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[Abstract] Objective:To investigate microRNA(miRNA) expression profile of placental tissues between gestational diabetes mellitus
(GDM) and normal pregnant women. Methods: A total of 20 cases of pregnant women with GDM were randomly selected from Armed
Police Hospital Affiliated to Guangzhou Medical College and Zhujiang Hospital of Southern Medical University in January 2013 to
January 2014 ,and normal pregnant Han women from Guangdong without complications in the same period were enrolled as control.
Placenta was obtained after delivery followed by total RNA extraction with Trizol. Five samples of total RNA were randomly picked
and mixed as the GDM and normal control group,respectively,for next step. miRNA library of GDM and control was built by the
reverse transcription method and used for investigation of expression of various miRNAs by high throughput sequencing. Results:
Purified total RNA was extracted from placenta and miRNA library was successfully constructed. After transition from raw data,there
were over 10 000 000 clean reads with 21-24 nt-long small RNA the most among which miRNAs were over 30% in each group. After
removal of other RNA by comparison between Rfam and Genebank database over 7 000 miRNA species were accounted for. A total of
138 known miRNAs were expressed at higher levels in patients with GDM than those in the control group,including hsa-miR-548au-
5p,hsa-miR-95a-5p , hsa-miR-373-5p and hsa-miR-216a-5p(log,-ratio>1,P<0.01). Sixteen known miRNAs in GDM were expressed at

lower levels than the control,such as hsa-miR-5699-5p and hsa-

miR-4286(log,-ratio<-1,P<0.01). Besides,27 new miRNAs were
[(BE€WB] 7 ARHEFFIHES (A2013452) predicted by Mireap,among which 9 were expressed at higher
*Jl 15 14 (Corresponding author) ,E-mail: weili2318@126.com levels and 6 were expressed at lower levels in the GDM group.
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Conclusion: High-throughput sequencing of miRNA extracted from placenta tissues of patients with GDM was firstly analyzed through

constructing ¢c-DNA library of miRNA and we found abnormal expression of a large number of miRNAs,among some of which could

be related to pathogenesis of GDM.
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Figure 2 Distribution length of small RNA from placental
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i i 9 1 Hii 9
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unique sRNA total sSRNA
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ol hsa-miR-340-3p 2064 4173 1.016  0.008
01 1 10 100 100010000 1000001000000 hsa-miR-373-5p 0206 1221 2.565  0.008
i FE AL miRNA 23 7K - hsa-miR-149-3p 0.826 2341 1.504  0.008
Figure 3 Scatter plot of different expression of familiar hsa-miR-548aw 1.858 3.970 1.096 0.006
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