N
N

N

HAL

open science

RN gene polymorphisms effect in a family

based-structure scheme in French purebred pig

populations
Marie-José Mercat, Katia Feve, Nelly Muller, Catherine Larzul, Juliette

Riquet

» To cite this version:

Marie-José Mercat, Katia Feve, Nelly Muller, Catherine Larzul, Juliette Riquet. RN gene polymor-
phisms effect in a family based-structure scheme in French purebred pig populations. 64. Annual
Meeting of the European Federation of Animal Science (EAAP), Aug 2013, Nantes, France. hal-
01189882

HAL Id: hal-01189882
https://hal.science/hal-01189882
Submitted on 6 Jun 2020

HAL is a multi-disciplinary open access
archive for the deposit and dissemination of sci-
entific research documents, whether they are pub-
lished or not. The documents may come from
teaching and research institutions in France or
abroad, or from public or private research centers.

L’archive ouverte pluridisciplinaire HAL, est
destinée au dépot et a la diffusion de documents
scientifiques de niveau recherche, publiés ou non,
émanant des établissements d’enseignement et de
recherche francais ou étrangers, des laboratoires
publics ou privés.


https://hal.science/hal-01189882
https://hal.archives-ouvertes.fr

RN gene polymorphisms effect in a family based-structure scheme in French purebred pig
populations

M.J. Mercat', K. Feve?, N. Muller’, C. Larzul* and J. Riquet®
1IFIP, BP 35104, 35651 Le Rheu Cedex, France,

2INRA, UMR444, 31326 Castanet-Tolosan, France,
3INRA, UETP, 35653 Le Rheu Cedex, France,

4INRA, UMR1313, 78350 Jouy en Josas, France;

marie-jose.mercat@ifip.asso.fr

The study was based on performance recording (with 23 meat quality traits) in progeny
testing station of half-sib families composed of 50 offspring (castrates and females) from
purebred sires. The aim of this scheme was to estimate, in French purebred pig populations,
the effect of polymorphisms. Data will be presented for 1,740 genotyped animals belonging to
4 groups of breeds: LW (3 Large-White type populations), LF (French Landrace), D (3 Duroc
populations) and CH (4 Chinese-European lines). Eight polymorphisms in RN (PRKAG3)
gene were analyzed: R200Q, V1991, G52S, K131R, P134L, T30N, V41l, L53P. No
polymorphism was found for R200Q and L53P. Six haplotypes were defined with the
remaining mutations. Effect of haplotypes was estimated with MIXED procedure (SAS
software) with sex and slaughter date as fixed effects, mother and father as random effects and
carcass weight as covariate. Most significant results were observed for pHSM(semi-
membraneous pH 24 h post mortem) and MQI (Meat Quality Index combining pHSM,
Minolta L* and water holding capacity both on gluteus superficialis) in LW, LF, and D, for
drip loss in LW and LF and for color traits (Minolta L*, a*, b*) in LW, LF and CH. Results
will be illustrated focusing on 2 meat quality traits (MQI, and drip loss) and 2 haplotypes.
Haplotypic frequencies estimated on parents are 26% and 10% in LW, 64% and 20% in LF,
40% and 47% in D and 12% and 21% in CH for haplotype 1 and 2 respectively. Haplotype 1
is favorable for the 2 considered traits. Regarding combinations of haplotypes, 11 is
significantly better than 16 in LW, LF and D and even more than 66 in D. Estimated effects
between 11 and 16 are between 0.2 and 0.8 phenotypic standard deviation; the highest being
observed in LW. In D, differences between 11 and 66 animals are estimated to be 0.9
phenotypic standard deviation for MQI.



