
Renin Gene Polymorphism: Its Relationship to Hypertension,
Renin Levels and Vascular Responses

Bei Sun1,*, Jonathan S. Williams1,*, Luminita Pojoga1, Bindu Chamarthi1, Jessica Lasky-
Su2, Benjamin A. Raby2, Paul N. Hopkins3, Xavier Jeunemaitre4, Nancy J. Brown5, Claudio
Ferri6, and Gordon H. Williams1

1Division of Endocrinology, Diabetes, and Hypertension, Brigham and Women’s Hospital and
Harvard Medical School, Boston, MA
2Channing Laboratory, Brigham and Women’s Hospital, Boston, MA
3Cardiovascular Genetics Research, Department of Internal Medicine, University of Utah School
of Medicine, Salt Lake City, UT
4Centre d’Investigation Clinique, Hopital Broussais and INSERM U36 College de France, Paris,
France
5Vanderbilt University Medical Center, Nashville, TN
6Department of Internal Medicine and Public Health, University of L’Aquila, L’Aquila, Italy

Abstract
The renin gene has been previously reported to be associated with essential hypertension in a
variety of ethnic groups. However, no studies have systematically evaluated the relationship
between single nucleotide polymorphisms (SNPs) representing coverage of the entire renin gene
and hypertension risk. To evaluate the association between renin gene variation and hypertension
we investigated data on HyperPath cohort with 570 hypertensive and 222 normotensive Caucasian
subjects. Six tagging SNPs and resultant haplotypes were tested for associations with hypertension
risk, followed by mean arterial pressure (MAP), plasma renin activity (PRA) and the change in
MAP in response to angiotensin II infusion (AngII ΔMAP). The A allele of SNP rs6693954 and
the haplotype containing rs6696954A were significantly associated with higher risk for
hypertension (OR=1.98, P=0.0001; OR=1.63 P=0.0005, respectively). The same haplotype block
was also associated with altered PRA levels and blunted AngII ΔMAP (global P value=0.02,
0.047, respectively). Our results confirm that polymorphisms in the REN are associated with
increased risk for hypertension in an independent cohort, and that the underlying mechanism may
reside in the interaction of renin activity and vascular responsiveness to angiotensin II.
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Introduction
As the first and rate-limiting enzyme of the renin-angiotensin system (RAS), renin plays an
important role in the regulation of sodium homeostasis and blood pressure (BP). Alterations
in renin activity have been associated with hypertension, salt-sensitivity of blood pressure
and responsiveness to anti-hypertensive treatments1–3. Therefore, the renin gene (REN) is a
rational candidate for unraveling the genetic basis of essential hypertension (EH).

REN maps to chromosome 1q32, spans 12.5kb in length and encodes 10 exons. Individual
REN polymorphisms have been associated with BP 4,5, plasma renin activity (PRA) 6, and
susceptibility to hypertension7–9 in a variety of ethnic groups, although often with
inconsistent results 10,11. The inconsistency may in part be related to genetic heterogeneity
across populations and studying different genetic variants by different groups, or more
likely, failure to control environmental factors, such as dietary salt intake and body posture
that have great impact on BP and PRA levels.

Therefore, to confirm the previous findings and further assess the contribution of REN
genetic variants to hypertension, we have performed high-density genotyping with a tagging
SNP approach, using the most recent single nucleotide polymorphisms (SNP) data available
from the Haplotype Mapping Project (HapMap) to assess the association between individual
SNPs and haplotypes of REN and hypertension risk in the Hypertension Pathotype
(HyperPATH) cohort. Our study may help to explain previous inconsistencies by using
SNPs representing coverage of the entire REN gene. Unlike general epidemiologic
approaches, the HyperPath cohort 12–15 provides the unique opportunity to evaluate complex
heritable disease such as hypertension due to its rigorous control of several known
influencing conditions including dietary salt intake, body posture, hypertensive medication
and evaluation in a controlled setting (Clinical Research Center). This enhances signal to
noise ratios through cleaner phenotyping, reducing variability and increasing power while
simultaneously providing a physiologic basis for associations.

The observed new associations between REN haplotypes and PRA level, BP and vascular
response to exogenous AngII infusion provide useful mechanistic understanding involving
gene function and risk. These data would be a critical first step in determining the utility of
genetic markers of REN in a personalized medicine approach focused on prevention and/or
treatment.

