Supporting Information Table S1 Samples selected for the meta-analysis of gene expression profiles in hippocampus (pool 'A'), male hippocampus (pool 'A.1'), female hippocampus (pool 'A.2') and whole brain (pool 'B').

	Study ID


	Sample ID
	Sex
	Sample type
	Sample collection
	Post-mortem

interval
	Platform
	Microarray
	Spots
	References

	Pool 'A'

Hippocampus (30,739 mapped loci following analysis by TRAM)
(n=41)

	A1...A9

n=9
	GSM80662...65

GSM80668

GSM80679...82
	4 M

5 F
	Whole hippocampus
	Institutions participating in the study
	8.5 h
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	Roth 2006

	A10...A17

n=8
	GSM175861

GSM175987 - 88

GSM176052

GSM176174...77
	3 M
5 F
	"
	Commercial human hippocampus
	N/A
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	N/A

	A18...A22

n=5
	GSM182705 - 09 - 16 - 19 - 21
	3 M
2 F
	"
	Institutions participating in the study
	N/A
	GPL8300
	Affymetrix U95 Version 2 
	12,625
	Cáceres 2003

	A23 - A24

n=2
	GSM329661 - 69
	M/F mix
	"
	"
	5 h - 14.5 h
	GPL571
	Affymetrix U133A 2.0
	22,277
	Chen-Plotkin 2008

	A25...A33

n=9
	GSM452903...11


	N/A
	"
	Commercial human hippocampus
	N/A
	GPL6883
	Illumina HumanRef-8 v3.0 
	24,526
	Konopka 2009

	A34...A40

n=7
	GSM818310 - 13 - 15 - 21 - 23 - 25 - 27
	5 M
2 F


	"
	Institutions participating in the study
	3 h - 9 h
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	Zeng 2012

	A41

n=1
	GSM1070820
	N/A
	"
	"
	24 h
	GPL10558
	Illumina HumanHT-12 V4.0
	47,323
	Suntsova 2013

	Pool 'A.1' 

Male hippocampus (26,045 mapped loci following analysis by TRAM) 
n= 15

	A1…A4 

n=4
	GSM80663…65 - 68
	4 M
	Whole hippocampus
	Institutions participating in the study
	8.5 h
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	Roth  2006

	A5…A7 

n=3
	GSM175987 - 88 GSM176052
	3 M
	"
	Commercial human hippocampus
	N/A
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	N/A

	A8…A10 n=3
	GSM182709 - 16 - 19
	3 M
	"
	Institutions participating in the study
	N/A
	GPL8300
	Affymetrix U95 Version 2 
	12,625
	Cáceres 2003

	A11…A15 n=5
	GSM818310 - 13 - 21 - 23 - 27
	5 M
	"
	Commercial human hippocampus
	N/A
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	N/A

	Pool 'A.2' 

Female hippocampus (26,045 mapped loci following analysis by TRAM)
n= 14

	A1…A5

n=5
	GSM80662  GSM80679…82
	5 F
	Whole hippocampus
	Institutions participating in the study
	8.5 h
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	Roth  2006

	A6…A10

n=5
	GSM175861 GSM176174…77
	5 F
	"
	Commercial human hippocampus
	N/A
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	N/A

	A11 - A12

n=2
	GSM182705 GSM182721
	2 F
	"
	Institutions participating in the study
	N/A
	GPL8300
	Affymetrix U95 Version 2 
	12,625
	Cáceres 2003

	A13 - A14 n=2
	GSM818315 - 25
	2 F
	"
	Commercial human hippocampus
	N/A
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	N/A

	Pool 'B'

Whole brain (39,250 mapped loci following analysis by TRAM)
(n=60)

	B1...B3

(n=3)
	CS1...3*
	N/A
	Whole brain
	Commercial human brain total RNA from donors
	N/A
	A-AFFY-44*
	Affimetrix U133 Plus 2.0 Array 
	N/A
	Tyburczy 2010

	B4 - B5

(n=2)
	GSM2828 

GSM2837
	"
	"
	"
	N/A
	GPL91
	Affymetrix U95A 
	12,626
	Su 2002

	B6...B9

(n=4)
	GSM18762 - 63

GSM18921 - 22
	M/F mix
	"
	"
	N/A
	GPL1074

GPL96
	GNF1H

Affimetrix U133A
	22,639

22,283
	Su 2004

	B10

(n=1)
	GSM44690
	N/A
	"
	"
	N/A
	GPL96
	Affimetrix U133A
	22,283
	Ge 2005

	B11

(n=1)
	GSM52556
	"
	"
	Institutions participating in the study
	N/A
	GPL96
	Affymetrix U133A
	22,283
	Detwiller 2005; Yoon 2006

	B12 - B13

(n=2)
	GSM76949 - 99
	1 M 

1 F
	"
	Commercial human brain total RNA from donors
	N/A
	GPL570
	Affimetrix U133 Plus 2.0
	54,675
	Nguyen 2006

	B14...B17

(n=4)
	GSM88577...80
	N/A
	"
	"
	N/A
	GPL1426
	ABI Version 1
	33,202
	N/A

	B18...B21

(n=4)
	GSM89144...47
	"
	"
	N/A
	
	GPL1708
	Agilent-012391 G4112A
	44,290
	N/A

	B22...B29

(n=8)
	GSM123271...78
	7 M 

1 F
	"
	Institutions participating in the study
	10 h - 47 h
	GPL96
	Affimetrix U133A 
	22,283
	Lockstone 2007

	B30

(n=1)
	GSM136140
	1 F
	"
	Commercial human brain total RNA from donors
	N/A
	GPL96
	Affimetrix U133A 
	22,283
	N/A

	B31 - B32

(n=2)
	GSM201398 - 99
	M/F mix from at least 3 people
	"
	"
	N/A
	GPL1291
	Hitachisoft AceGene Human Oligo Chip 30K 1 
	30,336
	Kato 2008 

	B33...B37

(n=5)
	GSM339552...56
	N/A
	"
	Institutions participating in the study
	N/A
	GPL96
	Affimetrix U133A 
	22,283
	Irizarry 2009 

	B38...B44

(n=7)
	GSM357538...44
	"
	"
	"
	N/A
	GPL6102
	Illumina human-6 v2.0 
	48,702
	Li 2009

	B45...B48

(n=4)
	GSM492649

GSM525014...16
	2 M

2 F
	"
	"
	0 h or snap-freezing
	GPL570
	Affimetrix U133 Plus 2.0 
	54,675
	Liu 2011

	B49...B57

(n=9)
	GSM697483...91
	N/A
	
	"
	16.5 - 24 h
	GPL570
	Affimetrix U133 Plus 2.0 
	54,675
	Borjabad 2011

	B58...B60

(n=3)
	GSM790820 - 29 - 38
	3 M
	"
	Commercial human brain total RNA from donors
	N/A
	GPL4133
	Agilent-014850 G4112F 
	45,220
	Steinfeld 2013


From the left to right: our study ID; GEO (Gene Expression Omnibus) sample ID; sex, when it is available; sample type; sample collection; post-mortem interval (PMI) before freezing; GEO platform name; platform type; platform spot number and GEO experiment reference. All sample IDs and platforms IDs marked with * are related to ArrayExpress database. N/A: not available.
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