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[Abstract] Sepsis and septic shock are important clinical problems in critically ill patients, accounting for the
first cause of death in intensive care unit (ICU). Therefore, early diagnosis and treatment are particularly important.
Recently, genome-wide expression analysis of non-coding RNA in septic patients showed that more than 80% were
differentially expressed compared with healthy individuals. These molecules play important roles in biological processes,
including innate immunity, mitochondrial function and apoptosis. Therefore, a class of non-coding RNAs such as
microRNA (miRNA), long-chain non-coding RNA (IncRNA) and circular non-coding RNA (circRNA) are increasingly
recognized as a regulator of various signaling pathways. The potential of regulatory non-coding RNA target to treat sepsis
was discussed by studying non-coding RNAs that might serve as molecular markers of sepsis, and its clinical value was

evaluated.
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