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Sample size calculations. Current studies suggest that strong and replicated loci for schizophrenia typically have genotypic relative risks on the order of 1.10. If we assume desired power of 90%, a log-additive model, and minor allele frequency 0.29, we can estimate sample sizes for 1, 10, and 100 independent genetic markers (assuming Bonferroni corrections). 

For one maker, a total sample of 11,000 (5,500 cases and 5,500 controls) is required. Sample sizes increase to 17,500 subjects for 10 markers and 24,000 subjects for 100 markers. 

We note that these calculations may be optimistic as there is evidence to suggest the presence of many loci with genotypic relative risks <1.10. 

Supplementary Tables
Table S1: List of historical candidate genes for schizophrenia. 

Gene
Studies
ABAT
1

ABCB1
2

ACE
6

ACP1
2

ACSL6
4

ADCYAP1
2

ADH1B
1

ADORA2A
2

ADRA1A
5

ADRA2A
3

ADRBK2
2

ADSL
1

ADSS
2

AGER
2

AGPAT1
1

AGT
1

AHCY
1

AHI1
2

AIF1
1

AK1
1

AKT1
13

ALDH3B1
1

ALDH5A1
1

ALK
1

APOD
2

APOE
32

APOL1
2

APOL2
2

APOL3
3

APOL4
3

APOL5
1

APOL6
1

APP
1

AQP4
1

ARHGAP21
1

ARHGEF10
1

ARMC3
1

ARNTL
1

ARRB2
1

ARSA
1

ARVCF
7

ASCL1
2

ASPM
1

ASTN1
1

ATF4
1

ATF5
1

ATF6B
3

ATM
1

ATN1
7

ATP6V1G2
2

ATXN1
6

ATXN3
1

ATXN8OS
4

BAK1
1

BASP1
1

BAT1
1

BAT2
1

BCL2L11
1

BCL2L13
1

BDNF
40

BIK
1

BIN3
1

BLOC1S1
1

BLOC1S2
1

BLOC1S3
1

BRD1
1

BRUNOL5
1

BSG
1

BTBD9
1

C18orf1
2

C1orf198
1

C1QTNF6
1

C3
2

C4A
2

C4B
4

C6
2

C6orf217
2

CABIN1
1

CACNA1A
1

CALCA
1

CALM1
1

CALY
2

CANX
1

CARTPT
1

CCK
3

CCKAR
7

CCKBR
2

CCL2
2

CCR5
1

CD14
1

CD3D
1

CD4
1

CD48
1

CDC42SE2
2

CDC45L
2

CDK5
1

CELSR1
1

CFB
5

CHAT
1

CHGA
2

CHGB
4

CHI3L1
4

CHL1
3

CHN2
1

CHODL
1

CHRFAM7A
7

CHRM1
1

CHRM5
1

CHRNA2
2

CHRNA4
2

CHRNA7
12

CHRNB2
2

CHRNB3
1

CLDN10
1

CLDN11
1

CLDN14
1

CLDN5
7

CLINT1
5

CLOCK
2

CLTCL1
1

CNO
1

CNP
7

CNR1
9

CNTF
11

CNTN1
1

CNTN2
1

COG2
1

COMT
81

CPLX1
1

CPLX2
2

CSF2RB
1

CSPG5
1

CTLA4
2

CTNNA1
1

CTNNA2
2

CYP1A2
3

CYP21A2
2

CYP2C18
1

CYP2D6
11

CYP2E1
1

CYP3A4
1

CYP4F8
1

DAAM1
1

DAAM2
1

DAO
10

DAOA
27

DBH
11

DBI
1

DDC
5

DDO
1

DDR1
1

DGCR14
4

DGCR2
6

DGCR5
1

DGCR6
2

DGCR6L
1

DGCR8
2

DISC1
22

DISC2
1

DKK4
1

DLG1
1

DLG4
2

DLGAP1
1

DLX1
1

DPM1
1

DPYSL2
4

DRD1
11

DRD2
67

DRD3
71

DRD4
45

DRD5
5

DTNBP1
32

DUSP6
1

EGF
7

EGFR
2

EGLN1
1

EGR1
1

EGR2
2

EGR3
1

EGR4
1

EHMT2
1

EIF2B1
1

EIF2B2
1

EIF2B3
1

EIF2B4
1

EIF2B5
1

ENKUR
1

ENO1
1

ENO2
1

ERBB2
2

ERBB3
5

ERBB4
8

ESD
1

ESR1
3

ESR2
1

FAAH
1

FABP7
2

FAM19A5
1

FAM3B
1

FAM83F
2

FBP1
1

FBXL21
1

FCRL3
1

FEZ1
4

FGA
1

FGF1
1

FGF14
1

FGF18
1

FGF2
1

FGF20
1

FGF22
1

FGFBP1
1

FGFR1
1

FGFR2
1

FGFR3
1

FGFR4
1

FKBP1A
1

FKBP5
3

FLNB
1

FMO3
1

FN1
1

FOXP2
2

FXN
1

FXYD2
1

FXYD6
2

FYN
1

FZD3
9

FZD4
1

GABBR1
3

GABRA1
3

GABRA5
1

GABRA6
2

GABRB2
11

GABRG2
3

GABRP
2

GAD1
9

GAD2
3

GAL3ST1
1

GALC
1

GAP43
1

GAPDH
1

GC
7

GCLM
3

GDNF
4

GFAP
1

GFRA1
2

GH1
1

GJA5
1

GJA8
1

GJA9
1

GJC2
1

GLS
1

GLUL
2

GNAL
1

GNAO1
1

GNAS
1

GNAZ
1

GNB1L
3

GNB3
3

GNPAT
2

GNRH1
1

GOT2
1

GP6
1

GPC6
1

GPM6A
1

GPR158
1

GPR78
3

GPSN2
1

GPX1
2

GRB2
1

GRIA1
2

GRIA2
1

GRIA4
3

GRID1
3

GRIK1
1

GRIK2
2

GRIK3
5

GRIK4
4

GRIK5
1

GRIN1
13

GRIN2A
5

GRIN2B
11

GRIN2C
1

GRIN2D
2

GRIN3A
1

GRIP1
1

GRM3
15

GRM4
2

GRM5
1

GRM7
3

GRM8
2

GSC2
2

GSK3B
7

GSN
2

