[bookmark: _GoBack]Table S1. Enrichment analysis of the co-expression modules with identified co-expression modules in DLPFC of large cohorts of schizophrenia subjects, including studies from Froomer et al (2016) (N = 159 schizophrenia patients) and Gandal et al. (2018) (N = 258 schizophrenia patients).
	Input Modules
	Enrichment List Modules
	Input Genes
	Enrichment List Genes
	Genes Overlap
	Total Genes
	Corrected p-values

	black
	Gandal blue
	108
	978
	23
	11805
	3,06x10-3

	black
	Gandal red
	108
	353
	36
	11805
	5,07x10-27

	blue
	Fromer M15s
	2891
	88
	40
	11805
	2,46x10-3

	blue
	Fromer M3s
	2891
	417
	151
	11805
	9,71x10-06

	blue
	Gandal blue
	2891
	978
	408
	11805
	3,80x10-33

	blue
	Gandal pink
	2891
	212
	123
	11805
	1,02x10-23

	blue
	Gandal red
	2891
	353
	246
	11805
	3,88x10-72

	blue
	Gandal tan
	2891
	105
	53
	11805
	1,07x10-06

	brown
	Fromer M0s
	2412
	5145
	1358
	11805
	1,04x10-42

	brown
	Fromer M11s
	2412
	162
	62
	11805
	2,25x10-05

	brown
	Fromer M19s
	2412
	39
	26
	11805
	3,04x10-08

	brown
	Fromer M5s
	2412
	131
	51
	11805
	1,55x10-4

	brown
	Fromer M8s
	2412
	208
	103
	11805
	4,91x10-19

	brown
	Gandal greenyellow
	2412
	126
	54
	11805
	1,34x10-06

	brown
	Gandal grey
	2412
	4380
	1163
	11805
	9,82x10-34

	brown
	Gandal yellow
	2412
	713
	213
	11805
	1,23x10-07

	green
	Fromer M0s
	186
	5145
	131
	11805
	1,25x10-11

	green
	Fromer M15s
	186
	88
	14
	11805
	2,98x10-09

	green
	Fromer M23s
	186
	27
	14
	11805
	3,77x10-18

	green
	Gandal yellow
	186
	713
	151
	11805
	7,24x10-154

	greenyellow
	Fromer M22s
	35
	29
	13
	11805
	7,46x10-27

	greenyellow
	Fromer M9s
	35
	203
	7
	11805
	5,20x10-05

	magenta
	Fromer M7s
	43
	204
	5
	11805
	4,37x10-2

	magenta
	Gandal brown
	43
	729
	19
	11805
	6,21x10-11

	pink
	Fromer M14s
	97
	161
	7
	11805
	2,56x10-2

	pink
	Fromer M17s
	97
	56
	4
	11805
	4,57x10-2

	pink
	Fromer M6s
	97
	214
	24
	11805
	1,12x10-19

	pink
	Gandal green
	97
	646
	16
	11805
	8,79x10-3

	purple
	Gandal yellow
	36
	713
	11
	11805
	3,46x10-4

	red
	Fromer M15s
	140
	88
	6
	11805
	3,99x10-2

	red
	Fromer M3s
	140
	417
	46
	11805
	5,10x10-31

	red
	Gandal brown
	140
	729
	26
	11805
	4,82x10-05

	red
	Gandal yellow
	140
	713
	40
	11805
	2,50x10-15

	tan
	Fromer M7s
	34
	204
	13
	11805
	6,87x10-14

	tan
	Gandal brown
	34
	729
	28
	11805
	5,11x10-28

	turquoise
	Fromer M10s
	4445
	178
	154
	11805
	2,25x10-40

	turquoise
	Fromer M11s
	4445
	162
	88
	11805
	2,53x10-3

	turquoise
	Fromer M12s
	4445
	168
	101
	11805
	4,53x10-07

	turquoise
	Fromer M13s
	4445
	161
	133
	11805
	3,06x10-30

	turquoise
	Fromer M14s
	4445
	161
	111
	11805
	7,11x10-14

	turquoise
	Fromer M18s
	4445
	72
	58
	11805
	6,77x10-12

	turquoise
	Fromer M21s
	4445
	39
	27
	11805
	7,56x10-3

	turquoise
	Fromer M6s
	4445
	214
	148
	11805
	5,57x10-19

	turquoise
	Fromer M9s
	4445
	203
	110
	11805
	2,49x10-4

	turquoise
	Gandal black
	4445
	357
	247
	11805
	1,89x10-32

	turquoise
	Gandal blue
	4445
	978
	503
	11805
	1,06x10-17

	turquoise
	Gandal green
	4445
	646
	538
	11805
	2,56x10-131

	turquoise
	Gandal purple
	4445
	139
	92
	11805
	1,01x10-09

	turquoise
	Gandal salmon
	4445
	104
	91
	11805
