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We investigated why the cerebrospinal fluid (CSF) concentrations of Ab42 are
lower in mild cognitive impairment (MCI) and Alzheimer’s disease (AD) patients.
Because Ab38/42 and Ab40/43 are distinct product/precursor pairs, these four
species in the CSF together should faithfully reflect the status of brain g-secretase
activity, and were quantified by specific enzyme-linked immunosorbent assays in
the CSF from controls and MCI/AD patients. Decreases in the levels of the
precursors, Ab42 and 43, in MCI/AD CSF tended to accompany increases in
the levels of the products, Ab38 and 40, respectively. The ratios Ab40/43 versus
Ab38/42 in CSF (each representing cleavage efficiency of Ab43 or Ab42) were
largely proportional to each other but generally higher in MCI/AD patients
compared to control subjects. These data suggest that g-secretase activity in
MCI/AD patients is enhanced at the conversion of Ab43 and 42 to Ab40 and 38,
respectively. Consequently, we measured the in vitro activity of raft-associated
g-secretase isolated from control as well as MCI/AD brains and found the same,
significant alterations in the g-secretase activity in MCI/AD brains.

INTRODUCTION

sequential cleavage by b- and g-secretases. b-Secretase cleaves
at the luminal portion (b-site) of APP to generate a b-carboxyl
terminal fragment of APP (bCTF), an immediate substrate of
g-secretase, to produce different Ab species (for a review see
Selkoe, 2001). The most abundant secreted Ab species is Ab40,

Senile plaques, the neuropathological hallmark of Alzheimer’s
disease (AD), are composed of amyloid b-protein (Ab). Ab
is derived from b-amyloid precursor protein (APP) through
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whereas the species that has two extra residues (Ab42) is a
minor one (<10%); however, the latter is the one that deposits
first and predominates in senile plaques (Iwatsubo et al, 1994).
Presenilin 1/2 make up the catalytic site of g-secretase. The
enzymatic properties of g-secretase that cleave the transmembrane domain of bCTF have been an enigma, although recent
studies provided partial elucidation of this mechanism (QiTakahara et al, 2005; Takami et al, 2009). g-Secretase has two
product lines, which successively convert the Ab49 and Ab48 that
are generated by e-cleavage, to shorter Abs by releasing tri- or
tetrapeptides in a stepwise fashion. Ab49 is successively cleaved
mostly into Ab40 via Ab46 and Ab43, while Ab48 is similarly
cleaved into Ab38 via Ab45 and Ab42 (see Fig 1). Importantly, the
differences between the amounts of released tri- and tetrapeptides
determine the levels of the different Ab species produced (Takami
et al, 2009). Thus, the true activity of g-secretase is defined by the
amounts of tri- and tetrapeptides released, but not by the amounts
of Ab species produced. Of note, the most abundant species Ab40
is derived not from Ab42, but from Ab43. Also Ab38 is derived
mainly from Ab42 (Fig 1). The longer Abs in cerebrospinal fluid
(CSF) including Ab49 and 46 as well as Ab48 and 45 must be
generated at negligible levels, but may neither be secreted to the
interstitial fluid (ISF) nor recruited to CSF. This suggests that the
status of brain, and possibly neuronal, g-secretase could be
accurately assessed by measuring all four Ab species generated by
the two product lines of g-secretase.
Using enzyme-linked immunosorbent assays (ELISAs), we
quantified Ab40 and 43 and Ab38 and 42 in CSF samples from
control subjects and mild cognitive impairment (MCI)/AD
patients. The CSF concentrations of Ab43 and Ab42 were found
to be significantly lower in MCI/AD compared with controls.
The ratio of Ab38/42, which represents the ratio of product/
precursor and thus the cleavage efficiency of Ab42, was plotted
against the ratio of Ab40/43, which represents the ratio of
product/precursor in the other product line and thus the
cleavage efficiency of Ab43. The ratio of Ab38/42 was largely
proportional to that of Ab40/43, indicating that the two cleavage
processes are tightly coupled, but both were generally higher in
MCI/AD patients compared to control subjects These results

Figure 1. Generation of Abs through stepwise processing of bCTF. At
the first step, bCTF is cleaved at the membrane-cytoplasmic boundary
(e-cleavage), producing AICD (APP intracellular domain) 50–99 and 49–99.
Counterparts Ab49 and 48 in turn are cleaved in a stepwise fashion, releasing
tri- and tetrapeptides. One product line converts Ab49 mostly to Ab40 via
Ab46 and Ab43. The other product line converts Ab48 to Ab38 via Ab45 and
Ab42. It should be noted that the differences between the amounts of released
tri- or tetrapeptide determine the amounts of Abs produced. Broken lines
indicate corresponding Abs on the two product lines.

suggest that the activity of brain g-secretase in MCI/AD is
enhanced at the conversion of Ab43 to Ab40 and Ab42 to Ab38,
which would result in significantly lower CSF concentrations of
Ab42 and 43. In support of this hypothesis, the activities of raftassociated g-secretase from control and MCI/AD brains were
found to be significantly different: although the total Ab
production was similar, the g-secretase in MCI/AD brains
produced significantly larger ratios of Ab40/43 and Ab38/42
than the enzyme in control brains. This raises the possibility that
lower CSF levels of Ab42 and 43 simply reflect the altered
g-secretase activity in the MCI/AD-affected brains.

RESULTS
The CSF concentrations of Abs were in the following order:
Ab40 > Ab38 > Ab42 " Ab43 in all CSF samples examined
(Table 1 and Supporting Information Fig S2A). The relative
amounts of Abs were constant across the samples: Ab38:40 ratio
in CSF was #1:3, and Ab42:43 ratio was #10:1. The CSF

Table 1. Subject characteristics and CSF concentrations of Abs

Age (years)
N (male/female)
MMSE score
ApoE e4
Ab38 (pM)
Ln(Ab38)
Ab40 (pM)
Ln(Ab40)
Ab42 (pM)
Ln(Ab42)
Ab43 (pM)
Ln(Ab43)

Control

MCI

AD

74.9 % 7.5
21 (10/11)
28.7 % 1.9
3 (14.3%)
594.5 % 286.3
6.28 % 0.46
1607.9 % 712.9
7.28 % 0.47
133.1 % 53.4
4.80 % 0.47
11.8 % 5.7
2.32 % 0.60

72.5 % 6.6
19 (7/12)
25.7 % 2.6
10 (52.6%) a
669.4 % 247.6
6.44 % 0.38
1939.5 % 698.0
7.51 % 0.38
83.2 % 49.4$$
4.25 % 0.60
6.8 % 5.6$$
1.59 % 0.86

72.3 % 8.2
24 (7/17)
19.6 % 3.3
14 (58.6%) a
760.57 % 269.4
6.56 % 0.41
2292.6 % 799.6
7.68 % 0.35
90.3 % 40.1 a
4.40 % 0.47
7.0 % 4.6$$
1.76 % 0.62

ANOVA

$$$

p-value

NS
0.007
0.004
0.004

a

2 MCI subjects were homozygous for e4, while 4 AD subjects were homozygous for the allele.
p < 0.05; Dunnett’s t-test after log-transformation for comparing between control and MCI or AD.
$$$
p-value of analysis of variance after log-transformation.
$$
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Figure 2. Relationships between the levels of Ab40 and 38, and between
those of Ab43 and 42 in CSF from controls and MCI/AD patients.
A. The levels of ln(Ab40) were proportional to those of ln(Ab38)
(ln(Ab40) ¼ 0.910 ' ln(Ab38) þ 1.642, R ¼ 0.913).
B. The levels of ln(Ab43) were proportional to those of ln(Ab42)
(ln(Ab43) ¼ 1.333 ' ln(Ab42) ( 4.09, R ¼ 0.979). It should be noted that
the levels of both ln(Ab42) and ln(Ab43) in MCI [filled triangle (n ¼ 19)]/AD
[filled circle (n ¼ 24)] are lower than those in controls [open circles
(n ¼ 21)].

Figure 3. Relationships between the levels of Ab43 and 40, and between
those of Ab42 and 38 in CSF from controls (open circles) and MCI (closed
triangle)/AD patients (closed circle).
A. The levels of ln(Ab43) correlate with those of ln(Ab40) within controls
(R ¼ 0.688), and barely within MCI/AD subjects (R ¼ 0.507/0.736). The plots
for MCI/AD were located below the regression line for control ( p < 0.001,
ANOVA).
B. The levels of Ab42 correlate with those of Ab38 within controls (R ¼ 0.723),
and barely within MCI/AD (R ¼ 0.500/0.393). The plots for MCI/AD were
situated below the regression line for controls ( p < 0.001, ANOVA).

concentrations of Ab40 were significantly increased in AD
compared to control (Table 1; p < 0.05, Dunnett’s t-test).
Additionally, the CSF concentrations of Ab38 tended to be
increased in AD patients compared to controls. In contrast, those
of Ab42 and 43 were significantly decreased in MCI/AD
compared to controls ( p < 0.05, Dunnett’s t-test). Interestingly,
as reported previously (Schoonenboom et al, 2005), the CSF
concentrations of Ab40 and Ab38 were proportional to each
other in all subjects [Fig 2A; ln(Ab40) ¼ 0.910 ' ln(Ab38) þ
1.642, R ¼ 0.913, where ln(Ab40) is the logarithm of Ab40],
even in MCI/AD cases. This was despite the fact that these
species are derived from and the final products of the two
different product lines of g-secretase activity (Fig 1; Takami et
al, 2009). In other words, the amounts of products in the third

step of cleavage were strictly proportional to each other across
the product lines.
Ab42 and Ab43 are produced by the second cleavage step of
each product line. Like Ab40 and Ab38, the CSF concentrations
of Ab42 and Ab43 are also proportional to each other in controls
and in MCI/AD patients [Fig 2B; ln(Ab43) ¼ 1.333 '
ln(Ab42) ( 4.09, R ¼ 0.979]. On the other hand, the levels of
Ab43 and Ab40 (a precursor and its product) were correlated in
control [Fig 3A; ln(Ab43) ¼ 0.884 ' ln(Ab40) ( 4.118,
R ¼ 0.688] and in MCI/AD subjects (R ¼ 0.507/0.736 for MCI/
AD, respectively) but the MCI/AD values were located below the
regression line for controls and thus provided lower Ab43
measures compared with controls for a given Ab40 measure
(Fig 3A; p < 0.001, analysis of variance, ANOVA). Conversely,
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for a given Ab43 value, the plot provided a higher Ab40 measure
in MCI/AD cases. There was a similar situation for the levels of
Ab42 and Ab38. The levels of Ab42 and Ab38 were correlated
each other in control subjects [Fig 3B; ln(Ab42) ¼ 0.724 '
ln(Ab38) þ 0.251, R ¼ 0.723], but barely in MCI/AD (R ¼ 0.500
for MCI; 0.393 for AD), and the MCI/AD plots were situated
below the regression line for controls ( p < 0.001, ANOVA). For a
given Ab42 value, the plot provided a higher Ab38 measure in
MCI/AD compared with controls.
These lower concentrations of Ab42 appeared to be
compensated with higher concentrations of Ab38 as the levels
of ln(Ab38 þ Ab42) did not vary even in MCI/AD ( p ¼ 0.293,
ANOVA). Thus, this points to the possibility that more Ab42 and
Ab43 are converted to Ab38 and Ab40, respectively, in MCI/AD
brains. According to numerical simulation based on the
stepwise processing model, as the levels of bCTF decline to
null, the levels of Ab43 and 42 decrease and the ratios of Ab40/
43 and Ab38/42 increase (unpublished observation). However,
this situation can be excluded as the mechanism for lower
concentrations of Ab42 and 43, because the levels of bCTF have
never been reported to be reduced in AD brains nor in plaqueforming Tg2576 mice that show lower CSF Ab42 concentrations
(Kawarabayashi et al, 2001). Thus, it is reasonable to suspect
that the final cleavage steps from Ab43 mostly to 40 and from
Ab42 to 38 are significantly enhanced in parallel (increases in
released tri- and tetrapeptides) in brains affected by MCI/AD
compared with controls (Fig 1).
This relationship in g-secretase cleavage becomes clearer by
plotting the product/precursor ratio representing cleavage
efficiency at the step from Ab42 to 38 (Ab38/42) against that
representing the cleavage efficiency at the step from Ab43 to 40
(Ab40/43) (Fig 4). The ‘apparent’ cleavage efficiency of Ab43
was approximately 40-fold larger than that of Ab42. The two
ratios in CSF samples from MCI/AD and control subjects
were largely proportional to each other, indicating that the
corresponding cleavage processes in the two lines are tightly
coupled (Fig 4). All plots were situated on a distinct line
[ln(Ab38/42) ¼ 0.748 ' ln(Ab40/43) ( 2.244, R ¼ 0.936] and its
close surroundings. An increase in the cleavage from Ab43 to 40
(i.e. more Ab43 is converted to Ab40) accompanied an increase in
the cleavage from Ab42 to 38 and vice versa, although the
mechanism underlying this coupling between the two product
lines remains unknown. This reminds us of the ‘NSAID effect’
in the 3-([3-cholamidopropyl]dimetylammonio)-2-hydroxy-1propanesulfonate (CHAPSO)-reconstituted g-secretase system
(Takami et al, 2009; Weggen et al, 2001) in which the addition
of sulindac sulfide to the g-secretase reaction mixture, as expected,
significantly suppressed Ab42 production and increased Ab38
production presumably by increasing the amounts of released
tetrapeptide (VVIA) (Takami et al, 2009) and other peptides.
Most importantly, this graph provides a clear distinction
between the control and MCI/AD groups (Fig 4; Ab40/43 for
MCI/AD vs. control, p ¼ 0.000; Ab38/42 for MCI/AD vs. control,
p ¼ 0.000; ANOVA, followed by Dunnett’s t-test). The control
values plotted close to the origin, whereas those for MCI/AD
patients were distant from the origin along the line [ln(Ab38/
42) ¼ 0.748 ' ln(Ab40/43) ( 2.244, R ¼ 0.936]. It is also of note
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Figure 4. Ln(Ab40/43) versus ln(Ab38/42) plot. The ratios represent the
cleavage efficiency at the final step of each line. Both ratios are largely
proportional to each other (y ¼ 0.748 ' (2.244, R ¼ 0.936) and plots are
located on the line and its close surroundings. This plot clearly distinguishes
between control subjects and MCI/AD patients (Ab40/43 for MCI vs. control,
p ¼ 0.000; Ab38/42 for MCI vs. control, p ¼ 0.000; ANOVA, followed by
Dunnett’s t-test). Control plots [open circles (n ¼ 21)] are located close to the
origin and MCI/AD plots [closed triangles (n ¼ 19) and closed circles (n ¼ 24),
respectively] are a little distant from the origin.

that there was no significant difference between MCI and AD
patients (Fig 4; Ab40/43 for AD vs. MCI, p ¼ 1.000; Ab38/42 for
AD vs. MCI, p ¼ 1.000; Bonferroni’s t-test). Two control values
were a little farther from the origin, which may suggest that these
subjects already have latent Ab deposition or are in the preclinical
AD stage. Additionally, we examined quite a small number of CSF
samples from presenilin (PS) 1-mutated (symptomatic) familial
AD (FAD) patients (T116N, L173F, G209R, L286V and L381V).
Out of the three FAD cases near the regression line, two (T116N
and L286V) were distant from the origin like sporadic AD cases
and one (L381V) was closer to the origin than controls (both
Ab42/43 levels were lower than control; unpublished data). The
remaining two (G209R and L173F) were extremely displaced
from the line. Thus, a larger number of FAD cases are needed to
give an appropriate explanation for their unusual characteristics
in the plot, and the alteration of CSF Abs shown above seems to
be applicable only for sporadic AD.
Altogether, in MCI/AD, more Ab42 and 43 are processed to
Ab38 and 40, respectively, than in controls. Even in MCI/AD,
strict relationships are maintained between the levels of Ab42
and Ab43, and between those of Ab38 and Ab40 as seen in
controls, which are predicted by the stepwise processing kinetics
(unpublished observation). Thus, our observations suggest that
lower CSF concentrations of Ab42 and 43 and presumably higher
CSF concentrations of Ab38 and 40 are the consequence of altered
g-secretase activity in brain rather than the effect of preferential
deposition of the two longer Ab species (Ab42 and 43) in
senile plaques, which would not have maintained such strict
relationships between the four Ab species in CSF.
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DISCUSSION
Here, we assume that (i) Abs in CSF are produced exclusively by
g-secretase in the brain, possibly in neurons; and (ii) Abs in CSF
are in the steady state. With these assumptions, the combined
measurement of four Ab species in CSF should predict the
activity of g-secretase in the brain. Here, the alterations in the gsecretase activities do not mean the gross activity, i.e. total Ab
production, but the cleavage efficiency of the intermediates,
Ab42 and Ab43.
In the present study, we quantified in CSF the four Ab species,
Ab38/42 and Ab40/43, but the Western blotting indicated the
presence of additional Ab species, Ab37 and 39, in CSF
(Supporting Information Fig S2). At present, we cannot exclude
the possibility that a certain carboxyl terminus-specific
protease(s) in CSF acts on the pre-existing Ab species and
converts them to Ab37 and 39 (Zou et al, 2007). However,
according to our unpublished data (Takami et al, unpublished
observations), it is plausible that Ab37 is derived from Ab40,
whereas Ab39 is derived from Ab42. Even if so, these pathways
are very minor (#20–100-fold less) compared to the two major
pathways, Ab42 to Ab38, and Ab43 to Ab40, when assessed by
a reconstituted system (Takami et al, 2009). Thus, such strict
relationships between four Abs may have been relatively
independent of Ab37 and 39. The detailed relationship between
all Abs in the CSF awaits further quantification of the additional
two Ab species.
Currently, we do not know why the observation that Ab40 is
higher in MCI/AD CSF has so far not been reported except a
recent paper (Simonsen et al, 2007). In fact, some of us
previously reported no significant differences in CSF Ab40
between AD and control subjects using a different ELISA (Shoji
et al, 1998). It may be notable that we used newly constructed
ELISA for Ab40 based on a different set of monoclonal
antibodies and thus, those discrepancies may come from the
different antibody/epitope combination used for ELISA and/or
different assay methods. In particular, it should be noted that all
ELISAs used here detect Ab1-x only, but not amino-terminally
truncated forms. In this context, the ratio of Ab40/43 appears to
be more informative to discriminate between control and MCI/
AD than the absolute levels of Ab40 alone (Table 1 and Fig 5). It
is possible that even if Ab40 is not different between control and
MCI/AD, the ratio Ab40/43 could discriminate them.
We are the first to measure CSF Ab43 using ELISA. The CSF
concentrations of Ab43 are 10-fold less than those of Ab42.
Nevertheless, the specificity of the newly constructed ELISA
made the quantification of accurate levels of Ab43 possible
(Supporting Information Fig S1). Regarding the Ab43 measures,
we observed that its behaviour is entirely similar to that of Ab42
in MCI/AD. Our preliminary observations using immunocytochemistry and ELISA quantification strongly suggest that Ab43
deposits in aged human brains at the same time as Ab42
(unpublished observations). Furthermore, Saido and colleagues
have only recently reported that a PS1 R278I mutation in mice
(heterozygous) caused an elevation of Ab43 and its early and
pronounced accumulation in the brain (Saito et al, 2011). It is
possible that the cleavage of bCTF by this R278I g-secretase may

Figure 5. Ln(Ab40/43) versus ln(Ab38/42) plot based on direct
quantification of raft-associated g-secretase activity. The raft-associated
g-secretase prepared from control and MCI/AD brain specimens was
incubated with bCTF for 2 h at 378C (see Materials and Methods Section).
Produced Abs were quantified by Western blotting using specific
antibodies. This plot distinguishes between control subjects and MCI/AD
patients (Ab40/43 for control vs. MCI/AD, p < 0.001; Ab38/42 for control
vs. MCI/AD, p ¼ 0.001; Welch’s t-test). MCI/AD plots [closed triangles
(n ¼ 10) and closed circles (n ¼ 13), respectively] are as a whole a little
distant from the origin, whereas control plots [open circles (n ¼ 16)] are
close to the origin.

To further test our hypothesis, we directly measured gsecretase activities associated with lipid rafts isolated from AD,
MCI and control cortices (Brodmann areas 9–11). For definite
confirmation of the Ab species, the reaction mixtures were
subjected to quantitative Western blotting using specific
antibodies rather than ELISA. At time 0, deposited Ab42/43
species were detected in rafts from MCI/AD brains but not in
control specimen (Supporting Information Fig S3). The amounts
of ln(Ab38 þ Ab42), which reflect the total capacity of the
Ab38/42-producing line, did not vary between AD, MCI and
controls (Supporting Information Fig S4; p ¼ 0.969, ANOVA).
Thus, the gross activities of raft g-secretase were comparable
among the three groups. However, the plotted values for Ab40/
43 versus Ab38/42 are divided into two groups: MCI/AD and
controls (Fig 5; Ab40/43 for control vs. MCI/AD, p < 0.001;
Ab38/42 for control vs. MCI/AD, p ¼ 0.001; Welch’s t-test) in
the same way as those derived from CSF (Fig 4). It is notable that
Figs. 4 and 5 are based on different methods, ELISA and Western
blotting, respectively, but give similar results. There were no
significant differences between MCI and AD specimen, although
MCI patients (91 % 4.9-year-old) were older than controls
(77 % 6.5-year-old) or AD patients (80 % 5.0-year-old) (Ab40/
43 for MCI vs. AD, p ¼ 0.342; Ab38/42 for MCI vs. AD,
p ¼ 0.911). There were similar significant differences between
control versus AD in the groups of which the ages were not
significantly different (Ab40/43 for control vs. AD, p < 0.001;
Ab38/42 for control vs. AD, p ¼ 0.03).
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The data shown here represent only a cross-sectional study,
but our keen interest is how the CSF levels of the four Ab species
would shift during the longitudinal course in an individual who
is going to develop sporadic AD. Does one have any period
during life when Ab42 and 43 are at higher levels in CSF, and
thus the ratios of Ab38/42 and Ab40/43 are smaller? At this
period when the final cleavage steps of g-secretase would be
suppressed, the ISF concentrations of Ab43 and 42 would
increase, which would start or promote their aggregation in the
brain parenchyma. If so, during life span, the individual’s plot
would move down along the regression line and move up as
senile plaques accumulate, and the individual would eventually
develop sporadic AD. However, thus far the period when there
are increases in CSF Ab42/43 has never been reported for
sporadic AD. Nor has it been reported for asymptomatic FAD
carriers (Ringman et al, 2008), whereas their plasma is known to
contain higher levels (and percent) of Ab42 (Kosaka et al, 1997;
Ringman et al, 2008; Scheuner et al, 1996). It is likely that the
stage of normal cognition and Ab accumulation already
accompanies reduced CSF Ab42. If so, the alterations of gsecretase should continue on for decades. Most interestingly,
this alteration of CSF Ab regulation seems to be planned to
prevent further accumulation of Ab42 and 43 in the brain.
However, Hong et al (2011) have recently shown, using
in vivo microdialysis to measure ISF Ab in APP transgenic mice,
that the increasing parenchymal Ab is closely correlated with
decreasing ISF Ab, suggesting that produced Ab42 is preferentially incorporated into existing plaque-Ab. This is a prevailing
way of the interpretation of the data. Another way of the
interpretation of data would be that during aging from 3 to
24 months, g-secretase activity becomes altered and produces
decreasing amounts of Ab but with an increasing ratio of Ab38/
42 (and Ab40/43). It is worth to mention that produced Ab42
(but not Ab40) appears to be selectively bound to rafts (from
CHO cells) after long incubation (>4 h; Wada et al, unpublished
observation). Also of note is that we quantified the total (free
and bound) Ab produced by an in vitro reconstituted system
(Fig 5). What is claimed here is that decreased levels of CSF
Ab42 are largely due to alterations of g-secretase activity rather
than due to selective deposition of Ab42 in preexisting plaques.
What proportions of decreased ISF (CSF) Ab42 levels would be
contributed to by altered g-secretase activity and selective
deposition of Ab42/43 to parenchymal plaques awaits future
studies.
Finally, our observation has therapeutic implication. As
shown elsewhere and here above, if Ab42 is the culprit for MCI/
AD, non-steroidal anti-inflammatory drugs (NSAIDs) would
have been quite a reasonable therapeutic compound, which
enhances cleavage at the third step in the stepwise processing,
leading to lower levels of Ab42 without greatly interfering with
the Ab bulk flow (Weggen et al, 2001). This sharply contrasts
with some of the g-secretase inhibitors currently under
development and in clinical trial, which block the Ab bulk
flow. However, the present study raises the possibility that even
if NSAIDs are administered, the expected beneficial effect could
be minimal in MCI/AD patients, because in these patient brains,
g-secretase is already shifted to an NSAID-like effect.

be profoundly suppressed in the third cleavage step of the
product line 1 (see Fig 1), which would result in negligible
levels of Ab40 and unusually high levels of Ab43 (Nakaya et al,
2005). These results suggest that the role of Ab43 should be
reconsidered for the initiation of b-amyloid deposition and thus
in AD pathogenesis.
Lower CSF concentrations of Ab42 and 43 are not exclusively
limited to MCI/AD. For example, similar low concentrations
of Ab42 and 43 were found in the CSF from eight patients
with idiopathic normal pressure hydrocephalus (iNPH)
(Ab42, 76.3 % 37.3 pM, p ¼ 0.012 compared to controls: Ab43,
5.2 % 2.9 pM, n ¼ 8, p ¼ 0.004 compared to controls: Bonferroni’s t-test; Silverberg et al, 2003). Thus, lower CSF concentrations of Ab42 and 43 alone were unable to distinguish between
iNPH and MCI/AD, and further, it is claimed that the former is
often associated with abundant senile plaques, raising the
possibility that Ab deposition is enhanced by iNPH (Silverberg
et al, 2003). However, when their partners Ab38 and 40 were
measured in CSF, both were found not to be significantly
increased in iNPH (Ab38, 459.2 % 138.5 pM, p ¼ 0.484 compared to controls; Ab40, 1094.4 % 375.3 pM, n ¼ 8, p ¼ 0.103
compared to controls; Table 1) in sharp contrast to MCI/AD
indicating that the cleavage in iNPH at the steps from Ab43 to 40
and from Ab42 to 38 is not enhanced as it is in MCI/AD. Thus, it
may be that the dilution effect elicited by ventricular enlargement would be the cause of lower CSF Ab42 and 43 found in
iNPH.
Currently, we do not know the mechanism behind the altered
activity of brain g-secretase in MCI/AD (Fig 4). First, it is of note
that rafts prepared from MCI/AD brains but never from control
brains at SP stage 0/A accumulated Ab42 and Ab43 (Supporting
Information Fig S3; Oshima et al, 2001). It is possible that raftdeposited Ab42/43 could induce a change in the g-secretase
activity, although the extent of the alteration in the activity
appears not to be related to the extent of accumulation
(unpublished observation). In this regard, it is of interest to
note that Tg2576 mice, the best characterized AD animal model,
shows reduced levels of Ab42 in plasma as well as in CSF at the
initial stage of Ab deposition (Kawarabayashi et al, 2001). If
the assumption here is correct, this may suggest that g-secretase
that produces plasma Abs could also be altered. However, thus
far, we have failed to replicate significantly lower Ab42 levels or
Ab42/Ab40 ratios in plasma from AD patients.
Second, there could be heterogenous populations of
g-secretase complexes that have distinct activities due to
subtle differences in their components. g-Secretase is a
complex of four membrane proteins including PS, nicastrin
(NCT), anterior pharynx defective 1 (Aph1) and presenilin
enhancer 2 (Pen 2) (Takasugi et al, 2003). Aph 1 has three
isoforms, and each can assemble active g-secretase together
with other components (Serneels et al, 2009). NCT, a
glycoprotein, is present in immature and mature forms
(Yang et al, 2002). The abundance of these heterogenous
populations of proteins in the brain is probably under strict
control. During MCI/AD, a certain population could replace
other populations of g-secretase and thus may show a distinct
activity as a whole.
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MATERIALS AND METHODS

used here detect Ab1-x, but not amino-terminally truncated Abs. The
specificities of ELISAs are provided in Supporting Information Fig S1.

