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model [25]. However, rather than employ an E-M approach to Table S6 Locations and nature of copy number variation loci
maximize the likelihood, we estimated the allele frequencies for thdetected with the BovineSNP50 assay.

SNP and thePOLL locus using the usual estimators that are Found at: doi:10.1371/journal.pone.0005350.s006 (0.06 MB
unaffected by the extent of linkage disequilibrium between the lIockLS)

and then estimated the haplotype frequencies by performing a grigigure S1 Comparison of minor allele frequency by SNP source

search on the remaining unknown parameter (the remaining thre;3 .
: . -for Holstein (blue) and Brahman (red). Panel A) RRL SNNP, B)
haplotype frequencies are functions of the SNP allele frequenci apMap SNP, C) BAC-derived SNP, and D) Draft assembly

and the haplotype for which frequency is a parameter in theOlerived SNP

model). Finally, because the data for the Hereford and Limousi o .

animals defined independent samples, we pooled the Iikelihonc;:EOund at: doi:10.1371/journal.pone.0005350.5007 (0.04 MB

ratio statistics for each tested SNP to produce a whole geno 0C)

scan for thePOLLlocus in which the SNP anBOLLlocus allele  Figure S2 Distribution of BovineSNP50 SNP by MAF for

and haplotype frequencies (and thus, afavere allowed to vary taurine, indicine, composite and African breeds of cattle by SNP

between the breeds, but a single statistic was computed fafource. Panels A-C) SNP sources (see Methods) with prior MAF

evidence of LD between the SNP afDLLIocus across breeds. estimates, panels D-F) SNP sources without prior MAF estimates.
Found at: doi:10.1371/journal.pone.0005350.s008 (0.08 MB
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Table S1 Definitions of waves for SNP used to design theFigure S3 The minor allele frequency distribution for parentage
BovineSNP50 assay.br. SNP within representative classes of cattle composite (Beefmaster),
Found at: doi:10.1371/journal.pone.0005350.s001 (0.04 MBbeef (Angus), dairy (Holstein) and indicine (Gir) shows that the
DOC) markers are highly informative among the common taurine beef

Table S2 Detailed SNP Selection and Performance Results.and dairy breeds and in composites but are least informative

This table shows the total numbers of SNP available for the ass Yithin the |nd|c!ne breed._

and the performance of each individual groups of SNPs within th ound at: doi:10.1371/journal.pone.0005350.s009 (0.02 MB
various major cattle sub-species Bos indicus, Bos taurus al dOC)

outgroup animals Methods S1  Supplementary Methods
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XLS) DOC)
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