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Sp1 is one of the best characterized transcriptional activators.
The biological importance of Sp1 is underscored by the fact that
several hundreds of genes are thought to be regulated by this
protein. However, during the last 5 years, a more extended family
of Sp1-like transcription factors has been identified and char-
acterized by the presence of a conserved DNA-binding domain
comprising three Krüppel-like zinc fingers. Each distinct family
member differs in its ability to regulate transcription, and, as a
consequence, to influence cellular processes. Specific activation
and repression domains located within the N-terminal regions of
these proteins are responsible for these differences by facilitating

interactions with various co-activators and co-repressors. The
present review primarily focuses on discussing the structural,
biochemical and biological functions of the repressor members
of this family of transcription factors. The existence of these
transcriptional repressors provides a tightly regulated mechanism
for silencing a large number of genes that are already known to
be activated by Sp1.
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INTRODUCTION

Sp1, the founding member of the family of proteins described
in the present review, represents the most characterized trans-
criptional activator in mammalian cells as a result of intense
investigations throughout the last two decades. One of the first
mammalian transcription factors to be cloned, this protein binds
to GC-rich promoter elements, which are essential for proper
expression of a large variety of important cellular genes [1–5].
On the basis of these initial observations, along with the broad
expression pattern of Sp1, a predominant model for understanding
the function of this protein assumed that Sp1 performed the im-
portant role of participating in the regulation of most physiological
processes. However, our current understanding of Sp1 and its
related family members, described in this review, dismisses this
initial assumption as quite an oversimplified view and replaces
this model with a new paradigm.

Following the momentum of the cloning era, several Sp1-
like proteins were identified by the presence of their conserved
DNA-binding domain, comprising three Krüppel-like zinc fingers
similar to Sp1 [6–12]. Subsequently, these proteins were classi-
fied into structural subfamilies derived from variant sequences
within their N-terminal domains. As commonly occurs within
the scientific community, many of these proteins were unsyste-
matically named by their various discoverers, which promoted
the development of a new nomenclature by the HGNC (Human
Gene Nomenclature Committee) that sequentially designates each
KLF (Krüppel-like factor) protein by number [13]. The recent
discovery of several repressor KLF proteins has led us to propose
a further classification into two functional subgroups, activators
and repressors, based on their divergent transcriptional regulation
of heterologous promoters; however, we fully recognize that
some of these transcription factors may belong to both categories.

Thus functional classification may offer the proper guidance for
successful experiments intended to identify the co-activator/co-
repressor systems utilized by these proteins.

The discovery of Sp1-like transcriptional repressors represents
a significant step in the transcriptional field towards changing
the early paradigm of ‘Sp1 activates all GC-rich sites’. The new,
more accurate paradigm emphasizes that GC-rich sites are not
necessarily the target of Sp1, but instead may be activated
or repressed depending on the family member by which it is
recognized. Evidence accumulating in this field has highlighted
the complex nature of the biological effects generated by the
existence of various KLF proteins, thereby justifying active
investigation into the role of these transcription factors in bio-
chemistry and cell biology. Several excellent reviews on Sp1-like
proteins, in general, have been published previously [6–8,10–
12,14]. Thus the reader is encouraged to consult these articles for
more detailed information regarding the activator members of this
family. The present review will provide an up-to-date, provocative
view exclusively centred on KLF repressor proteins.

PAINTING A FAMILY PORTRAIT: A CLOSER LOOK AT THE BASIC
STRUCTURAL FEATURES OF KLF PROTEINS

Extensive work, performed by many dedicated laboratories world-
wide, has resulted in the identification of more than 20 proteins
with DNA-binding domains highly similar to Sp1, and therefore
belonging to the KLF/Sp1-like family of proteins. To first
understand the function ascribed to these transcription factors,
it is important to revisit, in more detail, a few basic structural
properties of these proteins. A minimum of three domains are
required to comprise any of these site-specific transcription
factors: namely, the previously mentioned DNA-binding domain,
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Figure 1 Sequence alignment of the zinc-finger domains of KLF proteins

(a) The sequence of the zinc-finger domains of Sp1 was compared with the corresponding regions of the three CtBP-mediated and the five Sin3-mediated KLF repressor proteins. The three consensus
zinc fingers (ZF1, ZF2 and ZF3) are outlined by boxes, and the amino acid residues predicted to participate in interactions with DNA are indicated by arrows [16]. Identical residues are in red, similar
residues in black and different residues in blue. (b) For each KLF zinc-finger domain, the percentage similarities were calculated in comparison with the equivalent domain of Sp1 and the other KLF
proteins. All sequences are available in the NCBI human genome database (http://www.ncbi.nlm.nih.gov/).

an NLS (nuclear localization signal) and a transcriptional regu-
latory domain. In the DNA-binding domain, the sequence
identity among the Sp1-like/KLF family members is higher than
65%, suggesting a role in the regulation of similar promoters
(Figure 1) [14]. This domain comprises three Cys2His2 zinc-
finger motifs, each of 25–30 amino acid residues [15,16]. The
N-terminal portion shapes into two β-pleated sheets and the C-
terminal region forms an α-helix, joined at the base by the co-
ordination of a zinc atom. In addition, this domain resembles
the segmentation gene product of Drosophila melanogaster,
Krüppel, and shares a highly conserved seven amino acid inter-
finger spacer, TGE(R/K)(P/k/r)(F/y)X [17,18]. In all of the KLF
family members, each motif is equal in length, with the first
two zinc fingers comprising 23 amino acids and the third one
encompassing 21 amino acids. The functional implications of this
difference, however, remain to be characterized. Individual zinc-
finger motifs make contact with the major groove of DNA, binding
a nucleotide triplet [16,19,20]. Interestingly, several biochemical
and structural studies have demonstrated that the identity of
three residues at positions −1, +3 and +6 within each α-helix
region determines the type of nucleotides recognized by a par-
ticular finger (Figure 1) [16,21–23]. However, some zinc-finger
proteins recognize slightly different DNA sequences from the one
that is predicted from its amino acid sequence. This phenomenon
is likely to be due to a mechanism of co-operative binding,
in which the interaction of one finger with DNA modifies the
selectivity of another finger. Alternatively, DNA recognition
by these zinc fingers may reflect a ‘wobbler effect’ similar to
the one that operates during peptide synthesis. Nevertheless,
to date, Sp1-like proteins have been divided into two groups
based upon the selectivity for one of two highly similar GC-
rich sites, containing either a CGCCC or CACCC core sequence

[24–29]. Whether proteins within these groups compete against
each other for recognition sites or acquire different binding
selectivity by post-translational modifications or combinations of
homo-/hetero-dimerization remains to be determined. However,
the discovery of multiple Sp1-like proteins, with similar overall
binding selectivity, should provide caution against adopting an
Sp1-centric assumption, and encourage investigators to search
meticulously for the exact proteins that may regulate such a
promoter through GC-rich sites. Since there are several thousands
of these sites throughout the genome, this information should
be useful to further the research of a large number of studies
that are focused on the mechanism of expression of distinct
genes.

In contrast with the conservation of the ‘Sp1-like domain’ in all
the members of this family, the structure and function of the N-
terminal transcriptional regulatory domain, as well as the location
of the NLS, are variable. The location of the NLS has also been
used by some investigators to divide these proteins into two major
groups, one containing the NLS within the zinc-finger domain
and another with the signal immediately upstream of this region
[30,31]. In agreement with the structural differences at the N-
terminal domain, distinct family members have been shown to
diverge in their functional ability to regulate transcription, and, as
a consequence, to influence cellular processes. In contrast with the
function of Sp1 as one of the best-characterized transcriptional
activators currently known, KLF11, for example, behaves as a
potent transcriptional repressor [32]. Furthermore, several KLF
proteins have been observed to perform as both activators or
repressors, as determined by the cellular environment. The
functional distinctions between the members of this family are
embedded within the high level of variability in the N-terminal
portion of protein. Specific activation and repression domains
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Figure 2 CtBP and CtBP-mediated KLF

(a) Structural properties of the CtBP-mediated KLF proteins and CtBP family members. The highly homologous DNA-binding domains of the CtBP-mediated KLF, which are characterized by three
Cys2His2 zinc-finger motifs, are indicated (blue). The region required for CtBP binding, containing the PXDLS recognition motif, is indicated in red. For the CtBP family members, the putative
catalytic His315 residue is shown in purple. The regions essential for transcriptional repression of CtBP1 and PXDLS motif/KLF binding are shaded in yellow and green respectively [48]. (b) Model
of CtBP-mediated repression. The CtBP-mediated KLF binds to its respective recognition sequence in the promoter of a particular target gene. This protein is then able to recruit a CtBP protein
via a conserved PXDLS motif. As a result, CtBP influences repression through association with proteins that include the chromatin-condensing HDACs and/or other inhibitory factors (X), such as
polycomb and Ikaros.

located within this region have been determined to interact
with various co-activators and co-repressors, thereby regulating
transcription in a distinct manner. Thus, in summary, although the
structure of the DNA-binding domain classifies these proteins
within the KLF family of transcriptional regulators, the N-
terminal region provides the functional identity to each member
of this family.

