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In humans, embryonic, fetal, and adult
hemoglobins are sequentially expressed
in developing erythroblasts during ontog-
eny. For the past 40 years, this process
has been the subject of intensive study
because of its value to enlighten the
biology of developmental gene regulation
and because fetal hemoglobin can signifi-
cantly ameliorate the clinical manifesta-

tions of both sickle cell disease and
�-thalassemia. Understanding the normal
process of loss of fetal globin expression
and activation of adult globin expression
could potentially lead to new therapeutic
approaches for these hemoglobin disor-
ders. Herein, we briefly review the history
of the study of hemoglobin switching and
then focus on recent discoveries in the

field that now make new therapeutic ap-
proaches seem feasible in the future.
Erythroid-specific knockdown of fetal
gene repressors or enforced expression
of fetal gene activators may provide clini-
cally applicable approaches for genetic treat-
ment of hemoglobin disorders that would
benefit from increased fetal hemoglobin
levels. (Blood. 2011;117(15):3945-3953)

Introduction

Fetal hemoglobin (HbF, �2�2) was first distinguished from adult
hemoglobin (�2�2) by its resistance to alkaline denaturation by
Korber1 and von Kruger2 almost 150 years ago. In 1934, Brinkman
et al described experiments using alkaline denaturation, as mea-
sured by a spectrophotometer coupled to a photoelectric output, to
differentiate fetal and adult hemoglobin by their dissimilar reaction
kinetics.3 The differences in susceptibility to alkaline denaturation,
along with what was known about the consistency of the heme
moiety between umbilical cord and adult blood, led the authors to
conclude that the difference between the entities must be attribut-
able to the “globin” portion of the molecule.3 Now, nearly 80 years
later, the field is making substantial progress in uncovering the
molecular mechanisms that regulate the developmental expression
of the fetal and adult globin genes. In the past several years, genetic
approaches have helped identify 3 loci that may account for up to
50% of the variance in HbF expression in certain human popula-
tions.4-6 In addition, experimentation facilitated by murine trans-
genic, knockout, and vector knockdown technology has contrib-
uted to the identification of other potentially important regulators
of fetal and adult globin gene expression.7,8 Herein, we will focus
on the recent discoveries that have advanced the field.

A synopsis of hemoglobin switching:
1970 to 2000

In their classic paper, Brinkman et al noted that “unsolved is the
question whether human hemoglobin is changing from one form to
the other, or whether there are 2, originally different forms (eg, the
resistant fetal type and the adult form).”3 Much has been learned
since that time, including the structure and sequence of both the �-
and �-globin loci9-12 (Figure 1), the transcriptional regulation of the

genes contained within these loci during development, and the
clinical diseases that result from genetic changes to both the coding
and noncoding portions of the genes.13-16

The hemoglobin molecule is a tetramer composed of 2 het-
erodimers. Each heterodimer is composed of one �-globin-like
polypeptide chain and one �-globin–like chain. In humans, embry-
onic hemoglobin is expressed in primitive erythroblasts developing
in the yolk sac during the first several weeks after conception. It is
composed of the embryonic �-globin–like chain, �-globin, and the
embryonic �-globin–like �-chain (�2�2; Figure 1). The first major
hemoglobin switching event subsequently occurs as �- and �-globin
expression ceases and �- and �-globin synthesis begins, leading to
production of HbF (�2�2). These events are coincident with the
transition of the site of erythropoiesis from the yolk sac to the fetal
liver. In humans, the �-globin genes are duplicated and differ by
one amino acid, leading to their designation as the G� and A� genes.
The second switch in humans and Old World primates, which is the
focus of this review, involves the perinatal decline of HbF synthesis
(�2�2) coupled with the increased synthesis of the adult form of
hemoglobin (�2�2). After 2 years of age, HbF is present as a minor
component of total hemoglobin17 in only a few percentage of
mature red blood cells in healthy persons.18

Persistent, high-level expression of HbF was observed in the
early 1960s in some persons from both black and Greek popula-
tions.19,20 Termed hereditary persistence of HbF (HPFH), this
phenomenon has subsequently been shown to be the result of a
variety of mutations, many of which are within the �-globin gene
locus.21 Frequently, HPFH reflects a single nucleotide substitution
in the upstream promoter region of a �-globin gene leading to its
up-regulation, suggesting the location of a regulatory element that
interacts with transcription factors potentially relevant to the fetal
to adult switch. An interesting aspect of these mutations is that they
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result in a nonuniform distribution of HbF in red cells, leading to
their designation as heterocellular HPFH mutants. Deletion forms
of HPFH, which usually result in a pancellular HPFH distribution,
are thought to eliminate inhibitory sequences22 and/or result in
juxtaposition of a remote enhancer(s) adjacent to the �-globin
genes.23 Persons homozygous for a mutant form of �-globin (�S)
with sickle cell anemia or those homozygous for mutations that
cause deficient �-synthesis with severe �-thalassemia who also
inherit an HPFH mutation have a milder clinical phenotype with
fewer manifestations of vaso-occlusion or milder anemia,
respectively.15,21