	1,82x10-24

	yellow
	Fromer M1s
	1249
	744
	125
	11805
	1,67x10-05

	yellow
	Fromer M2s
	1249
	350
	94
	11805
	4,72x10-16

	yellow
	Fromer M4s
	1249
	313
	108
	11805
	8,66x10-29

	yellow
	Fromer M7s
	1249
	204
	81
	11805
	3,86x10-26

	yellow
	Gandal brown
	1249
	729
	201
	11805
	1,79x10-38

	yellow
	Gandal magenta
	1249
	152
	49
	11805
	3,22x10-11

	yellow
	Gandal turquoise
	1249
	982
	225
	11805
	1,04x10-29


Benjamini-Hochberg adjusted p-values; Input modules: modules identified in our study; Enrichment list modules: modules identified in the studies of Fromer et al. (2016) or Gandal et al. (2018); Input genes: genes included in the modules of our study; Enrichement list genes; genes included in the modules of Fromer et al. (2016) or Gandal et al. (2018); Genes Overlap: number of overlapping genes; Total genes; background genes.












Table S2. Biological processes obtained from genes in the Green module according to ClueGO. p-value corrected by the Benjamini-Hochberg method.
	GO identifier
	Biological Process
	Cluster
	Adjusted p-value
	Gene Names

	GO:0006730
	one-carbon metabolic process
	Cluster 0
	6,98x10-07
	ACACB, ACSBG1, AKR1C3, APPL2, CPT2, CRYL1, CYP2J2, DBI, DECR1, ECI2, ELOVL2, EPHX1, GSTM2, GSTP1, HADHB, PDK4, RGN

	GO:0006575
	cellular modified amino acid metabolic process
	Cluster 1
	1,41x10-08
	ALDH1A1, APOE, BMP7, CAT, GSTM2, GSTP1, NFE2L2, NQO1, PRDX6, RGN

	GO:0046849
	bone remodeling
	Cluster 2
	2,45x10-09
	ALDH1A1, APOE, BMP7, CAT, GSTM2, GSTP1, NFE2L2, NQO1, PRDX6, RGN

	GO:0048592
	eye morphogenesis
	Cluster 3
	4,59x10-08
	APOE, BMP7, CAT, GSTM2, GSTP1, NFE2L2, NQO1, PRDX6, RGN

	GO:0050918
	positive chemotaxis
	Cluster 4
	8,43x10-08
	ALDH1A1, APOE, BMP7, CAT, GSTM2, GSTP1, NFE2L2, NQO1, PRDX6, RGN

	GO:0071397
	cellular response to cholesterol
	Cluster 5
	9,66x10-07
	AGT, BMP7, CAT, EMX2, FGF2, LGR4, LRP4, NOTCH2, RGN, SDC4, SEC61A1, SMOX, TIPARP, WFS1

	GO:0106106
	cold-induced thermogenesis
	Cluster 6
	2,05x10-09
	ALDH1A1, APOE, BMP7, CAT, EPHX1, GSTM2, GSTP1, NFE2L2, NQO1, PON2, PRDX6, RGN

	GO:0120161
	regulation of cold-induced thermogenesis
	Cluster 6
	2,14x10-10
	AKR1C3, APOE, AXL, BMP7, CAT, EGFR, FYN, GSTP1, NFE2L2, NQO1, RGN

	GO:0010594
	regulation of endothelial cell migration
	Cluster 7
	5,07x10-09
	FGF2, ID4, NR2E1, PAX6, SMOX

	GO:0043535
	regulation of blood vessel endothelial cell migration
	Cluster 7
	5,78x10-09
	FGF2, ID4, IL33, NR2E1, NTRK2, PAX6, PHGDH, PRDX6, PTPRZ1, SMOX, SOX2

	GO:0010595
	positive regulation of endothelial cell migration
	Cluster 7
	5,99x10-09
	ACSBG1, AKR1C3, CPT2, CYP2J2, ELOVL2, EPHX1, GSTM2, GSTP1

	GO:0051209
	release of sequestered calcium ion into cytosol
	Cluster 8
	7,56x10-08
	AKR1C3, AXL, BMP7, CAT, EGFR, FYN, NFE2L2, NQO1, RGN

	GO:0051283
	negative regulation of sequestering of calcium ion
	Cluster 8
	1,65x10-10
	APPL2, FGF2, ID4, NR2E1, PAX6, PTPRZ1, SMOX

	GO:0051282
	regulation of sequestering of calcium ion
	Cluster 8
	1,94x10-11
	AGT, APOE, FGF2, GLUL, NFE2L2, NR2E1, PIK3C2A, PLCG1, SASH1

	GO:0051208
	sequestering of calcium ion
	Cluster 8
	2,44x10-10
	APOE, CAT, GSTM2, GSTP1, NQO1, PRDX6, RGN