Methods
Objectives

To better understand the association between renin gene (REN) variation and hypertension,
REN genotypes and haplotypes were first tested for association with hypertension risk and
then for characteristic intermediate phenotypes following a strictly controlled protocol.

Participants and Protocol
For this study, data on 570 hypertensive and 222 normotensive white subjects in the
HyperPATH cohort were used. The HyperPATH Cohort is an on-going multi-site
international efforts aiming at investigating pathophysiological and genetic mechanisms
underlying hypertension and cardiovascular diseases. The HyperPATH protocol is designed
to minimize the known confounders of PRA (dietary sodium intake, body posture, diurnal
variations and medications). Study participants were placed on a controlled high salt diet
with sodium content of 200mmol/day approximating the average of Westernized diets.
Details of this cohort have been previously described.12–15
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Subjects were studied on the General Clinical Research Centers (GCRCs) of the Brigham
and Women’s Hospital in Boston Massachusetts, USA (n=292), the University of Utah
Medical Center in Salt Lake City, Utah, USA (n=254), Vanderbilt University in Nashville,
Tennessee, USA (n=41), Hospital Broussais in Paris, France (n=105) and University La
Sapienza in Rome, Italy (n=100). Of the 792 total subjects, there were 486 singletons, 254
from two-sibling families and 48 from three-sibling families. As per the original study
design, hypertension was defined as a seated diastolic blood pressure ≥100 mmHg off
antihypertensive medication, ≥90mmHg while taking at least one antihypertensive
medication, or treatment with at least two antihypertensive medications. Eligibility was
determined while on an ad lib diet. Hypertensive subjects requiring at least 4 medications
were excluded. Normotensives were defined by three repeated blood pressure readings
averaging less than 135/75mmHg and no first-degree relative diagnosed with hypertension
before 60 years of age.

All subjects completed a screening visit consisting of a physical examination, a medical
history, and laboratory assessment. Subjects with a history of diabetes mellitus, any form of
secondary hypertension, overt renal insufficiency (serum creatinine >1.5mg/dL), or any
significant medical or psychiatric illnesses were excluded. Subjects with severe obesity
(body mass index>34kg/m2), current tobacco or illicit drug use, or alcohol intake >12oz per
week were also excluded. Normal laboratory values for electrolytes, thyroid and liver
function tests were required. Electrocardiographic evidence of heart block, ischemia, or
previous coronary events led to exclusion. Subjects had to be between 18–65 years of age
and race was self-defined. To minimize the interference of medication with our assessment
of RAS activity, all angiotensin converting enzyme inhibitors (ACEi), angiotensin receptor
blockers (ARB) or mineralocorticoid receptor antagonists were discontinued 3 months
before the study. If needed, subjects were placed on amlodipine or hydrochlorothiazide to
control BP. All antihypertensive medications were discontinued 3–4 weeks prior to
hormonal and vascular assessment.

Subjects completed a 7-day caffeine and alcohol free isocaloric high salt diet (200mmol/day
sodium, 100mmol/day potassium, 20mmol/day calcium). On the final day of high salt diet,
subjects were admitted to the General Clinical Research Center where they remained fasting
and supine overnight. Attainment of “high salt” balance was confirmed by measurement of
sodium and creatinine excretion in a 24-hour urine collection and defined as ≥ 150 mmol/
day sodium. All subjects had PRA measured from the baseline morning (8:00AM to
10:00AM) supine blood obtained on the first day of study using the Diasorin assay
(Stillwater, MN). All blood samples were collected on ice and centrifuged immediately for
20 min and plasma separated and frozen without preservatives until the time of assay16.
Brigham and Women’s Hospital served as the central laboratory for all lab processing. The
detectable range of the assay is 0–50ng/mL/hr. The lowest detectable dose is 0.1ng/mL/hr.
The intra-assay variation was 4.6–10% and the inter-assay variation was 5.6–7.6%. Mean
arterial pressure (MAP) was measured supine at baseline and then again after an intravenous
infusion of angiotensin II (AngII) (3ng/kg/min for 60 minutes) in order to assess the level of
RAS responsiveness in the peripheral vasculature, ie. MAP (Dinamap; Critikon, Tampa,
FL). Value was consisted of a mean of three consecutive readings at 2 min intervals. The
protocols are standardized across all 5 study sites.

