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Supplemental Figures
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Figure S1. Discriminant analyses of principal components (DAPC). Using the compoplot function as implemented in adegenet, we determined the a priori assignment of sporophytes a) to their four regions of origin in Counties Donegal (100% reassignment), Galway (100% reassignment), Clare (100% reassignment), and Cork (98% reassignment), and b) to five regions of origin in Counties Donegal (100% reassignment), Galway (An Cheathrú Rua and Leitir Mealláin, 94% reassignment), Galway (New Quay, 77% reassignment), Clare (100% reassignment), and Cork (98% reassignment). The y-axis shows the membership probability and along the x-axis each individual sporophyte is shown as a single, vertical bar.
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Figure S2. a) The DIC scores + the standard error of the mean for K=2 to K=10 using instruct. The mean similarity scores among different runs at the same K were computed using clumpak. The optimal number of clusters as determined by DIC was K = 6 (shown with **), the mean similarity score was only 0.995, and 10/10 chains produced the major mode. 
[image: ]
b-m) Cluster assignment as inferred by instruct and visualized using clumpak for optimal alignment of the 10 independent chains for different K’s. The x-axis is arranged by site from St. John’s Point in County Donegal to Lough Hyne in County Cork (for site abbreviations see Table 1). The y-axis shows the proportion of each individual that belongs to a given genetic cluster. Note K = 4 and K = 7 are shown in Figure 5 and not repeated here. Colour-blind-friendly palette was chosen using “I want hue” (http://tools.medialab.sciences-po.fr/iwanthue/index.php, accessed 19 January 2019).  
b) K = 2, 10/10 chains, mean similarity score = 1.000
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c) K = 3, 10/10 chains, mean similarity score = 0.945
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d) K = 4 major mode, 10/10 chains, mean similarity score = 0.995
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e) K = 5 major mode, 10/10 chains, mean similarity score = 0.995
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f) K = 7 major mode, 9/10 chains, mean similarity score = 0.993
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g) K = 7 minor mode, 1/10 chains, mean similarity score = 0.000
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h) K = 8, 10/10 chains, mean similarity score = 0.984
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i) K = 9 major mode, 9/10 chains, mean similarity score = 0.933
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j) K = 9 minor mode, 1/10 chains, mean similarity score = 0.000
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k) K = 10 major mode, 6/10 chains, mean similarity score = 0.985
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l) K = 10 minor mode, 2/10 chains, mean similarity score = 0.890
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m) K = 10 minor mode, 2/10 chains, mean similarity score = 0.992
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