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Accumulation of extracellular amyloid � peptide (A�), gen-
erated from amyloid precursor protein (APP) processing by
�- and �-secretases, is toxic to neurons and is central to the
pathogenesis of Alzheimer disease. Production of A� from
APP is greatly affected by the subcellular localization and
trafficking of APP. Here we have identified a novel intracel-
lular adaptor protein, sorting nexin 17 (SNX17), that binds
specifically to the APP cytoplasmic domain via the YXNPXY
motif that has been shown previously to bind several cell sur-
face adaptors, including Fe65 and X11. Overexpression of a
dominant-negative mutant of SNX17 and RNA interference
knockdown of endogenous SNX17 expression both reduced
steady-state levels of APP with a concomitant increase in A�

production. RNA interference knockdown of SNX17 also
decreased APP half-life, which led to the decreased steady-
state levels of APP. Immunofluorescence staining confirmed
a colocalization of SNX17 and APP in the early endosomes.
We also showed that a cell surface adaptor protein, Dab2,
binds to the same YXNPXY motif and regulates APP endocy-
tosis at the cell surface. Our results thus provide strong evi-
dence that both cell surface and intracellular adaptor pro-
teins regulate APP endocytic trafficking and processing to
A�. The identification of SNX17 as a novel APP intracellular
adaptor protein highly expressed in neurons should facilitate
the understanding of the relationship between APP intracel-
lular trafficking and processing to A�.

Mounting evidence has demonstrated that proteolytic proc-
essing of the amyloid precursor protein (APP)4 is central to the
pathogenesis of Alzheimer disease (AD) (1, 2). Many reports
have shown that APP processing to A� is greatly affected by the
subcellular localization of APP, presumably because of the spe-
cific subcellular localizations of �- and �-secretases (3). Both
transmembrane receptors and cytoplasmic adaptor proteins
have been shown to interact with APP and affect its trafficking.
The low-density lipoprotein receptor-related protein 1 (LRP1)
increases APP endocytosis and A� production (4), whereas
SorLA decreases APP processing to A� by shuttling APP away
from endosomes (5). Several cell surface adaptor proteins,
including Fe65, X11, and Dab1, bind to the NPXYmotif within
the APP cytoplasmic domain and regulate its trafficking and
processing to A� (6–8). By overexpression or knockdown,
Fe65 has been shown to affect APP processing to A� (9, 10).
Although Dab1 has been shown to affect APP processing and
A� production (11), the function of its homologueDab2 inAPP
trafficking and processing toA�has not been studied (8). These
studies firmly establish that APP-interacting proteins can both
positively and negatively affect A� production by altering APP
trafficking through �- and �-secretase-containing compart-
ments. Revealing the mechanisms by which intracellular traf-
ficking of APP is regulated may permit the development of
novel therapeutic approaches for AD.
Sorting nexin 17 (SNX17) is a member of the sorting nexin

family characterized by the presence of a phox (PX) domain
(12), which serves to localize SNX17 to intracellular vesicles by
interacting with specific phosphatidylinositol phosphates (13,
14). Likemany sorting nexins, SNX17 is localized to early endo-
somes (15–17). SNX17 has been shown to interact with several
LDLR family members, including LDLR and LRP1, through the
NPXYmotifs in their cytoplasmic domains (15–17) and to reg-
ulate their endocytic trafficking. In this study, we demonstrate
that SNX17 serves as an intracellular adaptor protein for APP
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and regulates its trafficking and processing to A�. We further
show that Dab2mediates APP endocytosis. Our study provides
strong evidence thatmultiple steps ofAPP endocytic trafficking
are regulated by distinct adaptor proteins. The identification of
SNX17 as a novel adaptor protein for APP should allow for a
new understanding of the cellular mechanisms underlying APP
trafficking and processing to A�.

EXPERIMENTAL PROCEDURES

Antibodies and Reagents—The polyclonal anti-SNX17 anti-
body was raised against a 14-amino acid peptide corresponding
to the carboxyl-terminal region of SNX17 protein. Polyclonal
rabbit anti-SNX17 IgG was purified using protein A beads and
used for Western blotting and immunofluorescence experi-
ments. The polyclonal antibody recognizing C-terminal
regions of the human and mouse APPs and the monoclonal
antibody (6E10) recognizing amino acids 1–17 of A� were pur-
chased from Invitrogen and Covance (Berkeley, CA), respec-
tively. Anti-Myc antibody 9E10 was obtained from Sigma. A
previously described monoclonal anti-hemagglutinin (HA)
antibody was used for Western blot and immunofluorescence
staining of APP (18). Fluorescein isothiocyanate-conjugated
goat anti-mouse IgG was obtained from BD Biosciences. For
enzyme-linked immunosorbent assays (ELISAs), antibodies
21F12, 2G3, and biotinylated 3D6 were the kind gifts of Kelly
Bales (Lilly). Carrier-free Na125I was purchased from
PerkinElmer Life Sciences. Antibodies were iodinated using the
IODO-GEN method as described previously (18).
Plasmids and Fusion Proteins—Mouse SNX17 cDNA tagged