Subjects
CSF immunoprecipitation and Western blotting

Cerebrospinal fluid samples from 24 AD patients (mild to moderate
AD; 50–86 years old), 19 MCI patients (57–82 years old) and 21
control subjects (61–89 years old) were collected (see Table 1) at
Department of Neurology, Hirosaki University Hospital and at
Department of Geriatrics and Gerontology, Tohoku University Hospital,
and at Department of Neurology, Niigata University Hospital. The CSF
samples from (symptomatic) 5 FAD (mPS1) patients (T116N, L173F,
G209R, L286V and L381V) were from Niigata University Hospital.
Probable AD cases met the criteria of the National Institute of
Neurological and Communicative Disorders and Stroke–Alzheimer’s
Disease and Related Disorders (NINCDS-ADRDA) (Kuwano et al, 2006;
McKhann et al, 1984). Additional diagnostic procedures included
magnetic resonance imaging. Dementia severity was evaluated by the
Mini-Mental State Examination (MMSE). Diagnosis of MCI was made
according to the published criteria (Winblad et al, 2004). Diagnosis of
iNPH was made according to the guideline issued by the Japanese
Society of NPH (Ishikawa et al, 2008). Controls who had no sign of
dementia and lived in an unassisted manner in the local community
were recruited. All individuals included in this study were Japanese
and 24 AD patients examined here were judged to have sporadic AD
because of negative family history. This study was approved by the
ethics committee at each hospital or institute.
Human cortical specimens for quantification of raft-associated gsecretase activity were obtained from those brains that were removed,
processed and placed in (808C within 12 h postmortem [Patients
were placed in a cold (48C) room within 2 h after death] at the Brain
Bank at Tokyo Metropolitan Institute of Gerontology. For all the brains
registered at the bank we obtained written informed consents for their
use for medical research from patient or patient’s family. Each brain
specimen (#0.5 g) were taken from Brodmann areas 9–11 of 13 AD
patients [80 % 5.0 years of age, Braak NFT stage > IV, SP stage ¼ C
(retrospective) CDR " 1], 10 MCI patients (91 % 4.9 years of age, Braak
NFT stage < IV, SP stage < C, CDR ¼ 0.5) and 16 controls (77 % 6.5
years of age, Braak NFT stage < I, SP stage ¼ 0/A, CDR ¼ 0) (Adachi et
al, 2010; Li et al, 1997).

When required, CSF Abs were immunoprecipitated with protein
G-sepharose conjugated with 82E1 at 48C by keeping a container in
gentle rotation overnight. The mixture was centrifuged at 10,000'g
for 5 min, and resultant pellets were then washed twice with
phosphate-buffered saline. The washed beads were suspended with
the Laemmli sample buffer for SDS–polyacrylamide gel electrophoresis
(SDS–PAGE). The immunoprecipitated Abs were separated on Tris/
Tricine/8 M urea gels (Kakuda et al, 2006), followed by Western
blotting using 82E1. To immunodetect Ab42 and Ab43, Ab42
monoclonal antibody (44A3, IBL) and Ab43 polyclonal antibody (IBL)
were used (Supporting Information Fig S3).

Numerical simulation based on the stepwise processing
model of g-secretase
The temporal profiles for the ratios of Ab40/43 and Ab38/42 were
simulated based on the stepwise processing model. Parameters
including rate constants were set to fit maximally the temporal
profile of the cleaving activity in the reconstituted g-secretase system
(Takami et al, 2009).
We set the condition that bCTF substrate is supplied steadily from the
external source. When bCTF supply is balanced roughly in the order
with g-secretase processing rate, the stepwise-processing model was
found to have the two successive steady states, with each
accompanying linear changes in [ES] or [S] concentrations. The first
steady state is just after the initial transition period that corresponds
to the acute saturation phase of g-secretase with bCTF. The second
steady state is associated with the constant concentrations of the
enzyme/substrate complex except ES38 and ES40. Because these
steady states kept the ratios of Ab38/Ab40 and Ab42/Ab43 constant,
the simulation was quite consistent with the CSF data.

Quantification of human brain raft-associated
g-secretase activity

Cerebrospinal fluid (10–15 ml) was collected in a polypropylene or
polystyrene tube and gently inverted. After brief centrifugation CSF was
aliquotized to polypropylene tubes (0.25–0.5 ml), which were kept at
(808C until use. In our experience, Ab42 (possibly, other Ab species too)
are readily absorbed even to polypropylene tubes (#20% per new
exposure, as shown by Luminex xMAP quantification), and repeated
aliquotization to new tubes may cause profoundly lower measures of
Abs (Tsukie and Kuwano, unpublished data, 2010). This may partly
explain why absolute levels of Abs in CSF greatly vary among
laboratories, whereas their relative ratios (e.g. Ab42/40) seem to be
roughly consistent. The CSF concentrations of Ab38, 40 and 42 were
quantified using commercially available ELISA kits (Cat no. 27717,
27718 and 27712, respectively, IBL, Gunma, Japan). To measure Ab43,
anti-Ab43 polyclonal antibody as a capture antibody was combined
with amino terminus-specific antibody (82E1) (Cat no. 10323, IBL,
Gunma, Japan) as a detector antibody. The detection limit of Ab43
quantified by the ELISA was 0.78 pM (data not shown). Thus all ELISAs

Since g-secretase is thought to be concentrated in rafts (Hur et al,
2008; Wada et al, 2003), we measured raft-associated g-secretase
activity rather than CHAPSO-solubilized activity. Rafts were prepared
from human brains which were frozen within 12 h postmortem, as
previously described (Oshima et al, 2001; Wada et al, 2003) with
some modifications. We do not know exactly whether the g-secretase
activity depends upon the sampling site. In our hands, there appear no
large differences in the activity among the sampled sites in a given
prefrontal slice. No significant differences in the activity were noted
between outer and inner layer of the cortex. After carefully removing
leptomeninges and blood vessels, small (<0.5 g) blocks from prefrontal
cortices (Brodmann areas 9–11) were homogenized in #10
volumes of 10% sucrose in MES-buffered saline (25 mM MES, pH
6.5, and 150 mM NaCl) containing 1% CHAPSO and various protease
inhibitors. The homogenate was adjusted to 40% sucrose by the
addition of an equal volume of 70% sucrose in MES-buffered
saline, placed at the bottom of an ultracentrifuge tube, and overlaid
with 4 ml of 35% sucrose and finally with 4 ml of 5% sucrose in MESbuffered saline. The discontinuous gradient was centrifuged at
39,000 rpm for 20 h at 48C on a SW 41 Ti rotor (Beckman, Palo
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The paper explained
PROBLEM:
43 is selectively deposited in the brain, but because g-secretase
activity is altered in AD brain: more Ab42 and Ab43 are converted
to Ab40 and Ab38, respectively, resulting in lower Ab42 and
Ab43 in CSF.

Alzheimer’s disease is a devastating form of progressive
dementia, in which senile plaques composed of Ab form in the
brain. Different species of Ab are derived from APP through
sequential cleavage by b- and g-secretases and can be
detected in the CSF of patients. These can serve as markers for
the disease.

IMPACT:

RESULTS:
We investigated why CSF concentrations of Ab42 are lower in
MCI and AD patients. We suggest that this is not because Ab42/

Alto, CA). An interface of 5%/35% sucrose (fraction 2) was carefully
collected (referred to as raft fraction). Raft fractions were
recentrifuged after dilution with buffer C (20 mM PIPES, pH 7.0,
250 mM sucrose and 1 mM EGTA). The resultant pellet was washed
twice and resuspended with buffer C, which was kept at (808C
until use.
As the method of measuring the raft g-secretase activity was not yet
established, we first determined the assay conditions. The incubation of
raft fraction with bCTF generated exactly the same tri- and tetrapeptides
we previously observed in the detergent-soluble g-secretase assay
system (Takami et al, unpublished observation). This suggests that the
cleavage by raft-associated g-secretase proceeds in the identical manner
as by CHAPSO-reconstituted g-secretase (Takami et al, 2009). In our
hands, preexisting bCTF bound in rafts generated only negligible
amounts of Abs, and their generation was dependent exclusively on
exogenously added bCTF. Thus, we concluded that the addition of bCTF
to raft fraction make possible to measure the raft-associated g-secretase
activity, although we do not know how the exogenously added bCTF is
integrated into raft, gets access to and is degraded by raft-embedded
g-secretase. Using this assay method, the activities of raft-associated
g-secretase in human brains were found to be only a little affected
postmortem, when compared with that prepared from fresh rat brains. A
progressive decline in the activity was barely detectable from 4 to 17 h
postmortem. The discrepancy in the postmortem decay between our and
the previous data (Hur et al, 2008) would be ascribed to the assay
method: the latter are based on the activity measured by using
endogenous (raft-bound) substrate that is also susceptible to proteolytic
degradation (Hur et al, 2008).
Each raft fraction, adjusted to 100 mg/ml in protein concentration, was
incubated with 200 nM C99FLAG for 2 h at 378C (Kakuda et al, 2006).
The produced Abs were separated on SDS–PAGE, and subjected to
quantitative Western blotting, using specific antibodies, 3B1 for Ab38,
BA27 for Ab40, 44A3 for Ab42 and anti-Ab43 polyclonal for Ab43.

Statistical analysis
All statistical analyses were performed using SPSS version 14.0. The
results were expressed as means % standard deviations. Because data
transformations were required to achieve normally distributed data,
all analyses including Ab38, Ab40, Ab42 and Ab43 were performed
after a logarithmic transformation. Pearson’s correlation coefficients
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Our results predict that g-secretase modulators would have only
limited efficacy in treatment of AD patients, because Ab42/43
production by g-secretase is already shifted towards reduced
levels in AD brain.

were calculated to indicate the strength of the linear relationship
between two variables. An ANOVA was used to test the equality of
mean values of continuous variables among three groups, that is
control, MCI and AD. Multiple comparisons were done by Dunnett’s
t-test, Bonferroni’s t-test and Welch’s t-test between control and MCI/
AD, and among three groups, respectively. A two-tailed p-value of
<0.05 was considered to be statistically significant.
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Mild cognitive impairment and Alzheimer’s disease (AD) are associated with changes in g-secretase
activity in the brain, producing an amyloid b-protein-42-lowering g-modulator-like effect. We show here
that this modulation occurs at the stage of amyloid deposition, presumably decades earlier than the
onset of AD. In addition, g-secretase modulator-1, a g-modulator, altered g-secretase activity in the AD
brain but to a lesser extent than in the normal brain. These ﬁndings suggest that g-modulators have
limited efﬁcacy against amyloid deposition and AD.
! 2013 Elsevier Inc. All rights reserved.
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1. Introduction

are an essential characteristic of g-secretase modulators, drugs
whose development receives intense attention.

Amyloid b-protein (Ab) is cleaved sequentially from amyloid
precursor protein by b- and g-secretases (for a review see Selkoe,
2001). The longer but minor species, Ab42, predominates in
senile plaques (Iwatsubo et al., 1994). g-Secretase, a heterogeneous
complex (Takasugi et al., 2003; Serneels et al., 2009), governs the
intramembrane proteolysis of type I membrane proteins including
amyloid precursor protein (Sisodia and St George-Hyslop, 2002;
Wakabayashi and De Strooper, 2008). We found recently that
g-secretase activity is altered in brains affected by mild cognitive
impairment (MCI) or Alzheimer’s disease (AD). The change
decreases the concentrations of both Ab42 and Ab43 in cerebrospinal ﬂuid (CSF) in patients affected with MCI or AD. To compensate for these decreases, the levels of Ab38 and Ab40 are increased
(Kakuda et al., 2012). We assume that Ab42 and Ab43 are enhanced
to be converted by stepwise processing to Ab38 and Ab40,
respectively, by altered g-secretase in the brain affected by MCI or
AD (Kakuda et al., 2012; Takami et al., 2009). Reciprocal changes in
the levels of Ab42 and Ab38 without a change in the total Ab level
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2. Materials and methods
2.1. Subjects
Human cortical specimens for quantiﬁcation of raft-associated

g-secretase activity were obtained from brains that had been
removed, processed, and stored at !80 " C within 12 hours postmortem; the bodies had been placed in a cold (4 " C) room within
2 hours after death. The specimens were kept at the Brain Bank at
Tokyo Metropolitan Institute of Gerontology. For all the brains
registered at the bank we obtained written informed consent for
their use for medical research from the patient or the patient’s
family. Each brain specimen (approximately 0.5 g) was taken from
Brodmann areas 9e11 of 13 AD patients (80 # 5.0 years of age;
Braak neuroﬁbrillary tangle [NFT] stage >IV; senile plaque [SP]
stage ¼ C; retrospective clinical dementia rating [CDR] >1), 10 SP
stage B patients (76 # 4.0 years of age; Braak NFT stage >I; retrospective CDR ¼ 0), 10 SP stage A patients (76 # 4.7 years of age;
Braak NFT stage >0; retrospective CDR ¼ 0), and 16 controls in SP
stage 0 (77 # 6.5 years of age; Braak NFT stage <I; retrospective
CDR ¼ 0). SP stages were determined by modiﬁed methenamine
silver stain: stage A: Ab deposits in the basal portions of the isocortex; stage B: Ab deposits in virtually all isocortical association
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areas except primary centers; stage C (AD): Ab deposits in all areas
of the isocortex including primary motor and sensory centers
(Braak and Braak, 1991).
2.2. Quantiﬁcation of brain raft-associated g-secretase activity
A previously reported assay method was employed with some
modiﬁcations (Kakuda et al., 2012). Brieﬂy, each raft fraction,
adjusted to 100 mg/mL in protein concentration, was incubated with
200 nM of bCTF-FLAG for 1 hour at 37 " C in the presence of 0, or
0.1e0.5 mM g-secretase modulator (GSM)-1 (kindly provided by Dr
M. Okochi, Osaka University). After incubation, all samples were
centrifuged at 265,000g on a TLA110 rotor (Beckman, Palo Alto, CA,
USA) for 20 minutes at 4 " C. The supernatants were separated on
sodium dodecyl sulfate polyacylamide gel electrophoresis (SDSPAGE), and subjected to quantitative Western blot analysis, using
speciﬁc antibodies, 3B1 for Ab38, BA27 for Ab40, 44A3 for Ab42,
and anti-Ab43 polyclonal for Ab43.
2.3. GSM-1-induced shift of ln(Ab38/42)
Shifts of ln(Ab38/42) with GSM-1 were calculated as GSM-1induced ln(Ab38/42) minus the ratio measured in its absence.
2.4. Statistical analysis
All statistical analyses were performed using SPSS version 14.0.
Data transformation was required to achieve normal distributions;
all analyses were performed after logarithmic transformation of the
data for Ab38, Ab40, Ab42, and Ab43. Analysis of variance was used
to test the equality of mean values for continuous variables
between the 4 groups: control, SP stage A, SP stage B, and AD.
Multiple comparisons were made using Bonferroni t test to test the
differences between controls, SP stage A, SP stage B, and AD. The
paired t test was used to examine the effect of GSM-1 treatment.
p values <0.05 were considered signiﬁcant.
3. Results
We speculated that this modulation in the g-secretase activity
occurs much earlier than the onset of AD because lower Ab42
concentrations in CSF appear to be associated with amyloid deposition itself (Fagan et al., 2006). To conﬁrm this, we measured the
activities of raft-associated g-secretase prepared from autopsied
brains using a previously established method (Kakuda et al., 2012).
Raft fractions were prepared from control and AD brains (Brodmann areas 9e11), which were judged histochemically to be in the
Braak SP stage 0, stage A, stage B, or stage C (AD) (Braak and Braak,
1991). Abs produced by g-secretase from each brain specimen were
analyzed by quantitative Western blot, and the ln(Ab40/43) and
ln(Ab38/42) ratios were obtained. Stage A plots nearly superimposed with control plots (Fig. 1; 0 vs. A: p ¼ 1.000 for ln(Ab40/
43), p ¼ 1.000 for ln(Ab38/42)). However, the g-secretase activities
differed between stage B specimens and 0/A specimens (0 vs. B:
p ¼ 0.005 for ln(Ab40/43) and p < 0.001 for ln(Ab38/42); A vs. B:
p ¼ 0.002 for ln(Ab40/43) and p ¼ 0.001 for ln(Ab38/42); Fig. 1). AD
(stage C) plots were shifted the most (0 vs. C: p < 0.001 for ln(Ab40/
43) and p ¼ 0.003 for ln(Ab38/42); A vs. C: p < 0.001 for ln(Ab40/43)
and p ¼ 0.007 for ln(Ab38/42)). Most interestingly, although AD
plots were shifted to the same extent as stage B plots for Ab38/42
(B vs. C: p ¼ 1.000 for ln(Ab38/42)), stage B and AD plots differ for
Ab40/43 (B vs. C: p < 0.001 for ln(Ab40/43); Fig. 1).
Although these data were obtained from a cross-sectional study,
one might assume that stage A develops through to stage B and
eventually to stage C over decades (Duyckaerts and Hauw, 1997).

Fig. 1. Ln(amyloid-b protein [Ab]40/43) versus ln(Ab38/42) plot of raft-associated
g-secretase prepared from the brains in various (Braak) senile plaque (SP) stages.
The raft-associated g-secretase prepared from Braak SP stages 0, A, B, and C (AD) brain
specimens were incubated with 200 nM of bCTF for 1 hour at 37 " C. After centrifugation of the reaction mixtures, the supernatants were saved for quantitative Western
blot analysis of Abs using speciﬁc antibodies.

Thus, the Ab42 product line of g-secretase appears to undergo
changes early and the Ab42-lowering activity remains constant
through to development of AD. By contrast, the Ab40 product line
gradually changes with increasing Ab40/43 ratio, as stage 0/A
develops to stage B and ﬁnally to AD. Our previous observations
showed that Ab42 levels in CSF parallel the Ab38/42 ratio, and Ab43
levels parallel the Ab40/43 ratio (Kakuda et al., 2012). These ﬁndings suggest that a decrease in the Ab42 level would be the ﬁrst
alteration observable in CSF and that the level does not change
throughout the disease course, whereas the Ab43 level in CSF
would decrease progressively up to AD.
We noted previously that the effects of Ab42-lowering
g-modulators could be minimal in sporadic MCI/AD patients
because modulation of g-secretase has already begun in their
brains. As mentioned above, the modulation of g-secretase is
evident in stage B. Accordingly, we investigated the response of
g-secretase to GSM-1, an Ab42-lowering modulator, in control and
AD brains. We reasoned that a strong response of the altered
g-secretase to GSM-1 would indicate that the drug might still be
effective.
We quantiﬁed g-secretase activities in the absence or presence
of GSM-1 in control and AD specimens. This agent is known to
aggressively modulate only conversion from Ab42 to Ab38, but not
that from Ab43 to Ab40 (Crump et al., 2011; Ebke et al., 2011; Ohki
et al., 2011). As expected, GSM-1 treatment signiﬁcantly lowered
Ab42 and increased Ab38 in control (see Supplementary Fig. 1). By
contrast, in AD specimens, GSM-1 lowered Ab42 and increased
Ab38 but to a lesser extent (Supplementary Fig. 1). The generation
of Ab40 and Ab43, and the total production of Ab were unchanged
by the treatment of GSM-1 in all specimens (Supplementary Fig. 1).
In AD specimens, conversion of Ab43 to Ab40 seems to be
altered compared with control (Kakuda et al., 2012), but this might
be due to high concentrations of GSM-1 (>0.5 mM), which suppressed Ab40 (and Ab43) product line and total Ab production in
both control and AD specimens (data not shown). GSM-1 treatment
signiﬁcantly elevated the ratio of Ab38/42 in control (Ab38/42 with
dimethyl sulfoxide vs. Ab38/42 with GSM-1; p < 0.000, paired
t test; Fig. 2A). By contrast, the same treatment of AD specimens
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Fig. 2. Ln(amyloid-b protein [Ab]40/43) versus ln(Ab38/42) plot of g-secretase modulator (GSM)-1-treated raft-associated g-secretase activity. The raft-associated g-secretases
prepared from control (A) and AD (B) brains were incubated with 200 nM of bCTF for 1 hour at 37 " C in the presence of dimethyl sulfoxide or 0.3 mM GSM-1. Abs produced were
quantiﬁed by quantitative Western blot analysis using speciﬁc antibodies.
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caused a much smaller increase in the Ab38/42 ratio (p < 0.001 for
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4. Discussion

Appendix A. Supplementary data

Modulation of g-secretase occurs in AD brains (Kakuda et al.,
2012), and to a signiﬁcant extent already at the stage of amyloid
deposition, a decade or even decades before the onset of AD
(Duyckaerts and Hauw, 1997). Although g-secretase self-modulates
and produces less Ab42, it is likely that b-amyloid accumulation
slowly progresses and ultimately extends throughout the brain,
ﬁnally involving primary cortical centers (Duyckaerts and Hauw,
1997). A gradual decline in the rate of Ab accumulation curve
(Kawarabayashi et al., 2001) might be caused by self-modulation of
g-secretase. Currently, we do not know which comes ﬁrst, Ab
deposition or g-self-modulation. However, the efﬁcacy of GSM-1
and g-modulators in general would be limited when Ab42 deposition and self-modulation of g-secretase begins in the brain. To
date, the efﬁcacy of g-modulators has been conﬁrmed most often
using younger Tg2576 mice, which do not yet accumulate Ab
(Borgegard et al., 2012; Kounnas et al., 2010). In Tg2576 mice, Ab
deposition starts at 9e12 months, and g-secretase activity changes
together with increasing Ab deposition in the brain starting at
15e16 months of age (Kawarabayashi et al., 2001; data not shown).
Thus, the true effectiveness of g-modulators in Tg2576 mice should
be assessed after 15e16 months of age. It is unclear whether
g-modulators are effective in such amyloid-bearing aged mice.

Supplementary data associated with this article can be found, in
the online version, at http://dx.doi.org/10.1016/j.neurobiolaging.
2012.08.017.
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Abstract
The amyloid b (Ab) protein is a major component of senile
plaques, one of the neuropathological hallmarks of Alzheimer’s disease. Amyloidogenic processing of amyloid precursor protein (APP) by b- and c-secretases leads to production
of Ab. APP contains tandem triple repeats of the GXXXG motif
in its extracellular juxtamembrane and transmembrane
regions. It is reported that the GXXXG motif is related to
protein–protein interactions, but it remains controversial
whether the GXXXG motif in APP is involved in substrate
dimerization and whether dimerization affects c-secretasedependent cleavage. Therefore, the relationship between the
GXXXG motifs, substrate dimerization, and c-secretasedependent cleavage sites remains unclear. Here, we applied
blue native poly acrylamide gel electrophoresis to examine the

effect of alanine substitutions within the GXXXG motifs of APP
carboxyl terminal fragment (C99) on its dimerization and Ab
production. Surprisingly, alanine substitutions in the motif
failed to alter C99 dimerization in detergent soluble state. Cellbased and solubilized c-secretase assays demonstrated that
increasing alanine substitutions in the motif tended to
decrease long Ab species such as Ab42 and Ab43 and to
increase in short Ab species concomitantly. Our data suggest
that the GXXXG motif is crucial for Ab production, but not for
C99 dimerization.
Keywords: Alzheimer disease, amyloid-b, dimerization,
enzyme processing, gamma-secretase, transmembrane
domain.
J. Neurochem. (2017) 140, 955–962.

The amyloid b (Ab) protein is a major component of senile
plaques, one of the neuropathological features of Alzheimer’s
disease (AD) (Masters et al. 1985). It has been proposed that
the accumulation of Ab results in formation of neuroﬁbrillary
tangles, composed of tau protein, that lead to neuronal loss and
dementia (Hardy and Higgins 1992); this is referred to as ‘the
amyloid cascade hypothesis’. The amyloid cascade hypothesis
implies that it is important to understand the mechanism of Ab
production to prevent and cure AD. Amyloid precursor protein
(APP) is a type I transmembrane protein that is cleaved by bsecretase. The carboxyl terminal fragment of APP (C99)
produced by b-secretase is subsequently cleaved by csecretase, which leads to production of Ab and APP intracellular domain (AICD) (Selkoe and Kopan 2003; Steiner et al.
2008; Thinakaran and Koo 2008). c-Secretase is an aspartic
protease composed of the following four membrane proteins:
anterior pharynx defective-1 (Aph-1); nicastrin (Nct); presenilin enhancer-2; and presenilin 1 (PS1), the last representing
the catalytic subunit (Selkoe and Kopan 2003; Spasic and

Annaert 2008; Kaether et al. 2006; Steiner et al. 2004; Lu
et al. 2014). Ab40, comprising 40 amino acids, is the major
Ab species produced by cells, whereas Ab42, comprising 42
amino acids, is a minor species, but nonetheless a major
Received August 12, 2016; revised manuscript received December 16,
2016; accepted December 18, 2016.
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component of senile plaques that possesses cell toxicity
(Masters et al. 1985; Younkin 1995; Glenner and Wong
1984a,b). Therefore, it is important to decrease the level of
Ab42 to prevent AD. However, the mechanism of Ab42
production remains unclear. APP contains three repeats of the
GXXXG motif in the extracellular juxtamembrane and
transmembrane regions. The GXXXG motif is known to be
associated with protein–protein interactions (Russ and Engelman 2000; Mark and Dieter 2015). It has been reported that
these motifs are involved in dimerization of APP and its
derived substrate (i.e. C99), that alanine substitution in the
GXXXG motifs attenuates the dimerization and causes both a
decrease in the level of Ab42 and an increase the production of
short Ab species (i.e., Ab34, Ab35, Ab37, and Ab38) (Munter
et al. 2007). In contrast, it has also been reported that leucine
substitutions in the motifs promote the dimerization of C99,
and that this substitution results in a decrease in Ab40 and
Ab42 levels (Kienlen-Campard et al. 2008). Another study
reported that substrate dimerization and c-secretase-dependent
cleavage are independent processes (Jung et al. 2014).
Therefore, it remains controversial whether the GXXXG
motifs are involved in substrate dimerization and whether
dimerization affects c-secretase-dependent cleavage.
In this study, we applied blue native poly acrylamide gel
electrophoresis (BN-PAGE) to examine the effects of alanine
substitutions in the GXXXG motifs on C99 dimerization. BNPAGE is an ideal approach to examine the state of protein–
protein interactions because it allows the separation of protein
complexes without interfering with intra- and extra-protein
interactions (Sch€agger and von Jagow 1991; Sch€agger 2001;
Sch€agger et al. 1994; Wittig et al. 2006). We also investigated
the relationship between alanine substitutions in the GXXXG
motif and c-cleavage sites by using 3-[(3-cholamidopropyl)
dimethylammonio]-2-hydroxy-1-propanesulfonate (CHAPSO)solubilized c-secretase assay because it allows the pure reaction
between enzyme and substrate without intracellular location, and
living cell system.

