Supplement table 1: Characteristics of cohorts included in the study. 
	Dataset
	Repository
	Country
	Raw data
available
	Platform
	Accrual
	No. of Patients
enrolled
	Tissue type
	Use in the present
study for
	Reference

	[bookmark: _GoBack]GSE8465/ca00182
	GEO/caArray
	USA
	Yes
	GPL96
	1996-2006
	425
	Fresh/frozen
	training
	(1)

	GSE30219
	GEO
	France
	Yes
	GPL570
	-
	238
	Fresh/frozen
	training
	(2)

	GSE37745
	GEO
	Sweden
	Yes
	GPL570
	1995-2005
	184
	Fresh/frozen
	training
	(3)

	GSE8894
	GEO
	South Korea
	No
	GPL570
	1995-2005
	126
	Fresh/frozen
	training
	(4)

	GSE14814
	GEO
	Canada
	Yes
	GPL96
	1994-2004
	89
	Fresh/frozen
	training
	(5)

	E-MTAB-923
	EBI
	France
	Yes
	GPL570
	2002-2008
	84
	Fresh/frozen
	training
	(6)

	GSE19188
	GEO
	Netherlands
	Yes
	GPL570
	1992-2004
	76
	Fresh/frozen
	training
	(7)

	GSE10245
	GEO
	Germany
	Yes
	GPL570
	-
	57
	Fresh/frozen
	training
	(8)

	GSE31908
	GEO
	USA
	Yes
	GPL96
	1991-2001
	29
	Fresh/frozen
	training
	-

	GSE6253
	GEO
	USA
	Yes
	GPL96
	1997-2001
	18
	Fresh/frozen
	training
	(9)

	GSE31210
	GEO
	Japan
	Yes
	GPL570
	1998-2008
	226
	Fresh/frozen
	validation
	(10)

	GSE50081
	GEO
	Canada
	Yes
	GPL570
	1996-2005
	177
	Fresh/frozen
	validation
	(11)

	GSE4573
	GEO
	USA
	No
	GPL96
	1991-2002
	123
	Fresh/frozen
	validation
	(12)

	TCGA/GSE68793
	TCGA/GEO
	Multinational
	Yes
	GPL96
	-
	104
	Fresh/frozen
	validation
	-

	GSE3141
	GEO
	USA
	No
	GPL570
	-
	83
	Fresh/frozen
	validation
	(13)

	E-MTAB-2435/ -1727
	EBI
	France
	Yes
	GPL570
	1988-2006
	80
	Fresh/frozen
	validation
	(14)

	GSE29013
	GEO
	USA
	Yes
	GPL570
	2001-2005
	45
	FFPE
	validation
	(15)
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