at the 5� end with a 9-Myc epitope and cloned into pCIneo was
kindly provided by Dr. Johannes Nimpf (University of Vienna,
Austria; see Ref. 16). For an siRNA-resistant Myc-SNX17 con-
struct, eight silent nucleotide mutations were introduced into
the sequence targeted by the SNX17 siRNAs. The GST-fused
APP cytoplasmic tail construct was generously provided by Dr.
Thomas Südhof (University of Texas, Southwestern Medical
Center). Constructs of full-length Dab2, the phosphotyrosine-
binding domain (PTB) of Dab2, GST-full-length Dab2, and the
GST-PTB domain were kindly provided by Dr. Linton Traub
(Department of Cell Biology and Physiology, University of
Pittsburgh School of Medicine, Pittsburgh, PA). Mutations in
the APP tail were introduced by site-directed mutagenesis
using the QuikChange mutagenesis kit (Stratagene). All con-
structs were verified by sequencing. GST fusion proteins were
produced in the Escherichia coli BL21 strain (Novagen, San
Diego, CA) and purified as described previously (19).
GST Pulldown Assay—GST fusion proteins were expressed

in bacteria (20), and glutathione beads were added to bind to
fusion proteins. Following incubation overnight at 4 °C, beads
were washed twice with PBS and resuspended in the same
buffer. The U87 stable cell line expressing Myc-SNX17 plas-
mids or CHO LRP-null cells expressing wild-type or mutant
APPwere lysed in lysis buffer (20mMTris-HCl, pH 8.0, 100mM

NaCl, 1 mM EDTA, 0.5%Nonidet P-40, 1mM phenylmethylsul-
fonyl fluoride, and 1� Complete protease inhibitor mixture).
Cell lysates were incubated with fusion protein bound to gluta-
thione beads in lysis buffer for 2 h at 4 °C. After washing, beads

were boiled in SDS sample buffer and subjected to Western
blotting.
Cell Culture and Transfection—Human glioblastoma U87

cells were maintained in Dulbecco’s modified Eagle’s medium
containing 10% fetal bovine serum, L-glutamine, and sodium
pyruvate (19). CHO LRP-null cells were grown in Ham’s F-12
medium with 10% fetal bovine serum and L-glutamine. U87
cells and CHO LRP-null cells were transfected with various
plasmid DNAs using Lipofectamine 2000 (Invitrogen) or
TransIT-CHO (Mirus Bioscience, Madison, WI) reagent,
respectively.
Western Blot Analysis—Proteins were separated on SDS-

polyacrylamide gels under reducing conditions and transferred
to an Immobilon-P membrane (Millipore, Billerica, MA).
Membranes were blocked in PBS containing 0.05% Tween 20
and 5% nonfat dried milk and subjected to incubation with pri-
mary and secondary antibodies. For quantification, blots were
developed with ECL Plus reagent (Amersham Biosciences) and
were analyzed using a Typhoon 9410 PhosphorImager (Amer-
sham Biosciences).
A� ELISA—Cells in 6-well plates were transfected with the

constructs to be examined. The next day, the cells were washed
twice with low-serum medium (containing 1% fetal bovine
serum) and retransfected with the same set of constructs in
low-serum medium. Media were collected after 48 h of condi-
tioning and then centrifuged to remove cell debris. A� in the
media was analyzed by ELISA adapted from previous studies
(21). Specially, A� in the low-serummediumwas capturedwith
antibody 2G3 or 21F12 for A�40 and A�42, respectively, and
was subsequently detected with biotinylated 3D6 antibody. A�
levels were normalized to the amount of total protein in cell
lysates.
SNX17 Knockdown—SNX17 expression was suppressed by

transiently transfecting siRNA oligonucleotides as described
(17). SNX17 expressionwas analyzed byWestern blotting using
anti-SNX17 antibody. Rescue construct for SNX17 was
cotransfected into cells with siRNA oligonucleotides, and its
resistance to siRNA oligonucleotide against SNX17 was exam-
ined by Western blotting using anti-Myc antibody.
Flow Cytometry—For cell surface APP analysis, cells were

