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ABSTRACT

Although awareness of familial hypercholesterolemia (FH) is increasing, this common, potentially fatal, treatable condition
remains underdiagnosed. Despite FH being a genetic disorder, genetic testing is rarely used. The Familial Hypercholes-
terolemia Foundation convened an international expert panel to assess the utility of FH genetic testing. The rationale in-
cludes the following: 1) facilitation of definitive diagnosis; 2) pathogenic variants indicate higher cardiovascular risk, which
indicates the potential need for more aggressive lipid lowering; 3) increase in initiation of and adherence to therapy; and 4)
cascade testing of at-risk relatives. The Expert Consensus Panel recommends that FH genetic testing become the standard
of care for patients with definite or probable FH, as well as for their at-risk relatives. Testing should include the genes
encoding the low-density lipoprotein receptor (LDLR), apolipoprotein B (APOB), and proprotein convertase subtilisin/kexin
9 (PCSK9); other genes may also need to be considered for analysis based on patient phenotype. Expected outcomes
include greater diagnoses, more effective cascade testing, initiation of therapies at earlier ages, and more accurate risk
stratification. (J Am Coll Cardiol 2018;72:662-80) © 2018 by the American College of Cardiology Foundation.
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his statement provides the rationale for ge-

netic testing for familial hypercholesterole-

mia (FH) and recommendations for its
utilization in the clinical setting. Although other
comprehensive FH guidelines include recommenda-
tions related to FH genetic testing (1-4), no statement
specifically dedicated to clinical genetic testing for
FH exists, in contrast to other genetic cardiovascular
conditions such as inherited cardiomyopathies and
arrhythmias (5). Because FH is common yet under-
diagnosed, it is expected that genetic testing will
facilitate the diagnosis of FH, the initiation and inten-
sity of recommended lipid-lowering therapy (LLT),
and the identification of affected relatives, thus
reducing the burden of cardiovascular disease in fam-
ilies with FH.

The Familial Hypercholesterolemia Foundation
therefore convened an international expert panel
consisting of cardiologists, lipidologists, endocrinol-
ogists, genetic epidemiologists, molecular patholo-
gists, patient representatives, nurses, genetic
counselors, and genetic testing experts to address
this important gap. A subgroup (A.C.S., J.W.K., S.S.G.,
K.A.W., D.H.L., and D.J.R.) wrote the initial draft,
which was then circulated to the entire authorship
group for further critique and approval. Early ver-
sions were based on expert opinion; later versions
before circulating included an evidence review using
PubMed searches on terms that included familial
hypercholesterolemia, genetic testing, and genetic
counseling. Evidence grades were based on the
American College of Cardiology/American Heart As-
sociation schema (6). The recommendations provided
herein are based on data indicating the value of mo-
lecular genetic information in FH diagnosis, prog-
nosis, risk stratification, therapy, and cascade testing.
The analytic and clinical validity and clinical and
personal utility of FH genetic testing are described.

INTRODUCTION

FH is a genetic condition that results in premature
atherosclerotic cardiovascular disease due to lifelong
exposure to elevated low-density lipoprotein choles-
terol (LDL-C) levels. FH is the most common genetic
cause of cardiovascular disease, with an estimated
prevalence of ~1:220 (7-10) and is even more com-
mon in certain ethnic groups and founder pop-
ulations (11). If not identified and appropriately
treated from an early age, untreated male subjects are
at a 50% risk for a fatal or nonfatal coronary event by
50 years of age and untreated female subjects are at a
30% risk by 60 years of age (12,13). The EOMI (Early-
Onset Myocardial Infarction) study within the US
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National Heart, Lung, and Blood Institute’s
Exome Sequencing Project found that ~2% of
cases of early myocardial infarction (male
subjects =50 years of age, female
subjects =60 years of age) have a pathogenic
variant in the main gene known to cause FH,
the LDL receptor (LDLR) (14). Early diagnosis
and medical management beginning in
childhood with statins and other LLTs have
the potential to reduce the incidence of
atherosclerosis in patients with FH to that of
individuals without FH (15-17).

FH encompasses a spectrum of clinical
phenotypes, based in part on the range of

ABBREVIATIONS
AND ACRONYMS

ACMG = American College of
Medical Genetics and Genomics

APOB = apolipoprotein B
CAD = coronary artery disease

DLCNC = Dutch Lipid Clinic
Network Diagnostic Criteria

DNA = deoxyribonucleic acid

FH = familial
hypercholesterolemia

HeFH = heterozygous familial
hypercholesterolemia

HoFH = homozygous familial

pathogenic variants (Figure 1). Heterozygous
FH (HeFH [also referred to as FH]) is usually
caused by a single pathogenic variant in 1 of
the 3 primary genes associated with FH: LDLR
and the genes encoding apolipoprotein B
(APOB) and proprotein convertase subtilisin/
kexin 9 (PCSK9) (18). The pathogenic variants
in LDLR are the most common. Homozygous
FH (HoFH) is caused by biallelic pathogenic
variants, generally in LDLR (19), with recent

data suggesting a prevalence of molecularly defined
HoFH to be ~1 in 200,000 to 300,000 persons (20).
HoFH causes markedly premature atherosclerotic
cardiovascular disease and, if untreated, early death.
Additional genetic variation can also influence the
LDL-C level in patients with an FH-causing variant,
suggesting that the FH clinical phenotype, at least in
some patients, is due to a large effect pathogenic
variant in one of the main FH genes in combination
with a polygenic component (21,22). Patients with the
FH clinical phenotype (both very high LDL-C levels
and positive family history) may have negative ge-
netic test results for the 3 primary genes but still may
have genetic variation contributing to high LDL-C
levels.

A large proportion of patients with FH are undi-
agnosed, even when they have not only elevated
LDL-C levels but premature coronary artery disease
(CAD) and/or myocardial infarction (7,23). Current
estimates show that >90% of 30 million individuals
with FH worldwide and the >1 million in the United
States are undiagnosed (24,25). Recent data from
studies using electronic health record searches have
shown suboptimal treatment of FH in addition to
underdiagnosis, with at most one-half of patients
treated adequately and up to one-third not treated at
all (7,26).

Although genetic testing has the potential to
improve diagnosis and provide prognostic data and
accurate risk assessment, data from the CASCADE FH

hypercholesterolemia

LDL-C = low-density
lipoprotein cholesterol

LDLR = low-density
lipoprotein receptor

LLT = lipid-lowering therapy

NGS = next-generation
sequencing

PCSK9 = proprotein
convertase subtilisin/kexin 9



666 Sturm et al.

Genetic Testing for Familial Hypercholesterolemia

JACC VOL. 72, NO. 6, 2018
AUGUST 7, 2018:662-80

LDL-C mg/dl

' 1,000

500
250
190
160

130

FIGURE 1 Phenotypic Spectrum of FH
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Familial hypercholesterolemia (FH) includes multiple clinical phenotypes due to different underlying molecular etiologies and additional genetic background. Low-
density lipoprotein cholesterol (LDL-C) level, number of mutations, and additional pathogenic and/or protective genetic variation determines coronary artery disease
(CAD) risk level. APOB = gene encoding apolipoprotein B; HeFH = heterozygous familial hypercholesterolemia; HoFH = homozygous familial hypercholesterolemia;
LDLR = gene encoding low-density lipoprotein receptor; Lp(a) = lipoprotein a; PCSK9 = gene encoding proprotein convertase subtilisin/kexin 9; SNP = single
nucleotide polymorphism.

(Cascade Screening for Awareness and Detection of
FH) Registry indicate that FH genetic testing is
underutilized for patients in the United States, with
genetic testing reported in 3.9% of individuals in the
registry with a clinical diagnosis (27). FH genetic
testing has been performed more extensively and/or
at the population level in the Netherlands, Norway,
United Kingdom, Spain, Denmark, Belgium, Czech
Republic, Slovakia, Iceland, Switzerland, Canada,
Australia, New Zealand, and South Africa, among
others (24,25,28).

THE RATIONALE FOR CLINICAL
GENETIC TESTING FOR FH

GENETIC TESTING PROVIDES A DEFINITIVE
MOLECULAR DIAGNOSIS OF FH. Historically, the
diagnosis of FH has been based on several sets of
clinical diagnostic criteria that include elevated
LDL-C levels, clinical history of premature cardio-
vascular disease, family history of hypercholester-
olemia and/or cardiovascular disease, physical
examination findings (including tendon xanthomas
and corneal arcus), and deoxyribonucleic acid (DNA)
testing evidence of a pathogenic variant causative of
FH. Although a diagnosis of FH can be made based on
clinical findings alone, the Dutch Lipid Clinic Network

Diagnostic Criteria (DLCNC) (29), the Simon Broome
Register Diagnostic Criteria (30), and the criteria
presented in the 2015 American Heart Association
scientific statement on FH (18) all include genetic
testing as a key approach to making the diagnosis of
definite FH. The identification of a pathogenic
variant, or variants, in LDLR, APOB, or PCSK9 pro-
vides the highest number of points toward a definite
diagnosis of FH in the DLCNC (29). Detection of
a pathogenic variant has also been described as
the “gold standard” for FH diagnosis secondary to
variants affecting LDLR function (3,31).

The “classic” FH clinical presentation has changed
over time due to statin treatment and potentially due
to decreased saturated fat intake (32). For example,
physical examination findings and family history of
premature atherosclerotic cardiovascular disease are
present in only a minority of molecularly defined FH
patients, as evidenced in the SAFEHEART Registry
Cohort
Study) (33). Xanthomas were present with a fre-
quency of <15%, and corneal arcus was present in
~30% (34). Similar results have been seen in the US-
based CASCADE FH Registry (27). In addition, in a
national FH screening program, only 8% of affected
relatives had xanthomas and only 5% had xanthe-
lasma at the time of genetic testing (35).

(Spanish Familial Hypercholesterolemia



JACC VOL. 72, NO. 6, 2018
AUGUST 7, 2018:662-80

There are also limitations to the clinical sensitivity
of a family history of cardiovascular disease, which is
part of all published diagnostic criteria for FH. These
limitations can be due to several reasons, including
reduced penetrance (36), affected relatives receiving
LLT (thereby “masking” the hypercholesterolemia
and coronary heart disease phenotype), the reduced
clinical sensitivity and/or specificity of self-reported
family history (37), as well as the simple unavailabil-
ity of reliable family history information (38). Only
41% of children with a molecularly confirmed FH
diagnosis in a Slovenian national universal lipid
screening program had a family history of cardiovas-
cular disease (39). In the absence of molecular genetic
testing, there are limitations to diagnosing FH in
children, as the DLCNC are not valid in children; thus,
the diagnosis relies on family history and serial fast-
ing plasma LDL-C measurements (2,40). The Simon
Broome diagnostic criteria can be applied to
children <16 years of age, using lower total choles-
terol and LDL-C cut points, in the setting of tendon
xanthoma or positive family history (30).

