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Abstract

Background—Thrombosis and inflammation are critical in stroke etiology, but associations of
coagulation and inflammation gene variants with stroke, and particularly factor VII levels are
inconclusive.

Objectives—To test the associations between 736 single nucleotide polymorphisms (SNP)
between tagging haplotype patterns of 130 coagulation and inflammation genes, and stroke events
in the 5,888 participants > 65 of the observational Cardiovascular Health Study cohort.

Patients—/Methods: With 16 years of follow-up, age and sex-adjusted Cox models were used to
estimate associations of SNPs and factor Vllc levels with future stroke.

Results—a815 strokes occurred in 5,255 genotyped participants without baseline stroke (748
ischemic strokes, 586 among whites). Among whites, 6 SNPs were associated with stroke with a
nominal p <0.01: rs6046 and rs3093261 (F7 gene); rs4918851 and rs3781387 (HABP2 gene);
rs3138055 (NFKB1A) and rs4648004 (NFKB1). Two of these SNPs were associated with factor
VlIc levels (units = percent activity): rs6046 (B = —18.5, p = 2.38 x 10783) and rs3093261 ( =
2.99, p = 3.93 x 1076). Adjusting for age, sex, race, and cardiovascular risk factors, the association
of factor Vllc quintiles (Q) with stroke were (HR: 95% CI): Q1 (reference); Q2 (1.4; 1.1, 1.9); Q3
(1.1; 0.8, 1.5); Q4 (1.5; 1.1, 2.0); Q5 (1.6; 1.2, 2.2). Associations between SNPs and stroke were
independent of factor VlIc levels.

Conclusions—Variation in factor VIl-related genes and factor VlIc levels were associated with
risk of incident ischemic stroke in this elderly cohort, suggesting a potential causal role for factor
VII in stroke etiology.
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University of Vermont College of Medicine, 208 South Park Drive, Suite 2, Colchester, VT 05446, Phone: (802) 656-3154, Fax: (802)
656-8965, neil.zakai@uvm.edu.
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Methods
Cohort

Genotyping

Stroke is a major cause of morbidity and mortality in the developed world; in the United
States, one in six men and one in five women suffer a stroke in their lifetime with stroke
being responsible for 17% of all deaths[1]. Thrombosis plays a key role in ischemic stroke;
after disruption of the vessel wall, thrombus is formed and either disrupts blood flow at the
site of injury or breaks off and embolizes to where the occlusion occurs[2,3]. Inflammation
is also associated with ischemic stroke pathophysiology and may relate to changes in the
composition of blood or of the vessel wall[2]. Risk factors for stroke are not as well
characterized as for myocardial infarction (MI), and few prospective studies have evaluated
associations of hemostatic and inflammation biomarkers with stroke risk[4].

Hemostasis and thrombosis related proteins have long been prime biomarker candidates for
stroke risk but many are difficult to measure due to high within-person variability and
difficultly standardizing assays. Thus, measurement of gene variants may reveal associations
that cannot be determined by assessing phenotypes.

We studied polymorphisms in hemostasis and inflammation related genes in relation to
stroke risk in the Cardiovascular Health Study (CHS) cohort, and evaluated whether the
protein products of genes related to stroke (where possible) were associated with stroke and
other cardiovascular disease (CVD) outcomes. Further, we assessed whether these protein
products mediated any of the association between the SNPs and CVD. Findings may provide
insights into the pathophysiology of stroke which can be exploited for risk stratification,
new interventions for primary prevention, or perhaps novel treatment approaches.

The CHS is a prospective, observational cohort study of risk factors for and consequences of
CVD in elderly adults 65 years or older as detailed previously[5]. Exclusion criteria at
baseline include being wheelchair-bound, under active treatment for cancer,
institutionalization, or inability or refusal to give informed consent. Among those
approached, 9.6% were ineligible, and 57% participated [6]. The cohort originally enrolled
5201 men and women between 1989 and 1990 with a supplemental cohort of 687 African-
Americans enrolled between 1992 and 1993. Written informed consent was obtained from
all participants in accordance with Institutional Review Board guidelines from each site.

Genotyping was supported through the Thrombosis Genetics, Myocardial Infarction and
Stroke in Older Adults (TGEN) ancillary study[7]. We selected for analysis 736 single
nucleotide polymorphisms (SNPs) of minor allele frequency >5% from 130 autosomal
candidate hemostasis and inflammation-related genes (supplemental table S1). SNPs were
located between 5 kb upstream of the transcription start site to 3 kb downstream of the
transcription end site of the 130 genes and selected using the LDselect algorithm[7,8].
Detailed genotyping methods have been published elsewhere[7]. Genotyping was attempted
on the 5,759 (of 5,888) individuals who provided informed consent for genetic studies.
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Outcomes and Follow-up

Participants were contacted biannually, alternating between telephone interviews and clinic
examinations through 1999; telephone interviews continue to the present time. All deaths
were reviewed and classified by a committee using information from death certificates,
autopsy and coroners’ forms, hospital records, and interviews with physicians and next of
kin[6,9]. Incident stroke and M1 events were determined by a committee based on medical
record review, in-person examinations, laboratory and imaging data, telephone interviews
(when in-person examinations were not possible), or reports from proxies of participants
using established protocols[5,9]. Periodic searches of the Health Care Financing
Administration Medicare utilization files were compiled to identify events missed by other
methods. The cerebrovascular adjudication committee, a physician review panel that
included neurologists, internists, and neuroradiologists, adjudicated all suspected stroke
events and classified strokes as ischemic, hemorrhagic, or unknown using all available
information [10]. Adjudication of outcomes was complete through June 2005 for this
analysis.

