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Abstract

During development the human β-globin gene cluster undergoes two switching 
processes at the embryo-fetal and fetal-adult stages, respectively, involving changes 
in chromatin remodeling and in transcriptional regulatory networks. In particular, 
during the perinatal period, the switch from fetal-to-adult globin gene expression 
leads to fetal globin genes silencing and progressive decline of fetal hemoglobin 
(HbF). Impaired hemoglobin switching is associated with hereditary persistence 
of HbF (HPFH), a condition in which the fetal globin genes fail to be completely 
silenced in adult red blood cells. This condition, when co-inherited with hemoglo-
binopathies, has great therapeutic potential because elevated HbF levels can amelio-
rate β-thalassemia and sickle cell anemia. Therefore, there is a growing interest 
about the complex network of factors that regulate fetal globin genes expression. 
Here we discuss the activity of transcriptional repressors of fetal globin genes and 
their potential role as novel therapeutic targets in β-thalassemia.

Keywords: globin gene switching, HbF silencing, LCR, transcriptional repressors, 
genome editing

1. Introduction

The human β-globin locus consists of five functional genes, HBE, HBG2, HBG1, 
HBD, and HBB, positioned on chromosome 11 in the same order in which they are 
expressed during ontogenesis. This fascinating process that regulates changes in 
the globin gene expression, referred to as globin gene switching, is programmed in 
order to produce different hemoglobin molecules able to meet the changing oxygen 
demand of the developing organism [1]. According to this process, up to the eighth 
week of pregnancy, the embryonic globin gene (HBE) is predominantly expressed 
in the primitive erythroblasts, large nucleated erythroid cells originating in the yolk 
sac. Approximately between the sixth and eighth week of pregnancy, fetal liver 
assumes the hematopoietic role and produces small, enucleated erythroid cells. The 
transition of hematopoiesis from the yolk sac to the fetal liver coincides with the 
switch from the embryonic HBE gene to the fetal globin genes (HBG1 and HBG2). 
At the perinatal period, the bone marrow becomes the principal site of hematopoiesis 
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and generates mature red blood cells. In conjunction with the transition from liver to 
bone marrow hematopoiesis, the second globin gene switch occurs from the fetal-to-
adult globin genes (HBD and HBB) in which fetal hemoglobin (HbF) production 
gradually declines to be replaced by the adult type (HbA) [2].

In the last decades, large research efforts have been devoted to disclose the 
molecular mechanisms underlying this switching process, thus revealing how it 
is under the tight control of complex interactions involving dynamic changes 
in chromatin remodeling as well as in transcriptional regulatory networks. 
Nevertheless, it is rather common that residual amount of fetal globin genes contin-
ues to be expressed throughout adult life with the majority of adults having traces 
of HbF (approximately 1% of total hemoglobin). Impairment of this fetal-to-adult 
hemoglobin switching process, whose molecular basis has been associated with a 
heterogeneous group of inherited defects, leads to hereditary persistence of fetal 
hemoglobin (HPFH) in adult life. Based on clinical and genetic observations that 
HPFH has ameliorative effects in β-thalassemia and in sickle cell anemia (SCD), 
interest has been growing regarding the therapeutic potential of fetal globin gene 
reawakening for these disorders [3–5]. Therefore, much effort is currently under-
way in order to further clarify the molecular basis of hemoglobin switching and 
persistence of high HbF levels in adult life.

Fetal hemoglobin levels are regulated by complex mechanisms involving factors 
linked or not to the β-globin gene (HBB) locus. Several genetic determinants in cis 
to the HBB cluster, including large deletions in the HBB cluster or single nucleotide 
sequence variations in the regulatory regions of the fetal globin genes, are known 
to influence HbF levels [6, 7]. Also, HPFH quantitative trait loci (QTL) unlinked to 
the HBB cluster have been so far identified as being involved in the transcriptional 
control of fetal globin genes. In particular, in the last years, great attention has been 
focused on two genetic determinants, the HBS1L-MYB intergenic region located 
on chromosome 6q23 and the gene coding for the oncogenic transcriptional factor 
BCL11A on chromosome 2p16 that act as main QTLs in influencing HbF levels [8].

Below we discuss the contribution of some of the main cis- and trans-acting 
determinants so far identified in silencing fetal globin gene expression and the most 
recent therapeutic advances based on fetal globin gene reactivation in the treatment 
of hemoglobinopathies.

2.  Regulatory elements and transcriptional factors involved in fetal 
globin gene silencing

2.1  The role of the locus control region (LCR) in chromatin remodeling and 
globin gene switching

The locus control region (LCR), located upstream of the HBE gene, represents 
the major regulatory element in the β-globin gene locus. It plays a key role in the 
switching process by controlling the transcription state of the locus as well as 
the transcription activity of each gene, thus conferring tissue- and stage-specific 
expression of the globin genes [9, 10].

The LCR contains five DNAse I hypersensitive sites (HS 1–5), four of which 
(HS1–HS4) acting as erythroid cell-specific enhancers that are required for proper 
order of activation of the globin genes during ontogeny. However, differently from 
classical enhancer elements, LCR activity is both orientation- and distance-depen-
dent and prevents position effects, therefore also indicating an insulator function 
for this regulatory region [9]. The last hypersensitive site (HS5) has a different role, 
acting as a structural and insulator element. Indeed, in erythroid cells it is closely 
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positioned to another hypersensitive site located at the opposite end of the HBB 
locus (3′HS1) to form an active chromatin hub that allows highly efficient globin 
gene transcription [10, 11].

