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METHODS

DISCUSSION AND CONCLUSION

Four genes, NTSR1, RHCG, OR1F1, 
and C1orf141, were identified as 
prognostic genes to construct risk 
model, which provided a basis for 
understanding LUAD pathogenesis.

Our analysis is mainly based on 
database-derived data, the 
mechanistic investigation is not 
sufficiently in-depth, and further 
clinical trials are required to validate 
our findings.
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Studies have shown that cancer cells 
can use RNA binding proteins (RBPs) 
dysfunction to regulate various 
cancer-associated transcripts to 
promote tumourigenesis, but the 
mechanism of action of RBPs-related 
genes (RBP-RGs) in radiation-
associated lung adenocarcinoma 
(LUAD) is unknown.

This study used LUAD datasets 
(TCGA-LUAD, GSE72094) and 1542 
RBP-related genes. Candidate genes 
were obtained by intersecting 
differentially expressed genes from 
LUAD-control, radiosensitive-
radioresistant, and DE-RBP-RG 
high/low-score groups. Univariate 
COX, LASSO and multivariate COX 
regressions were applied to select 
prognostic genes for the risk model. 
Risk scores and clinical features 
were used to identify independent 
prognostic factors for nomogram 
construction. Functional enrichment 
and immune-related analyses were 
further conducted on these 
prognostic genes.
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In this study, a total of 181 candidate 
genes were identified by overlapping 
9,549 DEGs1, 1,129 DEGs2, and 4860 
DEGs3, of which NTSR1, RHCG, 
OR1F1, and C1orf141 were prognostic 
genes through a series of analyses. 

Furthermore, a risk model for LUAD 
was created using prognosis genes to 
classify LUAD patients into high/low-
risk groups. Then, the risk score and 
T3/4 at T stage were included 
nomogram to predict the survival rate of 
LUAD patients. 

Subsequently, functional enrichment results showed that the signaling pathways 
of significant enrichment of prognostic genes included cerebrospinal fluid 
circulation, asthma and so on. In immune infiltration analysis, Monocytes and 
resting memory T cells CD4 were significantly associated with prognostic genes.