Furthermore, recent large-scale DNA sequencing
studies have illustrated the limitations of using spe-
cific LDL-C cut-points for the identification of those
with pathogenic FH variants. Although LDL-C levels
in those with FH-associated variants are increased
overall, a wide spectrum of LDL-C levels is observed
(Figure 1) (7,36). Khera et al. (36) reported the
sequencing of LDLR, APOB, and PCSK9 in >26,000
individuals from 7 case-control studies (cases were
those with CAD, and controls were CAD-free) and 5
prospective cohort studies. Although the average
LDL-C level was 190 mg/dl in those with an FH
pathogenic variant, 55% of those with a pathogenic
variant had LDL-C levels <190 mg/dl and 27% had an
LDL-C level <130 mg/dl. Abul-Husn et al. (7) assessed
the prevalence and clinical impact of FH-associated
variants in >50,000 individuals who underwent
whole exome sequencing. In this study, by retro-
spectively applying the DLCNC to electronic health
record data, a probable or definite FH clinical diag-
nosis was present in just 24% of those with an FH
variant, and a maximum LDL-C level =190 mg/dl was
absent in 45% of those with an FH variant. In addi-
tion, Wald et al. (10) found that not all children with
an FH mutation had hypercholesterolemia at
~12 months of age. Because individuals with FH-
associated variants may not have LDL-C levels
above certain thresholds, yet have an elevated risk for
CAD, genetic testing has utility in identifying those
with FH who are at increased risk and who likely
would not otherwise be diagnosed.
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In addition to LDL-C threshold levels (.e.,
=190 mg/dl) missing significant numbers of in-
dividuals with FH pathogenic variants, the ability to
distinguish those with FH from those with elevated
cholesterol levels due to other reasons is complicated
by an overlap in LDL-C levels between individuals
with and without an FH pathogenic variant (10,36,41).
Discrimination based on LDL-C levels is best in youth
(42), but because LDL-C rises with age, overlap in-
creases between those with an FH pathogenic variant
and those without (41,43,44). Genetic testing can help
distinguish these 2 groups of individuals.

In sum, although there are several sets of FH
diagnostic criteria, there is no international
consensus on which set of criteria is superior. The use
of diagnostic tools that rely on the presence of
physical features, premature CAD, and family history
limits diagnostic efficacy and the goal of identifying
all patients with FH because although these tools
have higher specificity, they have lower sensitivity.
Diagnostic accuracy is key; however, to best identify
and subsequently treat the spectrum of patients with
FH (inclusive of those with an identifiable pathogenic
variant or variants [genotype positive], those without
[phenotype positive, genotype negative], and those
who do not undergo genetic testing), both genotype-
positive and phenotype-positive definitions of FH
should be used (Figure 2). The American Heart Asso-
ciation scientific statement on FH presents a clinical
classification of FH focused on hypercholesterolemia
in the proband (or index case) and the presence of a
positive family history of hypercholesterolemia or
premature CAD (phenotypic FH), as well as the pres-
ence of genetic mutation information (genotype-
positive FH) (18).

All of these factors, together with a general lack of
awareness, contribute to the very low rate of formal
FH diagnosis in both the United States and worldwide
(25). Genetic testing aids FH diagnosis by identifying
those with pathogenic variants who do not meet
diagnostic criteria based on lipid levels, clinical and
physical features, and/or family history. Thus, one
rationale for FH genetic testing is to facilitate the
diagnosis of FH in those who may not have otherwise
been diagnosed with FH.

GENETIC TESTING PROVIDES PROGNOSTIC AND
RISK STRATIFICATION INFORMATION. FH genetic
testing provides prognosticinformation and the ability
to perform refined risk stratification. Within the
Myocardial Infarction Genetics Consortium case-
control cohort populations, the risk for CAD was
higher in FH pathogenic variant carriers compared
with noncarriers at any LDL-C value (Figure 3) (36).
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FIGURE 2 Different Categories of Patients May Undergo FH Genetic Testing
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Individuals at risk due to family history as well as individuals with an FH phenotype may undergo FH genetic testing. The results of this testing can result in 3 categories
of individuals: 1) genotype positive, phenotype negative; 2) genotype positive, phenotype positive; and 3) genotype negative, phenotype positive. In some cases,
alternative molecular etiologies should be explored. Abbreviations as in Figure 1.

Compared with a reference group with LDL-C
levels <130 mg/dl and no pathogenic variant, in-
dividuals with LDL-C levels =190 mg/dl and no FH
pathogenic variant had a 6-fold higher risk for CAD,
whereas those with LDL-C levels =190 mg/dl and an FH
pathogenic variant exhibited a 22-fold increased risk
for CAD. The presence of an FH pathogenic variant
increases CAD risk >3-fold at the same LDL-C level,
presumably related to greater lifelong exposure to
elevated LDL-C levels. Even for those with LDL-C
levels <190 mg/dl, and <130 mg/dl, CAD risk is higher
in those with an FH pathogenic variant compared with
those without.

Similar findings from Japan confirm that knowl-
edge of FH pathogenic variant status allows for the
identification of individuals at the highest CAD risk
by contributing additional risk information beyond
that predicted by clinical data alone, including LDL-C
levels (45). Female subjects >18 years of age with a
confirmed LDLR pathogenic variant have been shown
to have an increased risk of premature CAD compared
with women without a documented FH variant, even
after adjustment for lipid levels and traditional CAD
risk factors (hazard ratio: 2.53) (46). Furthermore,
among patients with severe hypercholesterolemia
and a family history of early cardiovascular disease,

those with genetically confirmed FH had a higher
prevalence of coronary artery calcification and posi-
tive exercise stress test results (47).

The specific type of pathogenic variant and its
severity (i.e., LDLR-defective vs. receptor-null) is
associated with the degree of hypercholesterolemia
and the risk for CAD development, including prema-
ture CAD risk; LDLR null variants are the most severe
(7,36), and non-null LDLR variants, as well as APOB
and PCSK9 pathogenic variants, generally having a
milder phenotype (7). Pathogenic variant type has
also been shown to be an independent predictor of
attainment of LDL-C treatment goals (34). In addition,
coronary and carotid atherosclerosis severity has
been shown to be higher in those with monogenic FH
compared with those with an elevated LDL-C level
due to a polygenic etiology (48). These findings
reinforce the utility of genetic testing in the provision
of cardiovascular risk information beyond that pro-
vided by LDL-C level alone.

In addition, FH genetic testing has been shown to
have a positive effect on the initiation of LLT, adher-
ence to therapy, and LDL-C reduction (35,44). Even in
patients with FH who were already receiving LLT, sig-
nificant effects on plasma LDL-C levels were observed
after confirmation by genetic testing (49). In Norway,
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the proportion receiving LLT increased from 53% at the
time of genetic testing to 89%, with a 21% reduction
in total serum cholesterol 6 months after testing (50).

Thus, a further rationale for FH genetic testing is

that detection of a pathogenic variant indicates
higher cardiovascular risk and the need for more
aggressive LDL-C reduction, and that a positive ge-
netic test result increases initiation and adherence to
LLT.
GENETIC TESTING FACILITATES FAMILY-BASED
CASCADE TESTING FOR FH. Because FH is an auto-
somal dominant disorder, screening the at-risk rela-
tives of a patient with FH (“cascade testing”) can be
highly effective in identifying additional individuals
with FH who require treatment (44,51). Cascade
testing of relatives of people with FH has been given
the Tier 1 classification by the U.S. Centers for Disease
Control and Prevention Office of Public Health Ge-
nomics (52), meaning clinical practice guidelines
based on systematic review supports the testing.
Cascade testing using DNA analysis is also recom-
mended in the U.K. National Institute for Health and
Care Excellence clinical guidelines (1) and the Euro-
pean Atherosclerosis Society consensus statement on
FH (25). Cascade testing has been shown to be a cost-
effective method for the identification of new pa-
tients with FH (53-56) and also a cost-effective means
of preventing coronary heart disease, myocardial
infarction, and death (57-59). Cascade testing can also
reduce the average age at which relatives with FH are
diagnosed compared with the age of diagnosis for
index patients (60). In the United States, cascade
testing for FH is not currently systematically per-
formed (38).

Cascade testing can be performed by using analysis
of LDL-C levels alone, but this approach has sensi-
tivity and specificity issues (41). LDL-C levels in FH
and non-FH relatives overlap considerably, especially
in adults. A substantial number of relatives who
inherit the causal pathogenic variant have some de-
gree of “reduced penetrance” and LDL-C levels that,
although usually elevated, would not qualify them for
a clinical diagnosis of FH (61). In some cases, in-
dividuals with genetically proven FH also carry
genetic variation associated with lower LDL-C levels
(62,63). If only LDL-C levels are used for cascade
screening, and are below a pre-defined threshold, the
screening cascade is at risk of stopping at family
members who carry the causal pathogenic variant.
DNA testing, however, yields unambiguous cascade
testing results for at-risk relatives. Moreover,
knowledge of the pathogenic variant in the family
increases the number of patients with FH identified
per family. This concept is supported by findings from
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The risk for CAD is higher in FH pathogenic variant carriers compared to noncarriers at any
LDL-C value. Reproduced with permission from Khera et al. (36). Abbreviations as in

the Czech national database: in families with a known
causal pathogenic variant, the number of patients
with FH per family is on average 1.77, whereas in
families without this information it is 1.18 (28).
Identification of a pathogenic variant, or variants,
in the FH proband allows for targeted, site-specific
cascade genetic testing in at-risk relatives, with very
high sensitivity and specificity. This approach can
provide unambiguous results for relatives with and
without FH. When the FH proband is a child, this
method allows for reverse cascade testing and iden-
tification of the affected parent (10), or parents, when
affected children have 2 pathogenic variants; affected
siblings can also be identified. For those with FH,
recommended medical management can be initiated,
and it has been well documented that identifying
affected relatives by using cascade genetic testing has
significant therapeutic consequences, as reviewed by
Leren et al. (35). Specifically, in the Netherlands, the
proportion of adult affected relatives receiving LLT
increased from 39% at the time of genetic testing to
93% 1 year after, and in affected but previously un-
treated adult relatives, a 23% reduction in total serum
cholesterol level was observed 1 year after testing
(44). Subsequently, a 30% reduction in mean baseline
LDL-C level was observed. Cascade genetic testing
also identifies those relatives who did not inherit the
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familial pathogenic variant and therefore are highly
unlikely to have FH (unless inherited from the unre-
lated parent). This outcome is of high personal utility,
as relatives who test negative will be relieved by the
knowledge of being unaffected and having no risk to
pass the familial pathogenic variant to their offspring.

Published FH clinical guidelines already state that
if a pathogenic variant has been identified in an index
patient, the variant should be used to identify
affected relatives (1,3,25).

GENETIC TESTING ALLOWS FOR PRECISION DURING
GENETIC COUNSELING. FH genetic testing should be
accompanied by pre- and post-test genetic counseling
(2,18). Genetic testing implications and consider-
ations for individuals who may have FH, which
should be discussed during pre-test genetic coun-
seling, are outlined in Table 1. Genetic testing in the
FH proband affords the ability to provide precise and
accurate recurrence risk information during genetic
counseling and informs the correct approach to fam-
ily cascade genetic testing. Genetic testing provides
discrimination, at the molecular genetic level, be-
tween individuals with HeFH, compound hetero-
zygous FH, double heterozygous FH, HoFH,
autosomal recessive FH, and those patients without
an identifiable pathogenic variant but with the FH
phenotype. The recurrence risks to relatives and im-
plications for family planning differ among these
scenarios. For example, in cases in which genetic test
results identify probands who are double heterozy-
gotes (e.g., pathogenic variants in both LDLR and
APOB), this finding affects the recurrence risk to rel-
atives and the recommended approaches to cascade
testing. Specifically, for probands whose genetic
testing diagnoses them as compound or double het-
erozygotes or homozygotes, parents of the proband
should undergo known familial variant testing to
determine which variant was maternally inherited
and which was paternally inherited and/or whether
one of the variants is de novo, which although rare, is
possible (64); thus, all maternal and paternal relatives
with FH can next be identified by testing for the
appropriate variant on each side of the family. Known
familial variant testing for both variants identified in
the proband is recommended for siblings of the pro-
band and for children of the proband. In addition,
without genetic testing, these FH probands with 2
mutations may be misclassified as having severe
HeFH, and this misclassification could have negative
consequences for the proper identification of all at-
risk relatives if it is not known that both sides of the
family are at risk due to the presence of 2 mutations
in the proband (65). Risks to relatives will also differ
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for those patients diagnosed with FH “phenocopies”
and for those with polygenic etiologies.