The ameliorating effect of elevated levels of HbF on the clinical
severity of sickle cell disease and �-thalassemia has been a
significant driving force for the study of hemoglobin switching
during the past 3 decades.24,25 Studies in the 1970s used sheep and
baboon models to demonstrate the effect of anemic stress on
synthesis of individual hemoglobins,26,27 whereas studies using
primary human cells also began to uncover aspects of the control of
HbF production.28 The cloning of the globin genes and the advent
of first transgenic and later knock-in technology provided geneti-
cally altered mice for study of murine embryonic to adult globin
switching as well as the fetal to adult switch of transferred human
�-globin loci.29-35 Powerful chromatin opening and DNA enhancer
elements, first identified as DNase-I hypersensitive sites located
approximately 40 to 60 kb upstream of the globin genes, were
shown to be necessary for high level globin gene expression.36,37

Collectively, these elements are called the locus control region
(LCR). Tuan mapped the distribution of DNase-I hypersensitive
sites in the entire human �-like-globin gene domain. Additional
sites were associated with active transcription of the immediate
downstream �-like globin gene.36 Others showed that, in transgenic
mice, LCR elements can be used to obtain high level, copy
number-dependent �-globin gene expression, which was relatively
independent of the integration position of the transgene,37 whereas
deletion of this region lead to silencing of transcription of the
globin genes.38

This body of work, coupled with studies using erythroid cell
lines and primary human cells, resulted in the proposal of several
models of hemoglobin switching. These include gene competition,
chromosomal looping, gene silencing, and polymerase track-
ing.14,39 Wijgerde et al, using a then novel RNA fluorescence in situ
hybridization technique, showed that transgenic human �- and

�-globin genes in day 12 mouse fetal erythroid cells were for the
most part alternately, and not simultaneously, transcribed.40 Consis-
tent with �-globin being the predominant mRNA, the transcription
apparatus was associated with the �-globin gene for the majority of
the time. However, some instances of flip-flop of transcription from
one gene to the other at the single-cell level were also observed.
Thus, the transcriptional process is dynamic and consistent with the
idea that the LCR might activate each gene individually by direct
interaction. Later work, using a technique called chromosomal
conformational capture, confirmed direct interaction of sequences
with the upstream �-globin LCR and the individual globin gene
promoters, supporting the idea of chromosomal looping.41 Early
studies in transgenic mice suggested that each hypersensitive site
conferred a different developmental pattern on the individual
globin genes42; but in the normal context, the individual sites are
thought to interact with one another in selectively activating the
individual globin genes during development40,41 (Figure 2). LCR
interactions are not exclusive of autonomous gene silencing, which
probably also occurs with both the embryonic and fetal genes.43-45

Finally, polymerase tracking may occur to open the chromatin
structure and to fine-tune interactions.46 Thus, the various models
that have been proposed are not mutually exclusive but rather
complement one another.

Hemoglobin switching: 2000 and beyond

Inherited variation in HbF levels continues to provide many new
insights into the fetal to adult hemoglobin switch.47 The common
forms of heterocellular HPFH represent the upper tail of normal
HbF variation and are inherited based on multiple quantitative
genetic traits. As discussed in more detail in “Molecular control of
the fetal to adult hemoglobin switch,” 3 major quantitative trait loci
that influence HbF levels in otherwise normal persons as well as in
patients with sickle cell disease or �-thalassemia have been
identified.48,49 Similarly, study of thalassemia mutations continues

Figure 2. Schematic of hemoglobin switching model based on looping and
interaction of the LCR with the individual globin gene promoters. The various
proteins demonstrated experimentally to be involved in regulating the change in
expression from �-globin to �-globin and individual effects of FOP and KLF1 on
transcriptional regulation of SOX6 and BCL11A, respectively.

