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We previously identified abnormalities of the endocytic pathway in neurons as the earliest known pathology in sporadic Alzheimer’s disease (AD) and Down’s
syndrome brain. In this study, we modeled aspects of
these AD-related endocytic changes in murine L cells by
overexpressing Rab5, a positive regulator of endocytosis. Rab5-transfected cells exhibited abnormally large
endosomes immunoreactive for Rab5 and early endosomal antigen 1, resembling the endosome morphology
seen in affected neurons from AD brain. The levels of
both A␤40 and A␤42 in conditioned medium were increased more than 2.5-fold following Rab5 overexpression. In Rab5 overexpressing cells, the levels of
␤-cleaved amyloid precursor protein (APP) carboxylterminal fragments (␤CTF), the rate-limiting proteolytic
intermediate in A␤ generation, were increased up to
2-fold relative to APP holoprotein levels. An increase in
␤-cleaved soluble APP relative to ␣-cleaved soluble APP
was also observed following Rab5 overexpression.
␤CTFs were co-localized by immunolabeling to vesicular
compartments, including the early endosome and the
trans-Golgi network. These results demonstrate a relationship between endosomal pathway activity, ␤CTF
generation, and A␤ production. Our findings in this
model system suggest that the endosomal pathology
seen at the earliest stage of sporadic AD may contribute
to APP proteolysis along a ␤-amyloidogenic pathway.

In the brain parenchyma, the deposition of the small peptide
A␤, a proteolyic fragment of the amyloid precursor protein
(APP),1 is an invariant feature of Alzheimer’s disease (AD) (1).
Generation of A␤ requires two sequential proteolytic steps:
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␤-cleavage in the lumenal domain of APP followed by intramembranous ␥-cleavage (reviewed in Ref. 2). ␤-Cleavage
appears to be mediated by the BACE family of aspartyl-proteases (3, 4), whereas ␥-cleavage requires the presenilin protein complex (5, 6). The intracellular site(s) of A␤ generation
has been the subject of intense investigation for a number of
years, and both the secretory and endocytic pathways have
been implicated (7–13). Confounding the clear delineation of
A␤ generation sites is the broad intracellular distribution of
the key proteins involved. APP is predominantly localized to
the trans-Golgi network (TGN), but significant amounts of the
protein are found at the cell surface and within endosomes and
other transport vesicles (2). BACE has been placed within early
endosomes and/or throughout the endosomal-lysosomal system
(3, 14, 15), although a predominant TGN localization has also
been reported (16, 17). The presenilin proteins were initially
thought to be located primarily within the endoplasmic reticulum and Golgi apparatus (18 –23), but more recent evidence
suggests a distribution also within the plasma membrane and
endosomes (18, 24 –27), and studies of nicastrin also strongly
suggest that the mature presenilin complex is found in compartments distal to the endoplasmic reticulum (28).
Our previous studies have shown that abnormalities of the
neuronal endocytic pathway precede substantial ␤-amyloid
deposition in AD brain and appear decades prior to the development of amyloid pathology in Down’s syndrome (29). These
abnormalities include increased early endosome volume, increased expression or altered localization of proteins involved
in the regulation of endocytosis, early endosomal fusion, and
recycling (such as Rab5, early endosomal antigen 1, rabaptin 5,
and Rab4), and an atypical increase in the levels of lysosomal
hydrolases within the early endosome (29, 30). Based on these
observations and the known role of the endocytic pathway in
APP metabolism (7–9), we have postulated that the early endosomes abnormalities seen in sporadic AD may be directly
related to a rise in A␤ levels and subsequent ␤-amyloid accumulation. Recently, we modeled one aspect of these endocytic
pathway changes, the increased expression of the 46-kDa mannose-6-phosphate receptor, which can mediate enhanced delivery of lysosomal proteases to early endosomes, and showed that
this led to increased A␤ secretion from cells (31).
In this study we have modeled a second aspect of AD-related
endocytic pathway abnormalities, such as the apparent increase in endocytosis and early endosomal fusion seen in sporadic forms of the disease, by overexpressing Rab5 in cells.
Rab5 is a member of the Ras family of small GTPases that are
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critical modulators of vesicular transport in cells (32–34). In
addition to its association with early endosomes, Rab5 is localized to the plasma membrane, clathrin-coated pits, and recycling endosomes. Along with the effector proteins rabaptin 5
(35–37) and early endosomal antigen 1 (EEA1) (38 – 40), Rab5
plays a key role in modulating early endosomal fusion and the
membrane docking events involved in endocytosis and recycling (34, 41). Here, we show that Rab5 overexpression reproduced many of the abnormal morphological features of early
endosomes seen in vivo in neurons from AD and Down’s syndrome brain. Significantly, overexpression of Rab5 dramatically increased both the levels of secreted A␤40 and A␤42. Cells
overexpressing Rab5 also had elevated levels of the ␤-cleaved
APP carboxyl-terminal fragment (␤CTF), which partially colocalized to early endosomal compartments.
EXPERIMENTAL PROCEDURES

