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A corrigendum on
Gut microbiota and chronic obstructive pulmonary disease: a Mendelian
randomization study

by Wei, Y, Lu X, and Lu C.
doi: 10.3389/fmicb.2023.1196751

(2023).  Front.  Microbiol. ~ 14:1196751.

In the published article, there was an error in Results, 3.1 Characteristics of SNPs,
Paragraph One. This sentence previously stated:

“A total of 2,571 SNPs were associated with COPD after excluding the effect of LD in
specific bacterial groups.”

The corrected sentence appears below:

“A total of 2,561 SNPs were associated with COPD after excluding the effect of LD in
specific bacterial groups.”

A correction has been made to Methods, 2.2 Ethics statement, Paragraph One. Our
original expression was ambiguous and has been changed for clarity. This sentence
previously stated:

“All studies were conducted in accordance with the Declaration of Helsinki and
were conducted with the approval of the appropriate institutional ethics committees, and
therefore did not require additional ethical approval.”

The corrected sentence appears below:

“All original studies were conducted in accordance with the Declaration of Helsinki and
were conducted with the approval of the relevant ethics committees (MiBioGen Consortium
and FinnGen research consortium). This study only used publicly available summary-level
data from published studies, therefore did not require additional ethical approval.”

In the published article, there was an error in Figure 2 as published. We carelessly
omitted to display the result of family Victivallaceae in the forest plot. This result was not
omitted in the article or in the Supplementary material, and the legend of Figure 2 is correct.
Therefore, only Figure 2 needs to be updated. The corrected Figure 2 and its caption appear
below.

The authors apologize for this error and state that this does not change the scientific
conclusions of the article in any way. The original article has been updated.
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exposure Method nSNP OR (95%Cl) P value
class

Actinobacteria VW 21 —a— 0.852 (0.744-0.975) 0.020
order

Desulfovibrionaceae  IVW 10 —s—1.328(1.068-1.650) 0.011
family

Desulfovibrionaceae  IVW 8 o 1 1.285(1.013-1.632) 0.039
Peptococcaceae Ivw 10 ] 1.218(1.032-1.437) 0.020
Victivallaceae Ivw 13 —=— 1.126(1.027-1.235) 0.012
genus

Marvinbryantia Ivw 11 b—s—  1.257(1.041-1.517) 0.017
Allisonella Ivw 8 —=— 0.884(0.794-0.984) 0.024
Coprococcus2 VW 9 —— 0.733(0.603-0.891) 0.002
Oscillospira Ivw 9 —— 0.793(0.654-0.962) 0.018

05 o s

FIGURE 2

Forrest plot for summary causal effects of gut microbiota on COPD risk based on IVW method for the primary analysis. The forest plot demonstrates
that class Actinobacteria, order Desulfovibrionales, family Desulfovibrionaceae, family Peptococcaceae, family Victivallaceae and genus
Marvinbryantia, genus Allisonella, genus Coprococcus2 and genus Oscillospira have causal effect on COPD risk.
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