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Abstract:Objective To investigate the plasma levels of methylated DNA in the pregnant women with
preeclampsia and its predictive value for the occurrence of preeclampsia. Methods A total of 82 pregnant
women with preeclampsia admitted to the hospital from January to December 2022 were included as the obser-
vation group,and another 82 healthy pregnant women were included as the control group. Total DNA was ex-
tracted,and the relative expression levels of methylated single-intention homolog 2 (SIM2), guanine nucleo-
tide-binding protein (GNA12) ,and connective tissue growth factor (CTGF) genes in plasma were detected by
real-time fluorescence quantitative PCR (qRT-PCR) after DNA bisulfite modification. The value of methyla-
ted DNA in predicting preeclampsia was evaluated by correlation analysis and receiver operating characteristic
(ROC) curve. Results The relative expression levels of methylated SIM2,GNA12 and CTGF in plasma in the
observation group were significantly higher than those in the control group(P <C0. 05) ,and the relative expres-
sion levels of methylated SIM2,GNA12 and CTGF in severe preeclampsia group was higher(P <C0. 05). Corre-
lation analysis showed that the relative expression levels of methylated SIM2, GNA12 and CTGF in plasma
were significantly positively correlated with the occurrence of preeclampsia in pregnant women (P <C0. 05).
ROC curve analysis results showed that the relative expression levels of plasma methylation SIM2,GNA12,
and CTGF, both individually and in combination, had good predictive efficacy in predicting preeclampsia in

pregnant women,and the combined detection of the three had the highest predictive efficacy (area under the
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curve was 0. 888,95%CI 0. 827 —0. 949). Conclusion

Compared with healthy pregnant women, the relative

expression levels of methylated SIM2,GNA12 and CTGF in plasma are higher in pregnant women with pre-

eclampsia, which are positively correlated with the occurrence of preeclampsia and the severity of the disease.

The relative expression levels of methylated SIM2,GNA12 and CTGF are expected to be important predicting

indicators for preeclampsia.
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