Cell Lines and Transfections—Murine fibroblast-like L cells stably
transfected with human APP695 have been described (L/APP cells) (31,
42). A full-length human Rab5 cDNA was isolated and subcloned into
the expression vector pcDNA3. Semiconfluent cells grown in a 35-mmdiameter culture dish were transfected with 0.5–3 g of Rab5 plasmid
cDNA/5 ⫻ 105 cells using FuGENE 6 as described by the manufacturer’s protocol (Roche Applied Science). Throughout, the expression of
APP and Rab5 was induced by incubating cells for ⬃40 h in medium
containing 20 mM sodium butyrate (31).
Antibodies—An affinity-purified rabbit polyclonal antibody raised
against a synthetic peptide corresponding to amino acids 193–211 of
human Rab5 (Santa Cruz Biotechnology, Santa Cruz, CA) and a second
human-specific monoclonal antibody generated against the Rab5 GTP
binding motifs II and III (BD Biosciences/Transduction Laboratories)
were used. Purified EEA1 rabbit serum was the kind gift of Dr. S.
Corvera of the Department of Cell Biology, University of Massachusetts
Medical School, Worcester, MA) (38, 43). The key anti-APP/APP metabolite antibodies used in this study are described in Table I. C1/6.1 (42)
and C2/7.1 recognize distinct epitopes within the carboxyl terminus of
APP. The anti-APP-lumenal domain monoclonal antibody P2-1 was a
generous gift from Dr. Maria Kounnas at Sibia/Merck (72); monoclonal
antibodies 6E10 and 4G8 were obtained commercially (Signet Laboratories Inc., Dedham, MA). Monoclonal antibody JRF/A␤N/25, which
recognized the ␤CTF and A␤ uniquely, has been previously characterized in detail (42, 44).
Immunolabeling—Cells grown on glass coverslips were gently fixed
in 4% formaldehyde, 5% sucrose in phosphate-buffered saline, pH 7.4,
on ice for 30 min, washed with phosphate-buffered saline, and immunolabeled as previously described (31). The cells were permeabilized by
the addition of 0.1% saponin or 0.3% Triton X-100 (Sigma) to the
antibody-containing solutions. The coverslips were mounted in GelMount (Fisher) and viewed using epifluorescent or laser confocal scanning microscopy.
Receptor-mediated and Fluid Phase Uptake—Receptor-mediated uptake was examined using fluorescent-tagged transferring Tf-Alexa 586
(Molecular Probes, Eugene, OR). The cells grown on glass coverslips
were washed and incubated for 30 min at 37 °C in phosphate-buffered
saline containing 0.1% bovine serum albumin and 20 mM HEPES. The
cells were then incubated with transferring (10 g/ml) on ice for 1 h and
washed three times with phosphate-buffered saline with bovine serum
albumin prior to being warmed to 37 °C for 0, 3, 5, 10, and 15 min.
Following fixation, the cells were immunolabeled with anti-Rab5
antibody.
Fluid phase uptake was evaluated in cells that were incubated for 0,
3, 5, 10, and 15 min at 37 °C with prewarmed serum-free medium
containing 5 mg/ml horseradish peroxidase (HRP) (HRP type II; Sigma). The cells were washed and fixed with 4% paraformaldehyde, 0.2%
gluteraldehyde in 0.1 M cacodylate buffer. Ultrathin sections cut from
Epon-embedded cells were placed on 300 mesh, uncoated grids, lightly
post-stained in uranyl acetate and lead citrate and examined using a
JEOL 1200EX electron microscope (45).
Metabolic Labeling and Immunoprecipitation—5 ⫻ 105 cells were
seeded onto 35-mm culture dishes and transfected with 1 g of Rab5
cDNA. Following induction for ⬃40 h, the cells were metabolically
labeled using Tran35S-label (PerkinElmer Life Sciences), and the cell
lysates were prepared in 1% Triton X-100 immunoprecipitated as previously described (42). sAPP␤ and sAPP␣ were isolated from conditioned medium using sequential immunoprecipitation with 6E10 and

P2-1 as previously characterized (10, 31). Labeled A␤ from conditioned
medium or cell lysates was immunoprecipitated using 4G8 and 6E10.
Immunoprecipitated proteins were sized by SDS-PAGE, and labeled
proteins were visualized by exposure to x-ray film and analyzed using a
Storm 840 PhosphorImager (Molecular Dynamics) and/or by densitometric scan analysis (NIH Image).
Western Blot Analysis—Equal amounts of total proteins were separated on SDS-PAGE, transferred to polyvinylidene difluoride membranes, incubated in primary antibody overnight, washed, and incubated with HRP-conjugated secondary antibody (31). Membranes were
incubated in ECL substrate (Amersham Biosciences) and exposed to
x-ray film.
ELISAs—5 ⫻ 105 cells were seeded onto 35-mm culture dishes and
transfected as described above. The conditioned medium was collected
after 40 h, and debris was removed with a rapid centrifugation and
frozen in aliquots prior to ELISA determination of A␤ levels. Following
the collection of conditioned medium, Triton X-100 lysates (1% Triton
X-100, 140 mM NaC1, 25 mM Tris, pH 7.4, 0.5 mM EDTA, 1 mM EGTA,
and protease inhibitors) were prepared and frozen for later determination of cell-associated APP metabolite levels. The A␤40- and A␤42specific sandwich ELISAs used by our laboratory and the determination
of human A␤ levels in the conditioned medium of cells have been
described in detail (42).
Cell-associated ␤CTF levels were determined using a sandwich
ELISA employing C1/6.1 as the capture antibody and JRF/〈␤N/25 as
the detection antibody. The cell lysates were loaded neat or diluted 1:2
into Nunc-Immuno Plates (Nunc A/S, Roskilde, Denmark) previously
coated with 10 g/ml C1/6.1 in 10 mM Tris, 10 mM NaCl, 0.05% NaN3,
pH 8.5, and blocked as described for the A␤ ELISAs (42). ␤CTFs were
detected by incubating for 4 h at room temperature with HRP-conjugated JRF/〈␤N/25 followed by a colorimetric assay (42). A synthetic
peptide (DAEFRHDKMQQNGYENPTYKFFEQMQN), kindly provided
by Dr. D. Westaway at the University of Toronto, containing the JRF/
〈␤N/25 epitope at its amino terminus (in bold type) and the C1/6.1
epitope at its carboxyl terminus (in italics) was used as a standard.
Using an aliquot of the Triton X-100 cell lysate, an additional ELISA
developed to detect APP holoprotein as well as the cell-associated CTFs
(APP/total CTF ELISA) was run. This ELISA uses C1/6.1 as the capture
antibody, as does the ␤CTF ELISA, and employs a second carboxylterminal APP antibody for detection (C2/7.1; see Table I). A glutathione
S-transferase fusion protein containing the carboxyl-terminal 99 residues of human APP and both the C1/6.1 and C2/7.1 epitopes (GST␤PP672–770) (46), a generous gift of Dr. E. Levy at New York University, was used as the standard in this ELISA. The ␤CTF ELISA and the
APP/total CTF ELISA have the sensitivity to detect these metabolites
in cell extracts (⬃8 and 250 fmol/ml cell lysate, respectively; see Fig. 6A)
and show strong correlation with ␤CTF or APP holoprotein levels when
analyzed by other methods (data not shown). Throughout, ELISA measurements were determined from standard curves run on the same plate
and represent the means of two or more wells.
RESULTS

