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BACKGROUND: To understand the treatment outcomes and factors influencing 
unfavorable outcomes in older asymptomatic pulmonary tuberculosis patients 
(aPTB) in China, compare them with symptomatic patients, so as to provide a 
reference for further efforts in the prevention and treatment of asymptomatic 
tuberculosis in older people.
METHODS: Data on older patients with asymptomatic pulmonary tuberculosis 
registered between 2021 and 2024 were obtained from the China Disease Prevention 
and Control Information System, including demographic characteristics, clinical 
features, and treatment management information. Descriptive epidemiological 
methods were employed to analyze the characteristics and treatment outcomes of 
the patients, and logistic regression models were used to identify factors 
influencing unfavorable treatment outcomes. Comparisons were also made with 
symptomatic patients during the same period.
RESULTS: Asymptomatic patients accounted for 11.54% (25,735/223,014). Treatment 
success rates were comparable between aPTB and symptomatic pulmonary 
tuberculosis (sPTB) groups (90.83% vs. 90.55%, P = 0.142). However, among 
patients with unfavorable outcomes, aPTB patients had higher loss to follow-up 
(18.52% vs. 13.69%) and not evaluated rates, while sPTB patients had higher 
mortality (76.87% vs. 72.15%) and treatment failure. Independent risk factors 
for unfavorable outcomes in aPTB included advanced age (≥ 80 years: AOR = 3.30), 
western residence (AOR = 1.38), pathogen-positivity (AOR = 1.35), comorbidities 
(AOR = 1.72), retreatment (AOR = 1.27), non-standard regimens (AOR up to 1.81), 
non-use of fixed-dose combinations (AOR = 1.18), no initial follow-up visit 
(AOR = 1.80), and adverse drug reactions (AOR = 6.58). Active case finding 
(AOR = 0.64) and high adherence (AOR = 0.02-0.06) were associated with lower 
odds of unfavorable outcomes.
CONCLUSIONS: Older aPTB patients constitute a notable proportion with treatment 
success comparable to sPTB patients, but exhibit distinct patterns of 
unfavorable outcomes. Multiple factors (such as advanced age ≥ 80 years, 
comorbidities, adverse drug reactions, and non-standard regimens) were 
associated with unfavorable outcomes within this surveillance cohort, supporting 
targeted interventions for this overlooked population.
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BACKGROUND: Air pollution increases tuberculosis (TB) susceptibility, yet the 
underlying molecular mechanisms remain elusive.
METHODS: We integrated human genes associated with seven air pollutants with 
TB-associated genes from public databases. Utilizing network toxicology, we 
engineered a diagnostic pipeline evaluating 175 machine learning models across 
transcriptomic datasets to identify a core gene signature. This signature was 
validated via qPCR in an independent clinical cohort. Molecular docking and in 
silico single-cell knockout analyses were used to predict pollutant-protein 
interactions and potential downstream transcriptional perturbations.
RESULTS: We identified 271 intersecting genes enriched in inflammatory and 
immune-related pathways, including IL-17, TNF, and Toll-like receptor signaling. 
Machine learning identified a five-gene candidate signature consisting of STAT1, 
IFIH1, IFIT2, IFIT3, and CYBB. Clinical qRT-PCR further supported their 
upregulation in TB patients, with individual AUCs ranging from 0.76 to 0.89. 
Docking simulations predicted that toluene may form hydrophobic interactions 
with STAT1, IFIT2, and IFIT3. In silico STAT1 perturbation in monocytes 
predicted transcriptional alterations involving RETN and S100A9, with enrichment 
in IFN-γ-related pathways.
CONCLUSION: Air pollutants, particularly toluene and benzene, may contribute to 
TB susceptibility by interacting with interferon-related immune proteins. The 
identified five-gene signature may represent a potential biomarker panel for TB 
and warrants further validation in exposure-characterized cohorts.
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RATIONALE: The study is aimed at exploring the complex clinical scenario of a 
patient with systemic lupus erythematosus who developed a rare coinfection with 
Listeria monocytogenes and Mycobacterium tuberculosis. The rationale is to 
highlight the diagnostic and therapeutic challenges in managing such a case, 
particularly in the context of immunosuppression and the need for effective 
antimicrobial therapy. This case underscores the importance of advanced 
diagnostic techniques like metagenomic next-generation sequencing in identifying 
coinfections and the critical balance required in treating both infections while 
managing the underlying autoimmune condition.
PATIENT CONCERNS: This case report presents a 58-year-old female patient who 
initially manifested thrombocytopenia and was diagnosed with SLE in an external 
hospital. After treatment, her condition did not improve. On the contrary, she 
developed a fever and a headache, and her disturbance of consciousness gradually 
worsened. The patient was admitted to our hospital with a suspected diagnosis of 
lupus encephalopathy and central nervous system infection.
DIAGNOSES: MRI plain scan showed linear enhancement shadows in the right 
temporal pole and bilateral cerebellar hemisphere regions on the 
fluid-attenuated inversion recovery three-dimensional volumetric 
fluid-attenuated inversion recovery contrast-enhanced scan. Subsequently, NGS of 
the cerebrospinal fluid detected L. monocytogenes and M. tuberculosis, 
suggesting a possible mixed infectious meningitis caused by these two pathogens.
INTERVENTIONS: The patient underwent a comprehensive treatment regimen including 
antiListeria and antituberculosis therapies. Unfortunately, this was followed by 
the development of liver failure and various other complications. In response, 
we administered interventions such as blood purification and liver support 
measures. Furthermore, we organized a multidisciplinary consultation to address 
the complex medical needs of the patient.
OUTCOMES: Despite aggressive medical interventions, the patient's condition 
deteriorated. She developed multiorgan failure, which significantly impacted her 
prognosis. The patient's family elected to withdraw life-sustaining treatment, 
and the patient passed away within 24 h after discharge.
LESSONS: This case underscores the importance of early and accurate diagnosis, 
particularly for immunocompromised patients with complex clinical presentations. 
Identifying mixed infections is crucial, and it also poses a significant 
challenge in selecting appropriate antimicrobial agents and conducting relevant 
tests.
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BACKGROUND: Delamanid (DLM) is a promising drug recommended for treatment of 
multidrug-/rifampicin-resistant tuberculosis (MDR/RR-TB). However, there are 
very little data about the emergence of drug resistance in patients with the use 
of DLM-containing regimens. The study aimed to monitor the dynamics of 
susceptibility of MTB to DLM and investigate the potential mechanism conferring 
decreased susceptibility.
METHODS: A prospective cohort study was conducted, enrolling MDR/RR-TB patients 
with culture-confirmed diagnoses across 10 study sites. Serial sputum samples 
were collected from participants receiving DLM-containing regimens at baseline 
(treatment initiation), week 2, week 4, and every 4 weeks thereafter until 
treatment completion. The in vitro susceptibility of Mycobacterium tuberculosis 
isolates to DLM was assessed using the BACTEC MGIT 960 system.
RESULTS: A total of 263 MDR/RR-TB patients were included from 2020 to 2024 in 
the present study, favorable outcomes were recorded in 187 patients (71.1%). The 
distribution of minimal inhibit concentration (MIC) for a bacterial population 
to DLM was unimodal, and most isolates tested had a MIC value of < 0.015 µg/mL. 
The MIC50 and MIC90 of MTB isolates were 0.03 and 0.06 µg/mL, respectively. 
Using the 0.12 µg/mL as a proposed epidemiological cutoff value, the resistance 
to DLM was found in 0.76% (2/263) of MTB isolates and no mutations were 
identified within loci conferring DLM resistance. Additionally, the remaining 81 
(30.8%) with serial isolates were included in our analysis. 70 out of 81 
patients exhibited no change in DLM MICs. In contrast, the reduced 
susceptibility to DLM was noted in 11 patients, defined as no less than 2-fold 
increase in MIC value compared with that of baseline.