Ethics Statement
The Institutional Review Boards of Brigham and Women’s Hospital (Boston, MA),
Vanderbilt University Medical Center (Nashville, TN), University of Utah Medical Center
(Salt Lake City, UT), Hospital Broussais (Paris, France) and University La Sapienza (Rome,
Italy) reviewed and approved the study protocol. Written informed consent was obtained
from all participants at all sites prior to enrollment.
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Tag SNP Selection and Genotyping
REN tagging SNPs were selected from HapMap CEU population (Phase II, November
2008) using the chromosomal coordinates, chr1:202,390,571–202,402,088 and including
two 5 kb flanking regions (Figure 1A). Ten SNPs captured 100% of the variation in this
region with a minor allele frequency >0.1 at an r2>0.9. Genotyping was performed using the
Illumina Bead Station GoldenGate platform (Illumina Inc, San Diego, CA).

Phenotypes
The phenotypes analyzed included the primary outcome of risk for hypertension followed by
a mechanistic analysis of MAP, PRA and the change of MAP in response to AngII infusion
(AngII ΔMAP) within the hypertensive population.

Statistical Analysis
Hardy-Weinberg equilibrium (HWE) was assessed for each SNP using χ2 test. The D′ and
r2 measures of linkage disequilibrium (LD) were calculated using Haploview 4.1 17.

All tests for single SNP associations were performed using SAS version 9.1 (SAS Institute,
Cary, NC). A generalized-estimating-equation (GEE) logistic model with an exchangeable
covariance matrix was used for binary data analyses; and a mixed effect linear regression
model was used for all the continuous data analyses. All analyses were adjusted for age,
gender, BMI, study site and familial relatedness, as some siblings were present in the study
population. Logarithmic transformations were performed for PRA concentrations to
normalize the distribution of data. An additive model was used to test associations between
genotype and the outcome phenotype. Bonferroni correction was applied to account for
multiple comparisons with a final significance level set at 0.05 divided by the number of
independent SNP comparisons. Of the initial 10 SNPs genotyped, a total of 6 unique SNPs
were identified in the study population based on LD plots (see Results). Thus, the final p-
value for statistical significance was set at 0.05/6 or 0.008. Using a significance level of
0.008, a power of 80% and a disease allele frequency of 0.30–0.60, the minimum odds ratio
for hypertension that we can detect in our model is 1.36–1.42.

Haplotypes were constructed and analyzed using Plink 1.06
(http://pngu.mgh.harvard.edu/purcell/plink/) 18. Plink estimates haplotype frequencies via
the expectation-maximization (EM) algorithm, computing global and haplotype-specific
score statistics for tests of association between a trait and haplotype weighted by their
posterior possibility. Considering that 40% of the subjects were related as siblings, we
compared the haplotype analyses with all subjects combined and then again separately with
only one subject per family. Results were similar, thus we reported based on the output from
all subjects. In the haplotype analyses, we only included haplotypes with represented
frequencies of greater than or equal to 5%. Haplotype-specific odds ratios (OR) or
regression coefficients were estimated using a logistic or a linear regression model adjusted
for age, gender, and BMI, contrasting against all other haplotypes.

Results
General characteristics of the study population are shown in Table 1. Consistent with
previous reports, hypertensive subjects were older and had characteristic differences in their
biochemical and hemodynamic profiles compared to normotensives.

REN SNP and Haplotype Report
Among the 10 SNPs that were genotyped, 2 SNPs were in the 5′ flanking region, 1 in the
coding region, and 7 intronic (Figure 1A). The average genotyping success rate was >95%
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for all SNPs. In the normotensive control group, minor allele frequencies are shown in Table
2. All SNPs were in HWE. One SNP, rs16853062, was monomorphic and thus excluded
from the analysis.

Of the remaining 9 SNPs, the LD map construct from this cohort reflected the LD pattern
from HapMap, and revealed that 3 SNP pairs (rs6681776| rs11571078, rs11240688|
rs6676670, and rs5705| rs3795575) were in strong LD (r2 >0.85). Thus, only 1 SNP from
each pair was used for analysis (N=3). This left 3 additional independent SNPs from the
original 10 genotyped. We limited our association analyses to these 6 haplotype tagging
SNPs (htSNPs), which captured 100% of the common REN variation in this population with
a mean r2 of 0.977. Two haplotype blocks were observed using these htSNPs. A multilocus
r2 of 0.90 between two blocks showed strong LD between the blocks and minimal
recombination (Figure 1B).

