Table 1. HLA class I SNVs discovered in a pathway/gene stability analysis on a European descent GWAS followed by validation in a Japanese GWAS dataset
	SNV
	A1
	European descent GWAS (405 KD and 6252 controls)
	
	Japanese GWAS (428 KD and 3379 controls)
	 
	Meta-analysis

	
	
	KD
	Control
	OR
	p
	
	KD
	Control
	OR
	p
	
	OR
	p

	
	
	Number of alleles
	AF
	Number of alleles
	AF
	
	
	
	Number of alleles
	AF
	Number of alleles
	AF
	
	
	
	
	

	
	
	A1
	A2
	
	A1
	A2
	
	
	
	
	A1
	A2
	
	A1
	A2
	
	
	
	
	
	

	rs2844623
	T
	107
	701
	0.13
	2315
	10065
	0.19
	0.7
	1.0E-04
	
	213
	641
	0.25
	1519
	5211
	0.23
	1.1
	1.1E-01
	
	0.9
	2.4E-01

	rs2524099
	A
	350
	460
	0.43
	5917
	6517
	0.48
	0.8
	1.6E-02
	
	562
	294
	0.66
	4226
	2532
	0.63
	1.1
	7.5E-02
	
	1.0
	6.1E-01

	rs2524070
	A
	111
	699
	0.14
	2338
	10096
	0.19
	0.7
	2.9E-04
	
	75
	781
	0.09
	577
	6173
	0.09
	1.0
	8.4E-01
	
	0.8
	7.8E-03

	rs6906846
	A
	271
	539
	0.33
	3536
	8898
	0.28
	1.3
	2.2E-03
	
	280
	576
	0.33
	1927
	4831
	0.29
	1.2
	1.1E-02
	
	1.2
	7.5E-05

	rs7382297
	T
	152
	658
	0.19
	1936
	10490
	0.16
	1.3
	1.6E-02
	
	112
	744
	0.13
	816
	5942
	0.12
	1.1
	3.9E-01
	
	1.2
	1.8E-02

	rs2596551
	C
	116
	694
	0.14
	2480
	9954
	0.20
	0.7
	9.3E-05
	
	46
	808
	0.05
	480
	6268
	0.07
	0.7
	6.2E-02
	
	0.7
	1.9E-05

	rs2844575
	C
	342
	464
	0.42
	5728
	6592
	0.46
	0.8
	2.5E-02
	
	438
	418
	0.51
	3495
	3253
	0.52
	1.0
	7.3E-01
	
	0.9
	6.9E-02

	rs2523535
	G
	293
	517
	0.36
	5322
	7112
	0.43
	0.8
	2.2E-04
	
	98
	758
	0.11
	926
	5832
	0.14
	0.8
	7.2E-02
	
	0.8
	4.5E-05

	rs2254556
	T
	172
	636
	0.21
	2210
	10202
	0.18
	1.2
	1.3E-02
	 
	65
	791
	0.08
	357
	6401
	0.05
	1.5
	4.9E-03
	 
	1.3
	3.3E-04

	p: nominal p-value, A1: Reported in forward orientation to genome, Bonferroni corrected p value threshold: 0.05/(9 SNVs in HLA-B and C region)=5.0E-03, Bold indicates SNVs with p<0.05 in both European descent and Japanese GWAS, AF: A1 allele frequencies, OR: odds ratio
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