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Two Loci Affect Angiotensin I–Converting Enzyme
Activity in Baboons

Candace M. Kammerer, David L. Rainwater, Jennifer L. Schneider, Laura A. Cox, Michael C. Mahaney,
Jeffrey Rogers, Jane F. VandeBerg

Abstract—Serum LDL cholesterol (LDLC) concentrations and ACE activities are risk factors for the development of
cardiovascular disease (CVD). However, the relationship between ACE and CVD susceptibility, and possible
mechanisms of action, is controversial. With data on 622 pedigreed baboons, we used statistical genetic methods to
determine the mode of inheritance of ACE activities and its relationship to LDLC on different diets. ACE activity was
moderately heritable, and quantitative trait linkage analyses detected a quantitative trait locus (QTL) for ACE activity
on the baboon homolog of human chromosome 17 (near the ACE structural locus, maximum multipoint lod�7.5,
genomic P�0.000003). Bivariate analyses revealed that ACE activity was genetically correlated (�G) with LDLC
response (LDLCRC) to a high-cholesterol diet (�G�0.30�0.13, P�0.01) but not to LDLC on a basal diet
(�G�0.08�0.13). Bivariate genetic analyses indicated that a previously detected QTL for LDLCRC had significant
(P�0.025) pleiotropic effects on ACE activity levels and accounted for the genetic correlation. Therefore, we have
detected 2 putative loci that affect ACE activity in baboons, one of which also affects LDLC dietary response. The
existence of at least 2 genes that affect ACE activity, one of which is diet-responsive, may help explain the lack of
consistency among studies of the relationship between ACE and CVD. (Hypertension. 2003;41[part 2]:854-859.)
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Hypertension and serum concentrations of LDL choles-
terol (LDLC) are well-known heritable risk factors for

cardiovascular disease (CVD). Numerous studies have dem-
onstrated the central role of the renin angiotensinogen system
(RAS) on blood pressure regulation and the development of
hypertension. Epidemiological studies have shown that hy-
pertension and hypercholesterolemia often occur within the
same individual. Furthermore, pharmacologic inhibition of
ACE, a critical RAS enzyme that cleaves the inactive angio-
tensin (Ang) I to form active Ang II (a potent vasoconstric-
tor), has beneficial effects in patients with hypertension and
ischemic heart disease. Recently, researchers have reported
that the magnitude of blood pressure response to infusion
with Ang II is heritable1 and positively correlated with serum
cholesterol concentrations in both normotensive2 and hyper-
tensive1 individuals. These observations suggest that common
underlying pathways link the RAS and cholesterol metabo-
lism, and this ultimately may contribute to the coordinate
development of hypertension and atherosclerosis.

Serum ACE levels are moderately heritable,3 and poly-
morphisms in the ACE structural locus (referred to as ACE or
DCP1) account for 19% to 50% of the variation in serum
ACE levels.4 A common Alu repeat insertion/deletion (I/D) in
ACE has been associated with increased blood pressure or

risk of CVD in some,5,6 but not all,7,8 studies. In fact,
associations between CVD phenotypes and the ACE geno-
types varied across populations and geographic regions.9,10

Because the I/D polymorphism resides in an intron, these
inconsistent associations may imply that the functional poly-
morphism is located elsewhere within ACE or even in a
nearby gene. Alternatively, these observations may be indic-
ative of the presence of gene-by-gene or genotype-by-
environment interactions.

We are studying genes and environmental factors, and their
interactions, that influence blood pressure regulation11 and
lipoprotein metabolism12 in baboons, a primate model for
CVD. In the present study, we report the results of our
analyses of the genetic relationship between ACE activity
levels and LDLC concentrations.

Methods
Baboon Pedigrees
Data were analyzed on a total of 760 pedigreed baboons (Papio
hamadryas) comprising 10 pedigrees ranging in size from 42 to 107
animals. These second- and third-generation pedigrees consisted of
218 founders (33 sires and 185 dams) and their 542 offspring. ACE
activities, serum lipid concentrations, and genotypic data were
available on 622 of the pedigreed baboons. The 212 males and 410
females with data had a mean age of 9.7 years (SD�6.9, range; 2.2
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to 28.5) and a mean weight of 16.9 kg (SD�8.5; range, 5.2 to 45.2)
at the outset of the experiment.

