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Supplementary Table 1. Structure of families in Silesian Hypertension Study (SHS).

	Families with both parents and 1 hypertensive proband
	85

	Families with both parents, hypertensive proband and at least one additional offspring
	42

	Families with one available parent, hypertensive proband and at least one additional offspring
	19

	Sib-ships (hypertensive proband with at least one sibling)
	61


proband - a hypertensive index patient in the offspring generation

Supplementary Table 2. Overview of genes and SNPs within fibroblast growth factor 1 signalling pathway included in the primary family-based association analysis (SHS).
	gene symbol
	gene name
	functional category
	chr
	total SNPs
	SNPs after Qc
	mean max r2
	cov.

	FGF2
	fibroblast growth factor 2
	ligand / FGF1 paralog
	4
	17
	13
	0.93
	90%

	FGFBP1
	fibroblast growth factor binding protein 1
	extracellular chaperone
	4
	3
	3
	1.0
	100%

	FGFR1
	fibroblast growth factor receptor 1
	receptor
	8
	12
	10
	0.93
	96%

	FGFR2
	fibroblast growth factor receptor 2
	receptor
	10
	24
	21
	0.84
	90%

	FGFR3
	fibroblast growth factor receptor 3
	receptor
	4
	9
	6
	1.0
	100%

	FGFR4
	fibroblast growth factor receptor 4
	receptor
	5
	8
	7
	0.99
	100%

	FIBP
	fibroblast growth factor (acidic) intracellular binding protein
	intracellular messenger
	11
	2
	2
	0.82
	67%

	SPRY1
	sprouty homolog 1, antagonist of FGF signaling
	intracellular messenger
	4
	4
	4
	1.0
	100%


SNP – single nucleotide polymorphism, chr – chromosome, total SNPs – total number of genotyped SNPs, Qc – quality control, mean max r2 - mean maximum r2 with which each common (minor allele frequency≥10%) SNP is captured, cov. – gene coverage for common SNPs
Supplementary Table 3. SNPs in fibroblast growth factor 1 signalling pathway selected for genotyping in SHS.
	No
	Gene
	SNP
	HapMap tag/ functional SNP
	Functional category
	Reason for exclusion

	1
	FGF2
	rs10452197
	HapMap tag
	
	<90% successful genotyping

	2
	FGF2
	rs11938826
	HapMap tag
	
	

	3
	FGF2
	rs13109930
	HapMap tag
	
	failed assay production 

	4
	FGF2
	rs1476214
	HapMap tag
	
	

	5
	FGF2
	rs167428
	HapMap tag
	
	

	6
	FGF2
	rs1960669
	HapMap tag
	
	

	7
	FGF2
	rs2034461
	HapMap tag
	
	

	8
	FGF2
	rs308379
	HapMap tag
	
	

	9
	FGF2
	rs308382
	HapMap tag
	
	

	10
	FGF2
	rs308388
	HapMap tag
	
	

	11
	FGF2
	rs308417
	HapMap tag
	
	

	12
	FGF2
	rs308428
	HapMap tag
	
	failed assay production 

	13
	FGF2
	rs308434
	HapMap tag
	
	

	14
	FGF2
	rs308441
	HapMap tag
	
	

	15
	FGF2
	rs3804158
	HapMap tag
	
	

	16
	FGF2
	rs7694627
	HapMap tag
	
	

	17
	FGF2
	rs1449683
	functional
	synonymous
	failed assay production 

	18
	FGFR1
	rs10958700
	HapMap tag
	
	

	19
	FGFR1
	rs2288696
	HapMap tag
	
	

	20
	FGFR1
	rs2411256
	HapMap tag
	
	

	21
	FGFR1
	rs2956724
	HapMap tag
	
	

	22
	FGFR1
	rs4733946
	HapMap tag
	
	

	23
	FGFR1
	rs6474354
	HapMap tag
	
	

	24
	FGFR1
	rs6987534
	HapMap tag
	
	

	25
	FGFR1
	rs6996321
	HapMap tag
	
	

	26
	FGFR1
	rs7012413
	HapMap tag
	
	

	27
	FGFR1
	rs17175708
	functional
	CpG island
	

	28
	FGFR1
	rs3213849
	functional
	CpG island
	failed assay production

	29
	FGFR1
	rs4647906
	functional
	CpG island
	failed assay production

	30
	FGFR2
	rs1047057
	HapMap tag
	
	violation of Hardy-Weinberg equilibrium

	31
	FGFR2
	rs11200012
	HapMap tag
	
	

	32
	FGFR2
	rs1219643
	HapMap tag
	
	