It is now generally accepted that globin gene switching can occur through not 
mutually exclusive mechanisms involving direct competition between stage-spe-
cific gene promoters for LCR enhancer elements, gene expression activation, and/
or silencing mechanisms promoted by specific activators and repressors as well as 
by epigenetic modifications. By chromatin conformation capture (3C) experiments, 
it has been shown that LCR exerts long-distance transcriptional enhancement 
through dynamic organization of the locus in stage-specific chromatin loops that 
allow the LCR enhancers to be positioned in close proximity of the genes that are 
to be activated [12]. This mechanism is also consistent with the evidence that the 
LCR can interact with only one promoter at a time. These interactions also strictly 
depend on the availability of specific trans-acting factors, non-DNA-binding fac-
tors linked to transcription factors and chromatin facilitators bound to regulatory 
regions of genes to be transcribed (Figure 1).

It has also been shown that epigenetic mechanisms at the HBB locus are involved 
in gene expression control. One of these mechanisms involves DNA and histone 
methylation processes that are generally associated with the repression state of 
globin genes in non-erythroid cells as well as with the erythroid stage-specific 
silencing of globin gene expression within the activated chromatin hub [13]. 
Recently, HS4 in LCR was found to regulate another important stage-specific 
epigenetic mechanism of gene expression control by contributing to drive the 
recruitment of different histone acetylation/deacetylation enzymatic activities 
at specific regulatory regions, with acetylation being a general hallmark of gene 

Figure 1. 
Different molecular mechanisms proposed for LCR long-distance transcriptional enhancement through 
dynamic organization of the locus in stage-specific chromatin loops that allows the LCR enhances to be 
positioned in close proximity of the genes that are to be activated [9–12]. (A) The looping model is based on 
the concept that LCR acts as a holocomplex to stimulate gene expression by looping through the chromatin to 
activate the transcription machinery of a single gene at any given time. In this model, individual globin gene 
promoters are thought to compete for LCR activity. (B) The linking model requires the presence of a continuous 
protein chain from the LCR to the gene to be transcribed involving sequential stage-specific binding of 
transcriptional factors as well as of chromatin modifiers to define the chromatin region to be transcribed. (C) 
The tracking model is based on the idea that a signal such as an enhancer-bound protein complex comprising 
RNA polymerase II or histone modifiers is able to scan the DNA until a promoter is encountered to activate 
gene expression, with inactive genes looped out. (D) In the facilitated-tracking model, concepts of both the 
looping and tracking models are incorporated. In this model, enhancer-bound complexes track along DNA and, 
when the promoter of a to-be-transcribed gene is encountered, a stable DNA loop structure is formed.
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activation and, on the contrary, deacetylation being associated with gene repression 
mechanisms. More recently, it has also been found that histone acetylation, besides 
activating high-level gene transcription, also contributes to the formation of 
specific chromatin looping leading to an open chromatin configuration at the HBB 
locus. Furthermore, it has also been proved that loss of histone acetylation increases 
methylation both in the LCR and in fetal globin genes, thus reinforcing the silenc-
ing mechanisms of these epigenetic modifications [11].

Chromatin looping, transcriptional protein complexes, and epigenetic modifica-
tions require a large array of protein factors whose list grows continuously, thus 
providing deeper insights into these mechanisms. The role of some of the most 
relevant of them will be herein discussed.

2.2 Cold-shock domain protein A (CSDA)

Cold-shock domain (CSD) proteins have been reported to be largely involved in 
a variety of gene expression regulation processes such as transcriptional activation 
and repression or posttranscriptional mechanisms including mRNA packaging, 
transport, localization, and stability. In these proteins the CSD domain does not 
bind to unique DNA sequence motifs, but it is able to recognize intramolecular 
triplex H-DNA structures, commonly generated by CT-rich sequences. The cold-
shock domain protein A (CSDA), also known as DNA-binding protein A (dbpA), is 
a protein with a molecular weight of about 60 kDa [14]. The CSDA gene is located 
at position 12p13.1 and comprises 10 exons spanning a 24-kb genomic region. CSDA 
consists of three structural domains: an alanine/proline (AP)-rich N-terminal 
domain followed by a central cold-shock domain (CSD) and a C-terminal domain, 
containing four alternating clusters of basic and acid amino acids. The DNA-
binding domain is encoded by exons 1–5. Within this region, the cold-shock 
domain, comprising about 70 amino acid residues, is encoded by exons 2–5 [14]. 
A RNP1 motif [GA] – [FY] – [GA] – [FY] – [IVA], conserved in this protein fam-
ily [15], is present in the 3′ end of exon 2. The exon 6, encoding 69 amino acids, 
is alternatively spliced. The C-terminus (exons 6–9) C-terminal domain mediates 
protein-protein interactions [16]. Alternative splicing of exon 6 results in two main 
isoforms, namely, CSDA isoform a and isoform b, respectively, showing differ-
ent C-terminal domains and thus potentially able to take part to specific protein 
complexes [14, 16].

