News genomic prediction - NAV routine evaluation
15 March 2012

The latest NAV routine genomic prediction took place as scheduled. NAV carried out genomic
prediction for Holstein, RDC and Jersey:

Data used in genomic prediction

Genotypes were extracted from the joint Nordic SNP data base 2" March 2012. Interbull
information from December 2011. Nordic phenotypic information used in the genomic
prediction was the same as in the 2" February 2012 routine evaluation.

News in relation to NAV genomic prediction

New genetic parameters are used in the genomic prediction. Until March 2012 estimated
genomic variances based on the deregressed proofs have been used. In the 15" March run
the same genetic parameters (NAV parameters) as used in the routine run with phenotypic
data are used. The correlations between GEBVs from a model with NAV parameters and one
with the estimated ones are in general very high. The lowest correlations are found for Jersey
for birth and calving traits where the genomic variances have been estimated with the highest
standard error.

General about Nordic Cattle Genetic Evaluation: www.nordicebv.info
Contact person: Gert Pedersen Aamand, Ph.: +45 87405288 gap@vfl.dk,

Denmark: www.landscentret.dk/nav
Contact person: Ulrik Sander Nielsen, Danish Cattle, Ph. +45 87405289, usn@vil.dk

Sweden: www.sweebv.info, www.svenskmijolk.se
Contact person: Jan-Ake Eriksson, Swedish Dairy Association, Ph. +46 08-790 58 67
jan-ake.eriksson@svenskmjolk.se

Finland: www.faba.fi
Contact person: Jukka P6s0, Faba co-op, Ph +358-(0)207472071 jukka.poso@faba.fi
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