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Characterization of Linkage disequilibrium
iIn a Danish, Swedish and Finnish Red

Breed Cattle Population
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genomic predictions in the Nordic Red
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How does imputation work?

ldentify haplotypes in population
using many markers

Track haplotypes with fewer markers

e.g., use 5 SNP to track 25 SNP
5 SNP: 22020

- 25 SNP: 2022020002002002000202200

Interbull meeting, Riga, Latvia May 2010 (21)
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