All animals were bred and maintained at the Southwest Founda-
tion for Biomedical Research, a facility certified by the Association
for Assessment and Accreditation of Laboratory Animal Care
International. The experimental protocol was approved by the
Institutional Animal Care and Use Committee.

Dietary Protocol
Assays were performed using frozen serum samples that were
obtained after the baboons had fasted overnight. As previously
described,13 all baboons were subjected to the same dietary chal-
lenge, and serum samples were available on each animal on each of
3 diets: (1) basal diet, a baseline monkey diet (Wayne Teklad) that
was low in fat (�4% of calories) and cholesterol (0.03 mg/kcal); (2)
HCHF diet, a diet high in saturated fat (40% of calories from fat by
the addition of lard) and cholesterol (1.7 mg/kcal); and (3) LCHF
diet, a high fat–only diet (40% of calories from lard, 0.03 mg/kcal of
cholesterol).

Assay of ACE, LDLC, and Genotypes
ACE activity levels (U/L) were measured on a Ciba-Corning Express
Plus Analyzer using a kit purchased from Sigma Diagnostics. The
procedure is a spectrophotometric method that monitors hydrolysis
of the synthetic tripeptide substrate N-[3-(2-furyl)acryloyl]-L-
phenylalanylglycylglycine (FAPGG) at 340 nm. Calibrators and 2
levels of controls were purchased from Sigma Diagnostics and a
pooled baboon serum sample were also run on each plate of 40
samples. Samples were diluted 1:5 with saline before analyses. The
within-run and between-run coefficients of variation for this assay
were 1.4% and 4.6%, respectively. ACE activity was measured on
the LCHF diet only, because the maximum number of frozen
samples was available on that diet.

Serum cholesterol concentrations (mmol/L) were assayed enzy-
matically, and LDLC was estimated after precipitation with heparin-
Mn2�. LDLC was assayed on all diet samples, and LDLCRC was
calculated as the difference in LDLC between the HCHF and LCHF
diets (LDLCHCHF�LDLCLCHF).13

Published human primers were used to amplify 279 homologous
microsatellite loci from baboon genomic DNA samples.14,15 Approx-
imately two thirds of the genotypes and 236 of these highly
polymorphic markers were generated by researchers at Axys Phar-
maceuticals Inc and were used to develop the baboon genomic
map.14 As described in detail elsewhere,14 �1200 human primer
pairs were assayed, of which �25% detected polymorphisms in
baboons.

Statistical Analyses
We used univariate quantitative genetic analysis to assess the
residual heritability of ACE activity and the lipid traits while
simultaneously incorporating the effects of covariates such as sex,
sex-specific linear and quadratic age, and weight.13,16 All parameters
were estimated using maximum-likelihood methods. All covariates
that had an effect (P�0.10) on ACE activity or LDLC were included
in all subsequent analyses.

To determine whether any quantitative trait loci (QTLs) affected
ACE activity, we performed 2-point and multipoint variance com-
ponents linkage analyses, as previously described.17 Briefly, we
estimated the genetic variance attributable to the region around a
specific genetic marker (�2

m) by specifying the expected genetic
covariances between arbitrary relatives as a function of the identity-
by-descent relationships at a given marker locus assumed to be
tightly linked to a locus influencing the quantitative trait. We
compared the likelihood of the restricted model, in which �2

m�0 (no
linkage), with that of a model in which the variance due to the
marker is estimated, and then we calculated the log-odds (lod score)
for linkage. Because trait nonnormality can inflate lod scores, we
performed 10 000 simulations to empirically obtain an adjustment
factor with which to deflate the lod scores.

