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(57) Abstract: Disclosed is a method of analysing genetic data about an organism comprising receiving a plurality of input units. Each
input unit comprises information about the association between genetic variants in a region of the genome and a target phenotype. One
or more iterations are carried out comprising, for each variant, determining whether the variant is causal for the target phenotype. If the
variant is causal, a sampled effect size is determined for each input unit based on the input units and correlations between the plurality
of genetic variants in the region. The sampled effect size is non-zero for all of the input units. For each variant, a prediction effect size
is determined for each input unit based on an average across the iterations of the sampled effect sizes for the input unit or of posterior
effect sizes for the input unit calculated using the sampled effect sizes.
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