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Background: The accuracy and sensitivity of conventional microbiological 
tests (CMTs) are insufficient to identify opportunistic pathogens in patients with 
systemic autoimmune rheumatic diseases (SARDs). The study aimed to assess 
the usefulness of metagenomic next-generation sequencing (mNGS) vs. CMTs 
for the diagnosis of pulmonary infections in patients with SARDs receiving 
immunosuppressant therapy.

Methods: The medical records of 40 patients with pulmonary infections and 
SARDs treated with immunosuppressants or corticosteroids were reviewed 
retrospectively. Bronchoalveolar lavage fluid (BALF) samples were collected from 
all patients and examined by mNGS and CMTs. Diagnostic values of the CMTs and 
mNGS were compared with the clinical composite diagnosis as the reference 
standard.

Results: Of the 40 patients included for analysis, 37 (92.5%) were diagnosed with 
pulmonary infections and 3 (7.5%) with non-infectious diseases, of which two were 
considered primary diseases and one an asthma attack. In total, 15 pathogens (7 
bacteria, 5 fungi, and 3 viruses) were detected by CMTs as compared to 58 (36 
bacteria, 12 fungi, and 10 viruses) by mNGS. Diagnostic accuracy of mNGS was 
superior to that of the CMTs for the detection of co-infections with bacteria and 
fungi (95 vs. 53%, respectively, p < 0.01), and for the detection of single infections 
with fungi (97.5 vs. 55%, respectively, p < 0.01). Of the 31 patients diagnosed with 
co-infections, 4 (12.9%) were positive for two pathogens and 27 (87.1%) for three 
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or more. The detection rate of co-infection was significantly higher for mNGS 
than CMTs (95 vs. 16%, respectively, p < 0.01).

Conclusion: The accuracy of mNGS was superior to that of the CMTs for 
the diagnosis of pulmonary infections in patients with SARDs treated with 
immunosuppressants. The rapid diagnosis by mNGS can ensure timely adjustment 
of treatment regimens to improve diagnosis and outcomes.
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Introduction

Systemic autoimmune rheumatic diseases (SARDs) are a group of 
autoimmune-mediated diseases characterized by the overproduction 
of autoantibodies. The incidence of SARDs has continued to increase 
in recent years (1). The propensity for pulmonary infection of patients 
with SARDs is both an inherent form of disease-related immune 
dysregulation and acquired by use of immunosuppressants (2). 
Treatment of SARDs involves using immunosuppressants or 
immunomodulatory drugs, such as mycophenolate mofetil, 
azathioprine, and tacrolimus (3). However, immunosuppression and 
severe activity of the underlying disease often lead to infection by 
various opportunistic pathogens (4, 5), such as Cryptococcus novelis, 
which can cause fatal meningoencephalitis in immunocompromised 
individuals, and Pneumocystis jirovecii, which can cause pneumonia 
after hematopoietic stem cell and solid organ transplantation and is 
especially problematic in patients receiving immunosuppressants. Due 
to the abundance of potential pathogens and the possibility that the 
symptoms of the primary disease or the treatment regimen may hide 
an actual pulmonary infection, diagnosis of this population is often 
challenging (6).

Accurate diagnosis and effective treatment of infections often 
require testing of pathogens for drug sensitivity. Conventional 
microbiological tests (CMTs), such as culture-based detection assays, 
immunological analysis, and polymerase chain reaction (PCR), are 
commonly used for clinical diagnosis of Pneumocystis jirovecii 
pneumonia (PJP) (7). However, CMTs are limited by insufficient 
sensitivity and speed for accurate and rapid identification of pathogens 
in samples from immunocompromised patients (8). Thus, alternative 
methods, such as multiplex real-time quantitative fluorescent PCR, 
biosensors, and metagenomic next-generation sequencing (mNGS), 
are potentially superior diagnostic options for this patient population. 
mNGS is a high-throughput nucleic acid sequencing technology that 
has been widely applied to detect various pathogens (9–13). The 
advantages of mNGS include shorter detection times and accurate 
detection of multiple pathogens simultaneously by DNA or mRNA 
sequencing of clinical samples (14). While mNGS has been used to 
diagnose pneumonia in immunocompromised patients, with 
advantages in pathogen detection, particularly in fungal and 
co-infections, studies exploring its potential application in patients 
with SARDs remain limited (15, 16). The present study aimed to 
compare the diagnostic accuracy of mNGS vs. CMTs for the detection 
of pulmonary infections in immunocompromised patients.

