	Strain
	Number of raw reads
	Number of mapped reads
	# mapped in genes
	# mapped in TEs
	Mapability (%)
	Coverage (X)

	PC15
	43943138
	31690650
	20668941
	1433055
	72
	97

	PC9
	44308024
	24976955
	17554629
	674900
	59
	81

	N001-HyB
	40266055
	22397827
	14791888
	1005706
	61
	68

	M_N001
	37608379
	22783972
	15270310
	847664
	64
	70

	P_N001
	46185135
	25491536
	16976472
	983387
	59
	78

	F_N001
	36676544
	21547054
	14394891
	794095
	63
	66


Table S2 A. Summary of sequencing and mapping data for bisulfite-treated genomic DNA mapped to PC15_v2.0 as reference genome. 
Table S2 B. Methylation levels of CG, CHG and CHH sites in the bisulfite-treated whole genome mapped to PC15_v2.0 as reference genome. Only cytosines with reads coverage > = 5 were considered for methylation levels estimation.

	Strain
	CG (%)
	CHG (%)
	CHH (%)

	PC15
	2.76
	     0.38
	    0.45

	PC9
	4.37
	     0.62
	    0.84

	N001-HyB
	3.96
	     0.51
	    0.65

	M_N001
	6.48
	     0.45
	    0.59

	P_N001
	6.69
	     0.43
	    0.54

	F_N001
	6.54
	     0.40
	    0.51


Table S2 C. Summary of sequencing and mapping data for bisulfite-treated genomic DNA mapped to PC9_v1.0 as reference genome. 

	Strain
	Number of raw reads
	Number of mapped reads
	# mapped in genes
	# mapped in TEs
	Mapability (%)
	Coverage (X)

	PC9
	44308024
	30684793
	21478413
	1042357
	72
	97

	N001-HyB
	40266055
	22995521
	15821049
	1331179
	63
	72

	M_N001
	37608379
	23542928
	16304136
	1188268
	66
	74

	P_N001
	46185135
	26376829
	18210055
	1126970
	61
	83

	F_N001
	36676544
	22186393
	15361416
	899116
	65
	70


Table S2 D. Methylation levels of CG, CHG and CHH sites in the bisulfite-treated whole genome mapped to PC9_v1.0 as reference genome. Only cytosines with reads coverage > = 5 were considered for methylation levels estimation.
	Strain
	CG (%)
	CHG (%)
	CHH (%)

	PC9
	6.59
	0.73
	0.96

	N001-HyB
	5.20
	0.58
	0.72

	M_N001
	6.93
	0.53
	0.66

	P_N001
	7.07
	0.50
	0.60

	F_N001
	6.92
	0.47
	0.56


