Table S4. Gene-tree based hybridisation test results.
	
	107
	131
	132
	137
	141
	142
	147
	148

	Coalescence null 65% value1
	2
	2
	0
	2
	2
	2
	0
	4

	Observed 2.5% lower value2
	4
	2
	6
	10
	10
	4
	4
	0

	Null hypothesis
	Reject
	n.s.
	Reject
	Reject
	Reject
	Reject
	Reject
	n.s.


1 Tree-to-tree distances (Robinson-Fould) between the gene trees from the posterior sample (observed trees) and the simulated set of trees under a coalescent null model (ILS only).
[bookmark: _GoBack]2 Tree-to-tree distances (Robinson-Fould) between the gene trees from the posterior sample (observed trees) containing one position of M. arborea (the other removed) and those trees from the posterior sample containing the other position of M. arborea (the first removed).
