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[bookmark: _GoBack]Figure S1: All 163 trees occurring along the study transect were sequenced using ddRADseq [34]. The distribution of IndHet values from this studies samples (Sub dataset, n = 30) was compared to the full census distribution (Full dataset, n = 163) using a one sample Kolmogorov-Smirnov test to assess if the target samples differ from the census distribution. We calculated an F-test for two sample variances to test the null hypothesis that the variances of the two distributions were equal.  This analysis shows that there is no difference between the distributions (D = 0.13036, p = 0.641) or the variances (F = 0.839 (29, 164), p =0.49) suggesting that the samples used in this study are representative of the larger treeline population.


Table S1:
All trees on along the study transect (Sample) with number of heterozygots (N_hets), number of loci available for analysis (N_loci) and the average individual heterozygosity N_Hets/N_Loci (IndHet). The table includes the focal individuals for this study in the subgroup Sub and the full transect IndHet under Full. This table was used to compare the census (full) distribution of IndHet and the Sub distribution of IndHet to assess how if the Sub dataset was representative of the larger treeline population.
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