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Figure S1. Classical Multidimensional Scaling plot of genetic distance calculated as genomic distance calculated as 0.5 – genomic kinship  for dairy breeds. The first three components are shown as C1, C2 and C3, respectively. Subjects are represented as grey squares (Italian Brown), black circles (Italian Holstein), red hexagons (Italian Pezzata Rossa). The center of mass of the complete distribution is represented as a magenta diamond.
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Figure S2. Classical Multidimensional Scaling plot of genetic distance calculated as genomic distance calculated as 0.5 – genomic kinship  for beef breeds. The first three components are shown as C1, C2 and C3, respectively. Subjects are depicted as red hexagons (Italian Pezzata Rossa), blue triangles (Marchigiana), green pentagons (Piedmontese). The center of mass of the complete distribution is represented as a magenta diamond.
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