first detached by incubation with non-enzymatic cell dissocia-
tion solution (Sigma). Successive incubations with anti-APP
(50 �g/ml) for APP and fluorescein isothiocyanate-conjugated
goat anti-mouse Ig were carried out at 4 °C for 1 h. As a control,
background fluorescence intensity was assessed in the absence
of primary antibody. All measurements were performed on a
FACSCalibur (BD Biosciences) equipped with an argon ion
laser. Laser excitation of 488 nm for fluorescein isothiocya-
nate was used. Ten thousand cells from each sample were
analyzed. Histograms were generated using the CellQuest
software; mean values after subtraction of controls were
compared among samples.
Determination of Protein Half-life—Cells were incubated

with cycloheximide (100 �g/ml; Sigma) to inhibit further pro-
tein synthesis. Following incubation for 0, 15, 30, 45, or 60 min,
cells were lysed and subjected to Western blotting. Equal
amounts of total protein from each sample were loaded in each
lane.
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Metabolic Pulse-Chase Labeling and Immunoprecipitation—
Metabolic pulse-chase labeling of HA-APP with [35S]Met/Cys
was performed as described previously (22). Briefly, cells tran-
siently transfected with HA-APP and control or siRNA oligo-
nucleotide against SNX17 were incubated with medium con-
taining [35S]Met/Cys for 30 min, followed by chasing in
medium without [35S]Met/Cys for 0, 0.5, 1, and 2 h. After each
time point, cell lysates were incubated with an excess of
anti-HA IgG, followed by recovery of the immune complexes
with protein A-agarose beads. Immunoprecipitated protein
was released from the beads by boiling in Laemmli sample
buffer under reducing conditions and analyzed by SDS-PAGE.
Radioactive proteins were visualized using a STORM 820
PhosphorImager.
Antibody Uptake and Immunofluorescence Staining—Cells

were incubatedwith anti-HA IgG for 1 h at 37 °C and fixedwith
4% paraformaldehyde in phosphate buffer for 20 min at room
temperature. After blocking with blocking buffer (PBS contain-
ing 0.5% bovine serum albumin), cells were permeabilized with
PBS containing 0.2% Triton X-100 and then stained for SNX17
or EEA1, followed by incubation for 1 h with Alexa Fluor 586-
conjugated goat anti-mouse IgG to detect mouse anti-HA IgG
and anti-EEA1 or Alexa Fluor 488-conjugated goat anti-rabbit
IgG to detect rabbit anti-HA IgG and anti-SNX17 antibodies
(Molecular Probes, Carlsbad, CA). Cells were mounted in a
Cytoseal 60 (Richard-Allan Scientific, Kalamazoo, MI). Cul-
tured rat hippocampal neurons, isolated from day 18 embryos,
were fixed in PBS containing 4% paraformaldehyde and 4%
sucrose for 20 min. Neurons were permeabilized in PBS con-
taining 0.2% Triton X-100 and incubated with anti-APP (6E10)
and anti-SNX17 in PBS containing 0.2% gelatin for 30 min at
37 °C, followed by incubation with Alexa Fluor-conjugated sec-
ondary antibody. Stained cells were viewedwith a confocal laser
scanning microscope (Fluoview 500, Olympus) using a �60
objective oil immersion lens.
Kinetic Analysis of Endocytosis—Kinetic analysis of receptor-

mediated endocytosis was carried out as described previously
(18). Briefly, 8 h after cells were transiently transfected in a
6-well plate, cells were replated in a 12-well plate and used after
overnight culture. Cells were rinsed twice with cold PBS and
then incubated in 0.5 ml of ice-cold ligand binding buffer (Dul-
becco’s modified Eagle’s medium containing 0.6% bovine
serum albumin) containing 1 nM 125I-anti-HA IgG for 1 h. After
binding, prewarmed binding buffer was added to the cells, and
plates were placed in a 37 °C water bath to initiate internaliza-
tion. After 15 min, the plates were placed on ice, and the ligand
binding buffer was replaced with ice-cold stop/strip solution
(PBS, pH 2.0). For the 0-min time point, cells were placed on ice
immediately after ligand binding and processed as follows.
Ligand that remained on the cell surface was stripped by incu-
bation of cellmonolayers twicewith ice-cold stop/strip solution
for a total of 10 min and counted. Cell monolayers were then
solubilized with low-SDS lysis buffer (6.25 mM Tris, pH 6.8,
0.2% SDS, 10% glycerol, and bromphenol blue) to release inter-
nalized radioactivity. The sum of the internalized ligand plus
those on the surface after each assay was used as the maximum
potential internalization. The fraction of internalized ligand at
each time point was calculated and plotted.

