ESM Table 1 Quality control of 97 BMI associated genetic variants (1) in the GLACIER Study (n= 5,726)

Original loci

Effect allele Original GLACIER HWE

Nearest Gene Proxyused R?*(D") Chr:position

/Other EAF EAF p-value
rs17024393 GNAT?2 1:109,956,211 C/T 0.04 0.03 0.01
1s543874 SECI16B 1:176,156,103 G/A 0.19 0.22 0.98
152820292 NAVI 1:200,050,910 C/A 0.56 0.62 0.18
1s977747 TALI 1:47,457,264 T/G 0.40 0.37 0.84
15657452 AGBL4 1:49,362,434 A/G 0.39 0.40 0.07
rs11583200 ELAVL4 1:50,332,407 C/T 0.40 0.41 0.0005
rs3101336 NEGRI 1:72,523,773 C/T 0.61 0.58 0.49
1512566985  FPGT-TNNI3K 151514175 1:74,764,232 A/G 0.45 0.43 0.60
rs12401738 FUBPI 1:78,219,349 A/G 0.35 0.37 0.04
rs11165643 PTBP2 1:96,696,685 T/C 0.58 0.57 0.03
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Chr: Chromosome. EAF: Effect allele frequency. HWE: Hardy-Weinberg equilibrium



