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Intramuscular fat content (IMF) and fatty acid composition are key traits influencing the sensory,
technological and nutritional properties of pig meat. We have carried out a gene expression and QTL
analysis to identify genes involved Iin the genetic variability of these traits in two muscles (gluteus
medius and longissimus dorsi) from a population of 350 Duroc barrows distributed in 5 half-sib families.
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CONCLUSIONS

@ The expression study allowed us to identify 292 genes differentially expressed between gluteus medius and longissimus dorsi muscles,
mainly grouped into GO terms related with muscle development, regulation and function.

@ A larger number of genes (459) showed differential expression between the established groups, being most of them overexpressed In
animals with HIGH level of lipid parameters, and belonging particularly to GO categories related with lipid metabolism.

@ We have detected a number of QTL associated with intramuscular fat content, muscular cholesterol concentration and fatty acid profile of
gluteus medius and longissimus dorsi muscles.

@ In a preliminary joint analysis of these results, we have selected three positional and functional candidate genes: GPD1, NPC1 and NCP2.




