
EKLF/KLF1, a Tissue-Restricted Integrator of Transcriptional Control,
Chromatin Remodeling, and Lineage Determination

Yvette Y. Yien,a,b James J. Biekera,c,d

Department of Developmental and Regenerative Biology,a Graduate School of Biological Sciences,b Black Family Stem Cell Institute,c and Tisch Cancer Institute,d Mount
Sinai School of Medicine, New York, New York, USA

Erythroid Krüppel-like factor (EKLF or KLF1) is a transcriptional regulator that plays a critical role in lineage-restricted control
of gene expression. KLF1 expression and activity are tightly controlled in a temporal and differentiation stage-specific manner.
The mechanisms by which KLF1 is regulated encompass a range of biological processes, including control of KLF1 RNA tran-
scription, protein stability, localization, and posttranslational modifications. Intact KLF1 regulation is essential to correctly reg-
ulate erythroid function by gene transcription and to maintain hematopoietic lineage homeostasis by ensuring a proper balance
of erythroid/megakaryocytic differentiation. In turn, KLF1 regulates erythroid biology by a wide variety of mechanisms, includ-
ing gene activation and repression by regulation of chromatin configuration, transcriptional initiation and elongation, and lo-
calization of gene loci to transcription factories in the nucleus. An extensive series of biochemical, molecular, and genetic analy-
ses has uncovered some of the secrets of its success, and recent studies are highlighted here. These reveal a multilayered set of
control mechanisms that enable efficient and specific integration of transcriptional and epigenetic controls and that pave the
way for proper lineage commitment and differentiation.

The correct balance of progenitor cell proliferation versus lin-
eage-committed differentiation is central to the homeostasis

of the hematopoietic system (1). The isolation and functional
evaluation of transcription factors that direct expression of lin-
eage-restricted target genes have led to significant advances in un-
derstanding how intracellular control of lineage commitment oc-
curs at the molecular level (2). A major unresolved issue is the
mechanism of how these proteins interact with chromatin-mod-
ifying factors and with the basal transcription machinery to direct
the genotypic and phenotypic changes manifested during the pro-
cess of lineage differentiation.

Erythroid Krüppel-like factor (EKLF) is a red cell-enriched
DNA binding protein that interacts with its cognate 5=-CCMCRC
CCN-3= element at target promoters and enhancers (3) and is the
founding member (now named KLF1) of the KLF family of tran-
scription factors. This family is defined by the presence of three
similar C2H2 zinc fingers at the C terminus that comprise its DNA
binding domain (3–5). KLF1’s role in �-like globin gene regula-
tion has been the major focus of genetic, biochemical, and molec-
ular studies since its discovery (6, 7). KLF1 is absolutely critical for
the proper function and development of the erythroid lineage as
supported by gene ablation studies in mice, of which the most
obvious phenotypic effect is a profound, lethal �-thalassemia at
the time of the switch to adult �-globin expression (8–10).

During the last 3 years, KLF1 has more fully emerged as one of
the central players in establishing and maintaining global ery-
throid control (11–13). Recent studies utilizing chromatin immu-
noprecipitation (ChIP) followed by massively parallel sequencing
(ChIP-seq) have demonstrated that KLF1 is physically bound to a
large number of promoters, introns, and intergenic regions asso-
ciated with erythroid cell-specific genes in both progenitors and
terminally differentiating erythroid cells (13, 14). Together with
expression profiling studies, KLF1’s activation target repertoire
has expanded beyond the classical �-globin gene to include pro-
tein-stabilizing, heme biosynthetic pathway, red cell membrane
proteins, cell cycle, and transcription factor genes in both primi-

tive and definitive erythroid cells (12–21). KLF1 activation targets
have direct effects on erythroid biology, especially with respect to
megakaryocyte-erythroid lineage decisions, control of cell cycle
gene expression patterns (e.g., E2f2, E2f4, p18, and p21), and co-
ordination of related events at late stages of erythroid differentia-
tion (reviewed in reference 12).

The multiple defects in erythropoiesis and the erythroid lin-
eage decisions that arise in KLF1-deficient embryos underline the
importance of KLF1 in red cell biology. Its multifunctional roles in
globin switching, lineage determination, terminal maturation,
and human disease have been recently reviewed (12, 13). How-
ever, in addition to studies directed at understanding the role of
KLF1 in the context of organismal biology, an extensive series of
analyses has been performed to decipher the molecular mecha-
nisms that govern KLF1 expression and function. These mecha-
nistic aspects were last summarized more than 10 years ago (6, 7).
In the present review, we update the latter studies and focus on
recent exciting developments that elucidate KLF1’s ability to di-
rectly integrate basal transcription and chromatin-modifying ma-
chineries, leading to temporal and lineage-restricted transcription
of target genes.