GSS
1

GSTM1
3

GSTO1
1

GSTP1
2

GSTT1
2

GSTT2
1

GTF2H4
1

HAL
1

HAR1A
1

HCP5
1

HIRA
2

HK1
1

HMBS
3

HNMT
1

HOMER1
1

HOMER2
1

HOMER3
1

HORMAD2
1

HP
5

HRH1
1

HRH2
3

HS6ST3
1

HSD17B7
1

HSPA1A
2

HSPA1B
2

HSPA1L
2

HSPA5
1

HTR1A
4

HTR1B
7

HTR1D
1

HTR2A
57

HTR3A
2

HTR3B
2

HTR4
2

HTR5A
3

HTR6
6

HTR7
3

HTT
2

ICAM1
2

IGF1
1

IGF1R
1

IGFBP3
1

IL10
8

IL12A
1

IL12B
2

IL17RA
1

IL18
1

IL18BP
1

IL18R1
1

IL18RAP
1

IL1A
4

IL1B
14

IL1RN
9

IL2
2

IL2RB
3

IL3
2

IL4
3

IL4R
1

IL6R
1

IL9
1

IMPA2
1

INA
1

INPP1
1

INPP4A
1

INPP4B
1

INPP5A
1

INPP5D
1

INPP5J
1

INPPL1
1

IPO5
6

IRS1
2

ITGA3
1

JAG1
2

JAG2
1

JARID2
1

KCNN3
23

KIAA1217
1

KIF13A
1

KIF2A
2

KIF5A
1

KLF5
1

KLF6
1

KLK8
1

KMO
1

KPNA3
3

KREMEN1
1

LGI1
1

LIF
1

LSAMP
1

LSM2
1

LST1
1

LTA
4

LTB
1

MAG
5

MAGI1
1

MAGI2
1

MAGI3
1

MAL
1

MANBA
1

MAP1A
1

MAP4
1

MAP6
1

MAPK14
1

MAPK8IP2
1

MAPT
1

MAT1A
1

MBP
1

MCHR1
2

MCTP2
1

MDGA1
1

MED15
3

MEGF10
1

MFRP
1

MICB
2

MIF
1

MITF
1

MLC1
6

MLLT10
1

MMP3
1

MMP9
1

MOBP
1

MOG
3

MOV10L1
1

MPPED1
1

MPZ
1

MPZL1
3

MSRA
1

MSRB2
1

MTHFD1
1

MTHFR
20

MTR
1

MUTED
2

MYB
1

MYH9
2

MYO9B
1

MYOZ1
1

MYT1
1

NAT1
2

NCAM1
3

NCOA7
1

NCR3
1

NCSTN
1

NDE1
2

NDEL1
2

NDRG1
1

NDUFV2
1

NEFL
1

NEFM
1

NEU4
1

NEUROG1
3

NFKBIL1
2

NGF
1

NGFR
1

NOS1
6

NOS1AP
6

NOTCH1
1

NOTCH2
2

NOTCH3
1

NOTCH4
24

NPAS3
1

NPSR1
1

NPTN
1

NPY
7

NQO1
3

NQO2
1

NR2E1
1

NR3C1
1

NR4A2
6

NRG1
41

NRG2
3

NRG3
3

NRG4
1

NRGN
2

NRN1
1

NTF3
9

NTNG1
4

NTNG2
1

NTRK2
1

NTRK3
1

NTS
1

NTSR1
2

NUMBL
1

OLIG2
5

OMG
1

P2RX7
1

PADI4
1

PAFAH1B1
2

PAH
2

PANX2
1

PAWR
2

PAX3
1

PAX6
1

PCDH8
1

PCDHGC3
2

PCK1
1

PCK2
1

PCM1
2

PCNT
2

PDE4B
6

PDE4D
1

PDE7B
1

PDGFRA
1

PDGFRB
1

PDLIM2
1

PDLIM5
4

PDYN
2

PEBP4
1

PEMT
1

PENK
1

PER1
1

PER2
1

PER3
1

PGAM1
1

PGD
1

PHF21B
1

PHOX2B
2

PI4KA
5

PI4KB
1

PICK1
5

PIK3C2A
1

PIK3C2B
1

PIK3C2G
1

PIK3C3
5

PIK3CB
1

PIK3CD
1

PIK3CG
1

PIK3R1
1

PIK3R2
1

PIK3R3
1

PIK3R4
1

PIP4K2A
8

PIP4K2B
1

PIP5K1A
1

PIP5K1B
1

PIP5K1C
1

PIWIL2
1

PLA2G1B
3

PLA2G4A
19

PLA2G4B
1

PLA2G4C
4

PLA2G4D
1

PLA2G6
3

PLA2G7
2

PLCB1
1

PLCB3
1

PLCE1
1

PLCG1
1

PLDN
1

PLLP
1

PLUNC
1

PLXNA2
5

PMCH
1

PMP22
1

PNOC
3

PNPO
1

PON1
1

POU3F1
1

PPARA
1

PPARD
1

PPIL2
1

PPP1R11
1

PPP1R1B
6

PPP2R2B
3

PPP3CA
2

PPP3CB
2

PPP3CC
9

PPP3R1
2

PPP3R2
1

PRKCA
1

PRKCG
1

PRNP
4

PRODH
10

PROZ
1

PRX
1

PSAP
1

PSEN1
1

PSEN2
1

PTAR1
1

PTEN
1

PTGDS
2

PTGS1
1

PTGS2
3

PTPRZ1
3

QKI
2

RANBP1
1

RAPGEF6
2

RBM9
3

RELA
1

RELN
6

RET
1

RGS10
1

RGS4
22

RHO
1

RSRC1
1

RTN4
7

RTN4R
5

RUNX1
1

RXRB
1

RYR3
1

S100B
2

SCGB1A1
1

SCRT2
1

SEMA3A
1

SEPT5
1

SERPINA1
1

SERPINA3
1

SFRP1
1

SH2D1B
1

SHISA5
1

SIGMAR1
4

SIPA1L3
1

SIRT5
1

SLC12A6
1

SLC15A1
1

SLC18A1
6

SLC18A2
3

SLC1A1
1

SLC1A2
1

SLC1A3
1

SLC1A4
2

SLC1A5
1

SLC1A6
1

SLC22A4
1

SLC25A1
1

SLC25A12
1

SLC25A27
1

SLC39A14
1

SLC44A4
1

SLC6A2
4

SLC6A3
22

SLC6A4
32

SLC6A5
2

SLC6A9
3

SLIT3
1

SMARCA2
1

SMARCC1
1

SNAP25
4

SNAP29
3

SNAPIN
1

SNCG
1

SOD2
7

SORBS3
1

SOX10
3

SPARCL1
1

SPP1
1

SPTAN1
1

SREBF1
1

SREBF2
1

SRR
4

SST
1

ST13
1

ST8SIA2
2

ST8SIA4
1

STK24
1

STK4
1

STX1A
2

STX7
1

SULT4A1
2

SYN2
5

SYN3
7

SYNGAP1
1

SYNGR1
3

SYNJ1
1

SYT11
1

TAAR1
1

TAAR2
2

TAAR5
2

TAAR6
10

TAAR9
1

TACR3
1

TAP2
1

TBP
2

TBX1
4

TCF4
3

TCP1
2

TF
8

TFAP2A
1

TFAP2B
2

TFRC
1

TGFBR2
1

TGM2
1

TH
