	#pathway ID
	pathway description
	observed gene count
	false discovery rate
	matching proteins in your network (labels)

	4060
	Cytokine-cytokine receptor interaction
	13
	1.25E-12
	CCL11,CCL22,CCL5,CD40LG,CSF2,EGF,IL10,IL15,IL8,KITLG,LEP,PRL,TNFRSF14

	4610
	Complement and coagulation cascades
	6
	8.55E-07
	A2M,C3,F7,FGA,SERPINA1,VWF

	4630
	Jak-STAT signaling pathway
	5
	0.00166
	CSF2,IL10,IL15,LEP,PRL

	5310
	Asthma
	3
	0.00174
	CCL11,CD40LG,IL10

	5323
	Rheumatoid arthritis
	4
	0.00174
	CCL5,CSF2,IL15,IL8

	5142
	Chagas disease (American trypanosomiasis)
	4
	0.00234
	C3,CCL5,IL10,IL8

	4151
	PI3K-Akt signaling pathway
	6
	0.00281
	EGF,INS,KITLG,PRL,TNC,VWF

	4672
	Intestinal immune network for IgA production
	3
	0.00387
	CD40LG,IL10,IL15

	5144
	Malaria
	3
	0.00393
	CD40LG,IL10,IL8

	4913
	Ovarian steroidogenesis
	3
	0.00454
	FSHR,INS,LHB

	4917
	Prolactin signaling pathway
	3
	0.00984
	INS,LHB,PRL

	5133
	Pertussis
	3
	0.00984
	C3,IL10,IL8

	5168
	Herpes simplex infection
	4
	0.0106
	C3,CCL5,IL15,TNFRSF14

	4062
	Chemokine signaling pathway
	4
	0.0108
	CCL11,CCL22,CCL5,IL8

	4640
	Hematopoietic cell lineage
	3
	0.0136
	CSF2,KITLG,THPO

	5215
	Prostate cancer
	3
	0.0136
	EGF,GSTP1,INS

	5322
	Systemic lupus erythematosus
	3
	0.0171
	C3,CD40LG,IL10

	4660
	T cell receptor signaling pathway
	3
	0.0183
	CD40LG,CSF2,IL10

	4066
	HIF-1 signaling pathway
	3
	0.0195
	EGF,INS,TIMP1

	5146
	Amoebiasis
	3
	0.0195
	CSF2,IL10,IL8

	4668
	TNF signaling pathway
	3
	0.0196
	CCL5,CSF2,IL15

	4068
	FoxO signaling pathway
	3
	0.0267
	EGF,IL10,INS

	5143
	African trypanosomiasis
	2
	0.0273
	APOA1,IL10

	4080
	Neuroactive ligand-receptor interaction
	4
	0.0277
	FSHR,LEP,LHB,PRL

	5330
	Allograft rejection
	2
	0.0277
	CD40LG,IL10

	5219
	Bladder cancer
	2
	0.0303
	EGF,IL8

	4975
	Fat digestion and absorption
	2
	0.0324
	APOA1,GOT2

	4932
	Non-alcoholic fatty liver disease (NAFLD)
	3
	0.0373
	IL8,INS,LEP

	5200
	Pathways in cancer
	4
	0.0444
	EGF,GSTP1,IL8,KITLG

	5320
	Autoimmune thyroid disease
	2
	0.0456
	CD40LG,IL10

	5150
	Staphylococcus aureus infection
	2
	0.0477
	C3,IL10

	5134
	Legionellosis
	2
	0.0498
	C3,IL8


Supplementary Table 2: Results of KEGG pathway analysis, performed using STRING, on the 47 protein biomarker candidates found in two or more drug-free schizophrenia studies, in the same direction. All significant pathways are listed with the observed gene count, false-discovery rate and matching proteins (from those uploaded). Note that the two most significant pathways were “cytokine-cytokine receptor interaction” and “complement and coagulation cascades”, which were also identified as significant by IPA as “cytokine signalling” and “coagulation” (KEGG groups complement and coagulation whereas IPA does not; therefore complement was not found to be significantly represented by our data set in IPA.)