Materials and methods

The cohort of this retrospective study included 40 patients with 
SARDs and suspected pulmonary infections who were admitted to 
Guangdong Provincial People’s Hospital (Guangzhou, China) from 
April 2021 to July 2022 and met the following inclusion criteria: (i) 
confirmed diagnosis of SARDs, included systemic lupus 
erythematosus (SLE), systemic vasculitis, rheumatoid arthritis(RA), 
dermatomyositis(DM), primary Sjögren’s syndrome, immunoglobulin 
G4-related disease, Adult-onset Still’s disease (AOSD), and mixed 
connective tissue disease (MCTD). (ii) long-term use of 
immunosuppressants or corticosteroids, >0.5 mg/kg/day, >1 month; 
(iii) prior bronchoscopy and collection of bronchoalveolar lavage 
fluid (BALF); (iv) pathogen detection by mNGS and CMTs with 
bacterial and fungal smears and cultures; and (v) suspected 
pulmonary infection confirmed by radiographic images, CT signs 
included ground glass opacity (GGO), nodules, inflatable sign, 
parenchymal opacification, reticular or linear shadow, interstitial 
pneumonia (17).

Data collection

Demographic and clinical data, including age, sex, type of 
rheumatic disease, use of steroids and immunosuppressants, 
underlying illness, chest images, results of CMTs and mNGS, changes 
to antibiotic therapy, and disease regression data, were obtained from 
electronic medical records.

CMTs

Blood and BALF samples were obtained from all patients. All 
bronchoalveolar lavage procedures were performed following 
standard safety protocols. Cultures and smears of the BALF and 
sputum samples were immediately prepared. All blood samples were 
immediately assayed by PCR for detection of human 
immunodeficiency virus (HIV), Epstein–Barr virus (EBV), 
cytomegalovirus (CMV), and herpes simplex virus in addition to 
serological analysis of immunoglobulin G, galactomannan, and 
Mycobacterium tuberculosis infection.
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mNGS detection using BALF samples

The mNGS procedure for BALF samples included nucleic acid 
extraction, library construction, sequencing, and bioinformatics 
analysis. When analyzing and extracting respiratory DNA samples, 
the Jinshi MicroDNA Kit is mainly used for extraction, followed by 
DNA fragmentation, splicing, biomolecular labeling (barcode) 
amplification, and onboard sequencing. The quality of the library is 
achieved through Qubit® one × dsDNA HS assay was used for 
evaluation, and then evaluated using Qubit4.0 fluorometer. After the 
library was quantified by real-time PCR, the MGISEQ-200RS high-
throughput sequencing platform was used to sequence the library by 
the shotgun method. It usually takes 3 days to complete the mNGS 
analysis and publish the report. The mNGS results were interpreted in 
reference to the criteria used in previous reports of mNGS for the 
identification of clinically relevant microorganisms (CRMs) with the 
Beijing Genomics Institute NGS (BGISEQ-500) platform (15, 18). 
Bacteria (mycobacteria excluded), fungi (molds excluded), viruses, 
and parasites with relative abundances at the species level of >30% 
were considered CRMs. Mycobacteria with a strict mapping read 
number (SMRN) at the species level of >3 and those with evidence of 
pulmonary pathogenicity and a SMRN at the species level of >10 were 
also considered CRMs.

Clinical composite diagnosis as the 
reference standard

Clinical composite diagnostic criteria were used to identify the 
pathogens, as determined by two experienced clinicians based on 
epidemiology, clinical presentation, treatment outcome, laboratory 
findings, and chest radiology. A true positive was defined as 
consistency between the results of mNGS and CMTs, while a false 
positive was defined as detection by mNGS, but not considered 
pathogenic by the gold standard. If two experts could not reach an 
agreement, in-depth discussions were held with a third expert.

Statistical analysis

The accuracy, sensitivity, specificity, positive predictive value, and 
negative predictive value (NPV) of the data were calculated and 
compared. The chi-square test and Fisher exact test were conducted 
to identify differences between the results of mNGS and CMTs. All 
statistical analyses were performed with IBM SPSS Statistics for 
Windows, version 26.0 (IBM Corporation, Armonk, NY, USA). A 
probability (p) value <0.05 was considered statistically significant.

