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Supporting Information: Figures S2 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Figure S2. Simulations suggest QTL effect sizes are not greatly overestimated. For each 
simulated effect size, the distribution of all simulated effects (blue) and those which would be 
significant in our analysis (i.e. LOD ≥ 2.99) (orange) are shown. In each case, ‘recorded’ refers to the 
empirically measure effect size. 
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b) Chromosome 17 
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c) Chromosome 18 
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