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ABSTRACT
Purpose of Review: This article discusses the current status of knowledge regarding
the genetic basis of Alzheimer disease (AD) with a focus on clinically relevant aspects.
Recent Findings: The genetic architecture of AD is complex, as it includes multiple
susceptibility genes and likely nongenetic factors. Rare but highly penetrant autosomal
dominant mutations explain a small minority of the cases but have allowed
tremendous advances in understanding disease pathogenesis. The identification of a
strong genetic risk factor, APOE, reshaped the field and introduced the notion of
genetic risk for AD. More recently, large-scale genome-wide association studies are
adding to the picture a number of common variants with very small effect sizes.
Large-scale resequencing studies are expected to identify additional risk factors, in-
cluding rare susceptibility variants and structural variation.
Summary: Genetic assessment is currently of limited utility in clinical practice because
of the low frequency (Mendelian mutations) or small effect size (common risk factors)
of the currently known susceptibility genes. However, genetic studies are identifying
with confidence a number of novel risk genes, and this will further our understanding
of disease biology and possibly the identification of therapeutic targets.
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INTRODUCTION
The clinical and pathologic entity
known as Alzheimer disease (AD)1 is
the most common cause of dementia,
a problem that, considering increasing
longevity, is growing in its public
health implications.2 Late-onset AD,
the most common form of the illness
(typically defined as onset after 65 years
of age), is rarely caused by mutations
transmitted in Mendelian fashion, and
yet its heritabilityVbroadly defined as
the proportion of disease vulnerability
due to heritable genetic factorsVhas
been estimated to be somewhere be-
tween 58% and 79%.3 Therefore, al-
though cases of AD inherited in a

Mendelian fashion are rare (accounting
for approximately 1% of cases), genetic
factors are likely to play an important
role in all forms of the disease. Over
the last 20 years tremendous advances
have beenmade in genetic and informa-
tion technology, such that novel ap-
proaches (including genome-wide
association studies and whole-genome
sequencing) have joined more tradition-
al mapping methods, such as familial
genetic linkage studies and candidate
gene case-control studies, as powerful
means to identify genetic variants associ-
ated with common diseases such as late-
onset AD. Studying large populations
with these sensitive techniques has
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allowed the identification of several new
genes consistently associated with AD
risk. However, the overall magnitude of
the risk conferred by each of these is
small, and therefore the clinical rele-
vance of these findings is as yet
undefined. Nonetheless, study of the
pathways through which these genes
contribute to AD pathology is an avenue
toward the identification of potential
therapeutic targets. Because significant
progress in developing treatments for
AD has been lacking, such new ap-
proaches are of critical importance.

This review will discuss progress in
understanding of the genetic under-
pinnings of AD, clinical relevance
where applicable, and how this knowl-
edge is guiding future research into
treatments for and prevention of AD.

FAMILIAL ALZHEIMER DISEASE:
MENDELIAN FORMS
The observation of the familial occur-
rence of AD dates back almost to Alois
Alzheimer’s initial description of the
disease, before dementia of late onset
was understood to have a similar
underlying pathology. However, the
genes underlying these rare forms of
the illness remained elusive until the
early 1990s, when cloning and linkage
studies allowed for the identification
of three genes that cause this fully
penetrant, early-onset, autosomal
dominant form of the disease: amyloid
precursor protein (APP), presenilin 1
(PSEN1), and presenilin 2 (PSEN2).
Mutations in the APP gene were
identified first,4 4 years after the
amyloid precursor protein was discov-
ered to be the major component of
senile plaques5 and cerebral blood
vessel amyloid6 and mapped to chro-
mosome 21.7Y9 In 1995, young-onset
familial AD was linked to chromosome
14 in some families, and subsequently
the PSEN1 gene was cloned.10 Around
the same time, linkage was made in