Figure 2. 
Binding of the transcriptional repressor CSDA to the −200 promoter region of HBG2 in adult erythropoiesis is 
impaired by HPFH mutations [18–22].
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CSDA acts as a repressor of many cellular genes including the human granulocyte-
macrophage colony-stimulating factor (GM-CSF), an important hematopoietic 
growth factor [17]. More recently, it has been demonstrated that CSDA acts as a repres-
sor of fetal globin gene expression by binding a region −200 bp upstream of the HBG2 
gene [18] (Figure 2). This region consists of alternating homopurine and homopyrim-
idine tracts generating an H-DNA structure [19]. Mutations (HBG2 -200 C → G, −202 
C → T, −196 C → T e − 195 G → A) that destabilize the intramolecular triplex struc-
ture have been found associated with HPFH [20]. Previous studies had suggested that 
disruption of the intramolecular triplex could abolish CSDA binding sites conditions 
in this HBG2 promoter region [19, 21, 22], thus leading to persistent expression of fetal 
hemoglobin in adult life [19]. Based on RNA interference (RNAi) and overexpression 
studies in human erythroleukemia K562 cells and in primary erythroid cells, CSDA 
was demonstrated to directly play a repression role in HBG expression [18]. In fact, 
down- and up-modulation of CSDA levels consistently corresponded to variations of 
HBG expression levels: CSDA knockdown induced by RNAi resulted in significantly 
increased expression of HBG genes, whereas its overexpression was associated with 
reduced HBG mRNA levels. Also, chromatin immunoprecipitation (ChiP) analysis 
in K562 cells showed that CSDA interacts with this promoter region, thus confirming 
that CSDA modulates HBG expression at the transcriptional level [18]. Subsequently, 
it has been proposed that NF-kB and histone deacethylase 2 (HDAC2) interact with 
CSDA to form a multiprotein complex which take part to the regulation of HBG2 
expression by modulating local chromatin conformation [23], thus highlighting the 
relevance of the role played by CSDA in fetal globin gene expression and shedding 
novel light on the molecular mechanisms involved in globin gene switching (Figure 3).

2.3 B-cell lymphoma/leukemia 11A (BCL11A)

The B-cell lymphoma/leukemia 11A (BCL11A) is a multiple zinc-finger transcrip-
tion factor encoded on chromosome 2p15, previously reported as being implicated 
in B-lymphocyte production and neurodevelopment [28]. More recently, genome-
wide association studies (GWAS) identified single nucleotide polymorphisms 
(SNPs) in intron 2 of the BCL11A gene as strictly associated with HPFH conditions, 
thus revealing a hitherto unexplored but crucial role of BCL11A in HbF silencing 
[29]. Indeed, as was later demonstrated, such SNPs are able to disrupt erythroid-spe-
cific enhancer elements required for high-efficient expression of the BCL11A gene 
[30]. Similarly to CSDA, BCL11A knockdown experiments performed in K562 cells 
and in human erythroblasts led to increased expression of fetal globin genes, thus 
providing further evidence that this factor acts as a repressor of HbF expression.

In the last years, many efforts have been aimed at clarifying the repression 
mechanism exerted by BCL11A at the HBB locus. At this regard, an important 
contribution has been provided by the identification of the multiprotein complex 

Figure 3. 
Transcriptional repressor mechanisms of fetal globin genes in adult erythropoiesis involving BCL11A and 
CSDA multiprotein complexes [23–27].
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interacting with BCL11A that includes GATA-1, FOG-1, RUNX1, KLF1, and SOX6 
[24, 31, 32]. In addition, further insights have been provided regarding the BCL11A 
repression mechanisms by demonstrating how these protein complexes drive the 
recruitment of a variety of epigenetic factors such as the nucleosome remodel-
ing and deacetylase (NuRD) repressor complex, histone deacetylase (HDAC1 
and HDAC2), lysine-specific demethylase (LSD1), and DNA methyl-transferase 
(DNMT1) [25–27] (Figure 3). ChiP analysis also revealed binding sites for BCL11A 
at regulatory elements within the LCR, as well as at the promoter regions of both 
embryonic and fetal globin genes and in an intergenic region between the fetal and 
adult genes, thus indicating that these protein complexes are directly involved in 
fetal globin gene silencing as well as in long-range interactions that contribute to 
reshape chromatin loop domains in order to spatially separate the fetal and adult 
globin genes from the transcriptional machinery and, in the meantime, to promote 
long-range LCR interactions with the adult globin genes [33–35].

2.4 Krüppel-like factor 1 (KLF1)

The transcription factor KLF1 (Krüppel-like factor 1), formerly known as 
erythroid Krüppel-like factor (EKLF) for its restricted expression in erythroid cells 
and its similarity to the protein encoded by the Drosophila segmentation Krüppel 
gene), plays a multifunctional role in the regulation of a variety of cellular events 
leading to erythroid differentiation, including erythroid lineage commitment, 
heme synthesis, and globin gene switching [36–39].

The KLF1 gene (~3kb) is located on chromosome region 19p13.2 and consists 
of three exons encoding a 362 amino acid protein with an N-terminal region rich 
in proline residues and containing two short transactivation domains (TAD1 
and TAD2) and a C-terminus with three highly conserved Cys2/His2 zinc-
finger domains (ZF1, ZF2, and ZF3) that interact with the DNA sequence motif 
5′CCMCRCCCN3′ located in CACCC boxes and GC-rich elements in the regulatory 
regions of its target genes [38].