Endocytic Pathway Up-regulation by Overexpression of Rab5—
Up-regulation of the endocytic pathway and its potential effect
on APP processing was modeled in L cells stably overexpressing APP695 (L/APP) that were transiently transfected with
human Rab5. Efficiency of transfection in multiple experiments was assessed by counting human Rab5-immunoreactive
cells in randomly chosen fields, and typical levels of expression
are shown in Fig. 1. The human-specific Rab5 mAb did not
label nontransfected cells (Fig. 1A) but consistently labeled
more than ⬃45% of the cells when transfected with 0.5 g of
Rab5 cDNA/5 ⫻ 105 cells. This percentage increased close to
75% as the amount of Rab5 cDNA was increased (⬃55% at 1.0
g/5 ⫻ 105 cells and ⬃75% at 3.0 g/5 ⫻ 105 cells). Western blot
analysis showed that although Rab5 protein levels increased
significantly with the cDNA amounts used for transfections,
Rab5 protein levels increased considerably more than percentage of transfected cells (Fig. 1B). This observation reflected the
finding that at the higher cDNA amounts individual Rab5
transfected cells expressed extremely high levels of protein,
which was found by immunolabeling to fill the cytosol rather
than increase the labeling of endosomes (Fig. 1A).
We next sought to correlate Rab5 overexpression in this
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FIG. 1. Transient transfection of
L/APP cells with human Rab5 cDNA.
A, cells treated with FuGENE 6 reagent
alone (control) and immunolabeled with
anti-human Rab5 mAb showed only diffuse background labeling without specific
endosomal labeling. When transfected
with 1.0 g of Rab5 cDNA/5 ⫻ 105 cell,
⬃55% of the cells, based on cell counts
from multiple transfections, showed distinct and punctate human Rab5 labeling.
Individual cells that showed the highest
levels of human Rab5 expression contained Rab5 immunosignal throughout
the cytosol (right panel). B, typical result
of Western blot analysis with an antiRab5 polyclonal antibody that recognizes
both the mouse and human proteins on
cells transfected with increasing amounts
of Rab5 DNA as indicated. Equivalent
protein loading was confirmed in the
same blot using an antibody against
␤-tubulin.

FIG. 2. Rab5 overexpression mimics
the endosomal enlargement seen in
sporadic AD. Immunofluorescence labeling of cells with antibodies to Rab5 (A–C;
anti-Rab5 polyclonal antibody that recognizes both the mouse and human proteins) or to EEA1 (D–F) showed that control cells contain many small early
endosomes of uniform size, distributed
throughout the cell (arrows, A and D, respectively). The cells transfected with
Rab5 (1.0 g Rab5 cDNA/5 ⫻ 105 cells)
contained atypically large Rab5-immunopositive (B) and EEA1-immunopositive
early endosomes (E, arrows), which are
morphologically similar to those seen in
AD brain (C and F). Enlarged EEA1-immunoreactive early endosomes were
found in cells overexpressing Rab5 by coimmunolabeling with the human-specific
Rab5 mAb (G) and EEA1 (H).

system to an effect on the endocytic pathway. Earlier studies
have shown that Rab5 overexpression increases the size of
early endosomes (33). More detailed confocal analysis of cells
immunolabeled with an anti-Rab5 antibody that recognizes
both the mouse and human protein revealed small, uniform
vesicular compartments in the control cells (Fig. 2A). In contrast to the control, Rab5 transfected cells contained numerous
atypically large Rab5-positive vacuolar compartments (Fig.
2B), which were morphologically similar to those seen in neurons from AD brain (Fig. 2C). This morphologic alteration in
early endosomes was confirmed using a second early endosomal marker, EEA1, both in the Rab5 transfected cells and in
sections of human brain (Fig. 2, D–F). The pattern of endogenous EEA1 labeling in Rab5 overexpressing cells (Fig. 2E)
closely resembles the pattern of enlarged early endosomal la-

beling seen in AD brain (Fig. 2F; see also Refs. 29 and 30).
Moreover, we confirmed that the enlarged EEA1-immunoreactive early endosomes found in cells overexpressing Rab5 were
co-immunolabeled with the human specific Rab5 mAb (Fig. 2G)
and EEA1 (Fig. 2H).
We next examined the functional consequences of Rab5 overexpression by evaluating its effect on receptor-mediated and
fluid phase endocytic uptake (Fig. 3). Incubation of living cells
in the presence of fluorophore-tagged transferrin showed a
qualitative increase in the number of transferrin-positive vesicles (Fig. 3B) in the Rab5 transfected cells (Fig. 3C) when
compared with control cells (Fig. 3A), consistent with Rab5
overexpression stimulating receptor-mediated uptake (33). To
look for similar changes in fluid phase uptake, we followed
soluble HRP uptake (33). Ultrastructural examination of con-
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FIG. 3. Rab5 overexpression stimulates receptor-mediated and fluid
phase endocytosis. Confocal fluorescent
imaging of receptor-mediated endocytosis
following a 3-min incubation of living cells
with Cy3-labeled transferrin (red) showed
a qualitative increase in the number and
size of transferrin-positive vesicles (B) in
human Rab5 overexpressing cells (C)
when compared with the control cells (A).
Ultrastructural inspection of fluid phase
endocytosis following a 3-min incubation
of cells with HRP showed numerous large
HRP-positive vesicles close to the cell surface (E, arrow). Control cells contained
much smaller electron dense vesicles (D,
arrow).

trol and transfected cells incubated in HRP for up to 15 min
showed that differences in endocytic uptake between control
and Rab5 overexpressing cells were greatest at 3 min (data not
shown). At 3 min, Rab5 overexpressing cells contained numerous large, electron-dense, HRP-positive endosomes (Fig. 3E,
arrows) in close proximity to the plasmalemma, whereas
control cells contained only smaller, HRP-positive vesicles
(Fig. 3D).
Rab5 Overexpression Increases the Production of A␤—Having determined that Rab5 overexpression mimics the morphological changes in early endosomes seen in neurons from AD
and Down’s syndrome brain, we next sought evidence that
these endocytic alterations would impact APP metabolism. Initially, we determined the levels of human A␤40 and A␤42 in
conditioned medium from both control and Rab5 transfected
cells by sandwich ELISA in three independent experiments.
When transfected with 0.5 g of Rab5 cDNA/5 ⫻ 105 cells, cells
produced over a 40-h incubation 1.8-fold more A␤40 and 1.6fold more A␤42 when compared with control cells (p ⬍ 0.05 for
both A␤40 and A␤42; Fig. 4A). With increasing amounts of
Rab5 cDNA used for transfection, we recognized a trend toward
greater A␤40 and A␤42 production, reaching 2.6 times more
A␤40 and 2.1 times more A␤42 at 3.0 g of Rab5 cDNA/5 ⫻ 105
cells. The increase in A␤ production associated with increasing
amounts of Rab5 cDNA correlates well with the percentage of
cells expressing human Rab5 at each cDNA amount (⬃45% at
0.5 g, ⬃55% at 1.0 g, and ⬃70% at 3.0 g/5 ⫻ 105 cells). We
confirmed that A␤ in the growth medium was increased in
Rab5 transfected cells using a different antibody (4G8) and
immunoprecipitation following a 6-h continuous metabolic labeling (Fig. 4B). When metabolically labeled A␤ was immunoprecipitated from cell lysates, a significant increase in intracellular A␤ was also reproducibly seen in the Rab5
overexpressing cells. These findings argue that Rab5 overexpression results in increased A␤ secretion and that this increase in extracellular A␤ is likely to be secondary to an increase in intracellular A␤ production.
Rab5 Overexpression Alters APP Processing—We next examined the turnover of APP holoprotein. Three independent
pulse-chase immunoprecipitation experiments showed that
APP holoprotein turnover was not significantly affected by
Rab5 overexpression. Fig. 5A shows one such experiment,
where the majority of APP holoprotein was degraded in both
control and Rab5 expressing cells within 1 h. That Rab5 over-