14

TIMELESS
1

TIMP3
1

TNF
21

TNFRSF1B
1

TNXB
4

TP53
5

TPH1
15

TPH2
2

TPP2
1

TRAF3IP1
1

TREM2
1

TRMT2A
2

TSC2
1

TSKU
1

TSNAX
5

TSPO
2

TTC13
1

TTR
2

TUBA1A
1

TUBA8
2

TXNRD2
1

TYR
1

TYROBP
1

TYRP1
1

UBE2L3
1

UCP2
1

UFD1L
4

UGT8
1

UHMK1
3

UHRF1
1

VAMP2
1

VDR
2

VGF
1

VIPR1
1

VIPR2
1

VLDLR
1

WFS1
1

WNT2B
1

WNT5A
1

WNT7B
1

WNT8A
1

XBP1
4

XRCC1
1

YWHAB
1

YWHAE
2

YWHAG
1

YWHAH
5

YWHAZ
2

ZBTB9
1

ZDHHC8
9

ZIC2
1

ZNF365
1

ZNF471
1

ZNF490
1

ZNF74
3

ZNF831
1
Table S2: Pathway analysis of historical candidate genes using DAVID. 

	Annotation Cluster 1
	Enrichment Score: 52.187602689986925
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0019226~transmission of nerve impulse
	118
	 16.23 
	5.43E-68
	350
	 7.00 
	1.00E-64

	GOTERM_BP_ALL
	GO:0007154~cell communication
	168
	 23.11 
	1.71E-64
	795
	 4.39 
	3.16E-61

	GOTERM_BP_ALL
	GO:0007268~synaptic transmission
	103
	 14.17 
	3.21E-60
	298
	 7.18 
	5.92E-57

	GOTERM_BP_ALL
	GO:0007267~cell-cell signaling
	138
	 18.98 
	6.85E-57
	600
	 4.77 
	1.26E-53

	GOTERM_BP_ALL
	GO:0050877~neurological system process
	161
	 22.15 
	3.09E-34
	1210
	 2.76 
	5.71E-31

	GOTERM_BP_ALL
	GO:0003008~system process
	182
	 25.03 
	1.19E-33
	1503
	 2.51 
	2.19E-30

	
	
	
	
	
	
	
	

	Annotation Cluster 2
	Enrich Score: 32.408592180813805
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0007399~nervous system development
	179
	 24.62 
	8.21E-52
	1088
	 3.42 
	1.52E-48

	GOTERM_BP_ALL
	GO:0032501~multicellular organismal process
	386
	 53.09 
	1.30E-48
	4280
	 1.87 
	2.40E-45

	GOTERM_BP_ALL
	GO:0048731~system development
	260
	 35.76 
	2.75E-44
	2330
	 2.32 
	5.07E-41

	GOTERM_BP_ALL
	GO:0048856~anatomical structure development
	272
	 37.41 
	9.07E-44
	2527
	 2.23 
	1.67E-40

	GOTERM_BP_ALL
	GO:0032502~developmental process
	303
	 41.68 
	6.98E-40
	3148
	 2.00 
	1.29E-36

	GOTERM_BP_ALL
	GO:0007275~multicellular organismal development
	281
	 38.65 
	1.20E-37
	2865
	 2.04 
	2.21E-34

	GOTERM_BP_ALL
	GO:0022008~neurogenesis
	109
	 14.99 
	2.61E-34
	601
	 3.76 
	4.82E-31

	GOTERM_BP_ALL
	GO:0048869~cellular developmental process
	178
	 24.48 
	6.99E-25
	1706
	 2.17 
	1.29E-21

	GOTERM_BP_ALL
	GO:0030154~cell differentiation
	172
	 23.66 
	2.69E-24
	1637
	 2.18 
	4.97E-21

	GOTERM_BP_ALL
	GO:0048513~organ development
	176
	 24.21 
	4.24E-23
	1738
	 2.10 
	7.83E-20

	GOTERM_BP_ALL
	GO:0048468~cell development
	89
	 12.24 
	1.53E-19
	644
	 2.87 
	2.82E-16

	GOTERM_BP_ALL
	GO:0030182~neuron differentiation
	71
	 9.77 
	2.17E-19
	438
	 3.37 
	4.01E-16

	GOTERM_BP_ALL
	GO:0009653~anatomical structure morphogenesis
	130
	 17.88 
	3.17E-19
	1197
	 2.25 
	5.85E-16

	
	
	
	
	
	
	
	

	Annotation Cluster 3
	Enrich Score: 31.886374483913432
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0031644~regulation of neurological system process
	63
	 8.67 
	9.95E-42
	153
	 8.55 
	1.84E-38

	GOTERM_BP_ALL
	GO:0051969~regulation of transmission of nerve impulse
	60
	 8.25 
	1.86E-39
	147
	 8.47 
	3.44E-36

	GOTERM_BP_ALL
	GO:0050804~regulation of synaptic transmission
	57
	 7.84 
	3.26E-38
	136
	 8.70 
	6.01E-35

	GOTERM_BP_ALL
	GO:0051239~regulation of multicellular organismal process
	144
	 19.81 
	2.36E-37
	937
	 3.19 
	4.36E-34

	GOTERM_BP_ALL
	GO:0044057~regulation of system process
	76
	 10.45 
	9.80E-33
	309
	 5.11 
	1.81E-29

	GOTERM_BP_ALL
	GO:0010646~regulation of cell communication
	124
	 17.06 
	9.63E-22
	1038
	 2.48 
	1.78E-18

