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Hematopoiesis & Hematopoietic Stem Cells

Introduction

Hematopoiesis, the generation of blood cells, is a multistep
differentiation process, which is controlled and maintained
by epigenetic mechanisms. Differentiation of pluripotent
hematopoietic stem cells (HSC) into lineage-specific progeni-
tors and specialized hematopoietic cell lineages is initiated by
external stimuli that induce chromatin modifications which
drive and maintain lineage-specific expression programs.1,2

The establishment of lineage-specific chromatin modifica-
tions is mediated by a host of chromatin-modifying enzymes
including Zn2+-dependent histone deacetylases (HDAC).
While histones were initially identified as HDAC-substrates,
many non-histone proteins have also been identified as sub-
strates, indicating that they act beyond chromatin modifica-
tions.3 HDAC are subdivided into three classes of which class
I HDAC (HDAC1, 2, 3, 8 and 10) are homologous to yeast
Rpd3.4-6 To exert their role as transcriptional regulators class I
HDAC are directed to genomic regulatory regions through
interactions with multi-protein complexes harboring DNA
binding proteins. HDAC1 and HDAC2 are primarily found in
biochemically distinct repressor complexes, Swi-independent
3 (SIN3), Nucleosome remodeling deacetylase complex
(NuRD), Co-repressor of REST (CoREST), Polycomb repres-
sor complex 2 (PRC2) and Mitotic histone deacetylase com-
plex (MiDAC).4,7 Class I HDAC have been implicated in
tumorigenesis as they are over-expressed in various tumor
types and interact with oncogenic fusion proteins and tumor
suppressors. Inhibitors of class I HDAC  were shown to
reduce (tumor) cell proliferation and have entered the clinic in
the treatment of hematopoietic malignancies8 and attracted
interest as therapeutics in the treatment of neurological disor-

ders9 and acquired immune deficiency syndrome.10 However,
patients treated with HDAC inhibitors often develop hema-
tologic side effects. To understand the mechanism of action of
these inhibitors, knowledge of the in vivo function of individ-
ual HDAC is required. Using mouse models carrying Hdac1
and Hdac2 conditional knock-out alleles, we previously iden-
tified a redundant function for Hdac1 and Hdac2 in
hematopoiesis. Dual loss of these histone deacetylases
throughout the bone marrow resulted in ablation of the
megakaryocyte and erythrocyte lineages accompanied by
anemia and thrombocytopenia.11 It did, however, remain
unclear whether Hdac1 and Hdac2 have functions in other
hematopoietic lineages and whether these functions are cell-
autonomous or due to a role in non-hematopoietic cells. In
addition, it is unclear which of the biochemically distinct
Hdac1/2 repressor complexes are involved in epigenetic pro-
gramming of hematopoietic lineages. Here, using mouse
models carrying conditional knock-out alleles for Hdac1,
Hdac2 and Sin3a, we showed an intrinsic and overlapping
function for Sin3a-associated Hdac1 and Hdac2 in
hematopoietic stem cell homeostasis. Moreover, mice
expressing only Hdac1 or Hdac2 at levels similar to those in
wild-type mice revealed that Hdac1 and Hdac2 contribute
differently to the total Hdac1/2 levels required for differenti-
ation of hematopoietic lineages.

Methods

Mice
Mice with conditional Hdac1 and Hdac2 knock-out alleles, such as

MxCre;Hdac1L/L;Hdac2L/L, have been described elsewhere.11,12 To delete
Hdac1 and/or Hdac2 in the hematopoietic system, we crossed the

©2014 Ferrata Storti Foundation. This is an open-access paper. doi:10.3324/haematol.2013.092643
The online version of this article has a Supplementary Appendix.
Manuscript received on June 11, 2013. Manuscript accepted on April 23, 2014.
Correspondence: j.dannenberg@nki.nl

Class I histone deacetylases are critical regulators of gene transcription by erasing lysine acetylation. Targeting his-
tone deacetylases using relative non-specific small molecule inhibitors is of major interest in the treatment of can-
cer, neurological disorders and acquired immune deficiency syndrome. Harnessing the therapeutic potential of his-
tone deacetylase inhibitors requires full knowledge of individual histone deacetylases in vivo. As hematologic
malignancies show increased sensitivity towards histone deacetylase inhibitors we targeted deletion of class I
Hdac1 and Hdac2 to hematopoietic cell lineages. Here, we show that Hdac1 and Hdac2 together control
hematopoietic stem cell homeostasis, in a cell-autonomous fashion. Simultaneous loss of Hdac1 and Hdac2 result-
ed in loss of hematopoietic stem cells and consequently bone marrow failure. Bone-marrow-specific deletion of
Sin3a, a major Hdac1/2 co-repressor, phenocopied loss of Hdac1 and Hdac2 indicating that Sin3a-associated
HDAC1/2-activity is essential for hematopoietic stem cell homeostasis. Although Hdac1 and Hdac2 show com-
pensatory and overlapping functions in hematopoiesis, mice expressing mono-allelic Hdac1 or Hdac2 revealed that
Hdac1 and Hdac2 contribute differently to the development of specific hematopoietic lineages.

Sin3a-associated Hdac1 and Hdac2 are essential for hematopoietic
stem cell homeostasis and contribute differentially to hematopoiesis
Marinus R. Heideman,1 Cesare Lancini,1 Natalie Proost,2 Eva Yanover,1 Heinz Jacobs,3 and Jan-Hermen Dannenberg1

1Division of Gene Regulation; 2Division of Molecular Genetics; and 3Division of Biological Stress Response, Netherlands Cancer
Institute, Amsterdam, the Netherlands

ABSTRACT



interferon-inducible MxCre allele13 onto an Hdac1L/L and/or Hdac2L/L

background. Cre-recombinase was induced in 6- to 8-week old
mice by intra-peritoneal injection of 5 x 300 μg pI:pC (Sigma),
every other day. The mice were sacrificed 4–10 days after the last
injection. Thymocyte and B-cell specific deletion of Hdac1 and
Hdac2 was obtained by intercrossing Hdac1 and/or Hdac2 condi-
tional knock-out alleles with Lck-Cre or Mb1-Cre transgenic
mice.14,15 All cohorts were in a mixed FVB/n, C57BL/6 and 129/Sv
background. All experiments were approved by a local ethical
committee and performed according to national guidelines.

Flow cytometry
Bone marrow cells were collected 8 days after the last pI;pC

injection. LSK cells and progenitors were stained as described pre-
viously16 with the following labeled antibodies: IL7Ra-biotin,
CD3-biotin, B220-biotin, CD11b-biotin, TER119-biotin and Ly6G-
biotin (eBioscience) followed by streptavidin-PerCP-Cy5.5, CD34-
FITC FcgRII/III-PE (eBioscience), ScaI-PacificBlue (Biolegend),
CD34-FITC, IL7Ra-PE, and c-kit-APC (BD Biosciences). B cells
were stained with CD19-APC, B220-Pacific Blue, c-Kit-PE, CD25-
PE and IgM-PE (BD Biosciences), myeloid cells with Gr1-PE and
CD11b-PerCP-Cy5.5, erythrocytes with CD71-FITC and TER119-
Pacific Blue, megakaryocytes with CD41-PE and T cells with
Thy1-PE, CD4-Pacific Blue, CD8-FITC, CD25-PerCP-Cy5.5,
CD44-APC and Tcrβ-APC. All experiments were performed using
a multi-color CyAn flow-cytometer (Beckman Coulter). Data were
analyzed with FlowJo software (Treestar).

