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Table 4.3. The correlation between estimated andue breeding values in
generations 1003-1008, where the estimated breedinglues are obtained from
the BayesB marker estimates in generations 1001 ad®02. From Meuwissen
et al. (2001).

Generation I'TBV:EBV

1003 0.848
1004 0.804
1005 0.768
1006 0.758
1007 0.734
1008 0.718

The generations 1004-1008 are obtained in the same way as 1003 from their
parental generations.
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Froure 1.—Marker effecis of kernel weight in
barley plotted against marker locarions along the
genome. (a) Muliple-marker Bayesian analvsis;
(b individualmarker regression analysis. The
dotted vertical reference lines separate the seven
linkage groups.
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