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Bioinformatics study of microRNA in peripheral blood in patients with severe traumatic brain injury
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[Abstract] Objective To study the target genes and their functions of microRNA (miRNA ) in the peripheral blood in the patients
with severe traumatic brain injury (sTBI) by bioinformatics analysis. Methods The microarray data of the patients with sTBI were
retrieved from GEO database, and the miRNAs with differential expression were screened by bioinformatics tools. Then the target genes
of miRNAs with differential expression were analyzed. Gene ontology and signal path way analysis were performed in the target genes.
miRNAs and their targeted genes networks were established. Results The data were obtained from GSE21854 and 145 differential
expressed miRNAs were screened out. A total of 580 target genes of screened miRNA were obtained. The functions of these target genes
mainly included negative regulation of cell proliferation, negative regulation of transforming growth factor B receptor signaling pathway
and so on. The miRNA and their targeted genes networks analysis revealed that hsa—miR-125a-5p, hsa-miR-760, hsa—miR-217, hsa—
miR—-199a-3p and hsa—miR-543 were the key genes. Conclusions The differential expressed miRNAs exist in the peripheral blood in
the patients with sTBI and hsa—miR~125a—5p, hsa—miR-760, hsa—miR-217, hsa—miR~-199a-3p and hsa—miR-543 are closely
associated with the progression of sTBI.
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