FIG. 4. Rab5 overexpression increases the production of A␤. As
quantitated by ELISA, A␤40 and A␤42 levels secreted into the growth
medium over 40 h were significantly higher in cells transfected with
increasing amounts of Rab5 cDNA as compared with control. The values represent the means ⫾ S.D. of three independent experiments (A).
This result was confirmed by 4G8 immunoprecipitation of labeled A␤
from medium and cell lysates following a continuous 6-h metabolic
labeling of control or Rab5 transfected (1.0 g of cDNA/5 ⫻ 105 cells)
cells (B).

expression substantially increased A␤ generation without having a significant impact on APP holoprotein turnover is consistent with recent reports from our laboratory showing
increased A␤ generation resulting from the manipulation of
46-kDa mannose 6-phosphate receptor expression or the calpain system without a change in APP turnover (31, 42).
Next, we examined the relative amounts of soluble APP
cleaved at either the ␣- or ␤-site (sAPP␣ and sAPP␤, respectively) in the growth medium of control and Rab5 overexpressing cells (1 g of Rab5 cDNA/5 ⫻ 105 cells; Fig. 5B). Sequential
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cDNA used for transfection correlated with increasing relative
levels of ␤CTFs, reaching a nearly 2-fold increase in ␤CTF
levels as compared with control cells (3 g of Rab5 cDNA/5 ⫻
105 cells; p ⬍ 0.01).
When immunolabeled with JFR/A␤N/25, both control and
Rab5 transfected cells showed a similar pattern of intracellular, vesicular ␤CTF labeling (Fig. 6C). The level of ␤CTF immunosignal, however, was consistently greater in the Rab5
transfected cells, in agreement with our ␤CTF ELISA findings.
To further characterize the distribution of ␤CTFs within cells,
we did co-immunolabeling using markers of the TGN and early
endosomes (Fig. 7). We found that although much of the ␤CTFs
co-localized with a marker of the TGN (Fig. 7A), a significant
␤CTF immunolabeling was also found in early endosomal compartments identified with either EEA1 (Fig. 7B) or Rab5 (Fig.
7C). The partial coincidence of ␤CTFs and early endosomal
markers is consistent with a key role for the early endosome in
A␤ generation as well as a role for endocytic pathway upregulation in increased A␤ production.
FIG. 5. Rab5 overexpression does not affect APP metabolism
but increases sAPP␤ levels. A, control and Rab5 transfected (1 g of
Rab5 cDNA/5 ⫻ 105 cells) cells were pulse-labeled for 15 min and chased
as indicated prior to immunoprecipitation with C1/6.1 to show the
turnover of APP holoprotein (42). There was no appreciable difference
in APP turnover as a result of human Rab5 overexpression. B, sAPP␣
and sAPP␤ were immunoprecipitated from conditioned medium following 1 h of chase. Quantification of three independent experiments
revealed a 36% increase (p ⬍ 0.05) of the sAPP␤/sAPP␣ ratio in the
medium of the Rab5 transfected cells when compared with control.

immunoprecipitation of the medium with 6E10 followed by
P2-1 to detect sAPP␣ and sAPP␤ was done initially as a pulsechase experiment to determine the optimal time period for
sAPP recovery (data not shown). Subsequent experiments were
done using a 15-min pulse labeling with the chase medium
collected after 1 h, which was found to reproducibly recover the
sAPP␣ and sAPP␤ generated from the labeled APP. A representative experiment is shown in Fig. 4B. Because L/APP cells
express two forms of APP molecule, mouse and human
APP695, we usually see sAPP running on the gel as a doublet.
Quantitation of this experiment and two additional experiments demonstrated a reproducible increase in sAPP␤ relative
to sAPP␣ levels (mean increase, 36%; p ⬍ 0.05), in Rab5 overexpressing cells as compared with control.
␤-Cleavage of APP is generally thought to be the rate-limiting step in A␤ production (2). Therefore, to determine levels of
␤CTFs in control and cells overexpressing Rab5, we designed a
sensitive and quantitative sandwich ELISA taking advantage
of the monoclonal antibody JRF/A␤N/25 (Table I) and its specificity for ␤-cleaved APP metabolites (42). The sensitivity and
linearity of this ␤CTF ELISA against a synthetic peptide is
presented in Fig. 6A (left panel). In addition, we have develop a
second ELISA that detects all transmembrane APP metabolites (APP/total CTF ELISA) by combining C1/6.1 capture with
detection using a second carboxyl-terminal APP antibody, C2/
7.1 (Table I). This ELISA showed linear detection of a GSTAPP fusion protein containing the 99 carboxyl-terminal residues of APP (46) over a wide range of concentrations (Fig. 6A,
right panel). Importantly, JRF/A␤N/25 failed to react by ELISA
with the GST-APP fusion protein because this construct does
not have a free amino terminus at the Asp-1 residue of the APP
fragment.
We have used these ELISAs to determine the levels of cellassociated ␤CTFs while simultaneously correcting for variations in cell density. In three independent experiments, Rab5
overexpression resulted in an increase in ␤CTF levels relative
to APP holoprotein/total CTF levels (Fig. 6B). As was seen with
Rab5 expression and A␤ secretion, increasing amounts of Rab5