Results

General characteristic

The study cohort comprised 40 patients (15 males and 25 females; 
mean age, 50.82 years) with a confirmed pulmonary infection. The 
clinical characteristics of the patients are shown in Table 1. All 40 
patients had SARDs, which included 22 (55%) with either systemic 
lupus erythematosus or systemic vasculitis, and were treated with 

TABLE 1 The baseline of patients with pneumonia infection.

Characteristic Clinical value

Age(avg, y) 50.82 ± 16.06

Sex

Male 37.5% (15/40)

Female 62.5% (25/40)

Primary disease

SLE 30.0% (12/40)

Systemic vasculitis 25.0% (10/40)

Sjogren’s syndrome 12.5% (5/40)

Dermatomyositis 15.0% (6/40)

Other disease 17.5% (7/40)

Immunosuppressant

Azathioprine 12.5% (5/40)

Cyclophosphamide 35% (14/40)

Mycophenolatemofetil 25% (10/40)

Methotrexate 22.5% (9/40)

Biological agents 10% (4/40)

Leflunomide 2.5% (1/40)

Cyclosporine 15% (6/40)

Corticosteroid 95% (38/40)

Diabetes

Yes 7.5% (3/40)

No 92.5% (37/40)

Symtom

Fever 37.5% (15/40)

Cough 25% (10/40)

Anhelation 22.5% (9/40)

Diarrhea 7.5% (3/40)

Asymptomatic 7.5% (3/40)

Lab tests

WBC(×109/L) 8.63 ± 0.62

Neutrophils% 82.25 (69.58, 89.20)

Lymphocyte(×109/L) 0.83 (0.52,1.18)

Lymphocyte% 0.09 (0.06, 0.18)

Hb(g/L) 101.60 ± 4.08

Erythrocyte sedimentation rate(mm/h) 35.50 (7.25, 61.25)

CRP(mg/L) 22.20 (4.53, 46.53)

PCT(ng/L) 0.09 (0.05, 0.47)

CREA(μmol/L) 77.15 (47.03, 117.25)

ALT(U/L) 16.00 (10.25, 34.50)

Outcomes

Improved 62.5% (25/40)

Deteriorate 12.5% (5/40)

Loss to follow-up 22.5% (9/40)

Died 2.5% (1/40)

SLE, systemic lupus erythematosus; WBC, white blood cell; Hb, hemoglobin; CRP, 
C-reaction protein; PCT, procalcitonin; CREA, creatinine; ALT, alanine aminotransferase.
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immunosuppressants or hormone therapy. The most commonly used 
immunosuppressants were cyclophosphamide (14/40, 35%), 
mycophenolate mofetil (10/40, 25%), and methotrexate (9/40, 22.5%).

Diagnostic performance of mNGS vs. CMTs

The pathogens identified by CMTs and mNGS among the 40 
patients are shown in Figure 1. Of the 40 patients, 37 (92.5%) had 
confirmed pulmonary infections by NGS. The isolated pathogens 
included 36 bacterial, 12 fungal, and 10 viral species. The most 
common bacterial, fungal, and viral pathogens were Pseudomonas 
aeruginosa, P. jirovecii, and CMV, respectively (Figure  2). The 
positivity rate of CMTs was significantly lower than that of mNGS 
(42.5 vs. 92.5%, respectively, p < 0.01). The CMTs detected seven 
bacteria, five fungi (two Cryptococcus), and three viral species.

Consistency of mNGS with CMTs

Of the 40 cases, 16 (40%) were positive for pathogens by both 
mNGS and CMTs, 21 (52.5%) by only mNGS, and 2 (5%) by only 
CMTs, while 1 (2.5%) was negative by both mNGS and CMTs 
(Figure 3). Of 15 double-positive cases, 1 (6.7%) had an exact match 
between mNGS and CMTs, 2 (13.3%) had a clear mismatch, and 12 
(80%) were partial matches, meaning that at least one pathogen was 
detected by both the CMTs and mNGS.

