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Value of biomarkers in prognosis of localized renal carcinoma after surgery
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Abstract ;: Renal carcinoma is one of the most common and deadly malignancies of the urinary system. It is
heterogeneous in histology,genetics and tumor behavior. Its pathogenesis is complex and its incidence has been
increasing for 20 years. In addition to histological criteria for grading and staging, biomarkers for evaluating
renal cancer prognosis are currently lacking. This review reviews the prognostic value of oncogenes and associ-

ated prognostic models, microRNA ,circulating tumor DNA and circulating free DNA and procedural death lig-

& BIEE#H .E-mail: 727629095@qq. com,



HIEF SR 2023 55 A% 20 %% 10 #  Lab Med Clin.May 2023, Vol. 20, No. 10 o 1463 -

and-1 in patients with localized renal cancer after nephrectomy.

Key words: kidney cancer; oncogene;
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