In the HBB cluster, KLF1 exerts a dual role in fetal-to-adult globin gene switch-
ing by different mechanisms. On one hand, as also evidenced by studies on (+/−) 
KLF1 transgenic mice [12], KLF1 contributes to directly activate the HBB gene in 
adult life by inducing the formation of chromatin loops that relieve the HBB gene 
from competition with the HBG genes and favor interactions of the HS2 and HS3 
sites in the LCR with the HBB promoter region [40]. On the other hand, KLF1 
indirectly contributes to silencing fetal globin gene expression through the activa-
tion of BCL11A, a repressor of HBG globin genes transcription, as described above. 
To date, more than 65 loss-of-function mutations have been reported for the KLF1 
gene, most of which are missense mutations found largely within the three zinc-
finger domains [41]. Mutations in the KLF1 gene have been reported to interfere 
with its functions in the erythropoiesis process, thus leading to a wide range of 
hematological phenotypes, including high borderline HbA2 levels, mild microcyto-
sis, and/or hypochromia but also, importantly, with persistence of fetal hemoglobin 
expression in adult life. It is thus not surprising that, although identification of 
carriers of KLF1 mutations may be quite challenging because their phenotypic 
traits do not present relevant clinical implications, the majority of KLF1 muta-
tions have been detected in populations at risk for hemoglobinopathies according 
to the evidence that defective KLF1 activity can lead to impaired HbF silencing 
with ameliorating effects in SCD and in β-thalassemia. Therefore, KLF1 mutations 
have been considered as a natural model of impaired hemoglobin switching, and, 
accordingly, KLF1 has been proposed as a new potential therapeutic target in these 
diseases [39, 42].
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2.5 Myb

Myb is a DNA-binding transcriptional regulator of approximately 75 kDa that 
plays a crucial role in hematopoiesis and erythropoiesis. The MYB gene is located 
on chromosome 6q23 and codifies for a protein with three functional domains: a 
highly conserved DNA-binding domain (DBD) near its N-terminus that recognizes 
and binds the consensus sequence PyAACG/TG, a central transactivation domain 
(TAD), and a C-terminal negative regulatory domain (NRD) containing a leucine 
zipper motif important for homodimeration and for protein interactions [43].

A large variety of proteins have been identified so far as Myb interactors: DNA-
binding transcription factors that directly bind Myb, transcriptional coactivators 
that mediate interactions with the transcriptional machinery, and protein factors 
that are able to modify Myb activity. Each of these of protein factors can act either 
as activator or repressor of Myb function, depending both on cell type and protein 
microenvironment [43].

In the last decade, a GWAS approach led to the identification of a set of single 
nucleotide polymorphisms at the HBS1L-MYB intergenic region, subsequently iden-
tified as HMIP-2, displaying a strong association with persistence of fetal hemoglo-
bin in adult life [44–46]. By demonstrating that these SNPs disrupt binding sites at 
key erythroid enhancers and cause reduced Myb expression levels, it was possible 
to provide an explanation for the association of the HMIP-2 region with HbF levels 
and, in the meantime, to identify Myb as a negative regulator of fetal globin genes.

Notably, further evidence of the repressive role of Myb on fetal globin gene 
expression has also been provided by clinical observations of higher HbF levels in 
patients with trisomy 13. It has been demonstrated that in this condition, the high 
HbF levels are related to the dysregulation of two microRNAs, miR-15a and miR-
16-1, both localized on chromosome 13q14, which mediate Myb downregulation 
through the binding to its 3′-UTR region [47].

Nevertheless, in spite of all these evidences, the mechanism of repression of 
fetal globin genes exerted by Myb is not fully understood. It has been proposed that 
Myb could regulate HbF expression by two not mutually exclusive mechanisms: by 
activating the expression levels of fetal globin gene repressors as BCL11A and KLF1 
or by controlling the kinetics of erythroid differentiation. In fact, low Myb levels 
have been found associated with reduced levels of these HBG repressors and also 
with accelerated erythroid differentiation leading to the release of early erythroid 
progenitor cells that are still synthesizing predominantly HbF [48]. Furthermore, 
it has also been found that Myb and BCL11A cooperate with DNMT1 to achieve 
developmental repression of embryonic and fetal globin genes in adult erythro-
poiesis [25], thus supporting the evidence that the network of factors involved in 
fetal globin gene silencing converges on common mechanisms and cooperates at 
different levels to sustain globin gene switching and to reinforce the process of HbF 
repression.

3. Novel therapeutic approaches for β-thalassemia

Currently, clinical management of β-thalassemia and SCD patients is largely 
dependent on regular blood transfusions associated with chelating agents for the 
treatment of systemic iron overload. Indeed, except for allogeneic transplantation 
strategies, whose favorable outcome is anyway restricted to the availability of a 
well-matched donor, or for the more recent haploidentical transplantation option 
that however carries substantial risks, no other curative option is currently avail-
able for hemoglobinopathies. Therefore, due to the relevant global health burden 
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of these diseases, there is still a great need for effective and definitive large-scale 
treatments.