Single SNP Associations with Hypertension Risk
We first tested the association between the 6 individual SNPs with hypertension status
(Table 3). Significant allelic associations with risk for hypertension were seen in 4 SNPs,
with the strongest associations observed with rs6693954 and rs5705. The major allele A of
either SNP demonstrated higher risk for hypertension (OR=1.98; 95% CI 1.40, 2.80;
P=0.0001 for rs6693954 and OR=2.04; 95% CI 1.29, 3.21; P=0.002 for rs5705).

Haplotype Variation in Relation to Hypertension Risk
Haplotype analysis was performed using 5 informative htSNPs necessary to build the
haplotype. The SNP rs1464816 was not included in the haplotype analysis since it neither
inferred any significance nor belonged to any haplotype block. There were 5 common
haplotypes with frequencies >5% accounting for 94% of all haplotypes in this population.

We estimated haplotype frequencies first in LD block 1 and LD block 2, and then in block 1
and 2 combined. Significant associations with hypertensive status were observed in all 3
constructs (Table 4). In the overall analysis, haplotype H1A|H2A combination demonstrated
the greatest risk for hypertension, accounting for 33% of alleles in the study population. This
was in agreement with single SNP analysis, as the common allele tended to have an
increased risk for hypertension compared with the minor allele. The most significant effect
was noted in LD block 2, with the most common haplotype, H2A (ACG), resulting in a
1.63-fold odds for hypertension (P=0.0005). In LD block 1, haplotype H1A (AA) also
demonstrated an increased risk for hypertension (OR=1.31; P=0.046). These 2 haplotypes
(AA and ACG) correlated and appeared to cosegregate as shown in the combined block 1
and 2 analysis, and thus, the observed individual bock associations do not appear to be
independent. Interestingly, a single allele change at rs6693954 as noted in haplotype H2D,
resulted in a decreased risk for hypertension (OR=0.56; P=0.005). Likewise, H1C (CG) was
associated with decreased risk for hypertension.

Analysis of Intermediate Phenotypes
In order to understand the possible mechanisms underlying the associated increased risk for
hypertension, we limited our analysis to only the hypertensive group using LD block 1 and
2. Associations were tested between haplotypes and blood pressure characteristics (baseline
MAP and AngII ΔMAP) and PRA levels (Table 5). Despite a reduction in statistical power
from a smaller sample size, we nonetheless observed significant associations. LD block 2
was significantly associated with PRA level and AngII ΔMAP with global P values both at
0.02. LD block1 was also significantly associated with baseline MAP and AngII ΔMAP
(global P value=0.01 and 0.04, respectively). At the individual haplotype level, MAP for
haplotype H2D (rs6693954T|rs6676670C|rs11571078G) was 3.59 mmHg higher than for all
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other haplotypes (P=0.04). Although there was no statistical difference of MAP among the 4
haplotypes in block 2 as a whole (global P value=0.07), the adjacent block 1 exhibited a
stronger signal. It has been suggested that the heightened RAS activity at the tissue level
(i.e. kidney, peripheral vasculature) may contribute directly to the development of
hypertension, and that this dysregulation may present as a blunted BP response to
exogenously infused AngII12,19–21. As expected, the haplotype H2D (rs6693954T|
rs6676670C|rs11571078G) that showed relatively higher MAP also displayed 3.46mmHg
lower BP response to AngII infusion compared with all others (P=0.01). As shown in Figure
2B, the haplotype H1C(rs5705C|rs10900555G) in the block 1 and H2D(rs6693954T|
rs6676670C|rs11571078G) in the block 2 are co-transmitted, this was reflected with a
similar associated heightened MAP and blunted AngII ΔMAP observed with H1C(rs5705C|
rs10900555G).

Moreover, it is hypothesized that altered REN gene function and expression might change
the PRA level, further lead to elevated BP. In our study, the PRA level for the hypertension
risk haplotype H2A were 0.16 ng/mL/h higher than other haplotypes (P=0.03). However,
Haplotype H2C was associated with lower PRA (−0.29 ng/mL/h, P=0.006).

Discussion
This study used a comprehensive htSNP set capturing all known variants of REN in
HapMap in order to redefine the association between REN gene and hypertension. In this
strictly salt-controlled, medication-washout study population, we found multiple REN
htSNPs significantly associated with risk for hypertension. Haplotype analyses provided
consistent evidence that haplotype H1A|H2A (AA-ACG) is a risk locus for hypertension and
that this relationship is mainly explained by haplotype H2A (ACG).