GENETIC TESTING HAS |IMPLICATIONS FOR
THERAPEUTIC CHOICES IN FH. It is anticipated that
the impact of genetic testing on the clinical manage-
ment of FH will increase (66). Particularly in patients
with severe HeFH or HoFH, molecular genetic test
results may influence therapeutic choices. For
example, lomitapide and mipomersen are approved
only for HoFH (67), although HoFH can be diagnosed
clinically and does not require genetic testing per se.

PCSK9 inhibitors are specifically approved for FH,
in which clinical diagnosis can suffice for prescribing
but molecular diagnosis can confirm FH, especially
in borderline cases. Patients with FH due to
gain-of-function PCSK9 mutations are remarkably
responsive to PCSK9 inhibition (68,69). In addition,
in individuals with HoFH and 2 LDLR null alleles (i.e.,
without LDLRs on the liver surface), PCSK9 inhibitors
had no effect on LDL-C level (66), but if at least 1
allele had residual LDLR activity, PCSK9 inhibitors
lowered LDL-C levels by ~35% (70).

Studies comparing the efficacy of different agents
in the setting of specific pathogenic variants will need
to be performed. It must be emphasized that because
not all patients with phenotypic FH have identifiable
pathogenic variants, these medications should not be
denied to patients with the clinical diagnosis of FH in
whom detectable pathogenic variants cannot be
detected.

GENETIC TESTING HAS VALUE TO THE PEDIATRIC
PATIENT POPULATION WITH FH. According to the
American Society of Human Genetics position state-
ment on points to consider for genetic testing in
children and adolescents, genetic testing in childhood
is appropriate when there is a clinical intervention in
childhood (71). In HeFH, statin treatment should be
initiated from as early as 8 to 10 years of age, and in-
terventions to promote a healthful lifestyle can begin
even earlier. For children with HoFH, aggressive
treatment is required at the time of diagnosis (40).
Serious adverse events have not been reported with
childhood statin treatment, including no reports of
negative effects on growth and development (72).
Ifleft untreated, children with FH will be at higher risk
of coronary events as adults because of the cumulative
burden of elevated LDL-C levels, with many experi-
encing their first cardiovascular event at a young age.
Children with FH who start a statin have statistically
lower event rates than their affected parents (16).
Depending on the age of initiating statin therapy, the
cumulative LDL-C burden can be lowered to an extent
that the LDL-C burden in the patient may be
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TABLE 1 Genetic Testing Implications and Considerations for Individuals Who May Have FH

Benefits of genetic testing

e May establish or confirm a formal, definite diagnosis of FH.

e Provides prognostic information and the ability to perform refined risk stratification because the detection of
a pathogenic variant indicates higher cardiovascular risk.

e Positive genetic test results have been shown to increase initiation of lipid-lowering therapy, adherence to therapy,
and reductions in LDL-C levels.

e Earlier detection provides the opportunity for earlier treatment and lifestyle modifications.

e When genetic testing in the proband is informative, it leads to cascade genetic testing in at-risk family
members with high sensitivity and specificity.

e May exclude FH in at-risk family members who did not inherit the pathogenic variant(s).

e Genetic testing provides discrimination, at the molecular genetic level, between individuals with HeFH, compound heterozygous FH,
double heterozygous FH, HoFH, autosomal recessive FH, and those patients without an identifiable pathogenic variant but with the FH
phenotype. The recurrence risks to relatives and implications for family planning differ among these scenarios.

e Genetic testing allows for the potential identification of FH “phenocopies” that may require specific therapies and have different inheri-
tance patterns than FH.

e Enhances personal utility.

o May provide additional motivation for individuals to remain adherent to prescribed medications.
o Provides an explanation for failure of diet and exercise management to control elevated lipid levels.
o Provides a helpful explanation for family history of premature heart disease and difficult-to-treat LDL-C levels.

Limitations of genetic testing
e FH genetic testing is not completely sensitive or specific.
o Not all patients with a clinical diagnosis of FH will have an identifiable pathogenic variant(s).
o Some patients will have a variant of uncertain significance identified, which may be reclassified as pathogenic or benign over time as
more information is gained.

Potential risks of genetic testing

e Genetic discrimination.

In the United States, the federal Genetic Information Nondiscrimination Act of 2008 (GINA) prohibits discrimination by health insurers

and employers based on genetic information. “Genetic information,” as defined by GINA, includes an individual's family medical history,

the results of individual's or family member's genetic tests, and the fact that an individual or individual's family member sought or

received genetic services.

In the United States, the federal Americans with Disabilities Act and the Affordable Care Act provide important protection and fill

critical gaps in GINA. The Americans with Disabilities Act protects employees whose genetic conditions are symptomatic or “manifest.”

The Affordable Care Act prohibits discrimination in coverage and benefits based on health condition, whether already symptomatic or a

predisposition and regardless of etiology.

Other countries may have similar laws and/or protections against misuse of genetic information.

o Some gaps in protection against disadvantaging individuals based on genetic information remain because life, disability, and long-term
care insurance discrimination are not covered under current US laws.

o

Familial implications of genetic testing
e Genetic testing results may affect family dynamics and relationships.

o Cascade testing: FH probands should receive a recommendation to warn at-risk relatives about their risk for FH.

o Privacy: individuals with FH may experience difficulty in communicating their genetic testing results to at-risk relatives, and may
experience a loss of privacy in doing so.

o Parental guilt: parents may experience feelings of guilt related to passing their pathogenic variant(s) to children; in this situation, it
may be helpful to emphasize the benefits provided by this information in children because early and sufficient lipid-lowering therapy
will effectively reduce the risk of heart disease to that of the general population.

o Survival guilt: individuals in the family who test negative for the familial pathogenic variant may experience feelings of guilt; however,
it is important to explain that early and sufficient lipid-lowering therapy in family members with the familial pathogenic variant will
effectively reduce the risk of heart disease to that of those without the pathogenic variant.

Cost of genetic testing
e Individuals may want to undergo genetic testing, but the cost and/or lack of insurance coverage may limit ability to obtain testing.

FH = familial hypercholesterolemia; HeFH = heterozygous FH; HoFH = homozygous FH; LDL-C = low-density lipoprotein cholesterol.

comparable to a nonaffected individual (73). Com-
parisons of cardiovascular outcomes between statin
and pre-stain eras show maximum benefit in younger
individuals (15,74). By identifying children with FH
early, lifestyle changes can be introduced, which can
affect both elevated LDL-C levels and acquisition of
other risk factors such as tobacco use (40).

Research has shown favorable parental attitudes
toward genetic testing in children, and testing can be
accomplished via readily accessible sample types,
including saliva and buccal swabs. The great majority
of parents (87%) from FH families in the Netherlands
want their children to undergo genetic testing (75).
Data on the acceptability of pediatric FH genetic

testing in the United States are not currently avail-
able. In circumstances in which FH is suspected but
parental testing cannot be accomplished, genetic
testing should be conducted, especially if a parent
died of coronary heart disease and even if the child
has only moderate hypercholesterolemia (40).

PERSONAL UTILITY OF FH GENETIC TESTING AND
PSYCHOSOCIAL IMPLICATIONS. Data suggest that a
DNA-based diagnosis of FH seems to have minimal
adverse psychological impact (76,77), and genetic
testing for FH is not perceived as anxiety provoking
(78). Interviews with individuals with a clinical
diagnosis of FH who underwent genetic testing found
that it was regarded as useful; it confirmed for them
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that they have a genetic disorder, provided an etiol-
ogy for their clinical diagnosis, and offered the ability
for younger family members to access genetic testing
and, thus, timely treatment (78). In addition, in-
terviews have shown that receiving a molecular
diagnosis of FH could provide reassurance to patients
that diet and lifestyle factors were not the primary
cause of their condition (77). Compared with in-
dividuals at increased risk for cardiovascular disease
with no DNA testing information, individuals diag-
nosed with FH through DNA testing had higher
perceived efficacy of medication (79). Furthermore,
research conducted to date has shown that children
identified as FH pathogenic variant carriers generally
cope well (80,81).

GENETIC TESTING YIELD, METHODS,
AND ACCESS

Of the 3 primary genes in which pathogenic variants
cause FH (LDLR, APOB, and PCSK9), mutations in
LDLR are the most common: >90% of reported FH-
causing variants are in LDLR, with 5% to 10% in
APOB and <1% in PCSK9 (82-84). More than 2,000
unique variants have been reported in association
with FH, with ~1,000 of these having enough evi-
dence to be considered pathogenic or likely patho-
genic when applying American College of Medical
Genetics and Genomics (ACMG) guidelines for variant
classification (85). LDLR pathogenic and likely path-
ogenic variants include nonsense, missense, and a
few synonymous variants; variants in the promoter
and canonical splice sequences; and small insertions
and deletions and large DNA rearrangements (86,87).
Analysis of LDLR for structural variants should
also be routinely performed because up to 10% of
pathogenic variants in LDLR are large rearrangements
(88-90). Most APOB pathogenic variants causing
FH are missense variants in the region of the
apolipoprotein B-100 protein that binds to the LDLR,
resulting in a ligand-defective apolipoprotein B
protein that binds poorly to the LDLR; this condition
is sometimes called familial defective apolipoprotein B
(91). In the European population, p.Arg3527Gln in
APOB (previously referred to as p.Arg3500Gln) is the
most predominant and is identified in ~6% to 10% of
all FH cases (92), but other pathogenic variants in
this region can also cause FH (93). Although APOB
variants located outside this region have been
reported, pathogenicity has been difficult to establish
(94-98). Gain-of-function pathogenic variants in
PCSK9 cause FH by increasing the ability of the PCSK9
protein to promote degradation of LDLRs, leading to
reduced numbers of receptors on the cell surface.
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Multiple PCSK9 gain of function variants have been
reported to date (69,99), with p.Asp374Tyr being the
most frequently reported in FH (100).

The yield of FH genetic testing depends on the pre-
test probability of FH, as determined by clinical
diagnostic criteria, and by other clinical factors, such
as premature CAD and/or extreme hypercholester-
olemia, in the absence of known secondary causes.
For those designated according to clinical diagnostic
criteria as “definite” FH, a pathogenic variant in 1 of
the 3 known FH-causing genes can be identified in
~60% to 80%; in “possible” FH, the yield is lower
(~21% to 44%) (83,101-103). In cohorts of pediatric
patients in which there is a strong clinical index of
suspicion for FH, results of genetic testing have
revealed clinical sensitivities ranging from ~60% to
95% (39,104). Therefore, a negative genetic test result
in a patient with an FH phenotype as defined by using
clinical criteria does not exclude a diagnosis of FH.
Negative genetic test results may be due to technical
limitations and/or the presence of mutations in yet-
to-be identified genes. FH should be diagnosed clin-
ically (definite/probable/possible diagnosis based on
the common clinical criteria) in the presence of
negative genetic test results (these patients are
phenotype positive, genotype negative) if the patient
has severe hypercholesterolemia and a family history
of hypercholesterolemia and/or premature CAD, as
cardiovascular risk according to the FH phenotypic
definition remains high (105).

