Additional file 2. Association within or nearby linkage region® (P<10=¢ & LOD<1.9)
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4Candidate linkage regions for EA, AA and JA were from publication analyses (3-7)

*Region with evidence of association is very close to previously nominated 1-LOD interval but not within it
‘Bolded variants were significantly associated with weight (P<5x10°®).
Frequency of A1 allele in gnomAD (8) : NFE (Non-Finnish Europeans) for EA, EAS (East Asians) for JA, AMR (Latinos) for MA, and
AFR (African/African Americans) for AA

9 Frequency of Al allele in GENNID as estimated by GCTA (9)
"2 = -51.6% and was to set 0% based on Higgins et al (10)
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