GENERAL MECHANISMS BY WHICH KLF1 REGULATES
TRANSCRIPTION, CHROMATIN ASSEMBLY, AND HIGHER-
ORDER STRUCTURE IN ERYTHROID CELLS
Transcription initiation and promoter structure. KLF1 interacts
with the p62 subunit of TFIIH (22) and with TAF9 (23), each of
which are components of the basal transcription machinery.
These interactions are necessary for the optimal transactivation
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function of KLF1 and lead to two important observations that
illuminate functional aspects of KLF1 initiation control. First, the
interaction with p62/TFIIH imparts a helix-like structure to the
normally unstructured region of the KLF1 activation domain, en-
abling the prediction and verification of a critical tryptophan
amino acid within KLF1 (W73) required for its optimal activation
function at the �-globin promoter (22). Since other proteins have
been shown to interact with the structurally well characterized
zinc finger region of KLF1 (see below), this result suggests that the
whole of KLF1 may exist in a tightly structured conformation
when complexed with transcription initiation components. Sec-
ond, the discovery that association between KLF1 and TAF9 (a
TATA-binding protein [TBP]-associated protein that is recruited
by KLF1 to the �-globin promoter and is necessary for its activa-
tion) is not required at all KLF1 activation target promoters (23)
suggests that interactions between KLF1 and the basal transcrip-
tion machinery can be fine-tuned in a manner that may depend on
specific promoter architectures and sequences (Fig. 1). In this in-
stance, a conserved downstream promoter element (DPE) (24,
25), located at the �-globin promoter, interacts with TAF9. How-
ever, a TAF9-independent mode of KLF1 activation is seen at the
alpha-hemoglobin stabilizing protein (AHSP) gene, which does
not contain a discernible DPE. Together, these interactions with
general transcription components are of critical importance for
�-globin expression, since mutation within TFIIH leads to
�-thalassemia (26), and some �-thalassemia mutations map to
the �-globin DPE (27, 28).

The nonequivalence of KLF1 gene targets (Fig. 1) is also man-
ifested by analyses of the Nan-KLF1 (E339D mutant) interactions
with DNA, where “class I” (p21 and AHSP) versus “class II”
(KLF3, E2F2, and dematin) promoters are differentially activated
compared to the wild type (WT) (12, 29). Additionally, some
KLF1 activation targets are repressed (�-globin and AHSP) while
others are enhanced (p18, p21, and BKLF/KLF3) by a SUMO-
independent interaction with PIAS proteins (M. Siatecka and J. J.
Bieker, unpublished). Finally, it must be noted in this context that
some genes are uniquely sensitive to haploinsufficient levels of
KLF1 (Lu and Bcl11a genes), leading to altered genetic expression
patterns and hematologic parameters in humans [In(Lu) and he-
reditary persistence of fetal hemoglobin [HPFH] (11, 12, 30–33).

KLF1 displays selectivity in its interaction with histones and
associates only with histone H3 (34). In this case, the KLF1 zinc
finger region interacts with the H3 amino-terminal tail, but this
interaction does not enable any discrimination between the H3.1
and H3.3 variants. As a result, the mechanism by which the H3.3

(but not the H3.1) variant is enriched at the �-globin promoter
appears more complex than merely discrimination and recruit-
ment by KLF1. However, interaction between KLF1 and H3.3
chaperones may provide a means to establish this enrichment (S.
Soni and J. J. Bieker, unpublished).

GATA1 can physically interact with KLF1 and exhibits func-
tional synergy with KLF1 at erythroid promoters as tested by
cotransfection (35, 36). It is not known if the physical interaction
between GATA1 and KLF1 is required for their synergism. One
genome-wide KLF1 study has shown that most of its target sites
are located a nonrandom distance away from a GATA binding
motif (21). Another study that compared GATA1, SCL, and KLF1
ChIP-seq data suggests there are a significant number of target
genes cooccupied by these three factors, forming a transcriptional
core network (37). These observations have been supported and
further buttressed by demonstrating their selective overlap with
sites to which P300 is bound (38). On the other hand, another
genome-wide study using the hemagglutinin (HA)-EKLF knock-in
mouse (39) showed only a small overlap between KLF1 and GATA-
or SCL-binding motifs (14), a difference possibly related to the use of
the HA antibody and detection of a greater number of targets. Several
recent studies, aimed at investigating interactions between erythroid
cell-specific transcription factors and other proteins, have not shown
KLF1 in complex with GATA1 in vivo (40–42). Nevertheless, identi-
fication of consensus sequences contained within KLF1-bound
genomic regions implicates other transcription factors that may part-
ner with KLF1 (21). Identifying these factors and deciphering the
mode by which they interact with KLF1 to regulate target gene ex-
pression remains an open issue, one whose resolution will illuminate
the transcription factor hierarchy (43) that operates to prime and
maintain the erythroid program.