	GOTERM_BP_ALL
	GO:0048167~regulation of synaptic plasticity
	26
	 3.58 
	4.64E-17
	64
	 8.43 
	8.55E-14

	
	
	
	
	
	
	
	

	Annotation Cluster 4
	Enrich Score: 22.61001996361898
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0042221~response to chemical stimulus
	162
	 22.28 
	8.47E-32
	1281
	 2.63 
	1.56E-28

	GOTERM_BP_ALL
	GO:0010033~response to organic substance
	108
	 14.86 
	1.18E-26
	721
	 3.11 
	2.18E-23

	GOTERM_BP_ALL
	GO:0009719~response to endogenous stimulus
	71
	 9.77 
	2.44E-21
	405
	 3.64 
	4.51E-18

	GOTERM_BP_ALL
	GO:0009725~response to hormone stimulus
	55
	 7.57 
	1.48E-13
	367
	 3.11 
	2.74E-10

	
	
	
	
	
	
	
	

	Annotation Cluster 5
	Enrich Score: 22.214683906948878
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0007610~behavior
	100
	 13.76 
	1.47E-37
	469
	 4.43 
	2.71E-34

	GOTERM_BP_ALL
	GO:0007611~learning or memory
	42
	 5.78 
	4.88E-26
	111
	 7.85 
	9.00E-23

	GOTERM_BP_ALL
	GO:0050890~cognition
	72
	 9.90 
	3.17E-05
	909
	 1.64 
	5.85E-02

	
	
	
	
	
	
	
	

	Annotation Cluster 6
	Enrich Score: 20.438898678640637
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0009605~response to external stimulus
	121
	 16.64 
	4.76E-25
	914
	 2.75 
	8.78E-22

	GOTERM_BP_ALL
	GO:0006950~response to stress
	167
	 22.97 
	7.94E-21
	1685
	 2.06 
	1.47E-17

	GOTERM_BP_ALL
	GO:0009611~response to wounding
	76
	 10.45 
	1.28E-17
	530
	 2.98 
	2.35E-14

	
	
	
	
	
	
	
	

	Annotation Cluster 7
	Enrich Score: 17.385091492068806
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0007417~central nervous system development
	84
	 11.55 
	5.74E-29
	425
	 4.10 
	1.06E-25

	GOTERM_BP_ALL
	GO:0007420~brain development
	50
	 6.88 
	8.06E-15
	289
	 3.59 
	1.50E-11

	GOTERM_BP_ALL
	GO:0030900~forebrain development
	30
	 4.13 
	1.51E-10
	152
	 4.10 
	2.79E-07

	
	
	
	
	
	
	
	

	Annotation Cluster 8
	Enrich Score: 16.16621211387741
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0022008~neurogenesis
	109
	 14.99 
	2.61E-34
	601
	 3.76 
	4.82E-31

	GOTERM_BP_ALL
	GO:0048699~generation of neurons
	95
	 13.07 
	1.54E-27
	559
	 3.53 
	2.84E-24

	GOTERM_BP_ALL
	GO:0048468~cell development
	89
	 12.24 
	1.53E-19
	644
	 2.87 
	2.82E-16

	GOTERM_BP_ALL
	GO:0030182~neuron differentiation
	71
	 9.77 
	2.17E-19
	438
	 3.37 
	4.01E-16

	GOTERM_BP_ALL
	GO:0048666~neuron development
	61
	 8.39 
	6.07E-19
	339
	 3.74 
	1.12E-15

	GOTERM_BP_ALL
	GO:0031175~neuron projection development
	49
	 6.74 
	2.09E-16
	256
	 3.97 
	4.11E-13

	GOTERM_BP_ALL
	GO:0030030~cell projection organization
	56
	 7.70 
	4.47E-14
	368
	 3.16 
	8.24E-11

	GOTERM_BP_ALL
	GO:0048812~neuron projection morphogenesis
	41
	 5.64 
	8.15E-14
	213
	 4.00 
	1.50E-10

	GOTERM_BP_ALL
	GO:0048858~cell projection morphogenesis
	43
	 5.91 
	4.88E-13
	245
	 3.64 
	9.01E-10

	GOTERM_BP_ALL
	GO:0032990~cell part morphogenesis
	44
	 6.05 
	5.27E-13
	256
	 3.57 
	9.72E-10

	GOTERM_BP_ALL
	GO:0000902~cell morphogenesis
	53
	 7.29 
	5.74E-13
	356
	 3.09 
	1.06E-09

	GOTERM_BP_ALL
	GO:0048667~cell morphogenesis involved in neuron differentiation
	39
	 5.36 
	9.90E-13
	209
	 3.87 
	1.83E-09

	GOTERM_BP_ALL
	GO:0032989~cellular component morphogenesis
	56
	 7.70 
	1.08E-12
	397
	 2.93 
	2.00E-09

	GOTERM_BP_ALL
	GO:0007409~axonogenesis
	37
	 5.09 
	1.80E-12
	193
	 3.98 
	3.33E-09

	GOTERM_BP_ALL
	GO:0000904~cell morphogenesis involved in differentiation
	42
	 5.78 
	1.84E-12
	244
	 3.57 
	3.39E-09

	
	
	
	
	
	
	
	

	Annotation Cluster 9
	Enrich Score: 15.18948440250854
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0048523~negative regulation of cellular process
	164
	 22.56 
	2.79E-20
	1660
	 2.05 
	5.15E-17

	GOTERM_BP_ALL
	GO:0043067~regulation of programmed cell death
	103
	 14.17 
	7.41E-20
	812
	 2.63 
	1.37E-16

	GOTERM_BP_ALL
	GO:0010941~regulation of cell death
	103
	 14.17 
	9.69E-20
	815
	 2.62 
	1.79E-16

	GOTERM_BP_ALL
	GO:0042981~regulation of apoptosis
	102
	 14.03 
	1.15E-19
	804
	 2.63 
	2.12E-16

	GOTERM_BP_ALL
	GO:0043066~negative regulation of apoptosis
	60
	 8.25 
	2.26E-17
	354
	 3.52 
	4.18E-14

	GOTERM_BP_ALL
	GO:0043069~negative regulation of programmed cell death
	60
	 8.25 
	4.44E-17
	359
	 3.47 
	8.19E-14

