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Analysis of RRM2 expression in hepatocellular carcinoma and its prognostic
significance based on data excavation
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Abstract: Objective To investigate the expression of ribonucleotide reductase subunit M2 (RRM2) gene and its prognostic
significance in hepatocellular carcinoma (HCC). Methods The HCC transcriptome data and clinical data from The Cancer Genome
Atlas (TCGA) database, the expression data of RRM2 in HCC and adjacent tissues was extracted, and COX single factor and
multivariate were used to analyze the clinical and prognostic correlation between RRM2 and HCC patients. The Human Protein Atlas
(HAP) database was used to analyze the expression of RRM2 protein in HCC. Results RRM2 protein and mRNA were highly
expressed in adjacent tissues, and the expression level of RRM2 in stage I and stage II HCC tissue was significantly higher than
that in stage III and stage IV cancer tissue (P <0.01). Statistical analysis showed that the expression of RRM2 was negatively
correlated with the prognosis of HCC patients (P <0.01). COX univariate and multivariate analysis showed that the expression level
of RRM2 and TNM stage in HCC tissues were independent factors affecting the prognosis of HCC. Conclusion RRM2 may play a
promoting role in the occurrence and development of HCC and is an independent risk factor affecting the prognosis of HCC patients.
It may become a molecular marker for early diagnosis of HCC and a potential indicator for prognosis, providing a theoretical basis
for the development of RRM2 inhibitors.
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Fig.1 RRM2 expression in HCC tumor and normal tissue
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Fig. 2 Expression of RRM2 protein in HCC normal tissues
and tumor tissues
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Fig. 3 Correlation analysis of RRM2 expression in tumor
tissues of HCC patients and TNM
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Table 1 Correlation analysis of RRM2 expression in HCC
tumor tissues and TNM staging in TCGA database
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Fig. 4 Correlation analysis of RRM2 expression and

prognosis in cancer tissue samples of HCC patients
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Fig.5 Correlation analysis of RRM2 and prognosis of HCC patients by KM Plotter database
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Table 2 COX univariate analysis of various factors and prognosis of HCC patients
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