Multivariate quantitative genetic methods13,16 were used to calcu-
late genetic (�G) and environmental (�E) correlations between ACE
activity and the LDLC phenotypes and to estimate the magnitude of
pleiotropic effects of underlying genes on both traits. A large genetic
correlation between traits implies that the same gene or genes
influence variation in both traits. In addition, to determine whether
the previously detected major gene/QTL for LDLCRC concentra-
tion13,15 had an effect on ACE activity, we performed a 1-locus,
bivariate segregation analysis.13,18 In brief, this model (unrestricted)
considers the effect of the QTL for LDLCRC on both LDLCRC

concentrations and ACE activities simultaneously. We compared the
likelihood of a model in which genotypic means associated with the
3 LDLCRC genotypes were estimated for both traits to a model in
which genotypic means were estimated for LDLCRC levels and a
single mean estimated for ACE activity (restricted). Major gene/QTL
pleiotropy is indicated if the likelihood of the restricted model is less
than the likelihood of the unrestricted model. Using this framework,
we also tested for the presence of residual genetic and environmental
correlations, by comparing models in which �G and �E are estimated
or fixed at 0.13,18

Results
Heritability and Linkage Analyses
Mean ACE activity for all animals was 182.0�55.4 U/L and
ranged between 35 to 375 U/L. Univariate quantitative
genetic analyses revealed that ACE activity levels were
moderately heritable, h2�0.47�0.09. In addition, females
had significantly lower activities than did males (regression
coefficient for sex [�sex], �22.0�3.7), and activity de-
creased with increasing age (�age, �5.0�1.1) but increased
with increasing age2 (�age2, 0.09�0.04) (P�0.05 for all
covariates). However, there were no significant effects of
weight or age by sex interactions on ACE activity in these
baboons. These results are similar to studies of ACE levels in
humans, which also report that females have lower mean
ACE levels, ACE levels decrease with increasing age, and
correlation between parents and offspring is moderate.3

Because ACE activities were moderately heritable, we next
performed variance components linkage analyses to deter-
mine whether any QTLs affect ACE activity.

Using 2-point linkage analyses (Table 1), we obtained highly
significant evidence (lod�7.49, genomic P�0.000003) that a
QTL for ACE activity was located on baboon chromosome 16q,
which is homologous to human chromosome 17q.14 Multipoint
analysis of baboon chromosome 16 revealed that the peak
multipoint lod (�7.5) was obtained at the q-end of the chromo-
some, near locus D17S934 (Figure). In humans, the structural
locus for the ACE enzyme (ACE) is located near the end of 17q
at 61.2 Mb (http://genome.ucsc.edu). Using data on a small set
(n� 350) of pedigreed baboons, we have mapped a poly-
morphism in the ACE locus in baboons to the end of baboon 16q
within 4 centimorgans of D17S934 (lods for placement�3.3;
C.M. Kammerer, unpublished data, 2002). These results indicate
that the QTL for ACE activity in baboons may be the ACE
structural locus.

Correlation Between ACE Activities and LDLC
We next investigated whether there was any genetic or
environmental correlation between ACE activities and an-
other risk factor for CVD, LDLC concentrations, using
quantitative genetic methods. As previously reported,13

LDLC in these baboons is highly heritable on all diets (Table
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2). There were significant positive genetic correlations be-
tween ACE activity and LDLCHCHF and LDLCRC

(�G�0.26�0.12, P�0.02, and �G�0.30�0.13, P�0.01, re-
spectively), but not between ACE activities and LDLCbasal or
LDLCLCHF. The environmental correlations between ACE
activity and LDLC were not significant on any diet. These
results indicate that ACE activity is genetically correlated
with LDLC response to dietary cholesterol, but not LDLC on
the basal diet or response to dietary fat. In other words,
gene(s) that affect variation in LDLC dietary cholesterol
response have pleiotropic effects on ACE activity.

Pleiotropic Effects of LDLCRC Major Gene on
ACE Activities
Given the significant genetic correlation between ACE activ-
ity and LDLC response to dietary cholesterol, and our
previous results that a major QTL affects LDLCRC,13,15 we
investigated whether the major gene for LDLCRC had pleio-
tropic effects on ACE activity (Table 3). We evaluated the
pleiotropic effects of the LDLCRC QTL on ACE activity by
calculating the natural log (ln) likelihood of an unrestricted
model (model 1) in which the pleiotropic effects of the
LDLCRC QTL, as well as residual additive genetic pleiotropic
effects (�G) on ACE activities, were estimated. Thus, in this
unrestricted model, we estimated the allelic frequency (f[R])
and genotypic means (�RR, �Rr, �rr) corresponding to the
LDLCRC major gene on both LDLCRC and ACE activity. We
also estimated the residual heritabilities (h2) for each trait, as
well as the residual genetic (�G) and environmental (�E)
correlations. The ln-likelihood of this model was then com-
pared with a series of restricted models (models 2 through 6)
by using the ln-likelihood ratio test.