DIVULGING A FAMILY SECRET: DISCOVERY OF THE KLF
TRANSCRIPTIONAL REPRESSORS

Almost simultaneously in 1998, the primary functional sub-
families of transcriptional repressors were characterized. Turner
and Crossley [33] reported the existence of a KLF/BKLF
(basic KLF) subfamily that utilizes CtBP (C-terminal-binding
protein) co-repressors, whereas our laboratory described the
KLF/TIEG [TGF-β (transforming growth factor-β)-inducible
early gene] subfamily of transcriptional repressors that functions
via the Sin3 HDAC (histone deacteylase) system [32,34,35].
Subsequently, we also discovered an extended subfamily of Sin3-
mediated repressors, known as the KLF/BTEBs [BTE (basic
transcription element)-binding proteins) [36,37]. Originally, these
three repressor groups of KLF proteins were classified entirely
based on structural features. More detailed analyses later
supported the notion that KLF/TIEGs and KLF/BTEBs may
represent the same functional subfamily, which underscores the
fact that mechanistic predictions based on primary sequence data,

although useful, are to some extent incomplete [35]. Therefore, a
supplementary classification for these proteins by consideration
of their actual mechanism of action is necessary. In this article,
we will review the KLF proteins according to their mechanisms
of action, namely CtBP-dependent and Sin3-dependent KLF
repressors. The structural, biochemical and biological functions
of both subfamilies of KLF transcriptional repressors will be
discussed.

BEARING A FAMILY RESEMBLANCE: CtBP-MEDIATED
KLF REPRESSORS

Members of the KLF/BKLF subfamily, which include KLF3,
KLF8 and KLF12, have been shown to repress transcription
through the recruitment of a CtBP family member (Figure 2a)
[33,38,39]. Interaction of these proteins with CtBP occurs through
a 5-amino-acid motif PXDLS (Pro-Xaa-Asp-Leu-Ser). Interest-
ingly, except for the small CtBP-recognition motif, no significant
similarity occurs between the N-terminal domains of these three
proteins. Since the repressor function of these proteins depends,
at least in part, on the action of CtBPs, it is necessary to
briefly describe a few key properties of this family. The first
family member, CtBP, was originally characterized as the binding
protein of the C-terminal portion of the adenovirus E1A protein
[40,41]. CtBPs are highly conserved through evolution and
share significant amino acid similarity to NAD-dependent 2-
hydroxyacid dehydrogenases, including the residues believed to

c© 2005 Biochemical Society



4 G. Lomberk and R. Urrutia

participate in catalysis and the characteristic core NAD+-binding
motif (Figure 2a) [41]. Although for many years the mechanism
of CtBP function was unclear due to lack of evidence to support
dehydrogenase or NAD-binding activities, subsequent studies led
to biochemical and crystallographic data which revealed that
CtBP is indeed a functional dehydrogenase [42]. Furthermore,
Kumar et al. [42] demonstrated that the dehydrogenase domain is
necessary and sufficient to mediate repression, while also ident-
ifying the NAD+ and putative substrate interactions based on the
structure of this domain in the presence of NAD+.

The function of CtBPs as transcriptional co-repressors has
been well established; however, their mechanism of action
remains obscure [33,43–47]. CtBP proteins recruit HDACs,
suggesting this pathway as one of the mechanisms for gene
silencing (Figure 2b) [48,49]. Remarkably, however, transcrip-
tional repression via CtBP also occurs in a HDAC-independent
manner, which is probably due to interactions between these
proteins with different co-repressors [49–51]. Indeed, other
families of transcriptional repressors, such as Ikaros and mem-
bers of polycomb, have been reported to interact with CtBP
(Figure 2b) [49,52]. As these interacting proteins are integral
parts of chromatin-remodelling complexes, these data suggest an
additional possible mechanism of action for CtBP, namely gene si-
lencing through the physical rearrangement of nucleosomes. The
mechanism that operates in KLF-mediated repression, whether
through one of the aforementioned or another yet undiscovered
mechanism, remains poorly understood. Next we will discuss the
most important characteristics of the biochemical and cellular
function of these CtBP-mediated KLF repressors individually.

KLF3 was discovered as the result of efforts to identify
additional CACCC-binding factors following the characterization
of KLF1, an activator of the β-globin gene locus [27]. Gel-
shift assays with mouse erythroleukaemia cell extracts revealed a
distinct CACCC-bound complex from KLF1, which subsequently
prompted the isolation of KLF3 cDNA through a low-stringency
library screen [27]. KLF3 binds to CACCC sequences preferably
over GC-rich sites, and the specificity of its DNA-binding domain
is distinct from KLF1 on various promoters, although there is a
general resemblance in the recognition sequence. KLF3 is com-
monly called BKLF and is distinguished from other KLF proteins
by its basic charge. Whereas KLF1 has an isoelectric point of
7.0, KLF3, however, is appreciably unique with an isoelectric
point of 10.2 [27]. Similar to KLF1, KLF3 is present in haemato-
poietic tissues, however, at even higher intensities. In contrast
with the erythroid confinement of KLF1 mRNA, the KLF3
transcript is abundant in the developing nervous system and
moderately expressed in several adult tissues [27]. Preliminary
data from the generation of KLF3-knockout mice shows signs of
myeloproliferative disorder, perhaps indicative of a crucial role
for KLF3 in haematopoiesis [53].

KLF3 binds to many cis-regulatory sites containing the
CACCC element, including the promoters of the β-globin,
GATA-1, pyruvate kinase, carbonic anhydrase, porphobilinogen
deaminase, α-fetoprotein and mitochondrial glycerol phosphate
dehydrogenase genes, as well as globin locus control regions
[27,54,55]. Initially, KLF3 was assumed to solely possess abilities
to activate transcription due to its effects on a minimal promoter
that contained one KLF3-binding site. However, this activation
was of considerably less magnitude than other KLF proteins
and was only achieved with excessive amounts of KLF3 [27].
Subsequent studies revealed that KLF3 also modulates gene
expression as a potent repressor [33]. The domain responsible
for the silencing activity of KLF3 was mapped to a 74-amino-
acid region within the N-terminus, which sustained repression
upon fusion to a heterologous DNA-binding domain [33]. Sub-

sequently, investigations into the mechanism of KLF3 repressor
function using a yeast two-hybrid screen identified CtBP2 as the
co-repressor for this protein [33]. Intriguingly, the disruption of
CtBP recruitment fails to completely eliminate transcriptional
repression via KLF3, implicating additional cofactors in its
regulation of transcription. This interesting observation led to a
repeat two-hybrid screen with KLF3, which isolated FHL3,
a member of the FHL (four and half LIM domain) family, as
another partner protein facilitating repression [56]. Although FHL
proteins were originally proposed to function in cytoskeletal
organization, family members have recently been observed
within the nucleus, participating in co-regulation of transcription
[57–60]. Therefore, interactions between KLF3, CtBP2 and
FHL3 suggest that large multiprotein complexes function in
transcriptional repression of GC-rich promoters.

KLF8, a protein identified by its limited similarity to KLF3
through a database search, also associates with CtBP through a
PVDLS recognition motif [38]. The N-terminus of KLF8 pos-
sesses repression activity, which is dependent upon the integrity
of the CtBP interaction site [38]. However, as with KLF3,
mutation of the CtBP-recognition motif does not fully abolish
the capacity of KLF8 for transcriptional repression [38]. Similar
to the case of KLF3, this phenomenon represents a yet unexplored
indication of the existence of additional co-repressors for KLF8.
Interestingly, expression of KLF8 was detected in a broad range
of human tissues, and considerable overlap was observed between
the expression profiles of KLF3 and KLF8 [38]. Currently,
however, it is unclear as to whether these proteins have similar or
redundant cellular functions. Thus extensive functional analyses
are still necessary to resolve this important biological question.