CONCLUSIONS: Primary DLM resistance was rare (0.76%), and resistance emergence 
during treatment was infrequent, though some cases of reduced susceptibility 
were observed.
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Tuberculosis (TB) is one of the leading fatal infectious diseases globally. As 
recommended by the WHO, interferon-γ release assay (IGRA) is an important method 
for accurate and efficient TB diagnosis; however, it is limited to the central 
labs due to multiple assisting devices, tedious manual operations, and the need 
for well-trained personnel. We have developed an integrated semi-automated 
platform combining centrifugal microfluidic chips with chemiluminescence 
immunoassay (CLIA) for TB-IGRA detection. The platform consists of two 
cooperative centrifugal chips and a portable companion analyzer with two 
operation sites. The incubation chip adopts a two-step highly efficient RBC 
separation strategy with wax valves to ensure the efficient purification of 
plasma with IFN-γ after the 20-24 h fully on-chip incubation period. The 
detection chip enables automated, multiple, and sequential reagent discharging, 
physically enhanced mixing, flexible magnetic bead operation and dynamic 
chemiluminescence signal detection. Within the companion analyzer, both the 
incubation and detection chips can be operated on two different sites for 
different tasks at different steps, respectively. Experiments with different 
samples for different purposes were systematically conducted to evaluate the 
system's functionality. As a preliminary proof-of-concept, experimental results 
demonstrated that the proposed single-device system achieves parallel N/T/P 
detection on two cooperative chips. By successfully automating the complex 
workflow traditionally performed by multiple benchtop instruments, this platform 
enables more convenient, semi-automatic, 'sample-to-result' TB diagnosis than 
the conventional IGRA protocols.
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Environmental exposures, particularly air pollutants, are important determinants 
of pulmonary tuberculosis (PTB) incidence and mortality. However, limited 
evidence exists on whether greenspace exposure influences PTB treatment 
outcomes, and little is known about how such effects vary across spatial scales 
or interact with air pollutants during treatment. This study examined the 
scale-specific associations between greenspace exposure and PTB treatment 
success and assessed whether greenspace modified the associations between air 
pollutants and treatment outcomes within 250, 500, and 1250 m residential 
buffers. Using data from 82,784 PTB cases in Zhejiang Province, we applied 
multivariate Cox proportional hazards models to estimate associations between 
greenspace exposure and treatment success across multiple spatial scales. 
Interaction analyses were further conducted to evaluate the joint effects of 
greenspace and air pollutants on PTB treatment outcomes. Greenspace exposure 
within the 1250 m buffer showed the strongest positive association with PTB 
treatment success. Compared with patients in the lowest quintile of greenspace 
exposure, those in the fourth quintile within the 1250 m buffer were 
significantly more likely to achieve treatment success (HR = 1.0701, 95% CI: 
1.04 - 1.10). Significant positive interactions were also observed between 
greenspace and SO2, with stronger interaction effects at the 1250 m scale than 
at the 250 m and 500 m scales. These findings suggest that the association 
between greenspace exposure and PTB treatment success is both scale-dependent 
and nonlinear, with the strongest benefit observed for fourth-quintile exposure 
within the 1250 m residential buffer rather than at the highest exposure level. 
By revealing the multi-scale and interactive roles of greenspace in PTB 
treatment outcomes, this study provides new evidence to support the integration 
of greenspace planning and air quality management in urban health strategies for 
infectious disease recovery.
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INTRODUCTION: Artificial intelligence (AI) is increasingly used in tuberculosis 
(TB) diagnosis, but its clinical adoption depends not only on accuracy but also 
on physicians' trust and understanding of AI outputs. Explainable AI (XAI) has 
been proposed to address this challenge, but limited evidence exists on which 
explanation features are most valued by physicians in TB diagnostic settings. 
Discrete choice experiments (DCEs) offer a structured method to elicit 
physicians' preferences and quantify trade-offs among explainability attributes. 
This protocol describes a DCE designed to examine TB physicians' preferences for 
AI explainability to inform user-centred AI development and implementation.
METHODS AND ANALYSIS: Six attributes were identified through a comprehensive 
literature review, one-on-one semi-structured interviews with TB physicians and 
expert consultations. A D-efficient experimental design was used to construct 
choice sets. TB physicians in Hubei Province, China, will be recruited using a 
stratified random sampling approach. Preference data will be analysed using 
multinomial logit and mixed logit models to estimate the relative importance of 
attributes and explore preference heterogeneity across physician subgroups.
ETHICS AND DISSEMINATION: Ethical approval has been obtained from the Ethics 
Committee of Wuhan Pulmonary Hospital. All participants will provide written 
informed consent prior to participation. Study findings will be disseminated 
through peer-reviewed journal publications, conference presentations and 
academic forums, with the aim of informing the design and implementation of XAI 
systems for TB diagnosis.
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Th1/Th2 immune imbalance constitutes a critical mechanism underlying 
Mycobacterium tuberculosis (Mtb)-mediated immune evasion. Nevertheless, the 
specific regulatory mechanism of neutrophils, the pivotal upstream innate immune 
cells, remains poorly elucidated in this imbalance. This study integrates 
multi-omics technologies, combines an in vitro primary cell co-culture model and 
clinical samples for verification, and systematically elucidates the core 
mechanism by which neutrophils regulate Th1/Th2 immune imbalance in tuberculosis 
(TB). Our data demonstrate that LGALS2 is highly expressed in neutrophils and 
serves as a key susceptibility factor facilitating TB development and 
progression. A remarkable reduction in the Th1/Th2 ratio was observed in TB 
patients, reflecting disrupted Th1/Th2 immune homeostasis. Suppression of 
neutrophilic LGALS2 successfully restored the distorted immune balance. 
Mechanistically, elevated LGALS2 induces Th2 differentiation through the 
IFN-γ/HLA-II/CD4 axis, whereas loss of LGALS2 enhances TCR-cascade signaling to 
promote Th1 differentiation. Further epigenetic analysis reveals that the high 
expression of LGALS2 is attributed to aberrant methylation of its gene promoter. 
Taken together, this study provides critical mechanistic clues to two 
longstanding puzzles in TB immunology: the elusive mechanism driving 
TB-associated Th1/Th2 imbalance and the poorly understood function of innate 
neutrophils. We uncover a neutrophil-specific epigenetic axis: promoter 
hypermethylation upregulates LGALS2, which disturbs Th1/Th2 balance through 
distinct IFN-γ/HLA-CD4 and TCR signaling cascades to heighten TB susceptibility. 
The findings provide potential novel targets for TB precision immunotherapy.
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Anti-tuberculosis drug-induced liver injury (ATB-DILI) is a leading cause of 
impaired anti-TB treatment efficacy in patients with tuberculosis. Baicalein 
(Bai), a dietary flavonoid from the root of Scutellaria baicalensis, exhibits 
diverse therapeutic effects across a broad spectrum of diseases. This study 
aimed to investigate the protective effects of Bai against ATB-DILI and to 
elucidate the role of ferritinophagy, using an integrated approach combining 
network pharmacology, animal models, and cellular assays. Bai treatment 
ameliorated ATB-DILI and hepatocyte injury in vivo and in vitro, respectively. 