In the single SNP analysis, the strongest association with hypertension was seen with
rs6693954, which is in high LD with rs2368564 (r2=0.96) located in intron 9. The latter has
been previously recognized as a REN MboI restriction fragment length polymorphism
(RFLP) and found to be associated with risk for EH in a range of ethnic groups7,8. Thus, the
replication of the findings previously reported in other populations suggests that the
observed association is unlikely to be spurious. It is uncertain why one study failed to detect
a significant association between rs2368564 and hypertension10. This lack of association
could result from genetic heterogeneity across populations, small sample sizes, or failure to
control environmental factors. Lending further support to our findings, rs2368564 has
recently been shown to be associated with a reduced risk of edema caused by peroxisome
proliferator activated receptor agonist 22, with the proposed mechanism being modification
of the levels of REN expression.

Our haplotype results are consistent with the findings from the single SNP analyses and
suggest the most frequent haplotype H1A|H2A is a susceptibility locus for hypertension.
This association is primarily driven by the haplotype H2A in LD block 2 that contains the
allele A of rs6693954. Interestingly, a one allele difference at this SNP locus, as observed in
haplotype H2D, results in a decreased risk for hypertension, underscoring the important role
of rs6693954 in EH. LD block 2 is located in intron 1 in which it is highly conserved across
species and contains important regulatory elements 23–25. Thus, it is possible that this region
is important in identifying a regulatory element that influences REN expression and altered
risk for hypertension.

Our haplotype results suggested that two primary haplotypes were associated with
hypertension risk; H2A predisposes higher risk and H2D is protective. Within hypertensives,
we also observed an association between haplotype H2A and higher PRA level. Few recent
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randomized clinical trials have shown that BP-lowering response to high-dose antirenin
(aliskiren) monotherapy were greatest in those with the highest baseline PRA level3,26.
Therefore, people who carry haplotype H2A, or more specifically those who are
rs6693954A carriers, could potentially exhibit preferential response to Aliskiren relative to
the other haplotypes. It is well recognized that circulating RAS plays a crucial role in
regulating arterial pressure and sodium homeostasis. However, recent studies also provided
the notion that RAS activities at tissue level, particularly in the kidney and peripheral
vasculature, are associated with the development of hypertension and the increased
susceptibility of nephropathy among diabetics, although these may be considered
speculative12,19–21,27. Moreover, responsiveness to exogenous AngII infusion can provide
more sensitive information regarding target organ sensitivity, and the insensitivity state is
reversible by using ACEi. In our study, the observed blunted response of haplotype H2D
suggested that REN could be involved in the vascular RAS sensitivity, and people who carry
this haplotype might more likely benefit from ACEi by downregulating the heighted tissue
RAS.

The present study provides additional evidence linking REN and hypertension. However,
since this study was designed to sample representative regions of the whole gene, fine
mapping would be required to locate possible causal variants. It is important to interpret
findings in genetic associations within the context of the study population and environment.
Although we adjusted study site as a confounding factor in our analyses and did not observe
significant differences in genotype distributions in the renin gene among the study sites;
population heterogeneity across different study centers still could be a concern to take into
consideration, and merits replication in similar populations as well as mechanistic or causal
confirmation.

Our study confirms the association between risk for hypertension and variants in the REN.
Furthermore the above results provide clues to the possible mechanistic underpinnings
resulting in the hypertension, including altered REN expression and/or vascular reactivity.
This underscores the importance and advantage of paying attention to known confounders in
deciphering the genetic underpinnings of complex diseases such as hypertension. This
knowledge may assist in identifying individuals at specific risk for developing hypertension
while also supporting possible gene-oriented targeted therapy, i.e., a personalized medicine
approach. Future studies should explore whether these relatively common variants may
respond preferentially to pharmacologic manipulation of the RAS.
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Figure.
(A) Scheme of REN genomic structure and htSNPs included in the study. Exons are shown
in blue boxes. (B) Haploview LD plot constructed using r2 statistic.
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Table 1

Characteristics of study subjects.

