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Histone deacetylase 3 (HDAC3) plays an important role in
signal-dependent transcription and is dysregulated in diseases
such as cancer. Previous studies have shown that the function
of HDAC3 requires an activation step, which is mediated by the
interactions of HDAC3 with the deacetylase-activation domain
(DAD) of nuclear receptor corepressors and inositol tetra-
phosphate (IP4). However, the role of the unique HDAC3 C-
terminal region in HDAC3 activation is elusive. Here multiple
biochemical, structural, and functional studies show that
HDAC3 activation requires a priming step mediated by the C
terminus to remodel HDAC3 conformation. We show that
multiple C-terminal mutations prevent HDAC3 activation by
preventing this C terminus–dependent conformational change.
Mechanistically, we demonstrate that the C terminus–
mediated function in altering HDAC3 conformation is
required for proper complex formation of HDAC3 with DAD
and IP4 by allowing HDAC3 to undergo IP4-dependent inter-
action with DAD. Remarkably, we found that this C terminus
function is conformation dependent, being necessary for
HDAC3 activation prior to but not after the conformational
change. Together, our study defines two functional states of
free HDAC3, reveals the complete HDAC3 activation pathway,
and links the C terminus function to the specific interaction
between HDAC3 and DAD. These results also have implica-
tions in how signaling pathways may converge on the C ter-
minus to regulate HDAC3 and suggest that the C terminus–
mediated conformational change could represent a new
target for inhibiting HDAC3 in diseases such as cancer.

In eukaryotic cells, histones are modified to regulate gene
transcription (1). One such modification is acetylation of lysine
residues of histones, which is controlled by histone acetyl-
transferases and histone deacetylases (HDACs) (2–4). Histone
acetyltransferases acetylate lysine residues to activate tran-
scription, whereas HDACs catalyze the reverse reaction, which
is generally involved in transcriptional repression. The 18
mammalian HDACs can be divided into four classes. Class I
HDACs (HDAC1, 2, 3, and 8) belong to the ubiquitously
expressed, zinc-dependent deacetylases that are composed of a
single HDAC domain and whose main function is to repress
transcription. Class I HDACs are homologous to HDLP, a
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histone deacetylase–like protein expressed in a hyperthermo-
philic bacterium Aquifex aeolicus (5), suggesting that
mammalian class I HDACs and the bacterial HDLP evolved
from the same ancestor protein.

HDAC1, 2, and 3 are components of distinct multiprotein
complexes (6). HDAC1 and HDAC2 are shared subunits of
NURD, CoREST, Sin3, and other complexes, whereas HDAC3
is uniquely present in the multiprotein complex containing
nuclear receptor corepressors (CoRs), including NCoR and
silencing mediator of retinoic acid and thyroid hormone re-
ceptor (SMRT) (7, 8). These complexes also contain different
SWI3, ADA2, NCoR or SMRT, and TFIIIB homology (SANT)
domain proteins, which bind to and enhance the enzymatic
activity of HDACs (9–12). Free HDAC3 is thought to have
minimal HDAC activity, whereas its interaction with the
conserved SANT domain–containing deacetylase-activation
domain (DAD) of NCoR/SMRT activates the latent enzy-
matic activity of HDAC3 (13–16). Binding of HDAC3 to CoRs
also confers HDAC3 with the ability to regulate signal-
dependent transcription (17). Dysregulation of the HDAC3-
dependent gene transcription is associated with various dis-
eases such as cancer (18).

The HDAC3–DAD complex also contains inositol tetra-
phosphate (IP4) acting as a regulatory and structural compo-
nent (11). HDAC3 simultaneously binds to DAD and IP4 in part
through its N-terminal residues (amino acids 9–49), which form
H1, H2, L1, and S2 structures (H, helix; L, loop; S, strand).
Mutating Lys 25 in L1, which specifically binds to IP4, dimin-
ished DAD interaction and the deacetylase activity of HDAC3,
demonstrating the important intermolecular glue function of
IP4 (11). It has been proposed that IP4 and DAD interactions
with HDAC3 allosterically increase substrate accessibility of
HDAC3, resulting in HDAC3 activation (11, 19, 20). The active
site of HDAC3 has a tunnel-like structure formed by loops L1–
L7, as seen in HDLP and other class I HDACs (11, 19, 21–24).

HDAC3 contains a unique C-terminal region not conserved in
other HDACs (Fig. S1). Previous studies have provided evidence
that this C-terminal region contributes to the ability ofHDAC3 to
bind toDADand todeacetylate histones (13, 25, 26).However, the
underlying mechanisms are poorly understood. The C-terminal
region of HDAC3 is missing in the 3D structure of the HDAC3–
DAD–IP4 complex owing to proteolysis after complex formation
(11). This does not affect the conformation and activity of the
HDAC3 complex (11). Based on these results, we hypothesized
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A conformation-dependent C terminus role in HDAC3 activation
that the HDAC3 C terminus has a context-dependent function.
Supporting this idea,we showhere that theC terminus is required
for HDAC3 activation before but not after a C terminus–
dependent conformational change. C-terminal mutations pre-
vent this conformational change to prevent HDAC3 activation.
Mechanistically, we demonstrate that a C-terminus function is
required for proper complex formation ofHDAC3withDADand
IP4 by allowing HDAC3 to undergo IP4-dependent interaction
withDAD. This study clarifies the role of theHDAC3C terminus,
reveals the completeHDAC3activationpathway, and surprisingly
shows that the function of the unique C terminus is linked to the
specific interaction between HDAC3 and DAD.

Results

De novo C-terminal truncations abolish HDAC3 activation by
DAD and IP4

A reconstituted assay using recombinant proteins purified
from baculovirus-infected insect cells (Fig. S2) was set up to
Figure 1. De novo C-terminal truncations abolish HDAC3 activation by DA
IP4 are required for HDAC3 activation. D, autoradiographic HDAC assays show
DAD and IP4. E, autoradiographic HDAC assays show that removing the HDAC
preassembled HDAC3–DAD complex. F, western blot analyses of Caspase 7
antibody. The bottom panel shows Western blot of the indicated proteins u
translational removal of the C-terminal region does not affect the ability of
HDAC3(1–428) and HDAC3(1–411) had been pretreated with Caspase-7 to clea
agarose prior to the HDAC assay shown in the figure. In all figures except Figu
HDAC3 proteins. In D, E, and G, the location of the wildtype and mutant HDAC3
HDAC, histone deacetylase; IP4, inositol tetraphosphate; TSA, trichostatin A.
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facilitate the structure–function studies of HDAC3. We first
asked if IP4 is important for the deacetylase activity of the
HDAC3–DAD complex, which is known to be enzymatically
active (13, 25). Stripping IP4 using a high-salt exchange
method (9) reduced the activity of the complex (Fig. S3, lanes 2
versus 4), and this reduced activity was restored by exogenous
IP4 (Figs. 1A and S3). In Figure 1B, recombinant free HDAC3
was dose dependently activated by DAD and IP4. In Figure 1C,
Trichostatin A (TSA), an HDAC-specific inhibitor, was used to
mark the total acetyl-histone substrate level (lane 1), which
allowed us to show that all three components, HDAC3, DAD,
and IP4, were required to reconstitute a robust HDAC activity
(lane 5).

