 % W12 M8
Time(years)

Hrgh{ 2920161513 7 6 4 2 2 2 2 1 1 10
MLR_IJ_U_I.LI_E_I_}_I_LI_H_Q_LH_L

01 2 3 4 5 8 7 8 910111213 1415
Time{years)

68 and age > 68 years old). (C, D)

Gender (female and male). (E, F) Tumor location (left-side or right-side). (G, H) Tumor stage (I-Il or IlI-1V). (1, J) KRAS mutation (yes and no).

(K, L) BRAF mutation (yes and no).
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