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Figure 2. GSEA analysis of CAFs and fibroblasts from adjacent normal tissues. A. Heat map of differential genes 
between CAFs and fibroblasts from adjacent normal tissues. B. The enriched hallmark gene sets with normalized-
enrichment scores (NES) > 1.0 and P < 0.05. C. The reduced hallmark gene sets with NES < -1.5 and P < 0.05. D. 
GO enrichment analysis for the differential genes.

organ wound healing [21]. It has been found 
that DCN, as the biological ligand of EGFR, reg-

ulates the migration of fibroblasts by down-reg-
ulating EGFR, which plays an important role in 
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Figure 3. Survival-related genes in fibroblasts in patients with LUAD.

promoting wound healing [22]. Therefore, DCN 
is also used as a marker of fibroblast activation 
[23]. 

CAFs are closely related to tumor survival, but 
there are few reports on lung cancer survival 

based on CAFs at single-cell levels. In this 
study, we screened the genes with high expr- 
ession and low expression in CAFs and then 
combined the results with the genes related to 
the survival of LUAD patients in TCGA data. We 
screened 10 genes that may be related to the 
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