Our results (Table 3) indicate that the LDLCRC QTL has a
significant pleiotropic effect on ACE activity levels. The
model in which a single mean was estimated for ACE activity
(model 2) was significantly worse than the one in which the
mean ACE activity corresponding to each of the LDLCRC

QTL genotypes were estimated (compare models 1 and 2).
However, after including pleiotropic effects of the LDLCRC

QTL on ACE activity, allowing for a residual genetic corre-
lation was not significantly better than fixing the correlation
at 0 (compare models 1 and 3). This result implies that the
LDLCRC QTL accounts for most, if not all, of the genetic
correlation between ACE activities and LDLCRC. As addi-
tional support for this interpretation, we found that allowing
for QTL pleiotropy was significantly better than no pleiot-
ropy for 2 models in which residual genetic correlations were
not estimated (compare models 3 and 4; �2�8.97, P�0.01).
Finally, as expected from our previously reported results,
models in which the effects of the LDLCRC QTL are not
estimated for either trait are strongly rejected. Because the
QTL for ACE activities maps to baboon chromosome 16, and
the LDLC QTL maps to baboon chromosome 4, we have
evidence that at least 2 loci affect ACE activities.

Discussion
Results from epidemiologic, clinical, and genetic studies
suggest that genes and their protein products that affect blood
pressure regulation may also have effects on arteriosclerosis
and vice versa. One of the best-studied examples of such a
gene is the ACE locus, for which a common I/D poly-
morphism has been associated with serum ACE levels, as
well as development of hypertension, myocardial infarction,
and ischemic heart disease.10 Further support for the effects of
ACE on blood pressure regulation and CVD is that ACE gene
expression is increased in patients with myocardial infarction,
and ACE inhibitors have been successfully used to treat
patients with hypertension and congestive heart failure.10

However, this possible relationship between ACE activity
and development of CVD is controversial. Most recently,
Keavney and colleagues8 in a study of 11 000 unrelated

Multipoint variance components linkage analyses of ACE activi-
ties on baboon chromosome 16, which is homologous to
human chromosome 17.

TABLE 1. Highest 2-Point Lod Scores for ACE Activity for Each
Baboon (PHA) Chromosome and the Human (HSA) Homolog

PHA Chromosome HSA Homolog Lod Locus

1 1 0.45 D1S550

13 2p 0.75 D2S144

12 2q 0.28 D2S115

2 3 0.98 D3S1229

5 4 1.71 D4S1636

6 5 0.04 D5S1466

4 6 0.54 D6S1718

3 7/21 0.43 D7S559

8 8 0.78 D8S208

15 9 0.04 D9S156

9 10 0.33 D10S192

14 11 0.22 D11S1329

11 12 0.08 D12S375

17 13 0.41 D13S318

7 14/15 0.10 D14S261

20 16 0.32 D16S423

16 17 7.49* D17S934

18 18 0.00 –

19 19 0.56 D19S180

10 20/22 0.44 D22S304

*Lod�2.
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individuals found no relationship between the I/D poly-
morphism and CVD. Also, several studies in humans and
transgenic mice have found no relationship between ACE
levels and blood pressure,19 which is somewhat paradoxical
given that ACE inhibitors lower blood pressure. Smithies and
colleagues19 present results from a simulation of the RAS
pathway to show that because ACE is an intermediate
enzyme in the pathway, changes in expression of ACE may
not result in changes in blood pressure owing to compensa-
tory changes in Ang I. Although the simulation results
correspond with the transgenic mouse studies and some
studies in humans, they do not consider possible genotype-
by-environment or gene-by-gene interactions that might in-
fluence the relationship between ACE polymorphisms, ACE
levels, blood pressure, and CVD, and such interactions have
been reported in humans.4,9