RESULTS

SNX17 Binds to the APP Cytoplasmic Domain through the
YXNPXY Motif—The APP cytoplasmic domain contains a
YXNPXY motif that is responsible for binding to several cell
surface adaptor proteins (Fig. 1A). Because SNX17 binds to
LRP1 through an analogous NPXY motif (17), we tested the
ability of SNX17 to bind the APP cytoplasmic domain. GST or
the GST-fused APP cytoplasmic domain was incubated with
lysates from U87 cells stably expressing Myc-tagged SNX17,
and binding was examined byWestern blotting using anti-Myc
antibody. As shown in Fig. 1A, the GST-APP tail, but not GST,
was able to bind to SNX17 (Fig. 1A), suggesting that SNX17 is a
novel binding protein for APP. To analyze whether the YXN-
PXY motif within the APP tail is responsible for SNX17 bind-
ing, we mutated each residue within this motif to alanine, and
their binding to SNX17 was examined by GST pulldown assay
(Fig. 1A). We found that mutations of the critical residue
Tyr757, Asn759, Pro760, or Tyr762 within the YXNPXY motif of
theAPP tail abrogated its binding to SNX17, indicating that this
motif is critical for this interaction. To determine whether the
PX domain of SNX17, which is required for the endosomal
localization of SNX17, participates in binding toAPP, theGST-
APP tail was incubated with lysates from U87 cells stably
expressing Myc-tagged full-length or PX domain-deleted
SNX17, and binding was examined as described above. As
shown in Fig. 1B, deletion of the PX domain did not affect the

FIGURE 1. Sorting nexin 17 binds to the APP cytoplasmic domain through
the YXNPXY motif. A, a schematic diagram of the APP cytoplasmic domain
and GST pulldown assay. GST or GST-APP fusion proteins were incubated with
lysates from U87 cells stably expressing full-length SNX17 and subjected to
Western blotting with anti-Myc antibody. GST fused with the wild-type (WT)
APP cytoplasmic domain but not YXNPXY mutants interact with SNX17. B, a
schematic diagram depicting full-length and PX domain-deleted (�PX-
SNX17) SNX17 and GST pulldown assay. SNX17 contains a PX domain at the N
terminus, a FERM (protein 4.1, ezrin, radixin, and moesin)-like domain, and a C-ter-
minal region with undefined function. The PX domain of SNX17 is not required
for SNX17 binding to the APP cytoplasmic tail. GST or GST-APP was incubated
with lysates from U87 cells stably expressing full-length SNX17 or �PX-SNX17
and subjected to Western blotting with anti-Myc antibody. GST-APP, but not GST,
binds to both full-length SNX17 and �PX-SNX17. TM, transmembrane domain.
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interaction between SNX17 and the APP cytoplasmic tail, indi-
cating that the PX domain is not required for SNX17 binding to
APP. This result is consistent with the previous finding that the
SNX17 PX domain is not necessary for the interaction between
SNX17 and LRP1 (17) and suggests that the binding domain for
APP resides within the carboxyl-terminal domain of SNX17.
SNX17 Regulates APP Processing and A� Production—We

have shown previously that SNX17 binds to LRP1 through a
similar NPXY motif and promotes LRP1 recycling (17). Thus,
we reasoned that SNX17 may play an important role in APP
endocytic trafficking andprocessing toA�. It has been shown that
deletion of thePXdomain abrogates the early endosomal localiza-
tion of SNX17 (15, 23), which is required for its function. There-
fore, we analyzed the effects of overexpressing a dominant-nega-
tivemutant of SNX17 lacking its PX domain on APP stability and
processing. Full-lengthorPX-deletedSNX17 (indicatedasSNX17
or �PX-SNX17, respectively, in Fig. 2A) was cotransfected with
HA-APP intoU87 cells, and cellular levels ofAPP andA�produc-
tion were examined byWestern blotting and ELISA, respectively.
Coexpression of �PX-SNX17 dramatically decreased the steady-
state levels ofAPP comparedwith full-length SNX17- or pcDNA3
vector-transfected cells (Fig. 2B), whereasmoreA�was produced
in �PX-SNX17-cotransfected cells (Fig. 2C).
To further examine SNX17 function in APP processing and