the Volga-German AD kindred to a
gene on chromosome 1 that was
highly homologous to PSEN1 and was
ultimately dubbed PSEN2. It was sub-
sequently recognized that the patho-
genic alterations of these genes all
contribute to the increased absolute
or relative production of the 42-ami-
no-acidYlength cleavage product
of APP11 (the A"42 version of the
amyloid-" [A"] peptide), which is a
major constituent of the plaques that
characterize the illness. Further in vivo
and in vitro work served to support
this ‘‘amyloid cascade hypothesis’’ of
AD etiology (recently reviewed by
Benilova and colleagues).12 Simply
put, it is speculated that increased
production or decreased elimination
of the A" peptide is the trigger initiat-
ing a series of events ultimately leading
to the pathology and clinical manifes-
tations of the various forms of AD.
Further genetic evidence supporting
this hypothesis is that subjects with
Down syndrome (who have three
copies of chromosome 21),13 mosai-
cism for trisomy 21,14 or duplications
of the APP gene15 can all develop AD
pathology. Although this predominant
hypothesis has led to important in-
sights into the pathologic cascade lead-
ing to AD, this knowledge has yet to
translate into meaningful interven-
tions. Indeed, it may be possible to
clear the deposited fibrillar forms of A"
without significantly influencing clini-
cal disease.16

Although substantivedisease-modifying
interventions do not yet exist, these ad-
vances have enabled definitive diagno-
sis of familial AD and therefore can have
significant effects on patients and their
families in terms of understanding
the illness, its inheritance, and its
prognosis. Furthermore, this progress
allows for the possibility of presymp-
tomatic testing in unaffected at-risk
subjects. Therefore, clinicians should

KEY POINTS

h Although cases of
Alzheimer disease
inherited in a Mendelian
fashion are rare
(accounting for
approximately 1% of
cases), genetic factors
are likely to play an
important role in all
forms of the disease.

h Studying large
populations with
sensitive techniques
has allowed the
identification of several
new genes consistently
associated with
Alzheimer disease risk.
However, the overall
magnitude of the risk
conferred by each of
these is small, and
therefore the clinical
relevance of these
findings is as yet
undefined. Nonetheless,
study of the pathways
through which these
genes contribute to
Alzheimer disease
pathology is an
avenue toward the
identification of
potential therapeutic
targets.
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have a thorough understanding of
the phenotypes and of testing that is
available.

Amyloid Precursor Protein
Mutations in the APP gene encoding
for amyloid precursor protein were
the first mutations identified to cause
familial AD and are currently the
second most common cause of famil-
ial AD. Twenty-four mutations have
been reported that are thought be
pathogenic (www.molgen.ua.ac.be/
ADMutations), are concentrated near
the N-terminal (the "-secretase cleavage
site) and C-terminal (the +-secretase
cleavage site) ends of the A" portion
of APP, and affect the amount of A"
produced by cells. The V717I substi-
tution in APP, occurring near the
+-secretase site, was the first described
familial AD mutation4 and appears to
have arisen independently in white,
Japanese,17 and Mexican18 populations.
In addition, several APP variants associ-
ated with familial AD have been de-
scribed that occur within the A"
sequence. In vitro studies of some of
these mutations indicate that the mu-
tant protein resulting from such alter-
ations self-assembles more efficiently,
which is hypothesized to ultimately
result in more rapid aggregation in the
brain. The nature of the amyloid pa-
thology can differ in people with these
mutations, such that plaque morpholo-
gy can be distinctive19 with excessive
deposition.20 Such pathology some-
times results in cerebral infarcts or
hemorrhages that can be a major
aspect of the clinical presentation.20,21

More recently, duplications of the APP
locus have also been identified in
familial AD associated with cerebral
amyloid angiopathy (CAA),15 confirm-
ing that these mutations cause familial
AD through a ‘‘gene dose’’ effect in
increasing A" production. Further sup-
port for the amyloid hypothesis comes

from the recent discovery of a variant
near the "-secretase cleavage site
(A673T) in APP that is associated with
decreased production of A" and a
decreased risk for late-onset AD.22

This supports the assertion that phar-
macologic inhibition of "-secretase
activity is a promising direction to pur-
sue in developing therapies to treat or
prevent AD.

Presenilin 1
PSEN1 mutations are the most com-
mon cause of familial AD; 197 variants
have been preliminarily associated with
familial AD (www.molgen.ua.ac.be/
ADMutations). Of these, a few lack
confirmation, or there are reasons to
suspect pathogenicity, such that 185
are currently thought confidently to
cause familial AD. The majority of
these are missense mutations causing
amino acid substitutions in the coding
region of the gene, although a few
consist of insertions or deletions of
portions of the protein. The Presenilin
1 protein (PS1) was identified to be the
catalytic site of the +-secretase complex
that cleaves the APP protein to produce
A" fragments.23 By causing conforma-
tional changes in PS1,24 the majority of
pathogenic PSEN1 mutations cause an
increased absolute or relative produc-
tion of A"42,25 and it is thought that
this is the mechanism through which
they cause AD.

