CN 43-1509/R g BE2Rb 224 2022 455 50 555 3 367
Wsr, Ay, A, . mNGS 7EREEHIER I AARKI AP AE 36 PR [ T]. PR E2EREARRR, 2022, 50(3) : 367-369.
DOI:10. 15972/j. enki. 43-1509/1. 2022. 03. 013 - GKRE -

mNGS TEMeaEhe I B AR AT HL A 2 1697 1 )i

B=', o5, KRE, TXE', FURE', HE
(P HBRXFRFEFEMERFER 1. 24 -EREF4 2. 402 A4, #1964 KT 430000)

[X#R] ZARAFT-RNF; JKEx; BRRK;, REF

(5 E] BH »WEARAST—RNAF(mNGS) ZIREE E F R RGN F=I A F A Pl RNE, A
BB ERL B AR E RS GRS R RSB AR, ik REFHLIREE & 52 #) N8 24 h A TR
MR (il ok R RF MR RR)KE 2 AR AE R R (BRI FF k) f2 mNGS k347 9% R
e, R mNGS R4 m RARE B R AR Gk A B 4542 R A RIS, R FER G (P<0.05) , REL LRI
R H KRR AT, ARE mNGS W R F AL A4 it £ ke Ha 4, 418 W2 EF KA mNGS
B AE 5 4 A2 R AR B 1) 4R B m R AR IR A R A A R TR A SR AT R R AIRYE,

[hE4S%S] R631 [ S HEFRIRAD] A

Application of mNGS in sepsis pathogen detection and antibiotic treatment

JING Liang' , PENG Xi*, ZHANG Youping' , LI Dayong', SHI Yinghua', ZHU Wei'

(1. Department of Emergency-critical Medical, 2. Department of Internal Neurology, Tongji Hospital, Tongji Medical
College , Huazhong University of Science and Technology, Wuhan, Hubei 430000, China)

[KEY WORDS] metagenomics next generation sequencing; sepsis; pathogen; antibiotics

[ ABSTRACT] Aim  To analyze the clinical value of metagenomics next generation sequencing (mNGS) in pathogen
detection and antibiotic application in patients with sepsis, so as to provide a new diagnostic technology for rapid and accu-
rate diagnosis of the disease and improving the clinical prognosis of patients. Methods 52 patients with sepsis diag-
nosed in intensive care unit were selected. ~ Samples (blood, urine, sputum or alveolar lavage fluid) were collected within
24 hours after admission.  Pathogens were detected by traditional techniques ( bacterial culture and immunological meth-
ods) and mNGS respectively. Results The time of diagnosing pathogens in mNGS group was significantly shorter
than that in traditional group, and the recognition rate and accuracy were improved ( P<0.05). According to the tradi-
tional technology, broad-spectrum antibiotics are recommended for the first time, while more targeted and efficient antibi-
otics are recommended according to mNGS. Conclusion mNGS in patients with sepsis can further shorten the
pathogen detection time, improve the pathogen recognition rate and accuracy, and serve as the basis for guiding the appli-

cation of antibiotics.
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