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1— Confounder _l
'

Assumption 1 MR analysis
Instrumental Variables ———— Exposure =~ ————  Outcome

Gut microbiota

MiBioGen
== | DSC analysis == Forward MR analysis == Reverse MR analysis
Allergic rhinitis ‘ ‘ ‘
Finngen
Pan-UKB 5
GERA Meta-analysis Meta-analysis Meta-analysis

Assumption 1 The genetic variants used as instruments are strongly associated with the exposure of interest.
(P < 1x10°%, R?< 0,001, Clumping Distance = 10000kb, F_statistic > 10)

Assumption 2 The genetic variants are not correlated with potential risk factors of the outcome. The MR-Egger test and MR-PRESSO
were performed, and the results with significant pleiotropy were excluded from the meta-analysis.
(P_intercept < 0.05 or P_global < 0.05)

Assumption 3 The genetic variants affect the outcome only through exposure. The SNPs significantly associated with the outcome were
excluded from the MR analysis.
(P <1x10%)

MR analysis ~ The main analysis was Inverse variance weighted method, and the sensitivity analysis included MR-Egger method,
Weighted median method, and MR-PRESSO method.





OPS/images/fmicb-15-1395340/fmicb-15-1395340-g006.jpg





OPS/images/fmicb-15-1395340/fmicb-15-1395340-t001.jpg
Exposure

or
outcome

Gut microbiota

Allergic thinitis

Consortium

MiBioGen

FinnGen

Pan-UKB

GERA

Participants included in
analysis

18,340 multiple-descent individuals

12,240 cases and 392,069 controls of

European ancestry

1,531 cases and 398,757 controls of

European ancestry

13,936 cases and 42,701 controls of

European ancestry

Age and sex

Median age of 63 years
for both males and
females

Average age of 56 years
for both males and
females

Average age of 63 years
for both males and
females

Adjustments

Age, sex, technical covariates
and genetic principal

components

Sex, age, genotyping batch and

10 principal components

Age, sex, age*sex, age’,
age?*sex, first 10 genetic

principal components

Seven derived principal

components, sex, and age

Web source
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