Using this assay, we compared FL (full-length)
HDAC3(1–428) and its C-terminally truncated derivatives,
including HDAC3(1–411) and HDAC3(1–391). Unlike the FL
protein, HDAC3(1–411) and HDAC3(1–391) cannot be acti-
vated by DAD and IP4 (Fig. 1D). HDAC3(1–370) harboring a
D and IP4. A–C, autoradiographic HDAC assays showing that both DAD and
ing that recombinant HDAC3 lacking the C terminus cannot be activated by
3 C-terminal region after complex formation does not affect the activity of a
-cleaved HDAC3(1–428) and HDAC3(1–411), using the anti-HDAC3-N N19
sing the N19 antibody. G, autoradiographic HDAC assays show that post-
free HDAC3 to be activated by DAD and IP4. In lanes 4 to 6 and 9 to 11,
ve the C-terminal tail. The C terminus was then depleted by anti-FLAG M2-
re 1F, the bottom panels show Coomassie Blue staining of core histones and
protein bands were marked by arrows. DAD, deacetylase-activation domain;



A conformation-dependent C terminus role in HDAC3 activation
larger C-terminal truncation showed a similar result (data not
shown).

Posttranslational removal of the C terminus from FL HDAC3
does not affect HDAC3 activation

It has been reported that caspase 7 cleaves HDAC3 at D391
in vivo and in vitro (27, 28). We thus used caspase 7 to cleave
the C-terminal region (amino acids 392–428) from both DAD-
bound HDAC3 (Fig. 1E) and recombinant free HDAC3
(Fig. S4).

Cleaving the C terminus from DAD-bound HDAC3 had no
effect on the HDAC activity of the complex (Fig. 1E), consis-
tent with the previous observation that proteolytic cleavage of
the C-terminal region also did not affect the activity of the
HDAC3–DAD–IP4 complex (11).

Cleaving the C terminus from HDAC3(1–428) and
HDAC3(1–411) both generated HDAC3(1–391) with the same
primary structure, designated as HDAC3(1–391)428Casp7 and
HDAC3(1–391)411Casp7, respectively (Fig. 1F). The C-terminal
tail was cleared from the reaction via anti-FLAG M2-agarose
depletion (Fig. S5).

Removing the C terminus from HDAC3(1–428) also had no
effect on its ability to be activated by DAD and IP4 (Fig. 1G, lanes
2–5). FL HDAC3 and HDAC3(1–391)428Casp7 were similarly
activated by DAD and IP4, showing a deacetylase activity far
greater than that of FL HDAC3 used at a reduced dose (lane 12).
Furthermore, TSA abolished the activity of HDAC3(1–391)428-
Casp7 (lane 6). Neither HDAC3(1–411) nor HDAC3(1–391)411-
Casp7was activated byDADand IP4 (lanes 7–10), andTSAhad no
effects on the activity of HDAC3(1–391)411Casp7 (lane 11).

A plausible explanation for these results is that a C
terminus–dependent conformational change is required for
DAD/IP4–mediated activation of HDAC3. HDAC3(1–411)
and HDAC3(1–391)411Casp7 have an inactive conformation,
which cannot be activated by DAD and IP4. The results also
indicate that the conformation of FL HDAC3 is stable and can
tolerate the loss of the C terminus for HDAC3 activation,
supporting the idea that the C terminus function is confor-
mation dependent.

FL HDAC3 has a partially active conformation

As the first step to explore the role of the C terminus in
regulating the conformation of HDAC3, we examined the
conformational changes of HDAC3 associated with activation
by comparing free FL HDAC3 and the HDAC3–DAD complex
using partial trypsin digestion assays.

Trypsin cleaved an N-terminal residue (which we determined
to be Lys 83, see below Fig. S6A) and a C-terminal residue near
amino acid 370 (Fig. 2A). These cleavages generated N1
(�10 kDa), C1 (�40 kDa), and N2 (�37 kDa) fragments, which
were detected by using an anti-HDAC3-N0 antibody (N-19)
(N1, N2) and an anti-FLAG antibody (C1) (Fig. 2A).

Compared with free HDAC3, the HDAC3–DAD complex
produced higher levels of N1 and C1 (Fig. 2B), suggesting that
active HDAC3 is more susceptible to trypsin digestion at the
N-terminal site. Consistently, the ratios of N1/FL (uncut
sample) and C1/FL were higher for HDAC3–DAD compared
with free HDAC3. N2 was absent in digested HDAC3–DAD,
indicating that complex formation protected the C-terminal
site from trypsin digestion. By mutating Lys 83 to Ala, we
mapped the N-terminal cleavage site to Lys 83 (Fig. S6A).

Compared with free HDAC3(1–411), free FL HDAC3 also
produced higher levels of N1 and C1 and lower levels of N2
(Fig. 2C). Consistently, the ratios of N1/FL, C1/FL, and N1/N2
were higher for FL HDAC3. This shows that, compared with
HDAC3(1–411), FL HDAC3 was also more susceptible to
trypsin cleavage at the N-terminal site and resistant to trypsin
cleavage at the C-terminal site. Preferential cleavage at the N-
terminal site was also observed in FL HDAC3 compared with
HDAC3(1–391) or HDAC3(1–370) (Fig. S6B). A similar result
was also obtained comparing FL HDAC3 with an HDAC3 C-
terminal point mutant (see below). We found that partial
trypsin digestion assays were sensitive to assay conditions. As a
result, cleavage efficiencies may vary between different ex-
periments. However, the results were comparable between
different samples in the same experiment.

Together, these results show that free FL HDAC3 indeed
has a different conformation from that of the C-terminal
mutants, supporting the hypothesis that the HDAC3 C ter-
minus regulates HDAC3 conformation to regulate HDAC3
activation. The results also show that the C terminus can drive
a conformational change similar to that associated with fully
activated HDAC3, albeit to a lesser extent.

HDAC3 conformational changes affect DAD/IP4–binding
surfaces and the active site

Since DAD/IP4–mediated activation and HDAC3 C termi-
nus produced similar conformational changes of HDAC3, we
next sought to locate the sites of these changes by performing
molecular dynamics simulation studies. Specifically, we
compared HDAC3 alone (referred to as HDAC3ΔC) and the
entire HDAC3–DAD–IP4 complex using the coordinates of
the complex (Protein Data Bank# 4A69) (11). Given that
HDAC3 in this structure lacks the C-terminal region
(377–428), the simulation of HDAC3ΔC should reflect the
conformational stability of the truncated HDAC3 that cannot
be activated by DAD and IP4. On the other hand, because
removing the C-terminal region of HDAC3 does not affect the
active conformation of crystalized HDAC3–DAD–IP4 com-
plex, the simulation result of this complex should reflect the
conformational stability of the active HDAC3.

