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Animal genetic evaluation composed with the estimation of fixed effect and animal genetic
variance for prediction of breeding value and selection. The purposes of this study were to: 1) adjust age
of dam using year classification, linear regression and quadratic regression including herd-sire interaction
(hs?), and 2) compare the parameter estimates using single trait and multiple trait analysis. 18,928
pedigree animal of Brahman from Department of Livestock Development (DLD) from 1978 to 2001
were used in this study. Genetic parameters were estimated by Restriction Maximum Likelihood
(REML). Breeding value and genetic trend were predicted by Best Linear Unbiased Prediction (BLUP)
using BULPF90 PC-PAK 2.0 program. Traits used in the analysis were weight, hip height, lengin
(shoulder to pin), and hearth girth at birth, weaning, and yearling (400 days), pre-weaning and post-
weaning gain.

The results of this study show that three methods of age of dam adjustment gave similar
estimates of genetic parameters. Herd-sire interaction variance was about 1-4 % of total variance. In
addition, the increase of the herd-sire interaction effect was downward affected -to direct heritability,
maternal heritability and direct—matemal genetic relationship. This study also showed that single trait and
multiple trait analysis were slightly different on genetic parameter estimation, breeding value and
selection response prediction. The estimates of direct heritability ( h’ ) on birth weight, weaning weight
and yearling weight were 0.35, 0.18 and 0.11, respectively; maternal heritability (mz) for weaning
weight was 0.05; direct heritability of body measurement (hip height, shoulder to pin, and herd girth)
on birth, weaning and yearling were 0.13-0.22, 0.07-0.12 and 0.11-0.15, respectively; direct
heritability of pre and post-weaning gain were 0.18 and 0.09, respectively. Genetic and phenotypic
correlation between birth weight, weaning weight and yearling weight were 0.60-0.75 and 0.27-0.61,
respectively. However, the analysis using multiple trait approach might be more appropriate for practic

implementation since it accounted for correlation between traits in the model.