	GOTERM_BP_ALL
	GO:0060548~negative regulation of cell death
	60
	 8.25 
	5.07E-17
	360
	 3.46 
	9.35E-14

	GOTERM_BP_ALL
	GO:0043068~positive regulation of programmed cell death
	56
	 7.70 
	3.52E-11
	433
	 2.68 
	6.49E-08

	GOTERM_BP_ALL
	GO:0010942~positive regulation of cell death
	56
	 7.70 
	4.20E-11
	435
	 2.67 
	7.75E-08

	GOTERM_BP_ALL
	GO:0006916~anti-apoptosis
	36
	 4.95 
	5.77E-11
	206
	 3.63 
	1.06E-07

	GOTERM_BP_ALL
	GO:0043065~positive regulation of apoptosis
	55
	 7.57 
	8.27E-11
	430
	 2.66 
	1.53E-07

	
	
	
	
	
	
	
	

	Annotation Cluster 10
	Enrich Score: 14.804419326844314
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0065008~regulation of biological quality
	178
	 24.48 
	7.31E-33
	1469
	 2.52 
	1.35E-29

	GOTERM_BP_ALL
	GO:0055082~cellular chemical homeostasis
	76
	 10.45 
	1.59E-26
	380
	 4.15 
	2.93E-23

	GOTERM_BP_ALL
	GO:0006873~cellular ion homeostasis
	75
	 10.32 
	2.99E-26
	374
	 4.16 
	5.52E-23

	GOTERM_BP_ALL
	GO:0042391~regulation of membrane potential
	44
	 6.05 
	2.11E-24
	134
	 6.82 
	3.89E-21

	GOTERM_BP_ALL
	GO:0050801~ion homeostasis
	75
	 10.32 
	9.41E-24
	409
	 3.81 
	1.74E-20

	GOTERM_BP_ALL
	GO:0048878~chemical homeostasis
	84
	 11.55 
	2.86E-23
	512
	 3.41 
	5.28E-20

	GOTERM_BP_ALL
	GO:0019725~cellular homeostasis
	79
	 10.87 
	8.62E-23
	466
	 3.52 
	1.59E-19

	GOTERM_BP_ALL
	GO:0042592~homeostatic process
	94
	 12.93 
	9.81E-18
	751
	 2.60 
	1.81E-14

	GOTERM_BP_ALL
	GO:0055066~di-, tri-valent inorganic cation homeostasis
	38
	 5.23 
	2.60E-10
	239
	 3.30 
	4.79E-07

	GOTERM_BP_ALL
	GO:0030005~cellular di-, tri-valent inorganic cation homeostasis
	36
	 4.95 
	8.92E-10
	227
	 3.29 
	1.65E-06

	GOTERM_BP_ALL
	GO:0030003~cellular cation homeostasis
	38
	 5.23 
	1.51E-09
	254
	 3.11 
	2.79E-06

	GOTERM_BP_ALL
	GO:0006874~cellular calcium ion homeostasis
	31
	 4.26 
	3.31E-09
	183
	 3.52 
	6.10E-06

	GOTERM_BP_ALL
	GO:0055080~cation homeostasis
	40
	 5.50 
	3.70E-09
	286
	 2.90 
	6.84E-06

	GOTERM_BP_ALL
	GO:0006875~cellular metal ion homeostasis
	32
	 4.40 
	4.41E-09
	196
	 3.39 
	8.14E-06

	GOTERM_BP_ALL
	GO:0055074~calcium ion homeostasis
	31
	 4.26 
	6.34E-09
	188
	 3.42 
	1.17E-05

	GOTERM_BP_ALL
	GO:0055065~metal ion homeostasis
	32
	 4.40 
	1.32E-08
	205
	 3.24 
	2.44E-05

	GOTERM_BP_ALL
	GO:0007204~elevation of cytosolic calcium ion concentration
	15
	 2.06 
	7.91E-04
	110
	 2.83 
	1.45E+00

	GOTERM_BP_ALL
	GO:0051480~cytosolic calcium ion homeostasis
	15
	 2.06 
	1.58E-03
	118
	 2.64 
	2.88E+00

	
	
	
	
	
	
	
	

	Annotation Cluster 11
	Enrich Score: 14.290705967202166
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0032879~regulation of localization
	87
	 11.97 
	5.45E-20
	610
	 2.96 
	1.01E-16

	GOTERM_BP_ALL
	GO:0051049~regulation of transport
	69
	 9.49 
	2.43E-18
	435
	 3.29 
	4.49E-15

	GOTERM_BP_ALL
	GO:0051050~positive regulation of transport
	42
	 5.78 
	8.33E-14
	223
	 3.91 
	1.54E-10

	GOTERM_BP_ALL
	GO:0051046~regulation of secretion
	38
	 5.23 
	1.57E-12
	202
	 3.91 
	2.90E-09

	GOTERM_BP_ALL
	GO:0060341~regulation of cellular localization
	39
	 5.36 
	2.03E-10
	248
	 3.26 
	3.74E-07

	
	
	
	
	
	
	
	

	Annotation Cluster 12
	Enrich Score: 13.99648998158176
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0051240~positive regulation of multicellular organismal process
	47
	 6.46 
	9.42E-16
	244
	 4.00 
	1.64E-12

	GOTERM_BP_ALL
	GO:0031646~positive regulation of neurological system process
	20
	 2.75 
	2.01E-15
	39
	 10.65 
	3.69E-12

	GOTERM_BP_ALL
	GO:0051971~positive regulation of transmission of nerve impulse
	19
	 2.61 
	1.14E-14
	37
	 10.66 
	2.11E-11

	GOTERM_BP_ALL
	GO:0050806~positive regulation of synaptic transmission
	18
	 2.48 
	3.52E-14
	34
	 10.99 
	6.49E-11

	GOTERM_BP_ALL
	GO:0051966~regulation of synaptic transmission, glutamatergic
	14
	 1.93 
	1.37E-13
	19
	 15.30 
	2.53E-10

	
	
	
	
	
	
	
	

	Annotation Cluster 13
	Enrich Score: 13.962274492928028
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0048583~regulation of response to stimulus
	70
	 9.63 
	2.26E-17
	465
	 3.12 
	4.17E-14

	GOTERM_BP_ALL
	GO:0048585~negative regulation of response to stimulus
	30
	 4.13 
	1.68E-15
	100
	 6.23 
	3.08E-12

