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Figure S2. Slight increase in the bias with lower heritabilities or lower number of markers. The panels A and B show the relationship between the bias in heritability estimate and the value of heritability for the empirical data (in A – bias expressed as ĥ²marker - ĥ²pedigree) or the simulation data (in B – bias expressed as E(ĥ²  – h²)). The panels C and D show the relationship between the bias in heritability estimate and the number of microsatellites or SNPs used. As explained in the text, the bias did not systematically increase for traits with low heritabilities but was more variable. Surprisingly, we found no overall relationship between the bias and the number of markers used in empirical data.


