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Composition and differences between gestational diabetes mellitus and hy-
perlipidemia during pregnancy

QIU Hong-hui,ZHANG Dong-yao,SU Yao,CHEN Li,CAO Yan-nan,XU Xian-ming
( Department of Obstetrics and Gynecology, Shanghai General Hospital, Shanghai Jiao Tong University School of Medicine , Shanghai
201620, China)

[ Abstract] Objective:To investigate the characteristics of gut microbiome composition between GDM and gestational combined
hyperlipidemia, and to search for potential pathogenic mechanisms related to gut microbiota in two metabolic diseases of pregnancy.
Methods: Based on 16SrDNA amplicon sequencing technology,24 pregnant women with GDM,23 pregnant women with combined hy-
perlipidemia of pregnancy and 17 healthy pregnant women were subjected to stool collection and sequencing, and the QIIME software
platform was used to perform Alpha diversity, Beta diversity and LEfSe differences of gutmicrobiota in the three groups of samples. Re-
sults: Alpha diversity of the gestational diabetes group was lower than that of the gestational combined hyperlipidemia group ( Shannon
index was 3.78 +0.73,4.38 +0.75,t=3.001,P =0.005, Chaol index was 815.38 +376.43,1107.56 +489.52,¢1=2.676,P =
0. 008 ) , Alpha diversity of the GDM was lower than that of the control group,and there was no significant difference between the hyper-
lipidemia group and the control group. Beta diversity was statistically different between GDM group and hyperlipidemia group ( R® =
0.03,P =0.001) ,Beta diversity was statistically different between GDM group and control group (R*=0.04,P =0/034) ,Beta diver-
sity was statistically different between hyperlipidemia group compared with control group (R* =0.04,p =0.018). At the genus level,
Firmicutes , Bacteroidetes ,and Proteobacteria were the three groups with the highest relative abundance both in the GDM and hyperlipi-
demia groups,and the relative abundance was not statistically different between the two groups (P >0.05) ,at the genus level, Blautia,
Dorea, Akkermansia,and Bifidobacterium were not statistically different in relative abundance (P >0.05). Conclusion: The composi-
tion of the microbiota are more similar between the hyperlipidemic group and the normal control group compared to the GDM group,

while there is an overlap in the genus composition and relative abundance of key microbiota between patients with GDM and those with
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hyperlipidemia in mid-pregnancy, predicting that there may be a common microbiota metabolism involved in mediating glucose metabo-

lism, lipid metabolism and insulin resistance between the two.
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