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Microsatellite mapping of QTL for meat quality and 
production traits in Duroc x Large White pigs

Marie-Pierre SANCHEZ 1, Nathalie IANNUCCELLI 2, Jean-Pierre BIDANEL 1, Yvon BILLON 3, Gilles GANDEMER 4, 
Hélène GILBERT 1, Catherine LARZUL 1, Juliette RIQUET 2, Denis MILAN 2, Pascale LE ROY 5

INRA France – 1 UMR 1313 GABI F-78350 Jouy-en-Josas; 2 UMR 444 LGC F-31326 Castanet-Tolosan; 
3 UE 967 GEPA F-17700 Surgères; 4 UAR2 SDAR F-17700 Surgères; 5 UMR 598 GA F-35042 Rennes

456 F2 Duroc x Large White 
genotyped for 91 

microsatellite markers

2 significant QTL + 29 suggestive QTL

Fatty acid composition FAC                                                             
* 2 significant QTL on SSC 10 and 14                         
7 suggestive QTL on SSC 1, 5, 10, 11, 13, 14

Intramuscular fat content IMF                                                           
3 suggestive QTL on SSC 1, 13 and 15

Ultimate pH, meat colour criteria & water holding capacity 
20 suggestive QTL on SSC 4, 5, 6, 7, 8, 9, 11, 13, 14, 15 and 17

7 significant QTL + 26 suggestive QTL

Growth traits 
* 2 significant QTL on SSC 3 (postweaning ADG) and 16 (birth weight BW)       
7 suggestive QTL on SSC 1, 2, 10, 12, 15 and 17

Carcass traits 
* 5 significant QTL on SSC 2 (lean content CLC), 10  and 13 (fat depth FD), 
17 (carcass length CL, shoulder weight SW)                                                   
19 suggestive QTL on SSC 1, 2, 4, 5, 7, 11, 12, 13, 14, 15, 16, 17 and 18 

15 MEAT QUALITY TRAITS 13 GROWTH & CARCASS TRAITS

Interval mapping analyses with the QTLMAP software

* 5% genome-wide = significant QTL / 5% chromosome-wide = suggestive QTL



 

Several significant and numerous suggestive QTL detected in the F2 Duroc x Large White population



 

Only some sires are heterozygous for each identified QTL 

 All QTL are segregating in at least one of the purebred founder population

 Meat quality and production traits may be improved in purebred populations through marker-assisted or 
genomic selection programmes
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