A� production with an alternative approach, we analyzed cel-

lular APP and secreted A� levels in SNX17 knockdown cells.
HA-APP and control or SNX17 siRNA oligonucleotide (17)
were cotransfected into U87 cells, and the levels of cellular APP
and A� production were examined by Western blotting and
ELISA, respectively. When SNX17 expression was suppressed
by siRNA oligonucleotide, cellular levels of APP were greatly
reduced compared with control siRNA oligonucleotide-trans-
fected cells (Fig. 3A). Quantification of the Western blots from
multiple experiments showed that cellular levels of APP were
decreased by �75% when the expression of SNX17 was
knocked down by�90%. To confirm the effect of SNX17 on the
decreased cellular levels ofAPP, SNX17 expressionwas rescued
by cotransfecting cells with an siRNA-resistant SNX17 con-
struct. APP expression was significantly restored when the
siRNA-resistant SNX17 construct was cotransfected with
SNX17 siRNAoligonucleotide (Fig. 3B).We also found that the
levels of APP C-terminal fragment were decreased when cells
were cotransfected with the siRNA-resistant SNX17 construct
(data not shown), suggesting that the APP processing was ame-
liorated by restoring the expression of SNX17. We also found
that cell surface levels of APP were significantly reduced in
SNX17 knockdown cells compared to control siRNA oligonu-
cleotide-treated cells (data not shown), consistent with the pre-
vious report that knockdown of SNX17 expression decreases
the cell surface levels of LRP (17). Reduced cellular levels ofAPP
in SNX17 knockdown cells may be due to a faster turnover of
APP when SNX17 expression is knocked down. Thus, the half-
life of APP was examined in SNX17 knockdown cells and con-
trol siRNA oligonucleotide-treated cells using cycloheximide
to inhibit new protein synthesis. Consistent with our hypothe-
sis, the half-life of APP was significantly reduced in SNX17
knockdown cells (t1⁄2 � 42 min) compared to control siRNA
oligonucleotide-treated cells (t1⁄2 � 98 min) (Fig. 3C). Results
from metabolic pulse-chase experiments using [35S]Met/Cys
also showed that the half-life of APP was greatly reduced in
SNX17 knockdown cells (t1⁄2 � 21 min) compared to control
siRNA-treated cells (t1⁄2 � 43min) (Fig. 3D).We also found that
A� production was increased in SNX17 knockdown cells (Fig.
3E), consistent with the results using dominant-negative �PX-
SNX17. Together, these data suggest that SNX17 function is
critical for the cell surface localization and stability of APP.
When SNX17 function is reduced, APP is more likely to
undergo amyloidogenic processing.
SNX17 Colocalizes with APP and Is Highly Expressed in Cen-

tral Nervous System Neurons—APP is a type I transmembrane
protein that is internalized and traffics through the endocytic
pathway. SNX17 is localized to the early endosome (17). To
examine whether APP is present in SNX17-containing endo-
somes, U87 cells transiently transfected with HA-APP were
incubated with anti-HA antibody for 1 h at 37 °C, fixed, and
then stained with anti-SNX17 antibody, followed by detection
with secondary antibodies. Because the HA tag is at the N ter-
minus of APP, anti-HA antibody uptake represents the APP
that has been internalized from the cell surface without contri-
bution from the population in the biosynthetic pathway. Fig. 4C
shows that SNX17 andAPP are partially colocalized in punctate
perinuclear structures. To identify the subcellular compart-
ments containing APP, U87 cells were stained for the early

FIGURE 2. The dominant-negative mutant of SNX17 reduces steady-state
levels of APP and increases A� production. A, �PX-SNX17 decreases cellu-
lar APP levels. HA-APP was cotransfected with full-length SNX17 or �PX-
SNX17, and cellular APP levels were examined by Western blotting using
anti-HA antibody. Expressions of SNX17 and �PX-SNX17 were confirmed by
Western blotting using anti-Myc antibody. B, �PX-SNX17 increases A� pro-
duction. HA-APP was cotransfected with full-length SNX17 or �PX-SNX17,
and A�40 and A�42 levels in the conditioned medium were analyzed by
ELISA. The A� levels were normalized by expression of green fluorescent pro-
tein, cotransfected with APP and SNX17 (not shown). **, p � 0.01 compared
with the controls.
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endosomal marker, EEA1, after anti-HA antibody uptake. As
shown in Fig. 4,D–F, APP also partially colocalized with EEA1.
Because SNX17 and EEA1 are localized in the same endosomal
compartments (Fig. 4,G–I), these results indicate that cell sur-
faceAPP enters early endosomes after internalization and likely
interacts with SNX17 in these compartments.
It has been shown that SNX17 mRNA is highly expressed in

brain and liver (24); however, SNX17 expression has not been
analyzed at the protein level. We examined SNX17 expression
in mouse brain tissues by Western blotting using anti-SNX17
antibody. Significant amounts of SNX17 were detected in dif-
ferent regions of the brain where LRP1 and APP are also
expressed. To determine whether SNX17 is expressed in neu-
rons of the brain, Western blot analysis was performed using
primary cultured cortical and hippocampal neurons. As shown
in Fig. 5B, SNX17, as well as LRP1 andAPP, is expressed in both
types of neurons. To examine whether SNX17 and APP are
colocalized in neurons, primary cultured hippocampal neurons
were stained for endogenous SNX17 and APP. Consistent with

the results from U87 cells, SNX17
and APP are highly colocalized in
hippocampal neurons, including
punctate structures within their
processes (arrows in Fig. 5C).
Dab2 Binds to APP and Regulates

