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Figure 1. Genome wide association results for tenderness in two different beef cattle populations.
Manhattan plots from beef cattle genome-wide association study for tenderness measured by
Warner-Bratzler shear force in an Angus population (panel A) and AngusxBrahman crossbred
population (panel B). Each dot represents one SNP across all 29 chromosomes of the bovine genome.

Figure 2. Functionally grouped network for
meat quality complex in Angus cattle. Nodes
represent functional terms linked based
on their kappa score level with only the
most significant term per group is shown
as a label. The node size represents the
enrichment significance of the term.
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