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Figure S5. Evidence for selection on convergent genes. Lines connect datapoints, each
representing the centre of a 25-SNP window, for a series of metrics for the respective population
pairs for (a) Al2g31400, (b) AI7g35050, (c) AlBg20240, (d) Al6g35310. The dashed/dotted lines mark
the 0.1%/0.5% genome-wide outliers. Thick/thin lines reflect exons/introns of candidate (red arrow,
grey background) and neighbouring genes.