The prevalence of FH pathogenic variants in adults
with LDL-C levels =190 mg/dl and no additional
clinical or family history data is ~2% (7,36). There-
fore, not every patient with LDL-C levels =190 mg/dl
should be considered to have FH. However, the
prevalence of genetically confirmed FH in patients
with acute coronary syndrome who are =65 years of
age and with LDL-C levels =160 mg/dl is ~9% (101);
the prevalence in unselected adults with a maximum
electronic health record-documented level of
LDL-C =250 mg/dl is ~13% in a US-based cohort (7);
and the prevalence in suspected FH index patients in
Brazil with LDL-C levels =230 mg/dl is ~50% (102). In
the Danish general population, the most optimal
threshold for LDL-C to discriminate between carriers
and noncarriers of FH pathogenic variants was
170 mg/dl, with the highest yield of carriers being 13%
at LDL-C levels >230 mg/dl (106). The likelihood of
detecting a pathogenic variant is proportional to the
absolute LDL-C level (107). These collective data
illustrate the utility of using specific, isolated clinical
features, such as acute coronary syndrome and
extreme hypercholesterolemia, to select individuals
who have a reasonably high likelihood of having a



JACC VOL. 72, NO. 6, 2018
AUGUST 7, 2018:662-80

pathogenic variant causative of FH. Recently, a model
to predict the presence of an FH-causing mutation in
individual patients was developed and validated in a
Dutch population (108). It is important to note that
the LDL-C cutpoints used to offer or consider FH ge-
netic testing may differ among countries (109), as
well as between individuals of different races and
ethnic backgrounds.

At a minimum, genetic testing for patients with
suspected FH should include analysis of LDLR, the
region of APOB encoding the LDLR ligand, and
PCSK9. Importantly, an FH diagnosis is not excluded
if genetic testing does not detect a pathogenic variant
in one of these genes, as the FH phenotype may be
due to undetected pathogenic variants, variants in
other genes, and/or variants in as-yet-undiscovered
genes (3). Pathogenic variants in other genes can
cause an FH phenotype. There is an autosomal
recessive form of hypercholesterolemia caused by
biallelic pathogenic variants in LDLRAP1 encoding the
LDLR adaptor protein 1 (110). Confirming a diagnosis
of autosomal recessive hypercholesterolemia allows
accurate diagnosis of this recessive form as well as
the provision of accurate recurrence risk information
to relatives. Pathogenic variants in LDLRAP1 should
be considered if a patient with severe hypercholes-
terolemia has no detectable variant in LDLR, APOB, or
PCSK9 and the family history represents possible
autosomal recessive inheritance.

There are also other potential etiologies for an FH
phenotype. A pathogenic variant in the gene encod-
ing apolipoprotein E, APOE, (p.Leu167del), reportedly
causes an autosomal dominant phenotype, including
premature myocardial infarction, tendinous xantho-
mas, xanthelasmas, and elevated LDL-C levels (111).
Other Mendelian lipid conditions have phenotypic
overlap with FH and should be considered (112,113).
Sitosterolemia (caused by autosomal recessive path-
ogenic variants in ABCG5 or ABCGS8) (114) can present
with xanthomas and hypercholesterolemia. Lyso-
somal acid lipase deficiency, caused by autosomal
recessive pathogenic variants in LIPA, can also pre-
sent with elevated LDL-C levels, often accompanied
by fatty liver disease (113,115). Genetic testing for
these conditions in the appropriate patients may have
direct therapeutic implications.

A polygenic etiology may explain the FH clinical
phenotype in a majority of individuals in whom no
pathogenic variant is found in the 3 main genes, as
they may have a greater than average number of
relatively common LDL-C-raising single nucleotide
polymorphisms (i.e., high “LDL-C level raising gene
score”) (22,107,116). High lipoprotein(a) concentra-
tions are also common in patients with phenotypic FH
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with no identifiable pathogenic variant (117), with one
study suggesting that one-quarter of patients with
clinical FH acquired the diagnosis due to high lip-
oprotein(a) concentrations (118).

Accurate variant interpretation is of paramount
importance in the application of clinical genetic
testing. The LDLR variant database (119) includes
variant classification information based on the 2013
published guidelines from the Association for Clinical
Genetic Science (120). In this recently updated LDLR
variant database, 7% of variants are currently classified
as variants of unknown significance (87). However, a
study that applied the published 2015 standards and
guidelines for the interpretation of variants from the
ACMG and the Association for Molecular Pathology
(121), with specific FH assumptions, to potential FH
variants found that ~47% were classified as variants
of uncertain significance, mainly due to insufficient
evidence, including lack of functional studies for
non-null (i.e., missense) alleles (85). ClinVar, housed
at the National Center for Biotechnology Information,
is a freely available database that also includes in-
terpretations of the clinical significance of variants
(122). A main goal of the FH Expert Panel (123) of
the Clinical Genome Resource (ClinGen) (124) is to
improve FH variant classification by performing
ongoing revisions and specifications to the ACMG/
Association for Molecular Pathology guidelines to
make them more robust for the accurate interpreta-
tion of variants in the FH genes and to provide expert
level classifications of FH variants deposited in
ClinVar.

Genetic testing for FH is available via multiple
clinical genetic testing laboratories in the United
States and worldwide (82). Costs continue to decrease
over time, due in part to the use of next-generation
sequencing (NGS) technologies (32,82). Most labora-
tories offer NGS panels, including full gene
sequencing of LDLR, APOB, and PCSK9, as well as
deletion/duplication analysis of LDLR. FH genetic
testing in the index case is offered by several of these
laboratories for an out-of-pocket cost of <$500 (32).
Site-specific genetic testing for the known pathogenic
variant(s) in at-risk relatives (cascade genetic
testing) is performed at a considerably lower cost.
Larger, more inclusive, lipid disorder NGS panels are
also available that provide evaluation of not only the
main FH genes but also the genes causing conditions
with phenotypic overlap. Up-to-date information on
tests and what genes they include, costs, testing
methods, laboratory certification, and sample re-
quirements can be located by searching publicly
available databases, including the Genetic Testing
Registry (125). Of note, because of the clinical severity
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TABLE 2 Recommendations and Considerations for Genetic Testing for FH

A. Proband (index case)

Genetic testing for FH should be offered to individuals of any age in whom a strong clinical index of suspicion for FH exists based on examination of
the patient's clinical and/or family histories. This index of suspicion includes the following:

1. Children with persistent* LDL-C levels =160 mg/dl or adults with persistent* LDL-C levels =190 mg/dl without an apparent secondary
cause of hypercholesterolemiat and with at least 1 first-degree relative similarly affected or with premature CAD# or where family history is
not available (e.g., adoption)

2. Children with persistent* LDL-C levels =190 mg/dl or adults with persistent* LDL-C levels =250 mg/dl without an apparent secondary
cause of hypercholesterolemia,t even in the absence of a positive family history

Evidence Grade: Class of Recommendation Ila, Strength of Evidence B-NR

Genetic testing for FH may be considered in the following clinical scenarios:

1. Children with persistent* LDL-C levels =160 mg/dl (without an apparent secondary cause of hypercholesterolemiat) with an LDL-C
level =190 mg/dl in at least 1 parent or a family history of hypercholesterolemia and premature CAD#

2. Adults with no pre-treatment LDL-C levels available but with a personal history of premature CAD+# and family history of both
hypercholesterolemia and premature CAD#

3. Adults with persistent* LDL-C levels =160 mg/dl (without an apparent secondary cause of hypercholesterolemiat) in the setting of a
family history of hypercholesterolemia and either a personal history or a family history of premature CAD#

Evidence Grade: Class of Recommendation Ilb, Strength of Evidence C-EO

B. At-risk relatives

1. Cascade genetic testing for the specific variant(s) identified in the FH proband (known familial variant testing) should be offered to all first-
degree relatives. If first-degree relatives are unavailable, or do not wish to undergo testing, known familial variant testing should be
offered to second-degree relatives. Cascade genetic testing should commence throughout the entire extended family until all at-risk
individuals have been tested and all known relatives with FH have been identified

Evidence Grade: Class of Recommendation I, Strength of Evidence B-R

If LDL-C values are unavailable, total cholesterol values =320, 260, and 230 mg/dl (corresponding to LDL-C levels =250, 190, and 160 mg/dl, respectively) could be used.
*Two or more measurements, including assessment after intensive lifestyle modification. tHypothyroidism, diabetes, renal disease, nephrotic syndrome, liver disease, medi-
cations. $Premature coronary artery disease (CAD) = male subjects =55 years of age, female subjects =65 years of age; adapted from the American Heart Association

AUGUST 7, 2018:662-80

phenotype definition of HeFH. Other abbreviations as in Table 1.

of FH and the ability to prevent its complications
when appropriately diagnosed and managed, the
ACMG has included the 3 main FH genes in its
published recommendations for reporting of second-
ary findings in clinical and genome
sequencing (126).

exome

RECOMMENDATIONS FOR FH
GENETIC TESTING

Our recommendations and considerations for genetic
testing for FH are summarized in Table 2. This sum-
mary includes recommendations for probands, or in-
dex cases, and cascade testing for at-risk relatives.
Genetic testing for patients with suspected FH
should, at a minimum, include analysis of LDLR,
APOB, and PCSK9. This analysis should include for
LDLR and PCSK9 sequencing of all exons and exon/
intron boundaries, as well as LDLR deletion/duplica-
tion analysis, and for APOB the exons encoding the
LDLR ligand-binding region.

Evidence evaluation supporting the evidence
grades in Table 2 has been presented in earlier sec-
tions of this paper. In brief, genetic testing of index
cases is supported by the following: 1) the presence of
increased risk in individuals with pathogenic variants
associated with FH; 2) the availability of effective
treatment to lower LDL-C levels; 3) current yields
published in the literature estimated from these
testing criteria; 4) enhancement of cascade testing
with genetic testing; and 5) the likelihood of

improved medication compliance in the presence of a
genetic diagnosis. In those in whom genetic testing
is recommended or may be considered, there is a
sufficient likelihood of a positive genetic test result.
Cascade testing is considered a grade I recommen-
dation because of extensive epidemiological and cost
analyses with supporting data regarding the value of
earlier recognition of FH and the demonstrated value
of statin therapy in randomized trials.

Larger, more inclusive, lipid disorder NGS panels
are also available that provide evaluation of not only
the main FH genes but also the genes causing condi-
tions with phenotypic overlap previously described.
These expanded panels should be considered to
improve the diagnosis of patients with these “phe-
nocopy” conditions that may require specific thera-
pies, and they should include the following genes:
LDLR, APOB, PCSK9, LDLRAP1, LIPA, ABCG5, ABCGS,
and APOE.

FH genetic testing should be accompanied by pre-
and post-test genetic counseling so patients can be
presented with the benefits, limitations, potential
risks, and familial implications of genetic testing
(Table 1). The genetic counseling process for patients
with FH, including specific recommendations for pre-
and post-test genetic counseling, family dynamics,
privacy, and potential for genetic discrimination and
the laws that address this potential (127), can be
found elsewhere (2,18,128,129). The genetic coun-
seling process for patients with FH is summarized in
Table 3. In addition, the Central Illustration displays
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Facilitation of genetic testing
e Pre- and post-test genetic counseling
e Disclosure and documentation of genetic testing results

Facilitation of family-based care
Cascade testing

Discussion of reproductive options

Family Member Letters"
Provision of psychosocial counseling and anticipatory guidance

Discussion of available research study options

Discussion of the availability of DNA banking, when applicable

TABLE 3 The Genetic Counseling Process for Patients With Familial Hypercholesterolemia

Collection of =3 generation family medical history information (pedigree), with special attention to “red flags" for FH

e "Red flags" for FH in the pedigree include hypercholesterolemia; premature CAD (onset in men before age 55 years and women before age 65
years) including angina pectoris and myocardial infarction; sudden cardiac death; physical features of FH (e.g., xanthomas, corneal arcus)

e Because patients' self-reported family history information can have both reduced sensitivity and specificity, it is important to collect
medical records, autopsy reports, and death certificates when possible so that diagnoses can be confirmed

e In some cases, it may not be until clinical screening commences through the family that FH can be diagnosed

e Family history is not static, but changes over time, and should therefore be updated periodically

Performance of risk assessment utilizing medical and family history information
Discussion of mode of inheritance and recurrence risk to family members

Discussion of screening, prevention, and medical management options in conjunction with managing physician

Provision of written documentation of medical, genetic, and counseling information to referring health care providers and patients, including “Dear

Provision of education and resources from national organizations and advocacy groups

e For example, enrolling FH patients into the CASCADE™ FH Registry

Reproduced with permission from Sturm (129).