	33
	FGFR2
	rs1219648
	HapMap tag
	
	

	34
	FGFR2
	rs1649200
	HapMap tag
	
	

	35
	FGFR2
	rs17542768
	HapMap tag
	
	

	36
	FGFR2
	rs1863741
	HapMap tag
	
	

	37
	FGFR2
	rs2071616
	HapMap tag
	
	

	38
	FGFR2
	rs2912759
	HapMap tag
	
	

	39
	FGFR2
	rs2912770
	HapMap tag
	
	

	40
	FGFR2
	rs2981452
	HapMap tag
	
	

	41
	FGFR2
	rs2912796
	HapMap tag
	
	

	42
	FGFR2
	rs2981427
	HapMap tag
	
	

	43
	FGFR2
	rs2981428
	HapMap tag
	
	

	44
	FGFR2
	rs2981451
	HapMap tag
	
	failed assay production

	45
	FGFR2
	rs3135715
	HapMap tag
	
	

	46
	FGFR2
	rs3135761
	HapMap tag
	
	

	47
	FGFR2
	rs3135763
	HapMap tag
	
	

	48
	FGFR2
	rs3135766
	HapMap tag
	
	

	49
	FGFR2
	rs3135814
	HapMap tag
	
	failed assay production

	50
	FGFR2
	rs3750817
	HapMap tag
	
	

	51
	FGFR2
	rs4752566
	HapMap tag
	
	

	52
	FGFR2
	rs1047100
	functional
	synonymous
	

	53
	FGFR2
	rs1047111
	functional
	CpG island
	

	54
	FGFR3
	rs743682
	HapMap tag
	
	

	55
	FGFR3
	rs2301293
	HapMap tag
	
	

	56
	FGFR3
	rs2234909
	functional
	synonymous
	

	57
	FGFR3
	rs2305181
	functional
	synonymous
	MAF<5%

	58
	FGFR3
	rs2305184
	functional
	CpG island
	

	59
	FGFR3
	rs3135859
	functional
	CpG island
	

	60
	FGFR3
	rs3135868
	functional
	Splice site
	MAF<5%

	61
	FGFR3
	rs3135890
	functional
	CpG island
	

	62
	FGFR3
	rs743683
	functional
	CpG island
	MAF<5%

	63
	FGFR4
	rs376618
	HapMap tag
	
	

	64
	FGFR4
	rs387598
	HapMap tag
	
	failed assay production

	65
	FGFR4
	rs422421
	HapMap tag
	
	

	66
	FGFR4
	rs1966265
	functional
	nonsynonymous
	

	67
	FGFR4
	rs351855
	functional
	nonsynonymous
	

	68
	FGFR4
	rs42409
	functional
	splice site
	

	69
	FGFR4
	rs446382
	functional
	synonymous
	

	70
	FGFR4
	rs452885
	functional
	synonymous
	

	71
	SPRY1
	rs159762
	HapMap tag
	
	

	72
	SPRY1
	rs300572
	HapMap tag
	
	

	73
	SPRY1
	rs300574
	HapMap tag
	
	

	74
	SPRY1
	rs300573
	HapMap tag
	
	

	75
	FIBP
	rs641018
	HapMap tag
	
	

	76
	FIBP
	rs694994
	HapMap tag
	
	

	77
	FGFBP1
	rs1042510
	HapMap tag
	
	

	78
	FGFBP1
	rs2245964
	functional
	regulatory region
	

	79
	FGFBP1
	rs16892645
	HapMap tag
	
	


SNP – single nucleotide polymorphism, MAF – minor allele frequency, functional category - annotated using SNP Function Annotation Portal (http://brainarray.mbni.med.umich.edu/Brainarray/Database/SearchSNP/snpfunc.aspx)
Supplementary Table 4. Fibroblast growth factor 1 signalling pathway and hypertension – family-based association analysis in SHS.
	No
	SNP
	gene
	minor /major allele
	MAF - parents
	HWE - parents
	allele effect
	Z-statistic
	P-value
	q-value

