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Analysis of relationship between immune-related LncRNA and prognosis of

clear cell renal cell carcinoma and establishment of predictive scoring model
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Abstract Objective: To investigate the relationship between immune-related LncRNA expression and tumor

prognosis in clear cell renal cell carcinoma (ccRCC), and construct a prognostic-related predictive scoring model.
Methods: The transcriptome sequencing data of 537 cases of ccRCC and the corresponding clinical prognosis infor-
mation were downloaded from the TCGA data, and R software and Perl software were used to extract the im-
mune-related LncRNAs of renal clear cell carcinoma using bioinformatics methods. Single factor and multiple fac-
tors Cox regression analysis were used to analyse prognostic-related LncRNA, and construct a prediction model.
Kaplan-Meier was used to analyze the correlation between the prediction model and tumor prognosis and the sur-
vival curve was drawn, and the ROC curve was used to evaluate the accuracy of the prediction model. Results:
Seven immune prognosis-related LncRNAs were determined through univariate and multivariate Cox regression a-
nalysis, and a predictive scoring model was constructed. Patients were divided into high-risk groups and low-risk
groups based on patient prognosis scores. The survival curve showed that the prognosis of the two groups was sta-
tistically significant (P<C0. 05), the area under the ROC curve of the predictive scoring model AUC was 0. 8, and
the multivariate Cox regression analysis risk score was an independent risk factor for the prognosis of ccRCC.
Conclusion: Seven immune-related LncRNAs in ¢cRCC are significantly related to the prognosis. The prediction
scoring model constructed based on them can effectively predict the prognosis of ccRCC and can be used as its in-
dependent prognostic biomarkers.
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