Laboratory methods

Definitions

Phlebotomy was performed the morning of enrollment after an 8 to 12 hour fast[11]. Factor
V11 coagulant activity (V1Ic) was measured using factor VII-deficient plasma and human
placenta-derived thromboplastin (Thromborel S, Behring Diagnostics, Marburg, Germany)
on the Coag-A-Mate X2 (Organon-Teknika, Durham, NC). The sample was citrated plasma
(32g/L) processed at room temperature; coefficients of variation were between 5.89% and
6.16%. Units are expressed as “%” of normal pool. Cholesterol and creatinine were
measured using standard methods with coefficients of variation (CVs) of 2.52% and 3.58%
respectively. High sensitivity C-reactive protein (CRP) was measured using a validated in-
house enzyme-linked immunosorbent assay[12].

Race was defined using participant self-report from a list (white, black, American Indian/
Alaskan native, Asian/Pacific Islander, or other). Baseline stroke and MI were identified by
participant self-report and confirmed by medical record review using standardized
criteria[13,14]. Diabetes was defined as a fasting glucose >126mg/dL or treatment with
insulin or oral hypoglycemic medications. Hypertension was defined as a blood pressure
greater than 140/90 mmHg on enrollment or taking antihypertensive medications with a
physician report of hypertension. Estimated glomerular filtration rate was calculated using
the 4-variable Modification in Diet in Renal Disease equation; an estimated glomerular
filtration rate <60ml/min/1.73m? on enroliment was defined as chronic kidney disease
(CKD) [15].

Statistical Methods

Analyses were done using StataSE version 8.2 (College Station, TX). In initial models,
associations of SNPs (coded additively as 0/1/2 copies of minor allele) with incident stroke
were assessed using age- and sex-adjusted Cox proportional hazard models to account for
residual confounding. For the purpose of SNP discovery, we considered a result statistically
significant if p<0.01. Subsequent analyses were driven by the findings from these initial
analyses; after the initial SNP identification, we used more stringent corrected p-values for
significance threshold holding based on the number of significance tests. In later models we
stratified by stroke type; ischemic or hemorrhagic. We requested a look-up from the Cohorts
for Heart and Aging Research in Genetic Epidemiology consortium (CHARGE) for any
SNPs we found significant and proxy SNPs with an r2 >0.9. The methodologies used in the
CHARGE consortium are described in detail elsewhere[16,17].
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Due to different haplotype frequencies, all models using genetic data were run in the non-
minority cohort only. As four of the six SNPs associated with stroke were in or near the
factor VII (F7) gene or the factor VII activating protease gene (HABP2), we assessed the
association between these four SNPs and factor Vlic levels using linear regression (p for
significance <0.01). As warfarin affects factor Vllc levels, baseline users of warfarin were
excluded from analyses including factor Vllc.

Continuing our focus on F7 (whose gene product, factor VIic is measured in CHS), we then
assessed the association of quintiles of factor Vllc levels and allele frequency of the four F7
and HABP2 SNPs with cardiovascular disease risk factors. P-values for trend were
calculated using t-tests, y? tests, or Wilcoxon rank-sum tests as appropriate. We used staged
Cox-proportional hazard models to evaluate the association between factor Vlic levels and
incident ischemic stroke, hemorrhagic stroke, and myocardial infarction, including
covariates based on prior established CVD risk factors and the cross sectional associations
of factor VlIc with covariates. Model A adjusted for demographic variables: age
(continuous), sex, and race (white versus minority). Model B, in addition to the covariates in
Model A, adjusted for cardiovascular risk factors: smoking (current versus never or former),
diabetes (yes, no), hypertension (yes, no), systolic blood pressure (continuous), baseline
CVD (stroke in Ml models, Ml in stroke models), HDL and LDL cholesterol (continuous),
body mass index (continuous) and pre-baseline cancer (yes, no). A final model (Model C)
added novel CVD risk factors to Model B, CRP (natural log transformed) and CKD (yes/
no).

In a final analysis to assess for mediation, we evaluated the association of factor Vllic levels
and F7 SNPs for stroke together in the same Cox proportional hazard models using the
covariates from Model B above.

Through June 2005 (up to 15 years of follow-up), the 5,759 participants without baseline
stroke from the original and minority cohorts experienced 815 incident strokes: 748 were
ischemic and 106 were hemorrhagic (overlap due to incident strokes of different type).
Through the follow-up period, the 4,382 CHS white participants without baseline stroke
experienced 713 incident strokes: 586 ischemic and 79 hemorrhagic. Through June 2005
there were 736 incident Ml in the entire cohort.

Of the 736 SNPs examined, 6 were associated with stroke with nominal p-values <0.01
(Table 1). One SNP (rs6046) was located within the coding region and another (rs3093261)
within the 3’ flanking region of F7 (between F7 and factor X gene) on chromosome 13. Two
SNPs (rs4918841 and rs3781387) were located within introns of HABP2 on chromosome
10. Two SNPs were located near inflammation-related genes: rs3138055 within the 3’
flanking region of I-kappa-B-alpha (NFKBIA) on chromosome 14 and rs4648004 within
intron of NF-kappa-B p50 subunit (NFKB1) on chromosomes 4. Supplemental tables S2 and
S3 present the findings from the SNP look-up in the CHARGE consortium. Within the
CHARGE consortium, none of the 6 SNPs we identified replicated for all-cause stroke or
ischemic stroke, however rs3138055 (or any proxy for this SNP) was not assessed in
CHARGE, and rs4648004 was measured through a proxy SNP only (rs3960787, p-value
0.02 for ischemic stroke).

Table 2 presents age- and sex-adjusted hazard ratios for associations of the 6 SNPs with
ischemic and hemorrhagic stroke among white participants. Using a corrected p- value of
0.004 (0. = 0.05/12; 6 SNPs X 2 outcomes), 3 of the 6 SNPs were associated with ischemic
stroke; both of the F7 SNPs (rs6046; HR 0.73, p = 0.002; rs3093261; HR 1.21, p = 0.002)
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and one of the HABP2 SNPs (rs4918841; HR 0.75, p = 0.0002). None of the 6 SNPs were
associated with hemorrhagic stroke or MI (in an exploratory analysis; all p >0.004, Table 2).