Figure 1. Schematic of genomic structural organization of the human �-globin
and �-globin loci and temporal expression of the various hemoglobin types.
The gene order of the �-globin locus on chromosome 16 and the �-globin locus on
chromosome 11. Shown at each temporal stage, as indicated on the timeline at bottom,
are the types of hemoglobin tetramers produced for each indicated site. LCR indicates
locus control region; HbF, fetal hemoglobin; and HbA, adult hemoglobin.
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to provide insights into the mechanisms of HbF regulation. Using
the liquid culture system beginning from peripheral blood cells,
Fraser’s laboratory has studied heterozygotes and homozygotes
with the Corfu thalassemia mutation.50 Two mutations are present
on the Corfu chromosome: (1) a 7.2-kb deletion removes part of the
�-globin gene and upstream flanking sequences; and (2) a splice
site mutation in intron 1 of the �-globin gene reduces splicing to
approximately 20% of normal levels. Homozygotes for the Corfu
deletion have very high levels of fetal hemoglobin and a mild
clinical phenotype, whereas heterozygotes have low HbF levels.
Quantitative analysis suggested that the �-globin mRNA levels do
not correspond to transcription levels but rather vary from patient
to patient seemingly dependent on the level of �-globin mRNA.
The proposed mechanism is a differential affinity of an mRNA-
stabilizing ribonuclear protein complex, which leads to preferential
accumulation of �-globin mRNA. Increased accumulation of
�-globin mRNA occurs only when �-globin mRNA is severely
deficient as in homozygous persons.50 The Corfu deletion removes
a chromatin boundary element located approximately 3 to 4 kb
upstream of the �-gene, which is thought to define 2 developmen-
tally chromatin subdomains, fetal and adult. Deletion of the region
containing the boundary element in transgenic mice results in a
failure to open the adult subdomain, whereas silencing of the
�-genes is unperturbed.51 A 250-bp pyrimidine-rich DNA sequence
located 1 kb upstream of the human �-globin gene interacts with a
multiprotein complex, which is thought to suppress LCR interac-
tions with the �-promoters and enhance interaction with the
�-promoter.52

Much has been learned during the past decade about hematopoi-
esis and transcriptional regulation that is ultimately relevant to the
switching mechanisms. The origin of hematopoietic stem cells
during embryonic life has recently been reviewed.53,54 Independent
derivation of stem cells is attributed to the yolk sac and the
aortic-gonad-mesonephrus with subsequent definitive erythropoi-
esis involving colonization of the fetal liver, thymus, spleen, and
ultimately the bone marrow. The Wnt/�-catenin and Notch-�
signaling pathways have important roles in stem cell development.
Several transcription factors, such GATA-2, RUNX1, TEL/ETV6,
SCL/TAL1, and LM02, also have critical roles in stem cell
development, whereas other transcriptional factors, namely, PU.1,
GFIX, C/EBP�, and GATA-1, function more as lineage specific
factors. However, many factors associated with lineage specificity
are also expressed at low levels in more primitive cells, leading to
the concept of lineage priming, which allows stem cells to go down
one or another pathway dependent on other events within the cells
or environmental stimuli. A recent study examined the genome-
wide binding patterns and combinations of interactions for 10 key
regulators of blood stem/progenitor cells.55 Direct protein interac-
tions among multiple factors are involved in the formation of
multiprotein complexes that bind regulatory elements within DNA
and control stem cell differentiation. Transcription is highly
dynamic with ongoing interactions among basic transcriptional
machinery and regulatory components to modulate activities of
RNA polymerase.56 Recent studies suggest that RUNX1 is a major
player contributing to the opening of the chromatin surrounding the
PU.1 gene.57 In this opening act, RUNX1 does not assemble into a
detectable, stable transcription factor complex but instead takes the
lead to begin the gradual changes in chromatin structure that, on
reaching a threshold, trigger PU.1 expression to initiate a dramatic
program of hematopoietic lineage differentiation.58

As recently reviewed, epigenetic mechanisms, such as DNA
methylation and histone modifications, are important ancillary

regulatory mechanisms.59 Histone modification by acetylation,
methylation, phosphorylation, sumoylation, and ubiquitination and
DNA methylation on CpG residues are among the most important
epigenetic mechanisms. Primary regulation is thought to occur via
sequence specific binding of multiprotein complexes to DNA, but
such complexes have the capacity to recruit other multiprotein
complexes that function to establish relevant epigenetic modifica-
tions on active or inactive loci. Alternatively, certain epigenetic
marks may facilitate the recruitment of chromatin modifying
complexes, which open chromatin to facilitate transcription factor
complex binding. The ability to demethylate the CpG residues in
the silenced �-globin gene promoter with 5-azacytidine prompted
demonstration of its ability to enhance fetal hemoglobin production
in patients with thalassemia60 and sickle cell disease.61 Demethylat-
ing drugs, including decitabine, are potent activators of fetal
hemoglobin production in adults, although clinical testing has been
limited by largely unfounded fears regarding leukemogenesis.
Recent use of a chemical genetic strategy to screen libraries of
chemical probes coupled with RNA interference has identified
2 histone deacetylases (HDAC1 and HDAC2) as potential new
molecular targets for mediating fetal hemoglobin induction.62