In the current study, we report that serum ACE activity
in baboons is moderately heritable, as are serum ACE

levels in humans.3,4,20 Furthermore, similar to the report by
Zhu et al,4 we detected a QTL for ACE activity (lod
score�7.5) located near ACE on baboon chromosome 16,
which is homologous to human chromosome 17.14 Again,
similar to some reports in humans,4,21 this QTL accounted
for a substantial amount (approximately two thirds) of the
genetic variation in ACE activity in baboons. To determine
whether there was a relationship between ACE activity and
blood pressure, we also assayed ACE activity in a small
group of 118 four-year-old baboons. Blood pressure in
unanesthetized animals was measured as previously de-
scribed22 for the purposes of another study (H.C. McGill,
Jr, unpublished observations, 2002). After accounting for
significant sire effects, we found a significant relationship
(P�0.02) between ACE activities and mean blood pressure
in these animals (C.M. Kammerer and D.L. Rainwater,
unpublished observations, 2002). Although this study is
very small, and the results are preliminary, one reason that

TABLE 2. Heritabilities (h2) of All Traits and Genetic (�G) and Environmental (�E)
Correlations Between ACE Activity and LDLC Concentrations

ACE Activity LDLCbasal LDLCHFLC LDLCHFHC LDLCRC

h2 0.57�0.07 0.59�0.07 0.63�0.08 0.66�0.07 0.54�0.07

�G — 0.08�0.13 0.11�0.15 0.26�0.12* 0.30�0.13*

�E — 0.08�0.11 0.08�0.12 �0.03�0.11 �0.02�0.11

*P�0.02.

TABLE 3. Results of One-Locus Bivariate Analyses of Pleiotropy

Model
Characteristics

Model No.

1 2 3 4 5 6

Model includes:

LDLCRC QTL Yes Yes Yes Yes No No

QTL pleiotropy Yes No Yes No No No

�G and �E Yes Yes No No Yes No

Parameter:

Frequency (R) 0.74 0.74 0.74 0.74 — —

Trait�LDLCRC, mmol/L

�RR 1.72 1.72 1.72 1.72 1.77 1.77

�Rr 1.80 1.80 1.80 1.80 ��RR ��RR

�rr 2.18 2.18 2.18 2.18 ��RR ��RR

SD 0.12 0.12 0.12 0.12 0.16 0.16

h2 0.15 0.15 0.15 0.15 0.55 0.54

Trait�ACE activity, U/L

�RR 187.7 197.5 188.8 197.3 195.9 197.3

�Rr 202.9 ��RR 202.6 ��RR ��RR ��RR

�rr 222.0 ��RR 222.0 ��RR ��RR ��RR

SD 49.8 51.0 50.0 51.0 51.0 51.0

h2 0.44 0.47 0.44 0.47 0.47 0.47

�G �0.17�0.32 0.17�0.29 �0	 �0	 0.30�0.13 �0	

�E 0.05�0.09 0.07�0.09 �0	 �0	 �0.02�0.11 �0	

Ln-likelihood �4370.607 �4374.306 �4370.779 �4375.265 �4418.441 �4422.844

�2 vs model 1 (df) — 7.40 (2) 0.34 (2) 9.36 (4) 95.7 (5) 104.5 (7)

P — 0.02 NS 0.05 10�17 10�18

Values in brackets were fixed in the analysis.
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we may have found a relationship between ACE activities
and blood pressure, whereas some studies in humans have
not, is that both the ACE activities and blood pressure were
obtained on animals of similar age and on a controlled diet.

One risk factor that may interact with RAS to affect
blood pressure and development of CVD is cholesterol.
Several investigators have recently reported that in both
normotensive and hypertensive individuals,1,2 serum
LDLC was the best predictor of blood pressure response to
Ang II infusion, a method that is used to characterize
essential hypertension. Because dietary cholesterol raises
serum cholesterol levels to varying degrees in humans and
other animal model species,12 it is perhaps not surprising
that investigators on the MRFIT study of 11 342 men
reported a relationship between dietary cholesterol and
blood pressure.23 Figueroa and Vijayagopal24 suggested
that a mechanism by which the RAS may promote athero-
genesis is via modulation of proteoglycans in smooth
muscle cells. They reported that in smooth muscle cells,
Ang II stimulated proteoglycan synthesis, and the synthe-
sized proteoglycan bound LDL with high affinity. Thus,
elevation of Ang II not only would increase blood pressure
but also could contribute to the initial stages of
atherogenesis.