Chromatin protein interactions/higher-order structure. KLF1
also interacts with chromatin-modifying and -remodeling factors,
such as P/CAF, CBP/p300 (44), and the SWI/SNF complex (45,
46), the latter likely through its interaction with BRG1 (47–50)
and possibly BAF47/BAF155 (51). Erythroid cells that lack KLF1
exhibit an aberrant chromatin configuration and altered compo-
nents at KLF1 target promoters, resulting in histone hypoacetyla-
tion and loss of DNase hypersensitivity and an absence of CBP,
BRG1, TBP, and RNA polymerase II (Pol II) (52).

KLF1 is necessary for transcription of AHSP mRNA and di-
rectly binds to a CACC site in the AHSP promoter (53, 54). In the
absence of KLF1, a DNase I-hypersensitive site that is typically
present in the promoter is lost, leading to a decrease but not com-
plete loss of acetylated H3 and H4 across most of the AHSP gene,

FIG 1 Nonequivalent KLF1 target gene regulatory mechanisms. KLF1 interaction with associated factors is either not required at all promoters (TAF9 [23]) or
leads to differing transcriptional effects (PIAS3 [Siatecka and Bieker, unpublished]). Part of the TAF9 requirement may be related to whether INI and DPE
promoter elements are present (23). Nan-EKLF contains a mutation within its second zinc finger (E339D) and recognizes a subset of normal KLF1 cognate
elements: class I elements are recognized by both WT and Nan proteins, but class II elements are recognized only by the WT (29). Haploinsufficiency of KLF1
expression leads to a range of effects only on selected target genes (32, 126).
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corresponding with loss of expression. KLF1 also directly regu-
lates the erythroid cell-specific Alad(1b) promoter, enhancing the
recruitment of other transcription factors, along with BRG1,
P300/CBP, and RNA Pol II, that lead to induced changes in the
local histone modification and chromatin structure (48). The ab-
sence of KLF1 disrupts hypersensitive-site formation at the �-glo-
bin (55) and E2F2 (19) genes, suggesting that in general, KLF1
plays a role in regulating chromatin conformation of its target loci.
The critical role of KLF1 for these events has been most directly
shown at the �-like globin locus, where KLF1 is necessary for
formation of the active chromatin hub (ACH), a 3-dimensional
nuclear interactome that brings distant DNA sequences into a
spatially cooccupying complex (56–58). KLF1 not only binds the
proximal adult �-globin promoter in vivo but also interacts with
specific regions of the far-upstream locus control region (LCR)
(59–61). It is noteworthy that an incomplete chromatin scaffold is
formed in the absence of KLF1 (56). Although intergenic tran-
scripts are normally generated throughout the �-locus, KLF1
binding and the three-dimensional (3D) structure of the locus are
still retained when transcription initiation or elongation is inhib-
ited (57, 62), suggesting that KLF1 directly drives its formation
even in the absence of transcription.

Given the role of KLF1 in indirect regulation of embryonic and
fetal globin genes via Bcl11a (30), it is perhaps surprising that
KLF1 has been implicated in their direct control (61). In primitive
erythroid cells isolated from embryonic day 10.5 (E10.5) murine
embryos, the presence of KLF1 is required for enrichment of
H3K9Ac (associated with an open chromatin configuration) at
HS2 of the �-globin locus, as well as at the Ey and �h1 genes. It is
also required for the enrichment of H3K4me3 (associated with
active transcription) at HS2 and HS3, in addition to the Ey, �h1,
and �maj genes, despite the absence of �maj transcription at this
point (63). Part of KLF1’s control mechanism in primitive cells
appears to be coordinately regulated with KLF2 (64). For example,
a global comparative analysis of transcripts expressed in WT,
KLF1-null, or KLF1/KLF2-null primitive red cells led to the dis-
covery that these two closely related transcription factors syner-
gize to directly regulate c-Myc expression, leading to a network of
genes that control the primitive red cell maturation program (65).

