Appendix

Fig. S1: Results of 10 runs each for 1-12 clusters (K = 1-12) with STRUCTURE to infer the population structure of Gladiolus palustris. In STRUCTURE the model choice criterion implemented to detect the K most appropriate to describe the data is an estimate of the posterior probability of the data for a given K, Pr(X|K) (Pritchard et al. 2000). We used an ad hoc quantity based on the second order rate of change of the likelihood function (DK) with respect to K (Evanno et al. 2005) as implemented in STRUCTURE HARVESTER (Earl and vonHoldt 2012) as an indicator of the signal detected by STRUCTURE. a) model of no population admixture b) model of admixture for the ancestry of the individuals without prior information about the regional membership of the populations and assuming that the allele frequencies are correlated within populations.
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