Reactive oxygen species production, lipid accumulation, and cellular ferroptosis 
caused by anti-TB drugs were ameliorated following Bai treatment both in vivo 
and in vitro. Furthermore, Bai treatment alleviated excessive ferritinophagy 
induced by anti-TB drugs by modulating the nuclear receptor coactivator 4 
(NCOA4)/ferritin heavy chain 1 (FTH1) signaling pathway. Notably, knockdown of 
YES-associated protein 1 (YAP1) abrogated the protective effects of Bai 
treatment, preventing it from alleviating the anti-TB drug-induced increase in 
NCOA4 expression, decrease in FTH1 expression, iron overload, and subsequent 
ferroptosis and lipid peroxidation in rat liver and hepatocytes. This study 
suggested that Bai treatment attenuates anti-TB drug-induced hepatocyte injury 
via inhibition of ferritinophagy activation-induced ferroptosis, which is 
regulated through the YAP1/NCOA4/FTH1 signaling pathway. These findings 
establish a novel therapeutic target for Bai in the treatment of ATB-DILI and 
provide a rational basis for its clinical application.

Copyright © 2026 Elsevier B.V. All rights reserved.
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BACKGROUND: Whole-genome sequencing (WGS) enables comprehensive characterization 
of Mycobacterium tuberculosis (MTB), but its routine clinical use is limited by 
the lack of standardized and multicenter-validated analytical workflows.
METHODS: We developed TB-Genaly, a user-friendly and secure bioinformatics 
pipeline for MTB WGS analysis. Performance of drug-resistance prediction was 
evaluated using a multicenter, population-based cohort comprising 461 clinical 
MTB isolates from four centers, each with paired phenotypic drug susceptibility 
testing (pDST) results. Sensitivity and specificity were calculated to assess 
concordance between genotypic predictions and pDST.
RESULTS: TB-Genaly demonstrated high predictive performance for 
anti-tuberculosis drug resistance. For first-line drugs, it achieved sensitivity 
and specificity of 95.8% and 92.6% for rifampicin, 95.5% and 92.4% for 
isoniazid, 91.8% and 99.4% for pyrazinamide, and 87.3% and 92.7% for ethambutol; 
receiver operating characteristic (ROC) curve analysis further confirmed 
excellent discriminatory power, with area under the curve (AUC) values of 0.999, 
0.997, 0.995 and 0.969 for the four agents, respectively. For second-line drugs, 
sensitivity and specificity ranged from 87.8% to 94.7% and 97.5% to 98.0%, 
respectively, with 98.5% sensitivity and 99.3% specificity for 
multidrug-resistant tuberculosis (MDR-TB) detection. Additionally, TB-Genaly 
supports automated generation of standardized clinical reports and transmission 
network visualizations.
CONCLUSIONS: TB-Genaly provides accurate, standardized WGS-based drug-resistance 
prediction across multiple centers. Its usability and comprehensive reporting 
facilitate integration into clinical diagnostics and public health surveillance, 
highlighting its potential to support clinical decision-making and tuberculosis 
control efforts.
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OBJECTIVE: This study evaluated the efficacy and safety of a radiographic 
severity-stratified, all-oral short-course treatment regimen (STR) for multidrug 
/rifampicin-resistant tuberculosis (MDR/RR-TB) in China.
METHODS: Enrolled participants were randomised (2:1) to receive either an 
all-oral STR or an 18-month regimen based on the 2019 WHO guidelines as the 
control. The STR group was divided into three subgroups according to 
radiographic severity scores. The primary efficacy endpoint was a favourable 
treatment outcome up to 6 months after discontinuation. The primary safety 
endpoint was grade ≥3 adverse events (AEs) during the study period. A 
prespecified non-inferiority margin of <12 percentage points was used for the 
between-group difference in favourable outcomes.
RESULTS: A total of 259 participants were randomised, with 173 and 86 assigned 
to the STR and control groups, respectively. In the modified intention-to-treat 
(mITT) population, the favourable treatment outcome rate was 87.1% (148/170) in 
the STR group and 81.5% (66/81) in the control group. The between-group 
difference was 5.6 percentage points (95% CI, -5.7-13.8; p =0.03 for 
non-inferiority). In the per-protocol (PP) population, the favourable treatment 
outcome rate was 89.0% (146/164) in the STR group and 83.1% (64/77) in the 
control group. The between-group difference was 5.9 percentage points (95% CI, 
-7.9-11.7; p = 0.02 for non-inferiority). Grade ≥ 3 AEs occurred significantly 
less often in the STR group than in the control group (27.7% vs 43.0%, p < 
0.01).
CONCLUSIONS: The radiographic severity-stratified STR was non-inferior to the 
traditional longer regimen in achieving favourable treatment outcomes and 
demonstrated better safety.
CLINICAL TRIAL REGISTRATION: ChiCTR1800017904.
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Pulmonary tuberculosis (TB) recurrence is a significant risk factor for the 
development of drug-resistant (DR) TB. Understanding the risk factors associated 
with pulmonary tuberculosis (PTB) recurrence is crucial for designing targeted 
interventions to end the TB epidemic. In Henan Province, China, where the PTB 
incidence rate was 37.09 per 100,000 in 2023, we conducted a retrospective 
cohort study. This study utilized passive monitoring to investigate the rate and 
predictors of bacteriological recurrence within 5 years after cure in a cohort 
of newly diagnosed PTB patients. A retrospective cohort analysis was carried out 
using data from the China Information System for Disease Control and Prevention 
(CISDCP), focusing on bacteriologically confirmed PTB patients who were 
diagnosed between 2014 and 2019 and cured in Henan Province, China. A five-year 
follow-up was conducted via passive monitoring to calculate the recurrence time 
and recurrence rate, as well as to identify risk factors associated with 
bacteriological recurrence. For univariate analysis, the Kaplan-Meier method was 
used. The log-rank test was employed for between-group comparisons. 
Multivariable analysis was performed using a Cox proportional hazards (PH) 
regression model, with results reported as adjusted hazard ratios (aHRs) and 95% 
confidence intervals (CIs). Among the 53,124 cured PTB patients, 1346 
experienced recurrence, yielding a 5-year cumulative recurrence rate of 2.53%. 
The recurrence density was 5.14 per 1,000 person-years (PYs). The median 
recurrence interval was 500.50 days (IQR: 217.00-940.75). Multivariable Cox 
regression revealed the top three risk factors associated with recurrence. Older 
age (≥ 45 years) was the strongest: compared with the reference group aged 15-24 years, the adjusted hazard ratio (aHR) was 2.659 (95% CI: 2.132-3.317) for 
patients aged 45-64 years and 1.958 (95% CI: 1.554-2.467) for those aged ≥ 65 
years. Bacteriological positivity at month 2 or 3 of treatment (aHR = 1.877, 95% 
CI: 1.428-2.467) and male sex (aHR = 1.826, 95% CI: 1.573-2.119) were the other 
two key factors. Other significant factors associated with increased recurrence 
risk included the presence of comorbidities (aHR = 1.521), positive culture at 
month 0 (aHR = 1.319), being a member of the floating population (aHR = 1.205), 
and patient delay (aHR = 1.205). In contrast, receiving entire-episode directly 
observed therapy (DOT) served as a significant protective factor against PTB 
recurrence (aHR = 0.696, 95% CI: 0.545-0.889). The PTB recurrence rate in Henan 
is relatively low. Key risk factors included age ≥ 45 years, bacteriological 
positivity at month 2 or 3 of treatment, and male sex. Receiving entire-episode 
DOT was identified as a protective factor. Accordingly, public health education 
should be strengthened to promote timely medical consultation. Standardized 
treatment regimens, entire-episode DOT or video-observed therapy (VOT), early 
drug resistance testing, and comorbidity control are essential. Enhanced support 
should be provided to PTB patients who are male or belong to the floating 
population. Active follow-up and management procedures after cure should be 
implemented to reduce recurrence rates.