Table 3 shows that the two F7 SNPs (rs6046 and rs3093261) were associated with factor
Vllc levels in CHS whites; each copy of the minor allele of rs6046 was associated with 18.5
percentage point lower factor V11 level (p = 2.38 x 10783) and each copy of the minor allele
of rs3093261 was associated with a 2.99 percentage point higher factor Vllc level (p = 3.93
x 1076). HABP2 SNPs were not associated with factor VlIc levels. The two F7 SNPs
(rs6046 and rs3093261) were associated with factor VIlc quintiles (both p <0.001).

Given the association of the F7 SNPs with stroke, we assessed the association of factor Vlic
levels with cardiovascular disease risk factors (Table 4). Factor VIlc was lower with greater
age, in males versus females, and in blacks than whites. Factor V1Ic was higher with
hypertension, higher HDL and LDL cholesterol, greater BMI, presence of CKD, and higher
CRP. Factor Vllc was not associated with smoking status or diabetes.

Table 5 presents associations between factor VIlc quintiles and ischemic stroke,
hemorrhagic stroke and Ml in the three models described in the methods section. Quintile 1
served as the reference group. The top 2 quintiles of factor VlIc were associated with
ischemic stroke in all models, with a 36% increased risk for both quintiles 4 and 5 versus
quintile 1 in Model C. There was no significant association in any model between factor
Vllc quintiles and hemorrhagic stroke or MI. Results were similar coding estimated
glomerular filtration rate as a continuous variable.

In the traditional cardiovascular disease risk factor model (Model B), we assessed the
mediation by the F7 SNPs (rs6046, rs3093261) on the association between factor Vllc
quintiles and our primary outcome, stroke, by adding both factor Vllc quintiles and the
SNPs in the same proportional hazard model (Table 6). The 4t (HR 1.46; 95% CI 1.08,
1.98) and 5t (HR 1.58; 95% CI 1.15, 2.16) quintile of factor VIIc were associated with
stroke when no SNPs were added into the model. When rs6046 (the SNP with the largest
association with factor VIIc level) was added to the model, the HR for stroke for the 41 (HR
1.28, 95% CI 0.93, 1.76) and 5t (1.34; 95% C1 0.96, 1.87) quintiles of factor VlIc were
lower. With singular adjustment for rs3093261 alone, only minimal change in the factor
Vllc HRs were observed. When both SNPs were added to the model, factor VIlc quintiles
were no longer associated with stroke risk (Table 6). The association of rs6046 (HR 0.71;
95% CI 0.58, 0.87) and rs3093261 (HR 1.17; 95% CI 1.04, 1.32) changed minimally when
factor Vllc quintiles were added into the model (Model B); rs6046 (HR 0.75; 95% CI 0.60,
0.93) and rs3093261 (HR 1.15; 95% CI 1.02, 1.30).

Discussion

Of 736 SNPs from 130 candidate inflammation and hemostasis genes, 6 were associated
with stroke among whites in this elderly cohort: two SNPs were located within or near F7
(rs6046, rs3093261); two were within introns of HABP2 (rs4918841, rs3781387); and two
were near inflammation-related genes (rs3138055, NFKBIA and rs4648004, NFKB1). The
two F7 SNPs were associated with factor Vllc levels (rs6046 and rs3093261). Factor Vllc
levels were also significantly associated with ischemic stroke, but not MI or hemorrhagic
stroke. Addition of both F7 SNPs into a model for total stroke attenuated the association of
factor VIlc with stroke, but factor Vllc did not attenuate the association of the two F7 SNPs
with stroke.

These data extend prior studies on the genetics of stroke risk. In a recent genome-wide
association study from the Cohorts for Heart and Aging Research in Genetic Epidemiology
(CHARGE) consortium of 2,194,468 SNPs, only 2 SNPs on chromosome 12 near the NINJ2
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gene were associated with stroke with genome-wide significance [16]. NINJ2 encodes an
adhesion molecule expressed in glia. The CHARGE meta-analysis included 19,602
Caucasian individuals and 1,544 incident stroke cases (including data from CHS). Though
CHS was part of the CHARGE consortium, their dataset used a shorter follow-up period
than in this analysis and only included 459 incident stroke events from CHS. None of the
associations in the current study of stroke were close to genome-wide significant; the lowest
p-value was 0.02 for rs3960787 (a proxy for rs4648004, NFKB1), with all other p-values
greater than 0.10. Further, per our protocol, we did not assess any SNPs from NINJ2 as we
concentrated on 736 SNPs from 130 inflammation and hemostasis-related genes. Not
surprisingly, the genome-wide association study did not detect any of the associations we
observed, as our lowest p-value was 7x10~# for rs4918851, which was well above the
threshold selected for the genome-wide statistical significance in CHARGE (p <5x1079).

Other studies of the SNPs and genes we identified here have reported mixed results. The F7
gene encodes coagulation factor VII, an essential component of hemostasis at sites of vessel
injury. The rs6046 SNP has long been known to affect factor VII levels and has been studied
in relation to risk of stroke, MI and venous thrombosis in case-control studies[18-21]. While
the consequences of rs6046 on factor VlIc levels are well documented, the reason for the
lower factor Vlic levels is unclear. The minor haplotype of rs6046 results in a guanine to
adenine substitution in codon 353 of the F7 gene product resulting in glutamine to arginine
substitution [22]. Whether this SNP in-of-itself reduces factor VIc levels or is a marker for
a hypofunctioning phenotype requires further investigation [23]. In the Framingham Heart
study, using a stepwise selection algorithm to select SNPs associated with factor VI levels,
rs6046 fell out of the model with inclusion of rs1755685 (within the 5’ flanking/promoter
region of F7). These SNPs are in linkage disequilibrium (r?2 = 0.79), and the stepwise
selection algorithm makes no assumptions on function, only which variable produces a
better model fit for analysis [19]. In a recent meta-analysis of 1,537 cases of ischemic stroke
and 3,133 controls, the rs6046 SNP showed no overall association with stroke (OR 0.9; 95%
Cl 0.4, 1.9), though some of the individual studies did show associations [20]. In terms of
M, in the Framingham Heart Study with only 155 CVD events (the majority MI), rs6046
was associated with factor VII levels, but no F7 SNPs were associated with the combined
CVD endpoint[19]. In another case-control study, rs6046 was associated with Ml in patients
with established coronary artery disease[18]. In a recent analysis of the Women’s Genome
Health Study, rs6046 was associated with a lower risk of idiopathic venous thrombosis in
women[21]. Differences among studies may reflect heterogeneity of the phenotypes of
stroke, MI and venous thrombasis. In our elderly population, we hypothesize that stroke
may represent a less heterogeneous phenotype than in younger populations. SNP rs3093261
is in the 3’ flanking region of F7; between the F7 gene and factor X genes, with an r2 =
0.137 between rs6046 and rs3093261[24]. When both rs6046 and rs3093261 were in the
same model for stroke risk, rs3093261 was not significantly associated with stroke (p =
0.13), and so this association may represent a weak linkage with rs6046 or another SNP. We
are not aware of any other data for rs3093261, factor VII levels, and CVD risk.