	GOTERM_BP_ALL
	GO:0032102~negative regulation of response to external stimulus
	20
	 2.75 
	5.33E-13
	50
	 8.30 
	9.84E-10

	GOTERM_BP_ALL
	GO:0032101~regulation of response to external stimulus
	34
	 4.68 
	6.98E-13
	159
	 4.44 
	1.29E-09

	
	
	
	
	
	
	
	

	Annotation Cluster 14
	Enrich Score: 13.842869729667694
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0065007~biological regulation
	465
	 63.96 
	3.35E-17
	7484
	 1.29 
	6.17E-14

	GOTERM_BP_ALL
	GO:0050789~regulation of biological process
	435
	 59.83 
	1.94E-13
	7106
	 1.27 
	3.58E-10

	GOTERM_BP_ALL
	GO:0050794~regulation of cellular process
	420
	 57.77 
	4.56E-13
	6819
	 1.28 
	8.42E-10

	
	
	
	
	
	
	
	

	Annotation Cluster 15
	Enrich Score: 13.798738485352818
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0010243~response to organic nitrogen
	25
	 3.44 
	3.88E-16
	63
	 8.24 
	6.11E-13

	GOTERM_BP_ALL
	GO:0014075~response to amine stimulus
	20
	 2.75 
	2.01E-15
	39
	 10.65 
	3.69E-12

	GOTERM_BP_ALL
	GO:0001975~response to amphetamine
	13
	 1.79 
	5.15E-12
	19
	 14.20 
	9.51E-09

	
	
	
	
	
	
	
	

	Annotation Cluster 16
	Enrich Score: 13.648734093114264
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0042391~regulation of membrane potential
	44
	 6.05 
	2.11E-24
	134
	 6.82 
	3.89E-21

	GOTERM_BP_ALL
	GO:0001508~regulation of action potential
	25
	 3.44 
	3.16E-15
	68
	 7.63 
	5.74E-12

	GOTERM_BP_ALL
	GO:0019228~regulation of action potential in neuron
	21
	 2.89 
	2.30E-13
	54
	 8.07 
	4.24E-10

	GOTERM_BP_ALL
	GO:0008366~axon ensheathment
	18
	 2.48 
	2.67E-12
	42
	 8.90 
	4.93E-09

	GOTERM_BP_ALL
	GO:0007272~ensheathment of neurons
	18
	 2.48 
	2.67E-12
	42
	 8.90 
	4.93E-09

	GOTERM_BP_ALL
	GO:0042552~myelination
	14
	 1.93 
	1.17E-08
	38
	 7.65 
	2.16E-05

	
	
	
	
	
	
	
	

	Annotation Cluster 17
	Enrich Score: 12.905575259889696
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0010001~glial cell differentiation
	25
	 3.44 
	3.11E-18
	53
	 9.79 
	5.75E-15

	GOTERM_BP_ALL
	GO:0042063~gliogenesis
	27
	 3.71 
	5.39E-18
	65
	 8.62 
	9.95E-15

	GOTERM_BP_ALL
	GO:0021782~glial cell development
	14
	 1.93 
	3.84E-11
	26
	 11.18 
	7.09E-08

	GOTERM_BP_ALL
	GO:0048709~oligodendrocyte differentiation
	10
	 1.38 
	3.70E-07
	22
	 9.44 
	6.83E-04

	
	
	
	
	
	
	
	

	Annotation Cluster 18
	Enrich Score: 12.490307009024225
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0030534~adult behavior
	29
	 3.99 
	1.59E-16
	86
	 7.00 
	2.00E-13

	GOTERM_BP_ALL
	GO:0007626~locomotory behavior
	47
	 6.46 
	8.09E-14
	274
	 3.56 
	1.49E-10

	GOTERM_BP_ALL
	GO:0008344~adult locomotory behavior
	17
	 2.34 
	2.63E-09
	54
	 6.54 
	4.85E-06

	
	
	
	
	
	
	
	

	Annotation Cluster 19
	Enrich Score: 12.033937285823397
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0051952~regulation of amine transport
	22
	 3.03 
	3.14E-20
	33
	 13.84 
	5.79E-17

	GOTERM_BP_ALL
	GO:0050433~regulation of catecholamine secretion
	12
	 1.65 
	1.56E-10
	19
	 13.11 
	2.89E-07

	GOTERM_BP_ALL
	GO:0014059~regulation of dopamine secretion
	8
	 1.10 
	1.61E-07
	11
	 15.10 
	2.97E-04

	
	
	
	
	
	
	
	

	Annotation Cluster 20
	Enrich Score: 12.002185487836966
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0048167~regulation of synaptic plasticity
	26
	 3.58 
	4.64E-17
	64
	 8.43 
	8.55E-14

	GOTERM_BP_ALL
	GO:0048168~regulation of neuronal synaptic plasticity
	16
	 2.20 
	3.18E-11
	36
	 9.23 
	5.87E-08

	GOTERM_BP_ALL
	GO:0048169~regulation of long-term neuronal synaptic plasticity
	12
	 1.65 
	6.68E-10
	21
	 11.86 
	1.23E-06

	
	
	
	
	
	
	
	

	Annotation Cluster 21
	Enrich Score: 11.388507395017697
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0051960~regulation of nervous system development
	48
	 6.60 
	5.12E-21
	192
	 5.19 
	9.45E-18

	GOTERM_BP_ALL
	GO:0050793~regulation of developmental process
	91
	 12.52 
	2.64E-19
	674
	 2.80 
	4.87E-16

	GOTERM_BP_ALL
	GO:0050767~regulation of neurogenesis
	42
	 5.78 
	1.21E-18
	166
	 5.25 
	2.24E-15

	GOTERM_BP_ALL
	GO:0045595~regulation of cell differentiation
	72
	 9.90 
	3.45E-17
	492
	 3.04 
	6.37E-14

	GOTERM_BP_ALL
	GO:0060284~regulation of cell development
	44
	 6.05 
	1.15E-16
	205
	 4.46 
	2.00E-13

	GOTERM_BP_ALL
	GO:0045664~regulation of neuron differentiation
	34
	 4.68 
	2.96E-15
	133
	 5.31 
	5.53E-12

	GOTERM_BP_ALL
	GO:0010975~regulation of neuron projection development
	24
	 3.30 
	7.18E-14
	70
	 7.12 
	1.33E-10

	GOTERM_BP_ALL
	GO:0010769~regulation of cell morphogenesis involved in differentiation
	23
	 3.16 
	6.08E-12
	77
	 6.20 
	1.12E-08

