©
2020 2023

microRNA

Profiling of circulating micro RNA expression in patients with sepsis
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In the Ffirst phase of the study, mRNA and miRNA contained in peripheral
blood leukocytes were extracted from 30 patients with sepsis and 10 healthy controls, and the
expression patterns of mRNA and miRNA were analyzed using a next-generation sequencer, and compared
between healthy subjects and sepsis. As a result, the expression of miRNA and mRNA in sepsis
leukocytes was significantly correlated and several patterns were inversely correlated. In the
second phase of the study, 12 patients and 4 healthy controls were subjected to RNA sequencing of
plasma miRNA (circulating miRNA) in addition to leukocyte mRNA and miRNA, and differentially
expressed genes were analyzed compared to sepsis patients and healthy controls. Among leukocyte
mRNA, genes involved in the Th2 signaling pathway, such as GATA3, were the most repressed. In
circulating miRNA, increased expression of 12 RNAs associated with GATA3 mRNA was observed.
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* 912 circulating miRNAs were DEGs
* 14 circulating miRNAs were linked to GATA3 mRNA
12 circulating miRNAs were upregulated
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Evaluation of circulating miRNAs that regulate sepsis based on mRNA-microRNA integration analysis
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A Machine Learning Model for Early and Accurate Prediction of overt-DIC before its progression to an overt stage
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