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Supplementary Note: 
 
 
To identify shared loci, we proceeded as follows. For each of the 12 studies, we extracted all 
the SNPs reported to be associated with abundances of taxonomies, microbial pathways or 
beta-diversity at genome-wide significance (Supplementary Table 1). SNP names were 
matched to their genomic position in build37. For the Finnrisk study, the only study analyzing 
rare and less frequent variants, we selected only those SNPs with MAF > 0.05 based on 
frequency information reported in this study. For each study, we defined the associated 
regions by looking at consecutive SNPs. If they were closer than 100 Kb, they were used to 
define the upper and lower limits of the locus. Otherwise, the two SNPs were considered 
independent. This process was repeated recursively for all SNPs in a study. We then 
considered two loci from two studies to be the same if they were closer than 100Kb, and in 
that case merged the two loci into one region. Given the extensive linkage disequilibrium 
around LCT, we merged regions around this gene if they were closer than 200Kb. The number 
and names of studies reporting each locus, as well as their genomic position, can be found in 
Supplementary Table 2. 
 




