


model [25]. However, rather than employ an E-M approach to
maximize the likelihood, we estimated the allele frequencies for the
SNP and thePOLL locus using the usual estimators that are
unaffected by the extent of linkage disequilibrium between the loci
and then estimated the haplotype frequencies by performing a grid
search on the remaining unknown parameter (the remaining three
haplotype frequencies are functions of the SNP allele frequencies
and the haplotype for which frequency is a parameter in the
model). Finally, because the data for the Hereford and Limousin
animals defined independent samples, we pooled the likelihood
ratio statistics for each tested SNP to produce a whole genome
scan for thePOLLlocus in which the SNP andPOLLlocus allele
and haplotype frequencies (and thus, also r2) were allowed to vary
between the breeds, but a single statistic was computed for
evidence of LD between the SNP andPOLLlocus across breeds.
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DOC)
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