Supplemental Table S4. Conversion rates of Enzymatic deamination, TAB-seq, ACE-seq and Illumina-TAPS.
 
	Method
	C
conversion rate
	5mC
conversion rate
	5hmC protection
	Reference

	Enzymatic deamination
	99.8
	97.5
	98.3
	current study

	TAB-seq
	99.62
	97.79
	84.4~92
	(Yu et al. 2012)

	TAB-seq
	99.57
	98.47
	57
	(Bogdanovic et al. 2016)

	TAB-seq
	99.99
	99.98
	75
	(Bogdanovic et al. 2016)

	TAB-seq
	98.3
	99.61
	55.91
	(Bogdanovic et al. 2016)

	ACE-seq
	99.9% CHG
99.9% CHH
99.5% CpG
	97%
	CHG 98.6%
CHH 98.5%
CpG 98.5%
	(Schutsky et al. 2018)

	Illumina-TAPS
	mTet1CD:
99.77%
hTet2:
99.81%
	mTet1CD:
 5mCpG 97.3%
5mCpH 85.9%
hTet2:
5mCpG 97.3%
5mCpH 74.0%
	mTet1CD:
5hmCpG 89.1%
5hmCpH 80.5%
hTet2:
5hmCpG 88.2%
5hmCpH 66.2%
	(Liu et al. 2020)
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