Materials and methods
Antibodies
The following antibodies were used in this study: anti-human Ab
antibody 82E1 (IBL, Gunma, Japan); anti-human Ab antibody 4G8
(Covance, Princeton, New Jersey, USA); ANTI-FLAG! M2 antibody
(Sigma-Aldrich (St. Louis, Missouri, USA)), anti-nicastrin antibody
N1660 (Sigma-Aldrich); anti-PS1-carboxyl-terminal fragment (CTF)
antiserum (a gift from Drs T. Tomita and T. Iwatsubo, The University of
Tokyo); anti-presenilin enhancer-2 antibody (a gift from Dr. A.
Takashima, The University of Gakushuin); and anti-Aph-1a loop
antibody O2F1 (Covance).
Cell culture and transfection
Chinese hamster ovary (CHO) cells were cultured in Dulbecco’s
modiﬁed Eagle’s medium (WAKO, Osaka, Japan) supplemented
with 10% fetal bovine serum (Invitrogen, Waltham, Massachusetts,

USA) and penicillin/streptomycin (Invitrogen). CHO cells were
cultured in 12-well plates and transfected with pcDNA3.1 carrying
wild type (WT), 3G, 2G, 1G, and 0G (Fig. 1). 48 h later, cells and
conditioned media were collected and subjected to western blotting
to visualize and quantify the production of C99 and Ab by 82E1
antibody. For BN-PAGE analysis, cells were homogenized with
NativePAGETM Sample Buffer (49) (Invitrogen) and 1/10 volume of
10% N-dodecyl-b-D-maltoside (Invitrogen) in phosphate-buffered
saline. The suspension was ultracentrifuged at 100 000 g 4°C for
15 min. The supernatant were collected and then mixed with
NativePAGETM Sample Buffer (49) (Invitrogen) and 1/5 volume of
NativePAGETM 5% G-250 Sample Additive (Invitrogen).
Preparation of C99-FLAG Substrates—C99-FLAG substrates
were prepared in this laboratory according to a published protocol
(Kakuda et al. 2006). After preparation, they were validated for
purity and quantiﬁed by Coomassie brilliant blue staining after gel
electrophoresis.
Blue native PAGE and 2D PAGE
A 1/10 volume of 10% N-dodecyl-b-D-maltoside (Invitrogen) was
added to each C99-FLAG substrate solution, and then mixed with
NativePAGETM Sample Buffer (49) (Invitrogen) and 1/5 volume of
NativePAGETM 5% G-250 Sample Additive (Invitrogen). The samples
were separated on 10% Tris-Tricine gel without sodium dodecyl
sulfate (SDS). For electrophoresis, anode and cathode buffer were
prepared from NativePAGETM Running Buffer (209) (Invitrogen). The
cathode buffer (19) contained 0.19 NativePAGETM Cathode Buffer
Additive (209) (Invitrogen). Gels were run at 150V constantly at 4°C.
For two-dimensional (2D) gels, the 1D gel strip was equilibrated with
NuPAGE! LDS Sample Buffer (Invitrogen) according to the
manufacturer’s instructions. Brieﬂy, the gel strip was incubated in
reducing solution (19 NuPAGE! LDS Sample Buffer containing 1/
10 volume of 109 NuPAGE! Sample Reducing Agent (Invitrogen),
alkylating solution (19 NuPAGE! LDS Sample Buffer containing
50 mM N,N-dimethylacrylamide (Sigma-Aldrich), and quenching
solution (19 NuPAGE! LDS Sample Buffer containing 19
NuPAGE! Sample Reducing Agent and 20% ethanol) at 23"C for
30 min. The equilibrated gel strip was applied to a 12% Tris-Tricine
gel containing SDS, and SDS-PAGE was performed. The 1- and 2D
gels were transferred onto polyvinylidene diﬂuoride membranes
(0.2 lm pore size) (Pall Life Sciences, Port Washington, New York,
USA). All blots were boiled in phosphate-buffered saline (90 mM
NaCl, 3 mM KCl, 8 mM Na2SO4, and 1.5 mM KH2SO4) for 4 min to
facilitate immunodetection, and were then blocked in 5–10% skim
milk for 30 min. 82E1 antibody was used to detect monomers, dimers,
trimers, and high-molecular-weight (HMW) smears of each substrate.
Ab and AICD detection by CHAPSO-solubilized c-secretase assay
system
Preparation of CHAPSO-solubilized c-secretase and its assay
system were as described previously (Kakuda et al. 2006). Before
starting the reaction, the residual Nonidet-P 40 in the substrate must
be evaluated carefully. Its ﬁnal concentration in all reactions must be
less than 0.05% because higher concentrations in the reaction
mixture ablate c-secretase activity. In this study, we maintained the
ﬁnal Nonidet-P 40 concentration at 0.045%. The reaction mixture
was incubated at 37°C for 4 h. The samples were separated on 12%
Tris-Tricine SDS-containing gels by SDS-PAGE. Gels were
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Fig. 1 Schematic representation of alanine substitutions in C99-FLAG
substrate. C99 contains three GXXXG motifs in its extracellular
juxtamembrane and transmembrane regions. Arrowheads and arrows

represent the c-cleavage site and e-cleavage site, respectively. A red A
indicates each alanine substitution in the GXXXG motifs.

transferred onto a nitrocellulose membrane (0.2 lm pore size) (GE
Healthcare, Chicago, Illinois, USA). The subsequent procedure was
as described above. 82E1 antibody was utilized to detect Ab and
anti-M2 FLAG antibody was used to detect AICD.

Statistical analysis
Band intensity was quantiﬁed using a LAS-4000 luminescent image
analyzer (Fujiﬁlm, Tokyo, Japan). Scheffe’s post hoc test was used
for comparison of mutants with WT. All data are shown as
means ! SD, and statistical signiﬁcance was assessed at p < 0.05.

MALDI-TOF-MS
After incubating the samples in the CHAPSO-solubilized csecretase assay system with C99-FLAG as described above, 1/10
volume of 10% Nonidet-P 40 was added to stop the reaction
between the substrate and c-secretase. The mixture was agitated
with 25 lL of Protein G Sepharose beads (GE Healthcare) and 3 lL
of ANTI-FLAG! M2 antibody (Sigma-Aldrich) at 4°C overnight to
remove AICD. The suspension was centrifuged at 7,900 9 g at
4°C for 1 min. The supernatants were agitated with 25 lL of
Protein G Sepharose beads (GE Healthcare) with 3 lL of 4G8
antibody at 4°C overnight. The suspension was centrifuged at
7,900 9 g at 4°C for 1 min. After removing the supernatants, the
beads were washed ﬁve times with 1 mL of tris-buffered saline
(50 mM Tris-HCl, 150 mM NaCl, pH 7.6) then three times with
1 mL of deionized water. After sufﬁcient washing, the beads were
dried at 30°C in a SpeedVac and eluted with a matrix composed of a
mixture of 2.5% triﬂuoroacetate and 50% acetonitrile containing acyano-4-hydroxycinnamic acid incubated at 37°C for 30 min. The
masses of the peptides were deﬁned by matrix-assisted laser
desorption/ ionization time of ﬂight mass spectrometer (MALDITOF-MS), using a 4800 Plus MALDI-TOF-TOFTM Analyzer AB
Sciex (Framingham, Massachusetts, USA).
Coimmunoprecipitation of C99-FLAG substrates
Coimmunoprecipitation of C99-FLAG substrates was conducted as
described previously (Funamoto et al. 2013). C99-FLAG substrates were immobilized on ANTI-FLAG! M2 Magnetic Beads
(Sigma-Aldrich) by incubating them together at 4°C for 2 h. The
beads were incubated with CHAPSO-solubilized c-secretase at
4°C overnight. After sufﬁcient washing of the coimmunoprecipitates, samples were subjected to western blotting to detect
PS1-CTF.
Kinetics analysis
The CHAPSO-solubilized fraction was incubated with varying
amounts of C99-FLAG, and the production of Ab was quantiﬁed.
The amount of Ab produced after 4 h was plotted against C99FLAG concentrations. Preparation of CHAPSO-solubilized csecretase was as described previously (Kakuda et al. 2006).

Results
No effect on C99 dimerization of alanine substitution in
GXXXG motifs
To investigate whether the GXXXG motif is involved in the
dimerization of the full-length substrate, alanine residues
were substituted at position(s) G37, G33/37, G29/33/37, and
G25/29/33/37 in the motif of C99-FLAG (referred to as 3G,
2G, 1G, and 0G, respectively) (Fig. 1). We expressed these
mutants in Sf9 cells using recombinant baculovirus according to the manufacturer’s instructions. The infected cells
were harvested, and substrates were prepared as described
previously (Kakuda et al. 2006). After quantiﬁcation, equal
amounts of each mutant were subjected to BN-PAGE
followed by immunochemical detection (Fig. 2a). Surprisingly, no signiﬁcant differences were observed between any
mutant and WT in the ratios of monomer, dimer, trimer, and
high-molecular-weight (HMW) smears (Fig. 2b). It is important to note the lack of signiﬁcant changes in the percentages
of dimers and trimers, even in the case of 0G, the C99-FLAG
in which all the glycines of the GXXXG motifs were
substituted with alanine residues. One possible interpretation
for this no signiﬁcant change in multimeric formation of C99
is structural or size similarity between glycine and alanine
residues. To test this possibility, we performed leucine or
phenylalanine substitution at positions G25/29/33/37 in the
motif of C99-FLAG (referred to as 0G(L) and 0G(F),
respectively) (Figure S1a). We found no effect of these
substitutions on C99 dimerization (Figure S1b and c). These
data indicate that the GXXXG motif is not crucial for
formation of C99 dimers and trimers, although the HMW
smear bands for 0G tended to decrease in intensity. These
dimer, trimer, and HMW smear dissociated into monomers in
SDS-PAGE, implying that formation of C99 oligomers
depends on hydrophobic interactions rather than on the
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GXXXG motif (Figure S2). Next, we expressed these
mutants in CHO cells to examine the effect of substitutions
in living cells. Lysates of transfected cells were subjected to
BN-PAGE followed by immunochemical detection (Figure S3). We failed to detect discrete multimeric and
monomeric bands of C99 substrate in cells probably because
of residual components such as interacting lipids and
proteins, regardless our enthusiastic efforts.
Alanine substitutions in GXXXG motifs resulted in decreased
levels of long Ab species and a concomitant increase in
levels of short Ab
To ascertain whether alanine substitutions in the GXXXG
motifs affect Ab production, we expressed mutants in CHO
cells and quantiﬁed the levels of released Ab. Ab production
from 1G was signiﬁcantly increased compared with WT
(Fig. 3).
To examine the effects of alanine substitutions in the
GXXXG motif on production of Ab species, the total Ab in
conditioned media of mutants was analyzed using MALDITOF-MS. The percentages of Ab40 and Ab42 decreased for
all mutants and the rate of Ab38 production increased for all
mutants (Fig. 4a and b). In addition, production of short Ab
species (e.g., Ab34) was elevated for 2G, 1G, and 0G
(Fig. 4a and b). The ratios of Ab37/Ab40 and Ab38/Ab42
can be considered as product/precursor ratio (Takami et al.
2009; Takami and Funamoto 2012; Kakuda et al. 2012,
2013; Ch"avez-Guti"errez et al. 2012; Matsumura et al. 2014).
Increasing the number of substitutions tended to increase the
product/precursor ratio (Fig. 4c and d). We failed to detect
Ab43 in these conditioned media and were unable to
calculate the Ab40/Ab43 ratio (Fig. 4a). Our data demonstrate that the c-cleavage site shifts toward the amino
terminus by alanine substitution at GXXXG motifs (Fig. 4c
and d).
To gain insights on enzymatic features of substituted
substrates, we performed CHAPSO-solubilized c-secretase
assay, which allows free collision between enzyme and
substrate in soluble state (Kakuda et al. 2006). Surprisingly
Ab production from 1G and 0G in the c-secretase assay was
signiﬁcantly reduced compared with WT in contrast to cellbased assay, suggesting that 1G and 0G mutants are
inefﬁcient substrates of c-secretase (Figure S4; see also
Fig. 3). Levels of AICD, a counterpart of Ab, also
decreased in those mutants (Figure S5). To examine
whether c-secretase fails to recognize these mutants or to
cleave them in the c-secretase assay system, we coimmunoprecipitated all the C99-FLAG substrates with
CHAPSO-solubilized c-secretase (Funamoto et al. 2013).
Importantly, 1G and 0G showed distinct interactions with
the PS1-CTF (Figure S6a and c). Interestingly, 0G(L) and
0G(F) mutant substrates also exhibited comparable interaction with PS1-CTF to that of WT (Figure S6b and c). These
data suggest that substitutions at GXXXG motifs affect
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Fig. 2 Analysis of substrate dimerization by blue-native polyacrylamide gel electrophoresis (BN-PAGE). (a) C99-FLAG substrates were
separated by BN-PAGE. Monomer, dimer, trimer, and high-molecular
weight (HMW) smears of the C99-FLAG substrates were visualized
using 82E1. In the presence of sodium dodecyl sulfate (SDS), C99FLAG appeared at approximately 15 kDa, as seen in SDS-PAGE,
indicating the monomeric C99-FLAG band. (b) The intensity of each
monomeric, dimeric, trimeric band, and HMW smear was measured
using a LAS 4000 luminescent image analyzer. The percentage of
each band was calculated as the sum of all with the peak intensity set
at 100%. No signiﬁcant differences were detected between these
bands. Data are expressed as means ! SD (n = 3, ANOVA with
Scheffe’s post hoc test compared with wild type, WT).

cleavage efﬁciency by c-secretase rather than interaction
with this enzyme.
To examine the effects of alanine substitutions in the
GXXXG motif on production of Ab species in the csecretase assay, the total Ab produced from mutants was
analyzed as in cell-based assay. MALDI-TOF-MS analyses
demonstrated that the percentages of Ab42 and Ab43
decreased for all mutants, and although it was not statistically
signiﬁcant, a trend toward a concomitant increase in Ab38
and Ab40 production for 1G and 0G was observed
(Figure S7a and b). In addition, production of short Ab
species (e.g., Ab34) was elevated for 3G and 2G (Figure S7a
and b). We analyzed the ratios of Ab38/Ab42 and Ab40/
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Ab43, and showed that the ratios of Ab38/Ab42 and Ab40/
Ab43 had a tendency to increase for all mutants (Figure S7c
and d).
The kinetics of Ab production form mutant C99 substrates
apparently ﬁt the Michaelis–Menten curve (Figure S8a). The
apparent Km values for WT, 3G, 2G, and 1G were
80.00 ! 13.23, 90.00 ! 17.32, 91.67 ! 35.47, and
23.33 ! 5.77, respectively (Figure S8b). The apparent
Vmax/Km values (catalytic efﬁciency by c-secretase) for
WT, 3G, 2G, and 1G were 0.3730 ! 0.0598,
0.2854 ! 0.0366, 0.3935 ! 0.2039, and 0.5139 ! 0.1049,
respectively (Figure S8b). These suggest that alanine substitutions lead to increasing afﬁnity to c-secretase despite
reduced cleavage by this enzyme.

Discussion
We examined whether the GXXXG motif was involved in
dimerization of full-length C99 substrate and whether alanine
substitutions in the GXXXG motif affected c-secretasedependent cleavage of C99. We found that alanine substitutions in the GXXXG motifs did not signiﬁcantly alter C99
dimerization in cell-based and c-secretase assays. In cellbased assay, Ab productions from CHO cells expressing
mutant C99 were comparable overall, although 1G cells
secreted more Ab (Fig. 3). However, our data from csecretase assay indicate that alanine substitution in the motifs
affected the cleavage efﬁciency by c-secretase. It is reasonable to consider that substitutions may alter subcellular
localization of mutant C99 to enhance cleavage (Kokawa
et al. 2015).

3G

2G

1G

0G

Jung and colleagues, using a mutation involving the
GXXXG motif (G29K/A30K), reported that c-secretase
preferentially cleaved monomeric C99 rather than its dimer
(Jung et al. 2014). In contrast, our data indicated that,
although the ratios of monomer to dimer for the mutants
showed a similar trend to that observed by Jung et al., the
cleavage efﬁciency of c-secretase was different. These data
suggest that the cleavage efﬁciency might not always
correlate with the tendency to form monomeric C99.
Although the stoichiometry of the binding between csecretase and substrate remains unknown, it is reasonable
to propose a one-to-one relationship between c-secretase and
substrate during the reaction.
Interestingly, we found that the ratio of Ab37/Ab40 and
Ab38/Ab42 tended to increase for all mutants in cell-based
assay (Fig. 4c and d) and the ratio of Ab38/Ab42 and Ab40/
Ab43 had a tendency to increase for all mutants in
CHAPSO-solubilized c-secretase assay (Figure S7c and d),
and in particular, production of Ab34 increased for 2G, 1G,
and 0G from conditioned media (Fig. 4b) and for 3G and 2G
in CHAPSO-solubilized c-secretase assay (Figure S7b).
These data indicate that the c-cleavage sites tended to shift
toward the amino terminus.
Our data indicated that 1G and 0G mutants showed no
signiﬁcant alteration from WT in their interaction with PS1CTF, the potential catalytic subunit of c-secretase (Figure S6a
and c). Alanine in the transmembrane domain is known to
have a strong helix-forming propensity, whereas glycine in
the domain is a helix breaker (Pace and Scholtz 1998). To
our knowledge, alanine is a rare residue in the extracellular
juxtamembrane domain of c-secretase substrates (Beel and

© 2016 International Society for Neurochemistry, J. Neurochem. (2017) 140, 955--962

233

H. Higashide et al.

960

mock

WT

The ratio of A 37/A 40 (log)

(c)
A 40
A 38
A 42

A 37 A 39

A 34

3G

A 40
A 39
A 37

A 38

A 42

Intensity (AU)

100
80
60
40
20
0

Intensity (AU)

100
80
60
40
20
0

Intensity (AU)

A 34

100
0G
80
60
40
A 34
20
0
3600
3840

2G

A 34

A 39
A 40
A 37A 38

A 42

1G
A 39
A 38

A 40

A 37

A 42

A 34

A 38
A 39

A 37

A 40

4080

4320

4560

10

1

0.1
WT

3G

2G

1G

WT

3G

2G

1G

0G

(d)
The ratio of A 38/A 42 (log)

Intensity (AU)

100
80
60
40
20
0
100
80
60
40
20
0

Intensity (AU)

100
80
60
40
20
0

Intensity (AU)

(a)

100

10

n.d.

1
0G

4800

m/z

(b)
% of total A

100
WT

80

3G

60
40
20

**
****

**

**

2G

**
**

1G
n.d.

**

0
A 34

*

******

A 37

A 38

A 39

A 40

Sanders 2008). Our data imply that membrane proteins
containing multiple alanine residues in their extracellular
juxtamembrane domain are ineffective substrates of csecretase despite showing no alteration in their interaction
with this enzyme. 0G(L) and 0G(F) showed no signiﬁcant
alteration from WT in their interaction with PS1-CTF
(Figure S6b and c) and Ab production from 0G(F) would
be increased compared with 0G(A) (Figure S9). As described
above, alanine in the transmembrane domain is known to
have a strong helix promoter, and leucine has a similar
propensity. However, phenylalanine has neither helix-forming propensity nor helix-breaking property (Pace and Scholtz
1998). From these, substitutions in the GXXXG motifs did
not affect the interaction of C99 with PS1-CTF and csecretase-dependent cleavage would be affected by strength
of helix-forming of C99 (Figure S6).

A 42

0G

Fig. 4 Production of Ab species modulated
by alanine substitution in conditioned media
from each mutant. (a) Production of Ab
species modulated by alanine substitution.
Total Ab produced from conditioned media
from each mutant was immunoprecipitated
with 4G8 and subjected to matrix-assisted
laser desorption/ionization time of ﬂight
mass spectrometry (MALDI-TOF-MS). (b)
Percentage of Ab species from each C99FLAG substrate was calculated by MS using
peak intensity. The sum of all peak
intensities was set as 100%, and the
percentage of each Ab species was
calculated. Percentages of Ab40 and Ab42
decreased in all mutants, and the ratio of
Ab38 increased in all mutants. In addition,
production of short Ab species (e.g. Ab34)
was elevated for 2G, 1G and 0G. Data are
expressed
as
means ! SD
(n = 3,
*p < 0.05;
**p < 0.01,
ANOVA
with
Scheffe’s post hoc test compared with wild
type, WT). (c)(d) Ratio of Ab37/Ab40 and
Ab38/Ab42, which indicates the ratio of
product/precursor, respectively. After the
percentage of each Ab species calculated
in (b) was averaged, we calculated the ratio
of Ab37/Ab40 and Ab38/Ab42. The ratio of
Ab37/Ab40 and Ab38/Ab42 tended to
increase for all mutants.

Although western blotting analysis demonstrated that
production of Ab was reduced for 1G and 0G in
CHAPSO-solubilized c-secretase assay (Figure S4), these
mutants interacted with PS1-CTF (Figure S6a and b). Kleiger
and colleagues reported that AXXXA motifs facilitate
interaction of transmembrane a-helices (Kleiger et al.
2002). Taking this into consideration, although 1G and 0G
have two AXXXA motifs within their transmembrane
domain, the binding properties of the substrates would be
preserved.
The production of Ab from 1G in the c-secretase assay
was signiﬁcantly decreased compared with WT in contrast
to cell-based assay (Figure S4; see also Fig. 3). The
kinetics analysis indicated that the value of apparent Km
and Vmax from 1G tended to be low compared with WT,
although the value of Vmax/Km for 1G was similar to WT
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(Figure S8b). From these, one possible interpretation for
increased Ab from 1G in cell-based assay would be
because of the high afﬁnity between enzyme and substrate,
although 1G showed no signiﬁcant alternation from WT in
the ratio of Vmax/Km.
MALDI-TOF-MS analysis showed that level of Ab34
increased for 2G, 1G, and 0G from conditioned media
(Fig. 4b), and for 3G and 2G in CHAPSO-solubilized csecretase assay (Figure S7b). We have previously proposed
two different pathways for Ab40 and Ab42 production by
successive processing of C99 with release of tri- and
tetrapeptides (Takami et al. 2009; Matsumura et al. 2014;
Takami and Funamoto 2012; Yagishita et al. 2008). From
this, it is reasonable to consider that Ab34 is produced from
the Ab40 production pathway (Ab40 > Ab37 > Ab34).
In conclusion, our data indicate that the GXXXG motif is
crucial for Ab production, but not for C99 dimerization, and
that in the mutants, the c-cleavage site tended to shift toward
the amino terminus.
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NF-Y inactivation causes atypical
neurodegeneration characterized by ubiquitin
and p62 accumulation and endoplasmic
reticulum disorganization
Tomoyuki Yamanaka1,2,3,4, Asako Tosaki2,4, Masaru Kurosawa1,2,3,4, Gen Matsumoto1,2,3,4, Masato Koike5,
Yasuo Uchiyama5, Sankar N. Maity6, Tomomi Shimogori3, Nobutaka Hattori7 & Nobuyuki Nukina1,2,3,4

Nuclear transcription factor-Y (NF-Y), a key regulator of cell-cycle progression, often loses its
activity during differentiation into nonproliferative cells. In contrast, NF-Y is still active in
mature, differentiated neurons, although its neuronal significance remains obscure. Here we
show that conditional deletion of the subunit NF-YA in postmitotic mouse neurons induces
progressive neurodegeneration with distinctive ubiquitin/p62 pathology; these proteins are
not incorporated into filamentous inclusion but co-accumulated with insoluble membrane
proteins broadly on endoplasmic reticulum (ER). The degeneration also accompanies drastic
ER disorganization, that is, an aberrant increase in ribosome-free ER in the perinuclear region,
without inducing ER stress response. We further perform chromatin immunoprecipitation
and identify several NF-Y physiological targets including Grp94 potentially involved in ER
disorganization. We propose that NF-Y is involved in a unique regulation mechanism of
ER organization in mature neurons and its disruption causes previously undescribed novel
neuropathology accompanying abnormal ubiquitin/p62 accumulation.
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N

uclear transcription factor-Y (NF-Y), also known as the
CCAAT binding factor, is an evolutionarily conserved
transcription factor composed of three subunits; NF-YA,
NF-YB and NF-YC. It binds to CCAAT motif in the proximal
promoter region to induce gene expression1. NF-Y has been
shown to regulate an increasing number of genes because of its
general binding consensus and its ubiquitous expression. This
suggests multiple roles of NF-Y in various contexts.
Previously, Bhattacharya et al.2 have shown that NF-YA
knockout in mice leads to early embryonic lethality, and
its knockout in embryonic fibroblasts suppresses cell-cycle
progression and then induces apoptosis. The involvement of
NF-Y in cell-cycle regulation and apoptosis has also been
reported in several tumour cell lines3–5. Furthermore, recent
observations highlight the role of NF-Y in stem cell progression
and maintenance. For example, in skeletal muscle cells, NF-Y is
active for proliferation in myoblasts, and then becomes inactive
during differentiation due to downregulation of NF-YA6–8.
A similar pattern of NF-Y involvement has been reported in
hematopoietic stem cells9,10, and in this case its in vivo
significance has been confirmed in NF-YA knockout mice11.
Finally, NF-Y appears to be required for embryonic stem cell
proliferation, whereas expressions of some of NF-Y subunits are
downregulated during differentiation12. Thus, one of the essential
functions of NF-Y is the cell-cycle regulation in proliferating cells,
which is important for cell proliferation and maintenance, and
possibly also for tumour progression and embryogenesis.
Although NF-Y activity is often declined during differentiation
as described above, we have recently found that NF-Y is expressed
and still active in mature neurons of adult mouse brain13.
In addition, NF-Y is suppressed by mutant huntingtin containing
expanded polyglutamine during disease progression in
Huntington’s disease (HD) model13. NF-Y suppression has also
been reported in other neurodegenerative diseases caused by
polyglutamine expansion, such as spinal and bulbar muscular
atrophy and spinocellebular ataxia 17 (refs 14,15). Thus, at least
in neurons, NF-Y is active even after differentiation and its
suppression may be involved in some aspects of neurodegeneration. However, the actual neuronal function of NF-Y
remains to be clarified.
In this study, we find that conditional deletion of NF-YA in
mouse brain postmitotic neurons induces progressive neurodegeneration. Notably, the degeneration accompanies distinctive
ubiquitin (Ub)/p62 pathology, that is, Ub and p62 are not
incorporated into filamentous inclusion but co-accumulated with
insoluble membrane proteins broadly on endoplasmic reticulum
(ER). The NF-YA deletion also induces an aberrant increase in
smooth ER (SER) in the perinuclear region without causing an
unfolded protein response (UPR), a major adaptive response to
ER stress. We further perform chromatin immunoprecipitation–
DNA microarray (ChIP–chip) and identify several NF-Y target
genes possibly involved in ER disorganization. These data
indicate that NF-Y is involved in a novel regulation mechanism
of ER organization independently of UPR in mature neurons
and its disruption results in neuronal loss with atypical
neurodegenerative features including abnormal Ub/p62 accumulation and drastic SER increase.
Results
Neuronal NF-YA deletion causes progressive neurodegeneration.
To inactivate NF-Y in differentiated neurons, we used NF-YA flox
mice in which exons 3–8 out of 9 total coding exons are flanked
by loxP sequences (Fig. 1a)2. For conditional deletion, we
used camk2a-cre transgenic mice that express cre specifically
in forebrain differentiated neurons16. By using RNZ reporter
2