	1
	rs11938826
	FGF2
	G/C
	0.125
	1.0000
	C
	1.083
	0.2786
	0.7027

	2
	rs1476214
	FGF2
	A/G
	0.328
	0.8496
	A
	-0.997
	0.3189
	0.7027

	3
	rs167428
	FGF2
	C/T
	0.257
	0.2652
	C
	-0.261
	0.7937
	0.7088

	4
	rs1960669
	FGF2
	A/C
	0.110
	1.0000
	A
	0.762
	0.4461
	0.7088

	5
	rs2034461
	FGF2
	A/G
	0.182
	0.1991
	A
	0.498
	0.6188
	0.7088

	6
	rs308379
	FGF2
	A/T
	0.379
	0.2249
	A
	-0.699
	0.4846
	0.7088

	7
	rs308382
	FGF2
	C/T
	0.140
	0.3093
	C
	-1.606
	0.1083
	0.7027

	8
	rs308388
	FGF2
	A/G
	0.316
	1.0000
	A
	-0.921
	0.3568
	0.7088

	9
	rs308417
	FGF2
	C/A
	0.063
	1.0000
	A
	0.000
	1.0000
	0.7576

	10
	rs308434
	FGF2
	T/C
	0.079
	0.6001
	C
	0.143
	0.8861
	0.7384

	11
	rs308441
	FGF2
	T/C
	0.162
	0.7664
	C
	-0.313
	0.7546
	0.7088

	12
	rs3804158
	FGF2
	G/A
	0.373
	1.0000
	A
	1.011
	0.3120
	0.7027

	13
	rs7694627
	FGF2
	C/T
	0.134
	0.1989
	C
	-1.780
	0.0750
	0.7027

	14
	rs10958700
	FGFR1
	G/T
	0.193
	0.4354
	G
	0.560
	0.5754
	0.7088

	15
	rs2288696
	FGFR1
	A/G
	0.197
	0.4442
	A
	-0.682
	0.4953
	0.7088

	16
	rs2411256
	FGFR1
	A/G
	0.191
	0.4354
	A
	0.339
	0.7346
	0.7088

	17
	rs2956724
	FGFR1
	A/C
	0.093
	1.0000
	A
	2.210
	0.0271
	0.5183

	18
	rs4733946
	FGFR1
	T/G
	0.088
	0.5292
	G
	-0.764
	0.4446
	0.7088

	19
	rs6474354
	FGFR1
	T/C
	0.248
	0.8141
	C
	-0.828
	0.4079
	0.7088

	20
	rs6987534
	FGFR1
	C/G
	0.433
	0.6082
	C
	0.967
	0.3333
	0.7027

	21
	rs6996321
	FGFR1
	A/G
	0.410
	0.3135
	A
	0.458
	0.6469
	0.7088

	22
	rs7012413
	FGFR1
	T/C
	0.298
	0.3160
	C
	0.336
	0.7366
	0.7088

	23
	rs17175708
	FGFR1
	T/C
	0.393
	0.3058
	C
	-0.330
	0.7416
	0.7088

	24
	rs11200012
	FGFR2
	A/T
	0.216
	0.6199
	A
	0.261
	0.7939
	0.7088

	25
	rs1219643
	FGFR2
	A/C
	0.211
	0.1533
	A
	0.533
	0.5943
	0.7088

	26
	rs1219648
	FGFR2
	G/A
	0.374
	0.1152
	A
	-0.262
	0.7933
	0.7088

	27
	rs1649200
	FGFR2
	G/A
	0.195
	1.0000
	A
	-0.538
	0.5909
	0.7088

	28
	rs17542768
	FGFR2
	G/A
	0.143
	1.0000
	A
	-0.036
	0.9715
	0.7473

	29
	rs1863741
	FGFR2
	G/C
	0.351
	0.1979
	C
	1.282
	0.1999
	0.7027

	30
	rs2071616
	FGFR2
	T/C
	0.318
	0.3567
	C
	0.874
	0.3824
	0.7088

	31
	rs2912759
	FGFR2
	T/C
	0.277
	0.8398
	C
	-0.542
	0.5878
	0.7088

	32
	rs2912770
	FGFR2
	G/T
	0.244
	0.4006
	G
	0.414
	0.6787
	0.7088

	33
	rs2981452
	FGFR2
	C/G
	0.177
	0.3559
	C
	-0.709
	0.4784
	0.7088

	34
	rs2912796
	FGFR2
	T/A
	0.175
	0.1788
	A
	0.663
	0.5076
	0.7088

	35
	rs2981427
	FGFR2
	T/C
	0.465
	0.2442
	C
	-1.832
	0.0670
	0.7027

	36
	rs2981428
	FGFR2
	T/G
	0.389
	0.4751
	G
	1.281
	0.2002
	0.7027

	37
	rs3135715
	FGFR2
	G/T
	0.154
	0.1989
	G
	0.271
	0.7861
	0.7088

	38
	rs3135761
	FGFR2
	A/G
	0.227
	0.1032
	A
	1.111
	0.2667
	0.7027

	39
	rs3135763
	FGFR2
	A/C
	0.158
	0.1264
	A
	-1.069
	0.2850
	0.7027

	40
	rs3135766
	FGFR2
	G/A
	0.430
	0.6150
	A
	-0.187
	0.8519
	0.7375

	41
	rs3750817
	FGFR2
	T/C
	0.430
	0.4051
	C
	-0.960
	0.3373
	0.7027

