Table S2 The levels of mCG, mCHG, and mCHH and genome size in genomes of different species.
	Species
	mCG (%)
	mCHG (%)
	mCHH (%)
	Genome size (Mb)
	Reference

	Arabidopsis thaliana
	30.45 
	9.99 
	3.91 
	135.0 
	 (Schmitz et al., 2011)

	Brassica rapa
	37.18 
	17.28 
	4.44 
	283.8 
	(Niederhuth et al., 2016)

	[bookmark: OLE_LINK83][bookmark: OLE_LINK84]Glycine max
	71.07 
	45.16 
	5.09 
	978.0 
	(Schmitz et al., 2013)

	Medicago truncatula
	59.80 
	16.95 
	5.10 
	390.0 
	(Niederhuth et al., 2016)

	Populus trichocarpa 
	43.95 
	26.78 
	5.01 
	422.9 
	(Niederhuth et al., 2016)

	Zea mays
	84.76 
	73.25 
	5.81 
	2665.0 
	(Gent et al., 2013)

	Oryza sativa
	58.37 
	30.95 
	5.52 
	372.0 
	(Hume et al., 2013)

	Brachypodium distachyum
	62.34 
	40.80
	2.12 
	272.0 
	(Eichten et al., 2016)

	Panicum virgatum
	60.34 
	40.06 
	4.16 
	1165.7 
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