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 Table S1: Sample information
	Cancer type
	No. of tumor samples
	No. of paired tumor samples used to derive DMPs
	No. of tumor samples purity > 0.6 used to derive signatures

	BRCA
	785
	98
	460

	COAD
	313
	38
	197

	HNSC
	528
	50
	234

	KIRC
	319
	160
	132

	KIRP
	275
	45
	244

	THCA
	507
	56
	458

	PRAD
	498
	50
	259

	LIHC
	377
	50
	321










 

Table S2: Variation of DNA methylation signatures attributed to tissue origins.
	[bookmark: OLE_LINK52][bookmark: OLE_LINK53]Signature
	Variations attributed to tissue origins 

	Hyper-MS1
	0.79

	Hyper-MS2
	0.80

	Hyper-MS3
	0.99

	Hypo-MS1
	0.80

	Hypo-MS2
	0.99

	Hypo-MS3
	0.92

	Hypo-MS4
	0.78

	Hypo-MS5
	0.97

	Hypo-MS6
	0.86

	Hypo-MS7
	0.86




Table S3: Determinants of methylation signatures.
	Signature
	No. of gene mutations (SNV)
	No. of gene mutations (Frame shift)

	[bookmark: _GoBack]Hyper-MS1
	42
	62

	Hyper-MS2
	4066
	83

	Hyper-MS3
	4335
	84

	Hypo-MS1
	85
	57

	Hypo-MS2
	3898
	89

	Hypo-MS3
	1071
	64

	Hypo-MS4
	451
	63

	Hypo-MS5
	1973
	70

	Hypo-MS6
	1934
	70

	Hypo-MS7
	330
	71