In erythroid progenitors, KLF1 is bound to an important en-
hancer element in the c-Myb promoter that, in conjunction with
the LDB1 complex, is part of the ACH that forms at the c-Myb
gene. As proposed for the �-like globin locus, the c-Myb ACH is
suggested to be involved in transitioning the transcription ma-
chinery from initiation to elongation. However, this is a dynamic
process: as erythroid cells terminally differentiate, KLF1 and the
other proteins that form the ACH dissociate from the complex,
and c-Myb expression decreases (66). Together with the effects at
the globin locus, these data suggest that the presence of KLF1 is
critical for transcription initiation in facilitating the formation of
an open chromatin configuration at target loci. These data raise
the possibility that in addition to transcription initiation, KLF1
also plays a role in regulating transcription elongation in erythroid
cells (67), since the interaction between the upstream LCR and the
proximal �-globin promoter, whose 3D chromatin structure re-
quires KLF1 (56, 58), aids in establishing a postinitiation tran-
scription elongation complex (68, 69). KLF1 is also recruited to
the �-globin promoter and one of its upstream enhancer elements
at late stages of differentiation (60, 70), possibly aiding in intra-
chromosomal interactions, preinitiation complex recruitment,

and the transition from a poised to an elongating transcriptional
state (70). However, it remains to be seen if stage-specific regula-
tion of transcription elongation through chromatin looping is a
generalized mechanism by which KLF1 functions. An additional
detail in this context is the observation that KLF1 interacts with
Ppm1b (42); although part of its role relates to KLF1 stability, a
tantalizing layer arises from suggestions that Ppm1b dephos-
phorylates an important residue in the Cdk9 component of the
pTEFb elongation complex (71, 72).

Collectively, these data show that KLF1 is an integrator of basic
transcription and chromosomal remodeling signals that lead to
modified histones, open chromatin, looped domains, and acti-
vated transcription. In this context, it is of interest that the major-
ity of in vivo KLF1 binding sites are located at large distances (�10
kb) from transcription initiation sites (21), consistent with long-
distance regulation. Use of the HA-tagged KLF1 mouse (39) has
yielded slightly different estimates of their relative proportion
(14). In any case, as observed with other erythroid factors, only
�0.1 to 0.5% of theoretical target sites are actually bound in vivo.
These interactions play a crucial role in establishing a limited
number of transcription factories in vivo that enable efficient co-
ordinate expression of select KLF1 target genes (73). KLF1-asso-
ciated transcription factories tend to colocalize with loci that are
highly transcribed in erythroid cells. For example, the globin genes
associate with other active genes, revealing extensive and prefer-
ential intra- and interchromosomal transcription interactomes
that are larger than transcription factories without KLF1 (74) and
that may include PML bodies and Sc35 (75). Such interactions
likely go hand in hand with the KLF1-, GATA1- and FOG1-de-
pendent extrusion of the �-globin locus away from the nuclear
periphery (76), an event that is necessary for its transcriptional
activation (77). The KLF1 protein in erythroid cells from the HA-
EKLF knock-in mouse is localized at the periphery in progenitor
cells but then is dispersed throughout the nucleus in erythroblasts
(14). These data suggest that KLF1 plays a global role in coordi-
nating maximal transcription rates of select erythroid cell-specific
genes by regulating their localization to specialized subnuclear
compartments. The molecular mechanism by which these precise
factories are established and mobilized within the intricate milieu
of the nucleus remains a challenging cell biology and biochemical
issue.

KLF1 POSTTRANSLATIONAL MODIFICATIONS AND EFFECTS
ON PROTEIN-PROTEIN INTERACTIONS AND SUBSEQUENT
FUNCTIONAL READOUT

KLF1 activates a large number of genes that are broadly classified
as important for erythroid function and development. It is highly
expressed in the megakaryocyte-erythroid progenitor in addition
to early differentiating primitive and definitive erythroid cells, and
is especially critical at late stages of differentiation (e.g., erythroid
lineage induction module 889 [2]). And yet its direct targets differ
in different cell types, for example when comparing erythroid pro-
genitors versus its erythroblast progeny (14) or primitive versus
definitive red cells (61, 63). KLF1 is posttranslationally modified
by phosphorylation (78), ubiquitylation (79), acetylation (80),
and sumoylation (81). Posttranslational modifications of tran-
scription factors can provide alternate protein interaction plat-
forms that lead to varied downstream effects. As a result, these
modifications may play a determining role in modulating KLF1’s
interactions with other proteins, fine-tuning its function in ery-
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throid precursor, progenitor, and mature cells at different differ-
entiation stages (Fig. 2).

Acetylation of KLF1 by CBP or P300 occurs at two sites, K288
and K302, and individually these play a critical role in subsequent
protein-protein interactions that lead to different functional ef-
fects. Directed mutagenesis of K288 (but not K302) decreases the
ability of KLF1 to transactivate the �-globin promoter and renders
it unable to be superactivated by coexpressed p300 or CBP (44).
Acetylated KLF1 has a higher affinity for the SWI/SNF chromatin
remodeling complex and is a more potent transcriptional activa-
tor of chromatin-assembled templates in vitro (44). Using an in
vivo rescue system (34), K288 acetylation has been shown to be
critical for recruitment of CBP to the �-globin locus, modification
of histone H3, occupancy by KLF1, opening of the chromatin
structure, and transcription of adult �-globin (34).

