
Supplementary Figure 1. Construction of classical monocyte marker genes signature in TCGA LUAD cohorts. 
(a) LASSO coefficient profiles of the 28 prognostic genes. (b) 10-fold cross-validation for tuning
parameter selection in the LASSO model. 
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Supplementary Figure 2. Time-dependent ROC curves of risk score for predicting overall survival in 
GSE72094 cohort (a), GSE31210 cohort (b), GSE42127 cohort (c), GSE3141cohort (d),  GSE8894 cohort 
(e) and GSE68465 cohort (f).
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Supplementary Figure 3. Validation of the prognostic predictive ability of classical monocyte  marker genes 
signature in different clinical subgroups. Kaplan–Meier curves of overall survival in male (a), female (b), 
early stage (c), advanced stage (d), old (e), young (f), smokers (g) and non-smokers (h) patients based on risk 
score in TCGA LUAD cohort
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Correlogram of risk score and metagenes in TCGA

Supplementary Figure 4. Relationship between the CMMGS and inflammatory metagenes in TCGA 
LUAD cohort. (a) Heatmap showed the expression characteristics of 7 clusters of metagenes. (b) The plot 
of Correlogram was produced by using Pearson R-value between metagenes and risk scores
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