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OBJECTIVE: The aim of this study is to identify the barriers and facilitating 
factors affecting discharge preparation during the hospital-to-home transition 
period for treatment-naïve tuberculosis patients, thereby providing a basis for 
the development of personalised interventions.
METHODS: This study employed a qualitative descriptive research design. Using 
purposive and maximum diversity sampling strategies, 15 treatment-naïve 
tuberculosis patients were selected from an infectious diseases hospital in 
western China to participate in semi-structured in-depth interviews. The 
interview data was then organised, analysed and distilled using the Colaizzi 
7-step analysis method.
RESULTS: The discharge experience during the hospital-to-home transition period 
for newly diagnosed TB patients comprised two themes and seven subthemes. These 
included facilitating factors for discharge preparedness diverse home-based 
treatment supervision methods, plentiful digital healthcare resources, strong 
desire to return to work, and robust social support and impeding factors for 
discharge preparednessLack of disease knowledge, Unmet needs regarding patient 
self-management and a heavy psychological burden.
CONCLUSION: This study demonstrates that the discharge preparedness of newly 
diagnosed TB patients during the hospital-to-home transition is influenced by 
multiple factors. Healthcare professionals should conduct precise assessments of 
patients' discharge preparedness challenges, utilizing these factors to deliver 
targeted discharge preparation training.
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A one-year-old boy was referred to our respiratory department for further 
evaluation of obstructing endobronchial lesions. The lesions were detected on 
chest computed tomography (CT) performed at another hospital after the patient 
presented with cough and worsening wheezing. Physical examination revealed 
tachypnea and diminished breath sounds bilaterally without rales. The patient 
was receiving supplemental oxygen. Notably, his medical history was significant 
for an admission at 21 days of age for persistent cough, right upper lung 
atelectasis, and sputum analysis that revealed Bordetella pertussis, 
Acinetobacter baumannii, and rhinovirus. Despite advanced testing, including 
bronchoalveolar lavage acid-fast staining, tuberculin skin testing, and 
metagenomic next-generation sequencing, the diagnosis was initially missed and 
was ultimately established only after multi-institutional pathology review with 
deeper histologic recuts identifying a rare acid-fast bacillus. This case 
demonstrates a rare but high-risk presentation of pediatric tuberculosis: 
near-complete tracheobronchial obstruction due to endobronchial tuberculosis 
(EBTB) in an infant.
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Objectives Adolescents remain underprioritized in tuberculosis (TB) control, with 
limited evidence guiding screening and preventive strategies. Leveraging a mass 
school-based screening program in eastern China, we evaluated the prognostic 
value of tuberculin skin test (TST) induration size for predicting progression 
to active TB disease among adolescents within a prospective cohort 
framework. Methods: From 2018 to 2021, TST-based screening was conducted among 
newly enrolled students across 68 high schools in Jiangsu Province, China. All 
students were screened at baseline and followed through record linkage. Binary 
logistic and Cox proportional hazards regression models identified factors 
associated with Mycobacterium tuberculosis (Mtb) infection and disease 
progression.Results Among 198,276 students, TST positivity at 5 mm, 10 mm, and 15 
mm cutoffs was 11%, 6%, and 2% respectively. Adjusted hazard ratios (95% CI) for 
indurations of 5-9 mm, 10-14 mm, and ≥15 mm versus <5 mm were 1.27 (0.46-3.50), 
6.65 (3.85-11.49), and 10.02 (5.23-19.20). However, sensitivity to detect 
incident TB at each cutoff remained low (<40%). Compared with students recruited 
in 2018-2019, TST positivity was lower among those recruited in 2020 (aRR = 
0.73; 95% CI, 0.59-0.89) and 2021 (aRR = 0.68; 95% CI, 0.53-0.86), as was TB 
progression among students recruited in 2021 (aHR = 0.35; 95% CI, 
0.16-0.76).Conclusion In this large school-based prospective cohort, larger TST 
indurations were associated with subsequent TB, but overall sensitivity and 
positive predictive value of TST screening were low. School-entry TST screening 
alone cannot identify most at-risk adolescents, and more targeted strategies are 
needed to detect and protect them.
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OBJECTIVE: To investigate the dynamic expression of T-cell immunoglobulin and 
mucin domain molecule-1 (TIM-1) in pulmonary tuberculosis (PTB) patients at 
various stages, and examine possible relationships with IFN-γ and IL-17, to 
elucidate the potential roles in PTB pathogenesis. In addition, we aimed to 
assess the feasibility of using TIM-1 combined with IFN-γ and IL-17 as a 
biomarker for PTB diagnosis.
METHODS: Plasma samples were collected from 60 PTB patients, 50 latent 
tuberculosis infection (LTBI) patients, and 50 healthy controls at the First 
Affiliated Hospital of Xinjiang Medical University between February and November 
2023. The concentrations of TIM- 1, IFN-γ, and IL-17 in plasma were quantified 
using ELISA. Correlation and Logistic regression analyses were conducted, 
followed by the construction of a predictive model.
RESULTS: Significantly higher plasma concentrations of TIM-1 and IL-17 and 
reduced levels of IFN-γ were observed in PTB patients compared to LTBI subjects 
and healthy controls. A positive correlation was found between TIM-1 and IL-17 
levels in PTB patients. Receiver operating characteristic (ROC) curve analysis 
demonstrated that TIM-1 exhibited moderate diagnostic performance, with a cutoff 
value of 22.3 pg·ml- 1, whereas the reduction in IFN-γ level was not 
statistically significant. The constructed predictive model had a C-index of 
78.8% and an area under the ROC curve of 0.79.
CONCLUSIONS: Plasma TIM-1 concentration was significantly elevated in PTB 
patients and non-significantly raised in LTBI suggesting possible roles in 
promoting inflammation and modulating Th17 responses, potentially influencing 
mycobacterial clearance and perhaps disease progression. This highlights the 
potential importance of TIM-1 in tuberculous inflammatory processes, immune 
regulation, and its utility in early diagnostics, suggesting it may be a novel 
therapeutic target in PTB. These findings are preliminary and require further 
validation in larger, multicenter studies.
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Single molecule methods have become prevalent tools in elucidating molecular 
processes across various life science fields over the past three decades, 
driving breakthroughs in understanding their underlying molecular mechanisms. In 
our study, we employed two single-molecule methods, Förster Resonance Energy 
Transfer (smFRET) and high-resolution optical tweezers, to investigate the 
transcription of Mycobacterium tuberculosis RNA polymerase (MtbRNAP) from 
initiation through to termination. We aim to provide a set of comprehensive 
biophysical tools to deepen our current understanding of MtbRNAP and its 
transcription factors. These experimental assays represent an important step 
towards unraveling the molecular dynamics and interactions that support 
transcription in Mycobacterium tuberculosis.

Copyright © 2026. Published by Elsevier Inc.
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BACKGROUND: Histiocytic necrotizing lymphadenitis (HNL) is a benign condition in 
children that is often misdiagnosed due to its clinical overlap with 
tuberculosis, rheumatic diseases, and lymphadenitis. The QuantiFERON-TB Gold 
In-Tube assay (TB-IGRA) is routinely used to rule out tuberculosis, but its Nil 
value (TB-Nil), which reflects background IFN-γ release, remains underutilized. 
Many studies suggest that elevated IFN-γ levels may aid in the differential 
diagnosis of HNL. In this study, we investigate the role of TB-Nil in diagnosing 
HNL.
