[bookmark: _GoBack]Supplementary Table S5. Analysis of Molecular Variance (AMOVA) of COI sequences for the population structuring scenario given by group I which is the Ophiothela subclade inferred in the phylogenetics analysis (Ophiothela sp. BR, O. mirabilis, O. danae, and O. vincula) and II (Ophiothela tigris and O. venusta). 

	Source of variation
	d.f.
	Sum of squares
	Variance components
	Percentage of variation

	Among groups
	1
	59.994
	9.28675 Va
	44.36

	Among populations within groups
	5
	75.830
	4.42992
	21.16

	Within populations
	7
	50.533
	4.42992 Vc
	34.48

	Total
	13
	186.357
	20.93572
	