Figure 3A shows the relative root-mean-square fluctuations
per residue between HDACΔC and HDAC3–DAD–IP4. The N-
terminal region of HDAC3ΔC was highly unstable compared
with HDAC3–DAD–IP4. Of note, this included helix H6 (amino
acids 78–88) surrounding the trypsin cleavage site Lys 83, which
explains why inactive HDAC3was resistant to trypsin cleavage at
Lys 83. Unstable conformation was also observed in the DAD/
IP4–binding surface (amino acids 9–49), including Lys 25 (11).
Intriguingly, most unstable regions in HDAC3ΔC were near
J. Biol. Chem. (2021) 297(4) 101192 3



Figure 2. Partial trypsin digestion analyses of free HDAC3(1–428), DAD-bound HDAC3(1–428) and free HDAC3(1-411). A, a diagram showing that
trypsin digests HDAC3 at N- and C-terminal sites. The generated N-terminus-containing fragments (N1 and N2) were detected by the anti-HDAC3 N-ter-
minus antibody (N-19). A C-terminus-containing fragment (C1) was detected by the anti-FLAG antibody via the C-terminus-fused FLAG tag. B, trypsin
digestion of free HDAC3 and HDAC3/DAD complex. C, trypsin cleavage of free HDAC3(1–428) and HDAC3(1–411). The bottom shows NIH-Image J-quantified
ratios of N1 versus N2, N1 versus the remaining uncut sample, or C1 versus the remaining uncut sample.

A conformation-dependent C terminus role in HDAC3 activation
DAD or IP4 and located at the same side of the substrate pocket
as DAD and IP4 (Fig. 3B, in red, Movie S1).

The opposite side was enriched with residues with a more
flexible conformation in the active state of HDAC3 (Fig. 3, A
and B, colored in blue). This included loop L5 (amino acids
195–211), which is near zinc and forms part of the wall of the
substrate pocket. The homologous residue of Phe 200 in
HDLP marks the narrowest portion of the substrate tunnel and
directly contacted TSA (21). When HDAC3 was aligned to
TSA/HDLP, we found that Phe 200 was also within contact
distance of TSA (3.917 Å from C15 and 4.023 Å from C14,
Fig. S7). Our finding is consistent with the induced fit model
4 J. Biol. Chem. (2021) 297(4) 101192
(29) and suggests that certain active site residues have a flex-
ible conformation in the active state of HDAC3. Lacking this
flexible conformation may render HDAC3 inactive.

Together, these results reveal that the active HDAC3
conformational changes affect DAD/IP4–binding surfaces
and the active site. Our finding that the N-terminal region is
unstable is consistent with the results from a similar study
reported previously (19). In addition, given that the active
site is relatively far from DAD and IP4, its observed
conformational changes are likely allosterically induced by
the conformational changes at the DAD and IP4-binding
sites.



Figure 3. Active conformational changes affect DAD/IP4 binding surfaces and the active site. A, relative RMSFs from AMBER molecular dynamics
studies between HDAC3ΔC and the HDAC3/DAD/IP4 complex. A positive value denotes unstable conformation in HDAC3ΔC and a negative value denotes
unstable conformation in the DAD/IP4-bound HDAC3. B, wall-eye (or relaxed) stereo images of HDAC3/DAD/IP4 complex highlighting conformational
differences between HDAC3ΔC and the DAD/IP4–bound HDAC3. Amino acids with greater than 0.145 Å differences in ΔRMSF (except the extreme C-
terminal amino acid 369–370) were colored in red for a positive ΔRMSF or blue for a negative ΔRMSF. The location of DAD, IP4, substrate cavity, zinc, L5, and
residues K25, K83, F199, and F200 and the orientations of N and C termini were also shown. The cutoff 0.145 Å was chosen based on the ΔRMSF plot (A) to
color only the major peak residues (including those in the N-terminal and active-site regions). DAD, deacetylase-activation domain; HDAC, histone
deacetylase; IP4, inositol tetraphosphate; RMSF, root-mean-square fluctuation.

A conformation-dependent C terminus role in HDAC3 activation
Evidence that free FL HDAC3 conformation is fundamentally
different from that of the activation-defective C-terminal
mutants

Although these conformational studies revealed measurable
changes of HDAC3 conformation, we have shown that FL and
the C-terminally truncated HDAC3 proteins have an all-or-
none ability to be activated by DAD and IP4, promoting us
to further explore their functional differences.

Given our trypsin digestion results showing that FL
HDAC3 has an intermediate conformation between the
completely inactive and fully active HDAC3, we wondered
if it has a partial deacetylase activity. This was tested by
using a sensitive liquid scintillation–based HDAC assay.
Because the N-19 antibody only recognizes the free form of
HDAC3 (25), we used N-19 to immunoprecipitate free
HDAC3 from Sf9 cells infected with HDAC3 baculovirus
alone or infected with both HDAC3 and DAD
baculoviruses. Of note, N-19 immunoprecipitated a higher
deacetylase activity from Sf9 cells expressing HDAC3 alone
(Fig. 4A, left, lane 2 versus 3). In contrast, the anti-FLAG
antibody, which recognized total HDAC3, immunoprecipi-
tated a higher deacetylase activity from Sf9 cells expressing
both HDAC3 and DAD (lane 5 versus 6). Given that most
HDAC3 in the HDAC3/DAD–coexpressing cells should
bind to DAD, these results further confirmed that N-19
recognized free HDAC3 and demonstrated that free
HDAC3 is indeed active as a deacetylase. Michaelis–
Menten analysis further showed that free FL HDAC3 fol-
lowed the typical Michaelis–Menten kinetics (Fig. S8). TSA
dramatically reduced the HDAC3 activity. Kinetic analysis
of the TSA inhibition data indicates that it is also a
competitive inhibitor for free HDAC3 (Fig. S8). This shows
that the canonical substrate-binding pocket is indeed open
in free HDAC3, which was occupied by TSA.
J. Biol. Chem. (2021) 297(4) 101192 5



Figure 4. Loss of the C terminus abolishes the basal HDAC activity of free HDAC3 and its IP4-dependent interaction with DAD. A, left, liquid-based
HDAC assays of N-19 and anti-FLAG immunoprecipitates derived from Sf9 cells infected with baculovirus expressing HDAC3 alone or both HDAC3 and DAD
(n = 2). Uninfected cells are used as the control. The results show mean + standard deviation. Right, liquid-based HDAC assays of FL and C-terminally
truncated HDAC3 as free proteins. The results show mean + standard deviation (n = 2 for BSA, n = 3 for other samples). ***p ≤ 0.001 between HDAC3(1–428)
and each of the other samples (two-tailed Student’s t test). B, pull-down of the indicated HDAC3 proteins by His-tagged DAD in the absence or presence of
IP4. HDAC3(1–428) is mixed with its caspase 7-cleaved product (left) or with recombinant HDAC3(1–391) (right). BSA, bovine serum albumin; DAD,
deacetylase-activation domain; HDAC, histone deacetylase; IP4, inositol tetraphosphate.

A conformation-dependent C terminus role in HDAC3 activation
Next, comparing free FL HDAC3 and its C-terminal mu-
tants showed that HDAC3(1–411), HDAC3(1–391), and
HDAC3(1–370) all lacked significant basal activities (Fig. 4A,
right). These functional assays thus show that the conforma-
tion of free FL HDAC3 is fundamentally different from that of
the C-terminal mutants, indicating that all mutants are unable
to pass a critical step in the conformational change of HDAC3
that is required for its deacetylase activity.
The C terminus is required for IP4-dependent HDAC3
interaction with DAD

Given that the N-terminal region is important for IP4-
dependent HDAC3 interaction with DAD (11), to gain further
insight into the mechanism by which the C terminus regulates
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HDAC3 activation, we examined IP4-dependent HDAC3
interaction with DAD. Specifically, given that recombinant
HDAC3(1–391), but not caspase 7-generated HDAC3(1–391),
failed to be activated by DAD and IP4, we compared recom-
binant HDAC3(1–391) and HDAC3(1–391)428Casp7 for their
abilities to undergo IP4-dependent DAD interaction, using free
FL HDAC3(1–428) as a control.