	42
	rs4752566
	FGFR2
	T/G
	0.487
	0.6202
	G
	-0.158
	0.8748
	0.7384

	43
	rs1047100
	FGFR2
	T/C
	0.243
	0.3918
	C
	-0.182
	0.8555
	0.7375

	44
	rs1047111
	FGFR2
	C/T
	0.145
	0.3073
	C
	0.074
	0.9409
	0.7453

	45
	rs743682
	FGFR3
	A/G
	0.059
	0.2451
	A
	0.316
	0.7518
	0.7088

	46
	rs2301293
	FGFR3
	T/C
	0.142
	0.0989
	C
	0.364
	0.7161
	0.7088

	47
	rs2234909
	FGFR3
	C/T
	0.173
	0.3875
	C
	-0.337
	0.7360
	0.7088

	48
	rs2305184
	FGFR3
	G/C
	0.174
	0.3896
	C
	0.409
	0.6826
	0.7088

	49
	rs3135859
	FGFR3
	T/G
	0.214
	0.8193
	G
	1.061
	0.2885
	0.7027

	50
	rs3135890
	FGFR3
	T/C
	0.117
	0.6822
	C
	1.212
	0.2255
	0.7027

	51
	rs376618
	FGFR4
	C/T
	0.252
	0.8399
	C
	-0.088
	0.9296
	0.7453

	52
	rs422421
	FGFR4
	T/C
	0.200
	0.4680
	C
	0.813
	0.4159
	0.7088

	53
	rs1966265
	FGFR4
	A/G
	0.262
	0.2488
	A
	0.300
	0.7645
	0.7088

	54
	rs351855
	FGFR4
	A/G
	0.262
	0.5204
	A
	0.058
	0.9540
	0.7453

	55
	rs42409
	FGFR4
	C/T
	0.319
	0.4636
	C
	-0.325
	0.7449
	0.7088

	56
	rs446382
	FGFR4
	T/G
	0.270
	0.5439
	G
	1.095
	0.2737
	0.7027

	57
	rs452885
	FGFR4
	C/T
	0.249
	0.6829
	C
	-0.088
	0.9301
	0.7453

	58
	rs159762
	SPRY1
	A/G
	0.089
	0.6010
	A
	1.239
	0.2154
	0.7027

	59
	rs300572
	SPRY1
	A/G
	0.298
	0.4248
	A
	-1.539
	0.1239
	0.7027

	60
	rs300574
	SPRY1
	T/C
	0.289
	0.4150
	C
	0.964
	0.3352
	0.7027

	61
	rs300573
	SPRY1
	C/A
	0.311
	0.3366
	A
	1.340
	0.1802
	0.7027

	62
	rs641018
	FIBP
	C/G
	0.194
	1.0000
	C
	1.169
	0.2424
	0.7027

	63
	rs694994
	FIBP
	C/T
	0.202
	1.0000
	C
	1.460
	0.1444
	0.7027

	64
	rs1042510
	FGFBP1
	A/G
	0.323
	0.3366
	A
	-0.364
	0.7158
	0.7088

	65
	rs2245964
	FGFBP1
	C/G
	0.138
	0.7442
	C
	-2.156
	0.0311
	0.5183

	66
	rs16892645
	FGFBP1
	T/C
	0.096
	1.0000
	C
	2.817
	0.0049
	0.2450


SNP – single nucleotide polymorphism, MAF – minor allele frequency, HWE – level of statistical significance from Hardy-Weinberg equilibrium chi2 test (in parents only), allele effect – allele for which Z-statistic was calculated in family-based association test (FBAT), Z-statistic – the magnitude and direction of allelic association with hypertension (positive value indicates the increased risk of hypertension associated with the allele), P-value – level of statistical significance from FBAT, q-value – measure of false positive discovery rate 

Supplementary Figure 1. Linkage disequilibrium between rs16892645 and all HapMap (CEU population) as well as 1000 Genomes Project SNPs located within 500,000 bps from rs16892645.  rs16892645 is shown as a large orange diamond. Other SNPs are shown as pale orange or pink diamonds. The locations of known genes in the region are shown in green and the recombination hotspots are represented as blue peaks. The horizontal dashed line indicates the threshold for statistical similarity (r2≥0.8).
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