Gradients of genetic diversity and differentiation across the distribution range of a Mediterranean coral: patterns, processes and conservation implications.
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Spatial genetic structure: 
A clustering analysis using STRUCTURE 2.2 (Pritchard et al. 2000) was conducted to evaluate the number of genetic clusters (K) from the individuals' genotypes without assumptions on population boundaries. We considered the admixture model with correlated allele frequencies and considered null alleles as missing data (Falush et al. 2003, 2007). Ten independent runs were performed for each K with a burn-in period of 500,000 followed by 250,000 iterations. The K value corresponding to “upper most hierarchical level of structure” was determined combining the K method (Evanno et al. 2005) and the likelihood of observing the data, (lnP(D)). CLUMPP 1.1 (Jakobsson and Rosenberg 2007) and DISTRUCT 1.1 (Rosenberg 2003) were used for graphical output. 
We also conducted a discriminant analysis of principal components (DAPC, Jombart et al. 2010) in ADEGENET (Jombart 2008). Contrary to STRUCTURE, DAPC describes patterns of diversity without assumption about the underlying population genetic model (Jombart et al. 2010). Data were transformed into principal components and discriminant analyses were used to maximize variation among-groups while minimizing within group variations. We used population locations as group prior. Based on the a-score method, the number of principal components was set to 11, while we retained three discriminant functions. 





Figure S3-1: Number of genetic clusters inferred with STRUCTURE: a) K computed following the method of Evanno et al. (2005) as a function of the number of genetic clusters (K); b) Mean (+/- SD) logarithm of the likelihood of observing the data (lnP(D)) computed over 10 independent runs as a function of the number of genetic clusters (K). 
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