CAD = coronary artery disease; CASCADE FH = Cascade Screening for Awareness and Detection of FH; FH = familial hypercholesterolemia.

the genetic testing process in an index patient and
family, and includes the recommended pathways for
patients who do and do not choose to undergo genetic
testing, as well as how to utilize positive, negative,
and uncertain genetic test results. For cascade ge-
netic testing, if a relative is either critically placed in
the pedigree and does not consent to genetic testing,
or if a relative is deceased and therefore cannot un-
dergo genetic testing, the cascade should continue to
the critically placed relative’s and/or deceased in-
dividual’s first-degree relatives so additional at-risk
relatives can determine whether they are at risk for
FH or not.

CONCLUSIONS AND EVIDENCE GAPS

Clinical genetic testing for patients with a clinical
suspicion or diagnosis of FH has been underutilized.
With costs of next-generation DNA sequencing
continuing to fall, genetic testing for FH has become
more accessible. Recent research suggests that by
incorporating FH genetic testing as the standard of
care for patients and their relatives with definite,
probable, or possible FH, diagnosis of FH will
improve, relatives of index cases will be identified,
and initiation of recommended LLT can commence at
younger ages, leading to improved clinical outcomes.
Individuals will be able to receive more accurate
prognostic and risk stratification information that has
personal utility.

Some evidence and knowledge gaps exist in the
application of FH genetic testing. Importantly, both
phenotype-based and genotype-based definitions of
FH should continue to be used, and clinical variability
in patient presentation should be acknowledged.
Positive genetic test results for LDLR mutations
causing HeFH span the phenotypic spectrum from
normal to extreme LDL-C levels, whereas patients
with molecularly defined HoFH (2 mutations) may
have LDL-C ranges close to those previously defined
as HeFH (18). Conversely, high-risk patients may
meet criteria for a clinical diagnosis of FH (high LDL-C
level and positive family history of hypercholester-
olemia and premature CAD) but may have negative
FH genetic test results potentially due to other, un-
defined genetic causes of high LDL-C levels. Future
research must further refine and expand genetic
testing options for patients with hypercholesterole-
mia, including those with the phenotype due to
polygenic risk factors and other metabolic pathways.

Understanding the value of genetic testing for
precision medicine in lipid treatment is currently
being studied. Having the capability to guide phar-
macological therapies and improving our under-
standing of gene-gene and gene-environment
interactions may affect patient outcomes. Further
research is needed to evaluate how information from
genetic testing can improve medication adherence
and outcomes for patients with FH. Cost-benefit an-
alyses of the potential role genetic testing plays in
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Management based on
current cardiovascular

CENTRAL ILLUSTRATION The Genetic Testing Process in an Index Patient (Proband) and Family

Identify index patients who should be offered familial hypercholesterolemia (FH) genetic testing

Provide genetic counseling or refer for genetic counseling

Patient decides not to
undergo genetic testing

Recommend cascade
screening via lipid
testing for
at-risk relatives

risk reduction
guidelines

Patient decides to undergo genetic
testing and provides informed consent

Genetic testing results and post-test
genetic counseling provided

=
EEE
= =

Sturm, A.C. et al. J Am Coll Cardiol. 2018;72(6):662-80.

Pre-test and post-test genetic counseling should be provided to all individuals undergoing genetic testing. Independent of genetic test results, all
patients should be managed based on current cardiovascular risk reduction guidelines.

improving earlier recognition of coronary heart dis-
ease risk and improving life expectancy are required.
In addition, patient acceptability of genetic testing
requires additional research to understand and
address potential fears surrounding genetic
discrimination.

Most importantly, genetic testing provides a win-
dow of opportunity whereby we can identify those
individuals at significantly higher risk than the gen-
eral population for CAD at a given LDL-C level. Family
screening based on genetic results can be imple-
mented to identify and treat those individuals with
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unrecognized FH. Early recognition of FH leading to
guideline-based therapy will alter the natural history

of this highly morbid genetic condition.

ACKNOWLEDGMENTS The authors gratefully acknow-
ledge the Familial Hypercholesterolemia Foundation
for convening the 2 in-person meetings of the authors
designed to initiate and finalize the content and
recommendations within this paper. Individuals at
the Familial Hypercholesterolemia Foundation who

Sturm et al.

Genetic Testing for Familial Hypercholesterolemia

provided administrative and graphic design support
were David Zuzick and Susan Seim.

ADDRESS FOR CORRESPONDENCE: Ms. Amy C. Sturm,
Genomic Medicine Institute, 100 North Academy
Avenue, Danville, Pennsylvania 17822-2620. E-mail:
asturm@geisinger.edu.
@Penn, @GeisingerHealth, @PennMedicine.

Twitter: @AmyCurrySturm,

REFERENCES

1. National Institute for Health and Care Excellence:
Clinical Guidelines. Available at: https://www.ncbi.
nlm.nih.gov/books/NBK11822/. Accessed June 28,
2018.

2. Watts GF, Sullivan DR, Poplawski N, et al. Fa-
milial hypercholesterolaemia: a model of care for
Australasia. Atherosclerosis Suppl 2011;12:221-63.

3. Watts GF, Gidding S, Wierzbicki AS, et al. Inte-
grated guidance on the care of familial hyper-
cholesterolaemia from the International FH
Foundation. Int J Cardiol 2014;171:309-25.

4. Primary Panel, Genest J, Hegele RA, et al. Ca-
nadian Cardiovascular Society position statement
on familial hypercholesterolemia. Can J Cardiol
2014;30:1471-81.

5. Ackerman MJ, Priori SG, Willems S, et al. HRS/
EHRA expert consensus statement on the state of
genetic testing for the channelopathies and car-
diomyopathies: this document was developed as a
partnership between the Heart Rhythm Society
(HRS) and the European Heart Rhythm Association
(EHRA). Heart Rhythm 2011;8:1308-39.

6. Halperin JL, Levine GN, Al-Khatib SM, et al.
Further evolution of the ACC/AHA clinical practice
guideline recommendation classification system: a
report of the American College of Cardiology/
American Heart Association Task Force on Clinical
Practice Guidelines. Circulation 2016;133:1426-8.

7. Abul-Husn NS, Manickam K, Jones LK, et al.
Genetic identification of familial hypercholester-
olemia within a single U.S. health care system.
Science 2016;354.

8.Benn M, Watts GF, Tybjerg-Hansen A,
Nordestgaard BG. Corrigendum to “Familial Hy-
percholesterolemia in the Danish General Popula-
tion: Prevalence, Coronary Artery Disease, and
Cholesterol-Lowering Medication”. J Clin Endo-
crinol Metab 2014;99:4758-9.

9.Benn M, Watts GF, Tybjaerg-Hansen A,
Nordestgaard BG. Familial hypercholesterolemia
in the Danish general population: prevalence,
coronary artery disease, and cholesterol-lowering
medication. J Clin Endocrinol Metab 2012;97:
3956-64.

10. Wald DS, Bestwick JP, Morris JK, Whyte K,
Jenkins L, Wald NJ. Child-parent familial hyper-
cholesterolemia screening in primary care. N Engl
J Med 2016;375:1628-37.

1. Austin - MA, Hutter CM, Zimmern RL,
Humphries SE. Genetic causes of monogenic het-
erozygous familial hypercholesterolemia: a HuGE

prevalence review. Am J Epidemiol 2004;160:
407-20.

12. Slack J. Risks of ischaemic heart-disease in
familial hyperlipoproteinaemic states. Lancet
1969;2:1380-2.

13. Stone NJ, Levy RI, Fredrickson DS, Verter J.
Coronary artery disease in 116 kindred with familial
type Il hyperlipoproteinemia. Circulation 1974;49:
476-88.

14. Do R, Stitziel NO, Won HH, et al. Exome
sequencing identifies rare LDLR and APOAS5 alleles
conferring risk for myocardial infarction. Nature
2015;518:102-6.

15. Versmissen J, Oosterveer DM, Yazdanpanah M,
et al. Efficacy of statins in familial hyper-
cholesterolaemia: a long term cohort study. BMJ
2008;337:a2423.

16. Braamskamp MJ, Kastelein JJ, Kusters DM,
Hutten BA, Wiegman A. Statin initiation during
childhood in patients with familial hypercholes-
terolemia: consequences for cardiovascular risk.
J Am Coll Cardiol 2016;67:455-6.

17. Neil A, Cooper J, Betteridge J, et al. Reductions
in all-cause, cancer, and coronary mortality in
statin-treated patients with heterozygous familial
hypercholesterolaemia: a prospective registry
study. Eur Heart J 2008;29:2625-33.

18. Gidding SS, Champagne MA, de Ferranti SD,
et al. The agenda for familial hypercholesterole-
mia: a scientific statement from the American
Heart Association. Circulation 2015;132:2167-92.

19. Cuchel M, Bruckert E, Ginsberg HN, et al. Ho-
mozygous familial hypercholesterolaemia: new
insights and guidance for clinicians to improve
detection and clinical management. A position
paper from the Consensus Panel on Familial
Hypercholesterolaemia of the European Athero-
sclerosis Society. Eur Heart J 2014;35:2146-57.

20. Sjouke B, Hovingh GK, Kastelein JJ,
Stefanutti C. Homozygous autosomal dominant
hypercholesterolaemia: prevalence, diagnosis, and
current and future treatment perspectives. Curr
Opin Lipidol 2015;26:200-9.

21. Futema M, Shah S, Cooper JA, et al. Refine-
ment of variant selection for the LDL cholesterol
genetic risk score in the diagnosis of the polygenic
form of clinical familial hypercholesterolemia and
replication in samples from 6 countries. Clin Chem
2015;61:231-8.

22, Talmud PJ, Shah S, Whittall R, et al. Use of
low-density lipoprotein cholesterol gene score to

distinguish patients with polygenic and monogenic
familial hypercholesterolaemia: a case-control
study. Lancet 2013;381:1293-301.

23. Braenne |, Kleinecke M, Reiz B, et al. System-
atic analysis of variants related to familial hyper-
cholesterolemia in families with premature
myocardial infarction. Eur J Hum Genet 2016;24:
191-7.

24. Nordestgaard BG, Benn M. Genetic testing for
familial hypercholesterolaemia is essential in in-
dividuals with high LDL cholesterol: who does it in
the world? Eur Heart J 2017;38:1580-3.

25. Nordestgaard BG, Chapman MJ, Humphries SE,
et al. Familial hypercholesterolaemia is under-
diagnosed and undertreated in the general popu-
lation: guidance for clinicians to prevent coronary
heart disease: consensus statement of the Euro-
pean Atherosclerosis Society. Eur Heart J 2013;34:
3478-90a.

26. Knickelbine T, Lui M, Garberich R,
Miedema MD, Strauss C, VanWormer JJ. Familial
hypercholesterolemia in a large ambulatory pop-
ulation: statin use, optimal treatment, and iden-
tification for advanced medical therapies. J Clin
Lipidol 2016;10:1182-7.

27. Ahmad ZS, Andersen RL, Andersen LH, et al.
US physician practices for diagnosing familial hy-
percholesterolemia: data from the CASCADE-FH
registry. J Clin Lipidol 2016;10:1223-9.

