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Analysis of single nucleotide polymorphisms of CRY2 gene and prognosis of hepatocellular carcinoma
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[ Abstract] Objective To analyze the correlation between biorhythm gene mononucleic acid polymorphisms (SNPs)

and prognosis of patients with liver cancer. Methods A total of 137 patients with primary hepatocellular carcinoma who

received treatment from July 2021 to July 2023 were selected. SeGuenomiPLEX typing technique was used to genotype

all patients, and the association between mononucleic acid polymorphism of CRYZ gene and clinical treatment prognosis

of patients with hepatocellular carcinoma was recorded and separated. Results Stratified analysis of CRYZ:rsZZ97910

showed that this genotype was closely related to the prognosis of patients older than 52 years with basal tumors < Scm.

Conclusion CRYZ gene mononucleic acid polymorphism is expected to be an independent prognostic indicator for patients

with hepatocellular carcinoma after clinical treatment.
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