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Study on the correlation between mNGS and traditional pathogen detection based on suspected infected
patients in ICU

LI Qun, DONG Chen-ming, ZHANG Fang, BAO Ying-cun, LIU Mei, MA Yu-mei, YUAN Qi-xi,
YANG Xiao-ling,ZHANG Guan-wen (Lanzhou University Second Hospital s Lanzhou 730000 ,China) ***

Objective  In this study, detecte to mNGS and traditional pathogens and compare to the two results
simultaneously in patients with suspected infection,In order to guide treatment and improve antibiotic management, and
provide new diagnostic evidence and ideas. Methods  Collecting the electronic medical information, mNGS and
traditional etiology results, drugs. comorbid diseases and treatment effect of patients with suspected infection in the
intensive care unit (ICU) of the second hospital of Lanzhou University in Gansu Province from July 2018 to August 2020.
According to the detection methods,they were divided into mNGS group and traditional pathogen group. Because bacteria
and fungi could be cultured in traditional culture, the traditional pathogen group was further divided into bacterial group
and non bacterial group. Evaluation based on results the difference between mNGS and traditional etiological results, the
consistency of pathogens,whether the treatment was adjusted and the therapeutic effect.  Results A total of 90 patients
with suspected infection were included after the exclusion criteria, and the 7-day, 28-day and in-hospital mortality of the
patients with suspected infection were 13.3% ,14. 4% and 27. 8% ,respectively. The most common site of infection was

pulmonary infection (87. 8% ) ,the results of mngs and traditional pathogen group showed that the bacteria were the most
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(43.3%,52. 2%). Among them, Acinetobacter baumannii (25. 6% ), Pseudomonas aeruginosa (10. 0%) , Klebsiella
pneumoniae (6.7%) were more common, followed by viruses (40%,12.2%),fungi (23.3%,17. 8%) , Mycobacterium
(13.3%,21.1%) ,rickettsia (3.3%,0.0%) ,parasites (2. 2% ,0.0%) ,and bronchiolitis (1%,2.2%). The positive rate
of pathogens in mNGS group and traditional pathogen group (combined external examination with imaging examination)
was 70% ,and the positive rate of bacteria group in traditional pathogen group was 51. 1%. The coincidence rate of
pathogens in the two groups was 46.7%. The detection results of bacteria, fungi and mycobacteria in mNGS group were
basically the same as those in traditional pathogen group.but there were significant differences in the detection results of
virus. Further analysis showed that mNGS group was superior to traditional pathogen group in virus detection (kappa
test, P<C0. 05). Prognosis analysis found that mechanical ventilation affects the 7day,28 day and hospital mortality,and
also affects the culture results of bacteria group and mNGS group.  Conclusion Compared to results above. It was
confirmed that mNGS had consistency and significant advantage in sensitivity. Meanwhile, mNGS had superiority over the
traditional group in virus detection. Prognosis analysis found that mechanical ventilation was a risk factor for 7day,28day

and in-hospital mortality,as well as the culture results of bacteria group and mNGS group
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Table 1 Consistency analysis between mngs and traditional etiology
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