On the other hand, the interaction of KLF1 with Sin3a is de-
pendent on the acetylation status of KLF1 at K302. Mutagenesis of
Lys-302 renders KLF1 no longer able to bind Sin3A, and it loses
most of its repression activity (82). Endogenous KLF1 preferen-
tially interacts with Sin3a in primitive erythroid cells and to a
lesser extent in definitive erythroid cells (82, 83), suggesting that
there are differentiation stage-dependent differences in KLF1 re-
pression activity, possibly arising from variations in acetylation
status (82). The biological significance of KLF1-mediated gene
repression via this mechanism remains to be resolved and is fur-
ther complicated by observations that an intact zinc finger region
and thus target DNA specificity is not required for Sin3a interac-
tion or repression.

KLF1 is also posttranslationally modified by SUMO (81) at a
unique amino acid residue, K74, with the aid of PIAS1 as its E3

FIG 2 Summary of KLF1 posttranslational modifications and consequent protein-protein interactions. (Top) Schematic diagram of KLF1, showing the general
locations of phosphorylation, sumoylation, acetylation, and ubiquitinylation modifications and their effects on subsequent protein-protein interactions and
transcriptional readout. Those that are essential for optimal function as an activator are in green; those for repression are in pink (based on references 78, 79, 81,
82, and 44). Functional regions are based on mouse amino acid numbering (3, 79, 95, 127). (Bottom) Tabulation of KLF1 protein interactions, their interaction
sites and any subsequent modification, and their downstream effects on transcription/chromatin. m, mouse; h, human.
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ligase. This leads to a more efficient interaction with the Mi2�
subunit of the NuRD complex (an interaction that has been ob-
served globally [84]) and transcriptional repression. Most intrigu-
ingly, a significant consequence of mutation in the KLF1 SUMO
acceptor site is the loss of its inhibitory effect on megakaryocytic
differentiation. The role of KLF1 in bipotential decisions emanat-
ing from the megakaryocyte/erythroid progenitor following gain-
and loss-of-function experiments has been reviewed elsewhere
(12). The importance of sumoylation in this process was shown in
two ways. Using K562 cells, it was found that induction of mega-
karyopoiesis (with tetradecanoyl phorbol acetate [TPA]) was in-
hibited by the presence of wild-type KLF1 compared to that seen
in the presence of KLF1 with the K74R mutation (K74R-KLF1),
which exhibited little inhibition of the process. This was further
supported by in vivo tests, where transgenic misexpression of WT
KLF1 in megakaryocytes effectively decreased megakaryocyte cel-
lularity and colony formation in the bone marrow, whereas trans-
genic bone marrow from the K74R-KLF1 line revealed no effect of
the misexpression. Notably, erythroid colony formation by either
of the transgenic lines, compared to the nontransgenic line, was
not significantly affected. As a result, the availability of the SUMO
modification site in KLF1 is absolutely critical for it to exert its
normal inhibition of megakaryopoiesis prior to red cell onset (81).
This KLF1 status may be directly relevant to cross-antagonistic
models with Fli-1, a critical megakaryocytic transcription factor
whose levels and activity are thought to be directly and/or indi-
rectly repressed by KLF1 (reviewed in references 85 and 12).

At this point, the function of KLF1 as a repressor remains an
area of speculation as its direct in vivo interaction with postulated
repressed genes has not been extensively characterized. Compar-
ison of expression profiling and ChIP experiments suggest that a
majority of KLF1 targets are activated (14, 17, 21, 38); however,
the smaller number of putative repressed targets may still be
highly biologically significant. A potential complication is that
BKLF/KLF3 and KLF8 are downstream targets of KLF1 and inter-
act with a similar target DNA site (16, 86). KLF3 is a transcription
factor that functions mainly as a repressor, and a recent model
suggests that KLF3 acts as a feedback repressor to temper KLF1
activation of select targets (either promiscuous or specific) at late
stages of erythropoiesis (87).

KLF1 is phosphorylated in vivo at serine and threonine resi-
dues, and casein kinase II (CKII)-dependent phosphorylation at
T41 is essential for a GAL/EKLF(20 –124) fusion to behave as an
activator of transcription (78). Paradoxically, this study also
showed that certain KLF1 kinases in MEL lysates decrease in ac-
tivity when MEL cells are differentiated with hexamethylene
bisacetimide (HMBA), raising the possibility that inhibition of
KLF1 phosphorylation or an increase in phosphatase activity also
plays a role in erythroid differentiation. Ppm1b, a serine/threo-
nine phosphatase that interacts with KLF1, can inhibit the induc-
tion of erythropoiesis, while at the same time it has the ability to
stabilize KLF1, augmenting its ability to activate transcription in
committed erythroid cells (42). While exact mechanisms for how
CKII and Ppm1b regulate erythroid homeostasis are not known
and remain open areas of inquiry, these data suggest that both may
play a role in part by regulating the transactivation capability and
stability of the KLF1 protein. The functional coupling of phos-
phorylation to acetylation and to sumoylation (88) underscores
the need to address whether there is any cross-regulation between
these KLF1 modifications.