APP Endocytosis—Dab2 binds to
the NPXY motifs of LDLR and
ApoER2 andmediates their endocy-
tosis through clathrin-coated pits
(8, 25, 26). Dab2 contains a PTB
domain, which interacts with both
target proteins and the phosphoi-
nositide moieties of certain lipids
(27). It has been shown that Dab2
binds to an NPXY motif-containing
peptide corresponding to a portion
of the APP cytoplasmic domain;
however, whether Dab2 serves as an
endocytic adaptor for APP is not
known. First, we confirmed by GST
pulldown assay that Dab2 binds
directly to APP. GST-Dab2 proteins
were incubated with lysates from
cells expressing wild-type HA-APP
or NPXY mutants, and binding was
detected by Western blotting with
anti-HAantibody.Consistentwith a
previous report (8), Dab2 binds to
the NPXYmotif of APP (Fig. 6A). In
parallel experiments, binding be-
tween Dab2 and ApoER2 was also
confirmed as a positive control
(data not shown). Binding of APP
to the GST-Dab2 PTB domain was
stronger than that to GST-full-
length Dab2. Next, we asked
whether Dab2 affects the cell sur-
face level and internalization of

APP. The Dab2 PTB domain has been shown to act as a
dominant-negative mutant of Dab2, as overexpression of
this construct inhibits the endocytosis of LDLR (25). To
determine whether Dab2 affects APP endocytosis, Dab2 and
HA-APP were cotransfected into CHO LRP-null cells, and
APP internalization was assessed. As shown in Fig. 6B, Dab2
overexpression increased, whereas PTB domain overexpres-
sion decreased, the internalization of APP, similar to the
effect that the Dab2 PTB domain has on the endocytosis of
LDLR and ApoER2 (25, 26). This suggests that Dab2 serves as
an endocytic adaptor protein for APP. Consistently, overex-
pression of the Dab2 PTB domain increased the cell surface
levels of APP (Fig. 6C), suggesting that the dominant-nega-
tive function of the PTB domain blocked the normal func-
tion of Dab2 in facilitating APP internalization. A� levels
from U87 cells transiently transfected with HA-APP and
full-length Dab2 or the Dab2 PTB domain were analyzed by
ELISA. Interestingly, overexpression of full-length Dab2
increased, whereas the Dab2 PTB domain decreased, A�

FIGURE 3. SNX17 regulates APP cell surface levels, turnover, and A� production. A, SNX17 knockdown
decreases cellular APP levels. Control or SNX17 siRNA oligonucleotides were cotransfected with HA-APP into
U87 cells, and the levels of APP were examined by Western blotting with anti-HA antibody. Quantification of
SNX17, APP, and actin Western blots is shown in the right panel. B, the cellular level of APP was restored when
an siRNA oligonucleotide-resistant SNX17 construct was cotransfected with SNX17 siRNA. Western blot anal-
ysis was performed using U87 cells cotransfected with HA-APP, SNX17 siRNA, and either control vector or
siRNA-resistant SNX17 construct. C, SNX17 knockdown decreases APP half-life. U87 cells were cotransfected
with HA-APP and either control or SNX17 siRNA. After 48 h, cells were incubated with cycloheximide for 0, 15,
30, 45, or 60 min, followed by Western blotting with anti-HA antibody. D, SNX17 knockdown decreases APP
half-life, detected by pulse-chase analysis. U87 cells were cotransfected with HA-APP and either control or
SNX17 siRNA. After 48 h, cells were incubated with medium containing [35S]Met/Cys for 30 min and chased
with medium without [35S]Met/Cys for 0, 30, 60, or 120 min, followed by immunoprecipitation with anti-HA
antibody. Radiolabeled APP bands were visualized after SDS-PAGE. E, SNX17 knockdown increases A� produc-
tion. A�40 and A�42 levels in the conditioned medium from U87 cells cotransfected with HA-APP and either
control or SNX17 siRNA were analyzed by ELISA. *, p � 0.05 compared with the controls.
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production (Fig. 6D). Overall, these results suggest that
Dab2 facilitates APP endocytosis, which in turn favors the
amyloidogenic processing of APP.

DISCUSSION

In this study, we defined the functions of two intracellular
adaptor proteins, SNX17 and Dab2, in regulating APP traffick-
ing and processing to A� in distinct cellular compartments. A�
is generated from APP by proteolytic processing, and its aggre-
gation is toxic to neurons. The rate of A� production is consid-
ered to be a major determining factor in the onset of AD (1, 2,
28). Several studies on APP trafficking have shown that the
subcellular localization of APP greatly affects the rate of A�
production. Newly synthesized APP molecules are largely
cleaved into soluble APP� by �-secretase at the cell surface
(non-amyloidogenic pathway); however, APP molecules that
are internalized from the plasmamembrane are delivered to the
endocytic compartments, where they are processed by�-secre-
tase and subsequently by �-secretase into soluble APP� andA�
(amyloidogenic pathway). Because the amyloidogenic pathway
is favored when APP is internalized into endosomal compart-
ments, promoting the recycling of APP to the cell surface may
be one way to reduce A� production (1, 3).