Although many of the 185 PSEN1
mutations are described in single fam-
ilies, a few have been reported repeat-
edly and appear to represent founder
effects. The E280A substitution, found
in subjects from Colombia, represents
the largest group of families and has
been well characterized by investigators
there.26 The G206A substitution was
described in Caribbean Hispanics,
mostly originating from Puerto Rico.27

Another mutation (A431E) that has
been repeatedly identified in people

KEY POINT

h Although substantive
disease-modifying
interventions do not yet
exist, these advances
have enabled definitive
diagnosis of familial
Alzheimer disease and
therefore can have
significant effects on
patients and their
families in terms of
understanding the
illness, its inheritance,
and its prognosis.
Furthermore, this
progress allows for the
possibility of
presymptomatic testing
in unaffected at-risk
subjects. Therefore,
clinicians should have a
thorough understanding
of the phenotypes and
of testing that is
available.
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whose family roots originate in the
state of Jalisco in Mexico also appears
to represent a founder effect.28 The
existence of these groups of familial-AD
families of specific ethnic and geo-
graphic origins indicates that inquiring
about patients’ ancestral origins can
be informative.

PSEN1 mutations tend to cause the
youngest age of symptom onset
(44Y46 years of age in one series).29

However, unusual rare cases of onset
as young as the twenties30 and a family
with a mean age of onset as late as age
76 (bearing the A79V substitution)
have been described.31 PSEN1 mutation
carriers are more likely to have the
atypical features that sometimes accom-
pany familial AD, including spastic
paraparesis,32 early myoclonus, and sei-
zures.33 In a retrospective chart review
comparing clinical features between 32
patients with familial AD due to PSEN1
mutations and 81 patients with non-
familial early-onset AD, those with
PSEN1 mutations tended to be younger
(42 versus 56 years of age at onset),
more likely to have memory complaints
as the presenting feature (84% versus
58%, with nonfamilial cases frequently
presenting with visuospatial and lan-
guage deficits), and more likely to
experience significant headaches, my-
oclonus, gait abnormalities, and pseu-
dobulbar affect.34 The presence of
such features in a young-onset case of
AD when the family history is un-
available should prompt the clinician
to consider genetic testing.

Presenilin 2
Mutations in the PSEN2 gene are
rarest and tend to have the oldest
and most variable age of onset.29 Of
21 variants in PSEN2 described on
www.molgen.ua.ac.be/ADMutations,
possibly only eight,35 or at most 13,
are thought to be pathogenic for AD.
This includes a large Volga-German

founder effect mutation (N141I). Peo-
ple with PSEN2 mutations have a
mean age of onset of 54 years, with a
range from 39 to 75 years of age in
one series.35 Among people with the
N141I mutation, seizures were present
in 31%. Because the pathogenicity of
identified variants in PSEN2 is not
always clear, caution needs to be ex-
ercised when interpreting results of
such testing with patients and their
families (Case 3-1).

Insights into Late-Onset
Alzheimer Disease Derived
fromFamilial AlzheimerDisease
As described above, the discovery that
the pathogenic mutations in familial
AD genes affect the catabolism of APP,
causing the increased absolute or rela-
tive production of the amyloidogenic
form of the A" peptide, fueled the
amyloid cascade hypothesis of AD.
Although increased production of
these forms of A" has not been con-
sistently demonstrated in late-onset
AD, it is thought that a decreased abil-
ity to eliminate A" may lead to its oligo-
merization, toxicity, and ultimately
cerebral deposition in this more com-
mon form of the disease.