Studies in erythroid and other cells have shown that transcrip-
tion occurs in a limited number of discrete sites or foci within
nuclei termed “transcription factories.” A recent review describes a
model indicating that polymerase localizes within these transcrip-
tional factors and reels DNA strands through as they are tran-
scribed.63 Both the mouse �- and �-globin genes are associated
differentially with other actively transcribed, erythroid specific
genes within transcriptional factories. Such factories are thought to
boost the expression of clustered, coregulated genes by concentrat-
ing specific transcription factors required for their coordinate or
increased transcription.64 Erythroid Kruppel-like factor is thought
to have a critical role in gene recruitment to transcription factories
in erythroid cells. Long-range gene control by remote enhancers
and locus control regions is thought to involve direct interaction
between chromatin at the enhancer and gene local regulatory
elements within transcription factories.64

GATA-1 is a lineage-specific master transcriptional factor that is
essential for erythroid and megakaryocytic development and
antagonizes neutrophilic differentiation.65,66 A review of the interac-
tive proteins, the distribution of GATA-1 binding sites, the changes
in gene expression induced by GATA-1 and the potential role of
posttranslational modifications in GATA-1 activity has recently
been published.67 An integrated model is presented involving
several multiprotein complexes containing GATA-1, which orches-
trate gene expression or repression in erythroid cells. GATA-2 is
important in early hematopoiesis; and during progression of
erythropoiesis, there is a GATA-2 to GATA-1 switch.66 The
GATA-2 to GATA-1 switch is reflected by replacement of one
GATA factor by another at specific chromatin sites. Ongoing
studies of the GATA proteins and their interactions with multiple
transcriptional factors illustrate the complexity of transcriptional
networks in controlling expression of particular genes.

Substantial evidence indicates that the globin switches that
occur in the context of embryonic, fetal, and adult hematopoiesis
occur within the various cell populations, coincidentally, according
to a developmental clock rather than being based on development
of separate, globin-specific lineages. The concept of the develop-
mental clock mechanism for the control of hemoglobin switching
arose from the study of �- to �-switching in somatic cell hybrids
between human fetal liver cells and mouse erythroleukemia cells.68

Hybrid cells formed with early-stage fetal liver cells initially made
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�-globin but switched synchronously to �-globin during extended
culture. Recent studies have shown the occurrence of globin
switches in cultures of CD34� cells developed from embryonic
stem cells in which the switches occur within the cultured cell
population over time.69 We have recently compared the pattern of
hemoglobin production in erythroblasts derived from fetal liver,
cord blood, or adult mobilized peripheral blood or bone marrow
CD34� cells in liquid culture.70 This system recapitulates expres-
sion of globin genes according to the developmental stage of the
originating CD34� cell source. Thus, the key molecular events that
determine the pattern of hemoglobin production by developing
erythroblasts have occurred in progenitors at a very early stage of
hematopoiesis.

Molecular control of the fetal to adult
hemoglobin switch

Substantial evidence suggests that the fetal to adult hemoglobin
switch is influenced by multiple cis-acting elements and many
transcriptional factors acting as multiprotein complexes. Evidence
implicating a particular cis-acting element or a transcriptional
factor in �- to �-switching is strongest when there is both genetic
evidence as well as functional and/or biochemical evidence support-
ing its role (Table 1). Several point mutations in one or the other of
the �-globin gene promoters are individually associated with
increased expression of that �-gene, as summarized in a recent
review.47 Genetic linkage and genome-wide association studies
have identified 3 major loci that account for genetic variation in
HbF.4-6,48,49,71,72 One of these loci is the �-globin cluster on
chromosome 11. Prior studies had suggested that a single nucleo-
tide polymorphism at position �158 of the �-promoter was
associated with clinical phenotypic variation of HbF levels in
patients with sickle cell disease, but recent studies indicate that the
relevant single nucleotide polymorphism is approximately midway
between the �- and �-globin gene.73 The second is a polymorphism
on the long arm of chromosome 6 located in a non–protein-coding
region between the genes HBS1L and MYB. The third and best
characterized to date is the variant identified within intron 2 of the
zinc finger transcription factor BCL11A; this polymorphism is
associated with reduced expression of this gene.

