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Latest Research Progress on the Application of Metagenomic Capture in the
Diagnosis of Infectious Diseases
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Absrtact: Infectious diseases, caused by pathogenic microorganisms, are one of the leading causes of death among critically ill
patients. Traditional microbiological identification methods, with their relatively low sensitivity, specificity, and time-consuming
nature, are increasingly inadequate for meeting the clinical demands of diagnosis and treatment. Metagenomic capture (MetaCAP),
owing to its high sensitivity, specificity, broad-spectrum detection, and precise diagnostic capabilities, has demonstrated
significant potential in the diagnosis of infectious diseases. This review highlights the latest advances in the application of

MetaCAP for infectious disease diagnosis, aiming to provide novel insights and theoretical support for the clinical diagnosis and

precision treatment of infectious diseases.
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