mice that express LacZ in nuclei through cre-mediated
recombination17,18, we confirmed specific recombination by the
camk2a-cre transgene in the forebrain region, especially in the
cortex and hippocampus (Fig. 1d)19. Through several rounds of
crossing, we obtained two NF-YA conditional deletion mice:
NF-YA flox/flox; cre and flox/ ! ; cre mice (see Methods for
detail).
We then examined brain structure by staining sections with
Hematoxylin. We found that the cortex and hippocampus of
NF-YA deletion mice were structurally unaffected at 4 weeks but
then became degenerated during ageing (Fig. 1b,c). Analysis of
mice at later stage with different genotypes confirmed that
the degeneration is specific to the NF-YA deletion mice
(Supplementary Fig. 1). Progressive reduction of LacZ staining
in RNZ mice indicated loss of NF-YA deletion neurons during
ageing (Fig. 1d,e, Supplementary Table 1). Indeed, the cells
positive for the neuronal marker NeuN were reduced compared
with the control (Fig. 1f). In contrast, GFAP-positive astrocytes
and Iba1-positive microglia were increased (Fig. 1g). Finally, the
mice showed progressive reduction in brain weight (Fig. 1h,
Supplementary Fig. 2a). These data clearly indicate that conditional deletion of NF-YA induces progressive neurodegeneration accompanying gliosis. The NF-YA deletion mice also showed
progressive reduction of body weight and shortened life spans
(Fig. 1i,j, Supplementary Fig. 2b–d). Thus, the neurodegeneration
results in body weight loss.
Neuronal NF-Y inactivation induces Ub and p62 accumulation.
Accumulation of Ub and a scaffold protein p62/Sqstm1 with
fibrillar protein aggregates is a well-known neuropathology
often observed in various neurodegenerative diseases20,21.
We examined its involvement in the NF-YA deletion-induced
degeneration and found that Ub and p62 were progressively
accumulated in the cortex and hippocampus of NF-YA deletion
mice (Fig. 2a,b). Confocal analysis showed cytoplasmic accumulations of these proteins, and in the case of p62, punctate
stainings were also observed (Fig. 2c, Supplementary Fig. 3).
Ub was found in NeuN-positive neurons but not in GFAP- or
Iba1-positive glia (Fig. 2d). However, the cells positive for NeuN
staining gradually decreased in the Ub-accumulating cells from 4
weeks (92.3%, n ¼ 52), 8 weeks (54.7%, n ¼ 150) to 16 weeks
(14.0%, n ¼ 164) (n means number of analysed cells) (Fig. 2d).
Thus, NF-YA deletion induces cytoplasmic accumulations of
Ub and p62 in neurons, followed by neuronal loss.
To examine that the observed effects by NF-YA deletion are
really caused by suppression of NF-Y, we checked the reduction
of NF-YA expression by performing quantitative reverse transcription (RT)–PCR using brain tissue from 5-week-old NF-YA
deletion mice in which no significant reduction of brain weight
was observed (Supplementary Fig. 2a). Using a primer set for
exons 7–8 (Supplementary Fig. 4a), we found a B40% reduction
in NF-YA mRNA in NF-YA deletion mouse brain (Fig. 2e). The
reduction of NF-YA protein was confirmed by western blot and
immunofluorescence analysis (Supplementary Fig. 5). We also
found slight increase in NF-YC (Fig. 2e, Supplementary Fig .5a,b),
possibly due to its compensatory induction by NF-Y suppression13. These data support the notion of NF-YA reduction and
NF-Y suppression by NF-YA gene deletion. Unexpectedly,
RT–PCR using different primer sets suggested that mutant
NF-YA mRNA lacking exons 3–8 region was produced from its
deleted allele at high levels (Supplementary Fig. 4a,b). To rule out
the possibility that this mutant NF-YA itself had some effects,
we examined NF-YA heterozygous deletion mice (NF-YA þ / ! ).
Although induction of mutant NF-YA mRNA and partial
reduction of full-length mRNA were observed in the brain
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Figure 1 | Conditional deletion of NF-YA in neurons induces progressive neurodegeneration and shortens lifespan. (a) Gene structure of NF-YA
flox and deleted allele. Two inserted flox sequences are indicated as triangles. Exons 3–8 are deleted by cre-mediated gene recombination.
(b) Hematoxylin staining of coronal sections of NF-YA flox/ ! ; cre and flox/ þ mice at indicated weeks of age. (c) Hematoxylin-stained hippocampal
CA1 region of 16-week-old mice. (d) Anti-LacZ staining of coronal sections of RNZ reporter mice harbouring NF-YA flox/ ! ; cre or þ / þ ; cre at
indicated weeks of age. (e) Anti-LacZ-stained CA1 regions of 8-week-old mice. (f) CA1 regions of anti-NeuN-stained coronal sections of 8-week-old mice.
(g) Anti-GFAP and Iba1 staining of coronal sections of 8-week-old mice. (h) Brain weights of mice of indicated weeks of age. Values are means±s.d.
of at least three mice (*Po0.05, ***Po0.001, t-test). (i) Body weights of mice harbouring indicated genotypes (n means number of analysed mice).
Values are means±s.d. (*Po0.05, **Po0.01, ***Po0.001, t-test). (j) Survival rates of NF-YA flox/ ! ; cre (n ¼ 15) and flox/ þ (n ¼ 12) mice. The median
survival of flox/ ! ; cre mice is 47.5 weeks (Po0.0001, log-rank test). Scale bars are 1 mm (b,d,g) and 200 mm (c,e,f).

(Supplementary Fig. 4c), these mice showed no reductions in
body or brain weights and no inductions of Ub accumulation or
gliosis, even in aged mice (Supplementary Fig. 4d,e). This suggests
that mutant NF-YA mRNA transcribed from its deleted allele has
no effect on neurodegeneration. Finally, we found that adenoassociated virus (AAV) vector-mediated knockdown of both NFYA and NF-YC induced cytoplasmic accumulations of Ub and
p62 in hippocampal CA1 cells (Fig. 2f,g). Taken together, we
conclude that suppression of NF-Y either by gene deletion or by

gene knockdown results in Ub and p62 accumulations in brain
neurons.
Accumulation of membrane proteins with Ub and p62 around
ER. To examine the mechanism of Ub and p62 accumulations, we
performed fractionation analysis using cortical lysates. As shown
in Fig. 3a, Ub and p62 were highly detected in the detergentinsoluble fraction from NF-YA deletion mice. In contrast, no clear
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Figure 2 | Accumulation of Ub and p62 in neurons by NF-YA conditional deletion or NF-YA/NF-YC knockdown. (a) Anti-Ub and p62 staining of
coronal sections of NF-YA flox/ ! ; cre and flox/ þ mice at indicated weeks of age. (b) Anti-Ub and p62 staining of coronal section of 8-week-old
NF-YA flox/flox; cre mouse. (c) Confocal analysis of cortical and hippocampal CA1 neurons co-stained with Ub and p62 in 8-week-old NF-YA flox/ ! ;
cre mouse. Nuclei were stained with TOTO-3. (d) Confocal analysis of cortical region co-stained with Ub (red) and NeuN, GFAP or Iba1 (green) in
NF-YA flox/ ! ; cre mice at 8 and 16 weeks of age. Nuclei were stained with TOTO-3. Arrowheads indicate Ub-positive cells without NeuN staining,
which were increased at 16 weeks of age. (e) Quantitative RT–PCR analysis of NF-YA and NF-YC in cortex (Cor) and hippocampus (Hpc) of 5-week-old
NF-YA flox/ ! ; cre (n ¼ 3) or flox/ þ (n ¼ 3) female mice. Ratios to flox/ þ were shown. Values are means±s.d. (*Po0.05, **Po0.01, t-test).
(f,g) AAV encoding EmGFP fusing miR-YA/YC (tandem miRNAs against NF-YA and NF-YC) or NT-2 (non-targeting miRNA control) was injected into
hippocampal CA1 region of wild-type B6 mice. Mice were fixed at 4 weeks after injection and sections were stained with antibody against GFP, Grp94,
Grp78, Ub or p62. (f) Low magnified images. EmGFP-positive CA1 cells are indicated by arrows. (g) High-magnification images of cytoplasmic
accumulations of Ub and p62 by miR-YA/YC. Scale bars are 1 mm (a,b), 0.2 mm (f) and 20 mm (c,d,g).

accumulation was observed for known disease-associated aggregate-prone proteins such as Tau, a-synuclein, FUS/TLS and TDP43 (Supplementary Fig. 6a), suggesting that insolubilization of Ub
and p62 is not simply due to aggregation of these proteins. To
identify the proteins co-accumulating with Ub and p62, the
insoluble fractions were subjected to SDS-PAGE (Supplementary
Fig. 6b), and then analysed by mass spectrometry. We further
checked mRNA levels of the identified proteins to exclude the
nonspecifically incorporated proteins such as glial GFAP due
to induced gene expression (Supplementary Fig. 6c). Finally,
around 100 proteins including Ub and p62 were identified to be
specifically insolubilized in the cortex of NF-YA deletion mice
(Supplementary Table 2). Notably, known aggregate-prone proteins were not identified here, again supporting the idea of no
4

involvement of previously described protein aggregation in the
Ub/p62 insolubilization.
We then performed gene ontology (GO) analysis by
GO:TermFinder22 and revealed a significant enrichment of
proteins located in membranous cellular compartments including the plasma membrane (45/106, P ¼ 3.80E–09), Golgi
(29/106, P ¼ 7.67E–14), ER (24/106, P ¼ 3.53E–08) and
cytoplasmic vesicle (20/106, P ¼ 9.49E–08). Western blot
analysis confirmed the preferential insolubilization of an ERresident membrane protein, Calnexin, as well as the plasma
membrane proteins carboxypeptidase E (CPE) and amyloid beta
precursor protein (APP) (Fig. 3a). In contrast, an ER luminal
protein, calreticulin, and certain cytoplasmic proteins including
Rabs (Rab3, 6 and 11), enolase 1 and Arf1, all of which were also
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Figure 3 | Insolubilization and ER accumulation of Ub and p62 and integral membrane proteins in NF-YA deletion mice. (a) Isolated brain cortexes
from 8- or 16-week-old NF-YA flox/ ! ; cre (Del) and flox/ þ (Cont) mice were sequentially solubilized with RIPA (S1), 1% salkosyl/RIPA (S2),
4% salkosyl/RIPA (S3) and formic acid (P) and then analysed by western blotting. Full-size blots can be found in Supplementary Fig. 15.
(b) Cortical layer II–III region of 8-week-old mice stained with indicated antibodies. (c) Confocal analysis of cortex of 8-week-old NF-YA flox/ ! ;
cre mice co-stained with antibodies for Canx and Ub. (d) Magnified image of boxed region in (c). (e) Confocal analysis of cortex of NF-YA flox/ ! ; cre mice
co-stained with antibodies as indicated. Nuclei were stained with TOTO-3. Arrowhead indicates Ub-positive cell without KDEL staining. Scale bars are
20 mm (b), 10 mm (c,e) and 5 mm (d).

found by mass spectrometry (Supplementary Table 2), were not
obvious in the insoluble fractions (Fig. 3a, Supplementary
Fig. 6d). These data suggest the preferential insolubilization of
integral membrane proteins together with Ub and p62 in the
brains of NF-YA deletion mice. Categorization based on the
ontologies suggested insolubilization of membrane proteins with
wide cellular distributions from ER to plasma membrane
(Table 1).
We next examined the cellular distribution of these insolubilized membrane proteins and found that, similar to Ub and p62,
they accumulated in the cytoplasm of cortical neurons in NF-YA
deletion mice (Fig. 3b). Confocal analysis revealed clear codistribution of Ub with Calnexin in the cytoplasm (Fig. 3c,d),
suggesting their accumulation around ER. Indeed, Ub, p62, APP
and Calnexin showed clear co-distribution with the ER luminal
marker, KDEL (or Grp78) (Fig. 3e). However, the cells positive
for KDEL staining gradually decreased in the Ub-accumulating
cells from 4 weeks (84.5%, n ¼ 84), 8 weeks (62.4%, n ¼ 101) to
16 weeks (21.0%, n ¼ 281) (n is the number of analysed cells)
(Fig. 3e), which is almost compatible with the decrease in NeuN
staining described above. Taken together, these data indicate
that NF-YA deletion induces abnormal accumulation of several
membrane proteins, including ER-resident and plasma membrane proteins, around the ER together with Ub and p62, after

which ER luminal proteins disappear possibly due to cell
degeneration. We also co-stained Ub with the following organelle
markers: HSP60, a mitochondrial marker that did not show clear
co-distribution with Ub, and GM130, a Golgi marker that was
detected in Ub-negative cells but lost in its positive cells
(Supplementary Fig. 7a,b). Collectively, these data indicate that
ER is the organelle that accumulates insolubilized proteins, which
may accompany Golgi disassembly.
Aberrant increase in SER at perinuclear region. We next
examined ER morphological alteration by electron microscopy
(EM). Analysis of the hippocampal CA1 regions in the NF-YA
deletion mice identified cells occupied with reticularly arranged
cisternal structures in the large portions of perikarya, in addition
to dying cells showing cell shrinkage with an increased electron
density (Fig. 4a,b, Supplementary Fig. 8). Nuclear indentations
were also observed in these cells (Fig. 4b). Detailed analysis clearly
showed that these structures resemble ribosome-free SER where
the luminal spaces were smaller in width and denser in the
electron density than those of control mice (Fig. 4c,d). These
morphological features, including drastic increase in SER as well
as nuclear indentations were also observed in cortical layer II–III
neurons of NF-YA deletion mice (Fig. 4e–g, Supplementary
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Table 1 | List of the insolubilized integral membrane proteins and their intracellular locations.
Locationsw

Fraction*
ER–Golgi

Plasma membrane
-Vesicle

E
E
E
E
E
E
E
E
E
E

E
E

G
G
G
G
G
G
G
G
G

P
P

V
V
V
V
V
V

E

P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P
P

V

Gene

Description

Atp2a2
Canx
Pld3
Rtn1
Atl1
Sacm1l
Erlin2
Cdipt
Psap
Clstn1
Prnp
Aplp1
App
Cpe
Gria2
Gria1
Vamp2
Bsg
Tfrc
Gria4
Atp2b2
Atp2b1
Atp2b4
Atp6ap2
Cadm3
Nptxr
Slc12a5
Slc2a1
Slc6a17
Nsg2

ATPase, Ca þþ transporting, slow twitch 2
Calnexin
Phospholipase D family, member 3
Reticulon 1
Atlastin GTPase 1
SAC1-like
ER lipid raft associated 2
CDP-DG-inositol 3-phosphatidyltransferase
Prosaposin
Calsyntenin 1
Prion protein
Amyloid beta (A4) precursor-like protein 1
Amyloid beta (A4) precursor protein
Carboxypeptidase E
glutamate receptor, AMPA2
Glutamate receptor, AMPA1
Vesicle-associated membrane protein 2
Basigin
Transferrin receptor
Glutamate receptor, AMPA4
ATPase, Ca þþ transporting, 2
ATPase, Ca þþ transporting, 1
ATPase, Ca þþ transporting, 4
ATPase, H þ transporting, 2
Cell adhesion molecule 3
Neuronal pentraxin receptor
Solute carrier family 12, member 5
Solute carrier family 2, member 1
Solute carrier family 6, member 17
Neuron-specific gene family member 2

*Rough intracellular fractions.
wIntracellular locations based on the gene ontologies. ER (E), Golgi (G), vesicle (V) or plasma membrane (P).

Fig. 8). In addition, cytoplasmic components such as free ribosomes (mostly detected as polysomes) were unevenly distributed,
that is, abundant in the perinuclear region but sparse in the
cell periphery (Fig. 4f, Supplementary Fig. 8e), possibly due to
suppression of their diffusion in the cytoplasm by increased SER.
We further performed immuno-EM and found that Ub and p62
were clearly localized on the membrane of reticularly arranged
SER-like structures (Fig. 4h,i). Taken together, these data indicate
that neuronal deletion of NF-YA induces abnormal increases
in SER in the perinuclear region where insolubilized proteins
accumulate.
Identification of NF-Y-binding gene promoters by ChIP–chip.
To identify molecular mechanism involved in NF-YA deletioninduced ER pathologies, we tried to identify physiological targets
of NF-Y in brain by performing ChIP from wild-type cortex.
Three different NF-Y antibodies were used for ChIP of NF-Y, and
rabbit IgG and two antibodies for USF1, an E-box interacting
transcription factor, were used for control ChIPs. ChIP–PCR
confirmed binding of NF-Y and USF1 to known binding promoters, Hspa1a/Dnajb1 and FMR1, respectively (Fig. 5a). The
NF-Y and rabbit IgG ChIP samples were then subjected to mouse
promoter array (chip) and the obtained data were analysed using
CisGenome software23 to identify genomic regions significantly
enriched in NF-Y ChIP–chip (the NF-Y ChIP–chip regions)
compared with that of rabbit IgG. Analysis of the identified
regions showed enrichment of a motif containing the
NF-Y-binding consensus, CCAAT (Fig. 5b), which is detected
in ChIP–chip regions of three NF-Y antibodies (Fig. 5c). Gene
annotation of these ChIP–chip regions revealed significant
overlap among the genes of three NF-Y ChIP samples (Fig. 5d).
6

We then picked up the top 400 gene-annotated regions identified
in at least two of the NF-Y ChIP–chip data sets (Supplementary
Data 1). Detailed analysis revealed an abundance of NF-Ybinding regions around transcription start site (TSS) especially at
! 500 to 0 bp (Fig. 5e). GO analysis by GO:TermFinder22 showed
that, in addition to genes related to transcription (91/423 (21.5%),
P ¼ 5.98E–09) and cell cycle (40/423 (9.5%), P ¼ 2.38E–02), genes
involved in stress response (37/423 (8.7%), P ¼ 2.41E–03), protein
folding (13/423 (3.1%), P ¼ 4.20E–03) and protein transport (39/
423 (9.2%), P ¼ 4.51E–03) were significantly enriched in the 423
identified genes. Among them, we picked up two major ER
chaperones, Grp94 and Grp78, because NF-Y binding to their
promoters has been reported in different contexts24,25, and
confirmed that NF-Y-binding regions were highly compatible
with the positions of the NF-Y-binding consensus (Fig. 5f,g).
Thus, all of the data indicated that the ChIP–chip worked well
and that the obtained genes may be direct targets of NF-Y in the
brain. We rechecked the GO of these identified genes, and
focused on genes involved in ER function, cytoplasmic protein
folding (chaperone) and ubiquitin proteasome system, or vesicle
transport. ChIP–PCR confirmed the preferential binding of NF-Y
to their promoters (Fig. 5h, Supplementary Fig. 9), which were
often higher than those of Hspa1a and Dnajb1, which were not
identified by NF-Y–ChIP–chip. Thus, NF-Y could be involved in
the regulation of these identified genes, possibly more efficiently
than the cytoplasmic chaperones.
Specific downregulation of Grp94 without modulating UPR.
To examine the effect of NF-Y suppression on its target gene
expressions, we first performed gene expression array using
brains from 5-week-old NF-YA deletion mice in which reduction
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Figure 4 | Accumulation of reticularly arranged SER-like cisternal structures in NF-YA deletion mice neurons. (a–d) Electron micrographs of
hippocampal CA1 neurons of 8-week-old NF-YA flox/ ! ; cre or flox/ þ mice. (a) Low-magnification images. (b–d) Images with different magnification.
Boxed areas are enlarged in the next panels. (e–g) Electron micrographs of cortical layer II–III neurons of 8-week-old NF-YA flox/ ! ; cre or flox/ þ
mice. Images with different magnifications are shown. Boxed areas are enlarged in the next panels. Nuclear indentations (arrows in b,e) and nuclear
regions (N) are indicated. Subcellular regions are also indicated in case of cortical neurons of NF-YA deletion mice (f; lower panel). (h) Double
immunogold labelling of Ub (5 nm particles) and p62 (10 nm particles) in a hippocampal CA1 neuron of an 8-week-old NF-YA flox/ ! ; cre mouse.
Immunosignals for Ub and p62 are localized on reticularly arranged membranes of ER-like structures surrounded by arrows. (i) High magnification of
boxed region in (h). Scale bars are 20 mm (a), 5 mm (b,e), 1 mm (c,f), 0.2 mm (d,g), 0.5 mm (h) and 0.1 mm (i).

of full-length NF-YA mRNA was observed (Fig. 2e). However,
not many downregulated genes were obtained (o50 genes
showing FC less than ! 1.2, Po0.05), possibly due to progressive
neurodegeneration and high gliosis induction, which makes it
difficult to identify altered gene expression in intact neurons.
Indeed, expressions of Grp94 and Grp78 were observed in activated microglia (Supplementary Fig. 7c). Thus, we used cultured

neuro2a cells in which both NF-YA and NF-YC were knocked
down (Supplementary Fig. 10a,b). Gene expression array revealed
reduced expression of some of the genes identified by ChIP–chip
in these cells (Supplementary Fig. 10c). After validation by
quantitative RT–PCR, the following genes were found to be significantly reduced: Grp94, Kdelc1 Rab5b and Tpcn1, whereas
moderate reductions were found for Cnpy3, Sdf2l1, Hrd1, Yif1a
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Figure 5 | Searching NF-Y-binding promoters in mouse brain cortex by ChIP–chip. Cortical lysates from 8-week-old wild-type mice were subjected
to ChIP using anti-NF-YA (2-3 or SantaCruz (sc)), anti-NF-YC (6-3), anti-USF1 (C-2 or sc) or control rabbit IgG. The NF-Y and rabbit IgG ChIP
samples were subjected to mouse promoter array analysis and NF-Y ChIP–chip regions were obtained. (a) ChIP–PCR for known target gene promoters.
Full-size gels can be found in Supplementary Fig. 14. (b) Prediction of NF-Y-binding motif by analysing YA-2-3 ChIP–chip regions. (c) The NF-Y ChIP–chip
regions were ranked based on the fold changes, and the frequencies of the NF-Y-binding motif shown in (b) in each 100 regions were analysed. Ratios
to matched control genomic regions were plotted. (d) The ChIP–chip regions were gene-annotated and overlapping of top 300 genes was examined
among the samples indicated. (e) Top 400 gene promoter regions identified in at least two NF-Y ChIP–chip data sets were picked up, and distances of
each ChIP–chip region from a 50 TSS was analysed. (f,g) The YA-2-3 ChIP–chip regions found in the promoters of Grp94 (f) and Grp78 (g). Fold changes
(FC) and moving averages (MA) of neighbouring±five-FCs are shown. Positions of potential NF-Y-binding sites, CCAAT and ATTGG, as well as gene
location and conservation are also described. (h) Quantitative ChIP–PCR using two primer sets targeting indicated regions described in (f) and (g).

and Dnajb5 (Fig. 6a, Supplementary Fig. 10d–f). Interestingly,
no reduced expression was observed for Grp78 and other
ER chaperones such as Calnexin and Erdj3, suggesting that
NF-Y dependency is different among these ER chaperons in
neuro2a cells.
We then focused on the differential regulation of Grp78 and
Grp94 expressions by NF-Y, and examined their in vivo
expressions by using the RNZ mice, which expressed LacZ by
cre-mediated gene recombination as described above. We found
preferential loss of Grp94 but not Grp78 in LacZ-positive cortical
cells of NF-YA deletion mice (Fig. 6b), which were gradually
increased during ageing (Fig. 6c). The preferential reduction of
Grp94 was further confirmed by AAV-mediated knockdown of
NF-YA and NF-YC in hippocampal CA1 neurons (Fig. 2f).
Quantitative analysis using plasmid DNAs showed no drastic
difference in the endogenous expression levels of Grp94 and
Grp78 mRNAs in mouse brain as well as neuro2a cells (Fig. 6d).
These data support the specific reduction of Grp94 but not Grp78
by NF-Y suppression in brain neurons despite their similar
expression in these tissues/cells. We further found specific
accumulations of Ub, p62, APP or Calnexin in the cells with
8

loss of Grp94 expression in NF-YA deletion mice, whereas KDEL
was present in these cells (Fig. 6e). Quantitative analysis showed a
gradual increase of Grp94-negative cells in which Ub and p62
exclusively accumulated (Fig. 6f). Thus, the loss of Grp94
expression induced by NF-Y suppression precedes accumulation
of Ub and other proteins.
Accumulation of misfolded proteins in ER is known to induce
UPR, a major adaptive response to ER stress by activating several
signalling cascades such as expressions of ER chaperons,
CHOP and XBP1 (refs 26–28). No induction of ER chaperons
by NF-Y suppression described above suggests the possibility that
UPR is not induced despite abnormal accumulations of insoluble
membrane proteins in ER of NF-YA deletion neurons. To confirm
this, we checked UPR-related gene expressions and found no
induction of CHOP/XBP1 expression or XBP1 splicing in NF-YA
deletion mouse brain (Fig. 7a,b). Similarly, these are not induced
in NF-YA/YC knockdown neuro2a cells (Fig. 7c,d). Finally,
NF-YA/YC knockdown did not modulate ER stress-induced
expressions of Grp78 and CHOP in neuro2a cells, whereas it
suppressed basal and induced expressions of Grp94 (Fig. 7e).
Taken together, these data suggest that NF-Y suppression does
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Figure 6 | Specific reduction of Grp94 expression by NF-Y suppression in neuro2a cells and cortical neurons. (a) Neuro2a cells were transfected with
pcDNA6.2-EmGFP vector encoding tandem miRNAs for NF-YA and NF-YC (YA-8/YC-1 or YA-8/YC-2), control miRNA (NT-2) or empty vector (Vec).
After 2 days, the cells were subjected to quantitative RT–PCR. Values are means±s.d. of three experiments (*Po0.05, **Po0.01, ***Po0.001, t-test).
(b,c) Coronal sections of RNZ reporter mice harbouring NF-YA flox/ ! ; cre were stained with anti-LacZ together with antibodies for Grp94 or Grp78.
(b) Confocal images for cortical region of 8-week-old mice. LacZ-positive cells are indicated by arrows. (c) LacZ-positive cells in cortex region were
first picked up and then categorized into three groups based on the staining of Grp94 or Grp78; no signal ( ! ), background level (±) or similar to
control level ( þ ). Ratios to total LacZ-positive cells are shown (n means number of analysed cells). (d) Comparison of endogenous Grp78 mRNA
levels with those of Grp94 in mouse brain (8-week-old flox/ þ female cortex (Cor) and hippocampus (Hpc)) and neuro2a cells by quantitative
RT–PCR using plasmid DNAs containing their cDNAs as standards. Values are means±s.d. of three experiments. (e,f) Coronal sections of NF-YA flox/ ! ;
cre mice were stained with Grp94 (green) together with antibody for Ub, p62, APP, Calnexin or KDEL (red). Nuclei were stained with TOTO-3.
(e) Confocal images for cortical region of 8-week-old mice co-stained with antibodies as indicated. Grp94-negative cells are indicated by arrowheads.
(f) Cells in cortical region were first categorized into two groups; cells positive ( þ ) or negative ( ! ) for Grp94, and then, staining of Ub in each
group of cells was analyzed (n means number of analysed cells). Scale bars are 20 mm (b) and 10 mm (e).

not induce or modulate UPR in neuronal cells but specifically
affects Grp94 expression through direct regulation.
Grp94 knockdown affects ER protein location in neuro2a cell.
The specific reduction of Grp94 without inducing UPR led us to
hypothesize that NF-Y regulates ER organization through unidentified molecular mechanism. To examine this idea, we
checked the effects of Grp94 knockdown on ER. We first confirmed specific downregulation of Grp94 by expressing our
knockdown constructs, Grp94-1 and -5 (Fig. 8e, Supplementary
Fig. 11). Interestingly, Grp94 knockdown induced abnormal
accumulation of ER luminal markers KDEL and PDI to the
perinucler region in neuro2a cells (Fig. 8a,b). Significant local
accumulations of these proteins were confirmed by quantitative
analysis (Fig. 8c). In addition, the ER membrane protein Derlin1
also showed perinucler accumulation (Fig. 8d). In contrast, Grp78

knockdown (Grp78-2 and -10) did not change the localizations of
KDEL or PDI, although it slightly reduced KDEL staining
(Fig. 8a,c,e). Western blot analysis revealed no increase of KDEL
or PDI by Grp94 knockdown (Fig. 8e), suggesting that the effect
is not simply due to their induced expression. Importantly, Grp94
knockdown did not induce expression of CHOP or XBP1, which
makes a clear contrast to the effect of Grp78 knockdown (Fig. 8e).
Taken together, these data suggest that Grp94 knockdown
induces abnormal local accumulation of ER without inducing
UPR in neuro2a cells. No involvement of typical UPR pathways
was confirmed by knocking down of ER stress-sensor proteins,
that is, siRNA-mediated knockdown of Atf6, Perk or Ire1, which
partly suppressed ER stress-induced UPR (Supplementary
Fig. 12), did not affect the local accumulation of KDEL and
PDI induced by Grp94 knockdown (Fig. 8f,g). Using the neuro2a
cellular system, we also found that knockdown of some of the
other NF-Y target genes such as Hrd1 slightly induced local
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Figure 7 | Suppression of NF-Y does not cause distinct induction or modulation of UPR-related gene expression. (a) Isolated brain cortex (Cor)
and hippocampus (Hpc) from 8-week-old NF-YA flox/ ! ; cre (Del) or flox/ þ (Cont) mice were lysed and subjected to western blotting using antibodies
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to quantitative RT–PCR. Values are means±s.d. of three experiments (***Po0.001, t-test). Full-size gels can be found in Supplementary Fig. 14.