Western blot analysis
Cells were lysed in RIPA buffer (20 mM Tris, pH7.5, 150 mM

sodium chloride, 1% Nonidet P-40, 0.5% sodium deoxycholate, 1
mM EDTA, 0.1% SDS) containing protease inhibitors (Roche),
phosphatase inhibitors, 5 μM trichostatin and 1 mM nicotinamide.
For western blots 20 μg of protein lysate were incubated with anti-
bodies against either Hdac1 (IMG-337, Imgenex), Hdac2 (SC-
7899, Santa Cruz Biotechnology), or γ-tubulin (T6557, Sigma) and
horseradish peroxidase-coupled secondary antibodies (Dako).
Western blots were stained with enhanced chemiluminescence
(Pierce), imaged, and quantified with ChemiDoc software
(BioRad).

Methylcellulose colony-forming assays 
Bone marrow cells or splenocytes were isolated 8 days after

pI;pC injection. To grow myeloid colonies 2x104 nucleated cells
were cultured with Methocult M3434 (Stem Cell Technologies).
To grow B-cell colonies, 5x104 nucleated bone marrow cells were
cultured with Methocult M3630 (Stem Cell Technologies).
Colonies were scored after 10 days.

Competitive bone marrow transfer 
Donor bone marrow cells were collected from experimental and

wild-type (WT) mice, mixed in a 1:1 ratio and injected into lethally
irradiated (2 x 5.5 Gy) recipient mice (n=5 per group). After 8
weeks, bone marrow reconstitution was analyzed by flow cytom-
etry using Ly5.1-PE and Ly5.2-FITC (BD Biosciences) antibodies.
Upon successful reconstitution, Cre-recombinase was induced by
intraperitoneal injection of 5 x 300 μg pI;pC, every other day. For
3 months, peripheral blood was monitored using Ly5.1-PE and
Ly5.2-FITC antibodies. After the experiment, HSC and progenitor
populations were analyzed by FACS.

RNA-sequencing of bone marrow hematopoietic stem
cells/progenitors 
RNA was isolated using Trizol from Lin-,c-Kit+/ScaI+- FACS-sort-

ed bone marrow cells. Samples were processed and sequenced

(RNA-seq) on an Illumina HiSeq2000 apparatus. Bioinformatic
analysis of RNA-seq reads was performed at the Genomics Core
facility.

Results

Hdac1 and Hdac2 are essential for early hematopoiesis
To determine the role of Hdac1 and Hdac2 in

hematopoietic development we previously developed a
mouse model allowing conditional inactivation of Hdac1
and Hdac2 in the bone marrow.11,12 In contrast to single
deletions, simultaneous deletion of Hdac1 and Hdac2 led
to rapid death due to severe anemia and thrombocytope-
nia, which was associated with a reduction of bone mar-
row cells.11,12 To provide a rationale for the hematopoietic
defects in mice lacking both Hdac1 and Hdac2
[MxCre+;Hdac1Δ/Δ;Hdac2Δ/Δ (DKO)] we analyzed their bone
marrow composition. In agreement with our previous
results,11 loss of either Hdac1 or Hdac2 did not affect the
number of splenocytes, thymocytes or bone marrow cells,
while compound loss of both deacetylases resulted in a
dramatic reduction in cellularity of these organs (Figure
1A, B). The reduction in bone-marrow cells in DKO mice
affected all major hematopoietic lineages and was associ-
ated with an increase in apoptotic bone marrow cells
(Figure 1C,D). These findings suggest that Hdac1 and
Hdac2 have a critical role early during hematopoiesis.
Indeed, hematopoietic progenitors and HSC were almost
completely ablated in DKO mice, while their numbers
remained normal in MxCre+;Hdac1Δ/Δ (Hdac1KO) and
MxCre+;Hdac2Δ/Δ (Hdac2KO) mice (Figure 1E). To exclude
that markers used for the identification of early
hematopoietic progenitors and HSC were deregulated in
cells lacking Hdac1 and Hdac2, we functionally assayed
bone marrow cells from WT and DKO mice using in vitro
colony assays in semi-solid medium. As indicated in
Figure 1F, simultaneous loss of Hdac1 and Hdac2 was
incompatible with the outgrowth of myeloid or pre-B-cell
colonies, strongly suggesting that Hdac1 and Hdac2 have
an essential and overlapping role in HSC homeostasis.

Cell-autonomous function of Hdac1 and Hdac2
in the maintenance of hematopoietic stem cells
Activation of Mx-promoter-driven Cre-recombinase

results in deletion of Hdac1 and Hdac2 in hematopoietic
and niche-supporting mesenchymal cells.13 To address
whether Hdac1 and Hdac2 have a cell-intrinsic function in
HSC or also a function in non-hematopoietic bone mar-
row cells we performed competitive bone marrow trans-
plantation assays. Non-induced MxCre+;Hdac1L/L;Hdac2L/L
bone marrow cells, carrying the Ly5.2+ cell surface marker,
were mixed with Ly5.1+ WT bone marrow cells in a 1:1
ratio and transplanted into lethally irradiated mice. As a
control we performed the same experiment using non-
induced Ly5.2+ MxCre+;Hdac1L/L or MxCre-;Hdac1L/LHdac2L/L
bone marrow cells mixed with Ly5.1+WT cells. Upon sta-
ble engraftment, determined through Ly5.2+ and Ly5.1+
flow cytometry of peripheral blood (Figure 2A,B), Cre-
recombinase mediated deletion of Hdac1 and Hdac2 was
induced by pI;pC injections. Long-term reconstituting
abilities of WT, Hdac1KO and DKO bone marrow cells
were determined by longitudinal FACS analysis of periph-
eral blood. This analysis revealed a progressive drop of
DKO cells (Figure 2B), while single loss of Hdac1 did not
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affect long-term reconstitution (Figure 2A). Furthermore,
analysis of mice transplanted with MxCre+;Hdac1L/L;Hdac2L/L
bone marrow revealed virtually no Ly5.2+ DKO progenitor
cells and HSC at the end of the experiment (Figure 2C).
The small remaining fraction of Ly5.2+ cells showed the
presence of non-recombined Hdac1 and Hdac2 conditional
knock-out alleles (Figure 2D), providing further support for
an essential role for Hdac1 and Hdac2 in long-term bone
marrow reconstitution. 
Gene expression analysis using RNA-Seq of sorted pro-

genitors and HSC from pI;pC-treated control and
MxCre+;Hdac1L/L;Hdac2L/L mice revealed that only a limited
set of genes were significantly (P-value <0.05, logFC
>0.58) deregulated upon loss of Hdac1/2 (Online
Supplementary Figure S1). Interestingly, one of the up-regu-
lated genes, Nuclear casein kinase and cyclin-dependent kinase
substrate 1 (Nucks1) correlated with the levels of Bax and
activated caspase-3, which are indicative of apoptosis.

Moreover, Nucks1 was up-regulated very early during
neuronal apoptosis in vitro.17 In contrast, the survival factor
Tumor protein translationally controlled 1 (Tpt1) was down-
regulated, further suggesting that Hdac1 and Hdac2 may
control genes to allow survival of HSC. Dermokine (Dmkn)
a gene which is biochemically linked to the Cripto-GRP78
regulatory signal in HSC,18,19 was down-regulated in
Hdac1/2 -deficient HSC/progenitors suggesting that
Hdac1/2 regulates HSC maintenance at least in part by
regulating Dmkn expression. In conclusion, these experi-
ments indicate that Hdac1 and Hdac2 collectively main-
tain HSC in a cell-autonomous manner.

