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Research progress of multi-omics in the prevention and treatment of sepsis
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[Abstract] As a pivotal component of systems biology, multi-omics is widely employed in the biomedical sciences
through integrating information from genomics, transcriptomics, proteomics, metabolomics, and microbiome, and it pro-
vides a novel perspective for revealing the pathogenesis, diagnosis and treatment of diseases. Sepsis is an acute and severe
symptom with high mortality and disability rates. Early identification and intervention play crucial role in improving the
prognosis of patients with sepsis. The present review primarily focuses on elucidating the application of multi-omics tech-
nology in preventing and treating sepsis while providing theoretical basis for constructing early prediction model of sepsis
as well as identifying novel therapeutic targets.
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