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Relationship between MTHFR C677T Polymorphism and Sepsis
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Abstract: Objective To investigate the relationship between MTHFR C677T gene polymorphism (SNP) and sepsis.Methods 98 patients with sepsis
hospitalized in our hospital from January 2014 to June 2018 were selected. Gradient PCR and DNA sequencing techniques were used to detect the
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MTHFR C677T genotype and compare the proportion of different T lymphocyte apoptosis patients with sepsis. The distribution of MTHFR C677T
genotype and the relationship between MTHFR C677T polymorphism and sepsis.Results There was no significant difference in the proportion of
MTHFR C677 genotypes in T lymphocytes (P>0.05). APACHEII<4 points, SOFA<2 points had higher CT ratio than CC and TT genotypes. The
proportion of procalcitonin reduction was lower than CC genotype and CT genotype,the difference was statistically significant (P<0.05). The
proportion of deaths in 28 days was lower than that of CC genotype and CT genotype,the difference was statistically significant (P<0.05). Conclusion
MTHFR C677T is associated with the prognosis of patients with sepsis. The prognosis of sepsis can be predicted based on the gene polymorphism of

MTHFR C677T.
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