Efficient variance components analysis across millions of genomes
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Multi-component Linear Mixed Models (LMMs)
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Scalable Method-of-Moments estimator (RHE-mc)
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Results
RHE-mx yields relatively umbiased estimates of total SNF he ritability
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RHE-mc is scalable

Estimates of genome-wide SNP heritability in the UK Biobank

.
bOE
pmem—TT

’ TS S

Per-allele squared effect size of height as a function of MAF and LD (see [1] for other
traits)

RHE-mc estimates of heritability enrichment across functional annotations in the UK

Biobank
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