Compensatory expression of Hdac2 in Hdac1-deficient
hematopoietic cells 
Since simultaneous loss of Hdac1 and Hdac2, in contrast

to loss of Hdac1 or Hdac2, did interfere with HSC home-
ostasis, our findings indicate functional redundancy
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Figure 1. Hdac1 and Hdac2 are collectively essential for hematopoiesis. (A) Splenocyte and thymocyte counts of the indicated groups (n=3
per group). (B) Quantification of bone marrow cells after erythrocyte lysis. (C) The bone marrow composition of WT, MxCre+;Hdac1Δ/Δ,
MxCre+;Hdac2Δ/Δ and DKO mice 8 days after the last pl:pC injection (n=3 per group). Bone marrow cells were isolated, quantified and stained
with labeled antibodies against CD11b and Gr-1 (myeloid cells), B220 and CD19 (B cells), TER119 (erythroid cells), CD41 (megakaryocytes)
and CD3 (T cells) and analyzed by flow cytometry. (D) Apoptosis in the bone marrow of control and DKO mice was analyzed by flow cytometry
using a labeled antibody against caspase-3. Histograms are representative of three experiments per group; the average and standard devia-
tion are presented on top. (E) Flow cytometric quantification of c-Kit+ cells (progenitors) and LSK (Lin-;c-Kit+;ScaI+) cells in the bone marrow of
WT and DKO mice (n=3 per group). (F) The number of myeloid and pre-B-cell colonies from bone marrow of WT and DKO mice cultured in
methylcellulose enriched with either 10 ng/mL interleukin--3, 10 ng/mL interleukin-6 and 50 ng/mL stem cell factor to induce myeloid dif-
ferentiation or with 10 ng/mL interleukin-7 to induce differentiation into pre-B cells.
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between Hdac1 and Hdac2 in this hematopoietic compart-
ment. Transcription-independent up-regulation of Hdac1
or Hdac2 protein levels in cells lacking Hdac2 or Hdac1
was observed in many cell types and could serve as a
mechanism for functional redundancy.11 Western blot
analysis revealed a significant up-regulation of Hdac2 pro-
tein levels in MxCre+;Hdac1Δ/Δ bone marrow, while Hdac1
levels remained unchanged in MxCre+;Hdac2Δ/Δ bone mar-
row (Figure 3A). These findings indicate that loss of Hdac1
in bone marrow can be counterbalanced by a compensa-
tory up-regulation of Hdac2 protein levels. In contrast, loss
of Hdac2 was not associated with an increase in Hdac1
suggesting that Hdac1 may have a more dominant role
than Hdac2 in hematopoiesis.

Hdac1/2 dosage determines normal hematopoiesis
To test this hypothesis we generated mice with mono-

allelic expression of Hdac1 (MxCre+;Hdac1+/Δ;Hdac2Δ/Δ) or
Hdac2 (MxCre+;Hdac1Δ/Δ;Hdac2+/Δ) in the bone marrow.
Under these conditions Hdac1 and Hdac2 expression lev-
els were similar to those of wild-type animals which
allowed us to compare the contribution of Hdac1 or
Hdac2 to independent hematopoietic lineages (Figure
3A). Previously, we showed that MxCre+;Hdac1Δ/Δ;Hdac2+/Δ
mice died within 8-12 days following Cre-recombinase
activation, which was associated with severe anemia and
thrombocytopenia11 (Figure 3B). Surprisingly,
MxCre+;Hdac1+/Δ;Hdac2Δ/Δ mice appeared macroscopically
normal and showed normal cellularity of bone marrow,
spleen and thymus (Figure 3C, Online Supplementary Figure
S2), indicating that mono-allelic expression of Hdac1,
without compensatory Hdac2 up-regulation, in contrast
to mono-allelic Hdac2 expression, is sufficient to allow
normal erythropoiesis and thrombocyte formation. In
summary, these results indicate that normal
hematopoiesis is controlled by total levels of Hdac1 and
Hdac2 in which Hdac1 plays a more dominant role during
erythropoiesis.

Differential effects of mono-allelic Hdac1 
or Hdac2 expression on hematopoietic lineages
To investigate the consequences of mono-allelic expres-

sion of Hdac1 or Hdac2 in hematopoietic lineages we ana-
lyzed bone marrow cellularity and composition in
MxCre+;Hdac1+/Δ;Hdac2Δ/Δ and MxCre+;Hdac1Δ/Δ;Hdac2+/Δ
mice. Contrasting with the situation in DKOmice, mono-
allelic expression of Hdac2 resulted in a 30% reduction of
bone marrow cells after erythrocyte lysis while mono-
allelic Hdac1 expression resulted in wild-type cell numbers
(Figure 3C). Interestingly, in contrast to myeloid
(Gr1+;Mac1+) cell counts, which were unaffected in both
genotypes, B-lymphocyte numbers were significantly
reduced by as much as 50% in both
MxCre+;Hdac1Δ/Δ;Hdac2+/Δ and MxCre+;Hdac1+/Δ;Hdac2Δ/Δ
mice as compared to control mice (Figure 3D). Colony-for-
mation assays confirmed these findings as the number of
pre-B-cell colonies were significantly reduced in animals
of both genotypes, while myeloid colony numbers
appeared unchanged (Figure 3E). Finally, erythroid cell
numbers were differently affected as we observed a dra-
matic reduction in erythropoietic cell numbers only in
MxCre+;Hdac1Δ/Δ,Hdac2+/Δ mice (Figure 3D), suggesting that
the observed anemia is caused by a defect in early erythro-
poiesis. Overall, these results imply a differential depend-
ency of myeloid, lymphoid and erythroid lineages on
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Figure 2. Hdac1 and Hdac2 have cell autonomous functions in HSC
maintenance. (A) Bone marrow cells from WT (Ly5.1+) and
MxCre+;Hdac1L/L (Ly5.1+/Ly5.2+) or MxCre-;Hdac1L/L (control) mice
were transplanted in a 1:1 ratio in lethally irradiated recipient mice.
Bone marrow reconstitution of Ly5.1+ and Ly5.1+/Ly5.2+ populations
was measured 8 weeks post-transplantation (left panel).
Subsequently, mice were injected five times with pI;pC (arrows right
panel). Ly5.1+/Ly5.2+ cells were monitored in the blood for 91 days
(right panel). The mean value of Ly5.1+Ly5.2+ cells was set at 100%
before pI;pC injection, (n=5 mice per group). (B) Bone marrow cells
from WT (Ly5.1+) and MxCre+;Hdac1L/LHdac2L/L (Ly5.2+) or MxCre-;
Hdac1L/LHdac2L/L (control) mice were transplanted in a 1:1 ratio in
lethally irradiated recipient mice. Bone marrow reconstitution of
Ly5.1+ and Ly5.2+ populations was measured 8 weeks post-trans-
plantation (left panel). Subsequently, mice were injected five times
with pI;pC (arrows right panel). Ly5.2+ cells were monitored in the
blood for 105 days (right panel). The mean value of Ly5.2+ cells was
set at 100% before pI;pC injection (n=5 mice per group). (C) At day
105 after the first pI:pC injection, mice were sacrificed and Ly5.2+

LSK in the bone marrow of the chimeras described in (B), were quan-
tified  by flow cytometry (n=3 per group). (D) After the competitive
bone marrow transfer described in (C), genomic DNA was isolated
from sorted Ly5.2+ cells and analyzed by polymerase chain reaction
for the presence of floxed and Δ alleles (right panel). 1-3 represents
bone marrow samples from three independent mice.
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Hdac1/2 dosage with a prominent role for Hdac1 in the
erythoid lineage

