[bookmark: _GoBack]Supplementary Data 1. Regional Association Plots
Regional association plots were created for all significant associations of genetic loci with fecal metabolites using the web tool SNIPA (http://snipa.helmholtz-muenchen.de/). Colors indicate the strength of linkage disequilibrium (LD) with the sentinel SNP. The chromosomal positions are based on GRC37 and Ensembl v82 was used for gene annotations.
a) 3-phenylpropionate
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d) 1,3-dimethylurate / 5-acetylamino-6-amino-3-methyluracil
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