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Abstract: Objective To investigate the application of NUF2 mRNA and HAMP mRNA in the prognosis of kidney renal clear cell carcinoma (KIRC).
Methods The gene expression data of KIRC patients were downloaded from the TCGA database, and the expression differences of NUF2 mRNA,
Hepcidin mRNA and the control group and the relationship between the expression level and the overall survival rate of the patients were analyzed.
Multivariate COX analysis was used to obtain the prognostic factors of overall survival (OS). The prognostic evaluation model of patients was
constructed according to independent prognostic factors, and the evaluation effect of the model on the prognosis of patients was analyzed.Results The
NUF2 mRNA and HAMP mRNA of KIRC patients were higher than those of the control group, and the prognosis of patients with high expression was
worse than that of patients with low expression. Multivariate COX regression analysis showed that NUF2 mRNA, HAMP mRNA, stage, pathological
grade and age were independent prognostic risk factors for patients. The OS of patients in the high-risk group evaluated by the prognostic evaluation
model based on NUF2 mRNA, HAMP mRNA, stage, pathological grade and age was lower than that in the low—risk group, and the 1-year, 2—year and
3—year OS were 81.4%, 70.7% and 60.5%, respectively. The area under the ROC curve of the prognostic evaluation model 1,2 and 3 years was 0.816,
0.800 and 0.793, respectively.Conclusion The prognostic evaluation model based on NUF2 mRNA, HAMP mRNA, stage, pathological grade and age
can more accurately judge the prognosis of KIRC patients.
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