Critical function for Hdac1 early during erythropoiesis 
Defective erythropoiesis often leads to compensatory

expansion of hematopoietic tissue outside the bone marrow,
a phenomenon known as extramedullary hematopoiesis.20
Indeed, spleens in MxCre+;Hdac1Δ/Δ,Hdac2+/Δ mice were 2- to
3-fold larger than control spleens (Figure 4A); flow cytom-
etry showed that this enlargement was caused by an
increase in nucleated erythroid cells (Figure 4B,C). Colony
assays in semi-solid media revealed a significant increase
in colony numbers when using MxCre+;Hdac1Δ/Δ,Hdac2+/Δ
splenocytes (Figure 4D) indicating extramedullary
hematopoiesis. Finally, MxCre+;Hdac1Δ/Δ,Hdac2+/Δ liver sec-
tions revealed the presence of nucleated erythroid cells,
further confirming extramedullary hematopoiesis (Figure
4E). Despite the extramedullary hematopoiesis, erythro-
poiesis was not rescued in MxCre+;Hdac1Δ/Δ,Hdac2+/Δ mice,
as evidenced by the fatal anemia in these mice (Figure 3B).
In order to identify the cause of ineffective erythropoiesis
in MxCre+;Hdac1Δ/Δ,Hdac2+/Δ mice, we analyzed the differ-

ent stages (I-IV) of erythropoiesis using CD71 and Ter119
surface markers (Figure 4F). In contrast to mono-allelic
Hdac1 expression, mono-allelic expression of Hdac2
resulted in a profound reduction in basophilic (type II) and
polychromatic (type III) erythroblasts, while pro-ery-
throblasts (type I) and orthochromatic erythroblasts (type
IV) were only mildly affected (Figure 4F). As type IV ery-
throblasts in our FACS analysis also harbor long-lived enu-
cleated erythrocytes, we conclude that Hdac1 very likely
plays a critical function in the transition from type I to
type II erythroblasts, the phase in which erythroblasts
start to proliferate and expand. In summary, these data
reveal a differential requirement for Hdac1 and Hdac2 in
hematopoietic cell lineages as mono-allelic Hdac1 or
Hdac2 expression is sufficient to drive myeloid differenti-
ation while in B-lymphocytes such levels do not allow
normal differentiation (Figure 3D). Our observations with
mono-allelic expression of Hdac1 or Hdac2 in bone mar-
row indicate the importance of Hdac1 and Hdac2 dosage
for hematopoiesis, with Hdac1 and Hdac2 contributing
differentially in that Hdac1 plays a more dominant role
than Hdac2 in the erythroid lineage. 
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Figure 3. Hdac1 and Hdac2 do not compensate for each other equally in hematopoiesis. (A) Western blot analysis for Hdac1 and Hdac2 pro-
tein levels in the bone marrow of the mice with the indicated genotypes. Pictures are representative images of the results from three or more
independent mice. Tubulin was used a loading control. (B) Kaplan-Meier survival curves demonstrating the survival of WT,
MxCre+;Hdac1+/ΔHdac2Δ/Δ and MxCre+;Hdac1Δ/ΔHdac2+/Δ mice after five injections of pI;pC (at least 3 mice per group). (C) Quantification of ery-
throlysed bone marrow of indicated genotypes (n=3 mice per group). (D) Number of bone marrow cells after erythrocyte lysis of WT,
MxCre+;Hdac1+/ΔHdac2Δ/Δ and MxCre+;Hdac1Δ/ΔHdac2+/Δ mice (n=3 mice per group). Bone marrow cells were isolated, quantified and stained
with labeled antibodies against CD11b and Gr-1 (myeloid cells), B220 and CD19 (B cells), TER119 (erythroid cells), CD41 (megakaryocytes)
and CD3 (T cells) and analyzed by flow cytometry. (E) The number of pre-B-cell and myeloid colonies from bone marrow of WT,
MxCre+;Hdac1Δ/ΔHdac2+/Δ and MxCre+;Hdac1+/ΔHdac2Δ/Δ mice cultured in methylcellulose enriched with either 10 ng/mL interleukin-3, 10
ng/mL interleukin-6 and 50 ng/mL stem cell factor to induce myeloid differentiation or with 10 ng/mL interleukin-7 to induce differentiation
into pre-B cells. 
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Sin3a is essential for hematopoiesis
Our results identified an essential, intrinsic and overlap-

ping function for Hdac1 and Hdac2 in the maintenance of
HSC. As Hdac1/Hdac2 heterodimers provide the deacety-
lase activity of multi-protein transcription repressor com-
plexes, such as Mi-2/NuRD, CoREST and Sin3a,4 we
aimed to pinpoint the biochemical defined Hdac1/2 com-
plex contributing to hematopoietic development and HSC
maintenance. We, therefore, inactivated Sin3a in bone
marrow using a mouse model carrying Sin3a conditional
knock-out alleles21 and the MxCre transgene. Upon suc-
cessful deletion of Sin3a in bone marrow, mice became
moribund at approximately 14 days after the Cre-recombi-
nase induction (Figure 5A,B). Resembling the mice with
bone marrow-specific deletion of Hdac1 and Hdac2,
MxCre+;Sin3aΔ/Δ mice displayed features of anemia and
internal bleeding (data not shown). Indeed, peripheral blood
analysis showed a 4-fold reduction in red blood cells while
the number of thrombocytes was reduced 16-fold (Figure
5C). Assessment of thymus and spleen revealed a severe
decrease in the cellularity of these organs (Figure 5D).
Interestingly, in contrast to splenocytes, thymocyte num-
bers were reduced in a Sin3a dosage-dependent manner as

a result of apoptosis as evidenced by immunohistochemi-
cal staining for activated caspase-3 (Figure 5D,E). Similar
to the phenotype observed in MxCre+;Hdac1Δ/Δ;Hdac2Δ/Δ
(DKO) mice, histological examination of bone marrow
sections as well as total bone marrow cell counts revealed
a severe reduction in total cell numbers in MxCre+;Sin3aΔ/Δ
mice (Figure 6A).

Sin3a has a cell-autonomous function 
in hematopoietic stem cell maintenance
The overlapping phenotypes in MxCre+;Sin3aΔ/Δ and

DKO mice prompted us to analyze hematopoiesis in
MxCre+;Sin3aΔ/Δ mice in more detail. Indeed, like DKO
mice, MxCre+;Sin3aΔ/Δ mice displayed loss of all
hematopoietic lineages in the bone marrow, indicating a
defect early in hematopoiesis (Figure 6B). Importantly, c-
Kit-positive cells, which include HSC and their immediate
progenitors, were absent in Sin3a-deficient bone marrow
(Figure 6C,D). Consistently, MxCre+;Sin3aΔ/Δ bone marrow
was defective in generating myeloid and pre-B cell
colonies in in vitro colony assays, suggesting a role for
Sin3a in HSC maintenance (Figure 6E). To test whether
Sin3a has a cell-autonomous role in HSC we performed
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Figure 4. Erythropoiesis is severely affected only in MxCre+;Hdac1Δ/ΔHdac2+/Δ mice. (A) Three WT and three enlarged MxCre+;Hdac1Δ/ΔHdac2+/Δ