Diagnostic sensitivity and specificity of 
mNGS vs. CMTs

For the identification of bacteria, the diagnostic sensitivity and 
specificity of the CMTs and mNGS were 35%(11/31)/97%(30/31) and 
89%(8/9)/89%(8/9), respectively. Notably, the diagnostic accuracy of 
mNGS for the identification of bacteria was significantly greater than 
that of the CMTs (95% vs. 53%, respectively, p < 0.01). For the 
detection of fungi, the diagnostic sensitivity and specificity of the 
CMTs and mNGS were 23%/95% and 94%/100%, respectively. 
Similarly, the diagnostic accuracy of mNGS for the identification of 
fungi was significantly greater than that of the CMTs (97.5 vs. 55%, 
respectively, p < 0.01).

Performance of mNGS vs. CMTs for 
detection of co-infections

Of the 40 patients, 4 (10%) were infected with two pathogens and 27 
(67.5%) with three or more. The co-infection detection rate was 
significantly higher with mNGS than with the CMTs (95 vs. 16%, 
respectively, p < 0.01), and mNGS detected a greater variety of pathogens. 
Coinfections with fungal-viral-bacterial and bacterial-viral species were 
the most common. The most common co-infection pathogens involved 
were P. jirovecii (12/40, 30%) and CMV (13/40, 32.5%).

Diagnostic accuracy of mNGS vs. CMTs

Of the 40 patients, 37 (92.5%) were diagnosed with pneumonia 
and 3 (7.5%) with non-infectious diseases, of which two were 
considered primary diseases, and one was an asthma attack. Of the 37 
patients diagnosed with pneumonia, 2 (5.4%) had negative mNGS 
results. All 3 (100%) patients diagnosed with non-infectious diseases 
had false positive mNGS results, demonstrating sensitivity of 95% 
(95% confidence interval [CI] = 80–99%), specificity of 33% (95% 
CI = 1.8–87%), NPV of 33%, and accuracy of 90% (95% CI = 81–99%). 
In contrast, CMTs misdiagnosed infection in 19 (51.4%) of 37 
pneumonia patients, which included one false positive for 
P. aeruginosa infection, demonstrating sensitivity of 47% (95% 
CI = 30–64%), specificity of 75% (95% CI = 22–99%), NPV of 14%, and 
accuracy of 50% (95% CI = 35–65%). The NPV and diagnostic 
accuracy of mNGS were superior to those of the CMTs (Table 2).

Clinical impact of mNGS on diagnosis and 
treatment

The antibiotic regimen was adjusted based on the mNGS results in 
27 (67.5%) of the 40 patients. However, adjustments were abandoned 
in 9 (22.5%) patients due to compliance with the original antibiotic 
regimen. Of the 27 cases requiring adjustment of the antibiotic 
regimen: drugs were added in 19 (70.3%) cases, changes were made in 
5 (18.5%) cases, and drugs were discontinued in 3 (11.1%) cases 
(Figure 4). Sulfamethoxazole was the most commonly adjusted drug 
before and after the detection of pathogenic bacteria with the mNGS 
(Table 3). Outcomes were improved in 25 (62.5%) of the 40 patients.

FIGURE 1

Pathogen detection using mNGS and conventional methods (A) Detection of mNGS, (B) Detection of conventional methods.
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FIGURE 2

The number of pathogens of all cases detected by mNGS.
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FIGURE 4

Adjustment of antibiotic drug.

Discussion

Infection is the leading cause of death in patients with SARDs, and the 
lungs are the most common site of infection among those receiving 
immunosuppressant therapy. However, relatively few studies have 
investigated the use of mNGS for the analysis of BALF samples from 
patients with SARDs while receiving corticosteroids or 
immunosuppressants. The present study aimed to compare mNGS vs. 
CMTs for the identification of pathogens in BALF samples from patients 
with SARDs treated with corticosteroids or immunosuppressants. Of the 
40 patients, pathogens were detected in the BALF samples of 37(92.5%) by 
mNGS, 18 (45%) by CMTs, and 16(40%) by both methods, while 1 (2.5%) 
was negative by both mNGS and CMTs. In addition, co-infections were 
detected in 31 (77.5%) patients by mNGS as compared to only 4 (10%) by 
CMTs, which led to adjustments of antibiotic regimens for 27 (67.5%) 
patients. Notably, symptoms improved in 25 (62.5%) of the 40 patients. By 
comparing mNGS and CMTs, we found that mNGS had the characteristics 
of high sensitivity and accuracy in pathogen detection, especially for the 
diagnosis of fungal, viral, specific pathogenic infections, and co-infection, 
which helped in clinical decision-making and improved prognosis, and 
was consistent with the findings of a previous report (19).