	GO:0097553
	calcium ion transmembrane import into cytosol
	Cluster 8
	2,65x10-11
	FGF2, ID4, NR2E1, PAX6, SMOX

	GO:0006631
	fatty acid metabolic process
	Cluster 9
	2,98x10-11
	AGT, FGF2, GJA1, LGR4, SMOX

	GO:0001676
	long-chain fatty acid metabolic process
	Cluster 9
	3,30x10-10
	BMP7, NR2E1, SMOX, SOX2, ZFP36L2, ZHX2

	GO:0043651
	linoleic acid metabolic process
	Cluster 9
	3,47x10-11
	CYP2J2, ELOVL2, GSTM2, GSTP1

	GO:0019395
	fatty acid oxidation
	Cluster 9
	3,51x10-11
	AGT, BMP7, CAT, FGF2, LGR4, SDC4, SMOX

	GO:0034440
	lipid oxidation
	Cluster 9
	3,57x10-11
	AGT, BMP7, FGF2, GJA1, LGR4, SMOX

	GO:0006633
	fatty acid biosynthetic process
	Cluster 9
	3,72x10-10
	AGT, BMP7, CAT, FGF2, LGR4, SDC4, SMOX

	GO:0044272
	sulfur compound biosynthetic process
	Cluster 9
	3,72x10-10
	AGT, BMP7, CAT, FGF2, LGR4, SDC4, SMOX

	GO:1905920
	positive regulation of CoA-transferase activity
	Group10
	4,14x10-10
	BMP7, ID4, NR2E1, PAX6, SOX2, ZHX2

	GO:1905918
	regulation of CoA-transferase activity
	Group10
	4,42x10-10
	ALDH1L1, ALDH7A1, BBOX1, CPT2, GSTM2, GSTM5, GSTP1, NFE2L2, SLCO1C1

	GO:0051341
	regulation of oxidoreductase activity
	Group10
	4,56x10-11
	AGT, CAT, EGFR, FGF2, NTRK2, PDGFC, PIK3C2A, PIK3IP1

	GO:0050999
	regulation of nitric-oxide synthase activity
	Group10
	4,93x10-10
	AGT, BMP7, CAT, FGF2, LGR4, SDC4, SMOX

	GO:0007263
	nitric oxide mediated signal transduction
	Group10. Group11
	5,15x10-10
	AGT, APOE, BMP7, EGFR, FGF2, GSTP1, PDGFC, SASH1, TPD52L1

	GO:0043405
	regulation of MAP kinase activity
	Group10. Group11. Group14
	5,74x10-10
	BMP7, NFE2L2, NQO1, RGN

	GO:0004707
	MAP kinase activity
	Group10. Group11. Group14
	5,80x10-11
	AGT, CAT, EGFR, FGF2, NTRK2, PDGFC, PIK3IP1

	GO:0014065
	phosphatidylinositol 3-kinase signaling
	Group11
	5,91x10-11
	AGT, BMP7, GSTP1, NFE2L2, NQO1, RGN

	GO:0014066
	regulation of phosphatidylinositol 3-kinase signaling
	Group11
	6,12x10-10
	ACACB, APPL2, CPT2, DECR1, ECI2, HADHB, PDK4

	GO:0048015
	phosphatidylinositol-mediated signaling
	Group11
	6,22x10-10
	APPL2, EMX2, FGF2, ID4, NR2E1, PAX6, PTPRZ1, SMOX

	GO:0048017
	inositol lipid-mediated signaling
	Group11
	6,78x10-10
	AGT, BMP7, CAT, FGF2, LGR4, NOTCH2, SDC4, SMOX

	GO:0090322
	regulation of superoxide metabolic process
	Group11. Group14
	7,77x10-10
	BMP7, NFE2L2, NQO1, RGN

	GO:0072001
	renal system development
	Group12
	7,77x10-10
	BMP7, NFE2L2, NQO1, RGN

	GO:1905332
	positive regulation of morphogenesis of an epithelium
	Group12
	8,02x10-09
	BMP7, EFEMP1, FAT1, FGF2, NOTCH2, NTRK2, PAX6, ZHX2

	GO:0001657
	ureteric bud development
	Group12
	8,02x10-09
	AGT, APOE, ATP1B2, BMP7, FYN, NFE2L2, NTRK2, TUBB2B

	GO:1905330
	regulation of morphogenesis of an epithelium
	Group12
	8,34x10-10
	ACACB, APPL2, CPT2, DECR1, ECI2, HADHB, PDK4

	GO:0072163
	mesonephric epithelium development
	Group12
	8,86x10-10
	AGT, APOE, BMP7, EGFR, FGF2, GSTP1, PDGFC, SASH1, TPD52L1