Variable Hypertensives Normotensives P value

Number 567 222

Age, y 48±9 40±11 <.0001

BMI, kg/m2 27.9±3.9 25.4±3.8 <.0001

Gender, female % 222 (39%) 111(50%) 0.006

MAP, mmHg 108.7±14.0 80.5±8.2 <.0001

PRA, ng/mL/h 0.6±0.7 0.5±0.4 <.0001

AngII ΔMAP* 9.2±10.1 8.8±6.2 <.0001

*
AngII ΔMAP = increase in mean arterial pressure in response to angiotensin II infusion (3ng/kg/min × 60 mins.). Data presented as the mean ±

standard deviation.
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Table 2

REN gene single nucleotide polymorphisms.

SNP Alleles * Gene position MAF(HTs/NTs)† HWE P(HTs/NTs)‡

rs16853062 T/A 5′ 0/0.003 NS/0.97

rs6681776 G/A 5′ 0.12/0.16 0.96/0.53

rs11240688 G/A intron 1 0.21/0.22 0.17/0.93

rs11571078 G/A intron 1 0.12/0.17 0.73/0.75

rs6676670 C/A intron 1 0.21/0.22 0.08/0.81

rs6693954 A/T intron 1 0.21/0.32 0.37/0.47

rs10900555 A/G intron 1 0.34/0.40 0.85/0.15

rs5705 A/C exon 2 0.10/0.16 0.23/0.58

rs1464816 C/A intron 4 0.34/0.33 0.03/0.47

rs3795575 G/A intron 8 0.09/0.16 0.71/0.22

*
indicates major/minor allele;

†
Minor allele frequencies of SNPs in hypertensives and normotensives;

‡
P values for Hardy-Weinberg equilibrium testing in hypertensives and normotensives.
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Table 4

Haplotype analyses with risk for hypertension.

Haplotype HT% NT% OR P value*

Block 1: rs5705|rs10900555 0.01

H1A: AA 65.8 59.3 1.31 0.046

H1B: AG 25.0 25.1 0.99 0.98

H1C: CG 9.2 15.6 0.55 0.002

Block 2: rs6693954|rs6676670|rs11571078 0.001

H2A: ACG 58.8 47.5 1.63 0.0005

H2B: AAG 20.3 21.2 0.95 0.75

H2C: TCA 12.1 16.7 0.69 0.05

H2D: TCG 8.7 14.5 0.56 0.005

Overall: rs5705|rs10900555|rs6693954|rs6676670|rs11571078 0.001

H1A|H2A: AA-ACG 33.9 31.6 1.55 0.001

H1B|H2B: AG-AAG 20.6 22.3 0.93 0.68

H1A|H2C: AA-TCA 11.8 15.3 0.72 0.08

H1C|H2D: CG-TCG 9.1 15.4 0.57 0.005

H1B|H2A: AG-ACG 4.0 2.6 1.61 0.25

*
Bolded P-values in the first rows represent the global P-value; other P-values respresent haplotype-specific P-values for each versus all others in

the block.

J Renin Angiotensin Aldosterone Syst. Author manuscript; available in PMC 2012 September 17.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Sun et al. Page 15

Table 5

Associations of REN LD blocks and quantitative traits.

Haplotype MAP mmHg (P value) PRA ng/mL/h (P value) AngII ΔMAP mmHg (P value)

Block 1: rs5705|rs10900555

Global P value 0.01 0.46 0.04

 H1A: AA −2.97(0.005) −0.01(0.88) 0.63(0.47)

 H1B: AG 2.08(0.08) −0.05(0.54) 0.92(0.35)

 H1C: CG 3.24(0.06) 0.11(0.39) −3.16(0.02)

Block 2: rs6693954|rs6676670|rs11571078

Global P value 0.08 0.02 0.02

 H2A: ACG −1.23 (0.24) 0.16 (0.03) 0.44 (0.59)

 H2B: AAG 1.36 (0.29) −0.08 (0.38) 1.92 (0.06)

 H2C: TCA −1.92 (0.19) −0.29 (0.006) −0.83 (0.46)

 H2D: TCG 3.59 (0.04) 0.13 (0.34) −3.46 (0.01)

Significant associations with MAP, PRA and MAP response to AngII infusion estimated by linear regression model with adjustment for covariates
of age, gender, BMI and study site. Global P values are obtained by omnibus tests jointly estimating all haplotype effects. Values in the cell
represent the effect size for each haplotype and the haplotype-specific P values when comparing against all others in the block.
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