Virologica Sinica 41 (2026) 732-733

Contents lists available at ScienceDirect

O
KGAI Virologica Sinica

CHINESE ROOTS
GLOBAL IMPACT journal homepage: www.keaipublishing.com/en/journals/virologica-sinica

www.virosin.org

Corrigendum to “Integrated multiplex PCR and metatranscriptomics reveal = M)

Check for

upper-lower airway microbial landscapes in pediatric respiratory
infections” [Virol. Sin. 41 (2026) 58-69]

Peilan Wei®>%%! Lu Zhang®!, Qingtao Hu>%!, Airu Zhu™%", Zhen Zhuang >,

Zhaoyong Zhang ¢, Shengnan Zhang”, Jiantao Chen”, Xinyi Xiong ', Bin Qu',

Yuanyuan Zhang b Lei Chen®, Zhiwei Xu®, Zhao Chen®, Qier Zhong b8 Xindan Xing b

Xinxin Li°, Jingjing Gao b Yifang He b Guifei XieP, Juan Shang #, Xiaoke Guo #, Jiaxin Jiang b
Yongxia Shi ¢, Jingxian Zhao ™“%", Yanqun Wang >%#""  Jincun Zhao>“%*"", Yingkang Jin*"

2 Pediatric Pulmonary Department, Guangzhou Women and Children's Medical Center, Guangzhou Medical University, Guangzhou, 510623, China

" State Key Laboratory of Respiratory Disease, National Clinical Research Center for Respiratory Disease, National Center for Respiratory Medicine, Joint International
Research Laboratory of Respiratory Health, Guangdong Basic Research Center of Excellence for Respiratory Medicine, Guangzhou Institute of Respiratory Health, The
First Affiliated Hospital of Guangzhou Medical University, Guangzhou, 510182, China

¢ China-Portugal Artificial Intelligence and Public Health Technologies Joint Laboratory, Guangdong-Hong Kong-Macao Joint Laboratory of Respiratory Infectious
Diseases, Guangdong Provincial Key Laboratory of Respiratory Disease Research, Guangzhou Medical University, China

d Guangzhou National Laboratory, Bio-Island, Guangzhou, 510000, China

€ Health and Quarantine Laboratory, State Key Laboratory of Respiratory Disease of Guangzhou Customs District Technology Center, Guangzhou, 510623, China

f Shanghai Institute for Advanced Immunochemical Studies, School of Life Science and Technology, ShanghaiTech University, Shanghai, 201210, China

& GMU-GIBH Joint School of Life Sciences, Guangzhou Medical University, Guangzhou, 511436, China

1 School of Basic Medical Sciences, Guangzhou Medical University, Guangzhou, 511436, China

Due to our negligence, the original version of this article contained two mistakes. First, in Table 2, the correct numbers and proportions of male and
female participants are 62 (72.9%) and 23 (27.1%), respectively, which were incorrectly typed as 15 (62.5%) and 23 (37.5%) in the original version.
The corrected Table 2 is given below. Second, in Fig. 5C, the analysis of Veillonella was inadvertently omitted, while the data for Streptococcus was
mistakenly displayed twice during panel assembly. The correct Fig. 5 is provided below.

We apologize for these errors and confirm that they do not affect the scientific conclusions of the article in any way.

Table 2. Information of nasopharyngeal swabs and bronchoalveolar lavage fluid samples in this study.

No. of samples 505 85
Gender, n (%)

Male 319 (63.2) 62 (72.9)
Female 186 (36.8) 23(27.1)
Age, n (%)

<1 year 126 (25.0) 16 (18.8)
1-2 years 168 (33.3) 21 (24.7)
3-5 years 162 (32.1) 27 (31.8)
6-14 years 49 (9.7) 21 (24.7)
Clinical diagnosis, n (%)

Severe pneumonia 57 (11.3) 26 (30.6)
Pneumonia 370 (73.3) 50 (58.8)
Other diagnosis® 78 (15.4) 9 (10.6)

4 Represents bronchitis, trachitis, respiratory tract infection and so on.

DOI of original article: https://doi.org/10.1016/].virs.2026.02.001.
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Fig. 5. Microbiome profiles in pediatric ARTI patients and healthy controls. A Bar plot showing the relative abundance of the top 10 bacterial genera across all
samples. The genera were ranked based on their average abundance in different clinical groups. B Comparative analysis of the relative abundance of the top 10
bacterial genera between pathogen-positive (PG) and pathogen-negative (NG) groups. Data normality was assessed using the Shapiro-Wilk test. Mann-Whitney test
was performed for comparison. C Comparative analysis of microbial composition between upper respiratory tract (nasopharyngeal swabs) and lower respiratory tract
(BALF) samples. Data normality was assessed using the Shapiro-Wilk test. Group comparisons were performed using the Kruskal-Wallis test with Dunn's multiple
comparisons test. Group abbreviations: HD, healthy donor; NS, nasopharyngeal swab; BALF, bronchoalveolar lavage fluid. A P-value <0.05 was considered statis-
tically significant. Significance levels: P < 0.05 (*), P < 0.01 (**), P < 0.001 (***), P < 0.0001 (****); ns, not significant.
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