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Fig 2 is incorrectly cropped, removing four points in the dataset. The authors have provided a

corrected version here.
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Fig 2. Genetic diversity and differentiation. A) Linear relationship between expected heterozygosity and distance

from the southernmost population located in California. B) Linear increase in genetic differentiation as measured by

βST as a function of the distance from the southernmost population located in California. Negative values indicate the

most likely ancestral population. The relationship in A and B was tested using linear models. The grey vertical bar in

panel A and B indicates the approximate location of the southern limit of the ice-sheet at the end of the last glacial

maximum. The coefficient of correlation (r) is indicated for each plot. The grey shaded area along the regression line

corresponds to the 95% confidence level interval obtained from the linear models applied to each dataset.
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