KLF12 encodes the third member of this subfamily of CtBP-
mediated repressors, which, distinct from KLF3 and KLF8,
shows a pattern of expression restricted to kidney and brain
[61]. In addition, KLF12 differs from both KLF3 and KLF8
by the fact that an endogenous target promoter for this protein
is known. KLF12 was identified as a repressor of the AP-2α
(activator protein-2α) gene, which also encodes a mammalian
transcription factor [61]. KLF12 represses AP-2α expression
through an N-terminal PVDLS sequence that promotes physical
interaction with the co-repressor CtBP1 [39]. Therefore, KLF12
repression is tightly coupled with an effective CtBP interaction
motif. However, a truncated KLF12 of the C-terminal portion
with three intact zinc fingers maintained partial repression of
the AP-2α promoter, indicating that the zinc-finger motif may
accommodate a compatible transcriptional repressor function
[62]. The possibility also remains that the C-terminal region
may sterically interfere with binding of activators which reco-
gnize adjacent sequences. Interestingly, upon induction of
KLF12 expression during kidney development, down-regulation
of AP-2α expression is subsequently detected, suggesting that
repression, not activation, is the major function of KLF12 [61].
As KLF12 functions to suppress endogenous AP-2α expression,
AP-2α reciprocates, acting as a negative regulator of KLF12
expression [62]. These data suggest a mechanism of trans-
regulation between these transcription factors, but does not
explain the biological relevance of this phenomenon.

In contrast with other subfamily members (KLF3 and KLF8)
that recognize the CACCC sequence, KLF12 interacts with
CAGTGGG, which is similar to the high-affinity binding sites of
the tumour suppressor WT-1 [62]. This selectivity is due to the fact
that the DNA-binding domain of KLF12 also shares significant
similarity to the equivalent region of WT-1/egr proteins [61].
Moreover, the presence of N-terminal Ser-Thr and Pro-Gln motifs,
which possess structural similarity to WT-1, is also a unique
characteristic of KLF12. These features suggest that KLF12 bears
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Figure 3 mSin3 and mSin3-mediated KLF

(a) Structural properties of the mSin3-mediated KLF proteins and mSin3 family members. As in Figure 2, the three conserved Cys2His2 zinc-finger motifs are shown in blue. The SID region involved
in interactions with mSin3 is shaded yellow. KLF10 and KLF11 have three conserved N-terminal repression domains, including the previously mentioned SID (R1) along with the R2 and R3 domains
(orange). For the mSin3 family members, the four PAH protein interaction motifs are represented by adjacent, green ovals. The locations of Sin3 regions required for interaction with KLF (PAH2),
N-CoR (nuclear receptor co-repressor) and HDAC are indicated. (b) Model of mSin3-mediated repression. The Sin3-mediated KLF associates with its respective GC box/BTE site in the promoter of
a target gene. The SID domain of these proteins facilitates the recruitment of mSin3A through interaction with PAH2. Consequently, mSin3A recruits N-CoR, which inhibits the basal transcriptional
machinery, and HDACs, which modify chromatin structure to a more condensed state, thereby mediating transcriptional repression.

significant structural similarities at the DNA-binding domain
to proteins that silence embryonic gene expression during ter-
minal cell differentiation. Together, the interaction with AP-2α
during kidney morphogenesis and the structural similarities with
WT-1 support a role for KLF12 in regulating developmental
processes. Thus, although KLF12 is a member of the CtBP-
mediated transcriptional repressors, it shows distinct structural
and functional differences from KLF3 and KLF8.

RECOGNIZING FAMILY TIES: Sin3-MEDIATED KLF REPRESSORS

A subgroup of KLF proteins, which includes KLF9, KLF10,
KLF11, KLF13 and KLF16, represses transcription via the HDAC
system through direct interaction with the scaffold co-repressor
protein Sin3A (Figure 3a) [35]. Mammalian Sin3 (mSin3) pro-
teins, orthologues of the Sin3p transcriptional repressor in
Saccharomyces cerevisiae, are part of large, multi-protein com-
plexes involved in local chromatin modification [63–66]. Most
of the subunits in these mSin3–HDAC complexes have been
identified, such as RBAP46 [Rb (retinoblastoma protein)-
associated protein 46], RBAP48, HDAC1, HDAC2, SAP30
(Sin3-associated polypeptide 30) and SAP18, in addition to the
mSin3A/mSinB components [67–69]. Sin3 itself is a substantial
multi-domain protein proposed to function as a scaffold for

assembly of the entire complex. Disruption of the HDAC core-
binding site within Sin3, as well as treatment with HDAC
inhibitors, were shown to significantly inhibit the repressor
activity of the Sin3 complex, emphasizing the critical nature of
the HDAC interaction for Sin3-medated repression (Figure 3b)
[70,71]. In addition, there are four evolutionarily conserved
imperfect repeats within Sin3, each of which is predicted to
form a newly discovered four helix bundle fold, labelled
PAH (paired amphipathic helix) regions (Figure 3) [64,72,73].
These PAH domains mediate binding with various transcription
factors and accessory proteins, thereby facilitating recognition of
a target sequence for the complex. Through direct demon-
stration with KLF10 (TIEG1) and structural comparisons to
KLF9 (BTEB1), KLF11 (TIEG2), KLF13 (BTEB3) and KLF16
(BTEB4), a specific interaction with mSin3 was shown via its
second PAH domain (Figure 3) [35].

Of the KLF proteins, KLF9 was the first identified and cloned,
based upon its ability to bind the BTE, a single GC-box sequence
in the CYP1A1 (cytochrome P4501A1) gene promoter that is
required for its constitutive expression [74,75]. Apart from a
72% similarity to Sp1 within its zinc-finger domain, KLF9
displays minor to no further resemblance with Sp1 [5]. The
activation domain of KLF9 is contained within two regions that
are rich in hydrophobic residues, which differs from other KLF
family members [76]. The zinc-finger motifs of KLF9 recognize
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the BTE with comparable affinity to Sp1 [77]. Although both
KLF9 and Sp1 activate gene expression from promoters with
multiple GC-box sequences, such as the SV40 (simian virus 40)
early promoter and HIV-1 long terminal-repeat promoter, KLF9
represses the activity of the CYP1A1 promoter, containing a single
BTE [5,78]. This is in strong contrast with Sp1, which is a potent
stimulator of CYP1A1 gene expression [5]. As a ubiquitously
expressed protein, KLF9 has been implicated in a wide variety
of biological functions. The activation of collagen α1(I) gene
expression in liver fibroblast-like stellate cells, which is induced
by acetaldehyde upon injury, is reportedly mediated by KLF9
[74]. These studies emphasize the importance of KLF9 in a highly
regulated process, such as stellate cell activation, demonstrating
the existence of a cell-specific function for KLF proteins. In co-
operation with the progesterone receptor, KLF9 has been shown
to stimulate uteroferrin expression, which produces a pregnancy
and epithelial-specific, endometrial secretory protein [79]. This
transactivation of the uteroferrin gene promoter not only exhibits
another example of cell-specific action, but also reveals regulation
of pregnancy-associated transcription through a KLF protein.
In addition, KLF9 has been demonstrated to have a role in
neural development [80]. The thyroid hormone, T3, regulates
KLF9 expression specifically in neuronal cells of the developing
nervous system, and this over-expression of KLF9 results in an
increased length and number of neurites. These data suggest that
KLF9 is required for the proper maturation of the central nervous
system. This result has recently been confirmed by the analyses
of KLF9-knockout mice [81]. Although, in addition to normal
morphogenesis in the central nervous system, it is tempting to
speculate that KLF9 may play a role in neurodegenerative diseases
and regeneration, and these studies remain to be carried out.

Expanding the repertoire of BTEB-related KLF transcription
factors, KLF13 (BTEB3) and KLF16 (BTEB4) were indepen-
dently discovered through sequence comparisons with KLF9 and
other KLF family members [34,36,37]. The expression patterns
of KLF13 and KLF16 display variable levels in the majority of
human tissues, with a notable difference in the liver where
KLF16 transcripts are enriched, but transcripts of KLF13 are
comparatively low [37,82,83]. KLF13 has been shown to activate
the SV40, RANTES (regulated upon activation, normal T-cell
expressed and secreted; a chemotactic cytokine) and β-globin
promoters or repress promoters with a BTE site, such as CYP1A1
[5,36,82,84,85]. Analogous to the highly related family member
KLF9, KLF13 binds to BTE sites with an affinity similar to Sp1
[36,77]. In addition, KLF13 functions as a repressor of BTE-
dependent transcription via mechanisms that include competition
with Sp1 for DNA binding and recruitment of the co-repressor
complex, mSin3A–HDAC [36]. With approx. 80 % similarity to
both KLF9 and KLF13, KLF16 also behaves as a BTE-binding
transcriptional repressor, exhibiting repression of the CYP1A1
promoter and interaction with mSin3A [36]. Thus the evolution
of this group of BTEB-related KLF proteins may have occurred,
at least in part, to counteract the activating function of Sp1 on the
CYP1A1 promoter.