In the last decades, given the ameliorative effects of elevated HbF levels that 
can lead to decreased hemoglobin polymerization in SCD as well as to reduced 
α-chain imbalance in β-thalassemia, a great deal of effort has been devoted to the 
development of new therapies aimed at reactivating fetal globin gene expression. 
Therefore, according to the evidences that hypo-methylated DNA and hyper-acety-
lated histones are well-known epigenetic marks of transcriptionally active regions, 
inhibitors of DNA methyltransferase (DNMT) and histone deacetylase (HDAC) 
have been developed as novel pharmacologic approaches to support transfusion 
therapy. Among the first drugs to be identified, 5-azacytidine and decitabine were 
found to induce increased HbF levels through DNA hypo-methylation process. 
Subsequently, the use of hydroxyurea (HU) was also investigated as a promising 
HbF inducer agent in adults with severe SCD. Although the mechanism through 
which HU induces HbF reactivation is still not completely understood, HU treat-
ment was found to increase HbF levels and reduce HbS polymerization, thus 
improving clinical symptoms and quality of life of these patients. Another epigen-
etic approach was also exploited through the use of HDAC inhibitors, including 
butyrate and its derivatives that have been demonstrated to stimulate HbF produc-
tion in β-thalassemia patients [49].

More recently, many hopes were directed toward the development of gene 
therapy procedures designed to introduce a normal copy of the β-globin gene by viral 
vectors that offer the advantages of long-term benefits and, even more importantly, 
being based on autologous transplant, do not require a matched donor. However, in 
spite of great expectations for a rapid development of this approach, for many years 
it proved a difficult goal, and only recently it has been successfully introduced in clin-
ical practice. Notably, during the last years, additional promising therapeutic options 
have been provided by progress in gene-editing technologies, including the clustered, 
regularly interspaced, short palindromic repeat (CRISPR)-CRISPR-associated 9 
(Cas9) (CRISPR-Cas9) tool, designed to introduce highly specific genome modifica-
tions for either gene disruption or correction [48, 50, 51]. At the same time, progress 
in understanding the molecular mechanisms underlying fetal globin gene silencing 
has contributed to identify several potential molecular targets, thus paving the way 
to novel therapeutic approaches for hemoglobinopathies that, besides correcting the 
defective β-globin gene, are now aimed at editing genomic segments that regulate 
fetal hemoglobin synthesis in hematopoietic stem cells (HSCs).

Interestingly, some of the most promising editing strategies for hemoglobin-
opathies that are being pursued include the reactivation of fetal globin genes that 
could be achieved either by silencing fetal globin gene repressors or, alternatively, 
by introducing known HPFH mutations in the HBB cluster. Since the beginning, 
targeting Myb or KLF1 appeared to be rather problematic given the pleiotropic roles 
played by these two factors in hematopoiesis and in erythropoiesis, respectively, 
whereas BCL11A emerged as one of the most appropriate candidate to be silenced, 
given its well-recognized role in HbF repression [48, 50, 51]. However, ubiquitous 
BCL11A knockdown rapidly turned out to be an unsuccessful strategy, given its role 
in other biological pathways including neuronal and B-lymphocyte development 
[28]. Consequently, alternative strategies are being underway focused on reducing 
its expression selectively in erythroid cells that could be achieved by disruption of 
its intronic erythroid-specific enhancer without affecting non-erythroid cells [51]. 
A similar approach could also be used to tune down Myb expression levels by edit-
ing SNPs at the HBS1L-MYB intergenic region that are known to disrupt the struc-
ture and the functionality of erythroid-specific enhancers causing reduced Myb 
expression levels. Anyway, other repressors such as CSDA or erythroid-specific 
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cofactors could represent potential suitable candidates to be considered for novel 
genome-editing strategies. Furthermore, genome-editing procedures leading to 
the introduction of KLF1 mutations that emerged as a natural model of impaired 
hemoglobin switching or HPFH mutations in the regulatory regions of fetal globin 
genes have been proposed either as alternative or supportive therapeutic strategies 
to induce clinically significant increases in HbF levels [48, 50, 51].

4. Conclusions

The research in this field should be immediately focused on the development of 
safe, effective drug therapies that can be accomplished through fetal globin gene 
induction and at the same time on the prospect of cures through bone marrow 
transplantation using the promise of genome-editing strategies that will bring 
a vastly improved quality and quantity of life to patients who suffer from these 
devastating disorders.

Acknowledgements

This work was supported by the Regione Campania SATIN grant, grant/award 
number 2018–2020.

Conflict of interest

The authors declare no conflict of interest.

Author details

Marianna De Martino1, Raffaele Sessa1, Maria Rosaria Storino1,2, 
Mariarosaria Giuliano1, Silvia Trombetti1, Rosa Catapano1, Alessandra Lo Bianco1, 
Paola Izzo1,2 and Michela Grosso1,2*

1 Department of Molecular Medicine and Medical Biotechnology, University of 
Naples Federico II, Naples, Italy

2 CEINGE-Biotecnologie Avanzate, Naples, Italy

*Address all correspondence to: michela.grosso@unina.it

© 2019 The Author(s). Licensee IntechOpen. This chapter is distributed under the terms 
of the Creative Commons Attribution License (http://creativecommons.org/licenses/
by/3.0), which permits unrestricted use, distribution, and reproduction in any medium, 
provided the original work is properly cited. 



