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Figure S1. Consensus clustering analysis of the angiogenesis related genes in the TCGA cohort. (a) 
Consensus clustering cumulative distribution function (CDF) with k valued 2 to 9. (b) Relative change 
in area under the CDF curve with k valued 2 to 9. (c) Consensus clustering matrix for k = 2. 
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Figure S2. Univariate Cox and LASSO Cox regression analysis for OS-related ARGs. (a) Univariate 
Cox analysis of the 36 ARGs derived from the TCGA dataset in terms of OS. (b, c) LASSO Cox 
regression analysis of the selected 17 ARGs. 
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Figure S3. The calibration plots and decision curve analysis of the OS-related nomogram in two 
datasets. The calibration plots for predicting OS at 3- (a) and 5-year (b) in the training set and the 
calibration plots for predicting OS at 3- (c) and 5-year (d) in the validation set. Nomogram-predicted 
survival is plotted on the x-axis, actual survival is plotted on the y-axis. The line at 45° represents 
ideal prediction. Vertical lines represent 95% confidence intervals (CI). Decision curve analysis of the 
OS-related nomogram at 3- (e) and 5-year (f) in the TCGA cohort. Net benefit of the nomogram that 
only contains the clinicopathologic features and the combination of nomogram and ARG risk score in 
making a more precise prediction of OS. “None” indicates that all samples were negative without 
intervention and the net benefit was 0. “All” indicates that all samples were positive with 
intervention. 
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Figure S4. The discrimination and calibration of the nomogram without ARG risk score. ROC curve 
of the nomogram only contains clinicopathological features at 3- and 5-year (a). The calibration plots 
for predicting OS at 3- (b) and 5-year (c) in the TCGA cohort. Nomogram-predicted survival is plotted 
on the x-axis, actual survival is plotted on the y-axis. The line at 45° represents ideal prediction. 
Vertical lines represent 95% CI. 

 