Unlike late-onset AD, in which the
ability to predict the future develop-
ment of disease is imperfect, the study
of asymptomatic people carrying fa-
milial AD mutations, who are essen-
tially certain to develop the illness,
allows biochemical, imaging, behav-
ioral, and cognitive changes occurring
very early in the disease course to be
identified.37 Many reports of relatively
small series of such subjects have
provided important insights, with
studies of the Colombian kindred
carrying the E280A PSEN1 mutation
being the largest. Studies of this popula-
tion have documented the course of
cognitive decline38 and, more recently,
have provided insight into the course

KEY POINTS

h The existence of
these groups of
familialYAlzheimer
disease families of
specific ethnic and
geographic origins
indicates that inquiring
about patients’
ancestral origins can
be informative.

h In a retrospective chart
review comparing
clinical features
between 32 patients
with familial Alzheimer
disease due to PSEN1
mutations and
81 patients with
nonfamilial early-onset
Alzheimer disease,
those with PSEN1
mutations tended to be
younger (42 versus 56
years of age at onset),
more likely to have
memory complaints as
the presenting feature
(84% versus 58%, with
nonfamilial cases
frequently presenting
with visuospatial and
language deficits)
and more likely to
experience significant
headaches, myoclonus,
gait abnormalities, and
pseudobulbar affect.
The presence of
such features in a
young-onset case of
Alzheimer disease when
the family history is
unavailable should
prompt the clinician to
consider genetic testing.
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of biomarker changes.39,40 In addition,
a separate international consortium of
sites has been established to increase
the number of people at risk for familial
AD mutations that might be studied
(the Dominantly Inherited Alzheimer
Network, or DIAN, NIH U01 AG016570).
Collectively, these efforts have con-
firmed that these mutations lead to
increased levels of A"42 measurable in
plasma and CSF. They have also sug-
gested a sequence of biomarker changes
in which decrement of A"42 in the CSF,
cerebral deposition of fibrillar amyloid
detectable with nuclear imaging, in-
creased levels of tau in the CSF, de-
creased cerebral metabolism in certain

brain areas, and cerebral atrophy on
MRI occur in a fairly predictable
manner.41 This knowledge increases
our understanding of the disease
process and establishes the character-
istics of biomarkers that can be used
as surrogate outcome measures in pre-
vention trials. Indeed, with the recent
failure of promising antiamyloid ap-
proaches to treat late-onset AD in large
Phase III trials, there is increasing
attention toward prevention of the dis-
ease. Trials to prevent familial AD by
administering experimental medica-
tions to asymptomaticmutation carriers
are in development and should com-
mence in 2013.

KEY POINTS

h Because the
pathogenicity of
identified variants in
PSEN2 (and other
familial Alzheimer
disease genes) is not
always clear, caution
needs to be exercised
when interpreting
results of genetic testing
with patients and their
families.

h Trials to prevent familial
Alzheimer disease
by administering
experimental
medications to
asymptomatic mutation
carriers are in
development and
should commence
in 2013.

Case 3-1
A cognitively intact 38-year-oldwoman presentedwith concerns that shewas
going to develop familial Alzheimer disease (AD) because a genetic test had
come back positive for a PSEN2 mutation. Further inquiry into the patient’s
family history revealed that her father had developed AD symptoms in
his mid-sixties and died of the disease at age 74; his mother and father were
not known to have had dementia, although one of his three siblings had
dementia thought to represent AD, with onset of symptoms in his early
seventies. The patient’s mother was still alive and well at age 71.

Review of the commercial test results showed a S130L substitution in
PSEN2 that had been previously reported to be associated with AD.
However, review of the reported cases showed an association in individual
patients, including some with late onset, and segregation with the
disease within a family had not been demonstrated. In addition, in vitro
studies of this variant indicated it did not increase the amount of
amyloid-" 42 (A"42) or the ratio of A"42 to A"40 produced.36 On the AD
and frontotemporal dementia (FTD) mutation database website
(www.molgen.ua.ac.be/ADMutations), it was listed as ‘‘pathogenicity
unclear.’’ This information was conveyed to the patient, who was relieved
to find out she was unlikely to develop AD of young onset.

