


Table S1 Statistical analysis of whole genome bisulfite sequencing data
	Sample
	Raw Read
	Raw Base
	Vaild Read
	Vaild Base
	Vaild Base%
	Q20
	Q30
	GC%

	Control_1
	107632763
	16.14G
	107575424
	15.86G
	99.85
	96.36
	90.17
	18.21

	Control_2
	102235264
	15.33G
	102176324
	14.90G
	99.94
	95.46
	89.76
	17.53

	Control_3
	102036420
	15.30G
	101721586
	14.94G
	99.69
	96.72
	90.74
	16.45

	Al_1
	104516238
	15.68G
	104398572
	15.35G
	99.88
	95.33
	89.43
	17.05

	Al_2
	110826963
	16.62G
	110675495
	16.22G
	99.86
	96.29
	90.25
	17.48

	Al_3
	110573629
	16.58G
	110395286
	16.24G
	99.84
	95.84
	89.88
	16.83

	Al+5-azaC100_1
	126343471
	18.94G
	126321440
	18.54G
	99.98
	95.79
	89.73
	16.92

	Al+5-azaC100_2
	110513817
	16.57G
	110391728
	16.26G
	99.89
	96.03
	90.09
	17.11

	Al+5-azaC100_3
	101864223
	15.28G
	101695278
	14.99G
	99.83
	95.63
	89.57
	16.56


Note: Raw Read: raw data of sequencing, every four lines as a unit, counting the number of sequencing for each file; Raw Base: the number of sequenced sequences multiplied by the length of sequences, and the number of bases is in the unit of G; Valid Read: cleaned data after preprocessing, every four lines as a unit, counting the number of sequencing for each file; Valid Base: validated reads after preprocessing, the base number is the number of sequenced sequences multiplied by the length of sequences, in the unit of G; Q20: the sequencing error rate less than 0.01 for the base; Q30: the sequencing error rate less than 0.001 for the base; GC% mean GC percentage in Valid Read. 

Table S2 Data alignment to that of the reference genome
	Sample
	Total  reads
	Mapped reads
	Mapping rate(%)
	Duplication rate(%)
	BS Conversion Rate(%)

	Control_1
	107604085
	30045627
	27.92
	25.78
	99.56

	Control_2
	102136586
	35426326
	34.69
	24.65
	99.51

	Control_3
	102007742
	29635342
	29.05
	25.13
	99.55

	Al_1
	104437560
	32015232
	30.65
	24.45
	99.53

	Al_2
	110798285
	32456358
	29.29
	24.79
	99.57

	Al_3
	110493951
	31108673
	28.15
	24.58
	99.53

	Al+5-azaC100_1
	126284793
	41935256
	33.21
	24.72
	99.55

	Al+5-azaC100_2
	110465139
	31325634
	28.36
	24.73
	99.53

	Al+5-azaC100_3
	101825545
	28623471
	28.11
	25.08
	99.54


Note: Total reads: reads after data preprocessing; Mapped reads: reads mapped to the reference genome; Mapping rate (%): the percentage of reads mapped on the reference genome; Duplication rate (%): the ratio of redundant data amplified by PCR; BS conversion rate (%): the rate converting C to G in bisulfite sequencing.

Table S3 The average methylation levels of the whole genome and different chromosomes (%)
	chromosomes
	Control
	Al
	Al+5-azaC

	
	CG
	CHG
	CHH
	CG
	CHG
	CHH
	CG
	CHG
	CHH

	[bookmark: OLE_LINK10]Chr1
	49.74
	20.03
	1.99
	50.84
	33.51
	2.55
	49.65
	25.91
	2.19

	Chr2
	59.07
	26.96
	2.29
	75.75
	46.65
	2.74
	51.04
	35.94
	2.51

	Chr3
	52.35
	27.35
	2.16
	61.13
	29.33
	2.43
	50.97
	29.15
	2.25

	Chr4
	56.78
	28.40
	2.19
	68.11
	34.83
	2.45
	52.67
	28.48
	2.19

	Chr5
	54.13
	25.99
	2.09
	63.44
	30.52
	2.64
	55.06
	27.23
	2.33

	Chr6
	47.10
	22.34
	2.12
	56.82
	25.45
	2.50
	48.28
	25.15
	2.31

	Chr7
	52.14
	25.39
	2.11
	59.77
	26.49
	2.43
	54.46
	26.89
	2.29

	Chr8
	52.67
	21.78
	2.02
	53.42
	31.31
	2.51
	49.21
	24.04
	2.18

	Chr9
	52.56
	24.30
	2.32
	63.89
	32.18
	2.54
	58.33
	25.54
	2.31

	Chr10
	51.65
	22.60
	2.29
	57.03
	29.80
	2.62
	51.64
	26.99
	2.31

	Chr11
	54.15
	22.81
	2.26
	62.42
	29.24
	2.51
	57.66
	27.21
	2.26

	Chr12
	52.01
	24.07
	2.16
	61.44
	26.86
	2.63
	55.34
	28.55
	2.24

	Chr13
	55.16
	27.02
	2.14
	65.82
	32.41
	2.43
	51.50
	29.26
	2.38

	Chr14
	54.78
	24.24
	2.06
	61.00
	27.31
	2.36
	56.72
	28.99
	2.32

	Chr15
	60.92
	31.14
	2.33
	68.98
	37.63
	2.68
	60.62
	31.98
	2.35

	Chr16
	55.33
	27.68
	2.45
	60.46
	30.22
	2.49
	56.47
	25.89
	2.45

	Chr17
	54.40
	28.77
	2.27
	70.72
	37.50
	2.63
	64.14
	30.53
	2.57

	Chr18
	51.33
	29.59
	2.31
	65.50
	35.97
	2.51
	55.64
	28.52
	2.28

	Chr19
	54.42
	28.52
	2.39
	60.65
	29.51
	2.46
	59.91
	29.20
	2.39
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