Table S3. Summary of selected SNPs 

	SNP
	Gene/Region
	Chr
	Published p-value
	Reference
	Other reference

	rs1625579
	MIR137 
	  1
	1.59x10-11
	[1]
	

	rs10489202
	BRP44 
	  1
	9.50x10-9
	[2]
	

	rs2312147
	VRK2 
	  2
	1.90x10-9
	[3]
	

	rs1344706
	ZNF804A
	  2
	2.50x10-11
	[4]
	

	rs22395471
	ITIH3-ITIH4 region
	  3
	7.83x10-9
	[1]
	

	rs6904071
	MHC region
	  6
	1.78x10-8
	[5]
	

	rs6913660
	MHC region
	  6
	1.10x10-9
	[6]
	p=2.36x10-8 [5] & p=1.7x10-11 [3]

	rs13194053
	MHC region
	  6
	9.50x10-9
	[7]
	p=9.54x10-9 [5]

	rs926300
	MHC region
	  6
	1.06x10-8
	[5]
	

	rs13219354
	MHC region
	  6 
	1.30x10-10
	[6]
	

	rs13219181
	MHC region
	  6
	1.29x10-8
	[5]
	

	rs6932590
	MHC region
	  6
	1.40x10-12
	[6]
	p=1.60x10-10 [3]

	rs38003162
	MHC region
	  6
	3.81x10-8
	[5]
	

	rs13211507
	MHC region
	  6
	8.30x10-11
	[6]
	p=1.4x10-13 [3]

	rs1233710
	ZKSCAN4/MHC region
	  6
	4.76x10-11
	[8]
	

	rs1635
	NKAPL/MHC region
	  6
	6.91x10-12
	[8]
	

	rs2021722
	TRIM26/MHC region
	  6
	2.18x10-8
	[1]
	

	rs3131296
	MHC region
	  6
	2.30x10-9
	[6]
	p=5.1x10-11 [3]

	rs10503253
	CSMD1
	  8
	4.14x10-8
	[1]
	

	rs16887244
	LSM1
	  8
	1.27x10-9
	[2]
	

	rs1488935
	WHSC1L1
	  8
	5.06x10-9
	[2]
	

	rs7004633
	MMP16
	  8
	2.75x10-8
	[1]
	

	rs109943591
	ANK3
	10
	2.45x10-8
	[1]
	

	rs7914558
	CNNM2
	10
	1.82x10-9
	[1]
	


Table S3. Cont. 
	SNP
	Gene
	Chr
	Published p-value
	Reference
	Other reference

	rs11191580
	NT5C2
	10
	1.11x10-8
	[1]
	

	rs835784
	TSPAN18
	11
	2.73x10-11
	[8]
	

	rs12807809
	NRGN
	11
	2.40x10-9
	[6]
	p=2.80x10-9 [3]

	rs548181
	STT3A
	11
	2.91x10-8
	[1]
	

	rs47659051
	CACNA1C
	12
	7.01x10-9
	[1]
	

	rs4309482
	TCF4/CCDC68
	18
	7.80x10-9
	[3]
	

	rs12966547
	CCDC68
	18
	2.60x10-10
	[1]
	

	rs17512836
	TCF4
	18
	2.35x10-8
	[1]
	

	rs9960767
	TCF4
	18
	4.10x10-9
	[6]
	p=4.20x10-9 [3]


Note. SNP, single nucleotide polymorphism; Chr, chromosome; Reference, reference for the p-valued and risk allele used in the current study; Other reference, reference and the p-value for the same SNP reported elsewhere; 1 SNPs significant based on joint analysis of schizophrenia and bipolar disorder; 2 in the analysis rs380016 was used as a proxy for rs926300.
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