Among the 40 patients enrolled in this study, 37 (92.5%) received 
antibiotic treatment before the collection of the BALF samples. 
Because the detection rate of CMT pathogens is very low, the test 
results are uncertain. Because CMT has a low detection rate of 
pathogens, its detection results are unreliable. The results of CMTs 
usually require 3–5 days as compared to 1 day for mNGS. Compared 
to CMTs, the results of mNGS are less affected by antibiotics (20). 
Meanwhile, a wider spectrum of pathogens can be detected by mNGS, 
which facilitates diagnosis and treatment timely.

In total, 65 pathogens were identified by mNGS and 19 by CMTs. 
Most of the identified pathogens were bacteria, and only 3 (4.6%) were 
fungi. The bacteria identified in BALF samples included Haemophilus 
influenza, Streptococcus pneumoniae, and Pseudomonas aeruginosa, in 
addition to the opportunistic pathogens Trophozoites whipplei and 
Prevotella melaninogenica, which are difficult to detect by CMTs.

The most common pathogens detected by mNGS were CMV, EBV, 
and P. jirovecii. Of the 15 cases of PJP in this study, 14 (93.3%) were 
diagnosed by mNGS, and only 1 (6.7%) was confirmed by CMTs. 
Although PJP is traditionally detected by immunofluorescence 
staining and PCR, the positivity rate of mNGS for the detection of PJP 
is superior to that of CMTs (21). Moreover, mNGS was comparatively 
superior for detection of CMV, EBV, and other opportunistic 
pathogens. Although less virulent in healthy hosts, opportunistic 
pathogens can cause severe and frequent infections in patients 
receiving immunosuppressants (22).

In this study, the detection rate of multiple pathogens by mNGS was 
superior to that by CMTs (72.5% [29/40] vs. 12.5% [5/40], respectively, 
p < 0.05), demonstrating that mNGS is more suitable for detection of 
mixed infections (23). Deficiencies of CMTs, such as sensitivity to fungi, 
viruses, and specific pathogens, in addition to interference by empirical 
antibiotics can be compensated by mNGS (24, 25).

The treatment regimens of 67.5% (27/40) of patients were adjusted 
based on the results of mNGS and CMTs, which ultimately resulted in 
improved outcomes for 62.5% of the cohort. Notably, 10 (25%) 
patients were diagnosed with PJP based on the mNGS results. Of these 
cases, the antibiotic regimen was terminated or switched to 
sulfamethoxazole in 7 (70%). These results suggest that mNGS can 
more accurately identify pathogens causing pulmonary changes, 
thereby avoiding overuse of antibiotics.

There were some limitations to this study that should be addressed. 
First, it’s difficult to obtain BALF from patients with SARDs as a control 
group when bronchoscopy is not performed in the patient without 
lesion in the lung. Second, the patients were recruited from a single 
medical center, which might have introduced bias. Third, it was difficult 
to determine whether the pathogens detected by mNGS were collateral 
contaminants, opportunistic colonizers, or causative pathogens 
because all patients received immunosuppressant therapy for SARDs. 
Fourth, there may have been some false positives of patients with 
mixed infections. Therefore, mNGS requires further development to 
accurately identify multiple types of pathogens. Finally, some patients 
did not follow up with outpatient clinics or examinations within the 

FIGURE 3

Consistency between mNGS and CMTs.

TABLE 2 The sensitivity and specificity of mNGS and CMTs.

Assay Sensitivity, % 
(95%Cl)

Specificity, % 
(95%Cl)

PPV (%) NPV (%) PLR NLR

mNGS 94.59 (0.80 ~ 0.99) 33.33 (0.02 ~ 0.87) 94.59 33.33 1.42 0.16

CMTs 33.33 (0.19 ~ 0.51) 75.00 (0.22 ~ 0.99) 93.33 14.00 1.33 0.89
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prescribed time, resulting in a low follow-up rate. In addition, hospital 
phone numbers were classified as high-frequency nuisance numbers, 
making follow-up visits more difficult.