KLF10 (TIEG1) and KLF11 (TIEG2) are two significantly
related Krüppel-like factors [32]. Ubiquitously expressed, KLF10
was originally identified by differential-display PCR as the
product of a TGF-β-inducible gene in a human osteoblastic
cell line [86]. Furthermore, KLF10 expression was induced
upon treatment with a limited number of other growth-stimulat-
ing factors, including bone morphogenetic factor 2 and EGF
(epidermal growth factor) [86]. Independently, KLF10 was also
identified as a growth-factor-inducible gene from the prostate,
brain and rat pancreas, thereby receiving the names of EGR-α
(early growth response gene-α), GIF (glial cell-derived neurotro-

phic factor inducible transcription factor) and rat TIEG respec-
tively [87,88]. In addition to TGF-β and other growth factors,
various hormones have also been shown to influence KLF10
expression, such as the oestrogen 17β-oestradiol, which stimu-
lates a rapid increase of KLF10 expression in oestrogen-receptor-
positive human fetal osteoblastic cells [89]. Conversely, andro-
gens, such as 5α-dihydroxytestosterone, result in the inhibition of
KLF10 expression in prostate cancer cell lines [87,90].

In many different cell types, TGF-β1 serves as a potent
inhibitor of cell growth by two different mechanisms, namely cell-
cycle arrest and apoptosis [91–95]. As a result, the stimulation
of KLF10 expression by TGF-β1 suggested that KLF10 may
participate in the regulation of apoptosis. In vitro studies of
KLF10 revealed that its over-expression in the epithelial TGF-
β-sensitive pancreatic cell line PANC-1, indeed, inhibits cell
proliferation and induces apoptosis [96]. Of note, even though
the pro-apoptotic role of KLF10 is not specific to epithelial cells,
mechanistic experiments performed in epithelial cell lines have
resulted in a better understanding of the intracellular pathway
underlying KLF10-induced apoptosis [97,98]. In these cells,
KLF10 expression subsequent to TGF-β1 treatment was observed
to precede the typical morphological changes associated with
apoptosis. However, cell death triggered by TGF-β1 treatment
occurred without changes in the expression of genes encoding
classical apoptotic regulatory proteins, such as Bax and Bcl-Xl
[98]. In contrast, this apoptotic response was accompanied by
an increase in the formation of reactive oxygen species and a
loss of mitochondrial potential, which precede the morphological
features of apoptosis [98]. These observations indicated that
the increased intracellular levels of KLF10 mimic the anti-
proliferative and apoptotic effects of TGF-β1 on epithelial
cell growth, suggesting that KLF10 is an important factor for
mediating TGF-β1 signalling, and that genes involved in the
regulation of oxidative stress may be targets of this transcriptional
repression.

KLF11/TIEG2, a structural relative to KLF10, was identified
in our laboratory through the use of an in silico screening
approach [32]. Sequence analysis of these two proteins revealed
an approx. 90 % similarity within the C-terminal DNA-binding
domain and 44% overall similarity throughout the proline-rich
N-terminal domain, with selected regions sharing as much as
70% similarity [32]. Some mutual characteristics of KLF10 and
KLF11 include the TGF-β inducible nature of their expression
and their participation in growth regulation [32]. The tissue
expression pattern of KLF11 is also ubiquitous, with enrichment
in the pancreas and muscle, comparable with KLF10 [32]. Thus,
on the basis of their sequence similarity and induciblity by TGF-β,
KLF10 and KLF11 represent a distinct group of KLF transcription
factors.

Initial biochemical characterization of these proteins using
heterologous promoter systems revealed that the N-terminal
domains of both KLF/TIEGs contain three distinct transcriptional
repressor domains [34]. Within KLF11, the R1 (amino acids
24–41), R2 (151–162) and R3 (273–351) domains exhibited
repression of reporter activity by a minimum of 75% [34].
However, regions outside the R1, R2 and R3 domains failed
to demonstrate any transcriptional regulatory capacity. The
R1 domain had been predicted to adopt an α-helical confor-
mation based on secondary-structure prediction algorithms.
Subsequently, CD analysis confirmed that this domain has the
propensity to form an α-helix [35]. Mutations within the central
core of R1 (amino acids 30–39; AVEALVCMSS) disrupted the
transcriptional regulatory activity, thereby defining a 10-amino-
acid core sequence that is required for the R1 domain to function
[34]. This core has been characterized as the α-helical repression
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motif SID (Sin3-interacting domain), which is discussed below
in greater detail. Mutations in three consecutive residues, valine,
isoleucine and arginine (aa 158–160), within R2 resulted in a
complete loss of R2 repression activity [34]. However, these three
residues alone were not sufficient to repress reporter activity,
indicating that while the residues are essential for R2-mediated
repression, the remainder of the R2 domain also contributes to
its function. The R3 domain is proline-rich (20%), a classic
feature of activation and repression domains [34,99,100]. This
domain also contains a core sequence of approx. 20 amino
acids (311–328) that is highly conserved (67% similar) between
KLF10 and KLF11 [34]. Mutation analyses indicated that these
proline residues are not essential for the ability of R3 to repress
transcription; however, mutation of the conserved core abolished
the ability of R3 to repress transcription. Investigation of the role
of the four linker regions in between the DNA binding revealed
the presence of numerous sites for post-translational modifications
and demonstrated that KLF11 function is regulated by different
signalling cascades [101].

The identification and functional characterization of a novel
mSin3A-interacting domain, which is conserved in particular
KLF proteins, initiated from the observation that R1 of KLF11
binds mSin3A with high affinity [35]. Detailed biochemical
and functional analyses have demonstrated that the KLF11 SID
interacts specifically with the PAH2 domain of mSin3A to repress
transcription. The N-termini of KLF9, KLF13 and KLF16 also
contain this conserved SID, analogous to the corresponding
domain in KLF10 and KLF11 [35]. Therefore, the SID is a
defining structural and functional feature of this subset of KLF
repressors, linking the function of these proteins to HDAC-
mediated transcription repression via mSin3A binding [67].
Besides the KLF repressors, interactions of this type have been
only described for Mad1, Ume6 and Pf1 [102–104].

The SID of KLF proteins displays structural and functional
resemblance to the characterized SID of Mad1, the basic helix–
loop–helix protein that dimerizes with Max to antagonize the
function of the c-Myc oncoprotein [35]. Members of the Mad
family of repressor proteins, which include Mad1, Mad3, Mad4
and Mxi-SR, also associate with the PAH2 domain of mSin3A
through their N-terminal SID [72]. CD and mutational analyses
first demonstrated that the Mad1 SID adopts an amphipathic
α-helical conformation, and this was confirmed through NMR
structure analysis [102,105]. From these studies, it became evident
that this α-helical structure interacts with PAH2 by docking into
a hydrophobic pocket within the base of this four helix bundle
structure. The KLF11 SID and Mad1 SID interaction with the
same PAH2 domain of Sin3 prompted an investigation as to
whether the interaction was based upon structural similarities
[35,106]. Low-stringency sequence comparisons revealed a
minimal level of homology between the KLF11 SID and the
Mad1 SID with the presence of a core consensus sequence,
A(A/V)XXL, and similar helical propensities [35]. Although
structurally similar, the SID of the KLF repressor proteins displays
an affinity for the Sin3A PAH2 domain that is lower than the
affinity of the Mad1 SID for this domain. Molecular modelling
experiments, combined with molecular dynamics simulation of
the Mad1 SID–PAH2 complex, as compared with the KLF11 SID–
PAH2 complex, suggest that this difference in affinities is a result
of distinct binding mechanisms [106]. Thus this divergence may
serve as the basis for the design of pharmacological agents that
modulate the activity of different SID–PAH2 complexes. Overall,
the KLF/TIEG and KLF/BTEB proteins have more similarity
between their SIDs than to the Mad1 SID.

The SID that is a Sin3-interacting domain functions as a trans-
criptional repressor domain in vivo [35]. As a result, the KLF/

TIEG and KLF/BTEB proteins are the first KLF transcription
factors demonstrated to repress gene expression via the mSin3A–
HDAC co-repressor complex. The SID of these KLF repressors
represents a broader mechanism for transcriptional repression
beyond the SID of the Mad subfamily of basic helix–loop–
helix proteins. In addition, the functional similarity conferred
by the SID present in a subset of KLF proteins encourages
the formation of the new functional classification – the Sin3-
mediated KLF repressors, to provide more information than the
former classification of these proteins into different structural
subfamilies.

