Supplemental Figure S3. Heritability per SNV (h?/#SNV) of BMI sorted by category of functional

annotation score (TWINSUK cohort). Dashed lines represent linear regression results (categories

merged).
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	Supplemental Figure S3. Heritability per SNV (hP2P/#SNV) of BMI sorted by category of functional annotation score (TWINSUK cohort). Dashed lines represent linear regression results (categories merged).