DISCUSSION

In our study we found that overexpression of Rab5 in L/APP
cells increases internalization, both fluid phase and receptormediated, via the endocytic pathway and that this stimulation
of endocytosis results in the enlargement of early endocytic
compartments within the cell (32–34, 41). These enlarged early
endosomes share many morphological features with the abnormal early endosomes in neurons of AD brain (Fig. 2) and
Down’s syndrome (29, 30). The significance of these endosomal
alterations to AD pathogenesis is underscored by the disease
specificity of this response (29), the importance of endosomes
for APP processing (7–9, 47), and the influence of established
genetic causal and risk factors such as APP2 and ApoE4 (30) on
the development of endosome alterations. Although dynamic
analysis of neuronal endocytic activity cannot be done using
human post-mortem tissue, significant circumstantial evidence
argues that the morphological changes seen in the neuronal
endocytic system are likely to reflect increased endocytosis.
Many of the key positive regulators of endocytosis such as Rab5
and proteins that interact with Rab5 such as EEA1 (38 – 40, 48)
and rabaptin 5 (35–37) are recruited to the enlarged endocytic
vesicles of AD neurons (29, 30). We have also seen that Rab4
protein expression is increased in AD brain (29). Rab4 plays a
reciprocal role to Rab5, stimulating the recycling of endocytic
membrane and contents back to the cell surface (34, 49, 50).
Additionally in AD, lysosomal hydrolase biosynthesis and delivery to early endosomes is increased, which is likely to have
an impact itself on AD pathology (30, 31) and is a further
reflection of an up-regulation of the whole endocytic machinery
(29, 51). These neuronal endocytic changes appear years to
decades before the onset of clinical disease (29) and therefore
may play a early and ongoing role in the development of
pathology.
To begin to test this hypothesis, we have mimicked some of
these alterations in vitro and examined the impact on APP
metabolism and A␤ production (Refs. 31 and 42 and this study).
Here, we manipulated the endocytic system by Rab5 overexpression to increase endocytosis and fusion of homotypic early
endosomes. Although not a complete model of the endocytic
alterations in AD, Rab5 protein expression appears to be increased in affected neurons in AD (30, 52) and in a partial
mouse model of Down’s syndrome, ts65Dn, where neuronal
endosomal enlargement was also observed.2 Moreover, Rab5
2
Cataldo, A. M., Petanceska, S., Peterhoff, C. M., Terio, N. B., Epstein, C. J., Villar, A., Carlson, E. J., Staufenbiel, M., and Nixon, R. A.
(2003) J. Neuroscience, in press.
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TABLE I
Key monoclonal antibodies directed against APP and/or specific APP metabolites used in this study
Antibody

C1/6.1
C2/7.1
JFR/A␤N/25
6E10
P2–1

Epitope specificity

APP metabolites detected

Carboxyl-terminal 20 residues of APP
Carboxyl-terminal
Residues 1–7 of A␤; requires ␤-clevage
Residues 1–17 of APP
Amino-terminal lumenal domain of APP

APP holoprotein and all CTFs
APP holoprotein and all CTFs
␤CTF
APP holoprotein, sAPP␣
sAPP

FIG. 6. Rab5 overexpression increases levels of ␤CTF in the cell. A,
left panel, the sensitivity and linearity of
the ␤CTF ELISA against a synthetic peptide standard is shown (see “Materials
and Methods”). The linear detection of a
GST-APP fusion protein containing the
99 carboxyl-terminal residues in the APP/
total CTF ELISA (using C2/7.1 for detection) is also shown (A, right panel). Additionally, this graph demonstrates the
␤CTF specificity of JRF/A␤N/25 as it fails
to react with the GST-APP fusion protein,
a construct that does not have a free
amino terminus at the Asp-1 residue of
the APP fragment (for details, see “Materials and Methods”). B, these ELISAs
were used to determine the levels of
␤CTFs in cell lysates prepared from cells
transfected with increasing amounts of
Rab5 cDNA as indicated. The mean result
of three independent experiments, expressed as the ratio of ␤CTF levels to
APP/total CTF levels, showed an almost
2-fold increase following Rab5 overexpression as compared with control. C, this
increase in ␤CTF levels was also revealed
by immunocytochemistry using JFR/
A␤N/25 mAb where more ␤CTF immunolabeling was found in human Rab5 overexpressing cells as compared with control
cells.

overexpression successfully reproduces many of the morphological changes seen in endosomes in AD neurons and thus allows
one to examine the impact of at least this one important aspect
of the endocytic alterations on proteins relevant to AD pathobiology. Understanding the consequences of endosome enlargement is a key first stage in clarifying the suspected pathogenic
importance of altered endosomes in AD.
Accelerated Endocytosis and A␤ Production—␣-Cleavage,
which occurs within the A␤ peptide, prevents the production of
A␤ from an APP molecule (2). Most experimental evidence
suggests that ␣-cleavage occurs primarily at the cell surface
and is the result of the activity of two metalloproteases (TACE
and ADAM10) (53–58). Manipulations that increase the cell
surface distribution of APP, such as estrogen treatment (59, 60)
and APP phosphorylation by protein kinase C (61, 62), increase
␣-cleavage and reduce A␤ generation. Similarly, the removal
(9) or replacement (7) of the APP cytoplasmic tail internalization motif (8) reduces A␤ generation, as does interfering with
Rab5-mediated endocytosis more broadly (47). The fact that
each of these manipulations reduces the endocytosis of APP

and reduces A␤ production argues that endocytosis is critical
for A␤ generation.
The positive activation of endocytosis by Rab5 overexpression, however, is likely to enhance APP internalization and
thus reduce cell surface ␣-cleavage and the generation of
sAPP␣, as we have observed. Moreover, Rab5-stimulated endocytic activity resulted in a significant increase in sAPP␤ and
␤CTFs levels, supporting a direct role for the early endosome in
the amyloidogenic processing of APP via ␤-cleavage. Given that
BACE, the protease responsible for ␤-cleavage, has been localized in part to the early endosome (3, 14, 15, 63), increased
internalization of APP might increase the frequency of ␤-cleavage within this compartment. We have also shown that ␤CTFs
partially co-localize with early endosomal markers both in control conditions as well as following manipulations that favor
␤CTF generation, such as Rab5 overexpression (Fig. 7) and
calpain inhibition (42).
In addition to increasing ␤CTF levels, Rab5 overexpression
promotes an equivalent rise in A␤40 and A␤42. This increase is
similar in magnitude to the increase in ␤CTF levels, suggesting
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FIG. 7. ␤CTFs partially co-localize with markers of early endosomes. Confocal immunofluorescence microscopy showed that much of
the ␤CTF (green) immunosignal was co-localized with TGN38 (red), a
marker of the trans-Golgi network (A). However, significant ␤CTF
immunolabeling was also found in early endosomal compartments (red)
identified with either EEA1 (B) or anti-Rab5 antibody that recognizes
both human and mouse protein (C).