HDAC3(1–428) and HDAC3(1–391)428Casp7, but not the
recombinant HDAC3(1–391), were capable of mediating a
strong IP4-dependent interaction with DAD (Fig. 4B). The
weak interaction between HDAC3(1–391) and DAD has been
previously reported (25). We now show that this interaction
was not affected by IP4, indicating that HDAC3(1–391) forms
a nonfunctional complex with DAD, which explains why it
cannot be activated by DAD and IP4. On the other hand,



Figure 5. Sequence-dependent C terminus function and its requirement for DAD activation of HDAC3 in vivo. A, a diagram showing the location of
NEFY(411–414), which are mutated to AAAA in HDAC3-M1. Bottom, NEFY(411–414) is conserved across species. B, analysis of the conformational state of
HDAC3(1–428)-M1 by partial trypsin digestion assay, along with free WT HDAC3 (left) and the HDAC3–DAD complex (middle). C and D, HDAC activity assays
of HDAC3(1–428)-M1 along with the wildtype HDAC3 using liquid scintillation (C) and autoradiographic (D) HDAC assays. In C, the results show mean +
standard deviation (n = 3). ****p ≤ 0.0001 between HDAC3(1–428) and each of the other two samples (two-tailed Student’s t test). E, HEK293T cells are
transfected with a Gal4-dependent luciferase reporter along with expression plasmids for Gal4–DBD, Gal4–DAD, wildtype or mutant HDAC3 (n = 3). The y-
axis denotes fold repression of luciferase activities (Gal4–DBD/Gal4–DAD). The results show mean + standard deviation. ***p ≤ 0.001 between
HDAC3(1–428) and each of the other samples expressing Gal4–DAD (two-tailed Student’s t test). DAD, deacetylase-activation domain; DBD, DNA-binding
domain; HDAC, histone deacetylase; IP4, inositol tetraphosphate.

A conformation-dependent C terminus role in HDAC3 activation
HDAC3(1–391)428Casp7 showed a potent IP4-dependent DAD
interaction, explaining why it can be activated by DAD and
IP4. Thus, the C terminus–dependent conformational change
enables HDAC3 activation by enabling IP4-dependent inter-
action of HDAC3 with DAD.

The C-terminal function is sequence dependent

Given the highly conserved HDAC3 C-terminal sequence,
we hypothesized that its function should depend on specific
amino acid sequence. Aligning the different HDAC3 proteins
revealed a highly conserved region that includes
NEFY(411–414). We reasoned that NEFY may facilitate the C
terminus–dependent conformational change by mediating
various hydrophobic, hydrogen bond, or charged interactions.
We therefore tested the above hypothesis by mutating
NEFY(411–414) to Ala (Fig. 5A). Characterization of the
generated HDAC3(1–428)-M1 mutant showed that it indeed
had the inactive conformation. Partial trypsin digestion assays
J. Biol. Chem. (2021) 297(4) 101192 7
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showed that HDAC3(1–428)-M1 was resistant to trypsin
cleavage at the N-terminal site (Fig. 5B). Free WT (wildtype)
HDAC3 clearly showed an intermediate conformation
(Fig. 5B), providing further support of its partial deacetylase
activity. Additional analyses showed that HDAC3(1–428)-M1
lacked a basal HDAC activity (Fig. 5C) and cannot be activated
by DAD and IP4 (Fig. 5D).

The C terminus is required for HDAC3 activation by DAD
in vivo

Tovalidate the results in vivo, weused a cell-based assay, which
is capable of recapitulating DAD–HDAC3 complex-dependent
repression of luciferase gene transcription in vivo (25). Gal4–
DAD alone showed a modest repression activity (Fig. 5E),
consistent with its interaction with endogenous HDAC3 (25).
The activity of Gal4–DADwas significantly enhanced by ectopic
FL HDAC3(1–428) but not HDAC3(1–428)-M1 or
HDAC3(1–391) (Fig. 5E). Both HDAC3(1–428)-M1 and
HDAC3(1–391) were expressed in transfected HEK293T cells at
a level greater than that of endogenous HDAC3 (Fig. 5E and data
not shown). The relatively lower expression levels of these C-
terminal mutants compared with that of FL HDAC3 are consis-
tent with a role of the C terminus in stabilizing HDAC3 protein
expression (25). Together, these results are consistent with the
conclusion that the C terminus is also required for DAD activa-
tion of HDAC3 in vivo.

Discussion

This study revealed novel functions of the C terminus of
HDAC3 by showing that a previously unrecognized priming
step mediated by the C terminus–dependent conformational
change is required for DAD and IP4-mediated activation of
HDAC3 (Fig. 6). We show that free HDAC3 has two confor-
mational states. The inactive state cannot be directly activated
by DAD and IP4. Remodeling HDAC3 conformation by the C
terminus allows productive interaction between HDAC3 and
DAD/IP4, thus revealing the complete HDAC3 activation
pathway (Fig. 6). Our results also show that the conformational
Figure 6. A proposed model of the complete two-step HDAC3 activation
between HDAC3 C terminus and DAD/IP4. HDAC3 activation requires two d
primes HDAC3 by stabilizing the DAD/IP4–binding sites and by allosterically
poised for activation by DAD and IP4. Second, the primed HDAC3 is activated
red-colored stars represent unstable conformations of the DAD and IP4-binding
for binding by DAD and IP4. This is shown by the gray-colored ellipse and trian
shown on the right. For simplicity, the C terminus was not shown in these repr
histone deacetylase; IP4, inositol tetraphosphate.
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change is blocked by the C-terminal mutations, explaining why
these mutations prevent HDAC3 activation. The C terminus,
however, is dispensable after the priming step, indicating that
the HDAC3 conformation is stable after priming. This also
shows that DAD and IP4 can sense the conformational state of
HDAC3, which may be important for preventing premature
activation of HDAC3.

Intriguingly, both the HDAC3 C terminus and the DAD-
mediated interaction are unique to HDAC3. Our results thus
link the unique C terminus function of HDAC3 to its specific
interaction with DAD. HDAC3 may have evolved the specific
C-terminal region to allow its activation by DAD. This ex-
plains why HDLP and HDAC8 lack both a unique C-terminal
region and an activation mechanism similar to that conferred
by DAD. The different C-terminal regions of HDAC3 versus
HDAC1/2 may also specify which SANT-domain proteins
activate these HDACs. The HDAC3 C terminus only partially
activates HDAC3. These observations suggest that both the C
terminus– and the DAD-dependent steps and their cross talk
are important for HDAC3 during evolution, which is also
consistent with the highly conserved C terminus and DAD
sequences across species (Fig. 5A) (13, 14).

It has been suggested that free HDAC3 adopts different
conformations, most of which are inactive but shift toward the
active conformation upon binding to DAD and IP4 (19). We
show that removing the C terminus from free HDAC3 had no
effects on its ability to be activated by DAD and IP4, suggesting
that most (if not all) HDAC3 have the primed conformation
and are poised for activation.