spleens. (B) Splenocyte numbers in WT and MxCre+;Hdac1Δ/ΔHdac2+/Δ mice (n=3 mice per group). (C) After erythrocyte lysis, which only affects
enucleated cells, the number of nucleated erythrocytes in spleens from WT and MxCre+;Hdac1Δ/ΔHdac2+/Δ mice was determined (n=3 mice per
group). (D) The number of myeloid colonies from spleen of WT and MxCre+;Hdac1Δ/ΔHdac2+/Δ mice cultured in methylcellulose enriched with
10 ng/mL interleukin-3, 10 ng/mL interleukin-6 and 50 ng/mL stem cell factor to induce myeloid differentiation. (E) Hematoxylin-eosin-
stained histological liver sections of pI;pC-treated  mice with indicated genotypes.  Only MxCre+;Hdac1Δ/ΔHdac2+/Δ livers showed the presence
of nucleated erythroid cells (F) Erythroid development in the bone marrow of WT, MxCre+;Hdac1Δ/ΔHdac2+/Δ mice was analyzed by flow cytom-
etry using the labeled erythroid markers CD71 and Ter119. I, II, III and IV represent pro-erythroblasts, basophilic, polychromatic and orthochro-
matic erythroblasts, respectively (left panel). Absolute numbers are plotted (right panel). 
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competitive bone marrow transplantation assays. Long-
term reconstituting abilities of Ly5.2+MxCre+;Sin3aL/L bone
marrow cells were determined upon stable engraftment
and subsequent Cre-recombinase-mediated deletion of
Sin3A. Longitudinal analysis of peripheral blood revealed
a progressive drop of Sin3a-deficient Ly5.2+ cells (Figure
6F). Furthermore, virtually no Sin3A-deficient Ly5.2+ HSC
and progenitor cells were present in bone marrow at the
end of the experiment (Figure 6G). These findings indicate
a cell-autonomous role for Sin3a in HSC maintenance.
The similarity between the phenotypes observed in
MxCre+;Sin3aΔ/Δ and DKO mice strongly suggests that

Sin3a-associated Hdac1 and Hdac2 play an essential and
intrinsic role in HSC homeostasis.

Sin3a is essential for T- and B-lymphocyte development
Since Hdac1 and Hdac2 have overlapping functions in

the regulation of committed lineages such as T- and B-lym-
phocytes,22-24 it is possible that Sin3a mediates these func-
tions, although it is unknown whether this is the case. To
address this issue we specifically deleted Sin3a in thymo-
cytes and B-lymphocytes using the LckCre15 and Mb1-Cre
transgenic mice.14 As in a previous study,25 analysis of
LckCre+;Sin3aΔ/Δ mice revealed an almost complete absence
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Figure 5. Sin3A is essential for hematopoiesis.
(A) Northern blot analysis of Sin3A expression in
thymus, brain and bone marrow of WT,
MxCre+;Sin3A+/Δ and MxCre+;Sin3AΔ/Δ mice 48 h
after three injections of pI;pC (B) Kaplan-Meier
survival curves demonstrating survival of WT,
MxCre+;Sin3A+/Δ and MxCre+;Sin3AΔ/Δ mice after
five injections of pI;pC (at least 3 mice per
group). (C) Erythrocyte and thrombocyte num-
bers in peripheral blood of mice with the indi-
cated genotypes 1 week and 2 weeks after the
first of five injections of pI;pC. (D) Splenocyte
and thymocyte counts of mice with the indicat-
ed genotypes (n=3 per group). (E)
Immunohistochemistry on paraffin-embedded
tissue sections of thymi (cortex) from animals
with the indicated genotypes, using antibodies
against activated caspase-3. Sections were
counterstained with hematoxylin.
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of thymocytes (Figure 7A), predominantly due to a severe
reduction in CD4+;CD8+ (double-positive) thymocytes
(Figure 7B,C) and a significant increase in CD25+;CD44-
(DN3) thymocytes (Figure 7C,D). As these findings are
identical to those resulting from deletion of both Hdac1
and Hdac2 in thymocytes22 we conclude that Sin3a has an
intrinsic role in thymocyte development which is mediated

through an interaction with Hdac1 and Hdac2. B-cell-spe-
cific loss of Sin3a resulted in an almost complete absence
of B-lymphocytes in the bone marrow and spleen (Figure
7E). Reduced amounts of pro-B lymphocytes were detect-
ed in Mb1Cre;Sin3aΔ/Δ mice, suggesting that deletion of
Sin3a at the pro-B-lymphocyte stage resulted in apoptosis
(Figure 7F). These findings completely mimic the results
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Figure 6. Sin3A has a cell-autonomous function in HSC maintenance. (A) Quantification of bone marrow cells from WT, MxCre+;Sin3A+/Δ and
MxCre+;Sin3AΔ/Δ mice (n=3 mice per group) (left panel). Representative hematoxylin–eosin-stained paraffin-embedded tissue sections from
bone marrow of mice with the indicated genotypes showing loss of cellularity in Sin3A-deficient bone marrow. (B) The bone marrow compo-
sition of the indicated genotypes (n=3 mice per group). Bone marrow cells were isolated, quantified and stained with labeled antibodies
against CD11b and Gr-1 (myeloid cells), B220 and CD19 (B cells), TER119 (erythroid cells), CD41 (megakaryocytes) and CD3 (T cells) and ana-
lyzed by flow cytometry. (C) Flow cytometric quantification of c-kit+ cells (progenitors) in the bone marrow of animals with the indicated geno-
types (n=3 per group). (D) Flow cytometric quantification of LSK cells (lin-c-Kit+ScaI+) in the bone marrow of animals with the indicated geno-
types (n=3 per group). (E) The number of myeloid colonies from bone marrow of animals with the indicated genotypes cultured in methylcel-
lulose enriched with 10 ng/mL interleukin-3, 10 ng/mL interleukin-6 and 50 ng/ml stem cell factor to induce myeloid differentiation. (F) Bone
marrow cells from WT (Ly5.2+) and MxCre+;Sin3AL/L (Ly5.1+) or MxCre-;Sin3AL/L (control) mice were transplanted in a 1:1 ratio in lethally irradi-
ated recipient mice. Bone marrow reconstitution of Ly5.1+ and Ly5.2+ populations was measured 8 weeks post-transplantation (left panel).
Subsequently, mice were injected five times with pI;pC (arrows right panel). Ly5.2+ cells were monitored in the blood for 70 days (right panel).
The mean value of Ly5.2+ cells was set at 100% before pI;pC injection, (n=5 mice per group). (G) Flow cytometric quantification of Ly5.1+ LSK
in the bone marrow of the chimeras described in (E) (n=3 per group).
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Figure 7. Sin3A is essential for lymphocyte development. (A) Quantification of cells in the thymus from WT, LCre+;Sin3A+/Δ and LCre+;Sin3AΔ/Δ

mice (n=3 mice per group). (B) Representative dot plots of flow cytometric analyses of thymocyte development in 6-week old mice with the
indicated genotypes. (C) Quantification of thymic subsets of 6-week old mice with the indicated genotypes (n=3 mice per group). CD25-CD44+

= DN1; CD25+CD44+ = DN2; CD25+CD44- = DN3; CD25-CD44- = DN4. (D) Quantification of thymic subsets of 6-week old mice with the indicated
genotypes (n=3 mice per group). DN = CD4-CD8-, DP = CD4+CD8+, CD4 SP = CD4+CD8-, CD8 SP = CD4-CD8+. (E) Representative flow cytometry
plots of B lymphocytes in the spleen and bone marrow of WT, Mb1Cre;Sin3A+/Δ

Δ and Mb1Cre;Sin3AΔ/Δ mice, using the labeled B-cell markers
CD19 and B220 (left panel). Quantification of B lymphocytes in spleen and bone marrow (n=3 mice per group) (right panel). (F) Quantification
of pro-B, pre-B and IgM+ B lymphocytes in the bone marrow of mice with the indicated genotypes (n=3 mice per group). 
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obtained with simultaneous deletion of Hdac1 and Hdac2
in the B-cell compartment,24 suggesting that the association
of Hdac1 and Hdac2 with the Sin3a complex has an intrin-
sic place in B-lymphocyte differentiation. Overall, the data
presented here indicate an essential role for Sin3a-associat-
ed Hdac1 and Hdac2 in HSC homeostasis and lymphocyte
development which is consistent with the biochemical
data supporting the existence of a Sin3a/Hdac1/2 complex.