BCL11A

The role of BCL11A as a regulator of �-globin gene silencing was
demonstrated experimentally by increased production of HbF in
developing adult human erythroblasts after shRNA-mediated knock-
down. BCL11A occupies the �-globin locus in developing ery-
throid cells and associates with distal regulatory elements with
concentrated binding in the LCR (hypersensitive site 3) and the
intergenic region between the A�-globin and �-globin genes to
reconfigure the �-globin cluster74-76 (Figure 2). Human �-globin
transgene and mouse embryonic globin gene expression is dere-
pressed in the context of the Bcl11a�/� genotype, although red cell
phenotype is normal.76 Recent evidence indicates that the mecha-
nism of BCL11A-mediated silencing occurs through cooperation
with the high-mobility group transcription factor SOX6, as BCL11A
and SOX6 are coexpressed and physically interact. Lentiviral
vector-mediated knockdown of both proteins results in synergistic
up-regulation of HbF in developing erythroblasts.76,77 Thus, there
are both substantial genetic and functional data supporting a key
role for BCL11A in silencing of the �-globin genes during

developmental switching and its potential role in reactivation of
HbF in adult erythroblasts.

KLF1

Also known as Erythroid Kruppel-like factor, KLF1, a zinc finger
protein, binds the CACCC of the adult �-globin gene in mice and
humans7,78 and is critical for its expression as ablation in mice
caused embryonic lethality because of severe anemia.79,80 Although
it was known that both endogenous mouse embryonic and human
fetal globin gene expression was not properly down-regulated in
the Eklf�/� mice, its role in hemoglobin switching was not apparent
until 2 studies recently emerged.81,82 One study used a genome-
wide single nucleotide polymorphism scan followed by linkage
analysis of a family, with 10 of 27 members showing the HPFH
phenotype. This led to identification of a nonsense mutation in
KLF1, which ablated the DNA binding domain, resulting in
haploinsufficiency in the heterozygous state.81 Of interest is that
HbF levels varied among individual family members, suggesting
the influence of other genetic and perhaps environmental factors. In
addition to binding to the �-globin gene promoter, normal KLF1
was found to show strong binding to the BCL11A promoter,
activating its expression in cultured, primary adult human erythro-
blasts (Figure 2). Thus, KLF1 may mediate its switching effects
through a dual mechanism, acting both on the �-globin and
BCL11A promoters. Zhou et al also found that decreased, but not
absent, KLF1 levels in genetically altered mice led to markedly
reduced Bcl11a mRNA and protein levels.82 They also found strong
binding of KLF1 to the Bcl11a promoter. Mouse embryonic and
human fetal globin transgene expressions were greatly increased in
the setting of reduced KLF1. Similarly, �-globin gene expression
was up-regulated when KLF1 was knocked down in cultured adult
human erythroblasts.82 Thus, there are both compelling genetic and
functional data indicating that KLF1 has a significant role in the
fetal to adult switch. Remaining to be solved is how a 2- to 3-fold
increase in its expression in adult versus fetal cells results in
KLF1’s preferential association with the �-promoter in the former
and the �-promoters in the latter.

HBSL1-MYB DNA region

Variants in the intergenic region between the HBSL1 and MYB
genes were identified in a genome-wide association study designed
to uncover polymorphisms associated with the variability of HbF
expression in nonanemic humans.71 Recent data suggest that the
intergenic area most highly associated with HbF expression has
properties of a regulatory element.72 The linkage to an equilibrium
block, which is most closely associated with HbF levels, is between
the HBS1L and MYB genes, which are found on opposite DNA
strands. Three hypersensitive sites have been identified within that
region. These sites exhibit the characteristic marks of active
chromatin, including histone acetylation and RNA polymerase II
binding in erythroid but not in nonerythroid cells.72 HBS1L is
thought to be a housekeeping gene because it is ubiquitously
expressed, whereas MYB has more of a restrictive pattern of
expression and is crucial for erythroid development. Expression
profiles of 5 genes within this region, including MYB and HBS1L,
were compared in the erythroid cultures of 12 persons with
elevated and 14 persons with normal HbF levels.83 Both cMYB and
HBS1L were down-regulated in persons with elevated HbF levels,
whereas the other 3 genes did not change in their level of
expression. Overexpression of MYB inhibited �-globin gene expres-
sion in human erythroleukemia cells, whereas overexpression of
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HBS1L had no effect. The investigators speculate that low levels of
MYB result in fewer cell-cycle events early in erythropoiesis and
that early maturation of erythroblasts yields red cells containing
higher levels of HbF.83 Overall, MYB has an important role in
erythropoiesis, and recent studies indicate that it acts, in part, by
transactivation of KLF1 and LMO2 expression.84 Resequencing
and genotyping studies have recently identified rare missense
mutations that provide further evidence for the involvement of
MYB in modulating HbF levels.73

