S2 Table: Locus architectures modeled at simulated loci.

Rare variants (MAF<1%) explain >90% of heritability and have

AR1 All deleterious tau=1 large additive effects relative to common variants
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AR2 All deleterious tau =05 Rare varla_n_ts explain _50 % of r_lerltablllty and havg moderate
additive effect sizes relative to common variants
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AR3 All deleterious tau =0 Rare 'v'anants explain <15% of heritability anq have
additive effects comparable to common variants
AR4 All deleterious tau=1, Same effect size distribution as AR1; but only rare (MAF<1%)
all causal variants have MAF < 1% are causal at the simulated locus
AR5 All deleterious tau = 0.5, Same effect size distribution as AR2; but only rare (MAF<1%)
all causal variants have MAF < 1% are causal at the simulated locus
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ARG 50% deleterious, tau =05 Same effect size distribution as AR2; but 50% of

50% protective variants have protective effects on disease




