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Fig. S1. (a ) The genetic structure at K = 2 of sampled populations of Corymbia haematoxylon and Corymbia ficifolia in south-

western Austra lia inferred using Bayesian assignment of individual nuclear microsatellite genotypes and STRUCTURE (ver. 

2.3.4, see https://web.stanford.edu/group/pritchardlab/structure.html). (b) and (c) ΔK va lues used to identify optimum K 

made using CLUMPAK (see http://clumpak.tau.ac.il;  Kopelman et al. 2015) for Bayesian inferences of the number of 

nuclear microsatellite genetic marker clusters made busing STRUCTURE (ver. 2.3 4 ; Pritchard et al. 2000) for (b) Corymbia 

haematoxylon, Corymbia ficifolia and Corymbia calophylla), and (c) Corymbia ficifolia and Corymbia haematoxylon. 
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