The association of factor V11 with stroke has been controversial. Theoretically, factor VII is
a strong hemostasis candidate protein for vascular disease risk[25]. In primary hemostasis,
factor VI plays a key role in vascular wall injury and exogenous administration of activated
factor VII has thrombotic complications including stroke, MI, and venous thrombosis[26—
28]. Epidemiologic studies, including in the CHS have shown mixed results on the
association between factor Vllc and cardiovascular disease risk[2,29,30]. The first study to
suggest an association was the Northwick Park Study cohort which showed an association
between fatal cardiovascular disease and factor VI levels[30]. Prior analyses in CHS have
had fewer stroke events or combined stroke and transient ischemic attack as an
endpoint[2,31]. Factor VI levels in the Atherosclerosis Risk in Communities cohort (a
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younger cohort) were not associated with stroke risk with 268 ischemic strokes[29]. Our
analysis revealed a modest association between factor V11 and stroke, and many other
studies would be underpowered based on the association we observed and often used a
combined CVD endpoint (which may attenuate associations due to a lack of association of
factor VIlc with Ml seen here). While arterial diseases in diverse vascular beds share many
common risk factors, emerging evidence suggests each has a unique risk factor profile.
Further, the quality of the literature examining novel risk factors and biomarkers for stroke
is sparse compared to the equivalent literature for myocardial infarction [32]. Our current
analysis represents the largest prospective study we are aware of relating factor VII levels
and cardiovascular risk in an elderly population. Further basic science studies are needed to
determine the reasons for differing risk factors in diverse vascular beds.

HABP2 encodes a heterodimer serine protease which has a variety of effects on coagulation
and inflammation genes including cleaving fibrinogen and activating pro-urokinase and
factor VII[33]. The HABP2 gene has been a target of study for CVD risk with the Marburg |
and Il polymorphisms being associated with stroke, Ml, and venous thrombosis[33-35].
Marburg I and 11 SNPs were not evaluated here as their gene frequencies were less than
0.05, but we found two SNPs within introns of HABP2 were associated with stroke risk.
Neither of these SNPs has specifically been linked with stroke risk previously and are not in
linkage disequilibrium [24]. Several hypotheses link variants of HABP2 with vascular
diseases; one espouses a decoupling of activation of the fibrinolytic system (pro-urokinase
to urokinase) with activation of factor VII and fibrinogen, while another postulates increased
smooth muscle cell proliferation [33]. Neither of the HABP2 SNPs studied here were
associated with factor VII levels after adjustment for multiple testing. The protein product
for HABP2 can also be measured in blood but was unavailable for this study, so we could
not assess the correlation between HABP2 SNPs, factor Vl-activating protease levels, and
stroke risk[36].

We observed nominal associations between stroke and 2 SNPs near inflammation- related
genes; rs4648004 (NFKB1, p50 subunit) and rs3138055 (NFKBIA). NF-kB is a complex
multimeric transcription factor regulating hundreds of inflammation and cellular apoptotic
proteins, which is upregulated in brain ischemia models[37]. NFKBIA transcribes a
component of the Inhibitor of KappaB Kinase[37]. Animal models suggest these proteins
play a key role in cerebral ischemia and specific inhibitors have been investigated in stroke
models with mixed results[37].

Despite having a well-characterized cohort with a large number of validated strokes, a major
limitation of our study was the small number of non-whites; our results may not generalize
to other races or ethnicities. Further, we were limited by the need to balance between the
number of SNPs and genes assessed and the potential for false-positive results. For SNP
discovery we used a p <0.01, greater than the most conservative method (Bonferroni
correction) which would require a p <6.7x107°. The application of a Bonferroni threshold,
which does not factor in the correlation between the test statistics for the SNPs that are in
linkage disequilibrium, is strictly agnostic to biological information about the genes being
studied. We note that three of the genes (F7, HABP2 and NFKB1) that contain, or are near
SNPs, that were nominally associated with stroke have strong circumstantial evidence
relating them to cardiovascular disease. We also note that there were strong internal
consistencies between the genotypes of the F7 SNPs and the phenotypes of the F7 gene
product and stroke; rs6046 was associated with lower factor Vlic levels and a lower risk of
ischemic stroke, and rs3093261 was associated with higher factor Vllc levels and a higher
risk of ischemic stroke. When both F7 SNPs were added into a model with factor Vlic
levels, the association of factor VIlc with stroke was partly mediated by the genotypes. The
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genotypes likely better reflect factor Vic levels over time than the one-time determination
of factor VlIc levels.

In summary, 6 SNPs within 4 hemostasis and inflammation-related genes (F7, HABP2,
NFKBIA, NFKB1) were nominally associated with stroke risk. Two F7 SNPs that were
associated with stroke were also associated with factor V11 levels, which in turn were
associated with ischemic stroke risk. The F7 SNPs mediated the association of factor VII
levels with stroke. The consistency and the rigorous methods used to acquire these data
provide strong supporting evidence that in this elderly population, factor VII may play an
etiological role in stroke. Future work needs to confirm these findings and further elucidate
the role of inflammation and hemostasis in stroke risk.