	GOTERM_BP_ALL
	GO:0050770~regulation of axonogenesis
	20
	 2.75 
	8.13E-12
	57
	 7.28 
	1.50E-08

	GOTERM_BP_ALL
	GO:0045596~negative regulation of cell differentiation
	38
	 5.23 
	1.26E-11
	216
	 3.65 
	2.32E-08

	GOTERM_BP_ALL
	GO:0031344~regulation of cell projection organization
	24
	 3.30 
	1.98E-11
	89
	 5.60 
	3.65E-08

	GOTERM_BP_ALL
	GO:0051128~regulation of cellular component organization
	58
	 7.98 
	3.45E-11
	458
	 2.63 
	6.36E-08

	GOTERM_BP_ALL
	GO:0022603~regulation of anatomical structure morphogenesis
	37
	 5.09 
	8.08E-11
	219
	 3.51 
	1.49E-07

	GOTERM_BP_ALL
	GO:0022604~regulation of cell morphogenesis
	28
	 3.85 
	1.04E-10
	131
	 4.44 
	1.92E-07

	GOTERM_BP_ALL
	GO:0051094~positive regulation of developmental process
	41
	 5.64 
	4.66E-10
	278
	 3.06 
	8.60E-07

	GOTERM_BP_ALL
	GO:0051093~negative regulation of developmental process
	39
	 5.36 
	7.26E-10
	259
	 3.13 
	1.34E-06

	GOTERM_BP_ALL
	GO:0050768~negative regulation of neurogenesis
	16
	 2.20 
	1.31E-09
	45
	 7.38 
	2.42E-06

	GOTERM_BP_ALL
	GO:0010721~negative regulation of cell development
	16
	 2.20 
	3.64E-09
	48
	 6.92 
	6.71E-06

	GOTERM_BP_ALL
	GO:0045597~positive regulation of cell differentiation
	34
	 4.68 
	1.53E-08
	229
	 3.08 
	2.81E-05

	GOTERM_BP_ALL
	GO:0031345~negative regulation of cell projection organization
	11
	 1.51 
	3.70E-07
	28
	 8.16 
	6.83E-04

	GOTERM_BP_ALL
	GO:0050771~negative regulation of axonogenesis
	10
	 1.38 
	1.33E-06
	25
	 8.30 
	2.46E-03

	GOTERM_BP_ALL
	GO:0051129~negative regulation of cellular component organization
	18
	 2.48 
	4.71E-04
	142
	 2.63 
	8.65E-01

	
	
	
	
	
	
	
	

	Annotation Cluster 22
	Enrich Score: 10.891096491666694
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0014070~response to organic cyclic substance
	32
	 4.40 
	7.93E-15
	121
	 5.49 
	1.45E-11

	GOTERM_BP_ALL
	GO:0043279~response to alkaloid
	21
	 2.89 
	2.30E-13
	54
	 8.07 
	4.24E-10

	GOTERM_BP_ALL
	GO:0042220~response to cocaine
	11
	 1.51 
	3.87E-09
	19
	 12.02 
	7.14E-06

	GOTERM_BP_ALL
	GO:0014073~response to tropane
	11
	 1.51 
	3.87E-09
	19
	 12.02 
	7.14E-06

	
	
	
	
	
	
	
	

	Annotation Cluster 23
	Enrich Score: 10.496269245069042
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0016477~cell migration
	46
	 6.33 
	4.45E-13
	276
	 3.46 
	8.21E-10

	GOTERM_BP_ALL
	GO:0006928~cell motion
	61
	 8.39 
	5.43E-12
	475
	 2.67 
	1.00E-08

	GOTERM_BP_ALL
	GO:0051674~localization of cell
	46
	 6.33 
	1.95E-11
	307
	 3.11 
	3.61E-08

	GOTERM_BP_ALL
	GO:0048870~cell motility
	46
	 6.33 
	1.95E-11
	307
	 3.11 
	3.61E-08

	GOTERM_BP_ALL
	GO:0040011~locomotion
	56
	 7.70 
	2.95E-11
	431
	 2.70 
	5.44E-08

	GOTERM_BP_ALL
	GO:0001764~neuron migration
	17
	 2.34 
	3.88E-08
	64
	 5.51 
	7.16E-05

	
	
	
	
	
	
	
	

	Annotation Cluster 24
	Enrich Score: 10.40459247052694
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0032102~negative regulation of response to external stimulus
	20
	 2.75 
	5.33E-13
	50
	 8.30 
	9.84E-10

	GOTERM_BP_ALL
	GO:0001964~startle response
	12
	 1.65 
	1.03E-11
	16
	 15.57 
	1.91E-08

	GOTERM_BP_ALL
	GO:0050905~neuromuscular process
	19
	 2.61 
	3.85E-10
	62
	 6.36 
	7.10E-07

	GOTERM_BP_ALL
	GO:0060134~prepulse inhibition
	9
	 1.24 
	1.14E-09
	10
	 18.68 
	2.10E-06

	
	
	
	
	
	
	
	

	Annotation Cluster 25
	Enrich Score: 9.99391829518274
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0009611~response to wounding
	76
	 10.45 
	1.28E-17
	530
	 2.98 
	2.35E-14

	GOTERM_BP_ALL
	GO:0006954~inflammatory response
	40
	 5.50 
	1.28E-07
	325
	 2.55 
	2.36E-04

	GOTERM_BP_ALL
	GO:0006952~defense response
	59
	 8.12 
	6.40E-07
	615
	 1.99 
	1.18E-03

	
	
	
	
	
	
	
	

	Annotation Cluster 26
	Enrich Score: 9.83151254471643
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0006650~glycerophospholipid metabolic process
	30
	 4.13 
	1.88E-13
	118
	 5.28 
	3.46E-10

	GOTERM_BP_ALL
	GO:0046486~glycerolipid metabolic process
	35
	 4.81 
	2.21E-13
	162
	 4.48 
	4.08E-10

	GOTERM_BP_ALL
	GO:0006644~phospholipid metabolic process
	34
	 4.68 
	1.13E-10
	190
	 3.71 
	2.08E-07

	GOTERM_BP_ALL
	GO:0019637~organophosphate metabolic process
	34
	 4.68 
	4.53E-10
	200
	 3.53 
	8.36E-07

