Table S2. Different types of substitutions revealed by pairwise comparisons of Elephantinae genomes.
	
	Mammoth-Asian
	Asian-African
	Mammoth-African

	Transitions
	690
	751
	741

	Transversions
	32
	43
	39

	Synonymous
	529
	555
	559

	Nonsynonymous
	100
	106
	107


Number of synonymous and nonsynonymous substitutions calculated with the modified Nei-Gojobory method as implemented in MEGA [28], the results were independent of the transition/transversion ratio.