CRITICAL ROLE OF INTACT KLF1 ZINC FINGER SEQUENCES
FOR NORMAL HEMATOLOGY

The mouse mutation Nan (neonatal anemia) was mapped to a
single amino acid change (E339D) within the second zinc finger of
KLF1 (29, 89, 90). The mutation alters the DNA binding specific-
ity of KLF1 such that it no longer binds promoters of a subset of its
DNA targets (29). Remarkably, even when mutant Nan and wild-
type KLF1 alleles are expressed at equivalent levels, the mutant
form selectively interferes with expression of KLF1 target genes
whose promoter elements it no longer binds. This yields a dis-
torted genetic output and selective protein deficiencies that differ
from those seen in KLF1-heterozygous and KLF1-null red cells
(29). This murine mutation has converged with human disease,
particularly a subtype of congenital dyserythropoietic anemia (12,
91–94), where the same amino acid is altered (albeit to lysine;
E325K) in human KLF1.

While it may not be surprising that zinc finger mutations that
alter KLF1 interaction with its target site lead to functional
changes, it should be kept in mind that this region is also respon-
sible for protein interactions (Fig. 2). In some cases, an intact
finger structure is not required (e.g., Sin3a [82] and importins
[95]).

Although most human KLF1 mutations to date encode truncated
proteins that ultimately lead to haploinsufficient expression levels, a
significant number lead to missense mutations that result in expres-
sion of an altered protein (12, 33). It has been noted that most of these
are localized to the DNA binding region, particularly the second zinc
finger (31, 33, 94, 96, 97), and new mutations continue to support
this initial observation (http://lovd.bx.psu.edu/variants.php?action
�search_unique&select_db�KLF1). The structural implications of
these alterations have been discussed elsewhere (32, 94), but it is in-
teresting to note that, upon inspection of a model of KLF1 bound to
its cognate DNA, almost all fall within the side of the protein that
forms the interface with DNA (e.g., hE325) (Fig. 3). In most cases,
these mutations alter important conserved and direct DNA-interact-
ing amino acids, but a few are at sites that are predicted (from the
model [98]) to be on a surface that faces away from DNA. As dis-
cussed above, numerous proteins interact with KLF1 via its zinc fin-
ger domain (Fig. 2). One can predict that mutations will be discov-
ered that do not alter the DNA binding activity of KLF1 but disrupt
protein-protein interactions, much like acetylated mK302 (hK288)
enabling KLF1’s interaction with Sin3a (82). In this context, human
T334 (hT334) (mouse T348 [mT348]) (96) may fit with this idea and
might be affecting an important protein interaction (Fig. 3). Alterna-
tively, changes within amino acids that help orient KLF1 on its target
DNA sites may alter the overall structure of dynamics of the fingers,
thus indirectly disrupting KLF1’s affinity for another associated pro-
tein(s). Future structural assessment of tripartite KLF1/protein/DNA
complexes will help sort out how the zinc finger motif can assimilate
such a mix.

REGULATION OF KLF1 EXPRESSION
Transcriptional regulation of KLF1. KLF1 expression is dramat-
ically restricted during early mouse development, a property quite
unlike findings for other members of the family but one that ef-
fectively circumscribes its functional effects (discussed in refer-
ence 99). KLF1 mRNA first appears at the neural plate stage
(�E7.5), where it is strictly localized to the earliest morphologi-
cally identified erythroid cells in the blood islands of the yolk sac,
followed by a switch to the fetal liver by E10.5 (100). Expression of
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KLF1 mRNA in the adult mouse is restricted to the bone marrow
and the red pulp of the spleen (3, 100). KLF1 transcript levels
dramatically increase during hematopoietic differentiation, both
in vivo and in cell culture assays (101–103). This is also reflected in
the dynamic changes in histone marks (particularly H3K4/K9/
K27/K36 and H4K20) and H2A.Z and RNA Pol II occupancy
(101). A 950-bp region, located just upstream of the transcription
initiation site, is sufficient to generate erythroid cell-specific ex-
pression in transient assays (104). This region exhibits the most
significant homology upon a seven-species alignment of 30 kb of
surrounding genomic DNA (105) and harbors erythroid-re-
stricted DNase-hypersensitive sites. One of these sites (EHS1) be-
haves as a very strong enhancer, which in conjunction with the
proximal promoter (106–108) accounts for KLF1’s tissue-specific
expression. The importance of this short region has been verified
in vivo by the use of transgenic mice, where the 950-bp piece is
sufficient to drive reporter (LacZ) expression specifically to the
fetal liver and to the hematopoietic, but not endothelial or visceral
endoderm, compartment of the yolk sac (109). Removal of the
endogenous EHS1 enhancer decreases KLF1 levels by 50-fold
(110).

