Supplementary Methods
Difference between analyses involving cross-sectional mean comparisons and General Linear Mixed Modelling (LMM) analyses.

Phenotypic and genotypic analyses of fledging mass over time showed significant trends when analysed using cross-sectional means for each area (see fig 3a, 3b). However, to control for potential bias caused by common environment we also conducted analyses using mixed models. Here we partitioned the variance by including brood identity as a random effect in the model to ensures that significance tests were conducted against the correct residual variance, not inflated by between-brood variance. Linear mixed modelling analyses thus enabled us to use individual nestlings as independent observations and as such, increased our power to detect the effects because all observations made within a year are not collapsed into a single mean as it is the case for cross-sectional analyses. More specifically, we used a general linear mixed model in our analyses, because the dependent variables (phenotype or genotype) were normally distributed.