	GO:0072164
	mesonephric tubule development
	Group12
	9,07x10-10
	ACACB, ACSBG1, AKR1C3, ELOVL2, GSTM2, GSTP1, PDK4, RGN

	GO:0001823
	mesonephros development
	Group12
	1,14x10-12
	AGT, APOE, DBI

	GO:0072073
	kidney epithelium development
	Group12
	1,14x10-12
	AGT, APOE, DBI

	GO:0001707
	mesoderm formation
	Group12
	1,17x10-12
	ATP1A2, FGF2, GSTM2, ITPR2, PLCG1, RYR3, TPCN1

	GO:0002052
	positive regulation of neuroblast proliferation
	Group13
	1,17x10-12
	BMP7, NFE2L2, NQO1, RGN

	GO:0010001
	glial cell differentiation
	Group13
	1,23x10-12
	ATP1A2, FGF2, GSTM2, ITPR2, PLCG1, RYR3, TPCN1

	GO:2000177
	regulation of neural precursor cell proliferation
	Group13
	1,33x10-11
	AGT, BMP7, GSTP1, NFE2L2

	GO:1902692
	regulation of neuroblast proliferation
	Group13
	1,33x10-11
	BMP7, NFE2L2, NQO1, RGN

	GO:0035019
	somatic stem cell population maintenance
	Group13
	1,35x10-12
	ATP1A2, FGF2, GSTM2, ITPR2, PLCG1, RYR3, TPCN1

	GO:0045665
	negative regulation of neuron differentiation
	Group13
	1,35x10-12
	FGF2, ID4, NR2E1, PAX6, SMOX

	GO:0061351
	neural precursor cell proliferation
	Group13
	1,51x10-12
	APOE, FGF2, NFE2L2, NR2E1, PIK3C2A, PLCG1

	GO:2000179
	positive regulation of neural precursor cell proliferation
	Group13
	1,56x10-12
	EGFR, EMX2, ID4, NR2E1, NTRK2, PAX6, SMOX, ZIC1

	GO:0021543
	pallium development
	Group13
	1,61x10-12
	ATP1A2, FGF2, GSTM2, ITPR2, PLCG1, RYR3, TPCN1

	GO:0007405
	neuroblast proliferation
	Group13
	1,88x10-12
	GJA1, GPR137B, LGR4, NOTCH2, PDK4, S1PR1

	GO:0021542
	dentate gyrus development
	Group13
	1,90x10-12
	AGT, APOE, DDAH1, EGFR

	GO:1990748
	cellular detoxification
	Group14
	1,94x10-12
	AGT, CAT, EGFR, FGF2, NTRK2, PDGFC, PIK3C2A, PIK3IP1

	GO:0097237
	cellular response to toxic substance
	Group14
	2,16x10-11
	ATP1A2, FGF2, FYN, GSTM2, ITPR2, PLCG1, RYR3, TPCN1

	GO:0098869
	cellular oxidant detoxification
	Group14
	2,31x10-12
	AGT, CAT, EGFR, FGF2, NTRK2, PDGFC, PIK3C2A, PIK3IP1

	GO:0098754
	detoxification
	Group14
	2,44x10-12
	FGF2, ID4, NR2E1, PAX6, SMOX

	GO:0009636
	response to toxic substance
	Group14
	3,15x10-12
	AGT, APOE, DDAH1, EGFR, RGN, S100A1

	GO:0000302
	response to reactive oxygen species
	Group14
	3,38x10-10
	ACACB, ACSBG1, ADI1, ELOVL2, GSTP1, NFE2L2, PDK4

	GO:0034614
	cellular response to reactive oxygen species
	Group14
	3,42x10-11
	GRAMD1C, MLC1, SMOX

	GO:0016209
	antioxidant activity
	Group14
	3,51x10-12
	ALDH1A1, APPL2, CPT2, DECR1, GJA1, LGR4, PDGFC

	GO:0019430
	removal of superoxide radicals
	Group14
	3,51x10-12
	ALDH1A1, APPL2, CPT2, DECR1, GJA1, LGR4, PDGFC

	GO:0006801
	superoxide metabolic process
	Group14
	3,54x10-12
	AHCYL1, AHCYL2, ALDH1L1, CA12

	GO:0071450
	cellular response to oxygen radical
	Group14
	4,08x10-11
	EMX2, NR2E1, SMOX

	GO:0071451
	cellular response to superoxide
	Group14
	4,25x10-12
	APOE, DDAH1, EGFR, S100A1

	GO:0010976
	positive regulation of neuron projection development
	Group14
	4,37x10-12
	AGT, FGF2, NFE2L2, PIK3C2A, PLCG1, SASH1

	GO:0000303
	response to superoxide
	Group14
	0.023
	FGF2, HMGB2, S1PR1

	GO:0000305
	response to oxygen radical
	Group14
	0.024
	BMP7, GJA1, WLS




