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Abstract: Objective To study the polymorphic distribution and risk assessment of MTHFR gene in pa-
tients with hypertension. Methods A total of 176 patients with H-type hypertension admitted to Shandong
Provincial Third Hospital from September 2016 to September 2017 were enrolled as the observation group,and
160 patients with common hypertension admitted to the same period were selected as the control group. The
polymorphic distribution of MTHFR gene in all subjects was examined, and the correlation between the ex-

The differ-
ence between the C/T genotype frequency and allele frequencies were significant (y° =7.40,P=0.02;y’ =

pression rate of C/T gene and prognosis was investigated by Logistic regression analysis. Results

13.77,P=0.00). At the same time, Logistic regression analysis showed that C/T gene expression level closely
related to patients’ prognosis (regression coefficient=0.429,P=0.00). Conclusion The MTHFR gene has a
higher frequency in H-type hypertension and can effectively predict the prognosis of hypertension, which has a
high diagnostic value and is worthy of clinical promotion.
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