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Expression pattern and prognostic value of cuproptosis-related IncRNAs in thyroid carcinoma
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Abstract: Objective To explore the expression pattern and prognostic value of cuproptosis-related long
non-coding RNAs (IncRNAs) in thyroid carcinoma (THCA). Methods Based on the TCGA dataset, the re-
lated IncRNAs were obtained by co-expression. The patients with THCA were randomly divided into a training
set and a validation set. The key prognostic genes were identified using Cox and LASSO regression analyses,
and the independent prognostic genes were validated in the validation sets and the entire cohort. Real-time
quantitative fluorescence polymerase chain reaction (qPCR) was performed to validate the expression of key
genes in THCA. Additionally, enrichment analysis, tumor microenvironment analysis, immune correlation a-

nalysis, and drug sensitivity analysis were conducted for the risk model. Results 12 cuproptosis genes ob-

tained a total of 1,270 related IncRNAs through co-expression. Among the 16 genes related to the prognosis of
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cuproptosis, TMEM220-AS1, LINC01711, and AC003086. 1 were identified as key genes. The risk score
showed good predictive performance in the training set and the entire cohort, and the qPCR results were con-
sistent with the bioinformatics analysis results. Significant differences were observed in biological function, de-
gree of immune cell infiltration, and immune checkpoints between patients in the high-risk and low-risk
groups. Moreover, the risk scores were significantly correlated with drug susceptibility in THCA. Conclusion
This study demonstrates significant differential expression of cuproptosis-related IncRNAs in THCA, and

the three key IncRNAs are of certain value as prognostic markers for predicting the prognosis and survival of

THCA.
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