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1. Checking for signals of genetic differentiation between early and late,
survivors and deceased in the first year (e.g., k., clustering analysis);

2. Searching for signals of purifying selection on the late survivor group
(e.g., unexpected allele frequency spectrum shifts). Perspectives:

Partial conclusions: Plasticity (gene expression) likely overcomes
inherited adaptations to unfavorable birth conditions in this species.

=> Transcriptomes of year 2021 chicks —=confirmation of characteristic
genes at each phenological state.

=> Compare the allele frequency spectrums of the high effect SNPs and
neutral SNPs — detection of purifying selection.