There are several cell surface adaptor proteins, including
Fe65 and X11, shown to bind to APP and affect APP internal-
ization and processing to A�. For example, Fe65 increases,
whereas X11 decreases, A� secretion by regulating the cell sur-
face levels of APP (6, 7, 9, 10, 29). In this report, we character-
ized the function of Dab2 in APP trafficking and processing to
A�. Dab2 has been known as an adaptor protein for the endo-
cytosis of several LDLR family members, including LDLR,
megalin, and ApoER2, by binding to the NPXY motifs in their
cytoplasmic domains (8, 25, 26, 30, 31) while simultaneously
binding to clathrin and other clathrin adaptors. Although it has
been shown that Dab2 binds to a 15-amino acid-long synthetic
peptide containing the NPXYmotif of APP in vitro (8), its func-
tion inAPP trafficking remainedunstudied. First, we confirmed
by GST pulldown assays that Dab2 binds to the APP cytoplas-
mic domain through the NPXY motif (Fig. 6A). We observed
that overexpression of full-length Dab2 increases, whereas the
dominant-negative Dab2 PTB domain decreases, the internal-
ization of APP, which is consistent with previous studies on the
effects of Dab2 on LDLR family members (25). As expected,
overexpression of the Dab2 PTB domain increased the cell sur-
face level of APP, which resulted in decreased A� production,
whereas full-length Dab2 had the opposite effect (Fig. 6D).
These results are consistent with previous reports showing that
the regulation of cell surface levels ofAPP altersA�production.

In addition to cell surface adaptor proteins, increasing num-
bers of APP-binding proteins, mostly transmembrane proteins,
including several LDLR family members, have been identified
and shown to affect APP trafficking and processing to A� (7,
29). LRP1 binds to APP and facilitates APP internalization,
which results in increasedA� production (4), whereas LRP1B, a
homologue of LRP1 with a slow endocytosis rate, inhibits APP
internalization and reduces A� production (32). ApoER2 also
increases APP processing to A� by recruiting APP into lipid
rafts and increasing �-secretase activity (33). In addition,
SorLA, anothermember of the LDLR familymainly localized to
the Golgi, binds to APP and is thought to mediate its transport
from endosomes to the Golgi, where less A� is produced (5, 34,

FIGURE 4. APP and SNX17 colocalize in the early endosomes. U87 cells
transiently transfected with HA-APP were incubated with anti-HA IgG at 37 °C
for 1 h, fixed, and then stained with anti-SNX17 (A and B) or anti-EEA1 (D and
E), followed by secondary antibodies. APP is found in both SNX17- and EEA1-
positive compartments (C and F). SNX17 and EEA1 are highly colocalized
(G–I). Arrows highlight staining with significant colocalization.

FIGURE 5. SNX17 is highly expressed in mouse brain and colocalizes
with APP in primary neurons. A, SNX17 is highly expressed in several
regions of adult mouse brain where APP and LRP1 are also highly
expressed. B, SNX17 is highly expressed in primary cultured cortical and
hippocampal neurons. C, SNX17 and APP are colocalized in primary hip-
pocampal neurons. Primary hippocampal neurons were co-stained with
anti-SNX17 and anti-APP antibodies. A region including several neuronal
processes is shown in higher magnifications. Arrows highlight staining
with significant colocalization.
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35). Because A� production is greatly affected by the subcellu-
lar localization of APP, it is important to identify regulators of
the subcellular localization and trafficking of APP. However,
there are currently no reports showing that cytoplasmic pro-
teins localized to specific intracellular compartments, such as
endosomes, bind toAPP and regulateAPP trafficking and proc-
essing to A�.
Here, for the first time we identify SNX17 as an intracellular

adaptor protein for APP. SNX17 binds directly to the YXNPXY
motif in the APP cytoplasmic domain (Fig. 1A). Althoughmany
sorting nexins are known to participate in intracellular protein
trafficking, SNX17 is unique because it is the only sorting nexin
known to recognize a specific signal in the cytoplasmic domain
of target proteins. It recognizes the NPXY motif of several
members of the LDLR family and regulates their endocytic traf-
ficking (15, 17). By recognizing the samemotif in the APP cyto-
plasmic domain, NPXY, SNX17 regulates the intracellular traf-
ficking of APP and affects A� production. Our work has shown