that a direct precursor to product relationship may determine
the increase in A␤. Although additional studies will be required
to establish whether ␥-cleavage can also take place in early
endosomes, our findings are most consistent with Rab5 overexpression leading to increased ␤-cleavage of APP in early
endosomes, to increased ␤CTF levels, and ultimately to increased A␤. In addition to extending previous studies demonstrating the importance of the endocytic pathway in APP uptake and processing (7–9, 47), our studies now provide a
pathogenic link between the up-regulation of neuronal endocytosis in AD and increased A␤ generation.
Endocytic Pathway Up-regulation and AD Pathogenesis—In
familial, early onset forms of AD, mutations in the APP or
presenilin proteins have been shown to increase production of
A␤ or the generation of particularly pathogenic forms of this
peptide (reviewed in Ref. 2). Although it is generally thought
that, in sporadic AD, some event or events leads to altered A␤
metabolism, such as increased generation, enhanced nucleation, and/or reduced turnover, the in vivo mechanisms underlying A␤ accumulation in sporadic AD are not well understood.
Converging lines of evidence, however, now suggest that the
endosomal system may play an important part in the complex
etiology of sporadic AD and may have a direct role in the A␤
production that drives amyloid accumulation. First, the observations that endocytic pathway up-regulation and early endosome alterations are the earliest known neuronal changes to
occur in AD and are highly disease-specific heightens suspicion
that these abnormalities are pathogenically important (29, 30).
Second, in preclinical AD and Down’s syndrome, the appearance of enlarged neuronal early endosomes coincides with an
increase in soluble A␤ levels and the detection of intraneuronal
A␤, which was found most frequently within enlarged endosomal compartments.2 In this study, we show that Rab5 overexpression, which resulted in similar morphological changes in
the endosome, increased A␤ production. Third, we have shown
that A␤ is increased with overexpression of the 46-kDa man-
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nose 6-phosphate receptor, which mimics an aspect of early
stage AD endosomal pathology involving the partial mistrafficking of lysosomal hydrolases (31). Finally, individuals with
presenilin mutations, who have very substantial ␤-amyloid
burdens, do not show neuronal endosomal abnormalities, arguing that endosomal abnormalities in sporadic AD are unlikely to be a response to rising A␤ levels or ␤-amyloid deposition (29). Collectively, these findings strongly suggest that
endocytic activation increases neuronal A␤ production in sporadic AD and may thus contribute to the accumulation of soluble or aggregated forms of A␤ peptide.
A complementary line of evidence is also developing that
links the endocytic pathway to known genetic and other risk
factors for AD. For example, the initial step in neuron metabolism of extracellular cholesterol is receptor-mediated uptake
through endosomes. High levels of cholesterol itself can modify
APP metabolism to favor A␤ production, both in vitro and in
vivo (47, 64 – 66). ApoE, the major lipid carrier protein in the
central nervous system, shuttles cholesterol produced by glia to
neurons for endocytosis and clearly plays a role in AD pathogenesis given that inheritance of the E4 allele is the most
important known risk factor for late-onset AD (67). Significantly, inheritance of the ApoE4 allele also accentuates neuronal endocytic abnormalities in sporadic AD (29). Although
many mechanisms have been suggested to play a part in the
risk associated with an ApoE4 allele (68, 69), these findings
suggest a direct link to alterations in the endocytic pathway.
An additional genetic link between AD pathology and ADrelated endocytic pathway up-regulation is seen in Down’s
syndrome, which inevitably leads to AD in the fourth or fifth
decade of life (70, 71). Beginning before birth, endosomal enlargement develops within increasing numbers of neurons in
trisomy 21 individuals as they approach the age of AD onset
(29). Thus, at least two known genetic influences on the rateof-onset of AD significantly impact the neuronal endosomal
system. Our findings suggest that the appearance of endosomal
abnormalities in sporadic AD may increase A␤ production in
vivo, contributing to a cascade of events that would lead to A␤
accumulation as ␤-amyloid plaque. Developing further in vitro
and in vivo models of AD-related endocytic pathway up-regulation will be critical to formulating this link.
Acknowledgments—The authors gratefully thank Dr. Suzana
Petanceska for guidance and expertise with the APP and A␤ studies,
Dr. Marc Mercken of Johnson and Johnson Pharmaceutical Research
and Development/Janssen Pharmaceutica for anti-APP and anti-A␤
antibodies, and Corrinne Peterhoff for technical assistance in the preparation of the figures for this manuscript.
REFERENCES
1. Selkoe, D. J. (2001) Physiol. Rev. 81, 741–766
2. De Strooper, B., and Annaert, W. (2000) J. Cell Sci. 113, 1857–1870
3. Vassar, R., Bennett, B. D., Babu-Khan, S., Kahn, S., Mendiaz, E. A., Denis, P.,
Teplow, D. B., Ross, S., Amarante, P., Loeloff, R., Luo, Y., Fisher, S., Fuller,
J., Edenson, S., Lile, J., Jarosinski, M. A., Biere, A. L., Curran, E., Burgess,
T., Louis, J. C., Collins, F., Treanor, J., Rogers, G., and Citron, M. (1999)
Science 286, 735–741
4. Lin, X., Koelsch, G., Wu, S., Downs, D., Dashti, A., and Tang, J. (2000) Proc.
Natl. Acad. Sci. U. S. A. 97, 1456 –1460
5. Shen, J., Bronson, R. T., Chen, D. F., Xia, W., Selkoe, D. J., and Tonegawa, S.
(1997) Cell 89, 629 – 639
6. De Strooper, B., Saftig, P., Craessaerts, K., Vanderstichele, H., Guhde, G.,
Annaert, W., Von Figura, K., and Van Leuven, F. (1998) Nature 391,
387–390
7. Soriano, S., Chyung, A. S., Chen, X., Stokin, G. B., Lee, V. M., and Koo, E. H.
(1999) J. Biol. Chem. 274, 32295–32300
8. Perez, R. G., Soriano, S., Hayes, J. D., Ostaszewski, B., Xia, W., Selkoe, D. J.,
Chen, X., Stokin, G. B., and Koo, E. H. (1999) J. Biol. Chem. 274,
18851–18856
9. Koo, E. H., and Squazzo, S. L. (1994) J. Biol. Chem. 269, 17386 –17389
10. Petanceska, S. S., Seeger, M., Checler, F., and Gandy, S. (2000) J. Neurochem.
74, 1878 –1884
11. Xu, H., Sweeney, D., Wang, R., Thinakaran, G., Lo, A. C., Sisodia, S. S.,
Greengard, P., and Gandy, S. (1997) Proc. Natl. Acad. Sci. U. S. A. 94,
3748 –3752
12. Hartmann, T., Bieger, S. C., Bruhl, B., Tienari, P. J., Ida, N., Allsop, D.,

31268
13.

