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Figure S2 Allelic and haplotypic cluster frequencies in each sweep underlying QTLs.

(A) Allelic and (B) haplotypic cluster frequencies for both chicken lines in each selective sweep underlying QTL
for abdominal fat weight (AF3.1, AF3.11, AF5). In A, the reference allele used for the SNP frequency calculation
is arbitrary. In B, the difference in color along the Y-axis gives the frequencies of each haplotype cluster. The
difference in color along the X-axis has no meaning. Almost fixed clusters are colored red. Under each graph, a
genomic map gives the position of the sweep (in a black box) along the genome, and highlights genes inside or

around the sweep (red).
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