Table S1. SNP information
	Chr
	SNP
	Position
	Alt/
Ref
	HWE
	Location
	Rsq
	Genotype
	
	
	
	
	

	5
	rs2961757
	151936718
	T/G
	0.418
	intergenic
	0.91
	Imputed
	0.24
	0.28
	0.21
	0.23
	0.24

	18
	rs9303897
	2306842
	G/A
	0.001
	intergenic
	0.99
	Genotyped
	0.24
	0.22
	0.29
	0.23
	0.25

	6
	rs1770
	32627833
	G/A
	0.476
	ncRNA
_exonic
	0.60
	Imputed
	0.18
	0.22
	0.18
	0.17
	0.31

	6
	rs10947233
	32124424
	T/G
	0.898
	ncRNA
_intronic
	1.00
	Genotyped
	0.16
	0.16
	0.14
	0.17
	0.17

	17
	rs146362423
	21488273
	C/G
	0.509
	intergenic
	0.68
	Imputed
	0.10
	0.10
	0.07
	0.10
	0.08

	7
	rs1568778
	109250932
	T/C
	0.824
	intergenic
	0.87
	Imputed
	0.27
	0.23
	0.29
	0.28
	0.27

	7
	rs115881004
	68928894
	T/C
	1.000
	intergenic
	0.89
	Imputed
	0.12
	0.10
	0.14
	0.12
	0.12

	6
	rs114968045
	32666960
	C/T
	0.584
	intergenic
	0.81
	Imputed
	0.18
	0.21
	0.17
	0.18
	0.16

	14
	rs11623972
	73381520
	G/A
	0.817
	intergenic
	0.97
	Imputed
	0.31
	0.30
	0.27
	0.31
	0.30

	9
	rs10758715
	5882401
	C/T
	0.804
	intergenic
	0.93
	Imputed
	0.24
	0.20
	0.24
	0.25
	0.24


Chr, chromosome; Alt, alternative allele; Ref, reference allele; HWE, Hardy-Weinberg equilibrium; MAF, minor allele frequency; Kref: Korean reference data
Table S2. Demographic characteristics of UK Biobank
	Variable
	Asthma
(N = 13,475)
	COPD
(N = 7,822)
	Control
(N = 109,871)
	Total
(N = 131,172)

	Age (yr)
	54.6 ± 8.1
	60.1 ± 6.7
	56.0 ± 8.0
	56.1 ± 8.0

	Female sex, n (%)
	8,561 (63.5)
	3,424 (43.8)
	63,617 (57.9)
	75,602 (57.6)

	Height (cm)
	167.1±9.1
	169.5±9.1
	168.1±9.0
	168.1±9.1

	BMI
	28.2 ± 5.3
	27.5 ± 5.0
	27.4 ± 4.7
	27.5 ± 4.8

	Pre-BD
FEV1 pred
	2.7 ± 0.7
	1.9 ± 0.6
	2.8 ± 0.7
	2.8 ± 0.7

	Pre-BD
FEV1/FVC (%)
	75.1 ± 5.5
	63.0 ± 7.5
	76.9 ± 5.0
	75.8 ± 6.2


The mean ± SD values are shown for each cell. BMI, body mass index; FEV1, forced expiratory volume in 1 s; BD, bronchodilator; FVC, forced vital capacity.
Table S3. Replication in UK Biobank
	Chr
	Target SNP
	Correlated SNP (
	Alt/
Ref
	LRT
	P-value*
	
	P-value**
	
	P-value***
	
	P-value****

	5
	rs2961757
	rs12655008(0.51)
	T/C
	4.50
	0.1051
	-0.03
	0.0486
	0.01
	0.5130
	0.04
	0.0431

	18
	rs9303897
	rs9955548(0.75)
	C/G
	0.74
	0.6923
	0.01
	0.4600
	-0.01
	0.6866
	-0.02
	0.3866

	6
	rs1770
	rs9273508(0.96)
	A/G
	4.66
	0.0975
	0.06
	0.0003
	0.00
	0.9348
	-0.06
	0.0056

	6
	rs10947233
	
	T/G
	11.22
	0.0037
	-0.14
	0.0002
	0.05
	0.0489
	0.21
	

	17
	rs146362423
	rs8075546(0.02)
	T/G
	0.63
	0.7282
	0.01
	0.5998
	0.01
	0.5189
	0.00
	0.9799

	7
	rs1568778
	rs73194273(0.18)
	T/A
	8.16
	0.0169
	0.04
	0.4969
	0.12
	0.0042
	0.08
	0.2282

	7
	rs115881004
	
	T/C
	8.42
	0.0149
	-0.05
	0.0409
	-0.04
	0.0280
	0.01
	0.7788

	6
	rs114968045
	rs28891491(0.31)
	A/G
	10.36
	0.0056
	-0.05
	0.0180
	0.05
	0.0005
	0.10
	

	14
	rs11623972
	rs12887756(0.57)
	G/A
	3.25
	0.1968
	0.03
	0.0777
	0.01
	0.5699
	-0.02
	0.2775

	9
	rs10758715
	rs12378571(0.35
	T/G
	1.23
	0.5400
	0.01
	0.4826
	-0.01
	0.4118
	-0.03
	0.2702


Chr, chromosome; Alt, alternative allele; Ref, reference allele; *, LR test; **, COPD-control; ***, asthma-control; ****, asthma-COPD
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Figure S1. Multidimensional scaling (MDS) components of the discovery dataset and the 1000G dataset. Gray dots represent the 1000 Genomes Project samples. Red dots represent our asthma, COPD, and control samples.
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Figure S2. Quantile-quantile (QQ) plot for likelihood ratio test (LRT) of discovery dataset. The observed distributions of P-values for the likelihood ratio test (LRT) are plotted.
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Figure S3. Miami plot for the Korean dataset. The Manhattan plot at the top shows the association between asthma and controls, and the Manhattan plot at the bottom shows that of the COPD and controls.










[image: ]
Figure S4. Genotype frequencies of rs2961757 for the asthma, COPD, and control groups. The red, blue, green bars represent the proportions of genotypes GG, GT, and TT, respectively, in the asthma, COPD, and control groups. The frequency of a minor allele T of rs2961757 in asthma was higher than that in COPD.
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