In our study of baboons, we detected genotype-by-
environment interaction effects on the correlation between
ACE activities and LDLC. In other words, there was no
relationship between ACE activities and LDLC on the
basal or high fat diets, even though ACE activities were
measured on the latter (LCHF) diet. Instead, we detected
strong genetic correlations on the high-cholesterol diet,
and we have previously reported that a major QTL located
on baboon chromosome 4 affects this LDLC response in
baboons.13,15 Subsequent bivariate genetic analyses re-
vealed that this previously detected QTL accounts for most
of the observed correlation between ACE activities and
LDLC. The presence of this genotype by environment
interaction on the relationship between ACE activities and
LDLC is consistent with reported associations between
RAS, blood pressure, and LDL cholesterol in some studies.
In addition, the presence of such genotype by diet inter-
actions in humans could help explain the lack of associa-
tions reported in other studies in which it was not possible
to control dietary factors.

Perspectives
Evidence is accumulating that gene-by-gene and gene-by-
environment interactions affect risk factors for CVD, al-
though identification of such interactions is difficult and the
mechanisms by which such interactions occur is unclear. Our
study provides evidence that at least 2 genes affect ACE
activity levels in baboons: one that may be the ACE structural
locus, and one that exerts diet-dependent pleiotropic effects
on blood pressure regulation and lipid metabolism.

Acknowledgments
This work was supported in part by grants from the National
Institutes of Health (HL-28972 and RR-13936). We are grateful to
Deborah Newman for managing and analyzing the genotype data and

to Henry McGill, Jr, for access to the tether blood pressure data. The
microsatellite genotype data were generated in collaboration with
Sequana Therapeutics.

References
1. Vuagnat A, Giacche M, Hopkins PN, Azizi M, Hunt SC, Vedie B, Corvol

P, Williams GH, Jeunemaitre X. Blood pressure response to angiotensin
II, low-density lipoprotein cholesterol and polymorphisms of the angio-
tensin II type 1 receptor gene in hypertensive sibling pairs. J Mol Med.
2001;79:175–183.

2. John S, Delles C, Klingbeil AU, Jacobi J, Schlaich MP, Schmieder
RE. Low-density lipoprotein-cholesterol determines vascular respon-
siveness to angiotensin II in normocholesterolemic humans.
J Hypertens. 1999;17:1933–1939.

3. Tiret L, Rigat B, Visvikis S, Breda C, Corvol P, Cambien F, Soubrier
F,Evidence, from combined segregation and linkage analysis, that a
variant of the angiotensin I– converting enzyme (ACE) gene controls
plasma ACE levels. Am J Hum Genet. 1992;51:197–205.

4. Zhu X, Bouzekri N, Southam L, Cooper RS, Adeyemo A, McKenzie
CA, Luke A, Chen G, Elston RC, Ward R. Linkage and association
analysis of angiotensin I– converting enzyme (ACE)– gene poly-
morphisms with ACE concentration and blood pressure. Am J Hum
Genet. 2001;68:1139 –1148.

5. O’Donnell CJ, Lindpaintner K, Larson MG, Rao VS, Ordovas JM,
Schaefer EJ, Myers RH, Levy D. Evidence for association and genetic
linkage of the angiotensin-converting enzyme locus with hypertension
and blood pressure in men but not women in the Framingham Heart
Study. Circulation. 1998;97:1766 –1772.

6. Soubrier F. Blood pressure gene at the angiotensin I– converting
enzyme locus: chronicle of a gene foretold. Circulation. 1998;97:
1763–1765.

7. Vassilikioti S, Doumas M, Douma S, Petidis K, Karagiannis A,
Balaska K, Vyzantiadis A, Zamboulis C. Angiotensin converting
enzyme gene polymorphism is not related to essential hypertension in
a Greek population. Am J Hypertens. 1996;9:700 –702.

8. Keavney B, McKenzie C, Parish S, Palmer A, Clark S, Youngman L,
Delepine M, Lathrop M, Peto R, Collins R. Large-scale test of hypoth-
esized associations between the angiotensin-converting– enzyme
insertion/deletion polymorphism and myocardial infarction in about
5000 cases and 6000 controls. International Studies of Infarct Survival
(ISIS) Collaborators. Lancet. 2000;355:434 – 442.

9. Turner ST, Boerwinkle E, Sing CF. Context-dependent associations of
the ACE I/D polymorphism with blood pressure. Hypertension. 1999;
34:773–778.

