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In recent years, many studies have shown that increasing inbreeding results in declining performance, fertility 
and health of dairy cattle, resulting in inbreeding depression. In this context, the inbreeding development of 
seven dairy cattle populations was studied: Brown Swiss (BS), Original Braunvieh (OB), Holstein (HO), 
book animals with birth years from 1990 to 2012 and their ancestors were included. The mean pedigree 
completeness, considering 1 to 6 generations, varied between 83% to 99% (OB=99%, SI=95%, BS=92%, 
SF=91%, RH=89%, RF=85%, HO=83%). In the HO, RH and RFC animals, the mean pedigree completeness 

and were found at 4.7% (BS), 4.2% (HO), 3.7% (SI), 3.5% (OB), 3.1% (RH), 2.6% (RFC) and 2.4% (SF) 
in the following populations: SI (2.8%), HO (2.7%), BS (2.5%), OB (2.3%), RH (1.8%), RFC (1.5%) and 
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performance leading to low number of animals available to select strongly decreasing selection intensity. 
but very few information about genetic parameters exist for these traits. The aim of this study was to 
estimate genetic parameters for six reproductive traits in alpacas both in Suri and Huacaya ecotypes, as 

and calving interval (CI) were respectively 1,704, 854, 19,770, 5,874, 4,290 and 934. Pedigree consisted 
of 7,742 animals. Estimated heritabilities, respectively for HU an SU were 0.19 and 0.09 for AFS, 0.45 and 
0.59 for AFC, 0.04 and 0.05 for TI, 0.07 and 0.05 for PD, 0.12 and 0.20 for GL, and 0.14 and 0.09 for CI. 
Genetic correlations between them ranged from -0.96 to 0.70. No important genetic correlations were found 
and DE. However several favorable genetic correlations higher than 0.34 in absolute value were found in 
SU, being AFS and IT the trait more related to productive traits and AFC, IT and GL that more related to 
Morphological traits. Reproductive performance would be indirectly selected in SU but some reproductive 
traits could be included as selection objectives in HU.