In conclusion, mNGS were significantly better than CMTs for 
detection of suspected pulmonary infections in patients with SARDs 
receiving immunosuppressant therapy. Rapid diagnosis by mNGS 
can ensure timely adjustment of treatment regimens to improve 
diagnosis and outcomes.
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TABLE 3 Comparison of the proportion of antibiotic use before and after adjustment according to mNGS.

Antimicrobials Pre-mNGS After-mNGS p value

Voriconazole 5/40 (12.5%) 8/40 (20%) 0.363

Cefoperazone sodium and sulbactam sodium 8/40 (20%) 7/40 (17.5%) 0.775

Piperacillin sodium tazobactam sodium 3/40 (7.5%) 7/40 (17.5%) 0.310

Moxifloxacin 10/40 (25.00%) 10/40 (25%) 1

Cefuroxime 1/40 (2.50%) 0/40 (0.00%) 1

Cefdizine 0/40 (0.00%) 1/40 (2.5%) 1

Fluconazol 2/40 (5.00%) 3/40 (7.5%) 1

Levofloxacin 1/40 (2.5%) 2/40 (5.00%) 1

Sulfamethoxazole 2/40 (5.00%) 12/40 (30.0%) 0.008

Ertapenem 1/40 (2.50%) 1/40 (2.50%) 1

Ceftazidime 0/40 (0.00%) 1/40 (2.50%) 1

Amphotericin 0/40 (0.00%) 1/40 (2.50%) 1

Caspofungin 0/40 (0.00%) 1/40 (2.50%) 1

imipenem and cilastatin sodium 3/40 (7.50%) 2/40 (5.00%) 1

Linezolid 1/40 (2.50%) 2/40 (5.00%) 1

Cefotaxime sodium 0/40 (0.00%) 1/40 (2.50%) 1

Rifaximin 1/40 (2.50%) 1/40 (2.50%) 1

Metronidazole 1/40 (2.50%) 1/40 (2.50%) 1

Meropenem 2/40 (5.00%) 2/40 (5.00%) 1

McNemar test for table.

https://doi.org/10.3389/fmed.2023.1161661
https://www.frontiersin.org/journals/medicine
https://www.frontiersin.org
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA979827
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA979827


Wen et al. 10.3389/fmed.2023.1161661

Frontiers in Medicine 08 frontiersin.org

Publisher’s note

All claims expressed in this article are solely those of the 
authors and do not necessarily represent those of their affiliated 

organizations, or those of the publisher, the editors and the 
reviewers. Any product that may be evaluated in this article, or 
claim that may be made by its manufacturer, is not guaranteed or 
endorsed by the publisher.

References
 1. Gabriel SE, Michaud K. Epidemiological studies in incidence, prevalence, mortality, 

and comorbidity of the rheumatic diseases. Arthritis Res Ther. (2009) 11:229. doi: 
10.1186/ar2669

 2. Falagas ME, Manta KG, Betsi GI, Pappas G. Infection-related morbidity and 
mortality in patients with connective tissue diseases: a systematic review. Clin 
Rheumatol. (2007) 26:663–70. doi: 10.1007/s10067-006-0441-9

 3. Broen JCA, van Laar JM. Mycophenolate mofetil, azathioprine and tacrolimus: 
mechanisms in rheumatology. Nat Rev Rheumatol. (2020) 16:167–78. doi: 10.1038/
s41584-020-0374-8

 4. Alarcon GS. Infections in systemic connective tissue diseases: systemic lupus 
erythematosus, scleroderma, and polymyositis/dermatomyositis. Infect Dis Clin N Am. 
(2006) 20:849–75. doi: 10.1016/j.idc.2006.09.007

 5. Zhao Y, Lin X. Cryptococcus neoformans: sex, morphogenesis, and virulence. Infect 
Genet Evol. (2021) 89:104731. doi: 10.1016/j.meegid.2021.104731

 6. Cunnane G, Doran M, Bresnihan B. Infections and biological therapy in rheumatoid 
arthritis. Best Pract Res Clin Rheumatol. (2003) 17:345–63. doi: 10.1016/
s1521-6942(02)00107-9