SOX6

SOX6 was first observed to play a role in the silencing of the mouse
embryonic globin genes and was shown by chromatin immunopre-
cipitation to bind to the murine ��-globin promoter.77 Subse-
quently, it was shown that SOX6 interacts with BCL11A, although
SOX6 strongly binds the �-globin gene promoters (Figure 2). This
suggested that the SOX6-BCL11A protein-protein interaction may
involve chromatin looping.75 SOX6 binding to the �-globin
promoters also was found to require BCL11A. Finally, knockdown
of SOX6 in cultured, primary human erythroblasts led to a small
up-regulation of HbF but when combined with BCL11A knock-
down, further enhanced HbF production, beyond that achieved
with either knockdown alone.75

TR2/TR4 DR erythroid-definitive complex

Originally identified as a repressor of the human embryonic
�-globin gene,8,85 the direct repeat (DR) erythroid-definitive com-
plex consists of a heterodimer of 2 orphan nuclear receptors, TR2
and TR4. This dimer, along with the nuclear factor COUP-TFII
(next section, “COUP-TFII”) binds DRs in the �-globin gene
promoter in vitro and later was shown to also bind a similar repeat
with the �-globin gene promoters86 (Figure 2). Endogenous murine
embryonic to adult globin gene and fetal to adult human �-globin
transgene switching is delayed in mice that are null for TR2/TR4,
whereas enforced expression of a dominant negative TR4 results in
both loss of endogenous embryonic gene expression and human
�-globin transgene silencing. Interestingly, a mutation at �117 of
the �-globin promoter, associated with HPFH, affects a DR
element and influences factor binding, adding to evidence that this
heterodimer plays a role in stage-selective repression of the human
�-globin gene.87,88

COUP-TFII

Initially described as one of 2 factors necessary for transcription of
the chicken ovalbumin gene,89 COUP-TFII was later found to bind
to the �-globin promoter DR in vitro as well90 (Figure 2). Mutation
of DR elements results in derepression of �-globin transgene
expression in adult mice, suggesting that DR sites are involved in
fetal globin gene silencing. An in vitro model of primary human
erythroblast development was used to show that the cytokine stem
cell factor, through activation of the Erk1/2 and/or p38 mitogen-
activated protein kinase pathways, suppresses COUP-TFII expres-
sion at the mRNA and protein level, resulting in a large reduction in
its binding to the �-globin promoter, as assessed by chromatin
immunoprecipitation assays.91 RNA polymerase II binding in-
creased several-fold and correlated with increased �-globin gene
expression. Finally, knockdown of COUP-TFII with a short
inhibitory RNA in cultured, primary human erythroblasts re-
sulted in up-regulation of �-globin expression. Similar to DR
erythroid-definitive, repressor function of COUP-TFII is evi-

denced by the fact that 4 different HPFH mutations in the
�-globin gene promoter reduce COUP-TFII binding.92

FOP

Friend of protein arginine methyltransferase I (FOP) was recently
described as a target of protein arginine methyltransferase 1
(PRMT1), which stably interacts with chromatin.93 Initially studied
for its role in estrogen-dependent gene activation,93 FOP may also
have a role in hemoglobin switching. Lentiviral-mediated knock-
down of FOP in murine fetal liver cells transgenic for the �-globin
locus significantly increased expression of both the mouse embry-
onic and human fetal globin genes.94 Similarly, knockdown of FOP
in erythroblasts derived from human adult peripheral blood ery-
throid progenitors also resulted in up-regulation of �-globin and
increased production of HbF. HbF levels increased from back-
ground levels of 6% to 7% to an average of approximately 27%.
Interestingly, BCL11A levels were not altered, but SOX6
protein appeared to be reduced. Thus, it is possible that FOP
depletion increased �-globin expression through reduction of
SOX6 (Figure 2).

