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Table S 1 : A list of m6A regulators
	27 m6A regulators 1-14
	Gene symbol

	15 m6A readers
	[bookmark: OLE_LINK4]EIF3A, ELAVL1, FMR1, HNRNPA2B1, HNRNPC, IGF2BP1, IGF2BP2, IGF2BP3, LRPPRC, RBMX, YTHDC1, YTHDC2, YTHDF1, YTHDF2, YTHDF3

	2 m6A erasers
	ALKBH5, FTO

	[bookmark: OLE_LINK5]10 m6A writers
	CBLL1, KIAA1429, METTL3, METTL14, METTL16, RBM15, RBM15B, VIRMA, WTAP, ZC3H13



	Dataset id
	Database
	Number of 
patients
	Platform
	Year of Release
	PMID

	[bookmark: OLE_LINK25]GSE44076
	[bookmark: OLE_LINK1]GEO
	98
	Affymetrix
	2014
	25215506 15

	GSE90627
	GEO
	64
	Agilent
	2017
	28977850 16

	GSE87211
	GEO
	203
	Aigilent
	2017
	29119627 17

	GSE113513
	GEO
	14
	Affymetrix
	2018
	35096810 18

	GSE110223
	GEO
	13
	Affymetrix
	2018
	30809322 19

	[bookmark: OLE_LINK3]GSE106582
	GEO
	68
	Illumina
	2018
	[bookmark: OLE_LINK2]28791728 20

	SRX347909
	[bookmark: OLE_LINK6]SRA
	18
	[bookmark: OLE_LINK28]Illumina
	2014
	25049118 21

	SRX1535213
	SRA
	4
	Illumina
	2016
	27026680 22

	[bookmark: OLE_LINK29]DRP003828
	SRA
	3
	Illumina
	2017
	-

	SRX2579235
	SRA
	10
	Illumina
	2018
	28459462 23

	SRX3209934
	SRA
	3
	Illumina
	2018
	29330370 24

	[bookmark: OLE_LINK30]TCGA-READ
	[bookmark: OLE_LINK7]TCGA
	9
	-
	-
	-

	TCGA-COAD
	TCGA
	40
	-
	-
	-



[bookmark: _Ref5938]Table S 2: The datasets of CRC tissues and paired normal tissues.
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