Mouse embryonic stem (ES) cells differentiating in serum-free
medium were used to show that BMP4 is necessary and sufficient
to induce KLF1 expression as embryoid bodies (EBs) are being
formed (111). The involvement of the Smad pathway in this pro-
cess was directly implicated by showing that interference by con-
stitutive expression of a dominant-negative BMP receptor or of
the inhibitory Smad6 obviates KLF1 expression even in the pres-
ence of serum (111), results also seen after manipulation of Smad6
levels in human CD34� cells (112). Related to this observation,
conserved Gata and Smad binding motifs are located precisely
within the previously mapped upstream enhancer and proximal
promoter sequences, and their importance has been verified by
mutational analyses using a KLF1 promoter/green fluorescent
protein (GFP) transgene that faithfully recapitulates the onset of
endogenous KLF1 expression during mouse EB differentiation
(105). ChIP of GATA proteins reveal a switch in their occupancy
(113, 114) when comparing early versus late times of EB differen-

tiation, corresponding to GATA2 in the progenitor stage, followed
by GATA1 after lineage commitment (105). In addition, use of a
doxycycline-inducible short hairpin RNA (shRNA) line directed
against Smad5 verified its critical importance for KLF1 expression.
Together with the promoter analyses, these data led to the prop-
osition of a two-tiered mechanism for transcriptional regulation
of KLF1, with the GATA2 and SMAD5 proteins initially generat-
ing low transcript levels, followed by high quantities of KLF1 tran-
script after the GATA1 protein is produced (105). This partly ex-
plains the sustained level of KLF1 expression in GATA1-null
erythroid cells (115). Both GATA1 and GATA2 have been shown
to bind the KLF1 promoter in vivo (116, 117), and GATA2/
SMAD4 (the partner of SMAD5) form part of a combinatorial
interaction network (51). In addition, KLF1 retains a GATA1
“bookmark” that enables its rapid reactivation after mitosis (118).

As predicted from studies showing that KLF1 is highly ex-
pressed in the common megakaryocyte/erythroid progenitor
(102), GFP� fetal liver cells from a KLF1 promoter/GFP reporter
mouse are enriched for erythroid and megakaryocyte progenitors
as tested by colony-forming assays (105). This is also true when
similar assays are performed with EB-derived cells.

Other proteins are also critical for KLF1 expression. Part of the
mechanism by which c-Myb promotes erythropoiesis and re-
presses megakaryopoiesis is by in vivo binding and transactivation
of human KLF1, likely within the upstream enhancer region
(119). It is probable that c-Myb plays a critical role in onset of
KLF1 transcription specifically in progenitors. Analysis of the
Gata1-binding region of the KLF1 promoter shows occupancy by
the SCL, E2A, HEB, Zbtb7a/LRF/Pokemon, Fog1, and Mi2� pro-
teins (117). How the proper protein complexes form at the up-
stream enhancer and proximal promoter regions that together are
required for tissue-specific expression remains unanswered; its
resolution will be relevant to understanding early events in the
developing yolk sac as well as during hematopoiesis, when KLF1 is
first detected in the multipotent and common myeloid progeni-
tors (102).

Regulation of KLF1 stability. The expression of the KLF1 pro-
tein is also regulated by proteosomal control of its stability (79).

FIG 3 Location of selected amino acids within the KLF1 zinc fingers. The KLF1 structural model is based on the Zif268-DNA complex (98). Note that human
(h) and mouse (m) numberings are not equivalent. KLF1/DNA structure is viewed at different angles (A, B, and C). Critical basic amino acids that interact with
guanine residues on one strand of its double-stranded DNA (dsDNA) recognition element are selectively highlighted: blue for the first finger (mK306 and
mH309), magenta for the second finger (mR336 and mR342), and purple for the third finger (mR364 and mH367). Note the two residues highlighted in green:
mK302, known to be acetylated and critical for KLF1 interaction with Sin3a, and hT334, one of a collection of human KLF1 mutations. These are highlighted to
demonstrate that they face away from the DNA interaction surface and are not directly involved in protein-DNA interactions. Most human KLF1 missense
mutations are located at amino acids that are critical for its interaction/recognition of its cognate DNA element and face the DNA, such as hE325 (highlighted in
red). Mutations are more fully discussed in the text. Images were generated using the MacPyMOL software program.
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KLF1 can be ubiquitinated on multiple lysines that span its pri-
mary sequence, thus excluding sumoylation or acetylation from
playing a controlling role. Although its two conserved PEST se-
quences are not required for ubiquitination, they may serve as
docking sites for proteasome-mediated unfolding of the KLF1
protein prior to degradation (79). The Ppm1b protein phospha-
tase interacts with the KLF1 PEST1 sequence and increases the
stability of KLF1 via its zinc finger domain, thereby regulating the
availability of KLF1 to activate transcription (42).

