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Abstract: Objective To construct the core miRNA-mRNA regulatory network of rheumatoid arthritis
based on bioinformatics methods and screen related core genes to explore its molecular regulatory mechanism
in rheumatoid arthritis disease. Methods Download miRNA and mRNA gene expression profiling chips
GSE72564 and GSE55235 from GEO database. The GEO2R analysis tool was used to screen differentially ex-
pressed miRNA and mRNA,and the miRNet online database was used to analyze and predict the differentially
expressed target genes of miRNA and cross-match with the differential genes selected from the mRNA data
set to obtain miRNA-mRNA interaction relationship pairs. The differential genes of miRNA-mRNA were ana-
lyzed by GO and KEGG using ClusterProfiler. Cytoscape software was used to draw the miRNA-mRNA regu-
latory network and CytoHubba plug-in was used for hub gene analysis. Results A total of 23 differential miR-
NA were screened. A total of 1 038 differential genes were screened. After cross-matching, 142 differential
genes were obtained. GO analysis found that they were mainly related to biological processes and molecular
functions such as hypoxia response and cell adhesion molecules binding. KEGG analysis showed that it was
mainly involved in the regulation of PISK/AKT, Th17 cell differentiation, Th1/Th2 cell differentiation and
other signaling pathways. The miRNA-mRNA regulatory network was successfully constructed and 8 DE-
miRNAs were screened out. Among them, hsa-miR-218-5p was a high-frequency down-regulated miRNA,
which can target KLHL21 and HSPG2. Conclusion The successful construction of rheumatoid arthritis miR-
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NA-mRNA regulatory network based on data mining and chip analysis technology will help clarify the molec-

ular regulatory mechanism of miRNA and its target genes in the occurrence and development of RA,and pro-

vide targeted diagnosis and treatment of RA Reliable theoretical basis.
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