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oIt KRR B T34, AT mNGS 54 Lo R Fam gtk . et Rl mRARAPE . SRR RIRE R E,
BHEATRM KA (n=44) Fed2m i K4 (n=29) , WRAUARBREEEERSHEL, LR mNGS &R A H
%’“— (83.56% ) . A (60.27%) . A (52.05%) A= 2 #F B A Em Rk (53.42% ) #th £33 T %k (57.53%,
17.81%, 34.25%, 13.70% ) , #&m 618 [25(5)h] & TR Lsm R FAR [(120(48)h) ], ZF339A %53 E L (f=10452,
23.077, 4.966, 22.400, 7Z=—10.155, P=0.001, 0.001, 0.026, <0.001, <0.001) . ¥ s A % 20 mNGS (95.45% ) Fo#k %
R (68.18% ) #th A3 & T m M K40 (65.52%, 41.38%) , E2FH % FEL (=11.608, 5.139; P=0.001,
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Value of Metagenomic Next-generation Sequencing in the Pathogenic
Diagnosis of Connective Tissue Disease Combined with Pulmonary Infection

SUN Li, MA Yan, LI Xiaomei, WANG Li ( Department of Rheumatology and Immunology, the First Affiliated
Hospital of University of Science and Technology of China, Hefei 230000, China )

Abstract: Objective To investigate the value of metagenomic next-generation sequencing (mNGS) in the etiological diagnosis
of connective tissue disease complicated with pulmonary infection. Methods A total of 73 patients with connective tissue
disease combined with pulmonary infection diagnosed and treated by the Rheumatology Department of the First Affiliated
Hospital of University of Science and Technology of China from May 2019 to May 2022 were selected to analyze the detection
rate, detection time, pathogen type and detection rate of various pathogens between mNGS and traditional etiological detection.
The patients were divided into severe pneumonia group ( n=44 ) and mild pneumonia group (7=29 ) , and the detection rate
and distribution of pathogens in the two groups were compared. Results The detection rate of mNGS pathogens (83.56%),
viruses (60.27%), fungi (52.05%) and 2 or more pathogens (53.42%) were higher than traditional detection ( 57.53%, 17.81%,
34.25%, 13.70% ) , and the detection time [25 (5) h] was shorter than traditional detection[ ( 120 (48 ) h], and the differences
were statistically significant ( y’=10.452, 23.077, 4.966, 22.400, Z=-10.155, P=0.001, 0.001, 0.026, <0.001, <0.001) . The
detection rates of mNGS (95.45%) and traditional etiology (68.18%) in severe pneumonia group were higher than those in mild
pneumonia group ( 65.52%, 41.38% ) , and the differences were statistically significant ( ¥’=11.608, 5.139, P=0.001, 0.023) .
Conclusion In patients with connective tissue disease complicated with pulmonary infection, the detection time of mNGS was
shorter, and the pathogen detection rate was higher than that of traditional detection, which is helpful for rapid and comprehensive
detection and identification of pathogens, clear infection diagnosis, and guide clinical treatment.
Keywords: metagenomic next-generation sequencing; etiology; pulmonary infection; connective tissue diseases
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(24.66 %) , LPE55041 (75.34%) , 4l 16 ~ 86
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RA)10f( 13.70 % ), ANCA A I % ( ANCA-
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AL CHEINE R SR A BR AR ) SRS

W PR, XA P A% BR A T 3R BRI Y
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Kot 0T A R DL LB TR A #E O (20039,
51.28% ) , FEGEAGINAG H FITR A G UL B TR G 4
E&H W (5/10, 50.00%) .
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T M E N T, mNGS (95.45% vs 65.52% ) Fil
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HEMR A PR A

B aNGS  BAREERE wNGS SR
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HAb 1(093) 0(0) 0(0) 0(0)
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