Supplemental Table S2. Conversion rates in EM-seq, bisulfite sequencing and published bisulfite sequencing studies.

	ID
	Conversion Rate%
	Method
	Conversion Rate Estimation Method
	Study Organism
	Reference

	APOBEC (r1)
	
99.8
	APOBEC (5mC)
	unmethylated lambda DNA
	mouse
	Present study

	APOBEC
(r2)
	
99.8
	APOBEC (5mC)
	unmethylated lambda DNA
	mouse
	Present study

	BS1 (r1)
	
98.3
	WGBS
	unmethylated lambda DNA
	mouse
	Present study

	BS1 (r2)
	
98.2
	WGBS
	unmethylated lambda DNA
	mouse
	Present study

	BS2 (r1)
	
99.6 
	WGBS
	unmethylated lambda DNA
	mouse
	Present study

	BS2 (r2)
	
99.6 
	WGBS
	unmethylated lambda DNA
	mouse
	Present study

	1
	99.3~99.8
	WGBS
	unmethylated lambda DNA
	human
	(Lister et al. 2009)

	2
	 99.2~99.6
	WGBS*
	unmethylated lambda DNA
	human, mouse
	(Davis et al. 2018)

	3
	99.5
	WGBS
	unmethylated lambda DNA
	mouse
	(Xie et al. 2012)

	4
	98.5~99.6
	WGBS**
	unmethylated lambda DNA
	human
	(Roadmap Epigenomics Consortium et al. 2015)

	5
	97.2~99.8
	WGBS
	unmethylated lambda DNA
	Zebrafish, Xenopus tropicalis, mouse
	(Bogdanovic et al. 2016)

	6
	97.7
	single cell WGBS
	non-CpG sites
	mouse
	(Smallwood et al. 2014)

	7
	>99
	single cell WGBS
	custom-designed unmethylated oligonucleotides
	human and mouse
	(Farlik et al. 2015)

	8
	97.6~ 99.1
	single cell WGBS
	non-CpG sites in the genome
	mouse
	(Gravina et al. 2016)

	9
	>97
	RRBS
	 
	mammals
	(Smith et al. 2009)

	10
	>=99
	ERRBS
(enhanced RRBS)
	Unmethylated C
	human and other animals
	(Garrett-Bakelman et al. 2015)

	11
	97
	SMRT -BS
	non-CpG Cytosines
	human
	(Yang et al. 2015)


* We randomly sampled and analyzed 6 WGBS datasets from the ENCODE portal (https://www.encodeproject.org/) with the following accession numbers: ENCSR634OPL, ENCSR608JPV, ENCSR482VHG, ENCSR752OCM, ENCSR598OBF, ENCSR462KQY (Supplemental Table S3)
** This study also conducted RRBS and MeDIP-seq, but only WGBS conversion rates were reported here.
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