
Additional file 3: Family structure analysis in the CHA, LIM and BLA breeds using SNPRelate R package.

(a) Axis 1 explain 1.12 % of the total vari-
ance and axis 2 explain 1.01 %.

(b) Axis 1 explain 1.12 % of the total vari-
ance and axis 2 explain 1.01 %.

(c) Axis 1 explain 1.12 % of the total vari-
ance and axis 2 explain 1.01 %.

Figure S4: Principal component analysis (PCA) on the CHA (a), LIM (b) and BLA (c) populations.
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Figure S5: Cluster analysis plot on a matrix of genome-wide IBS pairwise distances for CHA (a), LIM (b) and BLA (c) individuals.


