	Phylogenies
	Minimum Cost 

(p [95% max])
	Distance Correlation 

(p [95% max]) 

	
	Random Associations
	Random Mimic Tree
	Root of Mimic
(H. erato)
	Root of Model
(H. melpomene)

	separate MDC countries 1
	0 [0.0024]
	0 [0.0024]
	0.002 [0.0059]
	0.001 [0.0042]

	separate MDC countries 2
	0 [0.0024]
	0 [0.0024]
	0 [0.0024]
	0 [0.0024]

	separate MDC regions 1
	0.002 [0.0059]
	0.007 [0.0130]
	0 [0.0024]
	
0 [0.0024]

	separate MDC morphs 1
	0.018 [0.0270]
	0.017 [0.0257]
	0.002 [0.0059]
	0.001 [0.0042]

	combined MDC countries 1
	0.007 [0.0103]
	0.007 [0.0130]
	0 [0.0024]
	0 [0.0024]

	combined MDC countries 2
	0.001 [0.0042]
	0.003 [0.0074]
	
0 [0.0024]
	0.001 [0.0042]

	combined MDC countries 3
	0.004 [0.0089]
	0.004 [0.0089]
	0 [0.0024]
	0 [0.0024]

	combined MDC countries 4
	0.005 [0.0103]
	0.004 [0.0089]
	0 [0.0024]
	0.003 [0.0074]

	combined MDC regions 1
	0.123 [0.1439]
	0.121 [0.1418]
	0.01 [0.0170]
	0.01 [0.0170]

	combined MDC morphs 1
	0.665 [0.6948]
	0.591 [0.6220]
	0.07 [0.0864]
	0.062 [0.0776]

	combined *BEAST countries
	0.009[0.0157]
	0.009 [0.0157]
	0.096 [0.1148]
	0.095 [0.1138]

	combined *BEAST morphs
	0.012 [0.0195]
	0.007 [0.0130]
	0.01 [0.0170]
	0.009 [0.0157]


