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Supplementary Table 1. Genome coverage (%) and mean depth of coverage (X) for each CREAM library.
	
	Genome coverage (%)
	Mean depth of coverage (X)

	
	MspI
	HpaII
	Overall
	MspI
	HpaII
	Overall

	Mean
	0.488
	0.286
	0.387
	76.654
	114.147
	95.401

	Max
	0.885
	0.629
	0.885
	164.033
	231.384
	231.384

	Min
	0.206
	0.088
	0.088
	17.694
	21.300
	17.694
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