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The genetic alterations in mitochondria are common mtDNA, haplotypes that are maternally inherited. 
Mitochondrial protein coding genes of comprise important components of the oxidative phosphorylation 

phosphorylation. For the analysis of mtDNA we used the samples of liver from 82 adult (male and female) 
European brown hares of wild population pertain to 10 hunting grounds in the region of south-western 
Slovakia. The samples were collected from brown hares hunted during winter seasons of 2009-2011. Tissues 
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Bio Rad) consist of initial denaturation at 95 °C for 2 min, and 35 cycles of denaturation at 94 °C for 30 s, 
annealing at 60 °C for 30 s, primer extension at 72 °C for 30 s, with last extension at 72 °C for 10 min. The 

of two protein coding genes that have been implicated in changes of germinal, generative and somatic cells 
through ATPase subunit 6 from and a segment of the mitochondrial NADH dehydrogenase subunit 2. For 

found a new haplotype in NADH2 in 4 samples in two hunting grounds. This new haplotype was discovered 
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and type traits are computed using the approximate method of Calo et al. Through the application of this 
method residual correlations are neglected. This might cause biased EBVs and reliabilities. To solve this 
problem an alternative method using a multivariate animal model based on yield deviations (YD) was tested. 

between 2002 and 2011 were used. The pedigree included 240,268 animals. Variance components were 
estimated based on an animal model using ASReml 3.0. The log-likelihood converged well. Heritabilities 
for longevity (0.08±0.006), muscularity (0.36±0.012) and udder (0.30±0.011) differed from the routinely 

(-0.08±0.05), body depth (-0.14±0.05) and muscularity (-0.08±0.04) were lower than the ones used in routine 

(hip width/body depth). Results suggest that the approximate multivariate approach based on YDs is feasible 
and could be introduced in the routine genetic evaluation.