KDEL/PDI accumulation without significant induction of UPR
(Supplementary Fig. S13). Taken together, these data suggest that
NF-Y may modulate ER organization through differential regulation of ER-related genes including Grp94 in neuronal cells.
Discussion
Using gene deletion or knockdown strategies, we here showed
that suppression of NF-Y in brain differentiated neurons resulted
in progressive neurodegeneration accompanying insolubilization
of Ub and p62 and their accumulation on ER. It also induced
accumulation of insoluble integral membrane proteins on ER and
drastic increase in SER in degenerating neurons. We further
identified several NF-Y target genes including Grp94 by ChIP–
chip, and found that knockdown of some of them induced
abnormal perinuclear accumulation of ER markers in neuro2a
cells. These data indicate that NF-Y is involved in the regulation
of ER organization in neuronal cells and its disruption results in
cell loss with atypical neurodegenerative features including Ub/
p62 accumulation on ER and abnormal SER increase.
Ub, an essential mediator of protein degradation through
proteasomes, is known to be accumulated in inclusions containing fibrillar protein aggregates in various neurodegenerative
diseases20. p62, a key regulator for selective degradation of
ubiquitinated proteins through autophagy, is also often found in
the inclusions21. Although Ub and p62 were insolubilized in NFYA deletion mice brains, they were broadly located on the ER
10

(Figs 3 and 4). In addition, western blot and mass spectrometry
analyses indicated no insolubilization of known aggregationprone proteins in these mice brains (Supplementary Fig. 6,
Supplementary Table 2). Furthermore, EM and immuno-EM
analyses revealed no obvious filamentous structures around the
ER in degenerating neurons (Fig. 4). These data suggest that Ub
and p62 are not contained in the inclusion with fibrillar protein
aggregates, but entirely localized to ER together with insolubilized
membrane proteins. Thus, the Ub/p62 pathology observed here is
very specific to the NF-YA deletion neurons and different from
the general pathologies observed in many neurodegenerative
diseases.
Although target proteins of Ub and p62 for degradation have
not been identified in this study, co-accumulation of integral
membrane proteins implies that some of them are the potential
substrates. Thus, one simple explanation of Ub/p62 accumulations would be overload of insoluble membrane proteins, which
affects their efficient degradation through the proteasome
and autophagy systems. Alternatively, potential cytoplasmic
compartmentalization induced by increased SER could lead to
local deficiency in cytoplasmic components involved in these
degradation systems. Indeed, we found that accumulated p62
was phosphorylated at its S403 residue and colocalized with
LC3 (Supplementary Fig. 3a,b), a potential intermediates of
p62-mediated autophagy29. In addition, western blot analysis
showed the accumulation of LC3-II in addition to phosphorylated
p62 (Supplementary Fig. 5a,b). These data imply impairment of
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vector (Vec). After 2 days, cells were fixed and stained with anti-KDEL (a) or anti-PDI (b) together with DAPI. Confocal images are shown.
(c) The intensities for KDEL and PDI in the GFP-positive cells (4600 cells per well) were quantified by Array Scan. Ratios to control (Vec) are
shown. Values are means±s.d. of six (KDEL) or three (PDI) experiments (*Po0.05, **Po0.01, ***Po0.001, t-test). (d) Neuro2a cells stably
expressing Darlin1-RFP were transfected with pcDNA6.2-EmGFP vector encoding miRNA for Grp94 (Grp94-1 or -5) or empty vector (Vec). After two
days, cells were fixed and analysed by confocal microscope. (e) Neuro2a cells transfected with pcDNA6.2-EmGFP vector encoding indicated miRNAs
or empty vector for 2 days were subjected to western blotting with antibodies for indicated proteins. Full-size blots can be found in Supplementary Fig. 15.
(f,g) Neuro2a cells were first transfected with siRNA for Atf6, Perk, Ire1 or non-targeting control (NT) for 1 day. Then, the cells were transfected
with pcDNA6.2-EmGFP vector encoding Grp94-1 miRNA or empty vector (Vec). After 2 days, cells were fixed and stained as in (b). KDEL (f) or PDI (g)
fluorescence intensities were analysed as in (c). Values are means±s.d. of six experiments (***Po0.001, t-test). Scale bars are 20 mm (a,b,d).

autophagy flux in NF-YA deletion neurons. As p62 accumulation
was specifically observed around the abnormal ER (Figs 3e
and 4h), whereas distinct accumulation of autophagosomes was
not observed by our EM analysis, it is possible that ER-specific
autophagy such as reticulophagy is impaired at the very early
stage of the flux. In addition, a subtle reduction of proteasome
activity was observed in cortical lysates of NF-YA deletion
mice (Supplementary Fig. 3c,d). Although further analysis is
necessary for full understanding of atypical accumulation of
Ub and p62, perturbation of the degradation systems around
ER could be involved in some aspects of neurodegeneration in
NF-YA deletion mice.
Despite the abnormal accumulations of insoluble proteins on
ER, the degeneration did not accompany an ER stress response
(UPR) (Fig. 7), but a drastic increase in SER (Fig. 4) in NF-YA

deletion mice brains. Although the mechanism of SER increase
without UPR remains obscure, several in vitro studies have shown
that ectopic expression of a single ER-resident membrane protein,
such as cytochrome b(5) and calnexin, induces SER proliferation30–34. In addition, this phenomenon does not involve typical
UPR nor requires the ER stress sensors, and thus is suggested to
be another adaptive response of ER for overload of membrane
proteins31,35,36. As insolubilization was so far selective for
membrane proteins in NF-YA deletion mice brains (Fig. 3), it is
possible that this selective insolubilization may mediate the SER
proliferation without causing UPR in NF-YA deletion neurons.
Notably, the accumulation in ER and associated SER proliferation
is also observed in cultured cells by ectopic expression of mutant
VAMP-associated protein B (VAPB), a causative protein of
amyotrophic lateral sclerosis-8 (refs 37,38). Thus, it would be
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worthwhile to analyse human patient tissue with the disease
mutation, which may lead to establish a novel, ER stressindependent human neuropathology as observed in our
mutant mice.
So, how does NF-Y suppression mediate ER disorganization?
We here found that NF-Y suppression selectively downregulated
Grp94 but not Grp78 in vitro and in vivo (Fig. 6). In addition,
knockdown of Grp94 but not Grp78 induced distinct perinuclear
accumulation of several ER markers in neuro2a cells independently of ER stress sensors (Fig. 8). Finally, Grp94 knockdown did
not involve UPR, whereas Grp78 knockdown induced it (Fig. 8).
These observations suggest that selective downregulation of
Grp94 seems to be a key event of ER disorganization without
inducing UPR. The differential regulation of Grp94 and Grp78 by
NF-Y may not be due to the difference in the basal expression
level because their expression level is relatively similar in mouse
brain and neuro2a cells (Fig. 6d). In contrast to the cells analysed
here, NF-Y suppression is shown to induce Grp78 downregulation in some cultured cell lines25,39, and NF-YA deletion
in mouse hepatocytes is reported to induce Grp78 expression and
UPR followed by cell degeneration40. Thus, the molecular basis of
dysregulation of ER chaperones and ER pathologies by NF-Y
suppression is different among cell types, and neuron-specific
dysregulation would be the cause of unique degenerative features
observed in NF-YA deletion mice.
Although the mechanism of ER mislocalization by Grp94
knockdown is unclear, no effect by Grp78 knockdown supports
the idea that it may not be due to global impairment of protein
folding in ER, rather due to the suppression of Grp94-specific
function. This could include folding of Grp94-specific client
proteins, whose disruption results in their misfolding and
accumulation in ER, leading to ER morphological alteration.
Alternatively, Grp94 itself could have a direct role in ER
organization. Despite the local accumulation of ER luminal and
membrane proteins, their protein levels were not increased by
Grp94 knockdown in neuro2a cells (Fig. 8), implying that Grp94
knockdown just alters ER location/organization but does not
induce drastic ER disorganization such as ER proliferation/
expansion as observed in NF-YA deletion mice neurons. Notably,
we found that AAV-mediated knockdown of Grp94 in mouse
brain did not induce obvious neuronal loss or Ub accumulation
(Supplementary Fig. 11a). These data support the notion of
insufficiency of only Grp94 downregulation for neurodegeneration and suggest requirement of co-suppression of other NF-Y
targets to reproduce the pathologies caused by NF-Y inactivation
in vivo. We also noticed that Grp78 was significantly increased in
Grp94 knockdown cells (Supplementary Fig. 11b–d), implying
potential compensation of the loss of Grp94 by increased Grp78
in the presence of NF-Y in brain neurons. Further analysis
is necessary for full understanding of the pathomechanism of
neurodegeneration induced by NF-Y inactivation.
Previously, we found that NF-YA is incorporated into nuclear
inclusion in HD model mice brains, leading to suppression of
NF-Y mediated gene expression13. Although atypical Ub/p62
accumulation as observed in NF-YA deletion mice is not observed
in HD, ER abnormalities such as ER cisternal extension and
ribosomal depletion are observed in HD patient brain neurons41.
In addition, nuclear indentation is reported in brain neurons of
HD model mice42. Thus, some of the mechanisms identified here
might also be involved in some aspects of HD pathogenesis.
In summary, we found that NF-Y suppression in differentiated
mouse brain neurons induced novel neuropathology with
distinctive Ub/p62 accumulation, which was completely different
from the pathology induced by ER stress. We propose that NF-Y
modulates ER organization possibly through neuron-specific
mechanism involving selective regulation of ER chaperones.
12

Further analysis may provide novel aspects of neuropathology
involving Ub/p62 accumulation.
Methods
Mice. The mouse experiments were approved by the animal experiment

committee at RIKEN Brain Science Institute. Mice were maintained and bred in
accordance with RIKEN guidelines. NF-YA flox mice (Fig. 1a)2 were maintained on
a C57BL6 (B6) background by mating with female B6 mice. The camk2a-cre
transgenic mice harbouring a transgene containing cre recombinase under the
camk2a promoter16 were obtained from the Jackson Laboratory (Bar Harbor, ME).
CAG-cre transgenic mice43 and RNZ (ROSA26-loxP-STOP-loxP-nlsLacZ) mice18
were generously provided by Dr Miyazaki (Osaka University) and Dr Itohara
(RIKEN BSI), respectively. All mice were maintained on a B6 background. The
cre;RNZ mice were generated by crossing camk2a-cre mice with RNZ mice. For
generation of RNZ mice harbouring NF-YA flox/ ! ; cre, NF-YA þ / ! cre; RNZ
mice were first generated and crossed with NF-YA flox/flox mice. The NF-YA
heterozygous mice ( þ / ! ) were generated by crossing NF-YA flox/þ mice with
CAG-cre transgenic mice. The sequences of primers used for genotyping are
described in Supplementary Table 3. We mainly used male mice for most of the
analyses except of indication of usage of female mice for analysis. Age of the mice
used for analyses are described in the figures or figure legends.
Generation of NF-YA conditional deletion mice. We first tried the usual strategy
to generate neuron-specific NF-YA conditional deletion mice by crossing NF-YA
flox/ þ ; cre mice with NF-YA flox/flox mice (Supplementary Table 4). However,
mice harbouring NF-YA flox/flox; cre were hardly obtained, probably due to a
strong linkage between NF-YA wild-type ( þ ) locus and cre locus and thus very low
frequency of homologous recombination between these loci. Accidentally, we did
obtain one mouse harbouring NF-YA flox/ þ ; cre showing strong linkage between
NF-YA flox locus and cre locus, that is, when crossed with flox/flox mouse, most of
the resultant pups harboured flox/ þ or flox/flox; cre (Supplementary Table 5).
Unexpectedly, some flox/ ! ; cre mice were also obtained possibly because of
instability of one of NF-YA flox alleles in the presence of camk2a-cre transgene in
germ line. We also obtained an NF-YA þ / ! ; cre mouse in which the deleted allele
( ! ) and cre loci were strongly linked. As expected, when crossed with flox/flox
mice, most pups harboured flox/ ! ; cre or flox/ þ at a nearly 1:1 ratio
(Supplementary Table 6).
Antibodies. Polyclonal antibodies for NF-YA (YA-2-3, 1:500 dilution), NF-YC
(YC6-3, 1:200), TLS (TLS-M, 1:1,000) and a-synuclein (S1, 1:500) were generated
in rabbit13,44,45, and a monoclonal antibody for phospho-S403 of p62 (4F6, 1:500)
was generated in rat29. Antibody for USF1 (C-2, 1:300) was generated in rabbit
against the C-terminal 15 a.a. of mouse USF1 and purified by antigen peptide
conjugated to SulfoLink Coupling Gel (PIERCE). Antibodies for CPE (610758,
1:1,000), GM130 (610822, 1:500), Grp78 (610978, 1:2,000), Rab3 (610379, 1:500),
Tau (T57120, 1:500) and Rab11 (R56320, 1:500) were from BD (Transduction);
GFAP (Z0334, 1:2,000) and Ub (Z0458, 1:500) from DAKO; CHOP (ALX-804-551,
1:2,000), Calnexin (SPA-860, 1:500), Grp94 (SPA-850, 1:2,000), PDI (SPA-891,
1:2,000) and ubiquitin (FK2, BML-PW8810, 1:1,000) from Enzo; GFP (598,
1:1,000), KDEL (PM059, 1:2,000), p62 (PM045, 1:1,000) and LC3 (PM045, 1:500)
from MBL; APP (MAB348, 1:1,000), Calnexin (AB1769, 1:500), NeuN (MAB377,
1:200) and Ub (MAB1510, 1:20,000) from MILLIPORE (Chemicon), HSP 60
(K-19) (sc-1722, 1:500), NF-YA (sc-10779, 1:100), USF1 (sc-229, 1:200), Enolase
(sc-7455, 1:500), Rab6 (sc-310, 1:500) and XBP1 (sc-7160, 1:300) from Santa Cruz;
b-actin (A5441, 1:1,000) from Sigma-Aldrich. The following antibodies were also
used: Calreticulin (2891, Cell Signalling, 1:200), p62 (GP62-C, PROGEN, 1:2,000),
TDP-43 (10782-2-AP, Proteintech, 1:1,000), GFP (1814460, Roche, 1:1,000), LacZ
(200-4136, Rockland, 1:1,000), ARF (MA3-060, ABR, 1:500) and Iba1 (019-19741,
WAKO, 1:500).
Plasmids. miRNA expression vectors for NF-YA (YA-8), NF-YC (YC-1, YC-2),
Grp94 (Grp94-1, -5), Grp78 (Grp78-2, -10), other NF-Y target genes (Calnexin,
Cnpy3, Dnajb5, Hrd1, Kdelc1, Rab5b, Sdf2l1, Sec61g, Tpcn1, Usp5 and Yif1a) and
control non-targeting miRNA (NT-2) were generated using the pcDNA6.2-GW/
EmGFP-miR vector (Invitrogen). In this system, miRNA expression could be
monitored by EmGFP expression. The oligonucleotide sequences used for construction are listed in Supplementary Table 7. Tandem miRNAs expression vector
containing two miRNAs (YA-8/YC-2 or Grp94-1/-5) were generated by insertion
of one of miRNA into another according to the manufacturer’s protocol. Mouse
cDNAs for Grp94 and Grp78 were kindly provided as FANTOM46 and subcloned
into pcDNA3.1 vector, which were used to compare the respective endogenous
levels of these two genes by quantitative PCR.
Histological analysis. Mice were perfused with 4% paraformaldehyde (PFA)/
phosphate-buffered saline (PBS). Isolated brains were further fixed overnight with
4% PFA/PBS, cryoprotected with 20% sucrose/PBS, frozen in tissue mount and
processed for cryosectioning (10 mm). Hematoxylin staining was performed using
Mayer’s Hematoxylin. For immunohistochemistry and immunofluorescence
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analysis47, cryosections were autoclaved in 10 mM citrate buffer (pH 6.0) at 120 !C
for 5 min, treated with 0.01% H2O2/methanol at room temperature for 30 min and
blocked with 5% skim milk/TBST (20 mM Tris–HCl, pH 8.0, 150 mM NaCl, 0.05%
Tween20) for 1 h. The sections were then incubated with a primary antibody
diluted with TBST containing 0.1% bovine serum albumin (BSA) for overnight at
4 !C. For immunohistochemistry, they were then incubated with a secondary
antibody conjugated with horseradish peroxidase (Vector), and then with ABC
regent (Vector), followed by detection with diaminobenzidine (DAB). For
immunofluorescence, the sections were incubated with a secondary antibody
conjugated with Alexa Fluor dyes (Molecular Probes). Images were obtained
on a CCD camera-equipped Olympus microscope (AX80), Keyence microscope
(BZ-9000) or Leica confocal system (TCS SP2).
RT–PCR and gene expression microarray. For brain tissues, total RNA was
prepared using Trizol (Invitrogen) and RNeasy kit (Qiagen) according to the
manufacturers’ protocols. For neuro2a cells, total RNA was directly prepared using
RNeasy kit. These RNAs were subjected reverse transcription using ThermoScript
RT–PCR Systems (Invitrogen) to synthesize cDNA according the manufacturer’s
protocol. Primers and TaqMan probes for quantitative PCR listed in
Supplementary Table 8 were designed based on Primer Express software
(Applied Biosystems). Quantitative PCR was performed by TaqMan or SYBR green
according to the manufacturer’s protocol (Applied Biosystems or Roche). All values
obtained were normalized with respect to levels of GAPDH mRNA. XBP1 splicing
was detected by PCR amplification of its splicing site from cDNAs using the
following primers, 50 -AAACAGAGTAGCAGCGCAGACTGC-30 and
50 -TCCTTCTGGGTAGACCTCTGGGAG-30 (ref. 48). Full-size images of gel
electrophoresis are presented in Supplementary Fig. 14. For gene expression
microarray, labelled cDNA probes were prepared from total RNA by Ambion
WT Expression Kit and Affymetrix WT Terminal Labeling Kit according to the
manufacturer’s protocol. The probes were hybridized to Affymetrix Mouse Gene
ST array and the obtained data were analysed using Agilent GeneSpring GX 10
software.
Stereotaxic injection of AAV vectors for miRNAs. The AAV vectors expressing
EmGFP with tandem miRNA (YA-8/YC-2 or Grp94-1/5) or control miRNA
(NT-2) under CAG promoter were prepared by GeneDetect. To inject AAV into
brain hippocampus, 6-week-old wild-type male B6 mice were first anaesthetized by
peritoneal injection of pentobarbital and placed in a stereotaxic apparatus. A total
of 3 $ 109 genomic particles of AAVs were injected through burr holes in the skull.
Injection was placed at 2.5 mm posterior to the bregma, 2 mm lateral to the sagittal
suture and 1–1.5 mm below the skull surface.
Brain fractionation and western blot. Isolated brain cortexes were suspended
in RIPA buffer containing 20 mM Hepes at pH 7.2, 150 mM NaCl, 1 mM EDTA,
1 $ Complete, 1% triton X-100, 0.5% deoxycholate and 0.1% SDS with teflon
homogenizer on ice. After sonication and quantification of protein concentration,
150 ml homogenates containing 1 mg protein were subjected to ultracentrifugation
at 50,000 r.p.m. for 30 min at 4 !C with TLA-55 rotor (Beckman). The supernatants
(S1) were removed and pellets were briefly sonicated in 150 ml of 1% sarcosyl in
RIPA buffer and centrifuged as above. After removal of the supernatants (S2), the
pellets were further solubilized with 4% sarcosyl in RIPA buffer (S3) as above.
Remaining pellets (P) were then solubilized with 100 ml of formic acid at 37 !C for
1 h and dried by vacuum centrifugation. After boiling in SDS sample buffer, these
fractions (S1–S3 and P) were subjected to SDS-PAGE and blotted on PVDF
membrane. After blocking with 5% skim milk/TBST, the membrane was incubated
with a primary antibody diluted in TBST containing 5% goat serum and then with
a secondary antibody conjugated with horseradish peroxydase in same buffer49.
Chemiluminescent signals were obtained and quantified using ImageQuant
LAS-4000 (GE). Full-size images of western blot are presented in Supplementary
Fig. 15.

After sonication and centrifugation at 20,000 g for 30 min at 4 !C, protein concentration was measured by Bradford method. The lysates containing 25 mg protein
were mixed with 100 mM Suc-LLVY-AMC (Enzo) in assay buffer containing
50 mM Tris–HCl at pH 7.5, 25 mM KCl, 10 mM NaCl, 1 mM MgCl2 and 1 mM
ATP, and chymotryptic-like activity was examined by measuring free AMC
fluorescence using a Perkinelmer EnVision plate reader.
EM and immuno-EM. For conventional EM, mice were perfused with 0.1 M
phosphate buffer (PB) (pH 7.4) containing 2% PFA and 2.5% glutaraldehyde.
Brains were sectioned at 500 mm, osmicated with 1% OsO4 in phosphate buffer,
dehydrated through a gradient series of ethanol and then embedded in epoxy resin
(Epon 812, TAAB). Ultrathin sections (80 nm thick) were made with an ultramicrotome (Ultracut UCT or UC6, Leica) and collected on 200-mesh uncoated
copper grids. After counterstaining with uranyl acetate and lead citrate, the sections
were examined with FEI Tecnai 12 or Hitachi HT7700 electron microscopy.
For immuno-EM using ultrathin cryosections50,51, mice were perfused with 4%
PFA/PBS and isolated brains were immersed in the same buffer for 3 h. The
hippocampal CA1 region was cut into small pieces, washed thoroughly with 7.5%
sucrose/PB, embedded in 12% gelatin and rotated in 2.3 M sucrose/PB overnight at
4 !C. Ultrathin cryosections B60 nm thick were prepared with Leica UC7/FC7.
The sections were rinsed with PBS containing 0.02 M glycine, treated with 1% BSA
in PBS and incubated overnight at 4̊C with rabbit anti-p62 (PM045) (1:10) and
mouse anti-ubiquitin (FK2) (1:10). The sections were then incubated with antirabbit and anti-mouse IgG conjugated with 10 nm and 5 nm colloidal gold particles
(1:40) (British Biocell International), respectively, for 1 h at room temperature, and
examined with a Hitachi H-7100 electron microscope.
Chromatin immunoprecipitation. Frozen isolated brain cortexes were broken into
small pieces using mortar and pestle and fixed with 10 v/w of 1% formalin/PBS at
37 !C for 10 min to crosslink the transcription factor (TF)-–DNA complex. After
adding 0.1 v/v of 1 M glycine/PBS and brief centrifugation, the pellets were
homogenized in 5 v/w of SDS lysis buffer (1% SDS, 10 mM EDTA, 50 mM Tris, pH
8.0, 1 $ Complete) with teflon homogenizer for 30 strokes. The homogenates were
sonicated for 20 s 5 times and centrifuged at 20,000 g for 10 min. The supernatants
were diluted 10-fold with ChIP dilution buffer (0.01% SDS, 1.1% Triton X-100,
1.2 mM EDTA, 16.7 mM Tris–HCl, pH 8.0, 167 mM NaCl, 1 $ Complete) and
1 ml aliquots (Inputs) were stored at ! 80 !C. ChIP was performed using the
inputs according the ChIP Assay Kit protocol (Millipore). Note that salmon sperm
DNA was excluded in case of ChIP–chip because it increases non-specific signals in
the array. The ChIP samples were analysed by PCR or real-time PCR using primers
listed in Supplementary Table 9. Full-size data of gel electrophoresis are presented
in Supplementary Fig. 14.
ChIP–chip. For promoter array analysis (ChIP–chip), the ChIP DNAs were linearamplified with sequenase, amplified with rTaq polymerase and then labelled with
biotin according to the Affymetrix ChIP Assay Protocol. The labelled DNAs were
hybridized to a Affymetrix GeneChip Mouse Promoter 1.0R Array, a single array
comprising 44.6 million probes tiled to over 28,000 mouse promoter regions
where approximately ! 6 kb to þ 2.5 kb of 50 TSSs are covered. The obtained data
were analysed using CisGenome software23 to identify TF binding regions with
significant fold changes by comparison of each of ChIP–chip data with that of
control IgG. By using the software, we also annotated TF binding regions with their
neighbour genes (±10,000 bp from TSSs). As only one gene could be identified by
this procedure, we rechecked TF-binding regions manually to search for other
genes located adjacent to the ones identified in the top 400 annotated regions
detected by ChIP. We further identified the TF-binding consensus sequence and
analysed its enrichments or positions from TSSs using this software.

Mass spectrometry. For identification of insoluble proteins, the 4% sarcosylinsoluble (P) fractions from 14-week-old NF-YA flox/ ! ; cre and flox/ þ female
mice cortexes were separated by SDS-PAGE, stained briefly with SymplyBlue
SafeStain (Invitrogen), and cut into 10 pieces (Supplementary Fig. 6b). The gels
were then treated with 10 mM dithiothreitol/100 mM NH4HCO3 at 50 !C for
15 min, and with 10 mM iodoacetamide/100 mM NH4HCO3 at room temperature
for 15 min, followed by incubation with 10 mg ml ! 1 trypsin at 37 !C for overnight.
After extraction with 1% trifluoroacetic acid/50% CH3CN, obtained peptides were
first separated by a Paradigm MS2 HPLC system (Michrom BioResources), ionized
with a Nanoflow-LC ESI, and then analysed using an LTQ linear ion trap mass
spectrometer (Thermo Fisher Scientific) to obtain MS/MS spectrum data of the
peptides. Based on this peptide information, proteins were identified using Mascot
software (Matrix Science).

Cell culture and transfection. Neuro2a mouse neuroblastome cells, a gift from
Dr Iwatsubo (Tokyo University)52, were maintained in DMEM supplemented with
10% FBS and penicillin–streptomycin in an atmosphere containing 5% CO2.
Transfection was performed by Lipofectamine 2000 (Invitrogen) according to
the manufacturer’s protocol. To establish a neuro2a cell line stably expressing
Derlin1-RFP, neuro2a cells were transfected with pmRFP-N1 vector containing
mouse Derlin1 by Lipofectamine 2000 and incubated with culture media
containing 300 mg ml ! 1 G418. For knockdown of ER stress-sensor proteins,
siRNAs (ON-TARGETplus SMARTpool) for Atf6, Perk and Ire1 were purchased
from Dharmacon, and introduced into cells using RNAiMAX (Invitrogen)
according to the manufacturer’s protocol. For immunofluorescence analysis53, cells
were fixed with 4% PFA/PBS, permeabilized with 0.1% triton X-100/TBST and
blocked with 5% goat serum/TBST. The cells were then incubated with primary
antibody diluted with 0.1% BSA/TBST and then with secondary antibody
conjugated with Alexa Fluor dyes. Images were obtained by Leica confocal system
(TCS SP2).

Proteasome activity assay. Isolated brain cortexes were suspended in lysis buffer
containing 50 mM Tris–HCl at pH 7.5, 250 mM sucrose, 25 mM KCl, 10 mM NaCl,
1 mM MgCl2, 1 mM ATP and 10% glycerol with teflon homogenizer on ice.

