
GWAS with targeted metabolic traits - CPS1 locus

Associations with Glycine/Threonine
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GWAS with targeted metabolic traits - XYLB locus

Associations with Glycolate
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GWAS with targeted metabolic traits - SLC6A20 locus

Associations with N,N-Dimethylglycine/Alanine
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GWAS with targeted metabolic traits - ETNPPL locus
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GWAS with targeted metabolic traits - HPD locus
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GWAS with targeted metabolic traits - PNMT locus
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GWAS with non-targeted metabolic traits - NAT8 locus

Associations with 2.0308 ppm
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GWAS with non-targeted metabolic traits - HIBCH locus

Associations with 1.0666/1.0489 ppm
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GWAS with non-targeted metabolic traits - CPS1 locus

Associations with 3.5549/2.5468 ppm
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Genome−wide associations with 
3.5549/2.5468 ppm



GWAS with non-targeted metabolic traits - AGXT locus

Associations with 1.0857 ppm
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GWAS with non-targeted metabolic traits - SLC6A20 locus

Associations with 2.9156 ppm
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GWAS with non-targeted metabolic traits - TKT locus

Associations with 4.0935/7.6643 ppm
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GWAS with non-targeted metabolic traits - ETNPPL locus

Associations with 3.1263 ppm
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GWAS with non-targeted metabolic traits - SLC6A19 locus

Associations with 6.8769 ppm
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GWAS with non-targeted metabolic traits - AGXT2 locus

Associations with 1.1710/1.9733 ppm
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GWAS with non-targeted metabolic traits - DMGDH locus

Associations with 2.9156/5.2355 ppm
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GWAS with non-targeted metabolic traits - PYROXD2 locus

Associations with 2.8541 ppm
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GWAS with non-targeted metabolic traits - SLC6A13 locus

Associations with 1.1895 ppm
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1.1895 ppm



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 - ACSM3 locus

Associations with 1.2565/1.0666 ppm
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GWAS with non-targeted metabolic traits - SLC5A11 locus

Associations with 3.5944/1.0666 ppm
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GWAS with non-targeted metabolic traits - PNMT locus

Associations with 6.8769 ppm
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GWAS with non-targeted metabolic traits - SLC13A3 locus

Associations with 2.3946/2.6495 ppm
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