[bookmark: _GoBack]Table S2. Summary statistics used for each dataset. n = the number of individual statistics computed for each category of statistics (36 for pairwise statistics, 9 for population-level statistics, 1 for means, totals, and standard deviations across populations). All summary statistics in the “mtDNA” column were calculated for both mtDNA-Pop and mtDNA-Range datasets.
	Statistic description
	n
	mtDNA
	MSAT-Pop

	K (# of alleles, per population)
	9
	X
	X

	Standard deviation of K (per population)
	9
	X
	X

	Standard deviation of K (across populations)
	1
	X
	X

	Mean K (across populations)
	1
	X
	X

	Total K (across all populations)
	1
	X
	X

	S (segregating sites, per population)
	9
	X
	

	Private S (per populations)
	9
	X
	

	Mean S (across all populations)
	1
	X
	

	Standard deviation of S (across populations)
	1
	X
	

	Total S (across populations)
	1
	X
	

	π (per population)
	9
	X
	

	Mean π (across populations)
	1
	X
	

	Standard deviation of π (across populations)
	1
	X
	

	Pairwise π (across all pairs)
	36
	X
	

	Pairwise FST (across all pairs)
	36
	X
	X

	H (heterozygosity, per population)
	9
	
	X

	Standard deviation of H (per populations)
	9
	
	X

	Standard deviation of H (across populations)
	1
	
	X

	Mean H (across populations)
	1
	
	X

	Total H (across all populations)
	1
	
	X

	GW (Garza-Williamson statistic, per population)
	9
	
	X

	Standard deviation of GW (per population)
	9
	
	X

	Standard deviation of GW (across populations)
	1
	
	X

	Mean GW (across populations)
	1
	
	X

	Total GW (across all populations)
	1
	
	X

	R (size range, per population)
	9
	
	X

	Standard deviation of R (per population)
	9
	
	X

	Standard deviation of R (across populations)
	1
	
	X

	Mean R (across populations)
	1
	
	X

	Total R (across all populations)
	1
	 
	X




