
 

Supplemental Figures 

Figure S1. Autophagy gene screening in lung tumors. (A) Differential expression analysis for the 
human autophagy database (n=232 genes) of TCGA-LUNG patients between tumor (n= 1019) and 
adjacent tissue (n=110). (B and C) Thirty-nine differentially expressed genes of autophagy in 
TCGA-LUNG datasets. Adeno represents adenocarcinoma and SSC squamous cell carcinoma. 
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Figure S2. Autophagy gene screening and cluster analysis in early stages of lung adenocarci-
noma. (A) Differential expression analysis for the human autophagy database (n=232 genes) of 
stages I and II TCGA-LUNG datasets (n= 442) samples. (B) Kaplan–Meier OS and DSS curve in the 
stages I and II TCGA-LUNG dataset. (C) Representation of the main metabolic pathways modifi-
cations between clusters after GO and KEGG enrichment analysis. (D) Analysis of immune cells 
infiltration in clusters. *, p-value < 0.05. 
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Figure S3. Autophagy gene screening and cluster analysis in advanced stages of lung adenocar-
cinoma. (A) Differential expression analysis for the human autophagy database (n=232 genes) of 
stages III and IV TCGA-LUNG datasets (n= 125) samples. (B) Kaplan–Meier OS and DSS curve in 
the stages I and II TCGA-LUNG dataset. (C) Representation of the main metabolic pathways mod-
ifications between clusters after GO and KEGG enrichment analysis. (D) Analysis of immune cells 
infiltration in clusters. *, p-value < 0.05. 
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Figure S4. Autophagy gene screening and cluster analysis in another lung adenocarcinoma co-
hort. (A) Differential expression analysis for the human autophagy database (n=232 genes) of 
GSE31210 datasets (n= 226) samples. (B) Kaplan–Meier OS curve in the GSE31210 dataset. (C) Rep-
resentation of the main metabolic pathways modifications between clusters after GO and KEGG 
enrichment analysis. (D) Analysis of immune cells infiltration in clusters. *, p-value < 0.05. 

Figure S5. Analysis of autophagy genes expression in tumor cells subtypes. (A, B) Analysis of 
the human autophagy database (n=232), gene card database (n = 101) and core autophagy database 
(n = 42) in sorted cells (GSE111907) or single cells (GSE123904) datasets. 