Discussion 

Using an in vivomouse model carrying Hdac1 and Hdac2
conditional knock-out alleles we identified a critical, cell-
autonomous role for Hdac1 and Hdac2 in HSC homeosta-
sis. Simultaneous loss of Hdac1 and Hdac2 resulted in
depletion of HSC and early hematopoietic progenitors.
Likewise, bone marrow-specific inactivation of Sin3a, a
major component of the Sin3a/HDAC1/2-repressor com-
plex, resulted in a phenotype identical to that resulting
from loss of Hdac1 and Hdac2, identifying the
Sin3a/Hdac1/2 complex as a major cell-autonomous regu-
lator of HSC maintenance.  The rapid loss of HSC and pro-
genitors upon ablation of Hdac1/2 or Sin3a may suggest
that these cell populations were lost due to induction of
apoptosis rather than because of slow exhaustion of the
HSC compartment. This is in agreement with previous
findings that deletion of Hdac1/2 or Sin3a results in cell
cycle arrest and apoptosis.11,21-27 Deregulated expression of
genes linked to cell survival and stem cell maintenance,
such as Dmkn, Nurcks1 and Tpt1, warrants further investi-
gation to determine whether these genes are direct
Hdac1/2 targets.
Previously, other researchers investigated the role of

Hdac1/Hdac2-containing NuRD and CoREST complexes
in HSC maintenance and hematopoiesis. MxCre-mediated
deletion of Chromodomain protein 4 (Chd4), a major
component of the NuRD complex, resulted in an acute
and rapid expansion of HSC and erythroid progenitors,
suggesting that Chd4 is critical for maintaining HSC qui-
escence.28 In addition, progenitors of the myeloid and lym-
phoid lineages were lost upon Chd4 deletion, suggesting
that the NuRD complex is critical for the myeloid and
lymphoid lineages. Inhibition of lysine demethylase Lsd1
or Rcor1, two major components of the CoREST complex,
enhanced the proliferation of granulomonocytic, erythroid
and megakaryocytic progenitors but blocked the terminal
differentiation of these lineages.29,30 These findings illus-
trate a differential role for the NuRD and CoREST com-
plexes compared to Sin3a repressor complexes in HSC
homeostasis. The fact that loss of HSC in the absence of
Sin3a is not compensated by NuRD or CoREST complex-
es provides further support for a critical role for
Sin3a/HDAC1/2 in HSC homeostasis. However, these
results do not exclude the possibility that loss of Sin3a
affects the activity or the composition of NuRD and
CoREST complexes. 
Consistent with an essential role for Sin3a/Hdac1/2 in

HSC homeostasis, members of this complex have been
identified as integral components of a network that regu-
lates “stem-cellness” in embryonic stem cells. Hdac1,
Hdac2 and Sin3a were found in complex with Nanog,
Sox2 and Oct4 in a transcription regulatory complex
known as Nanog and Oct4 associated deacetylase
(NODE), which regulated Nanog expression.31-33 In line

with this it was shown that HDAC inhibitors can enhance
the formation of induced pluripotent stem cells, probably
by derepression of critical pluripotency regulators, includ-
ing Nanog, Oct4 and Klf4.34 Alternatively, since Hdac1 was
found at predominantly active genes in embryonic stem
cells and early thymocytes it is also possible that Hdac1 is
required for activation of regulators of self-renewal.35,36
Moreover, genetic experiments showed that Sin3a or
Sin3a interacting factors, such as Ronin,37 are essential for
the survival of inner cell mass in blastocysts while loss of
Sin3a in embryonic stem cells resulted in unresolved DNA
damage and apoptosis, suggesting a critical role for Sin3A
in embryonic stem cell maintenance.21,38
Functional compensation between Hdac1 and Hdac2, as

seen in the bone marrow, suggests equality between
Hdac1 and Hdac2 function. However, using mouse mod-
els with mono-allelic expression of Hdac1 or Hdac2, we
showed an inequality between the contributions of Hdac1
and Hdac2 to different hematopoietic lineages. Analysis of
the myeloid lineage revealed that mono-allelic loss of
Hdac1 or Hdac2 did not affect either myeloid cell numbers
or myeloid colony formation, suggesting that in this line-
age Hdac1 and Hdac2 fully compensate for each other and
therefore contribute equally. In contrast, mono-allelic
expression of Hdac1 resulted in impaired erythrocyte
development, which was not observed in the presence of
mono-allelic Hdac2 expression. These observations sug-
gest a dosage-dependent function for Hdac1/Hdac2 com-
plexes in erythrocyte development in which Hdac1 plays
a dominant role. Consistent with this hypothesis, HDAC1
was found to play a critical role in converting the NuRD
complex from a repressor to an activator during GATA-1-
directed erythroid differentiation.39 Our analysis suggests
that Hdac1 plays a prominent role during early
hematopoiesis at the transition of stage II to stage III ery-
throblasts, which is characterized by a massive prolifera-
tive expansion of erythroblasts. Since loss of Chd4, a core
component of the NuRD complex, resulted in an identical
block during erythrocyte development it is possible that
Hdac1 associated with the NuRD complex regulates ery-
throcyte development.28 
Together these data suggest a model in which Hdac1

and Hdac2 determine hematopoietic lineage formation by
acting in a dosage-dependent manner. Which lineage is
formed may be dependent on the presence of a particular
HDAC complex, which critically regulates expression of
lineage “identity” genes in a manner similar to that shown
for Dnmt1, an HDAC-interacting DNA
methyltransferase.40,41 The similarity in dosage-dependent
tumor suppression by Dnmt1 and Hdac1/222,42 as well as
the observation that HDAC1 deacetylated Dnmt1, strong-
ly suggests a close relation between DNA methylation and
histone acetylation in hematopoietic cells.43
Similar to a dominant role for Hdac1 in erythropoiesis,

we recently showed a prominent role for Hdac1 in thymo-
cyte development and tumor suppression.22 In other cell
types such as neurons and oocytes, Hdac2 seemed to play
a more dominant role.12,44 Since Hdac1 and Hdac2 are
simultaneously expressed in most cell types it is very like-
ly that regulation of Hdac1/2 is an important mechanism
in controlling the cell-type specific functions of these
enzymes. Post-translational modifications are known to
regulate Hdac1 and Hdac2 activity and complex forma-
tion.45-48 In addition, endogenous molecules such as sphingo-
sine-1-phosphate and intermediates of nitrogen and carbon
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metabolism were shown to regulate HDAC activity.49,50
Intriguingly, β-hydroxybutyrate, a major source of energy
for mammals during prolonged exercise or starvation and a
compound structurally related to HDAC inhibitors, was
shown to inhibit class I HDAC and conferred protection
against oxidative stress.51 These observations portray an
intricate relationship between cellular metabolism,
Hdac1/Hdac2 activity and epigenetic changes.
Consequently, cellular metabolism may be an important
regulator of cell fate and lineage differentiation. Finally,
inositol tetraphosphate [Ins(1,4,5,6)P4] was shown to con-
trol HDAC3 complex formation. As the residues involved
in binding Ins(1,4,5,6)P4 are conserved in Hdac1 and Hdac2,
it was suggested that these enzymes are controlled by the
PTEN tumor suppressor.52 The similarity in PTEN and
HDAC1/2 function in dosage-dependent tumor suppres-
sion and control of HSC homeostasis could be considered
to support this hypothesis.22,53,54 As our data support a model
in which Hdac1/2 dosage plays a critical, cell-autonomous
role in HSC homeostasis and hematopoietic differentiation
it will be interesting to identify the signals that regulate the

activity of these ubiquitously expressed nuclear deacety-
lases and thereby determine cellular identity. 