THE RECESSIVE TRAITS: TYPICAL ACTIVATORS ACTING
AS REPRESSORS

In addition to the aforementioned CtBP-mediated and Sin3-
mediated repressors, there are emerging examples of prototypical
KLF activators functioning as repressors via mechanisms not
yet fully characterized. EKLF, or KLF1, is well-established as
an erythroid-specific transcription factor that is essential for
activation of β-globin gene expression [107–112]. Although
much of the focus has been on its activator role on the β-
globin locus, questions arose concerning the observations that
KLF1 expression on day 7.5 is much earlier than the onset of
adult β-globin expression [113]. This observation suggested that
KLF1 had additional targets and thus different functions under
different cellular contexts. Unexpectedly, full-length KLF1 and
solely the zinc-finger domain displayed transcriptional repression
in vivo when tethered to a GAL4 DNA-binding domain [114].
KLF1 requires recruitment to a promoter to exhibit repression;
however, its zinc-finger domain is unable to directly bind DNA
while simultaneously inhibiting transcription. As a result, several
new mechanisms can be proposed, including the possibility that
KLF1, as a repressor, associates with the promoter via other DNA-
binding proteins and perhaps the target site does not contain the
CACCC sequence commonly equated with KLF1 binding. Of
further importance, KLF1 was found to interact with mSin3A and
HDAC1, providing a potential model for repression [114]. At the
same time, it exposed the deeper conundrum of the mechanism
responsible for influencing KLF1 to selectively recognize these
co-repressors or its known co-activators, CBP [CREB (cAMP-
response-element-binding protein)-binding protein] and p300
[115].

KLF4 was initially identified as a potent activator of trans-
cription under several conditions [29,116,117]. As KLF4 was
associated with negative regulation of cellular growth, an in-
teraction between CBP and KLF4 was established to couple
transcriptional activation with growth suppression [117]. Inter-
estingly, subsequent studies offered a connection between
KLF4, growth suppression and transcriptional repression. Over-
expression of KLF4 in colon adenocarcinomas was shown to
reduce cyclin D1, a key regulator of cell-cycle progression, at the
mRNA and protein levels, and direct binding of KLF4 suppressed
the cyclin D1 promoter by 55% [118,119]. The mechanism by
which this repression occurs remains to be completely elucidated;
however, data are indicative of a competitive interaction between
KLF4 and Sp1 [118]. KLF4 can also inhibit the promoter activity
of CYP1A1 by this mechanism [120]. Therefore, KLF4 is another
example of a pleiotropic Krüppel-like transcription factor with
activation or repression functions in a context-dependent manner.

A FAMILY LEGACY: LOOKING TOWARD THE FUTURE

The existence of multiple KLF proteins with similar recognition
sequences confers on the nucleus numerous possibilities of diverse
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biochemical mechanisms by which these proteins may function,
allowing precise manipulation of gene expression under various
physiological conditions. In fact, structural motifs within these
proteins have evolved in a manner that provides a strategic
opportunity for interaction with distinct cofactors. As a result,
differential association of KLF proteins with a unique repertoire
of cofactors not only allows for the regulation of a distinct sub-
set of genes, but also divergent regulation of the same gene. Early
studies have extensively characterized the activation function of
several KLF proteins. The ensuing consensus has indicated that
activation domains within these proteins interact with particular
co-activator proteins to modulate either basal transcription mach-
inery or chromatin structure. However, our understanding of the
mechanisms underlying the repressive function of KLF proteins
has just begun to emerge in recent years.

This review focused on two main subfamilies of KLF repres-
sors, the CtBP- and Sin3-mediated repressors. However, whether
two subfamilies are the full extent of repressor subfamilies in
the KLF family and whether the members of these two families
interchange their mechanisms of repression require further
investigation. More extensive assessment of context-dependent
actions would facilitate the comprehension of these issues, given
that different cellular situations dictate the mechanism of KLF
repression. This mechanism may be better understood once the
number of endogenous promoters that are influenced by KLF
repression increases. More frequent use of techniques, such
as chromatin immunoprecipitation using antibodies to specific
KLFs or selected cofactors, may accelerate the resolution of this
complex network of activation and repression. Future studies
should consider the possibility of pleiotropic function; perhaps
most, if not all, KLF proteins have both activating and repressive
activities. The characterization of many KLF transcription factors
as possessing one predominant function may stem from its capture
in a single scenario within the cell. For instance, a particular
modification or signal may reveal an alternative function.

Much potential lies ahead with the examination of functional
consequences related to post-translational modifications on KLF
proteins, along with various signalling events that initiate their
occurrence. Data has already accumulated on the acetylation
of KLF1 on Lys288 and Lys302 [115,121]. Although neither
modification affects site-specific DNA binding, mutagenesis of
Lys288, in particular, reduces activation of the β-globin promoter
via KLF1 and eliminates the enhanced activation by p300
or CBP [115]. Moreover, the acetyltransferase capability of
p300 or CBP is necessary for complete co-activation with
KLF1. Interestingly, acetylated KLF1 has a higher affinity for
the chromatin remodelling SWI–SNF complex, in addition to
acting as a more potent transcriptional activator of reconstituted
chromatin in vitro. In another study, the EGF signalling pathway,
EGF–Ras–MEK1–ERK2, was shown to inhibit the SID domain of
KLF11 through phosphorylation of four serine/threonine residues
adjacent to this region [101]. The phosphorylation event was
concluded to disrupt the KLF11–mSin3A interaction, thereby
impeding the repressive function of KLF11. Consequently, these
two studies have provided evidence for the controlled regulation
of KLF activity by post-translational modifications and cellular
signalling, rather than a constitutive function. Potentially, this
paradigm may extend beyond a simple ‘on/off’ mechanism by
determining which KLF binds to a multi-KLF recognition site or
mediating some of the pleiotropic behaviour of the KLF proteins.

Taking these data into consideration, it is possible to speculate
on how the regulation of KLF proteins can be utilized for
designing both experimental and therapeutic strategies. For
instance, the exploitation of the sequence specificity of KLF
recognition sites may lend to the development of molecules with

direct therapeutic benefit. Artificial manipulation of individual
KLF-regulated promoters, such as those of cancer-related genes,
may provide the accuracy required to target only detrimental gene
expression and not the ‘healthy’ remainder. The significance of
these potential applications underscores the importance to strive
for complete comprehension of the functions and mechanisms of
these proteins.
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Zif268–DNA complex at 2.1 Å. Science (Washington, D.C.) 252, 809–817

23 Pavletic, N. P. and Pabo, C. O. (1993) Crystal structure of a five-finger GLI–DNA
complex: new perspectives on zinc fingers. Science (Washington, D.C.) 261,
1701–1707

24 Thiesen, H. J. and Bach, C. (1990) Target Detection Assay (TDA): a versatile procedure
to determine DNA binding sites as demonstrated on SP1 protein. Nucleic Acids Res. 18,
3203–3209

25 Kingsley, C. and Winoto, A. (1992) Cloning of GT box-binding proteins: a novel Sp1
multigene family regulating T-cell receptor gene expression. Mol. Cell. Biol. 12,
4251–4261

26 Hagen, G., Dennig, J., Preiss, A., Beato, M. and Suske, G. (1995) Functional analyses of
the transcription factor Sp4 reveal properties distinct from Sp1 and. Sp3. J. Biol. Chem.
270, 24989–24994

27 Crossley, M., Whitelaw, E., Perkins, A., Williams, G., Fujiwara, Y. and Orkin, S. H. (1996)
Isolation and characterization of the cDNA encoding BKLF/TEF-2, a major
CACCC-box-binding protein in erythroid cells and selected other cells. Mol. Cell. Biol.
16, 1695–1705

28 Matsumoto, N., Laub, F., Aldabe, R., Zhang, W., Ramirez, F., Yoshida, T. and Terada, M.
(1998) Cloning the cDNA for a new human zinc finger protein defines a group of closely
related Kruppel-like transcription factors. J. Biol. Chem. 273, 28229–28237

29 Shields, J. M. and Yang, V. W. (1998) Identification of the DNA sequence that interacts
with the gut-enriched Kruppel-like factor. Nucleic Acids Res. 26, 796–802

30 Shields, J. M. and Yang, V. W. (1997) Two potent nuclear localization signals in the
gut-enriched Kruppel-like factor define a subfamily of closely related Kruppel proteins.
J. Biol. Chem. 272, 18504–18507