NF-E4

Originally identified biochemically as a component of the “stage
selector protein,” which bound the stage selector element in the
proximal �-globin promoter in human K562 erythroleukemia cells,
NF-E4, in conjunction with the ubiquitous transcription factor CP2,
facilitates transcription of the �-globin gene.95,96 The stage selector
element is conserved in species having �-globin genes but is not
present in species lacking HbF. Biochemical data support the idea
that p22 NF-E4 acts as an “activator” of �-globin transcription by
interacting with CP2 to recruit p45 NF-E2 and subsequently RNA
polymerase II to the promoter (Figure 2). Further evidence
supporting a role for NFE4 in HbF production is the demonstration
that an HPFH mutation at �202 creates a new binding site for the
NF-E4-CP2 complex.97 An alternate form, p14 NF-E4, apparently
generated by translational initiation from an internal methio-
nine, may play a role in �-globin gene down-regulation or
silencing. The smaller isoform is abundant in adult erythroid
cells; and although it does not bind the �-globin promoter, it
appears to interact with CP2 and may function to sequester
NF-E2 and prevent complexing of activating factors at the �-globin
promoter. Enforced expression of p22 NF-E4 in transgenic mice
harboring the human �-globin locus delayed the switch, without
increasing HbF expression in the adult.97

Genetic efforts to develop therapeutic
blockade of the switch

These recent insights into the repressive factors that silence
�-globin gene expression have offered potentially novel ap-
proaches to “reactivate” HbF expression for therapeutic purposes
in the context of sickle cell disease and �-thalassemia. Lentiviral
vector delivery of shRNA designed to knock down these factors has
been used to increase �-globin and HbF expression in cultured
adult human erythroblasts.74-77 Although knockdown of COUP-TFII,
KLF1, BCL11A, SOX6, and FOP resulted in increased �-globin
mRNA levels, only the studies involving knockdown of BCL11A,
SOX6, and FOP documented significant increases in HbF protein in
cultured human adult erythroblasts, under conditions with minimal
or modest baseline HbF levels. FOP knockdown resulted in an
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increase in HbF from approximately 6% to 7% to approximately
27%, whereas BCL11A knockdown resulted in HbF increasing
from minimal levels of 1% or less to more than 30%. Recent work
suggests that BCL11A knockdown in erythroblasts derived from
the CD34� cells of patients with �-thalassemia can significantly
increase the level of HbF and raise total hemoglobin content to
potentially therapeutic levels.98

An alternate approach put forward99 and recently evaluated in
cultures of primary human normal and �-thalassemic erythroid
cells involves delivery and expression of an artificial zinc finger
transcriptional activator factor designed to interact with the �-glo-
bin gene promoters at the �117 site. Lentiviral-mediated expres-
sion of this factor (GG1-VP64) resulted in HbF levels of up to 20%
in erythroblasts derived from transduced, normal adult CD34�

cells, compared with background levels of HbF measuring less than
or equal to 2%.70 Expression of GG1-VP64 in thalassemic erythro-
blasts, after lentiviral-mediated transfer into bone marrow CD34�

cells from transfusion-dependent, ��-thalassemic patients, resulted
in high levels of HbF (54%) and, importantly, a doubling of the
hemoglobin content, from 20% that of normal cells up to 39% of
normal, a level that would probably be therapeutic.98 When
combined with lentiviral-mediated transfer of a �-globin gene, HbF
levels in thalassemic erythroblasts approached 60%, with a similar
further increase in total hemoglobin content. Coupling �-globin
gene addition with activation of the endogenous �-globin gene loci
may be therapeutically useful.

In conclusion, a vast body of scientific knowledge has been
gained in the past 40 years from studying the expression of the
globin genes. Although the critical events that establish the
program of globin synthesis remain obscure in that they appear to
be established in very early erythroid progenitors in accordance
with a developmental clock, the factors that carry out the program
of globin synthesis in maturing erythroblasts are emerging and are
clearly amenable to manipulation to increase fetal hemoglobin
production. The search for a single switching mechanism has given
way to the realization that hemoglobin switching is indeed a very
complex developmental phenomenon involving many players with
various roles. Some, such as BCL11A, although having significant

roles in lymphoid cell development, appears to have a very limited
role in red cells.100 Thus, BCL11A is an attractive target for
modulating HbF synthesis via lentiviral vector–mediated gene
transfer and erythroid-specific expression of a BCL11A shRNA.
Other factors that have equally important roles in the switch, such
as KLF1 and MYB, have many other roles in red cell development
and function, making it less obvious that they could be manipulated
in the context of enhancing HbF production in adult cells without
undesirable effects on other aspects of erythropoiesis. Several key
players, such as BCL11A, KLF1, and MYB, have been identified
and substantiated both by genetic and functional data, whereas
other factors have less defined roles both functionally and quantita-
tively. New factors remain to be discovered, and their role in the
emerging network of fetal hemoglobin regulation remains to be
defined.100 Continued advances should facilitate the development
of novel genetic approaches to therapy for patients with hemoglo-
bin disorders.