Acknowledgments
We are grateful to Michael Reth (Max-Planck Institute of

Immunobiology, Freiburg, Germany) for generously providing
Mb1-Cre transgenic mice. We thank Ton Schrauwers, Corine
van Langen, Auke Zwerver, Cor Spaan and Dienke Jonkers for
excellent animal care, Anita Pfauth and Frank van Diepen for
help with flow cytometry sorting, the Netherlands Cancer
Institute Genomics Core for RNA-Seq and Iris de Rink for bio-
informatic analyses. This work was supported by grants from
Nederlandse Organisatie voor Wetenschappenlijk Onderzoek
(NWO) to J-HD (NWO-VIDI 864.07.008) and HJ (NWO-
VIDI 917.56.328) and from the Dutch Cancer Society to J-HD
(KWF-2007-3978).

Authorship and Disclosures
Information on authorship, contributions, and financial & other

disclosures was provided by the authors and is available with the
online version of this article at www.haematologica.org.

M.R. Heideman et al.

1302 haematologica | 2014; 99(8)

References

1. Cedar H, Bergman Y. Epigenetics of
haematopoietic cell development. Nat Rev
Immunol. 2011;11(7):478-88. 

2. Novershtern N, Subramanian A, Lawton LN,
Mak RH, Haining WN, McConkey ME, et
al. Densely interconnected transcriptional
circuits control cell states in human
hematopoiesis. Cell. 2011;144 (2):296-309. 

3. Choudhary C, Kumar C, Gnad F, Nielsen
ML, Rehman M, Walther TC, et al. Lysine
acetylation targets protein complexes and
co-regulates major cellular functions.
Science. 2009;325(5942):834-40. 

4. Yang X-J, Seto E. The Rpd3/Hda1 family of
lysine deacetylases: from bacteria and yeast
to mice and men. Nat Rev Mol Cell Biol.
2008;9(3):206-18. 

5. Reichert N, Choukrallah M-A, Matthias P.
Multiple roles of class I HDACs in prolifera-
tion, differentiation, and development. Cell
Mol Life Sci. 2012;69(13):2173-87. 

6. Gregoretti IV, Lee Y-M, Goodson HV.
Molecular evolution of the histone
deacetylase family: functional implications
of phylogenetic analysis. J Mol Biol. 2004;
338(1):17-31. 

7. Bantscheff M, Hopf C, Savitski MM,
Dittmann A, Grandi P, Michon A-M, et al.
Chemoproteomics profiling of HDAC
inhibitors reveals selective targeting of
HDAC complexes. Nat Biotechnol. 2011;29
(3):255-65.

8. Marks PA, Breslow R. Dimethyl sulfoxide to
vorinostat: development of this histone
deacetylase inhibitor as an anticancer drug.
Nat. Biotechnol. 2007;25(1):84-90. 

9. Haggarty SJ, Tsai L-H. Probing the role of
HDACs and mechanisms of chromatin-
mediated neuroplasticity. Neurobiol Learn
Mem. 2011;96(1):41-52. 

10. Archin NM, Liberty AL, Kashuba AD,
Choudhary SK, Kuruc JD, Crooks AM, et al.
Administration of vorinostat disrupts HIV-1
latency in patients on antiretroviral therapy.
Nature. 2013;487(7408):482-5. 

11. Wilting RH, Yanover E, Heideman MR,
Jacobs H, Horner J, van der Torre J, et al.

Overlapping functions of Hdac1 and Hdac2
in cell cycle regulation and haematopoiesis.
EMBO J. 2010;29(15):2586-97. 

12. Guan J-S, Haggarty SJ, Giacometti E,
Dannenberg J-H, Joseph N, Gao J, et al.
HDAC2 negatively regulates memory for-
mation and synaptic plasticity. Nature.
2009;459(7243):55-60. 

13. Kühn R, Schwenk F, Aguet M, Rajewsky K.
Inducible gene targeting in mice. Science.
1995;269(5229):1427-9. 

14. Hobeika E, Thiemann S, Storch B, Jumaa H,
Nielsen PJ, Pelanda R, et al. Testing gene
function early in the B cell lineage in mb1-cre
mice. Proc Natl Acad Sci USA. 2006;103
(37):13789-94. 

15. Takahama Y, Ohishi K, Tokoro Y, Sugawara
T, Yoshimura Y, Okabe M, et al. Functional
competence of T cells in the absence of gly-
cosylphosphatidylinositol-anchored pro-
teins caused by T cell-specific disruption of
the Pig-a gene. Eur J Immunol. 1998;28(7):
2159-66. 

16. Akashi K, Traver D, Miyamoto T, Weissman
IL. A clonogenic common myeloid progeni-
tor that gives rise to all myeloid lineages.
Nature. 2000;404(6774):193-7. 

17. Drosos Y, Kouloukoussa M, Ostvold AC,
Havaki S, Katsantoni E, Marinos E, et al.
Dynamic expression of the vertebrate-spe-
cific protein Nucks during rodent embryonic
development. Gene Expr Patterns. 2014;
14(1):19-29. 

18. Miharada K, Karlsson G, Rehn M, Rörby E,
Siva K, Cammenga J, et al. Hematopoietic
stem cells are regulated by Cripto, as an
intermediary of HIF-1a in the hypoxic bone
marrow niche. Ann NY Acad Sci. 2012;1266:
55-62. 

19. Higashi K, Hasegawa M, Yokoyama C,
Tachibana T, Mitsui S, Saito K. Dermokine-β
impairs ERK signaling through direct binding
to GRP78. FEBS Lett. 2012;586(16): 2300-5. 

20. Sohawon D, Lau KK, Lau T, Bowden DK.
Extra-medullary haematopoiesis: a pictori-
al review of its typical and atypical loca-
tions. J Med Imaging Radiat Oncol. 2012;
56(5):538-44. 

21. Dannenberg J-H. mSin3A corepressor regu-
lates diverse transcriptional networks gov-

erning normal and neoplastic growth and
survival. Genes Dev. 2005;19(13):1581-95. 

22. Heideman MR, Wilting RH, Yanover E,
Velds A, de Jong J, Kerkhoven RM, et al.
Dosage-dependent tumor suppression by
histone deacetylases 1 and 2 through regula-
tion of c-Myc collaborating genes and p53
function. Blood. 2013;121(11):2038-50. 

23. Dovey OM, Foster CT, Conte N, Edwards
SA, Edwards JM, Singh R, et al. Histone
deacetylase 1 and 2 are essential for normal
T-cell development and genomic stability in
mice. Blood. 2013;121(8):1335-44. 

24. Yamaguchi T, Cubizolles F, Zhang Y,
Reichert N, Kohler H, Seiser C, et al. Histone
deacetylases 1 and 2 act in concert to pro-
mote the G1-to-S progression. Genes Dev.
2010;24(5):455-69. 