14.
15.

16.
17.
18.

19.

20.

21.

22.
23.
24.
25.

26.

27.
28.

29.
30.
31.

32.
33.
34.
35.
36.
37.

38.
39.

Rab5 Overexpression Increases A␤ Production

Roberts, G. W., Masters, C. L., Dotti, C. G., Unsicker, K., and Beyreuther,
K. (1997) Nat. Med. 3, 1016 –1020
Greenfield, J. P., Tsai, J., Gouras, G. K., Hai, B., Thinakaran, G., Checler, F.,
Sisodia, S. S., Greengard, P., and Xu, H. (1999) Proc. Natl. Acad. Sci.
U. S. A. 96, 742–747
Capell, A., Steiner, H., Willem, M., Kaiser, H., Meyer, C., Walter, J., Lammich,
S., Multhaup, G., and Haass, C. (2000) J. Biol. Chem. 275, 30849 –30854
Walter, J., Fluhrer, R., Hartung, B., Willem, M., Kaether, C., Capell, A.,
Lammich, S., Multhaup, G., and Haass, C. (2001) J. Biol. Chem. 276,
14634 –14641
Yan, R., Han, P., Miao, H., Greengard, P., and Xu, H. (2001) J. Biol. Chem.
276, 36788 –36796
Huse, J. T., Liu, K., Pijak, D. S., Carlin, D., Lee, V. M., and Doms, R. W. (2002)
J. Biol. Chem. 277, 16278 –16284
Annaert, W. G., Levesque, L., Craessaerts, K., Dierinck, I., Snellings, G.,
Westaway, D., St. George-Hyslop, P., Cordell, B., Fraser, P., and De
Strooper, B. (1999) J. Cell Biol. 147, 277–294
Cook, D. G., Sung, J. C., Golde, T. E., Felsenstein, K. M., Wojczyk, B. S., Tanzi,
R. E., Trojanowski, J. Q., Lee, V. M., and Doms, R. W. (1996) Proc. Natl.
Acad. Sci. U. S. A. 93, 9223–9228
De Strooper, B., Beullens, M., Contreras, B., Levesque, L., Craessaerts, K.,
Cordell, B., Moechars, D., Bollen, M., Fraser, P., St. George-Hyslop, P., and
Van Leuven, F. (1997) J. Biol. Chem. 272, 3590 –3598
Kovacs, D. M., Fausett, H. J., Page, K. J., Kim, T. W., Moir, R. D., Merriam,
D. E., Hollister, R. D., Hallmark, O. G., Mancini, R., Felsenstein, K. M.,
Hyman, B. T., Tanzi, R. E., and Wasco, W. (1996) Nat. Med. 2, 224 –229
Lah, J. J., Heilman, C. J., Nash, N. R., Rees, H. D., Yi, H., Counts, S. E., and
Levey, A. I. (1997) J. Neurosci. 17, 1971–1980
Zhang, J., Kang, D. E., Xia, W., Okochi, M., Mori, H., Selkoe, D. J., and Koo,
E. H. (1998) J. Biol. Chem. 273, 12436 –12442
Kaether, C., Lammich, S., Edbauer, D., Ertl, M., Rietdorf, J., Capell, A.,
Steiner, H., and Haass, C. (2002) J. Cell Biol. 158, 551–561
Cupers, P., Bentahir, M., Craessaerts, K., Orlans, I., Vanderstichele, H.,
Saftig, P., De Strooper, B., and Annaert, W. (2001) J. Cell Biol. 154,
731–740
Georgakopoulos, A., Marambaud, P., Efthimiopoulos, S., Shioi, J., Cui, W., Li,
H. C., Schutte, M., Gordon, R., Holstein, G. R., Martinelli, G., Mehta, P.,
Friedrich, V. L., Jr., and Robakis, N. K. (1999) Mol. Cell. 4, 893–902
Ray, W. J., Yao, M., Mumm, J., Schroeter, E. H., Saftig, P., Wolfe, M., Selkoe,
D. J., Kopan, R., and Goate, A. M. (1999) J. Biol. Chem. 274, 36801–36807
Yang, D. S., Tandon, A., Chen, F., Yu, G., Yu, H., Arawaka, S., Hasegawa, H.,
Duthie, M., Schmidt, S. D., Ramabhadran, T. V., Nixon, R. A., Mathews,
P. M., Gandy, S. E., Mount, H. T., St. George-Hyslop, P., and Fraser, P. E.
(2002) J. Biol. Chem. 277, 28135–28142
Cataldo, A. M., Peterhoff, C. M., Troncoso, J. C., Gomez-Isla, T., Hyman, B. T.,
and Nixon, R. A. (2000) Am. J. Pathol. 157, 277–286
Cataldo, A. M., Barnett, J. L., Pieroni, C., and Nixon, R. A. (1997) J. Neurosci.
17, 6142– 6151
Mathews, P. M., Guerra, C. B., Jiang, Y., Grbovic, O. M., Kao, B. H., Schmidt,
S. D., Dinakar, R., Mercken, M., Hille-Rehfeld, A., Rohrer, J., Mehta, P.,
Cataldo, A. M., and Nixon, R. A. (2002) J. Biol. Chem. 277, 5299 –5307
Chavrier, P., Parton, R. G., Hauri, H. P., Simons, K., and Zerial, M. (1990) Cell
62, 317–329
Bucci, C., Parton, R. G., Mather, I. H., Stunnenberg, H., Simons, K., Hoflack,
B., and Zerial, M. (1992) Cell 70, 715–728
Deneka, M., and van der Sluijs, P. (2002) Nat.Cell Biol. 4, E33–E35
Vitale, G., Rybin, V., Christoforidis, S., Thornqvist, P., McCaffrey, M.,
Stenmark, H., and Zerial, M. (1998) EMBO J. 17, 1941–1951
Stenmark, H., Vitale, G., Ullrich, O., and Zerial, M. (1995) Cell 83, 423– 432
Horiuchi, H., Lippe, R., McBride, H. M., Rubino, M., Woodman, P., Stenmark,
H., Rybin, V., Wilm, M., Ashman, K., Mann, M., and Zerial, M. (1997) Cell
90, 1149 –1159
Patki, V., Virbasius, J., Lane, W. S., Toh, B. H., Shpetner, H. S., and Corvera,
S. (1997) Proc. Natl. Acad. Sci. U. S. A. 94, 7326 –7330
Mu, F. T., Callaghan, J. M., Steele-Mortimer, O., Stenmark, H., Parton, R. G.,
Campbell, P. L., McCluskey, J., Yeo, J. P., Tock, E. P., and Toh, B. H. (1995)
J. Biol. Chem. 270, 13503–13511