28. Vrablik M, Vaclova M, Tichy L, et al. Familial
hypercholesterolemia in the Czech Republic: more
than 17 years of systematic screening within the
MedPed project. Physiol Res 2017;66:51-9.

29, Defesche  JC, Lansberg PJ, Umans-
Eckenhausen MA, Kastelein JJ. Advanced method
for the identification of patients with inherited
hypercholesterolemia. Semin Vasc Med 2004;4:
59-65.

30. Risk of fatal coronary heart disease in familial
hypercholesterolaemia. Scientific Steering Com-
mittee on behalf of the Simon Broome Register
Group. BMJ 1991;303:893-6.

31. Humphries SE, Norbury G, Leigh S,
Hadfield SG, Nair D. What is the clinical utility of
DNA testing in patients with familial hyper-
cholesterolaemia? Curr Opin Lipidol 2008;19:
362-8.

32. Kindt I, Mata P, Knowles JW. The role of reg-
istries and genetic databases in familial hyper-
cholesterolemia. Curr Opin Lipidol 2017;28:
152-60.

677


mailto:asturm@geisinger.edu
https://twitter.com/AmyCurrySturm
https://twitter.com/Penn
https://twitter.com/GeisingerHealth
https://twitter.com/PennMedicine
https://www.ncbi.nlm.nih.gov/books/NBK11822/
https://www.ncbi.nlm.nih.gov/books/NBK11822/
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref2
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref2
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref2
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref3
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref3
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref3
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref3
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref4
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref4
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref4
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref4
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref5
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref5
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref5
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref5
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref5
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref5
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref5
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref6
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref6
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref6
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref6
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref6
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref6
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref7
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref7
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref7
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref7
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref8
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref8
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref8
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref8
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref8
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref8
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref9
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref9
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref9
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref9
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref9
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref9
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref10
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref10
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref10
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref10
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref11
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref11
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref11
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref11
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref11
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref12
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref12
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref12
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref13
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref13
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref13
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref13
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref14
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref14
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref14
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref14
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref15
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref15
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref15
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref15
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref16
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref16
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref16
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref16
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref16
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref17
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref17
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref17
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref17
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref17
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref18
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref18
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref18
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref18
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref19
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref19
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref19
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref19
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref19
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref19
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref19
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref20
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref20
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref20
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref20
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref20
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref21
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref21
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref21
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref21
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref21
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref21
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref22
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref22
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref22
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref22
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref22
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref23
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref23
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref23
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref23
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref23
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref24
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref24
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref24
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref24
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref25
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref25
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref25
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref25
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref25
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref25
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref25
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref26
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref26
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref26
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref26
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref26
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref26
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref27
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref27
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref27
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref27
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref28
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref28
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref28
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref28
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref29
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref29
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref29
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref29
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref29
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref30
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref30
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref30
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref30
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref31
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref31
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref31
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref31
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref31
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref32
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref32
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref32
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref32

678

Sturm et al.
Genetic Testing for Familial Hypercholesterolemia

33. Perez de Isla L, Alonso R, Mata N, et al. Pre-
dicting cardiovascular events in familial hyper-
cholesterolemia: ~ the  SAFEHEART
(Spanish Familial Hypercholesterolemia Cohort

Study). Circulation 2017;135:2133-44.

34. Perez de Isla L, Alonso R, Watts GF, et al.
Attainment of LDL-cholesterol treatment goals in
patients with familial hypercholesterolemia:
5-year SAFEHEART registry follow-up. J Am Coll

Cardiol 2016;67:1278-85.

35. Leren TP. Cascade genetic screening for fa-
milial hypercholesterolemia. Clin Genet 2004;66:

483-7.

36. Khera AV, Won HH, Peloso GM, et al. Diag-
nostic yield and clinical utility of sequencing fa-
milial hypercholesterolemia genes in patients with
severe hypercholesterolemia. J Am Coll Cardiol

2016;67:2578-89.

37. Leren TP, Finborud TH, Manshaus TE, Ose L,
Berge KE. Diagnosis of familial hypercholester-
olemia in general practice using clinical diagnostic
criteria or genetic testing as part of cascade ge-
netic screening. Community Genet 2008;11:26-35.

38. Neal WA, Knowles J, Wilemon K. Underutili-
zation of cascade screening for familial hyper-
cholesterolemia. Clin Lipidol 2014;9:291-3.

39. Klancar G, Groselj U, Kovac J, et al. Universal
screening for familial hypercholesterolemia in
children. J Am Coll Cardiol 2015;66:1250-7.

40. Wiegman A, Gidding SS, Watts GF, et al. Fa-
milial hypercholesterolaemia in children and ado-
lescents: gaining decades of life by optimizing
detection and treatment. Eur Heart J 2015;36:

2425-37.

41. Huijgen R, Hutten BA, Kindt I, Vissers MN,
Kastelein JJ. Discriminative ability of LDL-
cholesterol to identify patients with familial hy-
percholesterolemia: a cross-sectional study in
26,406 individuals tested for genetic FH. Circ

Cardiovasc Genet 2012;5:354-9.

42. Wald DS, Bestwick JP, Wald NJ. Child-parent
screening for familial hypercholesterolaemia:
screening strategy based on a meta-analysis. BMJ

2007;335:599.

43. Starr B, Hadfield SG, Hutten BA, et al. Devel-
opment of sensitive and specific age- and gender-

specific  low-density lipoprotein

cutoffs for diagnosis of first-degree relatives with
familial hypercholesterolaemia in cascade testing.
Clin Chem Lab Med 2008;46:791-803.

44, Umans-Eckenhausen  MA,  Defesche
Sijbrands EJ, Scheerder RL, Kastelein JJ. Review of
first 5 years of screening for familial hyper-
cholesterolaemia in the Netherlands. Lancet 2007;

357:165-8.

45. Tada H, Kawashiri MA, Nohara A, Inazu A,
Mabuchi H, Yamagishi M. Impact of clinical signs
and genetic diagnosis of familial
cholesterolaemia on the prevalence of coronary
artery disease in patients with severe hyper-
cholesterolaemia. Eur Heart J 2017;38:1573-9.

46. Ahmad Z, Li X, Wosik J, et al. Premature cor-
onary heart disease and autosomal dominant hy-

percholesterolemia: increased risk

with LDLR mutations. J Clin Lipidol 2016;10:

101-8. e1-3.

47. Descamps 0S, Gilbeau JP, Luwaert R,
Heller FR. Impact of genetic defects on coronary
atherosclerosis in patients suspected of having
familial hypercholesterolaemia. Eur J Clin Invest
2003;33:1-9.

48. Sharifi M, Higginson E, Bos S, et al. Greater
preclinical atherosclerosis in treated monogenic
familial hypercholesterolemia vs. polygenic hyper-
cholesterolemia. Atherosclerosis 2017;263:405-11.

49. Umans-Eckenhausen MA, Defesche JC, van
Dam MJ, Kastelein JJ. Long-term compliance with
lipid-lowering medication after genetic screening
for familial hypercholesterolemia. Arch Intern Med
2003;163:65-8.

50. Leren TP, Manshaus T, Skovholt U, et al.
Application of molecular genetics for diagnosing
familial hypercholesterolemia in Norway: results
from a family-based screening program. Semin
Vasc Med 2004;4:75-85.

51. Hadfield SG, Horara S, Starr BJ, et al. Family
tracing to identify patients with familial hyper-
cholesterolaemia: the second audit of the
Department  of  Health  Familial  Hyper-
cholesterolaemia Cascade Testing Project. Ann
Clin Biochem 2009;46:24-32.

52. CDC Office of Public Health Genomics Tier
Table Database. Available at: https://phgkb.cdc.
gov/PHGKB/topicStartPage.action. Accessed June
28, 2018.

53. Nherera L, Marks D, Minhas R, Thorogood M,
Humphries SE. Probabilistic cost-effectiveness
analysis of cascade screening for familial hyper-
cholesterolaemia using alternative diagnostic and
identification strategies. Heart 2011;97:1175-81.

54. Marks D, Wonderling D, Thorogood M,
Lambert H, Humphries SE, Neil HA. Cost effec-
tiveness analysis of different approaches of
screening for familial hypercholesterolaemia. BMJ
2002;324:1303.

55. Marks D, Wonderling D, Thorogood M,
Lambert H, Humphries SE, Neil HA. Screening for
hypercholesterolaemia versus case finding for fa-
milial hypercholesterolaemia: a systematic review
and cost-effectiveness analysis. Health Technol
Assess 2000;4:1-123.

56. Kerr M, Pears R, Miedzybrodzka Z, et al. Cost
effectiveness of cascade testing for familial
hypercholesterolaemia, based on data from fa-
milial hypercholesterolaemia services in the UK.
Eur Heart J 2017;38:1832-9.

57. Ademi Z, Watts GF, Pang J, et al. Cascade
screening based on genetic testing is cost-
effective: evidence for the implementation of
models of care for familial hypercholesterolemia.
J Clin Lipidol 2014;8:390-400.

58. Wonderling D, Umans-Eckenhausen MA,
Marks D, Defesche JC, Kastelein JJ, Thorogood M.
Cost-effectiveness analysis of the genetic
screening program for familial hypercholesterole-
mia in The Netherlands. Semin Vasc Med 2004;4:
97-104.

59. Lazaro P, Perez de Isla L, Watts GF, et al. Cost-
effectiveness of a cascade screening program for
the early detection of familial hypercholesterole-
mia. J Clin Lipidol 2017;11:260-71.

JACC VOL. 72, NO. 6, 2018
AUGUST 7, 2018:662-80

60. Bhatnagar D, Morgan J, Siddiq S, Mackness MI,
Miller JP, Durrington PN. Outcome of case finding
among relatives of patients with known heterozy-
gous familial hypercholesterolaemia. BMJ 2000;
321:1497-500.

61. Garcia-Garcia AB, Ivorra C, Martinez-Hervas S,
et al. Reduced penetrance of autosomal dominant
hypercholesterolemia in a high percentage of
families: importance of genetic testing in the
entire family. Atherosclerosis 2011;218:423-30.

62. Huijgen R, Sjouke B, Vis K, et al. Genetic
variation in APOB, PCSK9, and ANGPTL3 in carriers
of pathogenic autosomal dominant hypercholes-
terolemic mutations with unexpected low LDL-CL
Levels. Hum Mutat 2012;33:448-55.

63. Saavedra YG, Dufour R, Davignon J, Baass A.
PCSK9 R46L, lower LDL, and cardiovascular dis-
ease risk in familial hypercholesterolemia: a cross-
sectional cohort study. Arterioscler Thromb Vasc
Biol 2014;34:2700-5.

64. Tada H, Hosomichi K, Okada H, et al. A de
novo mutation of the LDL receptor gene as the
cause of familial hypercholesterolemia identified
using whole exome sequencing. Clin Chim Acta
2016;453:194-6.

65. Sjouke B, Defesche JC, Hartgers ML, et al.
Double-heterozygous autosomal dominant hy-
percholesterolemia: clinical characterization of an
underreported disease. J Clin Lipidol 2016;10:
1462-9.