Cell image analysis. For quantitative analysis of fluorescence of neuro2a cells
seeded on culture plate, we used the ArrayScan VTI HCS Reader (Cellomics,
Thermo Fisher Scientific). Protocols were designed according to the instruction
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manual. Cell images were not obtained randomly, but those in same area of each
well were automatically obtained using equipped fluorescence microscopy to
equate the analyses among the wells. Then, intensities of KDEL or PDI regions in
GFP-positive transfected cells were analysed. For quantitative analysis of fluorescence of mouse brain cortex, at least four fields containing almost same cortical
area among different samples were obtained and analysed manually. For analysis of
LacZ-positive cells in CA1 region, a field of each hemisphere was obtained and
CA1 cell number in 100 mm in width was counted manually.
GO analysis. GO term enrichment analysis was performed by GO:TermFinder
software22 on the AmiGO website (http://amigo.geneontology.org/cgi-bin/amigo/
go.cgi). Statistical significance was calculated by this software and Po0.05 was
considered significant.
Statistical analysis. Sample sizes were chosen on the basis of pilot experiments
and previous experience with similar types of experiments. For comparison
between two sample groups, data were first analysed by F-test. For Po0.05, the
data were analysed by unpaired Student’s t-test (two-tailed); otherwise, data were
analysed by Welch’s t-test (two-tailed). For survival rate we plotted the survival
distribution curve with the Kaplan–Meier method followed by log-rank testing
(JMP Statistical Discovery software). We considered the difference between comparisons to be significant when P o0.05 for all statistical analyses. No data points
were excluded in the analysis. All of the experiments were successfully repeated at
least two times.
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Depletion of p62 reduces nuclear inclusions and
paradoxically ameliorates disease phenotypes in
Huntington’s model mice
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Huntington’s disease (HD) is a dominantly inherited genetic disease caused by mutant huntingtin (htt) protein
with expanded polyglutamine (polyQ) tracts. A neuropathological hallmark of HD is the presence of neuronal
inclusions of mutant htt. p62 is an important regulatory protein in selective autophagy, a process by which aggregated proteins are degraded, and it is associated with several neurodegenerative disorders including HD. Here,
we investigated the effect of p62 depletion in three HD model mice: R6/2, HD190QG and HD120QG mice. We found
that loss of p62 in these models led to longer life spans and reduced nuclear inclusions, although cytoplasmic
inclusions increased with polyQ length. In mouse embryonic fibroblasts (MEFs) with or without p62, mutant htt
with a nuclear localization signal (NLS) showed no difference in nuclear inclusion between the two MEF types. In
the case of mutant htt without NLS, however, p62 depletion increased cytoplasmic inclusions. Furthermore, to
examine the effect of impaired autophagy in HD model mice, we crossed R6/2 mice with Atg5 conditional knockout mice. These mice also showed decreased nuclear inclusions and increased cytoplasmic inclusions, similar
to HD mice lacking p62. These data suggest that the genetic ablation of p62 in HD model mice enhances cytoplasmic inclusion formation by interrupting autophagic clearance of polyQ inclusions. This reduces polyQ nuclear
influx and paradoxically ameliorates disease phenotypes by decreasing toxic nuclear inclusions.

INTRODUCTION
Intracellular protein aggregation is a main feature of many neurodegenerative disorders such as tauopathies, synucleinopaties,
TDP-43 proteinopathies and polyglutamine (polyQ) diseases
(1). In these pathological conditions, misfolded proteins, which
are ubiquitinated, accumulate as cytoplasmic or nuclear inclusions. PolyQ diseases, one of the most common inherited types
of neurodegenerative disorders, are based on CAG-repeat
expansions and their gene products, expanded polyQ proteins.

Expanded polyQ proteins are misfolded, and when deposited
in the nucleus, they may sequester transcription factors and
other molecules that induce further pathological processes and
neuronal degeneration (2).
The misfolded proteins are degraded through two main routes
for eukaryotic intracellular protein clearance, the ubiquitin –
proteasome system (UPS) and the autophagy – lysosome
pathway. The UPS is essential in regulating many cellular
processes, including cell division, signal transduction and gene
expression. Proteasomes degrade substrates that are covalently
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RESULTS
Paradoxical decrease of nuclear inclusion formation in
polyQ model mice lacking p62
We first investigated pathological changes in R6/2 mice with or
without p62. Anti-huntingtin (htt) antibody (EM48) revealed
fewer and smaller nuclear inclusions in the brains of R6/
2;p622/2 compared with those of R6/2;p622/+ or R6/2;p62+/+
mice starting at 4 weeks of age (Fig. 1A and Supplementary
Material, Fig. S1). Immunofluorescent staining of hippocampal
CA1 revealed that the proportion of nuclei with inclusions in R6/2;
p622/2 mice was significantly lower than that in R6/2;p62+/+ or
R6/2;p622/+ mice at each age (Fig. 1B). The average size of
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these nuclear inclusions became larger with age, and the inclusions
in R6/2;p622/2 mice grew at a slower rate than those in R6/2;p62+/+
or R6/2;p622/+ mice (Fig. 1C and Supplementary Material, Fig. S2).
To clearly distinguish nuclear from cytoplasmic inclusions, we stained
nuclear membranes with anti-Lamin B antibody (Fig. 1D).
Next, we investigated the distribution of inclusions in the striatum, which is the most affected region in HD, in R6/2;p62 and
HD190QG;p62 mice (Fig. 2). In R6/2;p62 mice, anti-htt antibody (EM48) revealed significantly fewer nuclear inclusions
and significantly more cytoplasmic inclusions in R6/2;p622/2
versus R6/2;p62+/+ mice starting at 4 weeks of age (Fig. 2A,
C and D). In HD190QG;p62 mice, anti-htt antibody (EM48)
revealed significantly fewer nuclear inclusions in HD190QG;
p622/2 versus HD190QG;p62+/+ mice starting at 8 weeks of
age (Fig. 2E, G and H); there were significantly more cytoplasmic inclusions in HD190QG;p622/2 versus HD190QG;
p62+/+ mice from 8 to 16 weeks of age (Fig. 2E and H). At 24
weeks, although there was no significant difference in the
number of the cytoplasmic inclusions, the size of cytoplasmic
inclusions was greater in HD190QG;p622/2 versus HD190QG;
p62+/+ mice (Fig. 2I). To clearly distinguish nuclear from cytoplasmic inclusions, we stained nuclear membranes with antiLamin B antibody (Fig. 2B and F). The expression level of
mutant htt mRNA was similar in R6/2;p62+/+ and R6/2;p622/2
mice, and p62 expression was not affected by the htt transgene (Supplementary Material, Fig. S3).
When we examined the distribution of inclusions in the hippocampus, we could clearly see an increase in cytoplasmic or
neuropil inclusions, especially in stratum radiatum (arrowheads)
of the hippocampus of R6/2;p622/2 mice (Fig. 3A). Double immunofluorescence staining with anti-htt (N-18) and anti-MAP2
antibodies (dendritic marker) showed that part of those inclusions was localized in dendrites in the stratum radiatum of R6/
2;p622/2 mice (Fig. 3B, lower panel). On the other hand, in
the stratum radiatum of R6/2;p62+/+ mice, inclusions were
seen in the nuclei but not in dendrites (Fig. 3B, upper panel). We
further analyzed HD190QG mice, in which GFP-positive cytoplasmic inclusions are clearly observed. In HD190QG;p622/2
mice, we observed a greater number of neuropil inclusions in
the molecular layer of the dentate gyrus (MolDG; arrows) as
well as striatum radiatum (Rad; arrowheads) compared with
HD190QG;p62+/+ mice (Fig. 3C). The inclusions in the lacunosum molecular layer (LMol) of HD190QG;p62+/+ mice increased
with age, but this was not observed in HD190QG;p622/2 mice.
There were fewer inclusions in the hilus of dentate gyrus in
HD190QG;p622/2 compared with HD190QG;p62+/+ mice at
each age. Those inclusions are in the dendrites (data not
shown); however, we could not reveal why this change occurred.
Further investigation is necessary. Double immunofluorescence
staining with anti-GFP and anti-MAP2 antibodies showed that
part of those inclusions was localized in dendrites (Fig. 3D).
The dendrites of CA1 pyramidal neurons are distributed
throughout Rad and LMol, and the dendrites of dentate granule
cells are distributed throughout MolDG, suggesting that the
dendritic inclusions increased in both neurons and shifted to
proximal dendrites in the case of pyramidal neurons.
We then examined whether or not the insoluble htt fragment
increased by using immunoblotting to confirm the immunohistochemistry results. We used the HD190QG line because it is difficult to consistently find the htt exon 1 fragment without a tag in
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linked with ubiquitin by an ubiquitin-conjugating system composed of E1 (ubiquitin-activating enzyme), E2 (ubiquitinconjugating enzyme) and E3 (ubiquitin ligase). This system also
ubiquitinates misfolded proteins, but misfolded proteins have a
strong tendency to form inclusions that cannot be degraded by a
proteasome. Macroautophagy is another degradation mechanism
responsible for degradation of long-lived proteins and entire
organelles. In this system, organelles and protein inclusions
are surrounded by double-membraned autophagosomes, which
fuse with a lysosome to degrade their contents by a rather nonselective, bulk degradation. However, another type of autophagic
degradation called selective autophagy involves ubiquitin and
ubiquitin-binding proteins such as p62 (3).
We previously reported that p62 is a protein that interacts with
polyQ aggregates and is induced by expanded polyQ expression,
suggesting that p62 is a stress-responsive protein induced by
polyQ expression and proteasomal inhibition (4). p62 is also a
common component of neuronal protein inclusions in neurodegenerative diseases in humans and model mice (4– 8). p62 is
well known as an adaptor protein that has multiple roles in the
activation of the transcription factor NF-kappa B, tumorigenesis
and osteoclastogenesis. p62 was recently reported to play an
important role in the selective autophagy of ubiquitinated proteins. Autophagy-deficient ATG5 or 7 knockout mice showed
ubiquitin-positive inclusions (9,10) that disappeared after p62
was knocked out, suggesting that p62 could play a role in controlling intracellular inclusion body formation (11).
It was reported that autophagy inhibition increases the level of
soluble UPS client proteins by slowing their clearance. This was
closely associated with the accumulation of p62 (12). Furthermore, p62 knockdown in autophagy-deficient cells normalizes
levels of UPS clients. From these results, p62 was suggested to
be a key protein in regulating protein aggregate formation, especially in autophagy-deficient conditions. However, it remains
unclear whether the decrease in p62 is beneficial or detrimental,
particularly in vivo. A previous report shows that genetic inactivation of p62 in mice leads to accumulation of hyperphosphorylated tau and neurodegeneration (13). In polyQ diseases, the
inclusions are mainly observed in the nuclei, where autophagy
cannot work. Little is known, however, about the effect of p62
knockout for polyQ diseases in vivo. In this report, we observed
the cytoplasmic accumulation of polyQ inclusions and the
decrease of nuclear inclusions in polyQ model mice with the
loss of p62. The detailed mechanism was investigated, in comparison with the effects of Atg5 knockout.
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Figure 1. p62 knockout reduced both the size and the number of the nuclear inclusions in R6/2 mice. (A) The hippocampal CA1 of R6/2 mice with and without p62 was
stained with anti-htt antibody (EM48) (2/2: knockout; 2/+: hetero; +/+: wild littermates). (B) The percentage of nuclei with inclusions, analyzed by fluorescent
immunostaining of the hippocampal CA1 with EM48. (C) The average size of nuclear inclusion in the hippocampal CA1. This size in R6/2;p622/2 was significantly
smaller than in R6/2;p62+/+ and R6/2;p622/+ at 12 weeks of age. (D) The hippocampal CA1 of R6/2;p62+/+ and R6/2;p622/2 was stained with EM48 and a nuclear
membrane marker, Lamin B, to clearly show the nuclear inclusions. Values are means + SEM. (∗ P , 0.05, ∗∗ P , 0.01, ∗∗∗ P , 0.001), (B and C). n ¼ 3 for each
genotype (B and C). Images were captured with BZ-9000 (A) and TCS SP5 (D). Nuclei were stained with DAPI (A and D). Scale bar ¼ 30 mm (A) and 10 mm (D).

SDS – PAGE, as when R6/2 brain homogenates were examined,
p62 was absent in HD190QG;p622/2 mice (Fig. 4A). In the total
fraction, the soluble htt-enhanced green fluorescent protein (EGFP)
band showed no obvious difference between HD190QG;p62+/+
and HD190QG;p622/2 mice. Diffuse stainings and gel top stainings with anti-ubiquitin antibody also showed no obvious difference between HD190QG;p622/2 and HD190QG;p62+/+ mice.

Using the agarose gel electrophoresis for resolving aggregates
(AGERA) method (14), which shows htt protein complexes
with high molecular weight, we did not observe a definite difference between the htt protein complexes in the total fraction from
HD190QG;p622/2 versus HD190QG;p62+/+ mice (Fig. 4B).
When the nuclear fraction was separated, however,
HD190QG;p622/2 mice showed a decrease in htt protein
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Figure 2. p62 knockout reduced nuclear inclusions and increased extranuclear inclusions in the striatum in two different HD model mice. (A) The striatum of R6/
2;p62+/+ and R6/2;p622/2 mice was stained with anti-htt antibody (EM48). (B) The striatum of R6/2;p62+/+ and R6/2;p622/2 mice was stained with EM48 and
a nuclear membrane marker, Lamin B, to clearly show the nuclear inclusions. (C and D) The percentage of nuclei with inclusions (C) and the number of extranuclear
inclusions (D) in the striatum of R6/2;p62+/+ and R6/2;p622/2 mice, analyzed by fluorescent immunostaining with EM48. (E) The striatum of HD190QG;p62+/+ and
HD190QG;p622/2 mice was stained with EM48. (F) The striatum of HD190QG;p62+/+ and HD190QG;p622/2 mice was stained with EM48 and a nuclear membrane marker, Lamin B, to clearly show the nuclear inclusions. (G and H) The percentage of nuclei with inclusions (G) and the number of the extranuclear inclusions
(H) in the striatum of HD190QG;p62+/+ and HD190QG;p622/2 mice, analyzed by fluorescent immunostaining with EM48. (I) Distribution of the size of extranuclear
inclusions stained with anti-GFP antibody at 24 weeks of age. Values are means + SEM. (∗ P , 0.05, ∗∗ P , 0.01, ∗∗∗ P , 0.001), (C, D, G and H). n ¼ 3 for each
genotype (C, D, G, H and I). Images were captured with BZ-9000 (A and E) and TCS SP5 (B and F). Nuclei were stained with DAPI. Scale bar ¼ 20 mm (A and
E) and 10 mm (B and F).
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Figure 3. p62 knockout increased extranuclear inclusions in two different HD model mice. (A) The hippocampus of R6/2 mice with and without p62 was stained with
anti-htt antibody (EM48). Extranuclear inclusions appear in the stratum radiatum of R6/2;p622/2 (arrowheads), but not in R6/2;p62+/+ . Hippocampal layers are
indicated: Py, stratum pyramidale; Rad, stratum radiatum; LMol, lacunosum molecular layer; MolDG, molecular layer of the dentate gyrus; GrDG, granular layer
dentate gyrus; PoDG, polymorgh layer of dentate gyrus. (B) Stratum radiatum of R6/2 mice with and without p62 was stained with anti-htt (N-18) antibody
(Alexa 488), anti-MAP2 antibody (Alexa 546) and DAPI. Nuclear inclusions (arrows) were observed in R6/2;p62+/+ . Extranuclear inclusions existed in dendrites
of R6/2;p622/2 mice (arrowhead), but not in those of R6/2;p62+/+ . (C) The hippocampus of HD190QG mice with and without p62 at 24 weeks of age was stained with
anti-GFP antibody (Alexa 488) and DAPI. In HD190QG;p622/2 , extranuclear inclusions appeared in the stratum radiatum (arrowheads) and the molecular layer of the
dentate gyrus (arrows). On the other hand, in HD190QG;p62+/+ , extranuclear inclusions appeared in the LMol. (D) Stratum radiatum of HD190QG mice with and
without p62 was stained with anti-GFP antibody (Alexa 488), anti-MAP2 antibody (Alexa 546) and DAPI. Extranuclear inclusions existed in dendrites (arrowhead).
Scale bar ¼ 50 mm (A and C) and 10 mm (B and D).
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complex after 12 weeks of age (Fig. 4C), corresponding to the
observed histological shift of inclusions from the nucleus to
the cytoplasm.
p62 depletion extends the life span of HD model mice
We next examined whether p62 knockout affects the life spans of
R6/2, HD190QG and HD120QG mice. The life span of R6/
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2;p622/2 mice significantly increased with a mean survival
time of 155 + 4 days compared with 117 + 3 days for R6/2;
p622/+ mice and 123 + 4 days for R6/2;p62+/+ mice (Fig. 5A).
The life span of HD190QG;p622/2 mice significantly increased
with a mean survival time of 265 + 11 days compared with 184
+ 7 days for both HD190QG;p622/+ and HD190QG;p62+/+
mice (Fig. 5B). The life span of HD120QG;p622/2 mice significantly increased with a mean survival time of 415 + 10 days
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Figure 4. Immunoblot analysis of soluble and aggregated htt in total and nuclear fraction from HD190QG mice with and without p62. Brain samples were subjected to
subcellular fractionation as described in Materials and Methods. (A) Total fractions were analyzed by western blot for soluble htt. There is no change in the amount of
soluble htt (arrowheads) detected by anti-GFP or 1C2 antibody from HD190QG with and without p62 at 4, 12 and 24 weeks of age. HD190QG mice have mutant htt
transgenes with two different lengths of polyQ stretches. The sizes of these two bands were slightly different among HD190QG mice, because these mice show
CAG-repeat length instability. The sizes of polyQ lengths of HD model mice used in this figure are described in Supplementary Material, Table S2. Knockout of
p62 was confirmed with anti-p62 antibody. (B) Total fractions were analyzed by AGERA. There was no difference between the htt protein complexes in the total
fraction from HD190QG;p622/2 mice and that from HD190QG;p62+/+ . (C) Nuclear fractions were analyzed by AGERA. In nuclear fractions, the amount of aggregated htt from HD190QG;p62 2/2 mice was reduced at 12 and 24 weeks of age compared with that from HD190QG;p62 +/+ . b-Tubulin was used as a marker for
control protein (A –C) and Lamin B was used as a marker for nuclear membrane protein (B and C).
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Figure 5. p62 knockout increased life span in three different HD model mice and body weight in R6/2 and HD190QG mice, but not in HD120QG mice. (A) Mean
survival time of R6/2;p622/2 was extended by 26% compared with that of R6/2;p62+/+ . (B) Mean survival time of HD190QG;p622/2 was extended by 44% compared with that of HD190QG;p62+/+ . (C) Mean survival time of HD120QG;p622/2 was extended by 27% compared with that of HD120QG;p62+/+ . (D) There was
no difference in mean survival time among p62+/+ , p622/+ and p622/2 mice. These survival data were analyzed by the Kaplan– Meier method followed by a log-rank
test with Bonferroni correction (significance level 0.05/3 ¼ 0.0167). Mean ages + SEM are provided. (∗∗ P ¼ 0.0098, ∗∗∗ P , 0.001). (E) The body weight of R6/
2;p622/2 mice was significantly greater than that of R6/2;p62+/+ mice after 11 weeks of age. (F) The body weight of HD190QG;p622/2 mice was significantly
greater than that of HD190QG;p62+/+ mice after 18 weeks of age. (G) The body weight of HD120QG;p622/2 mice did not change significantly at each age compared
with that of HD120QG;p62+/+ mice. (H) The body weight of p622/2 mice was greater than that of p622/+ and p62+/+ mice after 20 weeks of age. Means + SEM are
provided. (∗ P,0.05, ∗∗ P,0.01, ∗∗∗ P,0.001), (E, F and H).
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Nuclear inclusions decrease and extranuclear inclusions
increase in autophagy-deficient HD model mice
As stated above, we showed that nuclear inclusions in HD model
mice decreased and life spans increased after depletion of p62, a
protein that has an important role in selective autophagy. To
examine whether these phenotypes result from deficiency of
selective autophagy, we generated R6/2 mice with conditional
knockout of Atg5, an essential gene for autophagosome formation. A transgenic mouse expressing Cre recombinase under the
control of the synapsin I promoter (SynCre), which is expressed
in neuronal cells as early as E12.5 (17), was used to generate
Atg5f/2;SynCre;R6/2 mice. Transgene expression in male
SynCre mice occurs in germline recombination in progeny
(18). The hippocampal CA3 region, in which Cre recombinase
is expressed in almost all neuronal cells (19), was stained with
EM48 (Fig. 6A), and the proportion of nuclei with inclusions
was examined. There were significantly fewer nuclear inclusions
in Atg5f/2;SynCre;R6/2 compared with R6/2 mice (Fig. 6B).
Next, we used magnified immunofluorescence images with
EM48, the anti-ubiquitin antibody, and p62-C antibody to characterize these inclusions. In contrast to EM48-positive nuclear
inclusions in R6/2 mice (Fig. 6D—n), nuclear inclusions
decreased and extranuclear inclusions increased in the number
of Atg5f/2;SynCre;R6/2 (Fig. 6D—d and e). These extranuclear
inclusions were subdivided into EM48-positive, ubiquitinpositive, and p62c-positive inclusions (Fig. 6D—e, arrows) and
EM48-negative, ubiquitin-positive, and p62c-positive inclusions
(Fig. 6D—e, arrowheads). The former inclusions could result
from nucleation of mutant htt proteins followed by ubiquitination,
and the latter inclusions could result from the accumulation of ubiquitinated proteins into the sequestosome that is a targeting unit
for autophagosome entry. The change of inclusion formation in
autophagy-deficient R6/2 mice was similar to that in p62 knockout
R6/2 mice. We previously reported that selective autophagy of the
ubiquitinated proteins is enhanced by S403-phosphorylation of
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p62 (20). Therefore, we used immunohistochemistry in R6/2,
Atg5f/2;SynCre and Atg5f/2;SynCre;R6/2 mice to determine
whether p62 that colocalizes with ubiquitinated inclusions is
S403-phosphorylated. Both types of extranuclear inclusions colocalized with S403-phos-p62 (Supplementary Material,
Fig. S4A—c), but nuclear inclusions in R6/2 mice did not
(Supplementary Material, Fig. S4A—i). We further examined
the life spans of these mice. Despite fewer nuclear inclusions
in Atg5f/2;SynCre;R6/2 mice, the life span of Atg5f/2;SynCre;
R6/2 mice was significantly shorter, with a mean survival time
of 86 + 2 compared with 108 + 4 days for Atg5f/+;SynCre;
R6/2 and 119 + 10 days for Atg5+/+ ;SynCre;R6/2 mice (Fig. 6C).
p62 knockout impairs protein degradation in cytoplasm but
not in nucleus
To assess whether the depletion of p62 affects protein degradation in the cytoplasm and nucleus, we prepared mouse embryonic fibroblast (MEF) p62+/+ , MEF p622/2 or MEF p622/2
expressing GFP-fused human wild-type p62 (G-p62) transfected
with HD106Q-red fluorescent protein (RFP) or HD106QNLS-RFP. In cells transfected with HD106Q-RFP, inclusions
mainly existed in the cytoplasm due to the nuclear export
signal in the exon 1 of htt (21). The ratio of cells with inclusions
to tranfected cells was greater in MEF p622/2 than in MEF
p62+/+ ; however, the proportion of cells with inclusions in
MEF p622/2 +G-p62 did not reach to that in MEF p62+/+
(Fig. 7A and B). This was due to the fact that the expression
level of endogenous p62 in MEF p62+/+ is higher than that of
transfected G-p62 (Supplementary Material, Fig. S6). On the
other hand, in the cells transfected with HD106Q-NLS-RFP,
inclusions appeared in the nucleus and there was no significant
difference in the proportion of cells with nuclear inclusions
among MEF p622/2 , MEF p62+/+ and MEF p622/2 +G-p62.
These data suggest that p62 knockout impairs protein degradation in the cytoplasm but not in the nucleus.

DISCUSSION
In this study, we report that genetic ablation of p62 in three kinds
of HD model mice paradoxically ameliorates the disease phenotypes. The life span of HD model mice lacking p62 was extended
by 26, 44 and 27%, compared with those with p62 (Fig. 5A – C).
These extended life spans are not due to the effect of p62 knockout itself, because there was no significant difference in life span
among p62+/+ , p622/+ and p622/2 mice. Regarding the body
weight of these mice, significant delays in body weight loss
were observed in p62 knockout in R6/2 after 11 weeks of age
and HD190QG mice after 18 weeks of age (Fig. 5E and F). On
the other hand, the weight of p622/2 mice after 20 weeks of
age was significantly greater than that of p62+/+ mice (Fig. 5H).
Therefore, the delays in body weight loss in R6/2;p622/2 and
HD190QG;p622/2 mice were not due to the increased body
weight after p62 knockout; the significant increase in body
weight in p622/2 mice was observed after those in R6/2;p622/2
and HD190QG;p622/2 mice. Immunohistochemical analysis
revealed significantly fewer nuclear inclusions in HD model mice
without p62, compared with HD model mice with p62 (Fig. 1).
This was also confirmed biochemically in HD190QG using the
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compared with 294 + 13 days for HD120QG;p622/+ mice and
326 + 25 days for HD120QG;p62+/+ mice (Fig. 5C). There was
no significant difference in life span among p62+/+ , p622/+ and
p622/2 mice (Fig. 5D). p62 knockout significantly extended the
life spans of HD model mice, especially in HD190QG, which has
longer polyQ proteins than HD120QG and R6/2. These data
suggest that p62 knockout may extend life span in a polyQ lengthdependent manner, and that the extended life span is not due to the
effect of p62 knockout itself.
HD model mice normally show a progressive decrease in
body weight. We next examined whether p62 knockout affects
the body weight of R6/2, HD190QG and HD120QG mice. A
delay in body weight loss was observed in p62 knockout of
R6/2 and HD190QG, but not in HD120QG, mice (Fig. 5E– G).
The body weight of R6/2;p622/2 mice was significantly
greater at 11 weeks of age compared with that of R6/2;p62+/+
mice (∗∗∗ P , 0.001) (Fig. 5E). The body weight of HD190QG;
p622/2 mice was significantly greater at 18 weeks of age compared
with that of HD190QG;p62+/+ mice (∗ P , 0.05) (Fig. 5F).
p622/2 mice were reported to develop mature onset obesity
(15,16). At 20 weeks, the average body weight of p622/2 mice
without htt transgene became significantly greater than that of
p62+/+ and p622/+ mice (Fig. 5H).
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Figure 6. R6/2 mice with conditional knockout of Atg5 by SynCre (Atg5f/2;SynCre;R6/2) showed decreased nuclear inclusions and a shorter life span compared with
R6/2. (A) The hippocampal CA3 of Atg5f/2;SynCre;R6/2, Atg5f/2;SynCre and R6/2 mice was stained with EM48 and counterstained with hematoxylin. (B) The percentage of the nuclei with inclusions, analyzing the immunostaining of the hippocampal CA3 with EM48. n ¼ 3 for each genotype. (C) Mean survival time of Atg5f/2;
SynCre;R6/2 mice was decreased by 28% compared with that of R6/2 mice. These survival data were analyzed by a log-rank test with Bonferroni correction (significance level 0.05/3 ¼ 0.0167). Mean ages + SEM are provided (∗∗∗ P , 0.001). (D) The hippocampal CA3 of Atg5f/2;SynCre;R6/2 mice, Atg5f/2;SynCre mice and
R6/2 mice was stained with EM48 (EM48, Alexa488), anti-ubiquitin antibody (Ub, Alexa546), anti-p62-C antibody (p62c, Alexa647) and DAPI to confirm the localization of inclusions. Nuclear inclusions were detected in R6/2 mice (m), whereas these inclusions were hardly detected in Atg5f/2;SynCre;R6/2 mice (d). Arrows
and arrowheads in (d) show EM48-positive and ubiquitin-positive inclusions and EM48-negative and ubiquitin-positive inclusions, respectively. Extranuclear inclusions increased in Atg5f/2;SynCre;R6/2 mice (d and e) compared with R6/2 mice (m and n). These inclusions can be subdivided into EM48-positive, ubiquitin-positive
and p62c-positive inclusions (e, arrows) and EM48-negative, ubiquitin-positive and p62c-positive inclusions (e, arrowheads). Values are means + SEM (∗∗∗ P ,
0.001). Scale bar ¼ 20 mm (A) and 10 mm (D).