10

Beta Thalassemia

[1] Diepstraten ST, Hart AH. Modelling 
human haemoglobin switching. Blood 
Reviews. 2019;33:11-23. DOI: 10.1016/j.
blre.2018.06.001

[2] Stamatoyannopoulos G. Control 
of globin gene expression during 
development and erythroid 
differentiation. Experimental 
Hematology. 2005;33(3):259-271. DOI: 
10.1016/j.exphem.2004.11.007

[3] Cao A, Galanello R. Beta-
thalassemia. Genetics in Medicine. 
2010;12(2):61-76. DOI: 10.1097/
GIM.0b013e3181cd68ed

[4] Akinsheye I, Alsultan A, Solovieff N, 
Ngo D, Baldwin CT, Sebastiani P, et al. 
Fetal hemoglobin in sickle cell anemia. 
Blood. 2011;118(1):19-27. DOI: 10.1182/
blood-2011-03-325258

[5] Higgs DR, Engel JD, 
Stamatoyannopoulos G. Thalassaemia. 
Lancet. 2012;379(9813):373-383. DOI: 
10.1016/S0140-6736(11)60283-3

[6] Dabke P, Colah RB, Ghosh K, 
Nadkarni A. Effect of a group of genetic 
markers around the 5′ regulatory 
regions of the β globin gene cluster 
linked to high HbF on the clinical 
severity of beta thalassemia. Blood 
Cells, Molecules & Diseases. 
2013;50(3):156-160. DOI: 10.1016/j.
bcmd.2012.11.003

[7] Menzel S, Thein SL. Genetic 
modifiers of fetal haemoglobin in sickle 
cell disease. Molecular Diagnosis & 
Therapy. 2019;23(2):235-244. DOI: 
10.1007/s40291-018-0370-8

[8] Thein SL, Menzel S, Lathrop M, 
Garner C. Control of fetal hemoglobin: 
New insights emerging from 
genomics and clinical implications. 
Human Molecular Genetics. 
2009;18(R2):R216-R223. DOI: 10.1093/
hmg/ddp401

[9] Palstra RJ, de Laat W, Grosveld F. 
Beta-globin regulation and long-range 
interactions. Advances in Genetics. 
2008;61:107-142. DOI: 10.1016/
S0065-2660(07)00004-1

[10] Iarovaia OV, Kovina AP,  
Petrova NV, Razin SV, Ioudinkova ES,  
Vassetzky YS, et al. Genetic and 
epigenetic mechanisms of β-globin 
gene switching. Biochemistry. 
2018;83(4):381-392. DOI: 10.1134/
S0006297918040090

[11] Kim YW, Kim A. Histone 
acetylation contributes to chromatin 
looping between the locus control 
region and globin gene by influencing 
hypersensitive site formation. 
Biochimica et Biophysica Acta. 
2013;1829(9):963-969. DOI: 10.1016/j.
bbagrm.2013.04.006

[12] Noordermeer D, de Laat W. Joining 
the loops: β-globin gene regulation. 
IUBMB Life. 2008;60(12):824-833. DOI: 
10.1002/iub.129

[13] Rank G, Cerruti L, Simpson RJ,  
Moritz RL, Jane SM, Zhao Q. 
Identification of a PRMT5-dependent 
repressor complex linked to silencing 
of human fetal globin gene expression. 
Blood. 2010;116(9):1585-1592. DOI: 
10.1182/blood-2009-10-251116

[14] Kudo S, Mattei MG, Fukuda M. 
Characterization of the gene for dbpA, 
a family member of the nucleic-acid-
binding proteins containing a cold-
shock domain. European Journal of 
Biochemistry. 1995;231(1):72-82. DOI: 
10.1111/j.1432-1033.1995.tb20672.x

[15] Landsman D. RNP-1, an RNA-
binding motif is conserved in the DNA-
binding cold shock domain. Nucleic 
Acids Research. 1992;20(11):2861-2864. 
DOI: 10.1093/nar/20.11.2861

[16] Kloks CP, Spronk CA, Lasonder E, 
Hoffmann A, Vuister GW, Grzesiek S, 

References



11

Transcriptional Repressors of Fetal Globin Genes as Novel Therapeutic Targets in Beta…
DOI: http://dx.doi.org/10.5772/intechopen.90762

et al. The solution structure and DNA-
binding properties of the cold-shock 
domain of the human Y-box protein 
YB-1. Journal of Molecular Biology. 
2002;316(2):317-326. DOI: 10.1006/
jmbi.2001.5334

[17] Diamond P, Shannon MF, 
Vadas MA, Coles LS. Cold shock 
domain factor activate the granulocyte-
macrophage colony-stimulating 
factor promoter in stimulated. The 
Journal of Biological Chemistry. 
2001;276(11):7943-7951. DOI: 10.1074/
jbc.M009836200

[18] Petruzzelli R, Gaudino S, 
Amendola G, Sessa R, Puzone S, Di 
Concilio R, et al. Role of the cold shock 
domain protein a in the transcriptional 
regulation of HBG expression. 
British Journal of Haematology. 
2010;150(6):689-699. DOI: 
10.1111/j.1365-2141.2010.08303.x

[19] Horwitz EM, Maloney KA, Ley TJ. 
A human protein containing a “cold 
shock” domain binds specifically to 
H-DNA upstream from the human 
γ-globin genes. The Journal of Biological 
Chemistry. 1994;269(19):14130-14139