	GOTERM_BP_ALL
	GO:0030384~phosphoinositide metabolic process
	20
	 2.75 
	9.83E-10
	73
	 5.69 
	1.81E-06

	GOTERM_BP_ALL
	GO:0006629~lipid metabolic process
	78
	 10.73 
	6.75E-09
	813
	 1.99 
	1.25E-05

	GOTERM_BP_ALL
	GO:0044255~cellular lipid metabolic process
	55
	 7.57 
	1.08E-07
	526
	 2.17 
	1.99E-04

	
	
	
	
	
	
	
	

	Annotation Cluster 27
	Enrich Score: 9.60388829663993
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0009628~response to abiotic stimulus
	62
	 8.53 
	8.33E-18
	368
	 3.50 
	1.54E-14

	GOTERM_BP_ALL
	GO:0007612~learning
	22
	 3.03 
	2.12E-13
	60
	 7.61 
	3.92E-10

	GOTERM_BP_ALL
	GO:0008306~associative learning
	11
	 1.51 
	8.89E-10
	17
	 13.43 
	1.64E-06

	GOTERM_BP_ALL
	GO:0007632~visual behavior
	13
	 1.79 
	8.46E-09
	31
	 8.71 
	1.56E-05

	GOTERM_BP_ALL
	GO:0008542~visual learning
	12
	 1.65 
	1.89E-08
	27
	 9.23 
	3.50E-05

	GOTERM_BP_ALL
	GO:0009314~response to radiation
	29
	 3.99 
	3.47E-07
	200
	 3.01 
	6.41E-04

	GOTERM_BP_ALL
	GO:0009416~response to light stimulus
	23
	 3.16 
	6.77E-07
	138
	 3.46 
	1.25E-03

	
	
	
	
	
	
	
	

	Annotation Cluster 28
	Enrich Score: 9.538194506170884
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0051899~membrane depolarization
	17
	 2.34 
	5.42E-11
	43
	 8.21 
	1.00E-07

	GOTERM_BP_ALL
	GO:0060078~regulation of postsynaptic membrane potential
	13
	 1.79 
	1.16E-10
	23
	 11.73 
	2.14E-07

	GOTERM_BP_ALL
	GO:0060079~regulation of excitatory postsynaptic membrane potential
	11
	 1.51 
	3.87E-09
	19
	 12.02 
	7.14E-06

	
	
	
	
	
	
	
	

	Annotation Cluster 29
	Enrich Score: 9.251173312622562
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0033555~multicellular organismal response to stress
	19
	 2.61 
	3.68E-14
	39
	 10.11 
	6.78E-11

	GOTERM_BP_ALL
	GO:0042596~fear response
	12
	 1.65 
	1.56E-10
	19
	 13.11 
	2.89E-07

	GOTERM_BP_ALL
	GO:0002209~behavioral defense response
	9
	 1.24 
	1.31E-07
	15
	 12.46 
	2.42E-04

	GOTERM_BP_ALL
	GO:0001662~behavioral fear response
	9
	 1.24 
	1.31E-07
	15
	 12.46 
	2.42E-04

	
	
	
	
	
	
	
	

	Annotation Cluster 30
	Enrich Score: 8.996443866313712
	
	
	
	

	Category
	Term
	Count
	 % 
	PValue
	Pop Hits
	 Fold Enrich 
	FDR

	GOTERM_BP_ALL
	GO:0010647~positive regulation of cell communication
	55
	 7.57 
	1.38E-15
	329
	 3.47 
	2.45E-12

	GOTERM_BP_ALL
	GO:0009967~positive regulation of signal transduction
	40
	 5.50 
	8.97E-09
	295
	 2.81 
	1.65E-05

	GOTERM_BP_ALL
	GO:0010740~positive regulation of protein kinase cascade
	28
	 3.85 
	2.74E-08
	167
	 3.48 
	5.05E-05

	GOTERM_BP_ALL
	GO:0010627~regulation of protein kinase cascade
	35
	 4.81 
	3.63E-08
	249
	 2.92 
	6.71E-05

	GOTERM_BP_ALL
	GO:0009966~regulation of signal transduction
	79
	 10.87 
	8.46E-08
	878
	 1.87 
	1.56E-04


Count=number of genes from historical candidate gene list in pathway. %=percentage of candidate gene list in pathway. PValue=p-value for enrichment of this pathway in historical candidate gene list. Pop hits=total genes in GO pathway. Fold Enrich=fold enrichment over expected. FDR=false discovery rate corrected p-value. 
Table S3: Historical candidate genes with no ISC SNPs in gene boundaries ± 10kb. 

	Gene
	Gene size

	APOD
	15504

	APOE
	3612

	ASCL1
	2843

	BSG
	12169

	CALY
	11548

	CCR5
	6065

	CHRFAM7A
	32422

	CHRM1
	12862

	DGCR6L
	5809

	DISC2
	3891

	FGA
	7618

	FGF22
	3679

	GNB3
	7183

	GRIN1
	29600

	GSTM1
	5949

	GSTT1
	8146

	HOMER3
	12032

	INPPL1
	14305

	NEU4
	6662

	POU3F1
	2928

	PTGDS
	4239

	RTN4R
	26879

	STX1A
	20449

	TH
	7877

	TYROBP
	3884

	WNT7B
	56759

	ZIC2
	4701


Supplementary Figures

Legends. 
Figure S1. ISC results and linkage disequilibrium in the MHC region. The top ten most significant SNPs from the ISC GWAS study are all in the MHC region. Shown is an overview of the pairwise D' from the HapMap CEU data for (A) all HapMap SNPs across the region containing the top 10 ISC SNP associations (chr6:31,584,437-32,713,862). Approximate positions of each SNP within the region are shown, numbered as in (B). (B) Pairwise LD (D') for the top ten most significant ISC SNPs. Dark red represents perfect LD. 

Figure S2. Manhattan plots of –log10P of the ISC p-values (grey diamonds) across the most studied hypothesis driven candidate genes. See Table 3a for more information. The red line represents a genome-wide significance threshold (p=5x10-8). Approximate locations of some of the most studied candidate variants are noted. The light blue line represents recombination frequency rate as measured by cM/Mb. The small genes DRD4 and APOE are not shown due to lack of coverage in the ISC dataset. 

Figure S1: Linkage disequilibrium across the MHC. 
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Figure S2: ISC GWAS results for most studied hypothesis-driven candidate genes. 
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