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The duodenum: a key organ for efficient pig farming

/
Pig gastrointestinal tract is involved in:
o feed efficiency Feces
o by products, alternative feed
o post-weaning diarrhea
The duodenum is a key organ contributing to the
hunger/satiety loop. Spich
Duodenum |
Jejunum i
https://doi.org/10.1128/mSystems.00004-17
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Investigating the duodenum DNA methylation &
transcriptomic response to feed intake

Experimental setup Duodenum mucosa dissection
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Investigating the duodenum transcriptomic response to feed intake
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The duodenum transcriptome is
distinct between LRFI and HRFI

Samples (24)
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The duodenum transcriptome is
distinct between LRFI and HRFI
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Genes (2225)

Higher transcriptomic response to feed intake in the LRFI line
Samples (24)
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Genes (2225)

Higher transcriptomic response to feed intake in the LRFI line
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Satiety regulation,
nutrient transporter
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Genes (59)
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Measuring DNA methylation by MeDP-seq
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Differential DNA methylation analysis
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Conclusion

o Distinct duodenum transcriptomes & DNA methylation profiles between LRFI and HRFI

© Duodenum transcriptomic response to feed intake is lower in HRFI than in LRFI

o > 2000 genes differentially expressed after feed intake in LRFI (but not much DNA

methylation changes by feed intake)

Perspectives

o Circulating hormone levels: GLP-1, GIP, Ghrelin, Insulin, Glucagon, Leptin

o Transcriptomic and DNA methylation profiles of the stomach mucosa

SeqOcclin
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Line x feed intake interactions?

Samples (24)
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