METHODS: To investigate the relationship between TB-Nil values and the diagnosis 
of HNL, we retrospectively enrolled 48 patients who were diagnosed with HNL at 
the Women and Children's Medical Center, Guangzhou Medical University, between 
January 2019 and December 2024 and who had undergone TB-IGRA testing. Clinical 
data were extracted from the electronic medical record system. TB-Nil values 
were compared between HNL and other common causes of lymphadenitis, including 
systemic juvenile idiopathic arthritis (sJIA), Kawasaki disease (KD), and 
bacterial lymphadenitis (BL). Receiver operating characteristic (ROC) curve 
analysis was performed to evaluate diagnostic performance.
RESULTS: Among the 48 enrolled patients with suspected HNL, 37 were confirmed by 
pathological diagnosis and the remaining 11 were diagnosed based on clinical 
criteria. The median Nil level was significantly elevated in HNL patients [0.82 
IU/mL, interquartile range (IQR): 0.36-1.18] compared with patients with 
systemic juvenile idiopathic arthritis (sJIA, median = 0.07 IU/mL, P < 0.0001), 
Kawasaki disease (KD, median = 0.09 IU/mL, P < 0.0001) and Bacterial 
Lymphadenitis (BL, median = 0.09 IU/mL, P < 0.0001). Receiver operating 
characteristic (ROC) curve analysis revealed favorable diagnostic performance of 
the Nil index for identifying HNL, with an AUC of 0.8781 (95%CI: 0.8138-0.9424). 
The optimal cutoff value of TB-Nil was determined as 0.19 IU/mL for 
distinguishing HNL from the three control diseases (sJIA, KD and BL), 
corresponding to a sensitivity of 78.38% and a specificity of 91.67%.
CONCLUSION: The routinely available yet often overlooked Nil value from the 
TB-IGRA is significantly elevated in pediatric HNL and demonstrates favorable 
diagnostic accuracy. It may serve as a practical, non-invasive adjunctive 
biomarker for the early differential diagnosis of HNL from other inflammatory 
diseases. Prospective multi-center studies are warranted to validate these 
findings.
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OBJECTIVE: Early diagnosis of spinal tuberculosis remains challenging, and 
inappropriate percutaneous vertebral augmentation can aggravate lesions and 
worsen clinical symptoms. Relevant clinical evidence on subsequent standardized 
management remains limited. This study aimed to investigate the clinical 
efficacy and prognostic outcomes of different treatment strategies in patients 
with spinal tuberculosis following inappropriate percutaneous vertebral 
augmentation, and to analyze the clinical characteristics of the patients and 
provide clinical data for the differential diagnosis of spinal tuberculosis.
METHODS: The clinical data of 53 patients with spinal tuberculosis who underwent 
vertebral augmentation between January 2012 and January 2024 were 
retrospectively analyzed. There were 26 males and 27 females, with a mean age of 
70.33 ± 5.88 years (range 53-86 years). Thirty-one patients had thoracic 
tuberculosis, and 22 had lumbar tuberculosis. According to the ASIA Impairment 
Scale, 7 patients were grade B, 15 were grade C, 24 were grade D, and 7 were 
grade E. At admission, 52 patients had elevated erythrocyte sedimentation rates 
(ESRs) and C-reactive protein (CRP) levels, 36 had positive T-SPOT results, and 
1 patient had a normal ESR and CRP level and negative T-SPOT result. 
Twenty-seven patients had single-vertebral involvement, and 26 had 
multiple-vertebral involvement. Patients were divided into two groups, and a 
retrospective cohort comparative analysis was conducted: Surgical group (35 
patients) received posterior spinal canal decompression, bone graft fusion, and 
internal fixation; conservative group (18 patients) received non-surgical 
treatment. Outcomes included ESR, CRP level, VAS score, ASIA grade, and MBI 
score. Enumeration data were analyzed with the χ2 test for intergroup 
differences in proportions. Normally distributed continuous data were compared 
using the independent samples t-test. Non-normally distributed continuous data 
were analyzed using the Mann-Whitney U test. Paired comparisons were performed 
using the Wilcoxon signed-rank test. Repeated measures data were analyzed using 
the rank-sum test.
RESULTS: The follow-up period ranged from 18 to 36 months. Early postoperative 
increases in the ESR and CRP level were significantly greater in the surgical 
group than in the conservative group, but inflammatory marker levels normalized 
within 3-6 months in both groups. Before treatment, there were no significant 
differences in the ESR, CRP level, VAS score, MBI, or ASIA grade between the 
groups (all p > 0.05). At 3 months and at the final follow-up, the ESR, CRP 
level, and VAS score decreased significantly and the MBI and ASIA grades 
improved significantly in both groups (all p < 0.05). The MBI was significantly 
better in the surgical group at 3 months (p < 0.05). At the final follow-up, no 
significant differences were found between the groups in any index (all 
p > 0.05).
CONCLUSION: This retrospective cohort study shows that compared with 
conservative treatment, surgical treatment results in faster symptomatic and 
functional recovery in patients with neurological compression after mismanaged 
vertebral augmentation for spinal tuberculosis. For patients without significant 
neurological compression or those who are unfit for surgery, conservative 
treatment achieves satisfactory long-term efficacy, although the recovery time 
is longer. Long-term outcomes are comparable between the two strategies.
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PURPOSE: To analyze the clinical features, diagnosis, treatment, and prognosis 
of ischial tuberculosis (IT), and to evaluate the diagnostic value of MRI and 
mNGS in the largest reported case series to date.
METHODS: Data from 22 patients with confirmed IT treated between January 2013 
and January 2023 were retrospectively reviewed. Diagnosis was based on 
histopathology, microbiology, and molecular tests.
RESULTS: The mean age was 31.6 years (11 to 67). Common symptoms included 
gluteal pain (100.0%), sitting-induced pain (81.8%), and local swelling (59.1%). 
Computed tomography (CT) revealed lesions in 86.4% of patients, while magnetic 
resonance imaging (MRI) showed abnormalities in all 18 patients examined. The 
ischial tuberosity was the most common site of involvement (63.6%). The T-cell 
spot test for tuberculosis infection (T-SPOT.TB), Xpert Mycobacterium 
tuberculosis/rifampicin resistance assay (Xpert MTB/RIF), and metagenomic 
next-generation sequencing (mNGS) showed positivity rates of 83.3%, 83.3%, and 
100%, respectively. Histopathological granulomas were observed in 77.3%. 
Overall, 68.2% underwent surgical debridement. All patients achieved clinical 
cure with no recurrence at a mean follow-up of 34.7 months.
CONCLUSION: IT has an insidious onset. MRI (100% sensitivity) is valuable for 
early diagnosis, and molecular tests, particularly mNGS (100% detection rate), 
enhance pathogen detection. Surgical debridement combined with standard 
chemotherapy achieved clinical cure in all patients, but comparative studies are 
needed to confirm its superiority over conservative treatment.
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The persistent prevalence of multidrug-resistant tuberculosis (TB) and 
extensively drug-resistant TB has progressively undermined the efficacy of TB 
infection control measures. Thus, developing innovative drugs that act on novel 
Mycobacterium tuberculosis (Mtb) targets is a strategic priority for global TB 
control efforts. This research direction offers a robust, evidence-based 
solution to the urgent, growing challenge of anti-TB drug resistance. 
