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A Bayesian change-point recursive model: an application on litter size and number of stillborn piglets
Ibaiiez-Escriche, N.!, Lopez De Maturana, E.°, Noguera, J.L.! and Varona, L., 'IRTA, Génetica i Millora
Animal, Av. Rovira Roure 191, 25198 Lieida, Spain, *INIA, Mejora Genética Animal, Cria, de la Coruiia, kn
7.5, 28040 Madrid, Spain, *Universidad de Zaragoza, Anatomia, Embriologia y Genética Animal, Miguel
Server 177, 50013 Zaragoza, Spain; noelia.ibanez@irta.es

The purpose of this study was to develop a change-point recursive model for the investigation of the
relationships between litter size (LS) and number of stillborn piglets (NSB). This approach allows to
estimate the change point in the analysis of a multiple segment modelling of non linear relationships between
phenotypes, and to consider the continuity between the change points. Field data were provided by a Large
White selection nucleus from a commercial breeding company. The data file contained LS and NSB of 4462
farrows. After the analysis, 2 change points were located (T, g ~ 16 and T,; ¢ ~ 20). Different structural
(regression) coefficients between the change points were also obtained. since their interval highest posterior
densities at 95% did not included zero and they were not overlapped. However, posterior distributions of
correlations were similar across groups of LS (between change points), except for those between residuals.
Posterior means of the heritabilities were low and similar to those obtained in a previous study using
standard mixed models. The posterior means of the structural coefficients showed negative effect of LS on
NSB. The NSB would increase by 0.13, 0.16 and 0.20 piglets for cach additional born piglet, respectively.
These results confirm the existence of a non linear relationship between LS and NSB and it would support
the adequacy of a change-point recursive model. Nevertheless, a suitable model comparison with different
number of change points would be convenient,
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MolablS: effective management of data in molecular farm animal biodiversity studies

Cong, T.V.C., Duchev, Z. and Groeneveld, E., Institute of Farm Animal Genetics, Mariensee, FLI, Department
of Breeding and Genetic Resources, Holtystr 10, Mariensee, 31535 Neustadt, Germany; eildert.groeneveld@
Ai.bund.de

Recent advances of biodiversity studies in farm animals have rapidly increased the amount of processed and
stored molecular genetics data. In different labs, the methodologies and procedures of data handling are also
different. Besides. complex experiment workflows and heterogeneous data formats make the management
of genetic data more challenging. To address these problems, we have developed an Web-based integrated
information system (MolablS) to effectively collect and manage farm animal genetic data. Our formalized
data model meets the most common demands of various molecular genetics labs. The application allows
samples and experimental results to be captured and tracked easily at each step in the workflow from sample
collection to DNA sequencing and microsatellite genotyping. Lab data might be searched, updated and
reported quickly at different levels. Under the Open Source GNU public licence, MolablS will be rcleased
as a free application. ’
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