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Challenges and solution strategies for diagnosis of microbial pathogens of respiratory tract infections HU
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[ Abstract] Respiratory tract infections are the leading cause of morbidity and mortality in adults and children
worldwide. The diagnosis of microbial pathogens of respiratory tract infections is very important and challenging. Am-
ong the current clinical pathogen detection methods, the traditional methods include smear staining and microscopic
examination, antigen detection, culture, etc. Matrix-assisted laser desorption ionization time-of-flight mass spectrom-
etry(MALDI-TOF MS) can also be used for species identification of positive cultures. In recent years,molecular bio-
logical detection methods have developed rapidly, including common polymerase chain reaction ( PCR) , multiplex
PCR, real-time quantitative PCR, and metagenomics next generation sequencing ( mNGS) technology. Rapid and
point-of-care testing( POCT) molecular methods are expected to be effective tools to help guide targeted therapy and
appropriate use of antibiotics.
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