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Molecular-based detection technologies of pathogens for sepsis

Summary

Sepsis is one of the main causes of intensive care unit admission and the poor prognosis in critical-

ly ill patients. As sepsis progresses rapidly, antimicrobial therapy should be started as soon as possible. The pres-

ent identification of pathogens, which is important for sepsis diagnosis and guiding antimicrobial therapy. is time-

consuming and limited by poor detection performance. leading to the missing prompt and adequate antimicrobial

therapy. Therefore, it is important to accelerate the identification of the causative species in patients with sepsis.

Nowadays, many molecular-based detection techniques, characterized by fast detection and high sensitivity, have

been applied in clinical practice, multiplex PCR and metagenomic sequencing, for example. In addition, some new

molecular techniques, such as digital PCR., third generation sequencing and cell-free DNA sequencing are also be-

ing explored to make up for deficiencies of the current techniques, further accelerating the identification of patho-

gens, as well as improving the detection rate, which may provide new evidences for the early diagnosis, early i-

dentification of pathogens and prognostic assessment for patients with sepsis.
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