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Fig.5 Differences of immunity and m® A related genes in the high and low risk groups
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Analysis of Prognostic Values of Ferroptosis-related IncRNA in
Glioma

CHEN Weihong, WU Qiqi,ZHOU Yuehan
(College of Pharmacy,Guilin Medical University,Guilin, Guangxi,541199,China)

Abstract: The transcriptomic data and clinical data of glioma patients of The Cancer Genome Atlas (TCGA)
database were analyzed,and gene co-expression,univariate Cox hazard analysis were utilized to screen ferrop-
tosis-related long non-coding RNA (IncRNA) associated with prognosis. According to LASSO Cox regression
analysis and the screened IncRNA expression in the samples,the samples were divided into high and low risk
groups. The value and clinical significance of iron death-related IncRNA in the prognosis of glioma were eval-
uated by univariate and multivariate independent prognostic analysis, Receiver Operating Characteristic Curve
(ROC Curve),Kaplan-Meier survival curve,risk curve,and Gene Set Enrichment Analysis (GSEA). The im-
mune infiltration was analyzed by TIMER, CIBERSORT, CIBERSORT-ABS and other methods, and the
differences in immune function,immune checkpoint and methylation of N6-methyladenosine (m®A) were fur-
ther analyzed. A total of 14 ferroptosis-related IncRNA associated with prognosis were obtained. The results
of univariate Cox regression analysis, multivariate Cox regression analysis and ROC curves suggested that i-
ron mortality associated IncRNA could be used as independent prognostic factors. Kaplan-Meier survival
curve and risk curve showed that the survival time of the high-risk group was shorter. GSEA results showed
that allograft rejection, DNA replication, mismatch repair, etc. were significantly active in the high-risk
group,while the long-range enhancement effect and phosphatidylinositol signaling system were significantly
active in the low-risk group. In addition,there were differences in immune infiltration in the high-risk group
based on different methods. The expression of immune checkpoints in high risk group was significantly higher
than that in low risk group.and most of the immune checkpoints in high risk group were significantly higher
than those in low risk group. The expression of m®A-related genes was also significantly different in the high
-risk and low-risk groups. This study revealed that ferroptosis-related IncRNA are closely related to the sur-
vival of patients with glioma and can be used as new biomarkers and potential therapeutic targets for glioma
prognosis.
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