 7. Yang A, Chen C, Hu Y, Zheng G, Chen P, Xie Z, et al. Application of metagenomic 
next-generation sequencing (mNGS) using bronchoalveolar lavage fluid (BALF) in 
diagnosing pneumonia of children. Microbiol Spectr. (2022) 10:e0148822. doi: 10.1128/
spectrum.01488-22

 8. Shi Y, Peng JM, Qin HY, Du B. Metagenomic next-generation sequencing: a 
promising tool for diagnosis and treatment of suspected pneumonia in rheumatic 
patients with acute respiratory failure: retrospective cohort study. Front Cell Infect 
Microbiol. (2022) 12:941930. doi: 10.3389/fcimb.2022.941930

 9. Zhang XX, Guo LY, Liu LL, Shen A, Feng WY, Huang WH, et al. The diagnostic 
value of metagenomic next-generation sequencing for identifying Streptococcus 
pneumoniae in paediatric bacterial meningitis. BMC Infect Dis. (2019) 19:495. doi: 
10.1186/s12879-019-4132-y

 10. Gu W, Deng X, Lee M, Sucu YD, Arevalo S, Stryke D, et al. Rapid pathogen 
detection by metagenomic next-generation sequencing of infected body fluids. Nat Med. 
(2021) 27:115–24. doi: 10.1038/s41591-020-1105-z

 11. Borroni D, Romano V, Kaye SB, Somerville T, Napoli L, Fasolo A, et al. 
Metagenomics in ophthalmology: current findings and future prospectives. BMJ Open 
Ophthalmol. (2019) 4:e000248. doi: 10.1136/bmjophth-2018-000248

 12. Borroni D, Bonzano C, Sánchez-González JM, Rachwani-Anil R, Zamorano-Martín 
F, Pereza-Nieves J, et al. Shotgun metagenomic sequencing in culture negative microbial 
keratitis. Eur J Ophthalmol. (2023):11206721221149077. doi: 10.1177/11206721221149077

 13. Parekh M, Borroni D, Romano V, Kaye SB, Camposampiero D, Ponzin D, et al. 
Next-generation sequencing for the detection of microorganisms present in human 
donor corneal preservation medium. BMJ Open Ophthalmol. (2019) 4:e000246. doi: 
10.1136/bmjophth-2018-000246

 14. Sun L, Zhang S, Yang Z, Yang F, Wang Z, Li H, et al. Clinical application and 
influencing factor analysis of metagenomic next-generation sequencing (mNGS) in ICU 
patients with sepsis. Front Cell Infect Microbiol. (2022) 12:905132. doi: 10.3389/
fcimb.2022.905132

 15. Peng JM, Du B, Qin HY, Wang Q, Shi Y. Metagenomic next-generation sequencing 
for the diagnosis of suspected pneumonia in immunocompromised patients. J Infect. 
(2021) 82:22–7. doi: 10.1016/j.jinf.2021.01.029

 16. Zhang X, Qin Y, Lei W, Huang JA. Metagenomic next-generation sequencing of 
BALF for the clinical diagnosis of severe community-acquired pneumonia in 
immunocompromised patients: a single-center study. Exp Ther Med. (2023) 25:178. doi: 
10.3892/etm.2023.11877

 17. Hansell DM, Bankier AA, MacMahon H, McLoud TC, Müller NL, Remy J. 
Fleischner society: glossary of terms for thoracic imaging. Radiology. (2008) 
246:697–722. doi: 10.1148/radiol.2462070712

 18. Li Y, Sun B, Tang X, Liu Y-l, He H-y, Li X-y, et al. Application of metagenomic 
next-generation sequencing for bronchoalveolar lavage diagnostics in critically ill 
patients. Eur J Clin Microbiol Infect Dis. (2020) 39:369–74. doi: 10.1007/
s10096-019-03734-5

 19. Wang Q, Wu B, Yang D, Yang C, Jin Z, Cao J, et al. Optimal specimen type for 
accurate diagnosis of infectious peripheral pulmonary lesions by mNGS. BMC Pulm 
Med. (2020) 20:268. doi: 10.1186/s12890-020-01298-1

 20. Miao Q, Ma Y, Wang Q, Pan J, Zhang Y, Jin W, et al. Microbiological diagnostic 
performance of metagenomic next-generation sequencing when applied to clinical 
practice. Clin Infect Dis. (2018) 67:S231–40. doi: 10.1093/cid/ciy693