Comment. This case illustrates many points. First, when autosomal
dominant AD of young onset is suspected, it is preferable to perform
genetic testing on a related affected person to know whether there is
something that can be tested for before performing presymptomatic
testing. In this case it may well have revealed that her affected father
did not carry this variant. Also, not all reported variants are pathogenic,
and it can take some knowledge of the field and research to interpret the
results of a given test. The history in this family does not make a strong
case for young-onset autosomal dominant disease. Finally, presymptomatic
patients should always undergo genetic counseling before testing, in
part to prepare them for the possibility of an inconclusive result.
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APOLIPOPROTEIN E
ApoE is a protein involved in lipid
transport that acts as a scaffold in
high-density lipoprotein (HDL) parti-
cles and is highly expressed in the
liver and in the CNS, where it is made
by astrocytes and microglia. In addi-
tion to transporting lipids, it also has a
role in the transportation of forms of
A" including A"42. In humans, the
gene for ApoE (APOE) is highly poly-
morphic; the APOE*E3 allele is the
most common, followed by the *E4
allele, which is in turn more common
than the *E2 allele. The *E3, *E4, and
*E2 alleles, which differ in only one or
two amino acids, have been reproduc-
ibly shown to have differential effects
on risk of late-onset AD, with *E4
conferring a greater risk than *E3,
which in turn confers a higher risk
than the *E2 allele, with odds ratios
between approximately 4 for hetero-
zygous and approximately 15 for ho-
mozygous carriers of the *E4 allele.42

Multiple mechanisms through
which the different ApoE forms may
mediate the differential risk for AD
have been identified (reviewed by Kim
and colleagues43 and Verghese and
colleagues44), including differential ef-
fects on A" transport and deposition.
Human pathologic studies show a
positive correlation between *E4 allele
dose and amyloid45 and neuritic plaque
density46 at autopsy. Studies in cogni-
tively normal individuals have demon-
strated that carriers of the APOE*E4
allele have higher amyloid binding on
imaging and lower A"42 levels in CSF
(suggestive of its deposition in the
brain) than do noncarriers.47

Work in transgenic mice has begun
to elucidate the mechanistic role for
ApoE in amyloid transport and depo-
sition. Amyloid deposition in mice
with human APP mutations was di-
minished when crossed with ApoE
‘‘knockout’’ mice.48 Furthermore, the

amount of A" accumulation differed in
mice transgenic for human ApoE in an
isoform-specific way, such that it was
greater in *E4mice than in *E3, where
it was in turn greater than in *E2 mice.
In vitro studies suggest that ApoE,
particularly the *E4 form, promotes
fibrillogenesis of A".49 Lipidation of
particles containing ApoE may be
required for amyloid clearance, as
mice devoid of the ATP binding cas-
sette 1 (ABCA1), which lipidates ApoE,
show increased amyloid deposition,50

and overexpression of ABCA1 reduces
amyloid deposition.51 Microdialysis ex-
periments in transgenic mice suggest
that ApoE isoforms differentially influ-
ence A" clearance such that *E4 clears
A" more slowly than does *E3 or
*E2.52 There is therefore ample conver-
gent evidence for ApoE as a potential
therapeutic target for disease-modifying
interventions in AD. Multiple ways of
influencing the A" clearance through
the ApoE pathway have been sug-
gested, including ApoE mimetics53 and
stimulation of its production with per-
oxisome proliferator-activated receptor-
gamma (PPAR+) agonists54 and the liver
X receptor (LXR) agonist bexarotene.55

The prevalence of the *E4 allele in
the population varies depending on
ethnicity but is typically in the range of
15% to 20%. Among people with AD,
the prevalence is around 50%, again
depending on the specific population
being studied. The increased risk con-
ferred by the *E4 allele is generally
thought to be a three- to fourfold
increase, and the lifetime risk of devel-
oping AD in someone with this poly-
morphism is 50% among those who
live to be 80 years of age. Having two
copies of APOE*E4 increases the risk
of a younger age of AD onset and
makes the development of AD by age
80 highly probable.56 It must be re-
membered, however, that most of
these studies have been performed in

KEY POINTS

h In humans, APOE is
highly polymorphic; the
APOE*E3 allele is the
most common, followed
by the *E4 allele,
which is in turn more
common than the *E2
allele. The *E3, *E4,
and *E2 alleles, which
differ in only one or two
amino acids, have been
reproducibly shown to
have differential effects
on risk of late-onset
Alzheimer disease, with
*E4 conferring a greater
risk than *E3, which in
turn confers a higher
risk than the *E2 allele,
with odds ratios
between approximately
4 for heterozygous and
approximately 15 for
homozygous carriers of
the *E4 allele.