Supplementary Material

Refer to Web version on PubMed Central for supplementary material.

Acknowledgments

The research reported in this manuscript was supported by the National Institute on Aging AG-023629. CHS was
supported by contract numbers N01-HC-85079 through N01-HC-85086, N01-HC-35129, NO1 HC-15103, NO1
HC-55222, N01-HC-75150, N01-HC-45133, grant number U0O1 HL080295 from the National Heart, Lung, and
Blood Institute, and grants RO1 HL-071862, R0O1 HL59367, with additional contribution from the National Institute
of Neurological Disorders and Stroke. Additional support was provided through RO1 AG-15928, R01 AG-20098,
and AG-027058 from the National Institute on Aging, R01 HL-075366 from the National Heart, Lung and Blood
Institute, and the University of Pittsburgh Claude. D. Pepper Older Americans Independence Center P30-
AG-024827. A full list of principal CHS investigators and institutions can be found at
http://www.chs-nhlbi.org/pi.htm.

The authors also acknowledge the role of the Neurology Working Group of the Cohorts for Heart and Aging
Research in Genome Epidemiology (CHARGE) Consortium in providing data for independent verification of the
genetic association findings in this report. In addition to the Cardiovascular Health Study, CHARGE members
include the National Heart, Lung, and Blood Institute’s (NHLBI) Atherosclerosis Risk in Communities Study;
National Institute on Aging’s Iceland Age, Gene/Environment Susceptibility Study; the Framingham Heart Study;
and the Netherland’s Rotterdam Study.

References

1. Rosamond W, Flegal K, Furie K, Go A, Greenlund K, Haase N, Hailpern SM, Ho M, Howard V,
Kissela B, Kittner S, Lloyd-Jones D, McDermott M, Meigs J, Moy C, Nichol G, O’Donnell C,
Roger V, Sorlie P, Steinberger J, Thom T, Wilson M, Hong Y. Heart disease and stroke
statistics--2008 update: a report from the American Heart Association Statistics Committee and
Stroke Statistics Subcommittee. Circulation 2008;117:625-146. [PubMed: 18086926]

2. Zakai NA, Katz R, Jenny NS, Psaty BM, Reiner AP, Schwartz SM, Cushman M. Inflammation and
hemostasis biomarkers and cardiovascular risk in the elderly: the Cardiovascular Health Study. J
Thromb Haemost 2007;5:1128-35. [PubMed: 17388967]

3. Hegele RA, Dichgans M. Advances in stroke 2009: update on the genetics of stroke and
cerebrovascular disease 2009. Stroke 41:e63-6. [PubMed: 20075351]

4. Bhatia M, Rothwell PM. A systematic comparison of the quality and volume of published data
available on novel risk factors for stroke versus coronary heart disease. Cerebrovasc Dis
2005;20:180-6. [PubMed: 16088113]

5. Fried LP, Borhani NO, Enright P, Furberg CD, Gardin JM, Kronmal RA, Kuller LH, Manolio TA,
Mittelmark MB, Newman A, et al. The Cardiovascular Health Study: design and rationale. Ann
Epidemiol 1991;1:263-76. [PubMed: 1669507]

6. Tell GS, Fried LP, Hermanson B, Manolio TA, Newman AB, Borhani NO. Recruitment of adults 65
years and older as participants in the Cardiovascular Health Study. Ann Epidemiol 1993;3:358-66.
[PubMed: 8275211]

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.


http://www.chs-nhlbi.org/pi.htm

1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Zakai et al.

10

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

Page 9

. Reiner AP, Lange LA, Smith NL, Zakai NA, Cushman M, Folsom AR. Common hemostasis and

inflammation gene variants and venous thrombosis in older adults from the Cardiovascular Health
Study. J Thromb Haemost 2009;7:1499-505. [PubMed: 19552680]

. Carlson CS, Eberle MA, Rieder MJ, Yi Q, Kruglyak L, Nickerson DA. Selecting a maximally

informative set of single-nucleotide polymorphisms for association analyses using linkage
disequilibrium. American journal of human genetics 2004;74:106—20. [PubMed: 14681826]

. Fried LP, Kronmal RA, Newman AB, Bild DE, Mittelmark MB, Polak JF, Robbins JA, Gardin JM.

Risk factors for 5-year mortality in older adults: the Cardiovascular Health Study. JAMA

1998;279:585-92. [PubMed: 9486752]

. Longstreth WT Jr, Bernick C, Fitzpatrick A, Cushman M, Knepper L, Lima J, Furberg CD.
Frequency and predictors of stroke death in 5,888 participants in the Cardiovascular Health Study.
Neurology 2001;56:368—-75. [PubMed: 11171903]

Cushman M, Cornell ES, Howard PR, Bovill EG, Tracy RP. Laboratory methods and quality
assurance in the Cardiovascular Health Study. Clin Chem 1995;41:264—-70. [PubMed: 7874780]

Rifai N, Tracy RP, Ridker PM. Clinical efficacy of an automated high-sensitivity C-reactive
protein assay. Clin Chem 1999;45:2136-41. [PubMed: 10585345]

Ives DG, Fitzpatrick AL, Bild DE, Psaty BM, Kuller LH, Crowley PM, Cruise RG, Theroux S.
Surveillance and ascertainment of cardiovascular events. The Cardiovascular Health Study. Ann
Epidemiol 1995;5:278-85. [PubMed: 8520709]

Psaty BM, Kuller LH, Bild D, Burke GL, Kittner SJ, Mittelmark M, Price TR, Rautaharju PM,
Robbins J. Methods of assessing prevalent cardiovascular disease in the Cardiovascular Health
Study. Ann Epidemiol 1995;5:270-7. [PubMed: 8520708]

Stevens LA, Coresh J, Greene T, Levey AS. Assessing kidney function--measured and estimated
glomerular filtration rate. The New England journal of medicine 2006;354:2473-83. [PubMed:
16760447]