[20] Coles LS, Diamond P, Occhiodoro F, 
Vadas MA, Shannon MF. Cold shock 
domain proteins repress transcription 
from the GM-CSF promoter. Nucleic 
Acids Research. 1996;24(12):2311-2317. 
DOI: 10.1093/nar/24.12.2311

[21] Bacolla A, Ulrich MJ, Larson JE, 
Ley TJ, Wells RD. An intramolecular 
triplex in the human γ-globin 
5′-flanking region is altered by point 
mutations associated with hereditary 
persistence of fetal hemoglobin. 
The Journal of Biological Chemistry. 
1995;270(41):24556-24563. DOI: 
10.1074/jbc.270.41.24556

[22] Ulrich MJ, Gray WJ, Ley TJ. An 
intramolecular DNA triplex is 
disrupted by point mutations associated 
with hereditary persistence of fetal 

hemoglobin. The Journal of Biological 
Chemistry. 1992;267(26):18649-18658

[23] Gaudino S, Petruzzelli R,  
Amendola G, Sessa R, Puzone S,  
Risitano AM, et al. Structural and 
functional characterization of 
CSDA protein complexes involved 
in modulation of fetal globin gene 
expression. Blood. 2010;116(21):2071. 
DOI: 10.1182/blood.V116.21.2071.2071

[24] Xu J, Sankaran VG, Ni M, Menne TF, 
Puram RV, Kim W, et al. Transcriptional 
silencing of γ-globin by BCL11A 
involves long-range interactions and 
cooperation with SOX6. Genes & 
Development. 2010;24(8):783-798. DOI: 
10.1101/gad.1897310

[25] Roosjen M, McColl B, Kao B,  
Gearing LJ, Blewitt ME, Vadolas J.  
Transcriptional regulators Myb 
and BCL11A interplay with DNA 
methyltransferase 1 in developmental 
silencing of embryonic and fetal beta-
like globin genes. The FASEB Journal. 
2014;28(4):1610-1620. DOI: 10.1096/
fj.13-242669

[26] Rivers A, Vaitkus K, Ruiz MA,  
Ibanez V, Jagadeeswaran R, 
Kouznetsova T, et al. RN-1, a potent 
and selective LSD1 inhibitor, increases 
gamma-globin expression, F-retics, 
and F-cells in a sickle cell disease mouse 
model. Experimental Hematology. 
2015;43(7):546-53.e1-3. DOI: 10.1016/j.
exphem.2015.04.005

[27] Moody RR, Lo MC, Meagher JL, 
Lin CC, Stevers NO, Tinsley SL, et al. 
Probing the interaction between the 
histone methyltransferase/deacetylase 
subunit RBBP4/7 and the transcription 
factor BCL11A in epigenetic complexes. 
The Journal of Biological Chemistry. 
2018;293(6):2125-2136. DOI: 10.1074/
jbc.M117.811463

[28] Yu Y, Wang J, Khaled W, Burke S,  
Li P, Chen X, et al. Bcl11a is essential 
for lymphoid development and 



Beta Thalassemia

12

negatively regulates p53. The 
Journal of Experimental Medicine. 
2012;209(13):2467-2483. DOI: 10.1084/
jem.20121846

[29] Sankaran VG, Menne TF, Xu J, 
Akie TE, Lettre G, Van Handel B, et al. 
Human fetal hemoglobin expression is 
regulated by the developmental stage-
specific repressor BCL11A. Science. 
2008;322(5909):1839-1842. DOI: 
10.1126/science.1165409

[30] Funnell AP, Prontera P,  
Ottaviani V, Piccione M, Giambona A,  
Maggio A, et al. 2p15-p16.1 
microdeletions encompassing and 
proximal to BCL11A are associated with 
elevated HbF in addition to neurologic 
impairment. Blood. 2015;126(1):89-93. 
DOI: 10.1182/blood-2015-04-638528

[31] Jawaid K, Wahlberg K, Thein SL, 
Best S. Binding patterns of BCL11A 
in the globin and GATA1 loci and 
characterization of the BCL11A 
fetal hemoglobin locus. Blood Cells, 
Molecules & Diseases. 2010;45(2):140-
146. DOI: 10.1016/j.bcmd.2010.05.006

[32] Miccio A, Blobel GA. Role of the 
GATA-1/FOG-1/NuRD pathway in the 
expression of human beta-like globin 
genes. Molecular and Cellular Biology. 
2010;30(14):3460-3470. DOI: 10.1128/
MCB.00001-10

[33] Xu J, Bauer DE, Kerenyi MA, Vo TD, 
Hou S, Hsu YJ, et al. Corepressor-
dependent silencing of fetal hemoglobin 
expression by BCL11A. Proceedings 
of the National Academy of Sciences 
of the United States of America. 
2013;110(16):6518-6523. DOI: 10.1073/
pnas.1303976110

[34] Martyn GE, Wienert B, Yang L, 
Shah M, Norton LJ, Burdach J, et al. 
Natural regulatory mutations elevate 
the fetal globin gene via disruption of 
BCL11A or ZBTB7A binding. Nature 
Genetics. 2018;50(4):498-503. DOI: 
10.1038/s41588-018-0085-0