25. Cowley SM, Iritani BM, Mendrysa SM, Xu
T, Cheng PF, Yada J, et al. The mSin3A chro-
matin-modifying complex is essential for
embryogenesis and T-cell development. Mol
Cell Biol. 2005;25(16):6990-7004. 

26. Payne CJ, Gallagher SJ, Foreman O,
Dannenberg J-H, DePinho RA, Braun RE.
Sin3a is required by sertoli cells to establish
a niche for undifferentiated spermatogonia,
germ cell tumors, and spermatid elongation.
Stem Cells. 2010;28(8):1424-34. 

27. Gallagher SJ, Kofman AE, Huszar JM,
Dannenberg J-H, DePinho RA, Braun RE, et
al. Distinct requirements for Sin3a in perina-
tal male gonocytes and differentiating sper-
matogonia. Dev Biol.  2013;373(1):83-94. 

28. Yoshida T, Hazan I, Zhang J, Ng SY, Naito T,
Snippert HJ, et al. The role of the chromatin
remodeler Mi-2  in hematopoietic stem cell
self-renewal and multilineage differentia-
tion. Genes Dev. 2008;22(9):1174-89. 

29. Sprussel A, Schulte JH, Weber S, Necke M,
ndschke KHA, Thor T, et al. Lysine-specific
demethylase 1 restricts hematopoietic pro-
genitor proliferation and is essential for ter-
minal differentiation. Nature Publishing
Group; 2012;26(9):2039-51. 

30. Saleque S, Kim J, Rooke HM, Orkin SH.
Epigenetic regulation of hematopoietic dif-
ferentiation by Gfi-1 and Gfi-1b is mediated
by the cofactors CoREST and LSD1.
Molecular Cell. 2007;27(4):562-72. 



31. Liang J, Wan M, Zhang Y, Gu P, Xin H, Jung
SY, et al. Nanog and Oct4 associate with
unique transcriptional repression complexes
in embryonic stem cells. Nat Cell Biol.
2008;10(6):731-9. 

32. van den Berg DLC, Snoek T, Mullin NP,
Yates A, Bezstarosti K, Demmers J, et al. An
oct4-centered protein interaction network in
embryonic stem cells. Stem Cell. 2010;6(4):
369-81. 

33. Baltus GA, Kowalski MP, Tutter AV, Kadam
S. A positive regulatory role for the mSin3A-
HDAC complex in pluripotency through
Nanog and Sox2. J Biol Chem.
2009;284(11):6998-7006. 

34. Huangfu D, Maehr R, Guo W, Eijkelenboom
A, Snitow M, Chen AE, et al. Induction of
pluripotent stem cells by defined factors is
greatly improved by small-molecule com-
pounds. Nat Biotechnol. 2008;26(7):795-7. 

35. Kidder BL, Palmer S. HDAC1 regulates
pluripotency and lineage specific transcrip-
tional networks in embryonic and tro-
phoblast stem cells. Nucleic Acids Res.
2012;40(7):2925-39. 

36. Wang Z, Zang C, Cui K, Schones DE, Barski
A, Peng W, et al. Genome-wide mapping of
HATs and HDACs reveals distinct functions
in active and inactive genes. Cell. 2009;138
(5):1019-31. 

37. Dejosez M, Krumenacker JS, Zitur LJ, Passeri
M, Chu L-F, Songyang Z, et al. Ronin is
essential for embryogenesis and the pluripo-
tency of mouse embryonic stem cells. Cell.
2008;133(7):1162-74. 

38. McDonel P, Demmers J, Tan DWM, Watt F,
Hendrich BD. Sin3a is essential for the
genome integrity and viability of pluripotent
cells. Dev Biol. 2012;363(1):62-73. 

39. Yang T, Jian W, Luo Y, Fu X, Noguchi C,
Bungert J, et al. Acetylation of histone
deacetylase 1 regulates NuRD corepressor
complex activity. J Biol Chem. 2012;287
(48):40279-91. 

40. Fuks F, Burgers WA, Brehm A, Hughes-
Davies L, Kouzarides T. DNA methyltrans-
ferase Dnmt1 associates with histone
deacetylase activity. Nat Genet.
2000;24(1):88-91. 

41. Bröske A-M, Vockentanz L, Kharazi S,
Huska MR, Mancini E, Scheller M, et al.
DNA methylation protects hematopoietic
stem cell multipotency from myeloerythroid
restriction. Nat Genet. 2009;41(11):1207-15. 

42. Gaudet F. Induction of tumors in mice by
genomic hypomethylation. Science. 2003;
300(5618):489-92. 

43. Du Z, Song J, Wang Y, Zhao Y, Guda K, Yang
S, et al. DNMT1 stability is regulated by pro-
teins coordinating deubiquitination and
acetylation-driven ubiquitination. Science
Signaling. 2010;3(146):ra80. 

44. Ma P, Schultz RM. Histone deacetylase 2
(HDAC2) regulates chromosome segrega-
tion and kinetochore function via H4K16
deacetylation during oocyte maturation in
mouse. PLoS Genet. 2013;9(3):e1003377. 

45. Qiu Y, Zhao Y, Becker M, John S, Parekh BS,
Huang S, et al. HDAC1 acetylation is linked
to progressive modulation of steroid recep-
tor-induced gene transcription. Mol Cell.
2006;22(5):669-79. 

46. Pflum MKH. Histone deacetylase 1 phos-
phorylation promotes enzymatic activity
and complex formation. J Biol Chem.
2001;276(50):47733-41. 

47. Colussi C, Mozzetta C, Gurtner A, Illi B,
Rosati J, Straino S, et al. HDAC2 blockade

by nitric oxide and histone deacetylase
inhibitors reveals a common target in
Duchenne muscular dystrophy treatment.
Proc Natl Acad Sci USA. 2008;105(49):
19183-7. 

48. David G, Neptune MA, DePinho RA.
SUMO-1 modification of histone deacetylase
1 (HDAC1) modulates its biological activities.
J Biol Chem. 2002;277(26):23658-63. 

49. Vogelauer M, Krall AS, McBrian MA, Li J-Y,
Kurdistani SK. Stimulation of histone
deacetylase activity by metabolites of inter-
mediary metabolism. J Biol Chem. 2012;
287(38):32006-16. 

50. Hait NC, Allegood J, Maceyka M, Strub
GM, Harikumar KB, Singh SK, et al.
Regulation of histone acetylation in the
nucleus by sphingosine-1-phosphate.
Science. 2009;325(5945):1254-7. 

51. Shimazu T, Hirschey MD, Newman J, He
W, Shirakawa K, Le Moan N, et al.
Suppression of oxidative Stress by β-
hydroxybutyrate, an endogenous histone
deacetylase inhibitor. Science. 2013;339
(6116):211-4. 

52. Watson PJ, Fairall L, Santos GM, Schwabe
JWR. Structure of HDAC3 bound to co-
repressor and inositol tetraphosphate.
Nature. Nature. 2012;481(7381)335-40. 

53. Zhang J, Grindley JC, Yin T, Jayasinghe S,
He XC, Ross JT, et al. PTEN maintains
haematopoietic stem cells and acts in lineage
choice and leukaemia prevention. Nature.
2006;441(7092):518-22. 

54. Yilmaz ÖH, Valdez R, Theisen BK, Guo W,
Ferguson DO, Wu H, et al. Pten dependence
distinguishes haematopoietic stem cells
from leukaemia-initiating cells. Nat Cell
Biol. 2006;441(7092):475-82. 

Hdac1, Hdac2 and Sin3a in hematopoiesis

haematologica | 2014; 99(8) 1303


