Supplementary Figure 1. Haploview LD graph of the SORBS1 gene (9 assayed SNPs in this study and 2 significant SNPs in GWAS: rs10509693 and rs11188311). Pairwise LD coefficients D′░×░100 are shown in each cell (D′ values of 1.0 are not shown). The standard color scheme of Haploview was used for the LD color display [logarithm of likelihood odds ratio [LOD] (a measure of confidence in the value of D′) ≥ 2 and D′░=░1, shown in bright red; LOD ≥ 2 and D′< 1 shown in blue; LOD< 2 and D′░=░1 shown in pink; LOD< 2 and D′< 1 shown in white].
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Supplementary TABLE 1. Single-locus Association Analysis under a Genotypic Model.
	SNP Name
	MAF
	Genotype (n)
	HTN
	SBP
	DBP

	
	
	
	O.R. (95% C.I.)
	P
	β (95% C.I.)
	P
	β (95% C.I.)
	P

	rs7081076
	0.08
	GG (922)
	Reference
	
	Reference
	
	Reference
	

	
	
	GT (214)
	1.20 (0.81, 1.78)
	0.37 
	0.49 (-2.84, 3.82)
	0.77 
	0.73 (-1.13, 2.59)
	0.44 

	
	
	TT (0)
	−
	−
	−
	−
	−
	−

	rs2281939
	0.11
	AA (870)
	Reference
	
	Reference
	
	Reference
	

	
	
	AG (256)
	1.22 (0.84, 1.76)
	0.30 
	0.55 (-2.87, 3.96)
	0.75 
	0.25 (-1.58, 2.07)
	0.79 

	
	
	GG (10)
	0.68 (0.17, 2.69)
	0.59 
	-8.29 (-13.86, -2.72)
	0.004 
	-6.80 (-8.96, -4.65)
	6.2×10-10

	rs3818540
	0.38
	CC (462)
	Reference
	
	Reference
	
	Reference
	

	
	
	CT (525)
	1.18 (0.88, 1.59)
	0.27 
	1.03 (-1.99, 4.05)
	0.50 
	-0.052 (-1.71, 1.61)
	0.95 

	
	
	TT (149)
	1.21 (0.74, 1.99)
	0.45 
	4.18 (-0.37, 8.73)
	0.07 
	2.02 (-0.57, 4.60)
	0.13 

	rs2274490
	0.37
	TT (439)
	Reference
	
	Reference
	
	Reference
	

	
	
	TC (519)
	1.35 (0.99, 1.85)
	0.058 
	-0.50 (-3.64, 2.64)
	0.75 
	-0.13 (-1.83, 1.57)
	0.88 

	
	
	CC (178)
	0.74 (0.49, 1.11)
	0.143 
	-4.74 (-8.47, -1.01)
	0.013 
	-2.20 (-4.28, -0.12)
	0.039 

	rs61739184
	0.07
	CC (949)
	Reference
	
	Reference
	
	Reference
	

	
	
	CT (183)
	1.01 (0.69, 1.50)
	0.94 
	-0.27 (-3.65, 3.10)
	0.87 
	0.08 (-1.94, 2.11)
	0.94 

	
	
	TT (4)
	1.19 (0.09, 15.23)
	0.90 
	-3.05 (-17.71, 11.61)
	0.68 
	0.48 (-11.86, 12.83)
	0.94 

	rs726176
	0.36
	GG (482)
	Reference
	
	Reference
	
	Reference
	

	
	
	GA (503)
	1.01 (0.73, 1.39)
	0.95 
	-2.01 (-5.10, 1.09)
	0.20 
	-0.86 (-2.49, 0.78)
	0.31 

	
	
	AA (151)
	1.04 (0.69, 1.58)
	0.84 
	-0.98 (-5.20, 3.24)
	0.65 
	-0.14 (-2.39, 2.12)
	0.91 

	rs2296966
	0.34
	CC (514)
	Reference
	
	Reference
	
	Reference
	

	
	
