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Genetic modelling of feed intake in rabbit
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Different modelling approaches

of the variance-covariance matrices between successive measurements of feed intake in rabbit were compared. Structured antedependence model best fitted the data, had the highest predictive ability but seems to overestimate heritabilitites.

Data: repeated measurements of weekly feed intake in rabbit 4584 rabbits, 6 weeks Method: 3 approaches to model the covariance matrices for the genetic and "permanent" environmental effects were compared:

- Best predictive ability for SAD model. Vonesh concordance coefficient to predict phenotypes of the 6 th week given phenotypes of all previous weeks: SAD=0.47, OP=0.31, Simple repeatability=0.27

Define the best approach to model the correlations between successive measurements of feed intake in order to provide more accurate genetic estimations and to improve predictive ability of models. Heritabilities were higher with approaches that model the correlation matrices. h 2 had similar changes over time for the 3 approaches but h 2 SAD,CP >> h 2 OP SAD model is an interesting approach to model repeated measurements of feed intake. Nonetheless, it seems to overestimate genetic variances. Thus, further work is needed to check this hypothesis.

  Structured antedependence (SAD, 12 different functions (varying order of the polynomials of time for antedependance parameters and innovation variance) tested per random effect) -Character process (CP, 7 different matrices tested per random effect) -Orthogonal polynomials (OP, 2 different polynomials (order 1 or 2) tested per random effectfor all models but OP model provided different genetic correlations.