h There is ample
convergent evidence for
ApoE as a potential
therapeutic target for
disease-modifying
interventions in
Alzheimer disease.
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white subjects; it appears that the risk
for AD conferred by the *E4 allele in
Latino populations is lower.57 Al-
though judicial use of APOE testing in
young-onset cases can be informative
(Case 3-2), presymptomatic suscep-
tibility testing is not typically recom-
mended (see guidelines below) because
of the poor predictive value, variability
in risk conferred across ethnic groups,
and lack of definitive treatment options.
However, in light of the increasing
research interest in preventing AD and
the possible differential response to
future AD treatments depending on
APOE genotype, investigators have
begun to look at the effects of reveal-
ing the APOE genotype to asymptom-
atic patients in controlled settings,
most notably in the Risk Evaluation
and Education for Alzheimer’s Disease
(REVEAL) study. In this study, subjects
potentially interested in knowing their
genetic status are randomized to either
receive this information or not, and
various longitudinal assessments of
their psychological reactions and un-
derstanding are made. This study has

so far found that, among the highly
educated and engaged participants,
the risk of adverse sequelae in the
short term was not significantly in-
creased,58 but long-term retention of
specific lifetime risk information was
low. Studies such as this will help
guide medicine as it becomes increas-
ingly personalized, largely because of
our increasing understanding of the
genetic underpinnings of illness.

A recent study proposed that a
repeat polymorphism within the neigh-
boring TOMM40 gene explains part of
the risk traditionally attributed to the
APOE locus.59,60 Independent studies
could not detect this effect after cor-
recting for APOE genotype,61,62 so this
association remains controversial.

VARIATION IN FAMILIAL
ALZHEIMER DISEASE GENES IN
LATE-ONSETALZHEIMERDISEASE
Late-onset AD also has a familial
tendency that may or may not have
an autosomal dominant pattern of
inheritance. In such cases, competing
mortality, in which people destined to

KEY POINT

h The prevalence of the
*E4 allele in the
population varies
depending on ethnicity
but is typically in the
range of 15% to 20%.
Among people with
Alzheimer disease, the
prevalence is around
50%, again depending
on the specific
population being
studied. The increased
risk conferred by the
*E4 allele is generally
thought to be a
three- to fourfold
increase, and the
lifetime risk of
developing Alzheimer
disease in someone with
this polymorphism is
50% among those
who live to be 80 years
of age.

Case 3-2
The 40-year-old son of a 63-year-old man diagnosed with Alzheimer disease
(AD) presented because of concern regarding his own risk for developing
AD. His mother had AD at age 80, and his father’s brother had it at age 70.
Because of the patient’s concern for developing the same problem, he
had his father tested for PSEN1, APP, and PSEN2 mutations by another
doctor; all were negative. Despite this, he was still concerned that he would
develop the same disease his father had and was seeking further help.

After discussing the implications of the various possible results, APOE
testing was sent on the affected father by his treating physician, as a result
of which he was found to be an *E4/*E4 homozygote. This provided an
explanation for the relatively young onset of disease in the patient’s
father. Although the patient now knew he was at increased risk for
developing AD, he was relieved to know that it was not autosomal
dominantly inherited disease of young onset.

Comment. This case illustrates how judicial use ofAPOE testing can relieve
anxiety but should be done only with oversight from a knowledgeable
clinician rather than in a direct-to-consumer fashion. (See Guidelines for
Genetic Testing in Alzheimer Disease).
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develop AD die of other causes before
manifesting the illness, can be one
factor making the inheritance pattern
difficult to interpret. In light of the
continuity in phenotype between fa-
milial AD and late-onset AD, it is of
interest if alterations in the genes for
familial AD also contribute to the risk
of late-onset AD. Unbiased genome-
wide association studies typically fail
to show a relationship between famil-
ial AD genes and risk of late-onset AD,
including a recent study that looked at
single-nucleotide polymorphisms
(SNPs) from 3,940 cases and 13,373
controls.63 A study was recently per-
formed31 in which the APP, PSEN1,
and PSEN2 genes were sequenced in
patients affected by late-onset AD, and
the frequency of variants compared
between affected individuals from
families in whom four or more mem-
bers were affected and controls. Using
this more sensitive approach, an in-
creased frequency of variants in these
genes was observed versus in controls
and in reference databases. This in-
cluded the A79V PSEN1 mutation
described above in which the age of
onset is late, illustrating that continu-
ity between familial AD and late-onset
AD can occur.