previously that SNX17 promotes
LRP1 recycling by binding to the
NPXY motif of LRP1 (17). The cell
surface levels of LRP1 are decreased
in SNX17 knockdown cells com-
pared to control cells; accordingly,
its ability to degrade ligands was
decreased. In addition, the degrada-
tion of LRP1was facilitated when its
binding to SNX17 was impaired.
Consistent with this, the steady-
state levels of cellular APP are
decreased in SNX17 knockdown
cells, caused by a faster turnover of
APP, presumably due to inefficient
recycling of APP (Fig. 3, A and C).
APP has been shown to be recycled
efficiently after internalization, but
the mechanism by which this recy-
cling occurs has not been studied
(36, 37). Because of the relatively
low expression level and short half-
life of endogenous APP, we per-
formed the majority of our work
with overexpressed APP, a strategy
commonly used for studying APP
trafficking and processing. We pro-
pose that SNX17 mediates APP
recycling to the cell surface by direct
interaction through the NPXY
motif in the APP cytoplasmic
domain. We found that the cell sur-
face levels of APP were decreased in
SNX17 knockdown cells compared
to the control cells (data not
shown), although the difference was
small. The small difference detected
here could be due to the fast and
serial processing of APP, which
might interfere with the quantifica-

tion. It is interesting to note that knockdown of SNX17
decreases the steady-state level of APP, accompanied with an
increase in A� production. This suggests that �-cleavage of
APPpartially but significantly contributes to the faster turnover
of APP when SNX17 is knocked down. The PX domain of
SNX17 is required for its endosomal localization but not for its
binding to target proteins (15, 17). Although deletion of the PX
domain of SNX17 did not disrupt SNX17 binding to APP (Fig.
1B), it greatly reduced the level of cellular APP and increased
A� production, suggesting that the endosomal localization of
SNX17 is required for its proper function in APP trafficking
(Fig. 2). Although potential alterations of SNX17 expression in
the AD brains remain to be studied, our results indicate that
facilitating APP interaction with SNX17 might be a possible
strategy for reducing A� production in AD.

It is interesting that the same motif in the APP cytoplasmic
domain, YXNPXY, binds to a growing number of cytoplasmic
adaptor proteins. Depending on the subcellular localization,

FIGURE 6. Dab2 mediates APP endocytosis. A, Dab2 directly interacts with APP through the NPXY motif. GST,
GST-Dab2, or GST-Dab2 PTBPTB (tandem PTB) was incubated with lysates from CHO LRP-null cells transiently
transfected with wild-type HA-APP or mutants and subjected to Western blotting with anti-HA antibody.
GST-Dab2 protein binds to wild-type APP but not to NPXY mutants. Stronger binding to APP was detected with
the tandem PTB domain construct compared with full-length Dab2. B, Dab2 facilitates APP endocytosis. Endo-
cytosis of APP, measured 15 min after 37 °C incubation, is increased in Dab2-transfected cells and decreased in
the dominant-negative mutant-containing PTB domain-transfected cells. C, the cell surface levels of APP are
increased in cells transfected with the PTB domain. CHO LRP-null cells stably transfected with control vector or
the Dab2 PTBPTB domain were analyzed for the ratios of cell surface and total APP. D, full-length Dab2
increases, whereas the Dab2 PTB domain decreases, A� production. A�40 and A�42 levels in the conditioned
medium from U87 cells cotransfected with HA-APP and pcDNA3, full-length Dab2, or the Dab2 PTB domain
were analyzed by ELISA. **, p � 0.01 compared with the controls.
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APP binds to different adaptor proteins, and these interactions
affect APP trafficking, turnover, and processing to A�. It is
attractive to speculate that several of these adaptor proteins,
such as Fe65, X11, Dab1, and Dab2, compete with one another
for binding to APP at the cell surface and that their dominance
in APP binding is likely influenced by their relative expression
levels and affinity for APP. To our knowledge, SNX17 is the
only adaptor protein that is localized in endosomal compart-
ments that bind to the YXNPXYmotif of APP. The recognition
pattern and regulation of APP trafficking by the cell surface
adaptor protein, Dab2, and the intracellular adaptor protein,
SNX17, closely resemble those of LDLR.
Recently it was found that the expression of SorLA is

decreased in AD brains (5, 34, 38) and that inherited variants in
the SorLA gene, SORL1, are associated with late-onset AD (38).
Althoughwe showed that SNX17 is expressed in neuronswhere
APP is also expressed, it is not known whether the expression
and function of SNX17 and Dab2 are altered in AD brains. In
this regard, it will be interesting to investigate whether the
expression levels of SNX17 and Dab2 change during aging
and/or AD. Understanding the functions of APP-interacting
proteins may allow us to identify specific drug targets for AD
therapy.
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