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Abstract: Objective To provide a theoretical basis for the diagnosis and elucidation of gestational diabetes
mellitus and its genetic effect, the changes of fetal free DNA concentration in peripheral blood of pregnant
women with gestational diabetes mellitus were detected and the level of gene expression was analyzed. Meth-
ods The fetal free DNA was extracted from the peripheral blood of 12—25 week pregnant women in the early
and middle stages by the method of plasma genomic DNA magnetic beads. There were 15 cases in the gesta-
tional diabetes mellitus group and 15 cases in the control group. High throughput sequencing was used to de-
tect the copy number of fetal chromosome genes and evaluate the risk value. Results Compared with the
healthy control group,there was no significant difference in the concentration of fetal free DNA library among
pregnant women with gestational diabetes mellitus (P >>0. 05). There was no significant change in the number
of copies of chromosome genes,but some of them had microduplication of chromosome 18, which may be re-
lated to the abnormal gene expression of gestational diabetes. Conclusion The detection of fetal free DNA in
peripheral blood of pregnant women with gestational diabetes will be helpful to further study the molecular
mechanism of gestational diabetes and its clinical diagnosis.
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