 21. Liu L, Yuan M, Sun S, Wang J, Shi Y, Yu Y, et al. The performance of metagenomic 
next-generation sequence in the diagnosis of suspected opportunistic infections in 
patients with acquired immunodeficiency syndrome. Infect Drug Resist. (2022) 
15:5645–53. doi: 10.2147/idr.S378249

 22. Gugliesi F, Pasquero S, Griffante G, Scutera S, Albano C, Pacheco SFC, et al. 
Human cytomegalovirus and autoimmune diseases: where are we? Viruses. (2021) 
13(2):260. doi: 10.3390/v13020260

 23. Wang J, Han Y, Feng J. Metagenomic next-generation sequencing for mixed 
pulmonary infection diagnosis. BMC Pulm Med. (2019) 19:252. doi: 10.1186/
s12890-019-1022-4

 24. Deng W, Xu H, Wu Y, Li J. Diagnostic value of bronchoalveolar lavage fluid 
metagenomic next-generation sequencing in pediatric pneumonia. Front Cell Infect 
Microbiol. (2022) 12:950531. doi: 10.3389/fcimb.2022.950531

 25. Su R, Yan H, Li N, Ding T, Li B, Xie Y, et al. Application value of blood 
metagenomic next-generation sequencing in patients with connective tissue diseases. 
Front Immunol. (2022) 13:939057. doi: 10.3389/fimmu.2022.939057

https://doi.org/10.3389/fmed.2023.1161661
https://www.frontiersin.org/journals/medicine
https://www.frontiersin.org
https://doi.org/10.1186/ar2669
https://doi.org/10.1007/s10067-006-0441-9
https://doi.org/10.1038/s41584-020-0374-8
https://doi.org/10.1038/s41584-020-0374-8
https://doi.org/10.1016/j.idc.2006.09.007
https://doi.org/10.1016/j.meegid.2021.104731
https://doi.org/10.1016/s1521-6942(02)00107-9
https://doi.org/10.1016/s1521-6942(02)00107-9
https://doi.org/10.1128/spectrum.01488-22
https://doi.org/10.1128/spectrum.01488-22
https://doi.org/10.3389/fcimb.2022.941930
https://doi.org/10.1186/s12879-019-4132-y
https://doi.org/10.1038/s41591-020-1105-z
https://doi.org/10.1136/bmjophth-2018-000248
https://doi.org/10.1177/11206721221149077
https://doi.org/10.1136/bmjophth-2018-000246
https://doi.org/10.3389/fcimb.2022.905132
https://doi.org/10.3389/fcimb.2022.905132
https://doi.org/10.1016/j.jinf.2021.01.029
https://doi.org/10.3892/etm.2023.11877
https://doi.org/10.1148/radiol.2462070712
https://doi.org/10.1007/s10096-019-03734-5
https://doi.org/10.1007/s10096-019-03734-5
https://doi.org/10.1186/s12890-020-01298-1
https://doi.org/10.1093/cid/ciy693
https://doi.org/10.2147/idr.S378249
https://doi.org/10.3390/v13020260
https://doi.org/10.1186/s12890-019-1022-4
https://doi.org/10.1186/s12890-019-1022-4
https://doi.org/10.3389/fcimb.2022.950531
https://doi.org/10.3389/fimmu.2022.939057

	Validation of metagenomic next-generation sequencing of bronchoalveolar lavage fluid for diagnosis of suspected pulmonary infections in patients with systemic autoimmune rheumatic diseases receiving immunosuppressant therapy
	Introduction
	Materials and methods
	Data collection
	CMTs
	mNGS detection using BALF samples
	Clinical composite diagnosis as the reference standard
	Statistical analysis

	Results
	General characteristic
	Diagnostic performance of mNGS vs. CMTs
	Consistency of mNGS with CMTs
	Diagnostic sensitivity and specificity of mNGS vs. CMTs
	Performance of mNGS vs. CMTs for detection of co-infections
	Diagnostic accuracy of mNGS vs. CMTs
	Clinical impact of mNGS on diagnosis and treatment

	Discussion
	Data availability statement
	Ethics statement
	Author contributions
	Funding
	Conflict of interest
	Publisher’s note

	References

