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Figure 12. BTA 3 from genome-wide association analyses for average daily gain (ADG)
from BayesC, BayesIM 8 clusters and BayesIM 16 clusters when sire breed was included
as a fixed effect in the model (SB). The Y-axis represents the window frequency of each

marker or haplotype loci. The X-axis is position in megabases (Mb) on BTA 3.
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Figure 13. Genome-wide association analysis between SNP genotypes and average daily
feed intake (ADFI) from BayesC when sire breed was included as a fixed effect in the
model (SB). The Y-axis represents the model frequency of each marker. On the X-axis,
alternate colors represent different chromosomes from BTA 1 to BTA 29.
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Figure 14. Genome-wide association analysis between haplotype genotypes and average
daily feed intake (ADFI) from BayesIM 8 clusters when sire breed was included as a
fixed effect in the model (SB). The Y-axis represents the model frequency of each
haplotype loci. On the X-axis, alternate colors represent different chromosomes from
BTA 1to BTA 29.
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Figure 15. Genome-wide association analysis between haplotype genotypes and average
daily feed intake (ADFI) from BayesIM 16 clusters when sire breed was included as a
fixed effect in the model (SB). The Y-axis represents the model frequency of each
haplotype loci. On the X-axis, alternate colors represent different chromosomes from
BTA 1to BTA 29.
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Figure 16. Genome-wide association analysis between SNP genotypes and average feed
daily intake (ADFI) from BayesC when sire breed was not included as a fixed effect in
the model (NSB). The Y-axis represents the model frequency of each marker. On the X-
axis, alternate colors represent different chromosomes from BTA 1 to BTA 29.
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Figure 17. Genome-wide association analysis between haplotype genotypes and average
daily feed intake (ADFI) from BayesIM 8 clusters when sire breed was not included as a
fixed effect in the model (NSB). The Y-axis represents the model frequency of each
haplotype loci. On the X-axis, alternate colors represent different chromosomes from
BTA 1to BTA 29.
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Figure 18. Genome-wide association analysis between haplotype genotypes and average
daily feed intake (ADFI) from BayesIM 16 clusters when sire breed was not included as a
fixed effect in the model (NSB). The Y-axis represents the model frequency of each
haplotype loci. On the X-axis, alternate colors represent different chromosomes from
BTA 1to BTA 29.
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Figure 19. BTA 1 from genome-wide association analyses for average daily feed intake
(ADFI) from BayesC (top), BayesIM 8 clusters (middle) and BayesIM 16 clusters
(bottom) when sire breed was included as a fixed effect in the model (SB). The Y-axis
represents the model frequency of each marker or haplotype loci. The X-axis is position
in megabases (Mb) on BTA 1.
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Figure 20. BTA 1 from genome-wide association analyses for average daily feed intake
(ADFI) from BayesC, BayesIM 8 clusters and BayesIM 16 clusters when sire breed was
included as a fixed effect in the model (SB). The Y-axis represents the window frequency
of each marker or haplotype loci. The X-axis is position in megabases (Mb) on BTA 1.
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Figure 21. BTA 21 from genome-wide association analyses for average daily feed intake
(ADFI) from BayesC (top), BayesIM 8 clusters (middle) and BayesIM 16 clusters
(bottom) when sire breed was included as a fixed effect in the model (SB). The Y-axis
represents the model frequency of each marker or haplotype loci. The X-axis is position
in megabases (Mb) on BTA 21.
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Figure 22. BTA 21 from genome-wide association analyses for average daily feed intake
(ADFI) from BayesC, BayesIM 8 clusters and BayesIM 16 clusters when sire breed was
included as a fixed effect in the model (SB). The Y-axis represents the window frequency
of each marker or haplotype loci. The X-axis is position in megabases (Mb) on BTA 21.
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Figure 23. Genome-wide association analysis between haplotype genotypes and average
daily gain (ADG) and average daily feed intake (ADFI) from BayesIM bivariate 8
clusters when sire breed was included as a fixed effect in the model (SB). The Y-axis
represents the joint model frequency of each haplotype loci when both traits are included
in the model. On the X-axis, alternate colors represent different chromosomes from BTA
1to BTA 29.
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Figure 24. Genome-wide association analysis between haplotype genotypes and average
daily gain (ADG) and average daily feed intake (ADFI) from BayesIM bivariate 16
clusters when sire breed was included as a fixed effect in the model (SB). The Y-axis
represents the joint model frequency of each haplotype loci when both traits are included
in the model. On the X-axis, alternate colors represent different chromosomes from BTA
1to BTA 29.
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Figure 25. Genome-wide association analysis between haplotype genotypes and average
daily gain (ADG) and average daily feed intake (ADFI) from BayesIM bivariate 8
clusters when sire breed was not included as a fixed effect in the model (NSB). The Y-
axis represents the joint model frequency of each haplotype loci when both traits are
included in the model. On the X-axis, alternate colors represent different chromosomes
from BTA 1to BTA 29.
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Figure 26. Genome-wide association analysis between haplotype genotypes and average
daily gain (ADG) and average daily feed intake (ADFI) from BayesIM bivariate 16
clusters when sire breed was not included as a fixed effect in the model (NSB). The Y-
axis represents the joint model frequency of each haplotype loci when both traits are
included in the model. On the X-axis, alternate colors represent different chromosomes
from BTA 1 to BTA 29.
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Figure 27. Comparison of univariate, average daily gain (ADG; top) and average daily
feed intake (ADFI; middle), and bivariate (bottom) haplotype associations for BTA 1
from BayesIM 8 clusters when sire breed was included as a fixed effect in the model
(SB). The Y-axis represents the model frequency of each haplotype loci or the joint
model frequency when both traits are in the model. The X-axis is position in megabases
(Mb) on BTA 1.
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Figure 28. Comparison of univariate, average daily gain (ADG; top) and average daily
feed intake (ADFI; middle), and bivariate (bottom) haplotype associations for BTA 1
from BayesIM 16 clusters when sire breed was included as a fixed effect in the model
(SB). The Y-axis represents the model frequency of each haplotype loci or the joint
model frequency when both traits are in the model. The X-axis is position in megabases
(Mb) on BTA 1.
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Figure 29. Comparison of univariate, average daily gain (ADG; top) and average daily
feed intake (ADFI; middle), and bivariate (bottom) haplotype associations for BTA 13
from BayesIM 8 clusters when sire breed was included as a fixed effect in the model
(SB). The Y-axis represents the model frequency of each haplotype loci or the joint
model frequency when both traits are in the model. The X-axis is position in megabases
(Mb) on BTA 13.
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Figure 34. Comparison of univariate, average daily gain (ADG; top) and average daily
feed intake (ADFI; middle), and bivariate (bottom) haplotype associations for BTA 20
from BayesIM 16 clusters when sire breed was included as a fixed effect in the model
(SB). The Y-axis represents the model frequency of each haplotype loci or the joint
model frequency when both traits are in the model. The X-axis is position in megabases
(Mb) on BTA 20.



