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GWAS with non-targeted metabolic traits - SLC6A20 locus

Associations with 2.9156 ppm
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Strength of association (-logo(P))
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GWAS with non-targeted metabolic traits - SLC6A13 locus
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GWAS with non-targeted metabolic traits - HPD locus

Associations with 1.3455/7.6643 ppm
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GWAS with non-targeted metabolic traits - PNMT locus
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