Ikram MA, Seshadri S, Bis JC, Fornage M, DeStefano AL, Aulchenko YS, Debette S, Lumley T,
Folsom AR, van den Herik EG, Bos MJ, Beiser A, Cushman M, Launer LJ, Shahar E, Struchalin
M, Du Y, Glazer NL, Rosamond WD, Rivadeneira F, Kelly-Hayes M, Lopez OL, Coresh J,
Hofman A, DeCarli C, Heckbert SR, Koudstaal PJ, Yang Q, Smith NL, Kase CS, Rice K,
Haritunians T, Roks G, de Kort PL, Taylor KD, de Lau LM, Oostra BA, Uitterlinden AG, Rotter
JI, Boerwinkle E, Psaty BM, Mosley TH, van Duijn CM, Breteler MM, Longstreth WT Jr, Wolf
PA. Genomewide association studies of stroke. N Engl J Med 2009;360:1718-28. [PubMed:
19369658]

Psaty BM, O’Donnell CJ, Gudnason V, Lunetta KL, Folsom AR, Rotter JI, Uitterlinden AG,
Harris TB, Witteman JC, Boerwinkle E. Cohorts for Heart and Aging Research in Genomic
Epidemiology (CHARGE) Consortium: Design of prospective meta-analyses of genome-wide
association studies from 5 cohorts. Circ Cardiovasc Genet 2009;2:73-80. [PubMed: 20031568]
Girelli D, Russo C, Ferraresi P, Olivieri O, Pinotti M, Friso S, Manzato F, Mazzucco A, Bernardi
F, Corrocher R. Polymorphisms in the factor VII gene and the risk of myocardial infarction in
patients with coronary artery disease.[see comment]. N Engl J Med 2000;343:774-80. [PubMed:
10984565]

Kathiresan S, Yang Q, Larson MG, Camargo AL, Tofler GH, Hirschhorn JN, Gabriel SB,
O’Donnell CJ. Common genetic variation in five thrombosis genes and relations to plasma
hemostatic protein level and cardiovascular disease risk. Arterioscler Thromb Vasc Biol
2006;26:1405-12. [PubMed: 16614319]

Maguire JM, Thakkinstian A, Sturm J, Levi C, Lincz L, Parsons M, Whyte S, Attia J.
Polymorphisms in platelet glycoprotein 1balpha and factor VII and risk of ischemic stroke: a meta-
analysis. Stroke 2008;39:1710-6. [PubMed: 18403734]

Zee RY, Glynn RJ, Cheng S, Steiner L, Rose L, Ridker PM. An evaluation of candidate genes of
inflammation and thrombosis in relation to the risk of venous thromboembolism: The Women’s
Genome Health Study. Circ Cardiovasc Genet 2009;2:57-62. [PubMed: 20031567]

Lindman AS, Pedersen JI, Arnesen H, Hjerkinn EM, Veierod MB, Prydz H, Seljeflot I.
Coagulation factor VII, R353Q polymorphism, and serum choline-containing phospholipids in
males at high risk for coronary heart disease. Thromb Res 2004;113:57-65. [PubMed: 15081566]

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Zakai et al.

23.

24,

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

Addendum

Page 10

Sabater-Lleal M, Soria JM, Bertranpetit J, Almasy L, Blangero J, Fontcuberta J, Calafell F. Human
F7 sequence is split into three deep clades that are related to FVII plasma levels. Human genetics
2006;118:741-51. [PubMed: 16292673]

Johnson AD, Handsaker RE, Pulit SL, Nizzari MM, O’Donnell CJ, de Bakker Pl. SNAP: a web-
based tool for identification and annotation of proxy SNPs using HapMap. Bioinformatics
(Oxford, England) 2008;24:2938-9.

Mackman N, Tilley RE, Key NS. Role of the extrinsic pathway of blood coagulation in hemostasis
and thrombosis. Arterioscler Thromb Vasc Biol 2007;27:1687-93. [PubMed: 17556654]

Diringer MN, Skolnick BE, Mayer SA, Steiner T, Davis SM, Brun NC, Broderick JP.
Thromboembolic events with recombinant activated factor VII in spontaneous intracerebral
hemorrhage: results from the Factor Seven for Acute Hemorrhagic Stroke (FAST) trial. Stroke
41:48-53. [PubMed: 19959538]

Gill R, Herbertson M, Vuylsteke A, Olsen PS, von Heymann C, Mythen M, Sellke F, Booth F,
Schmidt TA. Safety and efficacy of recombinant activated factor VII: a randomized placebo-
controlled trial in the setting of bleeding after cardiac surgery. Circulation 2009;120:21-7.
[PubMed: 19546387]

O’Connell KA, Wood JJ, Wise RP, Lozier JN, Braun MM. Thromboembolic adverse events after
use of recombinant human coagulation factor Vlla. Jama 2006;295:293-8. [PubMed: 16418464]

Folsom AR. Hemostatic risk factors for atherothrombotic disease: an epidemiologic view. Thromb
Haemost 2001;86:366-73. [PubMed: 11487026]

Meade TW. Haemostatic function and arterial disease. Br Med Bull 1994;50:755-75. [PubMed:
7804729]

Tracy RP, Arnold AM, Ettinger W, Fried L, Meilahn E, Savage P. The relationship of fibrinogen
and factors VII and VIII to incident cardiovascular disease and death in the elderly: results from
the cardiovascular health study. Arterioscler Thromb Vasc Biol 1999;19:1776-83. [PubMed:
10397698]

Bhatia M, Rothwell PM. A systematic comparison of the quality and volume of published data
available on novel risk factors for stroke versus coronary heart disease. Cerebrovasc Dis
2005;20:180-6. CED2005020003180 [pii]. 10.1159/000087202 [PubMed: 16088113]

Kanse SM, Parahuleva M, Muhl L, Kemkes-Matthes B, Sedding D, Preissner KT. Factor VII-
activating protease (FSAP): vascular functions and role in atherosclerosis. Thromb Haemost
2008;99:286-9. [PubMed: 18278176]

