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Figure S2: Likelihood of the multilocus genetic data as a function of the number of genetic clusters among European samples of Harmonia axyridis.

The mean (±SD) natural logarithm of the likelihood of the data (LnP(X|K)) calculated over 20 replicated STRUCTURE runs is given for each value of the putative number of clusters (K), from 1 to 8 (i.e. the actual number of samples). We used the admixture model with correlated allele frequencies and sampling site as prior information (Hubisz et al. 2009). We used default values for all other software parameters. Each run consisted of a burn-in period of 105 Markov chain Monte Carlo (MCMC) iterations, followed by 106 MCMC iterations.