It has been shown that chaperone-mediated folding of
HDAC3 is also required for DAD-mediated activation (15).
The present study shows that HDAC3 activation also requires
the C terminus–dependent conformational change. The rela-
tionship between folding and this C terminus function remains
to be explored in future studies. The chaperone-mediated
folding of HDAC3 is required for DAD interaction (15). We
have shown that the inactive HDAC3 lacking the C terminus
can still bind to DAD (Fig. 4B). Furthermore, the mammalian
pathway showing the different conformational states and cross talk
istinct steps that variably depend on the C terminus. First, the C terminus
enhancing the substrate accessibility, making HDAC3 partially active and
by DAD and IP4 in a C terminus–independent manner. In the left panel, the
sites. These conformations were stabilized after priming, making them ready
gle in the middle panel that match the shapes of DAD and IP4, respectively,
esentations. See text for details. DAD, deacetylase-activation domain; HDAC,
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HDAC8 lacks a specific C-terminal region but is enzymatically
active, suggesting that a unique C-terminal region is dispens-
able for the folding of the conserved HDAC domain. There-
fore, we favor the idea that the HDAC3 C terminus functions
at a step after folding to regulate HDAC3 conformation and
DAD interaction. This may allow the C terminus to play a
gatekeeper role in controlling HDAC3 activation, in a manner
analogous to the C terminus of nuclear receptors, whose
conformational change is also required for nuclear receptors
activation by regulating coregulator interactions (30). A reg-
ulatory role of the C terminus is also supported by the finding
that the C terminus is posttranslationally modified to regulate
HDAC3 function (see below).

Our results indicate that the function of the C terminus in
HDAC3 activation is attributed to its ability to regulate
HDAC3 conformation. Although these studies have mainly
characterized the HDAC3 proteins expressed in Sf9 cells,
multiple results support a similar function of the HDAC3 C
terminus in human cells. Recombinant HDAC3 C-terminal
mutants cannot be activated by DAD in HEK293T cells
(Fig. 5E). De novo C-terminal truncations also diminished the
deacetylase activity of the transfected HDAC3 mutant proteins
in HeLa cells (26). In contrast, losing the entire C terminus
from a preassembled HDAC3–DAD–IP4 complex in
HEK293T cells had no effect on the deacetylase activity of
HDAC3 or its ability to bind to DAD and IP4 (11). Our results
also show that the C terminus regulates HDAC3 and DAD
interaction. Consistent with a similar function of the C ter-
minus in human cells, we have previously shown that deleting
the C-terminal region of HDAC3 resulted in a misassembled
HDAC3–DAD complex in HEK293T cells that was both un-
stable and enzymatically inactive (25), consistent with our
finding that the C terminus is required for IP4-dependent
HDAC3 and DAD interaction (Fig. 4B).

How might the C terminus regulate HDAC3 conformation?
Given our finding that the C terminus stabilizes the N-ter-
minal conformation, one possibility is that the C terminus is
involved in the N-C interaction, as often found in various
other proteins (31–33). Supporting this idea, we have shown
that NEFY(411–414) is required for the C terminus–
dependent conformational change. Conceivably,
NEFY(411–414), possibly in conjunction with other C-termi-
nal sequences, may fold back and contact the N-terminal and/
or other regions to stabilize their conformation, allowing the
cooperative binding and activation of HDAC3 by DAD and
IP4. The fact that NEFY(411–414) is missing in all assayed C-
terminal mutants explains why none of these mutants can be
activated by DAD and IP4.

Conformational changes at the DAD-IP4–binding sites may
also allosterically affect the active site conformation, leading to
increased substrate accessibility. This explains why free FL
HDAC3, but not the C-terminal mutants, is enzymatically
active. An allosteric mechanism may also explain why the
primed HDAC3 conformation can tolerate the subsequent loss
of the C terminus. A partial deacetylase activity of free HDAC3
is surprising, given that HDAC3 is thought to strictly depend
on interactions with DAD and IP4 for its enzymatic activity
(13–16). However, previous studies may not completely
exclude the possibility that free HDAC3 is active. Many of
these studies were focused on comparing free HDAC3 with the
fully activated DAD–HDAC3–IP4 complex. In our studies, the
failure to detect a significant deacetylase activity of free
HDAC3 using the gel-based assay may be related to the lower
sensitivity of this assay and its less quantitative nature
compared with the liquid scintillation–based assay. Further-
more, other class I HDACs and HDLP are enzymatically active
as a free protein (21, 34). Therefore, HDAC3 may not be
fundamentally different from other class I HDACs regarding
the activity of free proteins as previously thought.

Consistent with our molecular dynamics simulation results,
a previous study (19) also observed the unstable conformations
of free HDAC3 at the N-terminal region including Lys 25 and
Lys 83. However, there are some differences between this
study and ours. In addition to the N-terminal region, this study
also found that L6 was unstable in HDAC3ΔC, albeit to a
lesser degree compared with the N terminus. On the other
hand, we found that L5 was unstable in the HDAC3–DAD–
IP4 complex. Both L5 and L6 are in close proximity to the
active site zinc. Therefore, these differences may be related to
the use of different methods to simulate the zinc center. The
previous study used a covalently bonded model, whereas ours
used a nonbonded cationic dummy atom method (35). Using a
nonbonded model may help reveal the unstable conformation
caused by DAD and IP4 on the active site. An unstable
conformation of L6 is still consistent with our model, sug-
gesting that such a conformation, and in conjunction with that
of the N-terminal region, may jointly contribute to the failure
of the inactive HDAC3 to properly bind to DAD and IP4. On
the other hand, our results are consistent with the induced fit
idea and suggest that a relaxed conformation of certain active
site residues is important for the deacetylase activity of
HDAC3.

The HDAC3 C terminus–dependent conformational change
may also serve as a target of upstream signaling pathways.
Phosphorylation of Ser 424 in HDAC3 enhances its deacety-
lase activity, whereas dephosphorylation at this serine residue
negatively regulates HDAC3 activity (36). Our study supports
the idea that phosphorylation/dephosphorylation of Ser 424
regulates HDAC3 activity by regulating HDAC3 conformation
(36). HDAC3 has also been shown to be cleaved at D391 under
certain stress conditions (27, 28). However, there are con-
flicting reports about the consequence of this cleavage on
HDAC3 functions (27, 28). These discrepancies may be
explained by the HDAC3 conformation. If cleavage occurs
prior to the conformational change, it should inactivate
HDAC3. Contrarily, if cleavage occurs after the conforma-
tional change, and if the conformation is also stable in vivo as
observed in vitro, it should not affect and may even increase
the activity of HDAC3. Conceivably, depleting the C terminus
may eliminate possible inhibitory effects conferred by un-
known factors or modifications associated with the C
terminus.

HDAC3 has been reported to have deacetylase-independent
functions (37–39). The literature thus far has supported the
J. Biol. Chem. (2021) 297(4) 101192 9
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idea that CoRs are required for both deacetylase-dependent
and deacetylase-independent functions of HDAC3 (16, 38).
Given that DAD is the main HDAC3-binding site of CoRs,
along with our finding that the C terminus is required for the
productive interaction between HDAC3 and DAD, targeting C
terminus–mediated conformational change may be a viable
strategy to inhibit the total function of HDAC3. Given that the
HDAC3 C terminus is not conserved in other HDACs, it may
be feasible to specifically inhibit the function of the HDAC3 C
terminus. This may achieve selective inhibition of HDAC3,
thus overcoming the limitation of current HDAC inhibitors.

