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A. Association of host genetics with gut microbiome in
a Chinese population.

Health Study n=1.475
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Replication stage:
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B. The causal relationships between gut microbiome
and complex human diseases.

Bidirectional Mendelian randomization

Instrumental variables Exposure Outcome
GNHS cohort BioBank Japan
(n=1,475) (up to 191,764)

Instrumental variables Exposure Outcome

Genebic vanants of ————gp=  Complex diseases ———————gp= Gut mecrobiome
complax diseases

Published GWAS GNHS cohort

results in East Asians (n=1.475)

C. The shared and distinct microbiome features among
complex human diseases.
1,919 participants from GNHS cohort.
Cluster 1 Cluster 2
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