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SUMMARY 

Variance components were estimated for a total of 3652 lactation records 
obtained from 1501 Holstein cows raised in a single commercialfann, using nvo 
procedures Multiple Trait Derivative Free-REML (MTDFREML) via restricted 
maximum likelihood and Gibbs Sampling via Baysian analysis with a multiple·trait 
repeatability animal model. The model included year-season of calving ( 18 groups) 
and parity (first three lactations) as fixed effects and additive genetic and permanent 
environmental as random effects. 

Records were analyzed to compare estimates for variance components for number 
of services per conception (NS) and days open (DO) when measured once as 
continuous traits and another as binary traits through the two previous procedures. 

When NS and DO were considered as continuous traits, heritability estimates 
were 0.010 and 0.030 through MTDREML and 0.034 ± 0.023 and 0.054 ± 0.014 
using GS, respectively. Repeatability estimates were 0.048 and 0.069 via 
MTDREML and 0.054 ± 0.019 and 0.060 ± 0.022 through GS, respectively. Genetic 
and phenotypic correlations between the two traits were 0.680 and . 770 using 
MTDFREML and .680 and. 740 using Gibbs Sampling (GS), respectively. 

When the two traits were considered as binary traits heritability estimates were 
0.003 and 0.030 through MTDREML and 0.067 ± 0.030 and 0.062 ± 0.030 using 
GS, respectively. Repeatability estimates were 0.047 and 0.035 via MTDREML and 
0.175 ± 0.012 and 0.127 ± 0.007 through GS. respectively. Genetic and phenotypic 
correlations between the two traits were 0.350 and 1.000 , respectively ,through 
MTDFREML and 0.990 and 0.310, respectively. via GS. 

The obtained results revealed that differences in the estimates are due to both the 
form considered for the trait (continuous or binary) and the employed methodology. 
The size of the variance components plays an important role in detennining these 
differences. 
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