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Introduction

Climate change and its impact on the agricultural sector are one of the most important challenges for adaptation especially in livestock
production. Increasing social concerns for sustainable agriculture strongly influences animal breeding systems. Poultry production is a
major source of proteins for human food worldwide and in a context of growing human population, it is essential to work towards better
adaptation of poultry to heat stress and limitations on feed. We propose to address this broad and challenging question from a
@ological perspective by analyzing the epigenome of chickens, which is known to be modulated in response to environmental variatiorﬁ/
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lucose catabolic process (cl15)

developmental processes.

- Overall, this study provides valuable insights
into the adaptive mechanisms involved in the
response of chicken embryos to heat stress in
their mothers.

- These results show that heat stress of hens
can mediate changes in the methylation
patterns of offspring during the embryonic
stage, possibly influencing their response to

later exposures to heat stress.

glycolytic process through fructose-6-phosphate (cl16)
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