	CT (487)
	1.06 (0.78, 1.42)
	0.72 
	0.90 (-2.11, 3.92)
	0.56 
	0.44 (-1.18, 2.07)
	0.59 

	
	
	TT (135)
	0.95 (0.60, 1.51)
	0.82 
	2.45 (-2.23, 7.13)
	0.31 
	0.71 (-1.71, 3.13)
	0.56 

	rs17849148
	0.27
	CC (575)
	Reference
	
	Reference
	
	Reference
	

	
	
	CT (472)
	0.94 (0.71, 1.25)
	0.68 
	-0.26 (-3.14, 2.62)
	0.86 
	-0.31 (-1.89, 1.28)
	0.71 

	
	
	TT (89)
	0.92 (0.51, 1.64)
	0.77 
	-0.67 (-6.19, 4.84)
	0.81 
	0.43 (-2.58, 3.45)
	0.78 

	rs3193970
	0.37
	AA (475)
	Reference
	
	Reference
	
	Reference
	

	
	
	AG (497)
	1.28 (0.93, 1.76)
	0.14 
	-0.42 (-3.42, 2.57)
	0.78 
	0.15 (-1.54, 1.84)
	0.87 

	
	
	GG (164)
	0.87 (0.59, 1.30)
	0.50 
	-1.99 (-6.11, 2.13)
	0.34 
	-0.68 (-2.80, 1.44)
	0.53 


Adjustment covariants: age, gender, BMI, anti-hypertension medication; O.R.: odds ratio; 95% C.I.: 95% confidence interval; MAF: minor allele frequency
Supplementary TABLE 2. Checking the Proportional Hazards Assumption for each SNP of the SORBS1 Gene Using Schoenfeld's Residuals Test 

	SNP Name
	Major/

Minor

allele
	P-value for checking proportional hazards assumption 



	rs2281939
	A/G
	0.44

	rs2274490
	T/C
	0.31


All the P values were adjusted for gender, BMI, and use of anti-hypertension medication.
Supplementary TABLE 3. List of SORBS1 SNPs Associated with Blood Pressure or Hypertension Status Based on Published Data or GWAS Database

	SNP name
[Ref.No]
	Chromosome 

Position
	Genetic variants
	Phenotype
	P value
	Ethnicity

	rs17458865
[46]
	Chromosome 10:

97296254
	A/G (intron)
	SBP
	0.0065154
	British population

	rs17537576
[46]
	Chromosome 10:

97300062
	C/G (intron)
	SBP
	0.00694696
	British population

	rs7069574

[46]
	Chromosome 10:

97315349
	A/G (intron)
	SBP
	0.01499798
	British population

	rs10786218

[46]
	Chromosome 10:

97302524
	C/A (intron)
	SBP
	0.0171005
	British population

	rs11188311

[46]
	Chromosome 10:

97154698
	A/G (intron)
	SBP
	0.0219593
	British population

	rs549062

[46]
	Chromosome 10:

97222023
	A/G (intron)
	SBP
	0.0383581
	British population

	rs533480

[52]
	Chromosome 10:

97232204
	A/G (intron)
	DBP
	0.023395
	Population from Framingham, Massachusetts

	rs10509693

[52]
	Chromosome 10:

97145228
	C/T (intron)
	SBP
	0.019449
	Population from Framingham, Massachusetts

	rs10509692

[52]
	Chromosome 10:

97236597
	C/G (intron)
	SBP
	0.025297
	Population from Framingham, Massachusetts

	rs10509690

[52]
	Chromosome 10:

97246035
	A/G (intron)
	SBP
	0.037006
	Population from Framingham, Massachusetts

	rs725926

[52]
	Chromosome 10:

97246683
	A/G (intron)
	SBP
	0.041935
	Population from Framingham, Massachusetts

	rs1359723

[52]
	Chromosome 10:
97296721
	C/T (intron)
	SBP
	0.014727855
	Population from Framingham, Massachusetts