The requirement for tight regulation of KLF1 levels is under-
lined by evidence that KLF1 haploinsufficiency perturbs regula-
tion of erythropoiesis (reviewed in references 31, 12, and 33).
Primitive erythroid cells in KLF1�/� mice possess ruffled mem-
branes and exhibit an abnormal display of cell surface proteins,
including an ectopic display of megakaryocytic cell surface mark-
ers (18). Haploinsufficiency of human KLF1 is linked to decreased
levels of the Lu antigen in red cells (32) and to aberrant regulation
of globin expression in adults; some patients that are borderline
HbA2 or exhibit a hereditary persistence of fetal hemoglobin
(HPFH) are heterozygous carriers of a nonsense mutation that
ablates one KLF1 allele (12, 31, 33).

Last, KLF1 protein levels in definitive erythroid cells are 3-fold
that of primitive erythroid cells (observed in references 63 and 61,
although not in reference 120), possibly leading to altered binding
patterns seen at different globin promoters. These observations
highlight the idea that controlling the level of KLF1 gene tran-
scription and stability of the protein likely play important roles in
regulating its protein-protein interactions and subsequent in-
volvement in downstream processes.

REGULATION OF KLF1 SUBCELLULAR LOCALIZATION

KLF1 possesses two nuclear localization signals (NLSs) near the
carboxyl end that individually contribute to maximal nuclear lo-
calization (95, 121). The first NLS spans amino acids (aa) 275 to
296 of murine KLF1, a region adjacent to the second NLS that
overlaps the KLF1 zinc fingers (aa 293 to 376). The acetylation
status of K288 in NLS1 is irrelevant to its activity. KLF1 zinc fin-
gers bind well in vitro to Rch-1 (importin �2) and importin � (95).
Heterokaryon assays demonstrate that KLF1 is able to shuttle out
of the nucleus, although its nuclear reentry is rapid (122). KLF1
does not contain an obvious nuclear export signal, and shuttling is
relatively insensitive to leptomycin B inhibition of CRM1-medi-
ated nuclear export.

In spite of the existence of two domains that behave as strong
nuclear localization signals, a significant proportion of KLF1 quite
unexpectedly resides in the cytoplasm (14, 73, 75, 122). Immuno-
fluorescent and biochemical assays show that a substantial pro-
portion of endogenous KLF1 is cytoplasmic at steady state in all
erythroid cells examined (primary and MEL), that this pattern
does not appear to change during either erythroid development or
terminal differentiation, and that its nuclear/cytoplasmic ratio is
not altered by a variety of treatments (122). Intriguingly, the mu-
rine KLF1 protein displays subtle yet distinct biochemical (migra-
tion on an SDS-PAGE gel) and functional (altered electrophoretic
mobility shift assay [EMSA] complex) differences depending on
which subcellular compartment it is isolated from (122), with
PEST sequences (79) possibly playing a role in these differences.

The biological significance of KLF1 differential localization is un-
clear. Each KLF1 population may undergo different posttranslational
modifications by virtue of being in different subcellular compart-

ments, possibly enabling its differential retention. Such a mechanism
may account for changes in DNA binding and transcription activity
of KLF1 over the course of erythroid differentiation. Whether it is
sequestered in a latent form or whether it maintains a totally separate
function in the cytoplasm remains to be established.

FINAL REMARKS

Questions related to mechanistic details that remain outstanding
have been alluded to throughout this review. In addition, other
recent observations point to new unexplored areas of interest. For
example, KLF1’s critical role at late stages of erythropoiesis is fur-
ther supported by the observation that it is expressed in the central
macrophage of the erythroblastic island, where it activates DNase
II� (123), a protein that aids in the digestion of nuclei extruded in
erythroblastic islands during erythroid enucleation (124). A to-
tally unexpected observation is that an alternatively spliced form is
found in the testis (125). Yet another interesting facet is that (par-
adoxically) both pro- and antiapoptosis pathway components tar-
geted by KLF1 are enriched (13). Analysis of their activities in
KLF1-null cells indicates that apoptosis is indeed perturbed but
not in a straightforward way (38). Finally, it is likely that non-
mRNA-coding genes, such as those encoding microRNAs
(miRNAs), are also regulated by KLF1. In this regard, it is of
interest that two recently identified long noncoding RNAs
(lncRNAs) that exhibit erythroid cell-specific expression are
directly regulated by KLF1 (38).
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