Ireland H, Miller GJ, Webb KE, Cooper JA, Humphries SE. The factor VII activating protease
G511E (Marburg) variant and cardiovascular risk. Thromb Haemost 2004;92:986-92. [PubMed:
15543324]

Gulesserian T, Hron G, Endler G, Eichinger S, Wagner O, Kyrle PA. Marburg | polymorphism of
factor VIl-activating protease and risk of recurrent venous thromboembolism. Thromb Haemost
2006;95:65—7. [PubMed: 16543963]

Stephan S, Schwarz H, Borchert A, Bussfeld D, Quak E, Simshaeuser-Knaub B, Teigelkamp S,
Behrens F, Vitzthum F. Tests for the measurement of factor Vll-activating protease (FSAP)
activity and antigen levels in citrated plasma, their correlation to PCR testing, and utility for the
detection of the Marburg I-polymorphism of FSAP. Clin Chem Lab Med 2008;46:1109-16.
[PubMed: 18605956]

Ridder DA, Schwaninger M. NF-kappaB signaling in cerebral ischemia. Neuroscience
2009;158:995-1006. [PubMed: 18675321]

NAZ drafted the manuscript. All coauthors helped design and interpret the analyses and
provided critical revision of the manuscript for scientific content. APR secured grant
funding and APR and LL performed the analyses.

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.



Page 11

Zakai et al.

NIH-PA Author Manuscript

'sjapow pJezey [euontodold xoD paisnipe-xas pue -abe ul To0>d e 19 pjoysalyy souediyIubIs ‘paren|ens SdNS 9€/
.

26000 uoul v/9 4 Hungns oGd g-eddex-4N 4N ¥008¥9Ys
75000 Buipod o €T 1IA Joyoed IE 9v09s!
15000 Bupjuely.e  O/L €T 117\ 103084 l4  T92€60€ES!
15000 uoaul v/9 o1 asesjoud BuieAnoe |1A Jojoed ZddvH  /8ET8LES!
L¥00°0 Bupuely.e  L/0 T eydye-g-eddex-| VIgMIN  SS08ETES!
£000°0 uoaul oV 01 aseajoud BuneAnoe 1A Jojoes ZdavH  1588T6YS!
*%_m>.g [EUILLON ~ UONBJO|  SI9|Y  BWOSOWOoIYD aWeN ausD)  [oqWIAS ausD # dNS

SIMUM SHD Ul 8%0.1S JUSPIOU] JO SSIY UMM PajeIdossy SINS auas) UOIeWLe|Ju| pue uoenfeo)

T alqel

NIH-PA Author Manuscript

NIH-PA Author Manuscript

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.



Page 12

Zakai et al.

a[a|[e Jourw ayy o Adoo [euonippe yoes Jad

*¥

(27/50°0 =p) uedYIUBIS Se paulsp 00 0> d
x

or'0 (£0'T '58'0) G6'0 ¥0'0 (¢6'T'20'T) OV'T €00 (82T'T0T) ¥T'T 70087975 ZaM4AN
G6'0 (bT'T '68'0) 00'T 620 (8T'T'25°0) 28°0 1000 (56'0'2L°0) €8°0 GG08ETES! VIgM4N
160 (6T'T'98°0) TO'T 10 (TS'T'S5°0) 16'0 9000 (€6'0'€9°0) 220 L8€T8LESI 2dgdH
880 (TT'T '88°0) 66°0 90 (cz'1'v9'0) 88°0 2000 (9e'T'20T) 12T T9ZE60ESI IE|
¥6°0 (6T'T'58'0) TO'T 920 (Sz'T'v'0) ¥2°0 2000 (68'0'09°0) €2°0 9v09s4 IE|
760 (ST'T'88°0) TO'T 690 (097 '€L0) 80T 20000 (28'0'v9°0) 520 TG88T6VSI 2davH
LAnlea-d (12 %s6) _ 4H LAnpea-d (12 %s56) . 4H L2nrea-d (10 %56) , 4H
#dNS  |0qWAS 8us

(699 =Uu) uonaieju| [eIPILIOAIN

(62=U) a011s 216eyII0WEH

(98G=U) 930415 21WaYIS|

adA1 a3ons Ag sallym SHD Buowe 8x041S 1Usplou] Jo) SdNS JO oley piezeH paisnlpe-xas pue -aby
¢ 9|gel

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.



Page 13

Zakai et al.

(#/50°0 =) weoy1ubis se pauiyep 10°0 > d
.

¥¢o €000'0 LL0 %c16'0  1588T6¥SI  ¢d9VH
T€00 T00°0 S6°0 %90¢  [BET8LESI ¢dAVH
90-0Tx €6'€ 5000 90 %66'C  T9¢E60ES! /4
eg-0Tx8EC  ¥80°0 100> %G'81— 9v09s4 /4
onren-d 2o 10448 PI1S d dNS ElVEL)

(982'%=N) saMUM SHO Buowy [aAa 91| A 101984 suljaseq pue SINS Pale1d0ss\/-ax011S JO UoNealiod paisnipeun
€ alqeL

NIH-PA Author Manuscript NIH-PA Author Manuscript NIH-PA Author Manuscript

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.



Page 14

Zakai et al.

ZWEL T/UIL/JW09> 8Ye1 UOIeIl|1S JeInIawWo|D) paewinis3
.