66. Kassner U, Wuhle-Demuth M, Missala |,
Humphries SE, Steinhagen-Thiessen E, Demuth I.
Clinical ~ utility gene card for:  hyper-
lipoproteinemia, type II. Eur J Hum Genet 2014;22.

67. Rader DJ, Kastelein JJ. Lomitapide and mipo-
mersen: two first-in-class drugs for reducing low-
density lipoprotein cholesterol in patients with
homozygous familial hypercholesterolemia. Cir-
culation 2014;129:1022-32.

68. Raal FJ, Hovingh GK, Blom D, et al. Long-term
treatment with evolocumab added to conven-
tional drug therapy, with or without apheresis, in
patients with homozygous familial hyper-
cholesterolaemia: an interim subset analysis of the
open-label TAUSSIG study. Lancet Diabets Endo-
crinol 2017;5:280-90.

69. Hopkins PN, Defesche J, Fouchier SW, et al.
Characterization of autosomal dominant hyper-
cholesterolemia caused by PCSK9 gain of function
mutations and its specific treatment with alir-
ocumab, a PCSK9 monoclonal antibody. Circ Car-
diovasc Genet 2015;8:823-31.

70. Raal FJ, Honarpour N, Blom DJ, et al. Inhibi-
tion of PCSK9 with evolocumab in homozygous
familial hypercholesterolaemia (TESLA Part B): a
randomised, double-blind, placebo-controlled
trial. Lancet 2015;385:341-50.

71. Botkin JR, Belmont JW, Berg JS, et al. Points to
consider: ethical, legal, and psychosocial implica-
tions of genetic testing in children and adoles-
cents. Am J Hum Genet 2015;97:6-21.

72. Kusters DM, Avis HJ, de Groot E, et al. Ten-
year follow-up after initiation of statin therapy in
children with familial hypercholesterolemia. JAMA
2014;312:1055-7.


http://refhub.elsevier.com/S0735-1097(18)35065-4/sref33
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref33
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref33
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref33
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref33
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref34
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref34
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref34
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref34
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref34
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref35
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref35
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref35
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref36
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref36
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref36
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref36
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref36
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref37
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref37
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref37
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref37
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref37
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref38
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref38
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref38
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref39
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref39
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref39
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref40
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref40
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref40
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref40
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref40
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref41
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref41
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref41
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref41
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref41
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref41
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref42
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref42
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref42
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref42
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref43
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref43
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref43
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref43
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref43
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref43
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref44
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref44
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref44
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref44
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref44
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref45
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref45
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref45
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref45
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref45
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref45
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref46
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref46
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref46
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref46
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref46
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref47
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref47
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref47
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref47
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref47
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref48
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref48
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref48
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref48
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref49
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref49
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref49
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref49
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref49
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref50
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref50
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref50
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref50
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref50
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref51
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref51
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref51
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref51
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref51
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref51
https://phgkb.cdc.gov/PHGKB/topicStartPage.action
https://phgkb.cdc.gov/PHGKB/topicStartPage.action
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref53
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref53
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref53
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref53
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref53
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref54
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref54
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref54
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref54
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref54
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref55
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref55
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref55
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref55
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref55
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref55
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref56
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref56
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref56
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref56
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref56
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref57
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref57
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref57
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref57
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref57
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref58
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref58
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref58
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref58
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref58
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref58
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref59
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref59
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref59
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref59
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref60
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref60
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref60
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref60
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref60
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref61
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref61
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref61
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref61
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref61
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref62
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref62
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref62
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref62
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref62
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref63
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref63
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref63
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref63
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref63
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref65
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref65
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref65
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref65
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref65
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref66
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref66
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref66
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref66
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref66
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref67
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref67
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref67
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref67
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref68
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref68
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref68
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref68
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref68
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref69
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref69
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref69
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref69
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref69
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref69
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref69
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref70
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref70
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref70
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref70
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref70
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref70
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref71
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref71
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref71
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref71
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref71
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref72
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref72
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref72
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref72
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref73
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref73
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref73
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref73

JACC VOL. 72, NO. 6, 2018
AUGUST 7, 2018:662-80

73. Vuorio A, Docherty KF, Humphries SE,
Kuoppala J, Kovanen PT. Statin treatment of
children with familial hypercholesterolemia—
trying to balance incomplete evidence of long-
term safety and clinical accountability: are we
approaching a consensus? Atherosclerosis 2013;
226:315-20.

74. Neil HA, Hammond T, Mant D, Humphries SE.
Effect of statin treatment for familial hyper-
cholesterolaemia on life assurance: results of
consecutive surveys in 1990 and 2002. BMJ
2004;328:500-1.

75. Umans-Eckenhausen MA, Oort FJ,
Ferenschild KC, Defesche JC, Kastelein JJ, de
Haes JC. Parental attitude towards genetic testing
for familial hypercholesterolaemia in children.
J Medic Genet 2002;39:e49.

76. Marteau T, Senior V, Humphries SE, et al.
Psychological impact of genetic testing for familial
hypercholesterolemia within a previously aware
population: a randomized controlled trial. Am J
Med Genet Part A 2004;128A:285-93.

77. Jenkins N, Lawton J, Douglas M, et al. How do
index patients participating in genetic screening
programmes for familial hypercholesterolemia
(FH) interpret their DNA results? A UK-based
qualitative interview study. Patient Educ Coun-
seling 2013;90:372-7.

78. Hallowell N, Jenkins N, Douglas M, et al.
A qualitative study of patients' perceptions of the
value of molecular diagnosis for familial hyper-
cholesterolemia (FH). J Commun Genet 2017;8:
45-52,

79. Claassen L, Henneman L, van der Weijden T,
Marteau TM, Timmermans DR. Being at risk for
cardiovascular disease: perceptions and preventive
behavior in people with and without a known ge-
netic predisposition. Psychol Health Medicine
2012;17:511-21.

80. Meulenkamp TM, Tibben A, Mollema ED, et al.
Predictive genetic testing for cardiovascular dis-
eases: impact on carrier children. Am J Med Genet
Part A 2008;146A:3136-46.

81. Smets EM, Stam MM, Meulenkamp TM, et al.
Health-related quality of life of children with a
positive carrier status for inherited cardiovascular
diseases. Am J Med Genet Part A 2008;146A:
700-7.

82. lacocca MA, Hegele RA. Recent advances in
genetic testing for familial hypercholesterolemia.
Exp Rev Molecular Diagnostics 2017:1-11.

83. Taylor A, Wang D, Patel K, et al. Mutation
detection rate and spectrum in familial hyper-
cholesterolaemia patients in the UK pilot
CASCADE project. Clin Genet 2010;77:572-80.

84. Humphries SE, Whittall RA, Hubbart CS, et al.
Genetic causes of familial hypercholesterolaemia
in patients in the UK: relation to plasma lipid levels
and coronary heart disease risk. J Med Genet
2006;43:943-9.

85. Chora JR, Medeiros AM, Alves AC, Bourbon M.
Analysis of publicly available LDLR, APOB, and
PCSK9 variants associated with familial hyper-
cholesterolemia: application of ACMG guidelines
and implications for familial hypercholesterolemia
diagnosis. Genet Med 2018;20:591-8.

86. Dedoussis GV, Schmidt H, Genschel J. LDL-
receptor mutations in Europe. Hum Mutat 2004;
24:443-59.

87. Leigh S, Futema M, Whittall R, et al. The UCL
low-density lipoprotein receptor gene variant
database: pathogenicity update. J Med Genet
2017;54:217-23.

88. Taylor A, Martin B, Wang D, Patel K,
Humphries SE, Norbury G. Multiplex ligation-
dependent probe amplification analysis to screen
for deletions and duplications of the LDLR gene in
patients with familial hypercholesterolaemia. Clin
Genet 2009;76:69-75.

89. Bertolini S, Pisciotta L, Rabacchi C, et al.
Spectrum of mutations and phenotypic expression
in patients with autosomal dominant hypercho-
lesterolemia identified in Italy. Atherosclerosis
2013;227:342-8.

90. Goldmann R, Tichy L, Freiberger T, et al.
Genomic characterization of large rearrangements
of the LDLR gene in Czech patients with familial
hypercholesterolemia. BMC Med Genet 2010;11:
15.

91. Myant NB. Familial defective apolipoprotein B-
100: a review, including some comparisons with
familial hypercholesterolaemia. Atherosclerosis
1993;104:1-18.

92. Myant NB, Forbes SA, Day IN, Gallagher J.
Estimation of the age of the ancestral argi-
nine3500->glutamine mutation in human apoB-
100. Genomics 1997;45:78-87.

93. Andersen LH, Miserez AR, Ahmad Z,
Andersen RL. Familial defective apolipoprotein B-
100: a review. J Clin Lipidol 2016;10:1297-302.

94. Motazacker MM, Pirruccello J, Huijgen R, et al.
Advances in genetics show the need for extending
screening strategies for autosomal dominant
hypercholesterolaemia. Eur Heart J 2012;33:
1360-6.

95. Thomas ER, Atanur SS, Norsworthy PJ, et al.
Identification and biochemical analysis of a novel
APOB mutation that causes autosomal dominant
hypercholesterolemia. Molec Genet Genomic Med
2013;1:155-61.

96. Pullinger CR, Hennessy LK, Chatterton JE,
et al. Familial ligand-defective apolipoprotein B.
Identification of a new mutation that decreases
LDL receptor binding affinity. J Clin Invest 1995;
95:1225-34.

97. Rabes JP, Varret M, Devillers M, et al. R3531C
mutation in the apolipoprotein B gene is not suf-
ficient to cause hypercholesterolemia. Arterioscler
Thromb Vasc Biol 2000;20:E76-82.

98. Tybjaerg-Hansen A, Steffensen R, Meinertz H,
Schnohr P, Nordestgaard BG. Association of mu-
tations in the apolipoprotein B gene with hyper-
cholesterolemia and the risk of ischemic heart
disease. N Engl J Med 1998;338:1577-84.

99. Abifadel M, Varret M, Rabes JP, et al. Muta-
tions in PCSK9 cause autosomal dominant hyper-
cholesterolemia. Nat Genet 2003;34:154-6.

100. Naoumova RP, Tosi |, Patel D, et al. Severe
hypercholesterolemia in four British families with
the D374Y mutation in the PCSK9 gene: long-term
follow-up and treatment response. Arterioscler
Thromb Vasc Biol 2005;25:2654-60.

Sturm et al.

Genetic Testing for Familial Hypercholesterolemia

101. Amor-Salamanca A, Castillo S, Gonzalez-
Vioque E, et al. Genetically confirmed familial
hypercholesterolemia in patients with acute cor-
onary syndrome. J Am Coll Cardiol 2017;70:
1732-40.

102. Silva PR, Jannes CE, Oliveira TG, et al. Eval-
uation of clinical and laboratory parameters used
in the identification of index cases for genetic
screening of familial hypercholesterolemia in
Brazil. Atherosclerosis 2017;263:257-62.

103. Haralambos K, Whatley SD, Edwards R, et al.
Clinical experience of scoring criteria for familial
hypercholesterolaemia (FH) genetic testing in
Wales. Atherosclerosis 2015;240:190-6.

104. van der Graaf A, Avis HJ, Kusters DM, et al.
Molecular basis of autosomal dominant hyper-
cholesterolemia assessment in a large cohort of
hypercholesterolemic children. Circulation 2011;
123:1167-73.