Experimental procedures

Cell culture and luciferase assay

HEK293T cells were maintained in Dulbecco’s modified
Eagle’s medium with 10% FBS. Luciferase reporter assays were
performed in HEK293T cells seeded in 24-well plates. The
cells were transfected with equal total amounts of plasmids
using X-tremeGENE HP DNA Transfection Reagent (Milli-
poreSigma), and luciferase assays were performed 36 h later.
The specific amounts of plasmids used for transfection are
100 ng HDAC3 and HDAC3 mutants, 100 ng Gal4-DBD
(DNA-binding domain) and Gal4-DAD (deacetylase-activa-
tion domain from NCoR), and 25 ng Gal4-UASx5 luciferase
reporter. Luciferase units (Promega) were normalized to β-gal
(10 ng) activity, which served as an internal control for
normalization of the transfection efficiency. Fold repression
was relative to the luciferase activity observed with Gal4-
DBD–transfected cells. Results are presented as mean +
standard deviation from replicated samples in representative
experiments.

Chemicals and antibodies

Trichostatin A (TSA) and D-myo-inositol-1,4,5,6-
tetraphosphate (IP4(1,4,5,6)) were obtained from Cayman.
The anti-HDAC3-N0 N-19 antibody was from Santa Cruz
Biotechnology. Anti-FLAG M2-agarose and anti-FLAG anti-
body were from MilliporeSigma.

Protein expression

Recombinant proteins were expressed and purified from Sf9
insect cells following infection with pFastBac (Invitrogen) (25).
The expression vectors have been described (25) or con-
structed following standard molecular cloning and PCR tech-
niques. The mutations were confirmed by Sanger sequencing.
The mouse NCoR-derived DAD domain (mNCoR 389–498)
was purified via a C-terminal His tag. All other proteins were
purified via an in-frame C-terminal FLAG tag using anti-
FLAG M2-agarose beads (25).

Histone deacetylation activity assays

Xenopus histone was acetylated with 3H-acetyl CoA (Per-
kinElmer) using a recombinant p300 as previously described
(25). Unincorporated 3H-acetyl CoA was removed from p300-
acetylated histones by dialysis using Slide-A-Lyzer Midi
10 J. Biol. Chem. (2021) 297(4) 101192
Dialysis Units (3500 MWCO, MilliporeSigma) before being
used for histone deacetylation assay. Histone deacetylation
assays were carried out at 30 �C for 60 min using 100 ng of
WT (wildtype) or mutant HDAC3 proteins, 200 nM DAD, and
1 μM IP4 unless otherwise noted. For the gel-based assay, the
product was detected by autoradiography following poly-
acrylamide gel electrophoresis (PAGE). For the liquid-based
assay, ethyl acetate (MilliporeSigma) was used to extract the
released 3H-acetic acid, which was quantified by liquid
scintillation.

Caspase 7 expression, cleavage, and trypsin digestion assays

Recombinant active caspase 7 was expressed from a
pET23b-Casp7-His plasmid, kindly provided by Guy Salvesen
(Addgene plasmid # 11825; http://n2t.net/addgene:11825;
RRID: Addgene_11825). Caspase 7 cleavage assay was per-
formed at 37 �C for 1 h. Limited trypsin digestion assay was
performed at room temperature as described (40), and 400 ng
of WT or mutant HDAC3 proteins were used. Trypsin was
from ThermoFisher (Pierce Trypsin Protease).

Molecular dynamics simulation

Molecular dynamics simulation was performed using the
PMEMD module of the Amber 2018 simulation package (41).
The coordinates of HDAC3–DAD–IP4 (4A69) complex were
downloaded from Protein Data Bank (https://www.rcsb.org/)
and used as the initial state of HDAC3ΔC and the HDAC3–
DAD–IP4 complex. Amber ff99SBildn was used as the force
field. Protonation states were assigned by the H++ server (42)
and as described (19). A nonbonded cationic dummy atom
method (35) was used to simulate the zinc center, including its
coordinated His and a hydroxide that replaces the acetate
bound to zinc in the 3D structure of the complex. IP4 was
prepared using the Amber antechamber tool and subsequently
optimized using Gaussian (g16) with the B3LYP/6-31g* basic
set. Parameters of molecular dynamics simulation were similar
to those described in the previous study (19). The system was
first solvated in a 10.0 Å TIP3P box, and KCl was added to a
150 mM concentration. Energy minimization was performed,
followed by eight 150-ps steps of heating under the constant
volume (NVT) ensemble which increased the temperature
from 0 to 300 K. The system was then equilibrated under the
constant pressure (NPT) ensemble at the 300 K temperature
for 100 ps. All production runs were performed using a GTX-
1080Ti GPU under NVT at the 300 K temperature for 100 ns
with a 2-fs time step. Trajectories were analyzed using the
pytraj software (43) and further processed in R. Images were
prepared using the UCSF Chimera software (44).

Supporting information—This article contains supporting
information.

Author contributions—J. Z. conceptualization; J. L., C. G., C. R., and
J. Z. methodology; C. R. and J. Z. software; J. L., C. G., C. R., and J. Z.
validation; J. L., C. G., C. R., and J. Z. formal analysis; J. L., C. G., J. Z.,

http://n2t.net/addgene:11825
https://www.rcsb.org/


A conformation-dependent C terminus role in HDAC3 activation
and C. R. investigation; J. Z. resources; J. L., C. G., C. R., and J. Z.
data curation; J. Z. writing–original draft; J. L., C. G., C. R., and J. Z.
writing – review & editing; J. L., C. G., C. R., and J. Z. visualization; J.
Z. supervision; J. Z. project administration; J. Z. funding acquisition.

Funding and additional information—This work is supported by
National Institutes of Health Grants R21CA178513, President’s
Research fund from Saint Louis University, Siteman Investment
Program (SIP) Award from the Siteman Cancer Center at Barnes-
Jewish and Washington University School of Medicine (to J. Z.).
The content is solely the responsibility of the authors and does not
necessarily represent the official views of the National Institutes of
Health.

Conflict of interest—The authors declare that they have no conflicts
of interest with the contents of this article.

Abbreviations—The abbreviations used are: DAD, deacetylase-
activation domain; FL, full-length; HDAC, histone deacetylase;
HDLP, a histone deacetylase–like protein; IP4, inositol tetraphos-
phate; NCoR, nuclear receptor corepressor; SANT, SWI3, ADA2,
N-CoR or SMRT, and TFIIIB homology domain; SMRT, silencing
mediator of retinoic acid and thyroid hormone receptor; TSA, tri-
chostatin A.

