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	Cohort
Name
	Sample Origin (Institution)
	# of
Cases
	Time Period
	Median Follow-Up (years)
	Database Accession
	Literature Reference

	UPP
	Uppsala University Hospital, Uppsala County, Sweden
	258
	1987-1989
	10.04
	caArray:  mille-00271
	Miller, et al.1

	STO
	Karolinska Hospital, Stockholm, Sweden
	159
	1994-1996
	6.76
	GEO: GSE1456
	Pawitan, et al.2 

	EMC
	Erasmus Medical Center, Rotterdam, Netherlands
	344
	1980-1995
	7.17
	GEO: GSE2034, GSE5327
	Wang, et al.3
Minn, et al.4

	EMCT
	Institute of Oncology, Ljubljana, Slovenia; National Cancer Institute, Bari, Italy; Technische Universitaet Muenchen, Germany; Cleveland Clinic Foundation, Cleveland, OH, USA
	136
	1981-2000
	7.08
	GEO: GSE12093
	Zhang, et al.5 

	TBIG
	Institut Gustave Roussy, Villejuif, France; Karolinska Institute, Stockholm and Uppsala University Hospital, Uppsala, Sweden; Centre Rene´ Huguenin, Saint-Cloud, France; Guy’s Hospital, London, UK; John Radcliffe Hospital, Oxford, UK
	198
	1980-1998
	12.01
	GEO: GSE7390
	Desmedt, et al.6

	IJB
	Institute Jules Bordet, Brussels, Belgium
	41
	1994-2001
	5.00
	GEO: GSE45255
	C. Sotiriou (by communication)

	OXFU
	John Radcliffe Hospital, Oxford, UK
	77
	1980-1998
	10.00
	GEO: GSE6532,
GSE45255
	Loi, et al.7 

	OXFT
	John Radcliffe Hospital, Oxford, UK
	109
	1980-1995
	5.16
	GEO: GSE6532
	Loi, et al.7

	GUYT
	Guys Hospital, London,  UK
	87
	1980-1995
	11.38
	GEO: GSE6532
	Loi, et al.7

	GUYT2
	Guys Hospital, London,  UK
	77
	NA
	8.30
	GEO: GSE9195
	Loi, et al.8 

	MSKCC
	Memorial Sloan-Kettering Cancer Center, NY, USA
	99
	1990-2001
	5.40
	GEO: GSE2603
	Minn, et al.9

	UCSF
	UC San Francisco  Comprehensive Cancer Center and the California Pacific Medical Center, San Francisco, CA, USA
	130
	1989-1997
	5.64
	ArrayExpress: E-TABM-158
	Chin, et al.10

	YAU
	U C San Francisco Comprehensive Cancer Center and the National Cancer Institute, Bari, Italy
	101
	1989-2004
	5.27
	GEO: GSE7378, GSE8193
	Yau, et al.11

	SIN
	National University Hospital, Singapore
	100
	2000-2002
	4.67
	GEO: GSE4922, GSE45255
	Ivshina, et al.12

	MAINZ
	Johannes Gutenberg University, Mainz, Germany
	200
	1988-1998
	7.54
	GEO: GSE1112
	Schmidt, et. al.13
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