OTHER RISK FACTORS FOR
ALZHEIMER DISEASE
Common Variants
As with other complex diseases, fam-
ilies with familial AD and a Mendelian
inheritance are a minority and explain
only a small fraction of the estimated
overall heritability. Although hundreds
of genes have been implicated or
studied at some point over the past
20 years in relationship with AD (for a
catalog of candidate gene association
studies, please refer to the AlzGene
online database www.alzgene.org),64

only recent, large-scale studies and
rigorous statistical analyses (including

correction for population stratifica-
tion) have allowed the identification
of robust and replicable genetic risk
factors for AD. Most of these suscep-
tibility genes have been identified
through large, collaborative genome-
wide association studies, which con-
sist of the assessment of hundreds of
thousands of SNPs in a large number
of cases and controls.65 Most often, a
replication series is studied to validate
the results.

Four recent large collaborative
genome-wide association studies and
one meta-analysis identified or con-
firmed three novel genes or loci in
2009 (CLU, CR1, PICALM),66,67 and six
in 2011 (ABCA7, MS4A6A/MS4A4E,
EPHA1, CD33, CD2AP, BIN1).68Y70

Clusterin (CLU), a ubiquitously ex-
pressed chaperone protein, is involved
in transport, aggregation, and clearance
of A", and is present in A" deposits.71

Complement receptor 1 (CR1) is a re-
ceptor for the complement C3b pro-
tein, an inflammatory marker of AD,
and possibly protective against A"-
induced neurotoxicity. Interestingly,
the genetic susceptibility at this locus
is probably linked to a copy-number
polymorphism.72 PICALM (phosphati-
dylinositol binding clathrin assembly
protein) is a key component of
clathrin-mediated endocytosis and is
thought to be involved in A" clearance,
possibly via endothelial cells.73 Less is
known about the more recently iden-
tified genes, but they have been linked
to the same broad pathways of innate
immunity (CD33, EPHA1, MS4A), A" pro-
duction and clearance (BIN1), lipid
metabolism (ABCA7), and intracellular
transport (CD2AP).

A possibly unifying hypothesis for
Mendelian rare variants and common
risk genes could involve increased A"
production in Mendelian forms of the
disease, and impaired clearance (pos-
sibly caused by a myriad of genetic

KEY POINT

h Although hundreds of
genes have been
implicated or studied at
some point over the
past 20 years in
relationship with
Alzheimer disease, only
recent, large-scale
studies and rigorous
statistical analyses
(including correction for
population stratification)
have allowed the
identification of robust
and replicable genetic
risk factors for
Alzheimer disease.
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variants) in the late-onset, complex
forms.74 Population attributable fraction
(the proportion of estimated genetic
contribution explained) is approx-
imately 28% for APOE and less than
10% for all other risk factors identi-
fied;68,75 therefore, these 10 AD-associ-
ated variants (APOE and the additional
nine named above) explain approxi-
mately 20% of the total variation of
risk and approximately 33% of the
risk attributable to genetic effects,76

which suggests that numerous other
factors of similar effect size wait to be
identified.

Rare Variants
Whether the genetic contribution to AD
and other common complex diseases
comes from common or rare variants
(or a combination) is a major issue in
complex disease genetics.77 Technical
advances in sequencing now allow the
sequencing of a large number of genes
(or even the whole genome) in a large
number of samples and will allow for
the elucidation of the contribution of
rare variation to the genetic architec-
ture of complex disease.

Initial studies are beginning to
identify and confirm the role of rare
variation in AD susceptibility. A rare
coding variant (A152T) in the gene
encoding for the microtubule-associ-
ated protein tau (MAPT), in which
other mutations cause FTD, has been
associated with the risk of both AD
and FTD in a study involving more
than 15,000 subjects.78 The above-men-
tioned rare variant in APP (A673T) has
been identified in an Icelandic cohort
and has a protective role.22 Finally,
two recent reports indicated that rare
variants in the triggering receptor
expressed on myeloid cells 2 (TREM2)
gene increase the risk for AD.79,80

TREM2 is an innate immune receptor
expressed on the cell membrane of a
subset of myeloid cells, including

microglia. Although the sequence var-
iants identified are rare, the identifica-
tion of a novel gene will most likely
generate new insights in the disease
pathogenesis. Additional possible
sources of susceptibility variants have
not been studied extensively in AD.
These include de novo variants, copy-
number variation,81 structural varia-
tion, and mosaicism.