References

1. Kuo, M. H., and Allis, C. D. (1998) Roles of histone acetyltransferases and
deacetylases in gene regulation. Bioessays 20, 615–626

2. Kuo, M. H., vom Baur, E., Struhl, K., and Allis, C. D. (2000) Gcn4 acti-
vator targets Gcn5 histone acetyltransferase to specific promoters inde-
pendently of transcription. Mol. Cell 6, 1309–1320

3. Yang, X. J., and Seto, E. (2007) HATs and HDACs: From structure,
function and regulation to novel strategies for therapy and prevention.
Oncogene 26, 5310–5318

4. Hassig, C. A., and Schreiber, S. L. (1997) Nuclear histone acetylases and
deacetylases and transcriptional regulation: HATs off to HDACs. Curr.
Opin. Chem. Biol. 1, 300–308

5. Leipe, D. D., and Landsman, D. (1997) Histone deacetylases, acetoin
utilization proteins and acetylpolyamine amidohydrolases are members of
an ancient protein superfamily. Nucleic Acids Res. 25, 3693–3697

6. Milazzo, G., Mercatelli, D., Di Muzio, G., Triboli, L., De Rosa, P., Perini,
G., and Giorgi, F. M. (2020) Histone deacetylases (HDACs): Evolution,
specificity, role in transcriptional complexes, and pharmacological
actionability. Genes (Basel) 11, 556

7. Guenther, M. G., Lane, W. S., Fischle, W., Verdin, E., Lazar, M. A., and
Shiekhattar, R. (2000) A core SMRT corepressor complex containing
HDAC3 and TBL1, a WD40-repeat protein linked to deafness. Genes Dev.
14, 1048–1057

8. Li, J., Wang, J., Nawaz, Z., Liu, J. M., Qin, J., and Wong, J. (2000) Both
corepressor proteins SMRT and N-CoR exist in large protein complexes
containing HDAC3. EMBO J. 19, 4342–4350

9. Millard, C. J., Watson, P. J., Celardo, I., Gordiyenko, Y., Cowley, S. M.,
Robinson, C. V., Fairall, L., and Schwabe, J. W. (2013) Class I HDACs
share a common mechanism of regulation by inositol phosphates. Mol.
Cell 51, 57–67

10. Watson, P. J., Millard, C. J., Riley, A. M., Robertson, N. S., Wright, L. C.,
Godage, H. Y., Cowley, S. M., Jamieson, A. G., Potter, B. V., and Schwabe,
J. W. (2016) Insights into the activation mechanism of class I HDAC
complexes by inositol phosphates. Nat. Commun. 7, 11262

11. Watson, P. J., Fairall, L., Santos, G. M., and Schwabe, J. W. (2012)
Structure of HDAC3 bound to co-repressor and inositol tetraphosphate.
Nature 481, 335–340

12. Millard, C. J., Watson, P. J., Fairall, L., and Schwabe, J. W. R. (2017)
Targeting class I histone deacetylases in a "complex" environment. Trends
Pharmacol. Sci. 38, 363–377
13. Guenther, M. G., Barak, O., and Lazar, M. A. (2001) The SMRT and N-
CoR corepressors are activating cofactors for histone deacetylase 3. Mol.
Cell Biol. 21, 6091–6101

14. Zhang, J., Kalkum, M., Chait, B. T., and Roeder, R. G. (2002) The N-CoR-
HDAC3 nuclear receptor corepressor complex inhibits the JNK pathway
through the integral subunit GPS2. Mol. Cell 9, 611–623

15. Guenther, M. G., Yu, J., Kao, G. D., Yen, T. J., and Lazar, M. A. (2002)
Assembly of the SMRT-histone deacetylase 3 repression complex re-
quires the TCP-1 ring complex. Genes Dev. 16, 3130–3135

16. You, S. H., Lim, H. W., Sun, Z., Broache, M., Won, K. J., and Lazar, M.
A. (2013) Nuclear receptor co-repressors are required for the histone-
deacetylase activity of HDAC3 in vivo. Nat. Struct. Mol. Biol. 20,
182–187

17. Emmett, M. J., and Lazar, M. A. (2019) Integrative regulation of physi-
ology by histone deacetylase 3. Nat. Rev. Mol. Cell Biol. 20, 102–115

18. Karagianni, P., and Wong, J. (2007) HDAC3: Taking the SMRT-N-
CoRrect road to repression. Oncogene 26, 5439–5449

19. Arrar, M., Turnham, R., Pierce, L., de Oliveira, C. A., and McCammon, J.
A. (2013) Structural insight into the separate roles of inositol tetra-
phosphate and deacetylase-activating domain in activation of histone
deacetylase 3. Protein Sci. 22, 83–92

20. Codina, A., Love, J. D., Li, Y., Lazar, M. A., Neuhaus, D., and Schwabe, J.
W. (2005) Structural insights into the interaction and activation of his-
tone deacetylase 3 by nuclear receptor corepressors. Proc. Natl. Acad. Sci.
U. S. A. 102, 6009–6014

21. Finnin, M. S., Donigian, J. R., Cohen, A., Richon, V. M., Rifkind, R. A.,
Marks, P. A., Breslow, R., and Pavletich, N. P. (1999) Structures of a
histone deacetylase homologue bound to the TSA and SAHA inhibitors.
Nature 401, 188–193

22. Somoza, J. R., Skene, R. J., Katz, B. A., Mol, C., Ho, J. D., Jennings, A. J.,
Luong, C., Arvai, A., Buggy, J. J., Chi, E., Tang, J., Sang, B. C., Verner, E.,
Wynands, R., Leahy, E. M., et al. (2004) Structural snapshots of human
HDAC8 provide insights into the class I histone deacetylases. Structure
12, 1325–1334

23. Lauffer, B. E., Mintzer, R., Fong, R., Mukund, S., Tam, C., Zilberleyb, I.,
Flicke, B., Ritscher, A., Fedorowicz, G., Vallero, R., Ortwine, D. F.,
Gunzner, J., Modrusan, Z., Neumann, L., Koth, C. M., et al. (2013)
Histone deacetylase (HDAC) inhibitor kinetic rate constants correlate
with cellular histone acetylation but not transcription and cell viability. J.
Biol. Chem. 288, 26926–26943

24. Vannini, A., Volpari, C., Filocamo, G., Casavola, E. C., Brunetti, M.,
Renzoni, D., Chakravarty, P., Paolini, C., De Francesco, R., Gallinari, P.,
Steinkuhler, C., and Di Marco, S. (2004) Crystal structure of a eukaryotic
zinc-dependent histone deacetylase, human HDAC8, complexed with a
hydroxamic acid inhibitor. Proc. Natl. Acad. Sci. U. S. A. 101, 15064–
15069

25. Guo, C., Gow, C. H., Li, Y., Gardner, A., Khan, S., and Zhang, J. (2012)
Regulated clearance of histone deacetylase 3 protects independent for-
mation of nuclear receptor corepressor complexes. J. Biol. Chem. 287,
12111–12120

26. Yang, W. M., Tsai, S. C., Wen, Y. D., Fejer, G., and Seto, E. (2002)
Functional domains of histone deacetylase-3. J. Biol. Chem. 277, 9447–
9454

27. Xia, Y., Wang, J., Liu, T. J., Yung, W. K., Hunter, T., and Lu, Z. (2007) c-
Jun downregulation by HDAC3-dependent transcriptional repression
promotes osmotic stress-induced cell apoptosis. Mol. Cell 25, 219–232

28. Escaffit, F., Vaute, O., Chevillard-Briet, M., Segui, B., Takami, Y.,
Nakayama, T., and Trouche, D. (2007) Cleavage and cytoplasmic reloc-
alization of histone deacetylase 3 are important for apoptosis progression.
Mol. Cell Biol. 27, 554–567

29. Sullivan, S. M., and Holyoak, T. (2008) Enzymes with lid-gated active sites
must operate by an induced fit mechanism instead of conformational
selection. Proc. Natl. Acad. Sci. U. S. A. 105, 13829–13834

