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Identification of prognosis-related IncRNAs in lung adenocarcinoma patients using bioinformatics method”
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Abstract: Objective To evaluate the relationship between differential expression of IncRNAs and progno-
sis of patients with lung adenocarcinoma by bioinformatics. Methods The IncRNAs sequencing data in lung
adenocarcinoma (LUAD) tissues and adjacent normal tissues,and related clinical information were downloaded
from the Cancer Genome Atlas (TCGA) database. The R language packages were used to screen the differen-
tially expressed IncRNAs. The Kaplan-Meier curve (Log-Rank test) and Cox regression model were adopt for
A total of 168 IncRNAs were identified,including 128 up-regulated IncRNAs and
40 down-regulated IncRNAs. Univariate and multivariate Cox regression analysis indicated that, RP11-
490M8. 1(P=0. 047),RP11-132A1. 4(P=0. 049) , DRAIC(P=0. 023), LINC00942 (P =0. 033) , TMPO-AS1
(P=0.006),7Z83851. 4(P=0.032) and LINC01133(P=0. 035) were independent prognostic factors in LUAD

patients. Conclusion

prognosis analysis. Results

In this study,seven IncRNAs was screened as independent prognostic markers for lung
adenocarcinoma patients, which could be helpful for clinicians to judge the prognosis of lung adenocarcinoma
patients.

IncRNASs; The Cancer Genome Atlas
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