AGERA method (Fig. 4). It has been proposed that nuclear mutant
htt may be toxic (22,23); therefore, the extended life span may be
explained by a decrease in toxic nuclear mutant htt.

We also performed microarray analysis to examine whether
transcriptional abnormalities in R6/2 changed by p62 depletion.
When comparing R6/2;p62+/+ with R6/2;p622/2 , we only
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found 12 genes with differential expression (five up-regulated
and seven down-regulated; Supplementary Material, Fig. S5C
and E). Moreover, we performed quantitative PCR of genes
with previously known alteration in HD mice (Supplementary
Material, Fig. S5A and B) (24 – 26), and we only found one
gene, Agxt2l1, the expression level of which recovered by p62
depletion in R6/2;p622/2 . Despite the decrease in nuclear inclusions, specific transcriptional changes were not observed in our
experiment. In a previous study of environmental enrichment in
R6/1 mice, no specific transcriptional changes were found,
despite a decrease in nuclear inclusions (27). The effect of invisible aggregates on the transcriptional abnormality of early
affected genes should be investigated further.
Autophagic degradation machinery works in the cytoplasm.
Thus, we assumed that the decrease in nuclear inclusions correlated with an increase in cytoplasmic inclusions, which increased
due to reduced protein clearance by loss of p62-dependent selective autophagy in the cytoplasm. To confirm this, we also examined R6/2 mice with Atg5 depletion, which impairs autophagy in
general. Similar to HD model mice without p62, nuclear inclusions almost disappeared in neurons in the region where Atg5
was deficient (Fig. 6A and B), but the life span of R6/2 mice
with Atg5 depletion was shorter than that of R6/2 mice without
Atg5 depletion (Fig. 6C). Both p62 and Atg5 depletion induced
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decreases in nuclear inclusions. p62 controls selective autophagy
and Atg5 controls more general autophagy including selective
autophagy. Ubiquitinated substrates are degraded through
selective autophagy, and p62 depletion results in accumulation
of those selected substrates. However, Atg5 depletion might
induce accumulation of more substrates in general, resulting in
more toxic effects that could overcome the positive effect of
decreased nuclear inclusions.
Cytoplasmic degradation of mutant htt was affected by p62
depletion, but its nuclear degradation was not (Fig. 7). Therefore,
an increased accumulation of cytoplasmic mutant htt and a decrease in nuclear inclusions in vivo might be due to accelerated
inclusion formation in the cytoplasm and a decrease of htt translocation into the nucleus after p62 depletion.
Similar findings to our study were observed in R6/2 mice with
super-long CAG-repeat expansions (28). These mice also
showed decreased nuclear inclusions, increased extranuclear
inclusions and extended survival. It is thought that R6/2 mice
have an upper threshold for forming nuclear inclusions, and
when polyQ length is beyond the threshold, nuclear entry of
mutant htt is blocked, resulting in decreased toxic nuclear inclusions and extended survival (28). This suggests that the
decreased clearance of mutant htt due to the deficiency of p62
or Atg5 leads to increased cytoplasmic mutant htt and its
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Figure 7. p62 knockout impairs protein degradation in the cytoplasm, but not in the nucleus. (A) MEF p62+/+ , MEF p622/2 or MEF p622/2 +GFP-fused human
wild-type p62 (G-p62) were transfected with HD106Q-RFP or HD106Q-NLS-RFP plasmids. The percentage of the cells with cytoplasmic inclusions after transfection
of HD106Q-RFP increased in MEF p622/2 compared with MEF p62+/+ and MEF p622/2 +G-p62 (∗∗∗ P , 0.001). When HD106Q-NLS-RFP was transfected, the
cells with nuclear inclusions were not different among those cells. Values are means + SEM (∗∗ P , 0.01, ∗∗∗ P , 0.001). (B) Fluorescence images of the above experiment. RFP fluorescence shows nuclear (arrows) and cytoplasmic inclusions in the cells transfected with HD106Q-RFP or HD106Q-NLS-RFP (upper panels).
Nuclei were counterstained with Hoechst 33342 (lower panels). Values are means + SEM. Scale bar ¼ 50 mm.
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MATERIALS AND METHODS
Mice
Three HD model mice (R6/2, HD190QG and HD120QG), p62
knockout mice and Atg5 conditional knockout mice were used
in this study. Heterozygous HTT exon 1 transgenic mice of the
R6/2 strain (121 – 133 CAG-repeats) were used for our in vivo
study (30). The HD190QG mice harbor two mutant truncated
N-terminal htt containing around 120 and 190 CAG repeats
fused with EGFP in its genome (31). HD120QG mice were
generated by selecting mice with shorter CAG repeats from
the HD190QG line. HD120QG mice show a milder phenotype

compared with HD190QG mice. The polyQ lengths were slightly
different among HD190QG and HD120QG mice, because these
mice show CAG repeat length instability. Precise sizes of polyQ
lengths of HD model mice used in each experiment are described
in Supplementary Material, Table S2. p62 knockout mice used
in this study were described previously (11). Atg5 conditional
knockout mice were kindly provided by Professor Noboru
Mizushima (9). R6/2 and Synapsin I-Cre (SynCre) transgenic
mice [B6.Cg-Tg(Syn1-cre)671Jxm/J] were obtained from the
Jackson Laboratory (Bar Harbor, ME, USA) (17). All mouse
experiments were approved by the Animal Experiment Committee of the RIKEN Brain Science Institute.
Generation of htt transgenic/p62 knockout mice and
genotyping
The ovaries of R6/2 mice were transplanted into B6CBAF1
female mice and the ovaries of HD190QG or HD120QG
mice were transplanted into BDF1 female mice. Those female
mice were mated with homozygous p62 knockout male mice
of the B6 strain. The female offspring (R6/2;p622/+ , HD190
QG;p622/+ or HD120QG;p622/+ ) were mated with heterozygous p62 knockout male mice to produce all the genotype combinations. Genotyping PCR and determination of CAG-repeat
number of HD model mice were performed as described previously (31). Genotyping PCR of p62 knockout mice was performed
with two primer pairs: 5′ -CTGCATGTCTTCTCCCATGAC-3′ /
5′ -TAGATACCTAGGTGAGCTCTG-3′ and 5′ -CTTACGGGT
CCTTTTCCCAAC-3′ /5′ -TCCTCCTTGCCCAGAAGATAG-3′ .
Generation of htt transgenic/Atg5 conditional knockout mice
and genotyping
The ovaries of R6/2 were transplanted into B6CBAF1 female
mice. Those female mice were mated with Atg5f/f male mice.
Female offspring (R6/2;Atg5f/+) were mated with Atg5f/
+
;SynCre to produce all the genotype combinations. Genotyping
PCR of Atg5flox alleles and the Cre-recombinase transgene was
performed as described previously (9).
Antibodies
The following antibodies were used: mouse anti-htt; EM48
(MAB5374, Chemicon, Temecula, CA, USA), anti-htt; N-18
(sc-8767, Santa Cruz Biotechnologies, Dallas, TX, USA),
mouse anti-polyQ; 1C2 (MAB1574, Chemicon), guinea pig
anti-p62 (p62-C, GP62-C, Progen, Heidelberg, Germany),
rabbit anti-p62 (PM045, MBL, Nagoya, Japan), rat anti-S403phosphorylated p62 (S403-phos-p62, D343-3, MBL), chicken
anti-GFP (ab13970, Abcam, Cambridge, UK), rabbit anti-GFP
(A6455, Molecular Probe, Eugene, OR, USA), rabbit antiubiquitin (Z0452, DAKO, Copenhagen, Denmark), mouse
anti-MAP2 (M9942, Sigma-Aldrich, Saint Louis, MO, USA),
goat anti-Lamin B (M-20, Santa Cruz Biotechnologies),
anti-b-tubulin (T4026, Sigma-Aldrich) and Alexa-conjugated
secondary antibodies (Invitrogen, Carlsbad, CA, USA).
Immunohistochemistry and immunofluorescence staining
Mice were anesthetized and immediately fixed by perfusion
through the left ventricle with 4% paraformaldehyde in PBS.
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inclusions, even for the usual expanded polyQ length, resulting
in decreased nuclear inclusions and extended survival as
observed in R6/2 mice with super-long CAG-repeat expansions.
It has recently been reported that, in a transgenic mouse model
of spinal and bulbar muscular atrophy (SBMA), another polyQ
disease in which a mutant androgen receptor (AR) with an
expanded polyQ repeat is toxic, p62 depletion exacerbated
motor phenotypes and the neuropathological outcome; overexpression of p62 protected the mice against mutant AR toxicity
(29). p62 depletion led to increased diffuse nuclear staining,
whereas overexpressed p62 led to a decrease in diffuse staining
and increased nuclear inclusions, suggesting a protective role of
p62 and nuclear inclusions. These results were opposite to our
results. This discrepancy may be due to the different tendencies
for nuclear localization between mutant AR and mutant htt. AR
easily translocates into the nucleus in the presence of androgen,
but htt is basically a cytoplasmic protein. As shown in our study
(Fig. 7), mutant htt with nuclear localization signal (NLS)
showed no difference in nuclear inclusion formation with or
without p62. For mutant htt without NLS, p62 depletion
increased the cytoplasmic inclusions. In the case of mutant
AR, it is stable with client proteins in the cytoplasm, but with androgen signal, mutant AR is freed from client proteins and moves
into the nucleus as rapidly as mutant htt with NLS. Thus, there is
no effect of p62 on cytoplasmic inclusion formation in SBMA
model mice. Regarding the effect of p62 in the nucleus, we
could not find the oligomers of mutant htt by immunohistochemistry as observed in SBMA mice and could not identify the shift
from oligomers to nuclear inclusions. Using AGERA analysis
in HD190QG without p62 (Fig. 4C), we found fewer highmolecular-weight polyQ complexes in nuclear fraction, which
may include oligomers. This could be explained, however, by
the decrease of mutant htt in the nucleus due to cytoplasmic
deposit. So, in conclusion, it is difficult to confirm that nuclear
inclusion formation is protective. Rather it seems to be toxic,
though we could not exclude the possible existence of an invisible oligomer in the nucleus.
In summary, we observed that p62 depletion paradoxically
ameliorates the phenotypes of HD model mice due to an increase
in cytoplasmic inclusions and a decrease in nuclear inclusions.
This result suggests that mutant htt is degraded through autophagy in the cytoplasm, and loss of this quality control system
increases cytoplasmic inclusions and decreases nuclear inclusions. The regulation for this system has been considered a possible therapeutic target, although this paradoxical effect requires
further investigation.
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A brain was collected, postfixed with the same fixative overnight
and processed for embedding. Paraffin-embedded brain sections
(5 mm thickness) were deparaffinized, autoclaved in 10 mM
citrate buffer (pH 6.0) at 1208C for 5 min and immunostainings
were performed as described in our previous study (32 – 34). The
primary antibodies were diluted as follows: 1 : 500 for anti-htt
(EM48), anti-GFP, anti-ubiquitin and anti-S403-phos-p62, 1 :
1000 for anti-p62-C and 1 : 300 for anti-MAP2 and anti-htt
(N-18). Alexa-conjugated secondary antibodies were diluted at
1 : 300.
Imaging and counting inclusions

Preparation of total and nuclear fraction
Homogenization and fractionation of mice cerebrum were performed as described previously (31). Mouse brains were homogenized in nine volumes (v/w) of 0.25 M sucrose/buffer A
(50 mM Tris – HCl, pH 7.4, 5 mM MgCl2, 2 mM dithiothreitol
and 1 mM phenylmethylsulfonyl), supplemented with complete
EDTA-free protease inhibitor cocktail tablets (Roche Diagnostics, Mannheim, Germany) in a digital homogenizer (As One,
Osaka, Japan) using eight strokes at 1000 rpm. A portion of
the homogenate was briefly sonicated and used as the total
lysate, and the rest of the homogenate was centrifuged at
1000 g for 10 min at 48C. The pellets were resuspended and
homogenized in 5 ml of 2.1 M sucrose/buffer A by five strokes
at 1000 rpm with a digital homogenizer. Nuclei were sedimented
by centrifugation at 8000 g for 80 min at 48C. The pellet containing the nuclei was resuspended in 0.5 ml of 10 mM Tris –HCl (pH
7.4) and 2 mM MgCl2 with the protease inhibitors.
Immunoblotting
The lysates or fractions were boiled in SDS sample buffer and
subjected to western blot analysis as described previously (34).

were transferred onto a polyvinylidene fluoride membrane for
90 min at 40 V, 48C or 150 mA at room temperature. Immunodetection was performed as in conventional western analysis.
DNA transfection into MEF p622/2 cells and counting
inclusions
MEF p622/2 and p62+/+ cells were generated from p622/2 and
p62+/+ mice, and immortalized with SV40T antigen (kind gift
from Dr Yusuke Yanagi, Kyushu University). G-p62 (20) was
cloned into a pJTI vector (Jump-in system; Invitrogen).
pJTI-G-p62 was then stably transfected into the subcloned
immortalized MEF p622/2 cells. G-p62 expression in the
single colony of MEF p622/2 +G-p62 cells was confirmed by
western blotting using p62 antibody. The htt exon 1 with 106
CAG repeats (HD106Q) was cloned into the N-terminal of
monomeric RFP (HD106Q-RFP), and three repeats of NLS
sequence (GGATCCACCAAAAAAGAAGAGAAAGGTAG
ATCT) were introduced at a BamHI site between HD106Q and
RFP (HD106Q-NLS-RFP). CAG-repeat numbers and entire
htt exon 1 sequences were confirmed. HD106Q-RFP or
HD106Q-NLS-RFP plasmids were transfected into MEF
p622/2 , MEF p622/2 +G-p62 or MEF p62+/+ cells with lipofectamine 2000 (Invitrogen). Cells were fixed with formaldehyde 3 days after transfection and RFP were visualized by
fluorescent microscopy using Keyence BZ-9000 equipped
with a 20× dry objective lens. RFP-transfected cells and inclusions in five different microscopic fields were separately counted
using the Keyence software.
Statistical analysis
We used unpaired Student’s t-test for comparison between two
sample groups. One-way ANOVA followed by the Tukey test
was used for multiple comparisons. For survival rate, we
plotted the survival distribution curve with the Kaplan – Meier
method followed by a log-rank test and with Bonferroni correction. We generated these data with Prism5 (GraphPad Software,
La Jolla, CA, USA). We considered the difference between comparisons to be significant when P , 0.05 for all the statistical
analyses except for the survival analysis.
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Differential roles of NF-Y
transcription factor in ER
chaperone expression and neuronal
maintenance in the CNS
Tomoyuki Yamanaka1,2,3,4, Asako Tosaki2, Haruko Miyazaki1,2,3,4, Masaru Kurosawa2,3,
Masato Koike5, Yasuo Uchiyama6, Sankar N. Maity7, Hidemi Misawa8, Ryosuke Takahashi9,
Tomomi Shimogori4, Nobutaka Hattori10 & Nobuyuki Nukina1,2,3,4
The mammalian central nervous system (CNS) contains various types of neurons with different
neuronal functions. In contrast to established roles of cell type-specific transcription factors on neuronal
specification and maintenance, whether ubiquitous transcription factors have conserved or differential
neuronal function remains uncertain. Here, we revealed that inactivation of a ubiquitous factor NF-Y
in different sets of neurons resulted in cell type-specific neuropathologies and gene downregulation
in mouse CNS. In striatal and cerebellar neurons, NF-Y inactivation led to ubiquitin/p62 pathologies
with downregulation of an endoplasmic reticulum (ER) chaperone Grp94, as we previously observed by
NF-Y deletion in cortical neurons. In contrast, NF-Y inactivation in motor neurons induced neuronal loss
without obvious protein deposition. Detailed analysis clarified downregulation of another ER chaperone
Grp78 in addition to Grp94 in motor neurons, and knockdown of both ER chaperones in motor neurons
recapitulated the pathology observed after NF-Y inactivation. Finally, additional downregulation of
Grp78 in striatal neurons suppressed ubiquitin accumulation induced by NF-Y inactivation, implying
that selective ER chaperone downregulation mediates different neuropathologies. Our data suggest
distinct roles of NF-Y in protein homeostasis and neuronal maintenance in the CNS by differential
regulation of ER chaperone expression.
The mammalian central nervous system (CNS) contains various types of neurons with differential distributions.
They differ in morphology, size, neuronal connections and cellular contents, enabling them to exert specific neuronal functions. Neuronal type-specific transcription factors, called master factors, have been shown to play critical roles in generation and maintenance of the neurons by transcribing specific sets of genes1. On the other hands,
recent observations identified significance of ubiquitous transcription factors in neuronal differentiation and
maintenance2–10. However, it is still uncertain whether the ubiquitous factors have conserved or differential roles
in multiple types of CNS neurons.
Nuclear factor-Y (NF-Y), also known as the CCAAT binding factor, is a ubiquitous transcription factor composed of three subunits: NF-YA, NF-YB and NF-YC11,12. NF-Y has been shown to be a key regulator of cell-cycle
progression in various types of proliferating cells including fibroblasts, embryonic stem (ES) cells, hematopoietic
1
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stem cells, myoblasts and tumor cells13–18. In contrast, the role of NF-Y in non-proliferative cells remained to be
clarified because the activity is often lost after differentiation15,16. However, we previously found that NF-Y is
still active in mature neurons and furthermore is suppressed during neurodegeneration in brain of Huntington’s
disease model mouse through sequestration of NF-YA by expanded polyglutamine protein19. The NF-YA sequestration has also been reported in other neurodegenerative diseases caused by polyglutamine expansion, such as
spinal and bulbar muscular atrophy and spinocerebellar ataxia 1720,21. Because different brain regions are selectively affected in these polyglutamine diseases22,23, these observations suggest a potential role of NF-Y in maintenance/degeneration of multiple types of CNS neurons.
We recently reported that conditional deletion of NF-YA by a camk2a-cre transgene induces degeneration of
cerebral pyramidal neurons in mouse brain2. Interestingly, the degeneration accompanies accumulation of insoluble membrane proteins on disorganized endoplasmic reticulum (ER) together with ubiquitin (Ub) and p62, as
well as downregulation of several ER-related genes such as an ER chaperone Grp94. These data clearly indicate
the neuron-specific function of NF-Y for cell maintenance possibly by regulating protein homeostasis in ER. In
addition to the cell maintenance, an in vitro study using ES cells suggested a role of NF-Y in neural specification
during differentiation6. Although these observations indicate the significance of NF-Y in neuronal maintenance
and differentiation, it is unclear whether its neuronal functions are preserved in multiple types of neurons in
different CNS regions.
In this study, we inactivated NF-Y in different sets of CNS neurons including striatal medium spiny neurons
(MSNs), cerebellar Purkinje cells and spinal/brainstem motor neurons by gene knockdown and knockout techniques. Although all three neuronal types were degenerated after NF-Y inactivation, the pathological phenotypes
were different. Whereas the MSNs and Purkinje cells developed Ub/p62 pathologies similar to those observed in
the NF-YA knockout pyramidal neurons, the motor neurons did not. Further analysis revealed that, in contrast
to the former two neurons showing only Grp94 downregulation, the motor neurons lost expression of another
major ER chaperone, Grp78. We observed that knockdown of both Grp78 and Grp94 in motor neurons was sufficient to recapitulate the pathology observed by NF-YA knockout. Finally, additional downregulation of Grp78 in
striatal MSNs suppressed Ub accumulation after NF-Y inactivation. These data indicate that NF-Y is differentially
involved in protein homeostasis and neuronal maintenance in the CNS by expressing different sets of ER chaperones. We thus propose that, not only the neuronal type-specific transcription factors1, the ubiquitous factor NF-Y
also has neuronal type-specific roles in the CNS.

Results

NF-YA deletion in motor neurons induces progressive neurodegeneration. To explore the role of
NF-Y in multiple CNS neurons, we first focused on motor neurons because there is a well-established transgenic
line, VAChT-cre (VA-cre), which expresses cre recombinase specifically in motor neurons of spinal cord and
brainstem after birth24. By crossing the VA-cre mice with NF-YA flox mice, we generated motor-neuron-specific NF-YA deletion (NF-YA flox/flox; VA-cre) mice (hereafter referred to as NF-YA v-cko mice). The apparent phenotypes of the v-cko mice were abnormal posture (Supplementary Fig. 1a) and progressive weight loss
(Supplementary Fig. 1b). In addition, the v-cko mice showed tremor-like movement that became more prominent
with aging (Supplementary Fig. 1c,d).
Histological analysis identified reduction of choline acetyltransferase (ChAT)-positive motor neurons in cervical anterior horns of v-cko mice at 35 weeks of age but not those at 6 weeks of age (Fig. 1a,b). Quantitative
analysis of mice of different ages revealed progressive reduction of the motor neurons (Fig. 1c), finally reaching half of the control number, probably due to the restricted cre expression to around 50% of motor neurons24. We further observed astrocytosis in anterior horns of v-cko mice, which became more severe with aging
(Fig. 1d,e). Microgliosis was also observed in the anterior horns of the v-cko mice at earlier stages of degeneration
(4–8 weeks of age; Fig. 1f,g) but it was hardly detected at later, fully degenerated stages (24–35 weeks of age; data
not shown). Astrocytosis and microgliosis were also observed in facial motor nuclei of brainstem in NF-YA v-cko
mice (Supplementary Fig. 2). Taken together, these data indicate that NF-Y is indispensable for motor neuron
maintenance and its inactivation through NF-YA deletion induces progressive neurodegeneration accompanying
gliosis (Fig. 1h).
No accumulation of Ub or p62 in motor neurons by NF-YA deletion. We have previously shown that

NF-YA deletion in cerebral pyramidal neurons induces accumulation of insoluble Ub, p62 and several membrane
proteins such as amyloid precursor protein (APP) and carboxypeptidase E (CPE) during neurodegeneration2.
To test whether motor neuron degeneration also accompanied the abnormal protein accumulation, we analyzed
v-cko mice harboring an RNZ reporter that expresses nuclear LacZ by cre-mediated recombination25. Staining of
the spinal cord sections revealed no accumulation of Ub or p62 in LacZ-positive neurons of v-cko mice (Fig. 2a).
Neither APP nor CPE accumulated in the LacZ-positive neurons, whereas they lost Grp94, a downstream target
of NF-Y (Fig. 2b). We then sequentially fractionated v-cko mice spinal cords with different detergent buffers and
found no accumulation of Ub or p62 in any fractions (Fig. 2c). Taken together, these data indicate that Ub, p62 or
membrane proteins are not accumulated or insolubilized in motor neurons of NF-YA v-cko mice.
NF-Y binds to the
promoters of Grp78 and Grp942,26,27. Whereas NF-Y inactivation induces selective downregulation of Grp94 but
not Grp78 in cerebral pyramidal neurons2, Grp78 downregulation after NF-Y suppression has been reported in
other types of cells27,28, suggesting context-dependent regulation of Grp78 expression. Notably, staining of spinal
cords of NF-YA v-cko mice showed coordinated loss of both Grp78 and Grp94 in LacZ-positive motor neurons
(Fig. 2d). Quantification revealed that around 60% of LacZ-positive neurons showed severe reduction of both ER
chaperones (Fig. 2f). In contrast, the Grp94-negative neurons were still positive for ChAT (Fig. 2e), suggesting

Downregulation of multiple ER chaperones in NF-YA v-cko motor neurons.
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Figure 1. Progressive motor neuron loss and glyosis induction in anterior horn of NF-YA v-cko mice.
Immunohistochemistry of cervical spinal cord of NF-YA v-cko mice (flox/flox; VA-cre) and control mice
(flox/+ or flox/flox or flox/+; VA-cre) at indicated weeks of age. (a) Anti-ChAT staining. (b) Enlarged images of
boxed regions in (a). Note the reduction of ChAT-positive motor neurons in anterior horn of NF-YA v-cko mice
at 35 weeks but not at 6 weeks of age. (c) Quantification of ChAT-positive cells in cervical cord sections of mice
with indicated genotypes. Mean of cell numbers in eight sections are shown. A statistical analysis was performed
on data from v-cko (flox/flox; VA-cre) and control mice (flox/+; VA-cre) at 35 weeks of age (***P < 0.001,
t-test). Note the progressive reduction of ChAT-positive neurons in NF-YA v-cko mice. (d) Anti-GFAP staining.
(e) Enlarged images of anterior horns indicated in (d). (f) Anti-Iba1 staining. (g) Enlarged images of anterior
horns indicated in (f). Note the induction of astrocytosis and microgliosis in anterior horns of NF-YA v-cko
mice. (h) Summary of the age-dependent phenotypes of NF-YA v-cko mice. Scale bars are 500 µm (a,d,f),
200 µm (b,e,g).
that loss of ER chaperones is not simply due to loss of neuronal property. The downregulation of Grp78/94 was
also observed in motor neurons of facial nuclei (Fig. 2g). Taken together, these data indicate that in contrast to the
pyramidal neurons, the motor neurons lost expression of both ER chaperones upon inactivation of NF-Y.
We also found reduced staining of anti-KDEL, which recognizes proteins with a C-terminal KDEL motif such
as Grp78 and Grp94 (Supplementary Fig. 3a). Protein disulfide isomerase (PDI), which functions as an enzyme
and chaperone in ER lumen, was also absent in LacZ-positive v-cko neurons (Supplementary Fig. 3b). In contrast, the ER membrane protein Sec61β remained (Supplementary Fig. 3c), suggesting that the observed loss of
luminal proteins was not due to the disappearance of ER itself. Considering the NF-Y binding to promoters of
several ER chaperones including PDI26, NF-Y inactivation may induce global downregulation of ER chaperones
in motor neurons. As for cytoplasmic chaperones, only Hsp70, a well-known NF-Y target19, was downregulated
(Supplementary Fig. 3d). Other chaperones located in cytoplasm (Hsp90, Hsp40s (Hdj1/2)) and in mitochondria
(Hsp60) remained to be expressed in LacZ-positive motor neurons without Grp94 expression (Supplementary
Fig. 3e–h). Taken together, these data indicate that expression of ER chaperones is preferentially affected by NF-Y
inactivation in motor neurons.
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Figure 2. No accumulation of Ub/p62 and loss of ER chaperones in NF-YA v-cko motor neurons.
(a,b) Cervical cord sections of 6-week-old NF-YA v-cko mice (flox/flox; VA-cre; RNZ) were stained with LacZ
together with indicated antibodies. Nuclei were stained with Toto-3 for (a). LacZ-positive cells are indicated by
arrowheads. Note no accumulation of Ub, p62, APP or CPE in NF-YA v-cko motor neurons. (c) Isolated spinal
cords from 14-week-old NF-YA v-cko mice (flox/flox; VA-cre) and control mice (flox/+) were homogenized
(T), and then sequentially solubilized with buffer containing 1% TritonX-100 (S1), DNaseI/RNaseA (S2), 1%
Sarkosyl (S3) or 4% Sarkosyl (S4), or with formic acid (P), and then analyzed by western blotting. Note no
accumulation of insoluble Ub or p62 in NF-YA v-cko spinal cords. (d,e) Cervical cord sections of 6-week-old
NF-YA v-cko (flox/flox; VA-cre; RNZ) or control (flox/+; VA-cre, RNZ) mice were stained with LacZ together
with indicated antibodies. LacZ-positive cells are indicated by arrowheads. (d) Loss of both Grp94 and Grp78 in
NF-YA v-cko neurons. (e) Remaining ChAT expression in the NF-YA v-cko neurons without Grp94 expression.
(f) The LacZ-positive cells were categorized into three groups based on the staining of Grp94 or Grp78; no
signal (−), background level (+/−) or similar to the control level (+). Ratios to total counted cells are shown.
Values are means + s.d. of four mice data (**P < 0.01, ***P < 0.001, t-test). (g) Facial nuclei of the mice used
in a were stained with LacZ together with Grp94 or Grp78. Nuclei were stained with Toto-3. Loss of these ER
chaperones in NF-YA v-cko facial motor neurons. Scale bars are 20 µm.
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Figure 3. Abnormal nuclear morphology in NF-YA v-cko motor neurons. (a,b) Sections of cervical cord
(a) or brain stem (b) of 6-week-old NF-YA cko mice (flox/flox; VA-cre; RNZ) were stained with LacZ, lamin
A/C and Grp94, and analyzed by confocal microscopy. Note the abnormal nuclear morphology of LacZpositive cells without Grp94 staining. (c) Electron micrographs of spinal cord motor neurons in 5-week-old
NF-YA v-cko (flox/flox, VA-cre) or Cont (flox/+) mice. Lower panels are enlarged images of upper ones. Note
the abnormal nuclear morphology of motor neurons of NF-YA v-cko mice, compared to normal and rounded
nuclei in those of control mice. Scale bars are 20 µm (a,b) and 10 µm (c).

