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regulate muscle growth involving in pathways like muscle organ 

lipid deposition.
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Adaptation to heat exposure is required to maintain animal 

welfare and productivity under high ambient temperature (AT) 

conditions. In this study we investigate the effects of chronic heat 

exposure (5 weeks at a constant temperature of 32°C) on the liv-

er and whole blood transcriptome of brown egg layers from 2 

divergent lines selected for low (R-) and high (R+) residual feed 

intake. The R+ and R- hens were equally distributed among 2 tem-

perature-controlled chambers and reared under thermo-neutrality 

(22°C). At 28 wk of age the AT of one chamber was increased to 

32°C until 33 wk of age, when 32 animals (8 per line and treat-

blood and was sequenced using the Illumina HiSEqn 3000, yielding 

an average per sample of 90 million paired-end reads. The reads 

were mapped to the Gallus gallus-5 reference genome by STAR 

software and counted by RSEM software using the Ensembl V87 

made using the edgeR-robust

lines, and no evidence of temperature × line interactions were ob-

served. In liver, a total of 229 differentially expressed genes (DEG) 

 P-values < 0.05) with respectively 104 and 

125 over and under expressed in the heat-exposed compared to the 

AT groups with 479 and 481 over and under expressed. Most DEG 

in liver were associated with amino acid and lipid metabolisms and 

energy production. Key genes involved in 

ketogenesis, cholesterol biosynthesis were under-expressed in the 

heat-exposed animals. In blood, many of the DEG were associated 

vasculogenesis and angiogenesis. Taken together, these results indi-
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Marek’s disease (MD) is a major disease affecting the poultry 

pools were made of 9,391 sires of 8 lines and 15 generations per 

line, that had progeny test results for MD mortality. The pools were 

frequencies were obtained by raw intensities of alleles A and B, 

-

tween sires with low or high progeny mortality was obtained using 

1.2 Mb in length and covered a total of 33.3 Mb (3.1% of the en-

Markers from the candidate genes were used to individually gen-

otype 9,391 individuals from the same lines. Association analysis 

meeting.
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demic. Genetic improvement of disease resistance, complementary 

to vaccination, has the potential to be an important tool to reduce 

antibody titer) so these markers can be applied in a genetic selec-

-

periment was replicated across three hatches from 150 dams of a 

commercial egg-laying line, Hy-Line Brown. We inoculated with 

-

response in control groups. ASReml estimated heritabilities of 0.34, 

0.34, 0.105, 0.117, 0.19, and 0.05 for hatch weight, day 31 body 

weight, 0 and 10 days post-infection (dpi) antibody levels, and 2dpi 

and 6dpi viral load, respectively. Genome-wide associations with 

250 kb windows were tested using the Gensel program. BayesC 

was used to estimate variance components, subsequently, BayesB 
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