[35] Abdulazeez S. Molecular simulation 
studies on B-cell lymphoma/
leukaemia 11A (BCL11A). American 
Journal of Translational Research. 
2019;11(6):3689-3697

[36] Arnaud L, Saison C, Helias V, 
Lucien N, Steschenko D, Giarratana MC, 
et al. A dominant mutation in the gene 
encoding the erythroid transcription 
factor KLF1 causes a congenital 
dyserythropoietic anemia. American 
Journal of Human Genetics. 
2010;87(5):721-727. DOI: 10.1016/j.
ajhg.2010.10.010

[37] Borg J, Patrinos GP, Felice AE, 
Philipsen S. Erythroid phenotypes 
associated with KLF1 mutations. 
Haematologica. 2011;96(5):635-638. 
DOI: 10.3324/haematol.2011.043265

[38] Perkins A, Xu X, Higgs DR, 
Patrinos GP, Arnaud L, Bieker JJ, 
et al. Krüppeling erythropoiesis: An 
unexpected broad spectrum of 
human red blood cell disorders 
due to KLF1 variants. Blood. 
2016;127(15):1856-1862. DOI: 10.1182/
blood-2016-01-694331

[39] Viprakasit V, Ekwattanakit S, 
Riolueang S, Chalaow N, Fisher C, 
Lower K, et al. Mutations in Kruppel-
like factor 1 cause transfusion-
dependent hemolytic anemia 
and persistence of embryonic 
globin gene expression. Blood. 
2014;123(10):1586-1595. DOI: 10.1182/
blood-2013-09-526087

[40] Deng W, Lee J, Wang H, Miller J, 
Reik A, Gregory PD, et al. Controlling 
long-range genomic interactions at a 
native locus by targeted tethering of a 
looping factor. Cell. 2012;149(6):1233-
1244. DOI: 10.1016/j.cell.2012.03.051

[41] Liu D, Zhang X, Yu L, Cai R, Ma X, 
Zheng C, et al. KLF1 mutations are 
relatively more common in a thalassemia 
endemic region and ameliorate the 
severity of beta-thalassemia. Blood. 



13

Transcriptional Repressors of Fetal Globin Genes as Novel Therapeutic Targets in Beta…
DOI: http://dx.doi.org/10.5772/intechopen.90762

2014;124(5):803-811. DOI: 10.1182/
blood-2014-03-561779

[42] Zhou D, Liu K, Sun CW, Pawlik KM, 
Townes TM. KLF1 regulates BCL11A 
expression and gamma- to beta-globin 
gene switching. Nature Genetics. 
2010;42(9):742-744. DOI: 10.1038/
ng.637

[43] Wang X, Angelis N, Thein SL.  
MYB-A regulatory factor in 
hematopoiesis. Gene. 2018;665:6-17. 
DOI: 10.1016/j.gene.2018.04.065

[44] Jiang J, Best S, Menzel S, Silver N, 
Lai MI, Surdulescu GL, et al. cMYB 
is involved in the regulation of fetal 
hemoglobin production in adults. Blood. 
2006;108(3):1077-1083. DOI: 10.1182/
blood-2006-01-008912

[45] Thein SL, Menze S, Peng X, Best S, 
Jiang J, Close J, et al. Intergenic variants 
of HBS1L-MYB are responsible for 
a major quantitative trait locus on 
chromosome 6q23 influencing fetal 
hemoglobin levels in adults. Proceedings 
of the National Academy of Sciences 
of the United States of America. 
2007;104(27):11346-11351. DOI: 
10.1073/pnas.0611393104

[46] Farrell JJ, Sherva RM, Chen Z, 
Luo H, Chu BF, Ha SY, et al. A 3-bp 
deletion in the HBS1L-MYB intergenic 
region on chromosome 6q23 is 
associated with HbF expression. Blood. 
2011;17(18):4935-4945. DOI: 10.1182/
blood-2010-11-317081

[47] Sankaran VG, Menne TF,  
Scepanovic D, Vergilio JA, Ji P, 
Kim J, et al. MicroRNA-15a and −16-1 
act via MYB to elevate fetal hemoglobin 
expression in human trisomy 13. 
Proceedings of the National Academy 
of Sciences of the United States of 
America. 2011;108(4):1519-1524. DOI: 
10.1073/pnas.1018384108

[48] Thein SL. Molecular basis of β 
thalassemia and potential therapeutic 

targets. Blood Cells, Molecules & 
Diseases. 2018;70:54-65. DOI: 10.1016/j.
bcmd.2017.06.001

[49] Costa D, Capuano M, Sommese L,  
Napoli C. Impact of epigenetic 
mechanisms on therapeutic approaches 
of hemoglobinopathies. Blood Cells, 
Molecules & Diseases. 2015;55:95-100. 
DOI: 10.1016/j.bcmd.2015.05.004

[50] Lidonnici MR, Ferrari G. Gene 
therapy and gene editing strategies 
for hemoglobinopathies. Blood Cells, 
Molecules & Diseases. 2018;70:87-101. 
DOI: 10.1016/j.bcmd.2017.12.001

[51] Wienert B, Martyn G, Funnell APW, 
Quinlan KGR, Crossley M. Wake-up 
sleepy gene: Reactivating fetal globin 
for β-hemoglobinopathies. Trends in 
Genetics. 2018;34(12):927-940. DOI: 
10.1016/j.tig.2018.09.004


