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[ Abstract] Objective To apply the Gene Expression Omnibus ( GEO) database to analyze plasma exosomal miRNA expression
characteristics and regulatory networks in patients with preeclampsia ( PE). Methods The GEO database was searched and miRNA
expression profiles of patients with PE were screened, the data of GSE94721 and GSE175807 were explored, the time cutoff was

"

December 2022, the screening condition was " Preeclampsia" , and the species type was " Homo sapiens ". DESeq2 was used to
analyze the differentially expressed miRNAs in PE, and the related pathways were analyzed by Kyoto Encyclopedia of Genes and
Genomes ( KEGG ) pathway analysis, and then PPI network were used to identify the key miRNAs, the key regulatory genes were
identified by the Degree method in Network Topology. Results Total of 10 differential miRNAs were screened, of which 5 were up-
regulated and 5 were down-regulated. KEGG analysis of pathway enrichment showed that patients with PE had hsa00230 Purine

metabolism, hsa00240 Pyrimidine metabolism, hsa00562 Phosphatidylinositol metabolism and other enriched signaling pathways (P <



HEVRIAEFME™ R 2024 4 165 511 ) - 73 -

0.05); GO functional analysis showed that biological process ( BP) included nuclear ribosomal large subunits, DNA damage
checkpoints, and cellular mitotic G1S cycle transition, etc, and cellular components ( CC) included histone deacetylase complex,
histone acetyltransferase complex, acetyltransferase complex, etc, molecular function ( MF) includes entries such as fatty acyl-
coenzyme A binding, soluble N-ethylmaleimide-sensitive factor attachment protein receptor binding, nucleotide binding and other
items; STRING analysis revealed that the key miRNAs expressed by exosomes of patients with PE were has-miR 223-3p, has-miR-26a-
5p and has-miR-370-3p, and the top 10 related target genes were ZNF608, STOX2, FOX01, TAOK1, NF1, CDC6, PANK3, UBN2,
CDK8, and TRPSI. Conclusions
26a-5p, and has-miR-370-3p, and may be involved in the disease process of PE through the regulation of key genes such as ZNF608 ,

The key miRNAs expressed in the plasma exosomes of PE patients were has-miR-223-3p, has-miR-

STOX2, and FOXO1.
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*1 PEEBEHEZOLZESR miRNA

ZFR 22 (Log2) FDR  RIKFHIE
hsa-miR-20a-3p -2.54 0. 04 T
hsa-miR-21-3p -2.66 0.02 T
hsa-miR-26a-5p -3.09 0.03 T
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hsa-miR-222-3p 2.01 0.07 i
hsa-miR-370-3p 2.09 0. 02 i
hsa-miR-628-3p 2.31 0. 01 |
hsa-miR-574-3p 4.21 0.00 LA
hsa-miR-1972 4.64 0. 00 94
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