31 Pandya, K. and Townes, T. M. (2002) Basic residues within the Kruppel zinc finger DNA
binding domains are the critical nuclear localization determinants of EKLF/KLF-1.
J. Biol. Chem. 277, 16304–16312

32 Cook, T., Gebelein, B., Mesa, K., Mladek, A. and Urrutia, R. (1998) Molecular cloning
and characterization of TIEG2 reveals a new subfamily of transforming growth
factor-β-inducible Sp1-like zinc finger-encoding genes involved in the regulation of cell
growth. J. Biol. Chem. 273, 25929–25936

33 Turner, J. and Crossley, M. (1998) Cloning and characterization of mCtBP2, a
co-repressor that associates with basic Kruppel-like factor and other mammalian
transcriptional regulators. EMBO J. 17, 5129–5140

34 Cook, T., Gebelein, B., Belal, M., Mesa, K. and Urrutia, R. (1999) Three conserved
transcriptional repressor domains are a defining feature of the TIEG subfamily of
Sp1-like zinc finger proteins. J. Biol. Chem. 274, 29500–29504

35 Zhang, J. S., Moncrieffe, M. C., Kaczynski, J., Ellenrieder, V., Prendergast, F. G. and
Urrutia, R. (2001) A conserved α-helical motif mediates the interaction of Sp1-like
transcriptional repressors with the corepressor mSin3A. Mol. Cell. Biol. 21, 5041–5049

36 Kaczynski, J., Zhang, J. S., Ellenrieder, V., Conley, A., Duenes, T., Kester, H.,
van Der Burg, B. and Urrutia, R. (2001) The Sp1-like protein BTEB3 inhibits
transcription via the basic transcription element box by interacting with mSin3A and
HDAC-1 co-repressors and competing with Sp1. J. Biol. Chem. 276, 36749–36756

37 Kaczynski, J. A., Conley, A. A., Fernandez Zapico, M., Delgado, S. M., Zhang, J. S. and
Urrutia, R. (2002) Functional analysis of basic transcription element (BTE)-binding
protein (BTEB) 3 and BTEB4, a novel Sp1-like protein, reveals a subfamily of
transcriptional repressors for the BTE site of the cytochrome P4501A1 gene promoter.
Biochem. J. 366, 873–882

38 van Vliet, J., Turner, J. and Crossley, M. (2000) Human Kruppel-like factor 8:
a CACCC-box binding protein that associates with CtBP and represses transcription.
Nucleic Acids Res. 28, 1955–1962

39 Schuierer, M., Hilger-Eversheim, K., Dobner, T., Bosserhoff, A. K., Moser, M., Turner, J.,
Crossley, M. and Buettner, R. (2001) Induction of AP-2α expression by adenoviral
infection involves inactivation of the AP-2rep transcriptional corepressor CtBP1.
J. Biol. Chem. 276, 27944–27949

40 Boyd, J. M., Subramanian, T., Schaeper, U., La Regina, M., Bayley, S. and
Chinnadurai, G. (1993) A region in the C-terminus of adenovirus 2/5 E1a protein is
required for association with a cellular phosphoprotein and important for the negative
modulation of T24-ras mediated transformation, tumorigenesis and metastasis. EMBO J.
12, 469–478

41 Schaeper, U., Boyd, J. M., Verma, S., Uhlmann, E., Subramanian, T. and Chinnadurai, G.
(1995) Molecular cloning and characterization of a cellular phosphoprotein that interacts
with a conserved C-terminal domain of adenovirus E1A involved in negative modulation
of oncogenic transformation. Proc. Natl. Acad. Sci. U.S.A. 92, 10467–10471

42 Kumar, V., Carlson, J. E., Ohgi, K. A., Edwards, T. A., Rose, D. W., Escalante, C. R.,
Rosenfeld, M. G. and Aggarwal, A. K. (2002) Transcription corepressor CtBP is an
NAD+-regulated dehydrogenase. Mol. Cell 10, 857–869

43 Nibu, Y., Zhang, H., Bajor, E., Barolo, S., Small, S. and Levine, M. (1998) dCtBP
mediates transcriptional repression by Knirps, Kruppel and Snail in the Drosophila
embryo. EMBO J. 17, 7009–7020

44 Nibu, Y., Zhang, H. and Levine, M. (1998) Interaction of short-range repressors with
Drosophila CtBP in the embryo. Science (Washington, D.C.) 280, 101–104

45 Poortinga, G., Watanabe, M. and Parkhurst, S. M. (1998) Drosophila CtBP:
a Hairy-interacting protein required for embryonic segmentation and hairy-
mediated transcriptional repression. EMBO J. 17, 2067–2078

46 Brannon, M., Brown, J. D., Bates, R., Kimelman, D. and Moon, R. T. (1999) XCtBP is a
XTcf-3 co-repressor with roles throughout Xenopus development. Development 126,
3159–3170

47 Postigo, A. A. and Dean, D. C. (1999) ZEB represses transcription through interaction
with the corepressor CtBP. Proc. Natl. Acad. Sci. U.S.A. 96, 6683–6688

48 Sundqvist, A., Sollerbrant, K. and Svensson, C. (1998) The carboxy-terminal region of
adenovirus E1A activates transcription through targeting of a C-terminal binding
protein–histone deacetylase complex. FEBS Lett. 429, 183–188

49 Koipally, J. and Georgopoulos, K. (2000) Ikaros interactions with CtBP reveal a
repression mechanism that is independent of histone deacetylase activity. J. Biol. Chem.
275, 19594–19602

50 Meloni, A. R., Smith, E. J. and Nevins, J. R. (1999) A mechanism for Rb/p130-mediated
transcription repression involving recruitment of the CtBP corepressor. Proc. Natl. Acad.
Sci. U.S.A. 96, 9574–9579

51 Phippen, T. M., Sweigart, A. L., Moniwa, M., Krumm, A., Davie, J. R. and Parkhurst,
S. M. (2000) Drosophila C-terminal binding protein functions as a context-dependent
transcriptional co-factor and interferes with both mad and groucho transcriptional
repression. J. Biol. Chem. 275, 37628–37637

52 Sewalt, R. G., Gunster, M. J., van der Vlag, J., Satijn, D. P. and Otte, A. P. (1999)
C-Terminal binding protein is a transcriptional repressor that interacts with a specific
class of vertebrate Polycomb proteins. Mol. Cell. Biol. 19, 777–787

53 Perkins, A. C., Yang, H., Crossley, P., Fujiwara, Y. and Orkin, S. H. (1997) Deficiency of
the CACCC-element binding protein, BKLF, leads to a progressive myeloproliferative
disease and impaired expression of SHP-1. Blood 90 (Suppl. 1), 575

54 Scohy, S., Gabant, P., Szpirer, C. and Szpirer, J. (2000) Identification of an enhancer and
an alternative promoter in the first intron of the α-fetoprotein gene. Nucleic Acids Res.
28, 3743–3751

55 Hasan, N. M. and MacDonald, M. J. (2002) Sp/Kruppel-like transcription factors are
essential for the expression of mitochondrial glycerol phosphate dehydrogenase
promoter B. Gene 296, 221–234

56 Turner, J., Nicholas, H., Bishop, D., Matthews, J. M. and Crossley, M. (2003) The LIM
protein FHL3 binds basic Kruppel-like factor/Kruppel-like factor 3 and its co-repressor
C-terminal-binding protein 2. J. Biol. Chem. 278, 12786–12795

57 Muller, J. M., Isele, U., Metzger, E., Rempel, A., Moser, M., Pscherer, A., Breyer, T.,
Holubarsch, C., Buettner, R. and Schule, R. (2000) FHL2, a novel tissue-specific
coactivator of the androgen receptor. EMBO J. 19, 359–369

58 Muller, J. M., Metzger, E., Greschik, H., Bosserhoff, A. K., Mercep, L., Buettner, R. and
Schule, R. (2002) The transcriptional coactivator FHL2 transmits Rho signals from the
cell membrane into the nucleus. EMBO J. 21, 736–748

59 Du, X., Hublitz, P., Gunther, T., Wilhelm, D., Englert, C. and Schule, R. (2002) The
LIM-only coactivator FHL2 modulates WT1 transcriptional activity during gonadal
differentiation. Biochim. Biophys. Acta 1577, 93–101

60 McLoughlin, P., Ehler, E., Carlile, G., Licht, J. D. and Schafer, B. W. (2002) The LIM-only
protein DRAL/FHL2 interacts with and is a corepressor for the promyelocytic leukemia
zinc finger protein. J. Biol. Chem. 277, 37045–37053

