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Figure S1. Distribution of D’ estimates of linkage equilibrium in the 3’ and 5’flanks of the amylase copy number variable locus. 
The plot is restricted to bi-allelic SNPs from a 0.5 Mb region of chromosome 1 (Chr1:104,000,000-104,500,000) and shows estimates of LD for 
SNPs with MAF >0.1 in the global data. Yellow arrows indicate the location of the amylase genes. The gap of SNP data from the copy number 
variable region is due to the difficulty of mapping short reads in regions of high sequence homology. The ~66kb high LD region 
(Chr1:104,303,310-104,369,301), further used in the phylogenetic analyses (Figure 3), is highlighted in blue. 
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