105. Perak AM, Ning H, de Ferranti SD,
Gooding HC, Wilkins JT, Lloyd-Jones DM. Long-
term risk of atherosclerotic cardiovascular disease
in US adults with the familial hypercholesterole-
mia phenotype. Circulation 2016;134:9-19.

106. Benn M, Watts GF, Tybjaerg-Hansen A,
Nordestgaard BG. Mutations causative of familial
hypercholesterolaemia: screening of 98 098 in-
dividuals from the Copenhagen General Popula-
tion Study estimated a prevalence of 1in 217. Eur
Heart J 2016;37:1384-94.

107. Wang J, Dron JS, Ban MR, et al. Polygenic
versus monogenic causes of hypercholesterolemia
ascertained clinically. Arterioscler Thromb Vasc
Biol 2016;36:2439-45.

108. Besseling J, Reitsma JB, Gaudet D, et al.
Selection of individuals for genetic testing for fa-
milial hypercholesterolaemia: development and
external validation of a prediction model for the
presence of a mutation causing familial hyper-
cholesterolaemia. Eur Heart J 2017;38:565-73.

109. Teramoto T, Sasaki J, Ishibashi S, et al. Cor-
onary artery disease. Executive summary of the
Japan Atherosclerosis Society (JAS) guidelines for
the diagnosis and prevention of atherosclerotic
cardiovascular diseases in Japan—2012 version.
J Atheroscler Thromb 2014;21:86-92.

110. D'Erasmo L, Minicocci |, Nicolucci A, et al.
Autosomal hypercholesterolemia:
long-term cardiovascular outcomes. J Am Coll
Cardiol 2018;71:279-88.

recessive

111. Awan Z, Choi HY, Stitziel N, et al. APOE p.
Leu167del mutation in familial hypercholester-
olemia. Atherosclerosis 2013;231:218-22.

112. Hegele RA, Ban MR, Cao H, Mcintyre AD,
Robinson JF, Wang J. Targeted next-generation
sequencing in monogenic dyslipidemias. Curr
Opin Lipidol 2015;26:103-13.

113. Chora JR, Alves AC, Medeiros AM, et al.
Lysosomal acid lipase deficiency: a hidden disease
among cohorts of familial hypercholesterolemia?
J Clin Lipidol 2017;11:477-84.e2.

114. Berge KE, Tian H, Graf GA, et al. Accumula-
tion of dietary cholesterol in sitosterolemia caused
by mutations in adjacent ABC transporters. Sci-
ence 2000;290:1771-5.

679


http://refhub.elsevier.com/S0735-1097(18)35065-4/sref74
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref74
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref74
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref74
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref74
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref74
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref74
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref75
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref75
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref75
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref75
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref75
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref76
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref76
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref76
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref76
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref76
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref77
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref77
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref77
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref77
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref77
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref78
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref78
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref78
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref78
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref78
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref78
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref79
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref79
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref79
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref79
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref79
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref80
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref80
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref80
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref80
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref80
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref80
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref81
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref81
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref81
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref81
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref82
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref82
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref82
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref82
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref82
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref83
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref83
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref83
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref84
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref84
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref84
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref84
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref85
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref85
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref85
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref85
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref85
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref86
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref86
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref86
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref86
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref86
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref86
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref87
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref87
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref87
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref88
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref88
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref88
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref88
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref89
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref89
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref89
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref89
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref89
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref89
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref90
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref90
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref90
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref90
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref90
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref91
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref91
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref91
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref91
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref91
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref92
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref92
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref92
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref92
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref93
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref93
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref93
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref93
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref93
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref94
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref94
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref94
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref95
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref95
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref95
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref95
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref95
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref96
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref96
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref96
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref96
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref96
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref97
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref97
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref97
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref97
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref97
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref98
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref98
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref98
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref98
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref99
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref99
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref99
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref99
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref99
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref100
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref100
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref100
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref101
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref101
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref101
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref101
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref101
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref102
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref102
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref102
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref102
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref102
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref103
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref103
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref103
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref103
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref103
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref104
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref104
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref104
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref104
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref105
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref105
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref105
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref105
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref105
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref106
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref106
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref106
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref106
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref106
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref107
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref107
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref107
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref107
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref107
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref107
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref108
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref108
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref108
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref108
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref109
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref109
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref109
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref109
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref109
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref109
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref110
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref110
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref110
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref110
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref110
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref110
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref111
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref111
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref111
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref111
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref112
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref112
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref112
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref113
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref113
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref113
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref113
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref114
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref114
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref114
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref114
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref115
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref115
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref115
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref115

680

Sturm et al.

Genetic Testing for Familial Hypercholesterolemia

115. Stitziel NO, Fouchier SW, Sjouke B, et al.
Exome sequencing and directed clinical pheno-
typing diagnose cholesterol ester storage disease
presenting as autosomal recessive hypercholes-
terolemia. Arteriosclerosis Thrombosis Vasc Biol
2013;33:2909-14.

116. Teslovich TM, Musunuru K, Smith AV, et al.
Biological, clinical and population relevance of 95
loci for blood lipids. Nature 2010;466:707-13.

117. Ellis KL, Pang J, Chan DC, et al. Familial
combined hyperlipidemia and hyperlipoprotein(a)
as phenotypic mimics of familial hypercholester-
olemia: frequencies, associations and predictions.
J Clin Lipidol 2016;10:1329-37.e3.

118. Langsted A, Kamstrup PR, Benn M, Tybjaerg-
Hansen A, Nordestgaard BG. High lipoprotein(a) as
a possible cause of clinical familial hyper-
cholesterolaemia: a prospective cohort study.
Lancet Diabetes Endocrinol 2016;4:577-87.

119. Global Variome shared LOVD LDLR (low
density lipoprotein receptor). Available at: https://
databases.lovd.nl/shared/genes/LDLR. Accessed
July 16, 2018.

120. Wallis Y. Practice Guidelines for the Evalua-
tion of Pathogenicity and the Reporting of
Sequence Variants in Clinical Molecular Genetics.

Available at: http://www.acgs.uk.com/media/774853/
evaluation_.and_reporting_of_sequence_variants_
bpgs_june_2013_-_finalpdf.pdf. In: Science AfCG, editor,
2013.

121. Richards S, Aziz N, Bale S, et al. Standards and
guidelines for the interpretation of sequence var-
iants: a joint consensus recommendation of the
American College of Medical Genetics and Geno-
mics and the Association for Molecular Pathology.
Genet Med 2015;17:405-24.

122. Landrum MJ, Lee JM, Benson M, et al
Clinvar: public archive of interpretations of
clinically relevant variants. Nucleic Acids Res
2016;44:D862-8.

123. ClinGen FH Expert Panel. 2017. Available at:
https://www.clinicalgenome.org/working-groups/
clinical-domain/cardiovascular-clinical-domain-
working-group/familial-hypercholesterolemia-
variant-curation-expert-panel/. Accessed June
28, 2018.

124. Rehm HL, Berg JS, Brooks LD, et al. ClinGen—
the Clinical Genome Resource. N Engl J Med 2015;
372:2235-42.

125. National Center for Biotechnology Information.
GTR: Genetic Testing Registry. Available at: www.
ncbi.nlm.nih.gov/gtr/. Accessed June 14, 2018.

JACC VOL. 72, NO. 6, 2018
AUGUST 7, 2018:662-80

126. Kalia SS, Adelman K, Bale SJ, et al. Rec-
ommendations for reporting of secondary find-
ings in clinical exome and genome sequencing,
2016 update (ACMG SF v2.0): a policy state-
ment of the American College of Medical Ge-
netics and Genomics. Genetics Med 2017;19:
249-55.

127. Clayton EW. Why the Americans with Disabilities
Act Matters for genetics. JAMA 2015;313:2225-6.
128. Hopkins PN, Lane SR. Genotype-guided
diagnosis in familial hypercholesterolemia: clinical
management and concerns. Curr Opin Lipidol
2017;28:144-51.

129. Sturm AC. The role of genetic counselors for
patients with familial hypercholesterolemia. Curr
Genet Med Rep 2014;2:68-74.

KEY WORDS cascade testing, consensus
statement, familial hypercholesterolemia,
genetic counseling, genetic testing

O Go to http://www.acc.org/
jacc-journals-cme to take
EBAC* the CME/MOC/ECME quiz

ABIM . .
Jome. voc ki
ACCREDITED


http://refhub.elsevier.com/S0735-1097(18)35065-4/sref116
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref116
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref116
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref116
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref116
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref116
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref117
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref117
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref117
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref118
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref118
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref118
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref118
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref118
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref119
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref119
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref119
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref119
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref119
https://databases.lovd.nl/shared/genes/LDLR
https://databases.lovd.nl/shared/genes/LDLR
http://www.acgs.uk.com/media/774853/evaluation_and_reporting_of_sequence_variants_bpgs_june_2013_-_finalpdf.pdf
http://www.acgs.uk.com/media/774853/evaluation_and_reporting_of_sequence_variants_bpgs_june_2013_-_finalpdf.pdf
http://www.acgs.uk.com/media/774853/evaluation_and_reporting_of_sequence_variants_bpgs_june_2013_-_finalpdf.pdf
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref121
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref121
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref121
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref121
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref121
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref121
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref122
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref122
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref122
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref122
https://www.clinicalgenome.org/working-groups/clinical-domain/cardiovascular-clinical-domain-working-group/familial-hypercholesterolemia-variant-curation-expert-panel/
https://www.clinicalgenome.org/working-groups/clinical-domain/cardiovascular-clinical-domain-working-group/familial-hypercholesterolemia-variant-curation-expert-panel/
https://www.clinicalgenome.org/working-groups/clinical-domain/cardiovascular-clinical-domain-working-group/familial-hypercholesterolemia-variant-curation-expert-panel/
https://www.clinicalgenome.org/working-groups/clinical-domain/cardiovascular-clinical-domain-working-group/familial-hypercholesterolemia-variant-curation-expert-panel/
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref124
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref124
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref124
http://www.ncbi.nlm.nih.gov/gtr/
http://www.ncbi.nlm.nih.gov/gtr/
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref126
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref126
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref126
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref126
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref126
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref126
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref126
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref127
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref127
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref128
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref128
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref128
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref128
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref129
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref129
http://refhub.elsevier.com/S0735-1097(18)35065-4/sref129

	Clinical Genetic Testing for Familial Hypercholesterolemia
	Introduction
	The Rationale for Clinical Genetic Testing for FH
	Genetic testing provides a definitive molecular diagnosis of FH
	Genetic testing provides prognostic and risk stratification information
	Genetic testing facilitates family-based cascade testing for FH
	Genetic testing allows for precision during genetic counseling
	Genetic testing has implications for therapeutic choices in FH
	Genetic Testing Has Value to the Pediatric Patient Population With FH
	Personal utility of FH genetic testing and psychosocial implications

	Genetic Testing Yield, Methods, and Access
	Recommendations for FH Genetic Testing
	Conclusions and Evidence Gaps
	Acknowledgments
	References