61 Imhof, A., Schuierer, M., Werner, O., Moser, M., Roth, C., Bauer, R. and Buettner, R.
(1999) Transcriptional regulation of the AP-2α promoter by BTEB-1 and AP-2rep, a
novel wt-1/egr-related zinc finger repressor. Mol. Cell. Biol. 19, 194–204

62 Roth, C., Schuierer, M., Gunther, K. and Buettner, R. (2000) Genomic structure and DNA
binding properties of the human zinc finger transcriptional repressor AP-2rep (KLF12).
Genomics 63, 384–390

63 Vidal, M., Strich, R., Esposito, R. E. and Gaber, R. F. (1991) RPD1 (SIN3/UME4) is
required for maximal activation and repression of diverse yeast genes. Mol. Cell. Biol.
11, 6306–6316

64 Wang, H., Clark, I., Nicholson, P. R., Herskowitz, I. and Stillman, D. J. (1990) The
Saccharomyces cerevisiae SIN3 gene, a negative regulator of HO, contains four paired
amphipathic helix motifs. Mol. Cell. Biol. 10, 5927–5936

65 Kasten, M. M., Dorland, S. and Stillman, D. J. (1997) A large protein complex containing
the yeast Sin3p and Rpd3p transcriptional regulators. Mol. Cell. Biol. 17, 4852–4858

66 Kadosh, D. and Struhl, K. (1998) Targeted recruitment of the Sin3–Rpd3 histone
deacetylase complex generates a highly localized domain of repressed chromatin
in vivo. Mol. Cell. Biol. 18, 5121–5127

c© 2005 Biochemical Society



10 G. Lomberk and R. Urrutia

67 Hassig, C. A., Fleischer, T. C., Billin, A. N., Schreiber, S. L. and Ayer, D. E. (1997)
Histone deacetylase activity is required for full transcriptional repression by mSin3A.
Cell (Cambridge, Mass.) 89, 341–347

68 Laherty, C. D., Yang, W. M., Sun, J. M., Davie, J. R., Seto, E. and Eisenman, R. N. (1997)
Histone deacetylases associated with the mSin3 corepressor mediate mad
transcriptional repression. Cell (Cambridge, Mass.) 89, 349–356

69 Zhang, Y., Iratni, R., Erdjument-Bromage, H., Tempst, P. and Reinberg, D. (1997) Histone
deacetylases and SAP18, a novel polypeptide, are components of a human Sin3
complex. Cell (Cambridge, Mass.) 89, 357–364

70 Kadosh, D. and Struhl, K. (1998) Histone deacetylase activity of Rpd3 is important for
transcriptional repression in vivo. Genes Dev. 12, 797–805

71 Sommer, A., Hilfenhaus, S., Menkel, A., Kremmer, E., Seiser, C., Loidl, P. and Luscher, B.
(1997) Cell growth inhibition by the Mad/Max complex through recruitment of histone
deacetylase activity. Curr. Biol. 7, 357–365

72 Ayer, D. E., Lawrence, Q. A. and Eisenman, R. N. (1995) Mad–Max transcriptional
repression is mediated by ternary complex formation with mammalian homologs of
yeast repressor Sin3. Cell (Cambridge, Mass.) 80, 767–776

73 Halleck, M. S., Pownall, S., Harder, K. W., Duncan, A. M., Jirik, F. R. and Schlegel, R. A.
(1995) A widely distributed putative mammalian transcriptional regulator containing
multiple paired amphipathic helices, with similarity to yeast SIN3. Genomics 26,
403–406

74 Ratziu, V., Lalazar, A., Wong, L., Dang, Q., Collins, C., Shaulian, E., Jensen, S. and
Friedman, S. L. (1998) Zf9, a Kruppel-like transcription factor up-regulated in vivo
during early hepatic fibrosis. Proc. Natl. Acad. Sci. U.S.A. 95, 9500–9505

75 Yanagida, A., Sogawa, K., Yasumoto, K. I. and Fujii-Kuriyama, Y. (1990) A novel
cis-acting DNA element required for a high level of inducible expression of the rat
P-450c gene. Mol. Cell. Biol. 10, 1470–1475

76 Kobayashi, A., Sogawa, K., Imataka, H. and Fujii-Kuriyama, Y. (1995) Analysis of
functional domains of a GC box-binding protein, BTEB. J. Biochem. (Tokyo) 117, 91–95

77 Sogawa, K., Kikuchi, Y., Imataka, H. and Fujii-Kuriyama, Y. (1993) Comparison of
DNA-binding properties between BTEB and Sp1. J. Biochem. (Tokyo) 114, 605–609

78 Imataka, H., Mizuno, A., Fujii-Kuriyama, Y. and Hayami, M. (1993) Activation of the
human immunodeficiency virus type 1 long terminal repeat by BTEB, a GC box-binding
transcription factor. AIDS Res. Hum. Retroviruses 9, 825–831

79 Simmen, R. C., Chung, T. E., Imataka, H., Michel, F. J., Badinga, L. and Simmen, F. A.
(1999) Trans-activation functions of the Sp-related nuclear factor, basic transcription
element-binding protein, and progesterone receptor in endometrial epithelial cells.
Endocrinology 140, 2517–2525

80 Denver, R. J., Ouellet, L., Furling, D., Kobayashi, A., Fujii-Kuriyama, Y. and Puymirat, J.
(1999) Basic transcription element-binding protein (BTEB) is a thyroid hormone-
regulated gene in the developing central nervous system. Evidence for a role in neurite
outgrowth. J. Biol. Chem. 274, 23128–23134

81 Morita, M., Kobayashi, A., Yamashita, T., Shimanuki, T., Nakajima, O., Takahashi, S.,
Ikegami, S., Inokuchi, K., Yamashita, K., Yamamoto, M. and Fujii-Kuriyama, Y. (2003)
Functional analysis of basic transcription element binding protein by gene targeting
technology. Mol. Cell. Biol. 23, 2489–2500

82 Song, A., Chen, Y. F., Thamatrakoln, K., Storm, T. A. and Krensky, A. M. (1999) RFLAT-1:
a new zinc finger transcription factor that activates RANTES gene expression in
T lymphocytes. Immunity 10, 93–103

83 Scohy, S., Gabant, P., Van Reeth, T., Hertveldt, V., Dreze, P. L., Van Vooren, P.,
Riviere, M., Szpirer, J. and Szpirer, C. (2000) Identification of KLF13 and KLF14 (SP6),
novel members of the SP/XKLF transcription factor family. Genomics 70, 93–101

84 Martin, K. M., Cooper, W. N., Metcalfe, J. C. and Kemp, P. R. (2000) Mouse BTEB3, a
new member of the basic transcription element binding protein (BTEB) family, activates
expression from GC-rich minimal promoter regions. Biochem. J. 345, 529–533

85 Asano, H., Li, X. S. and Stamatoyannopoulos, G. (2000) FKLF-2: a novel Kruppel-like
transcriptional factor that activates globin and other erythroid lineage genes. Blood 95,
3578–3584

86 Subramaniam, M., Harris, S. A., Oursler, M. J., Rasmussen, K., Riggs, B. L. and
Spelsberg, T. C. (1995) Identification of a novel TGF-β-regulated gene encoding a
putative zinc finger protein in human osteoblasts. Nucleic Acids Res. 23, 4907–4912

87 Blok, L. J., Grossmann, M. E., Perry, J. E. and Tindall, D. J. (1995) Characterization of an
early growth response gene, which encodes a zinc finger transcription factor, potentially
involved in cell cycle regulation. Mol. Endocrinol. 9, 1610–1620

88 Yajima, S., Lammers, C. H., Lee, S. H., Hara, Y., Mizuno, K. and Mouradian, M. M.
(1997) Cloning and characterization of murine glial cell-derived neurotrophic factor
inducible transcription factor (MGIF). J. Neurosci. 17, 8657–8666

89 Tau, K. R., Hefferan, T. E., Waters, K. M., Robinson, J. A., Subramaniam, M., Riggs, B. L.
and Spelsberg, T. C. (1998) Estrogen regulation of a transforming growth factor-β
inducible early gene that inhibits deoxyribonucleic acid synthesis in human osteoblasts.
Endocrinology 139, 1346–1353

90 Hofbauer, L. C., Hicok, K. C. and Khosla, S. (1998) Effects of gonadal and adrenal
androgens in a novel androgen-responsive human osteoblastic cell line.
J. Cell. Biochem. 71, 96–108