30. Sever, R., and Glass, C. K. (2013) Signaling by nuclear receptors. Cold
Spring Harb. Perspect. Biol. 5, a016709

31. Krishna, M. M., and Englander, S. W. (2005) The N-terminal to C-ter-
minal motif in protein folding and function. Proc. Natl. Acad. Sci. U. S. A.
102, 1053–1058
J. Biol. Chem. (2021) 297(4) 101192 11

http://refhub.elsevier.com/S0021-9258(21)00994-7/sref1
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref1
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref2
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref2
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref2
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref3
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref3
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref3
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref4
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref4
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref4
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref5
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref5
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref5
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref6
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref6
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref6
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref6
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref7
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref7
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref7
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref7
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref8
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref8
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref8
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref9
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref9
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref9
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref9
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref10
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref10
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref10
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref10
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref11
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref11
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref11
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref12
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref12
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref12
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref13
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref13
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref13
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref14
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref14
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref14
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref15
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref15
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref15
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref16
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref16
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref16
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref16
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref17
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref17
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref18
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref18
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref19
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref19
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref19
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref19
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref20
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref20
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref20
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref20
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref21
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref21
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref21
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref21
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref22
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref22
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref22
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref22
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref22
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref23
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref23
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref23
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref23
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref23
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref23
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref24
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref24
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref24
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref24
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref24
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref24
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref25
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref25
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref25
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref25
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref26
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref26
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref26
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref27
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref27
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref27
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref28
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref28
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref28
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref28
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref29
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref29
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref29
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref30
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref30
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref31
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref31
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref31


A conformation-dependent C terminus role in HDAC3 activation
32. Shao, D., Rangwala, S. M., Bailey, S. T., Krakow, S. L., Reginato, M. J., and
Lazar, M. A. (1998) Interdomain communication regulating ligand
binding by PPAR-gamma. Nature 396, 377–380

33. He, B., Kemppainen, J. A., Voegel, J. J., Gronemeyer, H., andWilson, E. M.
(1999) Activation function 2 in the human androgen receptor ligand
binding domain mediates interdomain communication with the NH(2)-
terminal domain. J. Biol. Chem. 274, 37219–37225

34. Schultz, B. E., Misialek, S., Wu, J., Tang, J., Conn, M. T., Tahilramani, R.,
and Wong, L. (2004) Kinetics and comparative reactivity of human class I
and class IIb histone deacetylases. Biochemistry 43, 11083–11091

35. Pang, Y. P., Xu, K., Yazal, J. E., and Prendergas, F. G. (2000) Successful
molecular dynamics simulation of the zinc-bound farnesyltransferase
using the cationic dummy atom approach. Protein Sci. 9, 1857–1865

36. Zhang, X., Ozawa, Y., Lee, H., Wen, Y. D., Tan, T. H., Wadzinski, B. E.,
and Seto, E. (2005) Histone deacetylase 3 (HDAC3) activity is regulated
by interaction with protein serine/threonine phosphatase 4. Genes Dev.
19, 827–839

37. Nguyen, H. C. B., Adlanmerini, M., Hauck, A. K., and Lazar, M. A. (2020)
Dichotomous engagement of HDAC3 activity governs inflammatory re-
sponses. Nature 584, 286–290

38. Sun, Z., Feng, D., Fang, B., Mullican, S. E., You, S. H., Lim, H. W., Everett,
L. J., Nabel, C. S., Li, Y., Selvakumaran, V., Won, K. J., and Lazar, M. A.
12 J. Biol. Chem. (2021) 297(4) 101192
(2013) Deacetylase-independent function of HDAC3 in transcription and
metabolism requires nuclear receptor corepressor. Mol. Cell 52, 769–782

39. Lewandowski, S. L., Janardhan, H. P., and Trivedi, C. M. (2015) Histone
deacetylase 3 coordinates deacetylase-independent epigenetic silencing of
transforming growth factor-beta1 (TGF-beta1) to orchestrate second
heart field development. J. Biol. Chem. 290, 27067–27089

40. Zhang, J., Hu, X., and Lazar, M. A. (1999) A novel role for helix 12 of
retinoid X receptor in regulating repression. Mol. Cell Biol. 19, 6448–6457

41. Case, D. A., Ben-Shalom, I. Y., Brozell, S. R., Cerutti, D. S., Cheatham, I.,
T, E., Cruzeiro, V. W. D., Darden, T. A., Duke, R. E., Ghoreishi, D.,
Gilson, M. K., Gohlke, H., Goetz, A. W., Greene, D., Harris, R., et al.
(2018) AMBER 2018, University of California, San Francisco, CA

42. Gordon, J. C., Myers, J. B., Folta, T., Shoja, V., Heath, L. S., and Onufriev,
A. (2005) H++: A server for estimating pKas and adding missing hy-
drogens to macromolecules. Nucleic Acids Res. 33, W368–W371

43. Roe, D. R., and Cheatham, T. E., 3rd. (2013) PTRAJ and CPPTRAJ:
Software for processing and analysis of molecular dynamics trajectory
data. J. Chem. Theory Comput. 9, 3084–3095

44. Pettersen, E. F., Goddard, T. D., Huang, C. C., Couch, G. S., Greenblatt,
D. M., Meng, E. C., and Ferrin, T. E. (2004) UCSF Chimera–a visuali-
zation system for exploratory research and analysis. J. Comput. Chem. 25,
1605–1612

http://refhub.elsevier.com/S0021-9258(21)00994-7/sref32
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref32
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref32
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref33
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref33
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref33
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref33
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref34
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref34
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref34
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref35
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref35
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref35
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref36
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref36
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref36
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref36
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref37
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref37
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref37
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref38
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref38
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref38
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref38
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref39
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref39
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref39
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref39
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref40
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref40
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref41
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref41
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref41
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref41
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref42
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref42
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref42
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref43
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref43
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref43
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref44
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref44
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref44
http://refhub.elsevier.com/S0021-9258(21)00994-7/sref44

	A C terminus–dependent conformational change is required for HDAC3 activation by nuclear receptor corepressors
	Results
	De novo C-terminal truncations abolish HDAC3 activation by DAD and IP4
	Posttranslational removal of the C terminus from FL HDAC3 does not affect HDAC3 activation
	FL HDAC3 has a partially active conformation
	HDAC3 conformational changes affect DAD/IP4–binding surfaces and the active site
	Evidence that free FL HDAC3 conformation is fundamentally different from that of the activation-defective C-terminal mutants
	The C terminus is required for IP4-dependent HDAC3 interaction with DAD
	The C-terminal function is sequence dependent
	The C terminus is required for HDAC3 activation by DAD in vivo

	Discussion
	Experimental procedures
	Cell culture and luciferase assay
	Chemicals and antibodies
	Protein expression
	Histone deacetylation activity assays
	Caspase 7 expression, cleavage, and trypsin digestion assays
	Molecular dynamics simulation

	Supporting information
	Author contributions
	Funding and additional information
	References


