280

WARLSSEESEAGE 2023 4R £529 % fE4 M)

S A D
P B e 1 1T

AP RBXFRFEFRMERGFERFAL G EEEFA, HIKL 430030

WE A6 K L AT MR RR (BALF) /&R 5 (NGS) £2 i 36 B e 9o RARA M F 69 B R, 77 ok =R
WO AE 412 49 Bl 37 B 4 B 04 15 R 0 R, L3 MR g% R P NGS BRI E M 4R, 4R .412 4l %k P,
A 3R AR w7 B B 222 4], T AR A a0 B 190 ), 2 8% % NGS #im BALF w37 3 4557 R4k 3 4 7 R o8 o AT
BT Xk A EBRAE, AT ARARMEMAEREREL B RS T RMIE A A BE(11.3% vs 3.2% P =
0.002), 4K e BHRBKTRIMFAMAERE(1.8% vs 6.8% ,P=0.01), NGS #9# h & 5 F % Mm% R F 40
(70.1% vs 38.3% ,x> =9.843,P =0.002) , H NGS & 18 4 JLym Rk, 412 48] NGS ¥ ,68 4147 % & B =X
5 (mNGS) ,344 4] 4732 35 B =K 5 (INGS) . mNGS 4% &5 HRE (8.8% vs 2.9% ,P <0.05) IF KA FF 4
(4.4% vs 0.3% ,P=0.015) BEZMHEH (2.9% vs 0% ,P=0.027) ALAHRHRAE1 R (17.6% vs 5.2% ,P <
0.001) A£5E5mET A (7.4% vs 1.5% ,P=0.014) B mirmH(4.4% vs 0% ,P =0.004) 4§ A% Z F INGS, &
R AT E (11.8% vs 36.9% ,P <0.001) # th Z A& F INGS, £ :NGS & 38 & e A0 H 2 A A e B Yy Lk B
B FEHERANAL B Tk, RRG RN G Bt RmBRRGEEEAEEZF FHEGBATH P EEEERE
S IEAE

KR ZRNF; XAEMAERR; MHERARE

hES%EE  R563.1 SHFRIRAS A DOI  10. 11768/ nkjwzzzz20230405

Application of next-generation sequencing on bronchoalveolar lavage fluid in the detection of pathogens of pulmona-
ry infection WU Yuan-yuan, HUANG Hong*. Department of Respiratory and Critical Care Medicine, Tongji Hospital,
Tongji Medical College, Huazhong University of Science and Technology, Hubei Wuhan 430030, China
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Abstract Objective: To investigate the applied value of next-generation sequencing (NGS) on bronchoalveolar lavage
fluid (BALF) in the detection of pathogens of pulmonary infection. Methods: The clinical data of 412 pulmonary infection
patients were retrospectively collected, including conventional microbiological tests, NGS, and laboratory tests. Results:
There were 222 patients with underlying pulmonary diseases and 190 with non-underlying pulmonary diseases. The top three
pathogens detected by BALF NGS in the two groups were Haemophilus influenzae, Streptococcus pneumoniae, and Epstein-
Barr virus (EBV). The patients with underlying pulmonary diseases had a higher positive rate in Pseudomonas aeruginosa
(11.3% vs 3.2% , P =0.002) , while a lower positive rate in Staphylococcus aureus (1.8% vs 6.8% , P=0.01) than in
the non-underlying pulmonary diseases group. BALF NGS had a higher detection rate than the conventional microbiological
tests (70.1% vs 38.3% , x° =9.843, P=0.002). A total of 18 cases of rare pathogens were detected by NGS. There were
68 patients in mNGS ( metagenomic NGS) and 344 patients in tNGS (targeted NGS) among the total 412 patients. The
mNGS had significantly higher detection rates in Staphylococcus aureus (8.8% vs 2.9% , P <0.05), Pneumocystis jirovecii
(4.4% vs 0.3% , P =0.015) , Schizophyllum commune (2.9% vs 0% , P =0.027), human alphaherpesvirus 1 (HSV1,
17.6% vs 5.2% , P <0.001), human betaherpesvirus 7 (HHV7, 7.4% vs 1.5% , P =0.014), and Torque teno virus
(4.4% vs 0% , P =0.004), while lower in Haemophilus influenzae (11.8% vs 36.9% , P <0.001) than tNGS. Conclu-
sions: NGS is an important supplementary method for the diagnosis of pulmonary infection, especially for mixed infection and
uncommon pathogen infection. There are differences in the detection rate of pathogens by different NGS methods, which
needs to be comprehensively evaluated by combining clinical data with laboratory results.
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