Because of the small effect size (for
common variants) and low frequency
(for rare variants), the advances in
genetics still have very limited clinical
utility. Even in diseases in which
hundreds of loci have been identified,
such as inflammatory bowel disease,
the predictive value for individual pa-
tients is still low.82,83 The main, more
attainable outcome of large-scale ge-
netic studies is to identify loci related to
disease susceptibility and thus gain
insight into the biology of the disease,
with the identification of genes and
pathways involved in disease patho-
genesis, and possibly novel thera-
peutic targets. The use of genetic
assessment in clinical practice to guide
treatment and predict outcome will
probably be possible at some point in
the future, but our current knowledge is
still far from having an impact on
clinical practice.

Guidelines for Genetic Testing
in Alzheimer Disease
The most recent guidelines for genetic
testing in AD were published in 2011
and represented a consensus from the
National Society of Genetic Counselors
and the American College of Medical
Genetics.84 Because the genetics of AD
are complex, our current understand-
ing is incomplete, and interventions
proven to definitively prevent AD are
lacking, genetic testing for AD should
typically only be performed in consul-
tation with a genetic counselor or other
person versed in the genetics of AD.
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Briefly, the guidelines can be sum-
marized as follows: (1) a comprehen-
sive family history should be obtained
to reveal the likelihood, considering
competing causes of death, of a family
history of AD or other causes of demen-
tia; (2) patients should be fully informed
regarding the limits of the understand-
ing of the genetics of AD and of the
ability to treat or prevent it; (3) testing
for AD in the pediatric population is not
recommended; and (4) revealing test-
ing for risk-susceptibility genes such
as APOE is not widely recommended
except in the context of fully informed
patients and families, as in research
studies. As such, direct-to-consumer
APOE testing is not advised. With
regard to testing for APP, PSEN1, or
PSEN2 mutations in symptomatic pa-
tients, (1) such testing should be
offered in the context of a family history
of autosomal dominant inheritance in
which one or more cases are of early
onset, or in young-onset cases with
unknown family history (eg, adoption);
(2) scientific literature and mutation
databases such as the AD and FTD
mutation database (www.molgen.ua.
ac.be/ADMutations) should be con-
sulted to help understand the like-
lihood of pathogenicity of a given
mutation before revealing the result
to patients and family members. Re-
garding the implications for asymp-
tomatic people, (1) asymptomatic
first-degree relatives should be in-
formed of the 50% likelihood of in-
heriting themutation and disease in the
case of a pathogenic mutation being
identified in an affected patient; (2)
testing for asymptomatic at-risk subjects
should be performed in accordance with
the International Huntington Associa-
tion and World Federation of Neuro-
logy Research Group on Huntington’s
Chorea Guidelines; and (3) people
thought to be asymptomatic should
undergo cognitive and psychological

evaluations to better define their status
and ability to comprehend and cope
with results.

In the consensus statement from the
National Society of Genetics Counselors
and the American College of Medical
Genetics, it was recognized that these
guidelines were based on the current
state of this rapidly changing field; that
in any individual case, clinical judg-
ment might supersede these recom-
mendations; and that ethics committee
consultation is recommended in chal-
lenging situations. The reader is re-
ferred to the full article for details.84

With increasing understanding of the
genetics of ADVand, hopefully, im-
provements in our ability to prevent
and treat itVthese guidelines will no
doubt be subject to change.

SUMMARY
In the last 30 years there have been
substantial advances in understanding
of the genetic basis of AD, although
genetic assessment is currently of limited
utility in clinical practice because of the
low frequency (Mendelian mutations) or
small effect size (common risk factors)
of the currently known susceptibility
genes. However, genetic studies are
identifying with confidence a number
of novel risk genes that will improve
understanding of disease biology and
possibly the identification of therapeu-
tic targets.
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KEY POINTS

h Ten Alzheimer diseaseY
associated variants
explain approximately
20% of the total
variation of risk and
approximately 33% of
the risk attributable to
genetic effects.

h Because of the small
effect size (for common
variants) and low
frequency (for rare
variants), the advances
in genetics still have very
limited clinical utility.
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