91 Shipley, G. D., Pittelkow, M. R., Wille, J. J., Scott, R. E. and Moses, H. L. (1986)
Reversible inhibition of normal human prokeratinocyte proliferation by type β

transforming growth factor-growth inhibitor in serum-free medium. Cancer Res. 46,
2068–2071

92 Smeland, E. B., Blomhoff, H. K., Holte, H., Ruud, E., Beiske, K., Funderud, S., Godal, T.
and Ohlsson, R. (1987) Transforming growth factor type β (TGFβ) inhibits G1 to S
transition, but not activation of human B lymphocytes. Exp. Cell Res. 171, 213–222

93 Oberhammer, F. A., Pavelka, M., Sharma, S., Tiefenbacher, R., Purchio, A. F., Bursch, W.
and Schulte-Hermann, R. (1992) Induction of apoptosis in cultured hepatocytes and in
regressing liver by transforming growth factor β1. Proc. Natl. Acad. Sci. U.S.A. 89,
5408–5412

94 Lomo, J., Blomhoff, H. K., Beiske, K., Stokke, T. and Smeland, E. B. (1995) TGF-β1 and
cyclic AMP promote apoptosis in resting human B lymphocytes. J. Immunol. 154,
1634–1643

95 Hsing, A. Y., Kadomatsu, K., Bonham, M. J. and Danielpour, D. (1996) Regulation of
apoptosis induced by transforming growth factor-β1 in nontumorigenic rat prostatic
epithelial cell lines. Cancer Res. 56, 5146–5149

96 Tachibana, I., Imoto, M., Adjei, P. N., Gores, G. J., Subramaniam, M., Spelsberg, T. C.
and Urrutia, R. (1997) Overexpression of the TGFβ-regulated zinc finger encoding gene,
TIEG, induces apoptosis in pancreatic epithelial cells. J. Clin. Invest. 99, 2365–2374

97 Chalaux, E., Lopez-Rovira, T., Rosa, J. L., Pons, G., Boxer, L. M., Bartrons, R. and
Ventura, F. (1999) A zinc-finger transcription factor induced by TGF-β promotes
apoptotic cell death in epithelial Mv1Lu cells. FEBS Lett. 457, 478–482

98 Ribeiro, A., Bronk, S. F., Roberts, P. J., Urrutia, R. and Gores, G. J. (1999) The
transforming growth factor β1-inducible transcription factor TIEG1, mediates apoptosis
through oxidative stress. Hepatology 30, 1490–1497

99 Triezenberg, S. J. (1995) Structure and function of transcriptional activation domains.
Curr. Opin. Genet. Dev. 5, 190–196

100 Hanna-Rose, W. and Hansen, U. (1996) Active repression mechanisms of eukaryotic
transcription repressors. Trends Genet. 12, 229–234

101 Ellenrieder, V., Zhang, J. S., Kaczynski, J. and Urrutia, R. (2002) Signaling disrupts
mSin3A binding to the Mad1-like Sin3-interacting domain of TIEG2, an Sp1-like
repressor. EMBO J. 21, 2451–2460

102 Brubaker, K., Cowley, S. M., Huang, K., Loo, L., Yochum, G. S., Ayer, D. E., Eisenman,
R. N. and Radhakrishnan, I. (2000) Solution structure of the interacting domains of the
Mad–Sin3 complex: implications for recruitment of a chromatin-modifying complex.
Cell (Cambridge, Mass.) 103, 655–665

103 Washburn, B. K. and Esposito, R. E. (2001) Identification of the Sin3-binding site in
Ume6 defines a two-step process for conversion of Ume6 from a transcriptional
repressor to an activator in yeast. Mol. Cell. Biol. 21, 2057–2069

104 Yochum, G. S. and Ayer, D. E. (2001) Pf1, a novel PHD zinc finger protein that links the
TLE corepressor to the mSin3A–histone deacetylase complex. Mol. Cell. Biol. 21,
4110–4118

105 Eilers, A. L., Billin, A. N., Liu, J. and Ayer, D. E. (1999) A 13-amino acid amphipathic
α-helix is required for the functional interaction between the transcriptional repressor
Mad1 and mSin3A. J. Biol. Chem. 274, 32750–32756

106 Pang, Y. P., Kumar, G. A., Zhang, J. S. and Urrutia, R. (2003) Differential binding of Sin3
interacting repressor domains to the PAH2 domain of Sin3A. FEBS Lett. 548, 108–112

107 Miller, I. J. and Bieker, J. J. (1993) A novel, erythroid cell-specific murine transcription
factor that binds to the CACCC element and is related to the Kruppel family of nuclear
proteins. Mol. Cell. Biol. 13, 2776–2786

108 Feng, W. C., Southwood, C. M. and Bieker, J. J. (1994) Analyses of β-thalassemia
mutant DNA interactions with erythroid Kruppel-like factor (EKLF), an erythroid
cell-specific transcription factor. J. Biol. Chem. 269, 1493–1500

109 Bieker, J. J. and Southwood, C. M. (1995) The erythroid Kruppel-like factor
transactivation domain is a critical component for cell-specific inducibility of a β-globin
promoter. Mol. Cell. Biol. 15, 852–860

110 Lim, S. K., Bieker, J. J., Lin, C. S. and Costantini, F. (1997) A shortened life span of
EKLF−/− adult erythrocytes, due to a deficiency of β-globin chains, is ameliorated by
human γ -globin chains. Blood 90, 1291–1299

111 Nuez, B., Michalovich, D., Bygrave, A., Ploemacher, R. and Grosveld, F. (1995)
Defective haematopoiesis in fetal liver resulting from inactivation of the EKLF gene.
Nature (London) 375, 316–318

112 Perkins, A. C., Sharpe, A. H. and Orkin, S. H. (1995) Lethal β-thalassaemia in mice
lacking the erythroid CACCC-transcription factor EKLF. Nature (London) 375, 318–322

113 Southwood, C. M., Downs, K. M. and Bieker, J. J. (1996) Erythroid Kruppel-like factor
exhibits an early and sequentially localized pattern of expression during mammalian
erythroid ontogeny. Dev. Dyn. 206, 248–259

c© 2005 Biochemical Society



The family feud: turning off Sp1 by Sp1-like KLF proteins 11

114 Chen, X. and Bieker, J. J. (2001) Unanticipated repression function linked to erythroid
Kruppel-like factor. Mol. Cell. Biol. 21, 3118–3125

115 Zhang, W., Kadam, S., Emerson, B. M. and Bieker, J. J. (2001) Site-specific acetylation
by p300 or CREB binding protein regulates erythroid Kruppel-like factor transcriptional
activity via its interaction with the SWI–SNF complex. Mol. Cell. Biol. 21, 2413–2422

116 Jenkins, T. D., Opitz, O. G., Okano, J. and Rustgi, A. K. (1998) Transactivation of the
human keratin 4 and Epstein-Barr virus ED-L2 promoters by gut-enriched Kruppel-like
factor. J. Biol. Chem. 273, 10747–10754

117 Geiman, D. E., Ton-That, H., Johnson, J. M. and Yang, V. W. (2000) Transactivation and
growth suppression by the gut-enriched Kruppel-like factor (Kruppel-like factor 4) are
dependent on acidic amino acid residues and protein–protein interaction.
Nucleic Acids Res. 28, 1106–1113

118 Shie, J. L., Chen, Z. Y., Fu, M., Pestell, R. G. and Tseng, C. C. (2000) Gut-enriched
Kruppel-like factor represses cyclin D1 promoter activity through Sp1 motif.
Nucleic Acids Res. 28, 2969–2976

119 Shie, J. L., Chen, Z. Y., O’Brien, M. J., Pestell, R. G., Lee, M. E. and Tseng, C. C. (2000)
Role of gut-enriched Kruppel-like factor in colonic cell growth and differentiation.
Am. J. Physiol. Gastrointest. Liver Physiol. 279, G806–G814

120 Zhang, W., Shields, J. M., Sogawa, K., Fujii-Kuriyama, Y. and Yang, V. W. (1998) The
gut-enriched Kruppel-like factor suppresses the activity of the CYP1A1 promoter in an
Sp1-dependent fashion. J. Biol. Chem. 273, 17917–17925

121 Zhang, W. and Bieker, J. J. (1998) Acetylation and modulation of erythroid Kruppel-like
factor (EKLF) activity by interaction with histone acetyltransferases. Proc. Natl.
Acad. Sci. U.S.A. 95, 9855–9860

Received 29 July 2005/10 August 2005; accepted 12 August 2005
Published on the Internet 8 November 2005, doi:10.1042/BJ20051234

c© 2005 Biochemical Society