Thioredoxin reductase (TrxB2, Rv3913) is an essential enzyme for the in vitro 
growth and survival of Mtb. At present, no anti-TB lead compounds targeting 
TrxB2 have been advanced for clinical translation, primarily due to challenges 
such as off-target drug side effects and insufficient target specificity. We 
employed a virtual screening approach to screen compounds from small-molecule 
libraries. We conducted further experiments, including enzyme activity assays 
and studies using overexpression strains, to verify the therapeutic target and 
mechanism of action of the hit compound. Using virtual screening, we discovered 
compound OSSL_632214, which exhibited potent anti-Mtb activity (MIC 
3.13-6.25 μg/mL) in vitro and showed no cross-resistance with existing anti-TB 
drugs. In this study, we report for the first time the potent in vitro anti-Mtb 
activity of OSSL_632214, which possibly acts by targeting TrxB2 and inducing 
lipid peroxidation in Mtb. These findings provide a theoretical basis for 
developing novel anti-TB drugs targeting TrxB2. KEY POINTS: • Development of 
anti-TB drugs based on the novel target TrxB2 • OSSL_632214 exhibits 
anti-Mycobacterium tuberculosis activity • OSSL_632214 exhibits potential for 
the development of TrxB2-targeted drug.
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Phenotypic drug susceptibility testing (pDST) for rifampicin (RIF) resistance in 
Mycobacterium tuberculosis (MTB) can yield discordant results between solid and 
liquid culture methods, complicating accurate detection of drug-resistant 
tuberculosis (DR-TB). We evaluated RIF pDST concordance in 265 clinical isolates 
(July 2016 through June 2023) tested on Lowenstein-Jensen (L-J) medium and the 
Mycobacteria Growth Indicator Tube (MGIT) 960 system. Discordant isolates 
underwent repeat testing and whole-genome sequencing (WGS). Genotypic data were 
interpreted with validated pipelines. A structured literature review synthesized 
published data on discordant RIF phenotypes and associated rpoB variants. 
Overall, 11.7% (31/265) of the isolates were discordant, with 17 L-J 
resistant/MGIT-susceptible, and 14 the reverse. Discrepancies persisted on 
retesting in 59% (16/27). WGS of 10 sequenced discordant isolates showed that 
all harbored rpoB mutations associated with rifampicin resistance, largely 
within the rifampicin resistance-determining region (RRDR), including Leu452Pro 
(5/10) and Asp435Tyr (1/10), plus compound patterns (Asp435Tyr + Asn437 Asp; 
Leu430Pro + Asn437 Asp; Met434Val + Asp435 Gly). All isolates belonged to the 
East Asian/Beijing lineage and shared a synonymous rpoB Ala1075Ala; one had a 
synonymous rpoA Tyr341Tyr. Putative compensatory rpoC mutations (Lys71Asn, 
Glu49Gly) were detected. The literature review corroborated frequent association 
of Leu452Pro, Asp435Tyr, Leu430Pro, and His445 variants with inter-method 
discordance and previously reported low-level RIF resistance near critical 
concentrations. RIF pDST discordance exceeding 10% reflects inherent 
methodological limits and the variable phenotypic expression of specific rpoB 
mutations, notably Leu452Pro, which may fall below MGIT detection thresholds. In 
high-suspicion or phenotypically discordant cases, WGS may improve resistance 
classification and help inform treatment decisions and transmission 
control.
IMPORTANCE Accurate detection of RIF resistance underpins rapid 
initiation of effective TB therapy and containment of transmission. However, 
more than 1/10 MTB isolates in our cohort produced reproducible, 
method-dependent discordance between solid (L-J) and liquid (MGIT) pDST tests. 
Such discordance risks misclassifying genuinely resistant strains as 
susceptible, especially when low-level resistance mutations (notably rpoB 
Leu452Pro and certain Asp435 and Leu430 variants) sit near critical 
concentration thresholds used in automated liquid systems. Reliance on a single 
phenotypic platform may therefore delay appropriate multidrug-resistant TB 
regimens and foster ongoing spread. Among the sequenced discordant isolates, WGS 
identified resistance-associated rpoB mutations in all cases, with putative 
compensatory rpoC mutations detected in some isolates, supporting its potential 
value as an adjudication tool. Integrating rapid genotypic methods when 
phenotypic results conflict, or when clinical suspicion remains high, may 
improve regimen selection and laboratory quality assurance.
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Clofazimine (CFZ) is a key drug used to treat drug-resistant tuberculosis 
(DR-TB), while pyrifazimine (TBI-166) is an improved riminophenazine derivative 
with better pharmacokinetics. However, there is a lack of data on its 
susceptibility and resistance in regions with a high disease burden, such as 
southwestern China. We compared the in vitro antimicrobial activities of CFZ and 
TBI-166 against 249 DR-TB clinical isolates (99 multidrug-resistant TB [MDR-TB] 
and 150 pre-extensively drug-resistant TB [pre-XDR-TB] isolates) from 
southwestern China. TBI-166 exhibited a concentration-dependent biphasic 
antimicrobial pattern compared to CFZ. TBI-166 showed significantly greater 
potency at low concentrations (MIC₅₀ = 0.031 µg/mL TBI-166 vs 0.25 µg/mL for 
CFZ; P < 0.001), but attenuated inhibition at high concentrations (MIC₉₀ > 4 
µg/mL vs 1 µg/mL for CFZ; P < 0.001). However, at high concentrations, the 
antibacterial effect of TBI-166 is weaker than that of CFZ (40% of 
TBI-166-resistant isolates have MIC > 4 µg/mL, compared to 6.67% of 
CFZ-resistant isolates, P < 0.001). Epidemiological cutoff values (ECOFFs) were 
1.0 µg/mL for CFZ and 0.25 µg/mL for TBI-166. Based on these in vitro ECOFFs, 
the resistance rate to TBI-166 (20.1%, 50/249) was significantly higher than 
that to CFZ (6.0%, 15/249, P < 0.0001). Whole-genome sequencing revealed that 
mutations in Rv0678 were prevalent in dual-resistant isolates (10/14) and 
TBI-166 monoresistant isolates (5/40), while Rv1979c mutations were less 
frequent, and no pepQ mutations were detected. These mutations differed from 
known hotspots, suggesting potential novel resistance mechanisms.
IMPORTANCE: Drug-resistant tuberculosis (DR-TB) remains a major global health 
challenge, and optimizing treatments for high-burden regions like southwest 
China is crucial. This study is the first to detail the differential in vitro 
activities of clofazimine (CFZ) and the novel TBI-166 against clinical DR-TB 
isolates from southwest China, alongside their resistance-associated genetic 
profiles. Findings show TBI-166 has enhanced low-concentration potency but 
higher resistance rates, plus novel mutations in Rv0678 and Rv1979c linked to 
resistance. These insights will help refine clinical regimens for DR-TB and 
strengthen regional resistance surveillance, both of which are essential for 
controlling the spread of DR-TB in southwest China and informing treatment and 
surveillance strategies in other similar high-burden areas globally.
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OBJECTIVE: To evaluate the diagnostic performance of multiplex PCR-based 
targeted next-generation sequencing (mp-tNGS) for detecting Mycobacterium 
tuberculosis (MTB) in bronchoalveolar lavage fluid (BALF) from patients with 
suspected pulmonary tuberculosis (PTB).
METHODS: This prospective study enrolled 188 patients. BALF samples were tested 
in parallel by AFB smear, culture, Xpert MTB/RIF, and mp-tNGS. Diagnostic 
performance was assessed against a composite clinical reference standard; 
phenotypic drug susceptibility testing (pDST) was additionally compared in a 
subset of 35 patients.