10. Niu T, Chen X, Xu X. Angiotensin converting enzyme gene insertion/
deletion polymorphism and cardiovascular disease: therapeutic impli-
cations. Drugs. 2002;62:977–993.

11. Shade RE, Bishop VS, Haywood JR, Hamm CK. Cardiovascular and
neuroendocrine responses to baroreceptor denervation in baboons.
Am J Physiol. 1990;258:R930 –R938.

12. McGill HC Jr, Kushwaha RS. Individuality of lipemic responses to
diet. Can J Cardiol. 1995;11:15G–27G.

13. Rainwater DL, Kammerer CM, Hixson JE, Carey KD, Rice KS, Dyke
B, VandeBerg JF, Slifer SH, Atwood LD, McGill HC Jr, VandeBerg
JL. Two major loci control variation in �-lipoprotein cholesterol and
response to dietary fat and cholesterol in baboons. Arterioscler
Thromb Vasc Biol. 1998;18:1061–1068.

14. Rogers J, Mahaney MC, Witte SM, Nair S, Newman D, Wedel S,
Rodriguez LA, Rice KS, Slifer SH, Perelygin A, Slifer M,
Palladino-Negro P, Newman T, Chambers K, Joslyn G, Parry P, Morin
PA. A genetic linkage map of the baboon (Papio hamadryas) genome
based on human microsatellite polymorphisms. Genomics. 2000;67:
237–247.

15. Kammerer CM, Rainwater DL, Cox LA, Schneider JL, Mahaney MC,
Rogers J, VandeBerg JL. A locus controlling LDL cholesterol
response to dietary cholesterol is on the baboon homologue of human
chromosome 6. Arterioscler Thromb Vasc Biol. 2002;22:1720 –1725.

16. Hasstedt SJ. A variance components/major locus likelihood approxi-
mation for quantitative, polychotomous, and multivariate data. Genet
Epidemiol. 1993;10:145–158.

17. Almasy L, Blangero J. Multipoint quantitative-trait linkage analysis in
general pedigrees. Am J Hum Genet. 1998;62:1198 –1211.

858 Hypertension March 2003 Part II

 by on July 11, 2009 hyper.ahajournals.orgDownloaded from 

http://hyper.ahajournals.org


18. Blangero J, MacCluer JW, Kammerer CM, Mott GE, Dyer TD, McGill
HC Jr. Genetic analysis of apolipoprotein A-I in two dietary envi-
ronments. Am J Hum Genet. 1990;47:414 – 428.

19. Smithies O, Kim HS, Takahashi N, Edgell MH. Importance of quan-
titative genetic variations in the etiology of hypertension. Kidney Int.
2000;58:2265–2280.

20. Cambien F, Alhenc-Gelas F, Herbeth B, Andre JL, Rakotovao R, Gonzales MF,
Allegrini J, Bloch C. Familial resemblance of plasma angiotensin-converting
enzyme level. The Nancy Study. Am J Hum Genet. 1988;43:774–780.

21. Rigat B, Hubert C, Alhenc-Gelas F, Cambien F, Corvol P, Soubrier F.
An insertion/deletion polymorphism in the angiotensin I– converting

enzyme gene accounting for half the variance of serum enzyme levels.
J Clin Invest. 1990;86:1343–1346.

22. Carey D, Kammerer CM, Shade RE, Rice KS, McGill HC Jr. Selective
breeding to develop lines of baboons with high and low blood
pressure. Hypertension. 1993;21:1076 –1079.

23. Stamler J, Caggiula A, Grandits GA, Kjelsberg M, Cutler JA. Rela-
tionship to blood pressure of combinations of dietary macronutrients.
Findings of the Multiple Risk Factor Intervention Trial (MRFIT).
Circulation. 1996;94:2417–2423.

24. Figueroa JE, Vijayagopal P. Angiotensin II stimulates synthesis of
vascular smooth muscle cell proteoglycans with enhanced low-density
lipoprotein binding properties. Atherosclerosis. 2002;162:261–268.

Kammerer et al Two Loci Affect ACE Activity 859

 by on July 11, 2009 hyper.ahajournals.orgDownloaded from 

http://hyper.ahajournals.org