40. Simonsen, A., Lippe, R., Christoforidis, S., Gaullier, J. M., Brech, A.,
Callaghan, J., Toh, B. H., Murphy, C., Zerial, M., and Stenmark, H. (1998)
Nature 394, 494 – 498
41. Gorvel, J. P., Chavrier, P., Zerial, M., and Gruenberg, J. (1991) Cell 64,
915–925
42. Mathews, P. M., Jiang, Y., Schmidt, S. D., Grbovic, O. M., Mercken, M., and
Nixon, R. A. (2002) J. Biol. Chem. 277, 36415–36424
43. Lawe, D. C., Patki, V., Heller-Harrison, R., Lambright, D., and Corvera, S.
(2000) J. Biol. Chem. 275, 3699 –3705
44. Vandermeeren, M., Geraerts, M., Pype, S., Dillen, L., Van Hove, C., and
Mercken, M. (2001) Neurosci. Lett. 315, 145–148
45. Cataldo, A. M., Hamilton, D. J., Barnett, J. L., Paskevich, P. A., and Nixon,
R. A. (1996) J. Neurosci. 16, 186 –199
46. Islam, K., and Levy, E. (1997) Am. J. Pathol. 151, 265–271
47. Ehehalt, R., Keller, P., Haass, C., Thiele, C., and Simons, K. (2003) J. Cell Biol.
160, 113–123
48. Corvera, S., D’Arrigo, A., and Stenmark, H. (1999) Curr. Opin. Cell Biol. 11,
460 – 465
49. Van Der Sluijs, P., Hull, M., Zahraoui, A., Tavitian, A., Goud, B., and Mellman,
I. (1991) Proc. Natl. Acad. Sci. U. S. A. 88, 6313– 6317
50. van der Sluijs, P., Hull, M., Webster, P., Male, P., Goud, B., and Mellman, I.
(1992) Cell 70, 729 –740
51. Cataldo, A., Rebeck, G. W., Ghetri, B., Hulette, C., Lippa, C., Van Broeckhoven,
C., van Duijn, C., Cras, P., Bogdanovic, N., Bird, T., Peterhoff, C., and Nixon,
R. (2001) Ann. Neurol. 50, 661– 665
52. Cataldo, A. (2000) Neurobiol. Aging 293, Suppl. 65, 293
53. Buxbaum, J. D., Liu, K. N., Luo, Y., Slack, J. L., Stocking, K. L., Peschon, J. J.,
Johnson, R. S., Castner, B. J., Cerretti, D. P., and Black, R. A. (1998) J. Biol.
Chem. 273, 27765–27767
54. Slack, B. E., Ma, L. K., and Seah, C. C. (2001) Biochem. J. 357, 787–794
55. Lopez-Perez, E., Zhang, Y., Frank, S. J., Creemers, J., Seidah, N., and Checler,
F. (2001) J. Neurochem. 76, 1532–1539
56. Lammich, S., Kojro, E., Postina, R., Gilbert, S., Pfeiffer, R., Jasionowski, M.,
Haass, C., and Fahrenholz, F. (1999) Proc. Natl. Acad. Sci. U. S. A. 96,
3922–3927
57. Parvathy, S., Hussain, I., Karran, E. H., Turner, A. J., and Hooper, N. M.
(1999) Biochemistry 38, 9728 –9734
58. Sisodia, S. S. (1992) Proc. Natl. Acad. Sci. U. S. A. 89, 6075– 6079
59. Gandy, S. (1999) Trends Endocrinol. Metab. 10, 273–279
60. Jaffe, A. B., Toran-Allerand, C. D., Greengard, P., and Gandy, S. E. (1994)
J. Biol. Chem. 269, 13065–13068
61. Gandy, S., Caporaso, G., Buxbaum, J., Frangione, B., and Greengard, P. (1994)
Neurobiol. Aging 15, 253–256
62. Caporaso, G. L., Gandy, S. E., Buxbaum, J. D., Ramabhadran, T. V., and
Greengard, P. (1992) Proc. Natl. Acad. Sci. U. S. A. 89, 3055–3059
63. Vassar, R., and Citron, M. (2000) Neuron 27, 419 – 422
64. Refolo, L. M., Malester, B., LaFrancois, J., Bryant-Thomas, T., Wang, R., Tint,
G. S., Sambamurti, K., Duff, K., and Pappolla, M. A. (2000) Neurobiol. Dis.
7, 321–331
65. Fassbender, K., Simons, M., Bergmann, C., Stroick, M., Lutjohann, D., Keller,
P., Runz, H., Kuhl, S., Bertsch, T., von Bergmann, K., Hennerici, M.,
Beyreuther, K., and Hartmann, T. (2001) Proc. Natl. Acad. Sci. U. S. A. 98,
5856 –5861
66. Kojro, E., Gimpl, G., Lammich, S., Marz, W., and Fahrenholz, F. (2001) Proc.
Natl. Acad. Sci. U. S. A. 98, 5815–5820
67. Corder, E. H., Saunders, A. M., Strittmatter, W. J., Schmechel, D. E., Gaskell,
P. C., Small, G. W., Roses, A. D., Haines, J. L., and Pericak-Vance, M. A.
(1993) Science 261, 921–923
68. Cedazo-Minguez, A., and Cowburn, R. F. (2001) J. Cell Mol. Med. 5, 254 –266
69. Simons, M., Keller, P., Dichgans, J., and Schulz, J. B. (2001) Neurology 57,
1089 –1093
70. Mann, D. M., Yates, P. O., Marcyniuk, B., and Ravindra, C. R. (1987) J. Neurol.
Sci. 80, 79 – 89
71. Hyman, B. T. (1992) Prog. Clin. Biol. Res. 379, 123–142
72. Van Nostrand, W. E., Wagner, S. L., Suzuki, M., Choi, B. H., Farrow, J. S.,
Geddes, J. W., Cotman, C. W., and Cunningham, D. D. (1989) Nature 341,
546 –549