RESULTS: Among the cohort, 116 patients were diagnosed with PTB. The 
sensitivities of AFB smear, culture, Xpert MTB/RIF, and mp-tNGS were 19.8%, 
33.6%, 73.3%, and 83.6%, respectively; specificities were 91.7%, 100%, 98.6%, 
and 97.2%. mp-tNGS demonstrated the highest diagnostic accuracy (88.8%) and the 
strongest agreement with the reference standard (κ = 0.868, p < 0.001); Subgroup 
analysis using microbiological reference standard confirmed comparable 
performance (sensitivity 83.8%, specificity 97.2%). The area under the ROC curve 
for mp-tNGS was 0.88, significantly outperforming AFB smear (0.56), culture 
(0.67), and Xpert MTB/RIF (0.81). In the resistance subset, mp-tNGS showed 100% 
sensitivity and specificity for rifampicin resistance (all rpoB S450L mutations) 
and 75% sensitivity with 100% specificity for isoniazid resistance (katG S315T 
mutations), identifying five probable multidrug-resistant cases. Xpert MTB/RIF 
detected rifampicin resistance with 75.0% sensitivity and 96.3% specificity.
CONCLUSION: The mp-tNGS assay provides a superior combination of rapid 
turnaround time (~12 hours) and high diagnostic accuracy for MTB detection in 
BALF. Beyond pathogen identification, it offers rapid and preliminary genotypic 
resistance screening, supporting early suspicion of multidrug resistance, while 
phenotypic confirmation remains essential. This makes mp-tNGS a highly effective 
tool for the rapid, accurate diagnosis and preliminary resistance screening of 
PTB.
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Tuberculosis (TB) during pregnancy poses substantial risks to both the mother 
and the fetus/infant. Protecting maternal and child health and interrupting 
mother-to-child transmission (MTCT) are therefore critical components of TB 
control. However, the evidence base remains limited, and practical guidance 
across the preconception, pregnancy, postpartum, and neonatal periods is still 
fragmented. To address this gap, a multidisciplinary panel of experts in TB, 
obstetrics and gynecology, pediatrics, infectious diseases, imaging, and disease 
control and prevention was convened. This panel developed standardized, 
evidence-based recommendations guided by a structured methodology. The guideline 
was registered on the Practice Guideline Registration and Transparency (PREPARE) 
platform, developed with reference to the World Health Organization (WHO) 
Handbook for Guideline Development, reported according to the Reporting Items 
for Practice Guidelines in Health Care (RIGHT) checklist, and informed by 
systematic evidence retrieval and Grading of Recommendations Assessment, 
Development and Evaluation (GRADE)-based assessment. This guideline addresses 
preconception TB screening, diagnosis and treatment of TB during pregnancy, 
neonatal assessment, breastfeeding management, and infection prevention and 
control. Imaging plays a pivotal role in TB screening and diagnosis; 
accordingly, the guideline systematically outlines the appropriate use and 
selection of chest radiography, ultrasonography, hysterosalpingography, computed 
tomography (CT), and magnetic resonance imaging (MRI) for TB evaluation across 
the preconception, pregnancy, postpartum, and neonatal periods. It further 
emphasizes the role of imaging in risk stratification, early diagnosis, 
assessment of disease extent, and neonatal evaluation, and includes 
pregnancy-specific recommendations on the use of non-contrast MRI. At the same 
time, the guideline provides evidence-informed recommendations for women with TB 
infection before conception and for infertile women planning assisted 
reproductive technologies. Through expert consensus, 15 core recommendations 
were formulated to support clinical decision-making for healthcare professionals 
involved in TB care and maternal-child health.
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INTRODUCTION: Multidrug- and rifampicin-resistant tuberculosis (MDR/RR-TB) in 
older individuals remains a significant public health challenge in China. This 
study evaluated the epidemiological characteristics and spatiotemporal patterns 
of MDR/RR-TB in individuals aged ≥65 years in China between 2019 and 2025.
METHODS: Data were obtained from the China Information System for Disease 
Control and Prevention (CISDCP). Spatiotemporal distribution and demographic 
characteristics of MDR/RR-TB cases in China were analyzed using descriptive 
epidemiological methods. Global Moran's I and local indicators of spatial 
association were employed to assess spatial clustering, and spatiotemporal 
scanning was performed using the SaTScan software to detect high-risk clusters.
RESULTS: From 2019 to 2025, 21,569 patients with MDR/RR-TB aged ≥65 years were 
registered across 31 provincial-level administrative divisions nationwide [1.72% 
of all pulmonary tuberculosis (PTB) in older patients]. The notification rate of 
MDR/RR TB among older people declined in 2022 and then rebounded in 2025. The 
proportion of MDR/RR-TB among older patients with PTB increased. The patients 
were predominantly male (73.3%) in the 65-69-year age group. Of the cases, 46.0% 
were retreated, and 83.3% underwent molecular diagnostic testing. Heilongjiang 
and Gansu were persistent high-high cluster areas, whereas Xinjiang presented 
the highest risk. Spatiotemporal scanning identified significant clusters in 
Xinjiang, the three northeastern provinces, Chongqing-Guizhou, and 
Ningxia-Shaanxi-Gansu.
CONCLUSIONS: The proportion of MDR/RR-TB among older patients with PTB in China 
increased significantly. The clusters were mainly located in the central-western 
and northeastern regions. We recommend strengthening drug resistance 
surveillance, expanding molecular testing coverage in high-risk areas, and 
optimizing treatment strategies for retreated patients.
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OBJECTIVE: Healthcare workers (HCWs) are at high risk for latent tuberculosis 
infection (LTBI), yet screening and tuberculosis prevention treatment (TPT) 
rates remain low. This study aims to assess acceptance of LTBI screening and TPT 
among HCWs and identify factors influencing their willingness.
METHODS: A stratified random sampling was conducted across 31 districts, 
involving 46 tuberculosis (TB) designated institutions in Chongqing. HCWs were 
surveyed using a structured questionnaire to assess their knowledge, attitudes, 
and acceptance regarding LTBI screening and TPT.
RESULTS: Among 1,022 HCWs, 39.7% reported limited LTBI knowledge, and 67.4% had 
never undergone LTBI screening. Willingness rates for screening and TPT were 
78.7 and 93.3%, respectively. Among those unwilling to undergo screening, 87.6% 
cited reasons such as perceiving it as unnecessary or lacking time, while 57.8% 
expressed concerns about the inspection process and associated cost. 
Additionally, 79.4% of those unwilling to accept TPT cited fear of adverse drug 
reactions. Department was significantly associated with willingness to undergo 
screening (p = 0.003), while profession (p = 0.001) and work experience 
(p = 0.016) were significantly associated with willingness to receive TPT. 
Multivariable analysis revealed that prior LTBI screening history (OR = 5.145), 
history of treating TB patients (OR = 1.518), and support for TPT (OR = 1.497) 
were independent predictors of screening acceptance, while support for TPT was 
the sole independent predictor of TPT acceptance (OR = 7.110).
CONCLUSION: Strengthening health education, providing policy and financial 
support, and targeting high-risk departments for screening and TPT may improve 
compliance among HCWs. Additionally, fostering positive attitudes toward TPT and 
ensuring positive initial screening experiences are critical to enhancing 
acceptance.
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Anti-tuberculosis drug treatment and adverse reactions in 546 children with 
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Background Long-term combination anti-tuberculosis regimens may lead to various 
types and severities of adverse drug reactions, potentially resulting in 
treatment discontinuation, interruption, or prolonged therapy. Aim Considering the lengthy duration of anti-tuberculosis combination regimens, it is crucial to 
monitor adverse drug reactions occurring during such treatment. This is the 
first hospital-based study conducted in western China to report adverse drug 
reactions and assess their prevalence and impact among children with 
tuberculosis receiving first-line anti-tuberculosis therapy.MethodsA 
retrospective study was conducted on registered tuberculosis cases at the 
Children's Hospital of Chongqing Medical University from 2014 to 2023. Data on 
demographic characteristics, treatment regimens, and adverse drug reactions were 
collected and evaluated. Statistical methods were used to analyze factors 
associated with adverse drug reactions. Results Among 546 patients receiving 
anti-tuberculosis therapy, adverse drug reactions were reported in 476 (87.18%). 