Abnormal nuclear morphology in motor neurons by NF-YA deletion and Grp78/94 downregulation. Although motor neurons did not show Ub/p62 pathology, staining of the nuclear lamin suggested that

in NF-YA v-cko mice spinal and facial motor neurons positive for LacZ contained nuclei with abnormal morphologies when compared with LacZ-negative control cells (Fig. 3a,b). EM analysis of the spinal motor neurons
revealed that in contrast to the control motor neurons with round-shaped nuclei, the nuclei of v-cko motor neurons were relatively elongated with multiple indentations (Fig. 3c). EM analysis also identified other abnormalities
including cytosolic particles containing densely stained material, resembling lipid droplets, and aggregated ER
membranes (Fig. 3c, data not shown).
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We focused on the altered nuclear morphology because it could be clearly detected by lamin staining. We
examined the involvement of Grp78/94 downregulation in this altered morphology by injecting adeno-associated
virus (AAV) vector encoding EmGFP fused with miR RNAi for Grp78 and Grp94 (EmGFP-miR-Gpr78/94) in
brain stem to knock down both Grp78 and Grp94. The AAV for non-targeting miR RNAi sequence (NT-2) was
used as a control. EmGFP expression was observed in trigeminal motor neurons labeled with anti-ChAT (Fig. 4a).
We then confirmed effective downregulation of Grp78/94 using AAV miR vector in these neurons (Fig. 4b).
Interestingly, lamin staining revealed that in contrast to the NT-2 expressing neurons containing round-shaped
nuclei, the Grp78/94-knockdown neurons contained nuclei that were relatively small and elongated (Fig. 4c).
Image analysis of lamin stain by CellInsight revealed that the nuclei of Grp78/94-knockdown neurons were
smaller and more elongated than those of NT-2-expressing neurons at two weeks after injection, and these differences became more significant at four weeks (Fig. 4d,e). Taken together, these data indicate that knockdown
of Grp78/94 induced abnormal nuclear morphology in motor neurons, and they support the involvement of
Grp78/94 downregulation in motor neuron degeneration caused by NF-Y inactivation.
The lack of Ub/p62
accumulation and the loss of both ER chaperones in motor neurons suggest that NF-Y inactivation leads to
neuronal type–dependent pathologies in CNS neurons. To confirm this, we further inactivated NF-Y in other
types of neurons including striatal MSNs and cerebellar Purkinje cells. For this purpose, we used AAV vector encoding EmGFP fused with miR RNAi for NF-YA and NF-YC (EmGFP-miR-YA/YC)2 and injected
it into striatum. The AAV for EmGFP-miR-NT-2 was used as a control. The infected cells were detected
by GFP fluorescence in the striatum (Supplementary Fig. 4a). We confirmed reduced anti-NF-YA staining by AAV for miR-YA/YC but not by that for NT-2 in striatal MSNs (Fig. 5a), supporting gene knockdown by AAV vector. Notably, Ub accumulated diffusely whereas p62 accumulated as puncta in NF-YA/YC
knockdown cells (Fig. 5b and Supplementary Fig. 4b). Confocal analysis suggested that Ub co-localized with
KDEL rather than with p62 (Fig. 5c,d). Cytoplasmic accumulation of membrane proteins such as APP and
CPE was also observed (Supplementary Fig. 4c,d). In addition, the NF-YA/YC knockdown cells showed preferential reduction of Grp94 (Fig. 5e). Quantification revealed ~90% of knockdown cells lost Grp94 expression,
whereas around 30% of cells lost both Grp94 and Grp78 expressions (Fig. 5f). Thus, NF-YA/YC knockdown in
MSNs induced Ub/p62 accumulation and selective reduction of Grp94, which closely resembles the phenomena
observed in NF-YA-deletion pyramidal neurons2.
To obtain further insight, we next injected the AAV vectors in cerebellum. Relatively high EmGFP expression was observed in Purkinje cells (Supplementary Fig. 5a) and NF-YA signal was lost in the cells expressing
EmGFP-miR-YA/YC (Fig. 6a). We again observed accumulation of Ub and p62 (Fig. 6b and Supplementary
Fig. 5b), although the Ub staining was not diffuse as in striatal neurons; the Ub puncta clearly co-localized with
p62 rather than with KDEL (Fig. 6c,d). APP and CPE also accumulated in these Purkinje cells (Supplementary
Fig. 5c,d). We then observed preferential downregulation of Grp94 in NF-YA/YC knockdown Purkinje cells
(Fig. 6e,f). Collectively, these observations indicate that, as seen in cerebral pyramidal neurons, NF-Y inactivation
induces Ub/p62 pathology with selective Grp94 downregulation in MSNs and Purkinje cells.

Ub/p62 accumulation in striatal and cerebellar neurons upon NF-Y inactivation.

Additional downregulation of Grp78 suppressed Ub accumulation induced by NF-Y inactivation
in striatal neurons. Induction of Ub/p62 accumulation but slight downregulation of Grp78 in MSNs and

Purkinje cells after NF-YA/YC knockdown led us hypothesize that difference in Grp78 expression determines
the pathological phenotype caused by NF-Y inactivation. If so, additional downregulation of Grp78 in these
neurons after NF-Y inactivation could suppress Ub/p62 pathology. To clarify this, AAV vector for miR-Grp78 or
-NT-2 was co-injected with the vector for miR-YA/YC in striata of wild type mice. Compared with the miR-NT2-co-injected controls that induced distinct Ub accumulation, co-injection of miR-Grp78 suppressed Ub accumulation in striatal neurons (Fig. 7a,b). Quantification revealed clear reduction of Ub-positive cells by additional
Grp78 knockdown compared with the controls (Fig. 7c). These data indicate that Grp78 downregulation suppressed Ub pathology caused by NF-Y inactivation in striatal neurons, and imply that Grp78 is one of the critical
factor mediating differential pathologies in CNS neurons after NF-Y inactivation (Fig. 7d).

Discussion

Although previous studies clarified significance of NF-Y in neuronal maintenance, degeneration and differentiation2,6,19–21, whether the ubiquitous NF-Y has a conserved role in multiple CNS neurons remains unclear. By
region-specific inactivation of NF-Y in adult mice CNS, we here observed neuronal type-specific neuropathologies in different CNS neurons (Fig. 7d); the NF-Y inactivation in striatal MSNs and cerebellar Purkinje cells led to
cytoplasmic accumulation of Ub and p62, but not in somatomotor neurons. Subsequent analysis focusing on ER
chaperones revealed that MSNs and Purkinje cells lost only Grp94 whereas motor neurons lost both Grp78 and
Grp94. We further showed that knockdown of both Grp78 and Grp94 in motor neurons recapitulated the nuclear
pathology observed by NF-YA knockout, suggesting involvement of their downregulation in the motor neuron degeneration. Importantly, in striatal MSNs additional downregulation of Grp78 suppressed Ub pathology
induced by NF-Y inactivation, implying a critical role of Grp78 in mediating different neuropathologies in the
CNS. These data indicate that NF-Y has cell type-specific roles in protein homeostasis and neuronal maintenance
by regulating different sets of ER chaperones in the CNS (Fig. 7d).
So why did motor neurons show distinct neuropathologies compared with other types of neurons?
Considering the central roles of Grp78 in ER function and the stress response29–31, we speculate that additional
loss of Grp78 in motor neurons would be deleterious for cells and may induce a kind of acute neurodegeneration
without abnormal protein accumulation. Regarding the selective regulation of Grp78 expression, a difference in
NF-Y binding may not be the reason because NF-Y binding to the Grp78 promoter was broadly observed, even
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Figure 4. Knockdown of both Grp78 and Grp94 induces nuclear morphological alteration in trigeminal
motor neurons. Mixed AAVs for EmGFP-miR-Grp78 and -Grp94 or AAV for EmGFP-miR-NT-2 (non targeting
control) was injected into trigeminal nuclei of brain stem in wild type B6 mice. Mice were fixed at 2 weeks after
injection and coronal sections were stained with indicated antibodies. (a) Co-staining of the sections of AAVEmGFP-miR-NT-2-injected brain with GFP and ChAT. A portion of the ChAT-positive trigeminal motor
neurons was expressing EmGFP. (b) Loss of both Grp78 and Grp94 in EmGFP-positive, miR-Grp78/Grp94expressing trigeminal motor neurons. (c) Altered nuclear morphology by expression of miR-Grp78/Grp94 but
not by that of NT-2. (d,e) Quantification of nuclear area (d) and elongation (ratio of long to short axis) (e) in the
EmGFP-positive motor neurons of trigeminal nuclei at two or four weeks after AAV injection (n means number
of analyzed cells). As for nuclear area, ratios to control (NT-2-expressing cells) are shown. The data are plotted in
a box (25–75th percentile) and whisker chart. For statistical analysis we used ANOVA and t-test for data from two
and four weeks, respectively (*P < 0.05, **P < 0.01, ***P < 0.001). Scale bars are 200 µm (a) and 40 µm (b,c).
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Figure 5. Knockdown of NF-YA and NF-YC in striatal medium spiny neurons induces Ub accumulation.
AAV encoding EmGFP fused with miR-YA/YC (tandem miR RNAs against NF-YA and NF-YC) or NT-2 (nontargeting control) was injected into striatum of wild type B6 mice. Mice were fixed at 3 weeks (a,e) or 6 weeks
(b–d) after injection and coronal sections were stained with antibodies as indicated. (a) Co-stain of the sections
with NF-YA and GFP. Nuclear NF-YA signals were reduced in GFP-positive, NF-YA/NF-YC-knockdown MSNs.
(b) Accumulation of Ub and p62 in MSNs by knockdown of NF-YA/NF-YC. (c,d) Co-staining of the sections of
EmGFP-miR-YA/YC-injected brain with Ub and p62 or KDEL. Note the co-localization of Ub with KDEL but
not with p62 in MSNs. (e) Co-staining of the sections with GFP, Grp94 and Grp78. Grp94 but not Grp78 was
preferentially reduced in GFP-positive, NF-YA/NF-YC-knockdown cells. (f) Quantification of cells negative
for Grp94 and/or Grp78 staining among the GFP-positive cells. Values are means of two (NT-2) or four (YAYC) experiments. Note that Grp94 was lost around 90% of the NF-YA/NF-YC-knockdown cells despite loss of
Grp78 in 30% of the cells. Scale bars are 50 µm (a), 20 µm (b,e) and 10 µm (c,d).

in the mouse cortex2 where NF-Y inactivation did not induce distinct Grp78 downregulation. Interestingly, by
checking in situ hybridization data of Allen Brain Atlas (http://www.brain-map.org/)32, we noticed relative high
expression of mRNAs for Grp78 (Hspa5: 69735138) and Grp94 (Hsp90b1: 79393537) in motor neurons of facial
and trigeminal nuclei in brain stem. In addition, our immunohistochemical analysis indicates relatively high
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Figure 6. Knockdown of NF-YA and NF-YC in cerebellar Purkinje cells induces Ub accumulation. AAV
encoding EmGFP fused with miR-YA/YC (tandem miR RNAs against NF-YA and NF-YC) or NT-2 (nontargeting control) was injected into cerebellum of wild type B6 mice. Mice were fixed at 2 weeks after injection
and coronal sections were stained with antibodies as indicated. (a) Co-stain of the sections with NF-YA and
GFP. Nuclear NF-YA signals were reduced in GFP-positive, NF-YA/NF-YC-knockdown Purkinje cells.
(b) Accumulation of Ub and p62 in Purkinje cells by knockdown of NF-YA/NF-YC. (c,d) The sections of
EmGFP-miR-YA/YC-injected brain were co-stained with Ub and p62 (c) or KDEL (d). Note the co-localization
of Ub with p62 rather than with KDLE in Purkinje cells. (e) Co-staining of the sections with GFP, Grp94 and
Grp78. Grp94 but not Grp78 was preferentially reduced in GFP-positive, NF-YA/NF-YC-knockdown cells.
(f) Quantification of the cells negative for Grp94 and/or Grp78 staining among the GFP-positive cells. Values
are means of two experiments. Note that Grp94 was lost around 90% of the NF-YA/NF-YC-knockdown cells
despite loss of Grp78 in 30% of the cells. The Purkinje cells are indicated by arrowheads. Scale bars are 50 µm
(a), 20 µm (b,e) and 10 µm (c,d).

levels of Grp78/94 proteins in brain stem motor neurons compared with the neurons in cortex, striatum and
cerebellum (data not shown). These data suggest that motor neurons show higher expression of Grp78/94 among
the CNS neurons we examined. Thus, the underlying mechanism for expression of these ER chaperones may be
different in motor neurons and NF-Y might be actively involved in this, which may lead to differential downregulation of these proteins after NF-Y inactivation in the CNS.
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Figure 7. Suppression of Ub accumulation by additional knockdown of Grp78 in NF-YA/NF-YC
knockdown striatal neurons. (a) AAV-EmGFP-miR-YA/YC was mixed with AAV-EmGFP-miR-NT-2 or
-Grp78 at the ratio of 1:1 and was bilaterally injected into striata of wild type B6 mice. Mice were fixed at
3 weeks after injection and processed for cryosectioning in the coronal plane. Sequential sections were used for
staining with anti-GFP and Ub antibodies. (b) Enlarged images of boxed regions in (a). Note the suppression
of Ub accumulation induced by NF-YA/NF-YC knockdown by additional knockdown Grp78. (c) Number of
cells positive for GFP or Ub on the sections were counted and ratios of Ub-positive cells to GFP-positive cells
were calculated. More than 1900 of GFP-positive cells were counted for each mouse. Values are means + s.d. of
three mice data (*P < 0.05, t-test). (d) Summary of the pathological responses upon NF-Y inactivation in CNS
neurons. Our previous data of NF-YA deletion in pyramidal neurons of cortex (Cor) and hippocampus (Hpc)
were included2. Similar to the pyramidal neurons, MSNs in striatum (Str) and Purkinje cells in cerebellum (Cbl)
showed selective downregulation of Grp94 and accumulation of Ub, p62 and membrane proteins including APP
and CPE. A slight difference was observed for the Ub accumulation pattern among these neurons. In contrast,
the motor neurons in spinal cord (SC) and brain stem (BS) showed downregulation of both Grp78/94 ER
chaperones and no accumulation of Ub, p62 or membrane proteins. The Ub accumulation in MSNs induced by
NF-Y inactivation was suppressed by additional downregulation of Grp78.

Notably, Grp78 downregulation upon NF-Y inactivation is also reported in several cultured cell lines27,28, suggesting dependency of Grp78 expression on NF-Y is different among the cell types and other transcription factors
may contribute Grp78 expression in the neurons other than motor neurons. Indeed, HSF1, a critical regulator
for stress-induced expression of cytoplasmic chaperones such as HSP70 has been reported to be differentially
expressed in CNS neurons33. Precise analysis focusing on other transcription factors may lead to identification
of the mechanism underlying differential regulation of Grp78 expression. We further found that NF-YA knockout in motor neurons induced loss of PDI, an enzyme catalyzing disulfide bonds to mediate protein folding in
ER, implying that PDI expression is also regulated by NF-Y in motor neurons. This notion is supported by the
observations in other contexts that NF-Y binds to the PDI promoter in cultured cell line26 and NF-YA knockout
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downregulates PDI in mouse liver34. In contrast, the unaffected expression of the ER membrane protein Sec61β
suggests no global impairment of ER protein expression due to NF-YA deletion. Collectively, these observations
suggest that NF-Y is a crucial regulator for expression of multiple ER chaperones in motor neurons and its dysfunction may result in severe disruption of ER homeostasis, leading to neurodegeneration.
Although the differential downregulation of Grp78/94 could be a potential determinant of different neuropathologies in CNS neurons, how loss of Grp78/94 mediates motor neuronal pathologies such as abnormal
nuclear morphology remains unclear. In addition, it is still uncertain how NF-Y inactivation induces Ub/p62
accumulation on ER in the neurons with intact Grp78 expression, because downregulation of Grp94 is insufficient to induce their accumulation in cerebral pyramidal neurons2. Interestingly, the Ub pathology is variable
among the Grp78-remaining neurons; diffuse distribution in pyramidal and MSNs but punctate distribution in
Purkinje cells. Further studies focusing on NF-Y-downstream targets will be necessary to clarify the differential
pathologies of CNS neurons after NF-Y inactivation.
In summary, targeted disruption of NF-Y in mouse CNS neurons clarify the differential regulation of ER chaperone expression and neuronal maintenance by NF-Y. To our knowledge, this is the first report describing the cell
type-specific role of ubiquitous transcription factor in the CNS. Because neuronal significance has been reported
for other ubiquitous factors3–10, further studies focusing on these factors may provide additional mechanisms
underlying generation/maintenance of various types of neurons in the CNS. This could also lead to identification
of novel mechanisms underlying cell/tissue-specific degeneration often observed in many neurodegenerative
diseases and novel therapeutic targets for these diseases.

Methods

Mice. The mouse experiments were approved by the animal experiment committees at RIKEN Brain Science
Institute and Doshisha University. Mice were maintained and bred in accordance with guidelines of RIKEN and
Doshisha University. All methods were performed in accordance with the guidelines and regulations of RIKEN
and Doshisha University. The NF-YA flox mice13 were maintained on a C57BL6 (B6) background by mating with
female B6 mice. The motor neuron–specific VAChT-cre transgenic mice (VA-cre; Fast line) harboring a transgene
containing cre recombinase under the VAChT promoter24 were developed by Dr Misawa (Keio University) and Dr
Takahashi (Kyoto University) and provided by Dr Yamanaka (Nagoya University). RNZ (ROSA26-loxP-STOPloxP-nlsLacZ) mice25 were provided by Dr Itohara (RIKEN BSI). All mice were maintained on a B6 background.
For generation of motor neuron–specific NF-YA knockout mice, NF-YA flox/+; VA-cre; RNZ mice were first
generated and crossed with NF-YA flox/flox mice. The sequences of primers used for genotyping were described
previously2. The NF-YA knockout pups were obtained mostly at the expected Mendelian ratios. We used only
male mice for the experiments. The age of the mice used for analyses is described in the figure legends. For the
tremor test, the mice were placed in a suspended plastic box with an accelerometer (MVP-RF8-HC, MicroStone)
at the bottom. The motion of the mice was recorded for 3 min at a sampling rate of 1 kHz, and the recorded data
were transformed to amplitude at frequencies (0–100 Hz) by fast Fourier transform, as previously described35,36.
Primary antibodies for Grp78 (610978) and CPE (610758) were from BD (Transduction); GFAP
(Z0334) and Ub (Z0458) from DAKO; Grp94 (SPA-850), PDI (SPA-891) and Hsp40 (Hdj1) (SPA-400) from
Enzo; KDEL (PM059) and p62 (PM045) from MBL; APP (MAB348), ChAT (AB144P), Sec61β (07-205) and
Ub (MAB1510) from MILLIPORE; HSP 60 (K-19) (sc-1722), NF-YA (sc-10779), Hsp90α (sc-8262) and Hsp70
(W27) (sc-24) from Santa Cruz; GFP (ab13970) and LacZ (ab9361) from abcam; Iba1 (019-19741) from WAKO;
LacZ (200-4136) from Rockland; p62 (GP62-C) from PROGEN; Hsp40 (Hdj2) (MS-255-P) form Neomarkers;
Lamin A/C (2032) from Cell Signaling.

Antibodies.

Histological analysis. Mice were deeply anesthetized by peritoneal injection of tribromoethanol (Avertin),
and then perfused with 4% paraformaldehyde (PFA)/phosphate-buffered saline (PBS). Isolated spines and
brains were further fixed overnight with 4% PFA/PBS. The spinal cord was taken out at this point. After cryoprotection with 20% sucrose/PBS and freezing in tissue mount, the tissues were processed for cryosectioning (10–20 µm). For hematoxylin staining, the tissues were stained with Mayer’s Hematoxylin for 30–60 sec.
Immunohistochemistry and immunofluorescence analysis were performed as described previously8,37. Briefly, the
sections were autoclaved in 10 mM citrate buffer (pH 6.0) at 120 °C for 5 min, treated with 0.01% H2O2/methanol
at room temperature for 30 min and blocked with 5% skim milk/TBST (20 mM Tris–HCl, pH 8.0, 150 mM NaCl,
0.05% Tween20) for 1 hr. The sections were then incubated with a primary antibody diluted with TBST containing
0.1% bovine serum albumin (BSA) overnight at 4 °C. For immunohistochemistry, they were then incubated with
a secondary antibody conjugated with horseradish peroxidase (Vector), and then with ABC reagent (Vector),
followed by detection with diaminobenzidine (DAB). For immunofluorescence, the sections were incubated
with a secondary antibody conjugated with Alexa Fluor dyes (Molecular Probes). Images were obtained on a
CCD camera-equipped Olympus microscope (AX80), Keyence microscope (BZ-9000 and BZ-X710), Olympus
(FV1000) and Leica confocal system (TCS SP2 and SP5).
AAV vectors and stereotaxic injection. Tandem miR RNA expression vectors for YA/YC (NF-YA and
NF-YC), Grp94 (Grp94-1 and -5), Grp78 (Grp78-2 and -10) and a non-targeting control (NT-2) were generated using the pcDNA6.2-GW/EmGFP-miR vector (Invitrogen). In this system, miR RNA expression could
be monitored by EmGFP expression. The oligonucleotide sequences used for construction were described
previously2. The DNA regions encoding EmGFP-miR RNA were inserted into adeno-associated virus vector
(AAV1/2-CAG-WPRE-BGH-polyA) by GeneDetect. To inject AAVs into mouse brain38, 6-week-old wild-type
male B6 mice were first anesthetized by peritoneal injection of pentobarbital and placed in a stereotaxic apparatus
(Narishige). A total of 2.7–3.0 × 109 genomic particles of AAVs were injected through burr holes in the skull using
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a motorized microinjector equipped on the apparatus at the speed of 0.5 µl/min. For injection into striatum, the
syringe needle was placed at 0.3 mm anterior to the bregma, 2 mm lateral to the sagittal suture and 2.5 mm below
the skull surface. For injection into cerebellum, the needle was placed at 1.2–1.5 mm posterior to the lambda,
2 mm lateral to the sagittal suture and 1 mm below the skull surface. For injection into brain stem, the needle was
placed at 1.1 mm posterior to the lambda, 1 mm lateral to the sagittal suture and 4 mm below the skull surface.

Brain fractionation and Western Blot. Isolated spinal cords were suspended in RIPA buffer containing
20 mM Hepes at pH 7.2, 150 mM NaCl, 1 mM EDTA, 1x Complete, 1% triton X-100, 0.5% deoxycholate and
0.1% SDS with teflon homogenizer on ice. After sonication and quantification of protein concentration, the total
homogenates containing 1 mg protein (T) were subjected to ultracentrifugation at 50 krpm for 30 min at 4 °C with
TLA-55 rotor (Beckman). The supernatants (S1) were removed and pellets were suspended with buffer containing 500 U/ml DNaseI, 20 µg/ml RNaseA, 20 mM Tris HCl, pH 7.5, 5 mM MgCl2 and 1 mM CaCl2 and incubated
at 37 °C for 30 min. After centrifugation as above and removal of supernatants (S2), the pellets were sonicated
in 150 µl of 1% sarcosyl in RIPA buffer and centrifuged as above. After removal of the supernatants (S3), the
pellets were further solubilized with 4% sarcosyl in RIPA buffer (S4) as above. Remaining pellets (P) were then
solubilized with 100 µl of formic acid at 37 °C for 1 hr and dried by vacuum centrifugation. After boiling in SDS
sample buffer, these fractions (T, S1-S4 and P) were subjected to SDS-PAGE and Western blotting as described
previously39. Chemiluminescent signals were obtained and quantified using ImageQuant LAS-4000 (GE).
Electron microscopy (EM). For EM40, mice were perfused with 0.1 M phosphate buffer (pH 7.4) containing

2% PFA and 2.5% glutaraldehyde. Spinal cords were sectioned at 500 µm, osmicated with 1% OsO4 in phosphate
buffer, dehydrated through a gradient series of ethanol, and then embedded in epoxy resin (Epon 812, TAAB).
Semi-thin sections (500 nm thick) were first prepared and stained with toluidine blue. They were then processed
for ultra-thin sectioning (80 nm thick) with an ultramicrotome (Ultracut UCT or UC6, Leica), and collected on
200-mesh uncoated copper grids. After counterstaining with uranyl acetate and lead citrate, the sections were
examined with Hitachi HT7700 electron microscopy.

Cell image analysis. For quantitative analysis of ChAT-positive cells in cervical spinal cords, eight cryosections (20 µm thick) were stained with anti-ChAT and the number of stained cells per section was quantified.
For quantitative analysis of ER chaperone expression in motor neurons of cervical cords, cryosections from four
age-matched mice were co-stained with LacZ, Grp78 and Grp94. After obtaining confocal images, we picked up
all of the LacZ-positive cells and categorized them into three groups based on the staining of Grp94 or Grp78: no
signal (−), background level (+/−) or similar to control level (+). Ratios to total counted cells were shown. For
quantitative analysis of nuclear morphology in Grp78/94-knockdown trigeminal motor neurons, cryosections
containing trigeminal nuclei were stained with antibodies for GFP, lamin A/C and ChAT, and fluorescence images
were obtained by confocal microscopy. The images were then analyzed by Thermo Scientific CellInsight NXT to
quantify nuclear area and elongation (ratio of long to short axis) in the GFP-positive trigeminal motor neurons.
For quantitative analysis of GFP- or Ub-positive cells, the cells were first selected and quantified using ImageJ
software41.
For comparison between two sample groups, data were first analyzed by F-test. For
P < 0.05, the data were analyzed by unpaired Student’s t-test (two-tailed); otherwise data were analyzed by Welch’s
t-test (two-tailed). For multiple comparisons, the data were analyzed by one-way analysis of variance (ANOVA)
using Prism software. Tukey’s test was performed for post-hoc tests. We considered the difference between comparisons to be significant when P < 0.05 for all statistical analyses. No data points were excluded in the analysis.
All of the experiments were successfully repeated at least two times.

Statistical analysis.
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