T00°0> 500 800 010 ST0 S2°0 (Aouanbauy aj3|[e Joulww) 9709s!
100°0> 70 80 8€0 GE0 620 (Aouanbaly aja|je Joutw) T9ZEBOES!
7000 VSFEY  0SFSE  VOFSE  99FTE  69F9€ (as¥ 1/6w) d¥o
100'0> e)e6 (09089  (e9)8s  (T9ss  (19eg (%)) aseasia feupiy owond
100°0> 8VFSIZ  LVF89Z LVFS9T  LYFY9T  SYFTOZ (as¥ ;w/Bx) INg
700°0> 6EFOFT  9EFOET  PEFCET  TEF VIl EEFOIT (Qs¥ p/Bw) j0J31831040 1A
700°0> 8T+ /S 9TF 9§ STF S GTT €S YIF 1§ (as¥ 1p/Bw) j018188|1040 TAH
100°0> TCF6ET  €TFLET  TCFOET  CTF9ET  TTFGET (as¥ bHww) dg o1j01shs
100'0> (6v) 8.5  (p)1ss  (weowr @ viy () Sy (% ‘u) uoisuapadAH
610 (ze)sie  (og)ose  (62)Lze  (L2)soe  (oe) Lve (% 'u) sa¥aqeIq
€e’0 (tnger €Dt (en)ser  (€DsyT  (e1) 9T (% ‘u) Bunjows Juain)
100'0> (8) 66 (er)zer (€nevt  (eT)€Te (G2 €82 (% 'u) oe19
100°0> (61)Gez  (1€)e9e  (ew) Gy (S8)cz9  (99) 6L ((%) u) aren
100°0> 7GF0CL GSF8TL  9SF6CL 9SFIEL 8GFEEL (asT sieak) aby
LTT STT 911 1T §01 dn-moj|04 s1eak-uosiad
68T ¢LT 141 €LT 9€T $8X041S JO JaquinN
9vE-GPT  PPT-L2T 92T-¥IT €IT-00T 66-1F % ‘abuey 1A 103084
(pus)anper-d g pp 0LT'T WwT'T 21T 8YT'T N
SO vO €0 z0 10

so[uINd 91 1IA 10)0ed

SANS Pa1eId0SSy/-8)041S PUB SI10198- YSIY Je|NdSBACIpIED YIIM S8|IuINd) 9] A 10108 JO SUOILIJ0SSY auljaseg
v 9l|qel

NIH-PA Author Manuscript NIH-PA Author Manuscript NIH-PA Author Manuscript

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.



Page 15

aMD pue ‘dyD ‘1ING ‘|04918]0y2-T1Q T ‘10481S8|0Yd-T1dH ‘anssaid poojq o1j01sAS ‘Jsoued auljaseq-aid ‘QAD auljaseq ‘UoisuauadAy ‘sa1eqeIp I8YOWS 1aAS ‘a0el ‘Xas ‘abe Jo) parsnipe O 19Ol
IING pue ‘]0J31s3]0Yd-1d T '|049188]0yd-TTaH ‘ainssaid poojq o1j0IsAs ‘1eoued auljaseq-aid ‘QAD suljaseq ‘uoisusladAY ‘salageIp '1aXouWs JaAa 9okl ‘xas ‘abe Joy paisnipe g [apon

a0el pue ‘xas ‘abe 1oy pasnipe v [9poN
x

Zakai et al.

) (SzT'v20)960 (22T'v20)660 (BT'T'GL0)¥6'0 (80T '89°0)98°0 43l o] (9e2=1)
180 (Lz1'820)860 (ScT'220)860 (02T'SL0)G60 (TT'T'TL0)680 a4 q uonoseyu|
20 (zv1'88°0)2T'T (S€T'G80) L0T (L2T'080)TOT (8T'T'SL0)S6'0 4ol v [e1p1es0A N
110 (65T '2€0)2L0 (SrT'0e0) 990 (OV'T'0£0)G90 (652 '¥L0)8ET 43l o] (901=U)
190 (ezz'150)90T (06T 'vv'0) 160 (99T '6€°0) 080 (6LC'T8°0)0ST a1 q »o.s
150 (802'19°00€0T  (L9T'0r0) 180 (S9°T'0r'0) T80 (292 'LL0)EV'T  Jal v o1Bey.1owaH
€00 (6,T'€0T) 98T (LLT'POT)9ET  (8ET'T8°0)90T (99T'00'T) 62T 43l o] (8v2=u)
9100 (6T T 9T (ELT'T0T)2eT (8€T'080)SOT (BOTTOT)TET  4au q »o.s
1000 (802221 09T (18T'L0T)OV'T (SV'T'¥80)TT'T (TLT'20T)CET 4ol v 21WaYds|
puaJy Joy d 50 o €0 © 1o LI9PON awodno

3UINQO JIA 103084

NIH-PA Author Manuscript

SAWI02INQ JBJNISBAOIpIED pUe $S8|1uUINd 9] A 101084 Joj) oljey piezeH paisnipy

G 9lgel

NIH-PA Author Manuscript

NIH-PA Author Manuscript

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.



Page 16

1ING pue ‘|0Ja1s8|oyo-1aT ‘[048158]0Yd-1@H ‘ainssaid poojq o1101sAs ‘1oued auljaseq-aid ‘QAD suljeseq ‘UoisusladAY ‘se1ageIp ‘13OLWS JaAs ‘Borl ‘Xas ‘abe 1oy paisnipy
x

(L8T'260)T2ZT (87T '68°0)GTT (BT'T'TL0)260 (9ST'L6'0) €CT 90UAIYRY  TYZEGOES! + 9709S! + & [3PON

(802'TTT) 28T (@6T'YOT)TYT (87'T'620)60T (Z8T'€O'T)6E'T  doUdINRY 192£60€s! + g 9POIN

(28T'96°0)¥€T (92T°'¢6'0)82T (L€T'220)00T (LLT'L6°0)TET  doudlayey 9v09s) + g 1SPON

(9T'2'sTT)8ST (86T'80T)9V'T (EGT'280)2T'T (I6T'90T) 2T  ddudIapeY auole g [9poIAl
Te) O €0 20 10

I3PON

J Thromb Haemost. Author manuscript; available in PMC 2011 March 1.

Zakai et al.

31UINO J1IA 403084 A 8X043S 404 (1D %6G6) HH

SalIYAA Ul {011S YIIM I]| A J1019e JO UOIIRII0SSY U0 SdNS aUd9) |/ 101984 JO 10edw|
99|qeL
NIH-PA Author Manuscript

NIH-PA Author Manuscript NIH-PA Author Manuscript