Hyperuricemia was the most common adverse drug reaction (44.26%), followed by 
elevated liver enzymes without jaundice and elevated bile acids (10.38%) and 
leukopenia (8.31%). Most adverse drug reactions occurred within the first month 
of treatment (51.48%), whereas 33.44% persisted for >6 months. Pyrazinamide was 
the most frequently suspected causative drug (7.47%). Univariate analysis showed 
significantly higher adverse drug reaction rates among children aged 11-18 
years, those with severe tuberculosis, those receiving the 
isoniazid + rifampicin + pyrazinamide + ethambutol + linezolid regimen, those on 
a recommended dose of rifampicin, and those receiving a high dose of 
pyrazinamide (p < 0.05). Logistic regression identified age (odds ratio = 1.640, 
95% confidence interval: 1.127-2.388, p = 0.010) and the 
isoniazid + rifampicin + pyrazinamide + ethambutol + levofloxacin regimen (odds 
ratio = 0.210, 95% confidence interval: 0.048-0.932, p = 0.040) as factors that 
reduced the odds of adverse drug reactions. Conclusions A high occurrence rate of adverse drug reactions was observed in children undergoing anti-tuberculosis 
treatment. Timely recognition and management of adverse drug reactions is 
essential in this patient population.
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BACKGROUND: This study was performed to explore the predictive factors for 
mortality among patients with tuberculosis undergoing directly observed 
treatment, short-course (DOTS) therapy and to develop a clinically applicable 
visualization tool for mortality risk prediction.
METHODS: We conducted a retrospective cohort study of 9270 patients (8884 
survivors and 386 deaths, yielding a mortality rate of 4.16%) from 2014 to 2024, 
utilizing data from the tuberculosis management information system in Tianjin. 
Cox proportional hazards regression was used to identify independent risk 
factors, a nomogram model was constructed, and model performance was evaluated 
using cross-validation and ROC curves.
RESULTS: Male sex, advanced age, human immunodeficiency virus-positive status, 
pulmonary cavities, initial sputum positivity, pericardial effusion, and miliary 
nodules emerged as independent risk factors for DOTS mortality. The nomogram 
demonstrated an area under the curve of 0.81 for predictions at 2, 6, and 
12 months; calibration curves revealed high concordance between predicted and 
actual risk (with average absolute errors of 0.001, 0.001, and 0.004, 
respectively); receiver operating characteristic curves confirmed robust 
discriminative ability of the model.
CONCLUSION: The nomogram developed in this study successfully integrates 
multiple mortality predictive factors and exhibits exhibiting excellent 
discriminatory power and calibration performance, thereby providing quantitative 
decision support for early identification and personalized intervention 
strategies in high-risk patients with tuberculosis receiving DOTS therapy.
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Tuberculosis (TB) is a severe zoonotic disease that represents a considerable 
threat to the health of captive non-human primates (NHPs). Conventional 
serological diagnostic methods often suffer from insufficient sensitivity and 
specificity, making them difficult to meet the requirements of large-scale 
screening in monkey colonies. In this study, we predicted and screened 
Mycobacterium tuberculosis antigenic epitopes using immunoinformatic approaches, 
and identified a novel antigenic peptide MP71 from the MPT64 protein. Based on 
the MP71-KLH conjugate, we further developed an indirect ELISA assay. In both 
the learning cohort (n = 19) and independent validation cohort (n = 21), the 
assay exhibited favorable and stable diagnostic performance: in the validation 
cohort, the AUC was >0.94 (95% CI: 0.8471 to 1.000), with a sensitivity of >92% 
and a specificity of 100%, together with favorable repeatability. The 
established ELISA represents a rapid, simple, and reliable serological tool that 
can be used for routine surveillance and large-scale preliminary screening of 
tuberculosis in monkeys.
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INTRODUCTION: Linezolid is an oxazolidinone antibacterial agent that acts by 
binding to the 23S rRNA of the bacterial 50S ribosomal subunit to inhibit 
protein synthesis and exhibits potent activity against Gram-positive pathogens 
and Mycobacterium tuberculosis. Although resistance to linezolid remains 
relatively low, its clinical use is limited by safety concerns arising from 
inhibition of monoamine oxidase A (MAO-A). To address this limitation, we 
designed and synthesized a series of novel oxazolidinone derivatives with 
reduced MAO-A inhibition and preserved antibacterial potency.
METHODS: We applied a rational drug design strategy based on the distinct 
binding models of linezolid within human MAO-A and the ribosomal large subunit 
of Staphylococcus aureus (S. aureus). Molecular docking was used to screen 
designed compounds for high affinity toward the S. aureus ribosome and low 
affinity toward MAO-A. Selected compounds were synthesized and evaluated for in 
vitro antibacterial activity against Gram-positive bacteria. Compounds with 
strong antibacterial activity were further assessed for MAO-A inhibition, 
anti-Mycobacterium tuberculosis (M. tuberculosis) activity, and cytotoxicity.
RESULTS & DISCUSSION: This strategy led to the identification of compound 3a as 
a highly promising oxazolidinone derivative. 3a exhibited superior antibacterial 
activity compared with linezolid against S. aureus, methicillin-resistant S. 
aureus (MRSA), Staphylococcus epidermidis (S. epidermidis), and Enterococcus 
faecalis (E. faecalis), with minimum inhibitory concentrations (MIC) of 
approximately 0.5-1 μg/mL. Importantly, 3a showed significantly reduced 
inhibitory activity against human MAO-A. The compound also retained potent 
activity against M. tuberculosis H37Rv and displayed low cytotoxicity toward 
human cells. Notably, 3a possesses core potential as a lead compound for the 
development of next-generation of oxazolidinone antibiotics.
CONCLUSION: These results closely validated our rational design strategy.
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OBJECTIVE: Pediatric nontuberculous mycobacterial (NTM) infections are 
frequently misdiagnosed due to their heterogeneous clinical presentations, which 
can mimic pulmonary tuberculosis, common respiratory diseases, or other 
infectious conditions depending on the site of involvement. This case series 
aimed to characterize the host susceptibility spectrum underlying pediatric NTM 
infection across both pulmonary and extrapulmonary sites, with emphasis on the 
diagnostic role of targeted next-generation sequencing (tNGS).
METHODS: We conducted a retrospective analysis of five pediatric patients with 
confirmed NTM infection diagnosed at Fujian Provincial Fuzhou Pulmonary Hospital 
between January and December 2025. Clinical characteristics, predisposing 
factors, therapeutic regimens, and clinical outcomes were systematically 
reviewed and discussed in the context of relevant literature.
RESULTS: The cohort included 5 children aged 7 months to 12 years. Pathogenic 
species were Mycobacterium abscessus (n = 4) and Mycobacterium paragordonae 
(n = 1). Infection sites included the lungs (n = 3), cervical lymph nodes 
(n = 1), and parotid gland (n = 1). Predisposing factors ranged from localized 
infection in immunocompetent children to congenital airway anomalies, DiGeorge 
syndrome, and cystic fibrosis with bronchiectasis. All patients improved after 
individualized multidrug therapy and were discharged.
CONCLUSIONS: Pediatric NTM infection is associated with a broad spectrum of 
predisposing factors, including bronchiectasis, cystic fibrosis, congenital 
airway anomalies, and systemic immunodeficiency such as DiGeorge syndrome. tNGS 
demonstrated significant diagnostic value in identifying NTM species and should 
be considered when conventional methods are insufficient.
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