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Abstract:Objective To investigate the changes of the expression profiles of miRNAs in the secretion of
visceral adipocytes in obese people,and to find the differentially expressed miRNAs associated with obesity,so
as to provide a basis for the study of the pathogenesis and effective prevention of obesity and related diseases.
Methods R/Bioconductor language was performed to analyze the miRNAs expression profiling of GSE50574
retrieved from NCBI, three bioinformatics websites (TargetScan, miRDB and miRWalk) were used for miR-
NAs target prediction,cytoscape was applied for construction of miRNAs-target genes network, and DAVID
online-tools was utilized for gene functional annotation. Results Compared with healthy controls,the expres-
sion of 19 miRNAs were changed significantly (fold change™>>2, P<C0. 05),0f which 1 miRNA were up-regula-
ted and 18 miRNAs were down-regulated. Nineteen differentially expressed miRNAs target genes were predic-
ted by using the microRNA target gene prediction website,and 919 genes were obtained. The network of up-
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regulated and down-regulated miRNAs were constructed, and DAVID annotation was preformed. The target
genes of up-regulated miRNAs involved in 3 KEGG pathway and 17 GO_BP,5 GO_CC,9 GO_MF (P<C0. 05).
And the target genes of down-regulated miRNAs were involved in 13 KEGG pathway and 73 GO_BP,18 GO_
CC,30 GO_MF (P<C0.05). Conclusion The expression profiling of exosomal miRNAs derived from visceral
fat tissue of obese patients were significantly different from healthy controls. With the help of high-throughput

datasets and bioinformatics analyses, more information about visceral fat and its function were revealed,and a

new prespective for the pathogenesis of obesity and obesity-related disorders was provided.
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