Acknowledgments

The authors thank Pat Streich for her assistance in the preparation
of this manuscript.

This work was supported by the National Heart, Lung, and
Blood Institute (PO1HL053749, A.W.N., D.A.P.; Basic and Trans-
lational Research Program Sickle Cell Disease Grant
U54HL070590, D.A.P.), the Cooley’s Anemia Foundation (D.A.P.),
the Assisi Foundation of Memphis (A.W.N., D.A.P.), and the
American Lebanese Syrian Associated Charities (A.W.N., D.A.P.).

Authorship

Contribution: A.W., A.W.N., and D.A.P. wrote the manuscript.
Conflict-of-interest disclosure: The authors declare no compet-

ing financial interests.
Correspondence: Derek A. Persons, Department of Hematol-

ogy, St Jude Children’s Research Hospital, 262 Danny Thomas Pl,
MS 341, Memphis, TN 38105; e-mail: derek.persons@stjude.org.

References

1. Korber E. Uber Differengen des Blufarstoffs. In-
augural dissertation. Universität Dorpat. 1866.

2. von Kruger F. Z. Biol. 1888;24:318.

3. Brinkman R, Wildschut A, Wittermans A. On the
occurrence of two kinds of haemoglobin in normal
human blood. J Physiol. 1934;80(4):377-387.

4. Garner C, Tatu. T, Game L, et al. A candidate
gene study of F cell levels in sibling pairs using a
joint linkage and association analysis. Gene
Screen. 2000;1(1):9-14.

5. Thein SL, Sampietro M, Rohde K, et al. Detection
of a major gene for heterocellular hereditary per-
sistence of fetal hemoglobin after accounting for
genetic modifiers. Am J Hum Genet. 1994;54(2):
214-228.

6. Menzel S, Garner C, Gut I, et al. A QTL influenc-
ing F cell production maps to a gene encoding a
zinc-finger protein on chromosome 2p15. Nat
Genet. 2007;39(10):1197-1199.

7. Donze D, Townes TM, Bieker JJ. Role of erythroid
Kruppel-like factor in human gamma- to beta-glo-
bin gene switching. J Biol Chem. 1995;270(4):
1955-1959.

8. Tanabe O, Katsuoka F, Campbell AD, et al. An
embryonic/fetal beta-type globin gene repressor
contains a nuclear receptor TR2/TR4 het-
erodimer. EMBO J. 2002;21(13):3434-3442.

9. Lauer J, Shen CK, Maniatis T. The chromosomal
arrangement of human alpha-like globin genes:
sequence homology and alpha-globin gene dele-
tions. Cell. 1980;20(1):119-130.

10. Efstratiadis A, Posakony JW, Maniatis T, et al.
The structure and evolution of the human beta-
globin gene family. Cell. 1980;21(3):653-668.

11. Maniatis T, Fritsch EF, Lauer J, Lawn RM. The
molecular genetics of human hemoglobins. Annu
Rev Genet. 1980;14:145-178.

12. Tiemeier DC, Tilghman SM, Polsky FI, et al. A
comparison of two cloned mouse beta-globin
genes and their surrounding and intervening se-
quences. Cell. 1978;14(2):237-245.

13. Higgs DR, Vickers MA, Wilkie AO, et al. A review
of the molecular genetics of the human alpha-
globin gene cluster. Blood. 1989;73(5):1081-
1104.

14. Stamatoyannopoulos G. Control of globin gene
expression during development and erythroid dif-
ferentiation. Exp Hematol. 2005;33(3):259-271.

15. Weatherall DJ. Phenotype-genotype relationships
in monogenic disease: lessons from the thalas-
saemias. Nat Rev Genet. 2001;2(4):245-255.

16. Higgs DR, Weatherall DJ. The alpha thalassae-
mias. Cell Mol Life Sci. 2009;66:1154-1162.

17. Dover GJ, Boyer SH. Quantitation of hemoglo-

bins within individual red cells: asynchronous bio-
synthesis of fetal and adult hemoglobin during
erythroid maturation in normal subjects. Blood.
1980;56(6):1082-1091.

18. Thorpe SJ, Thein SL, Sampietro M, et al. Immu-
nochemical estimation of haemoglobin types in
red blood cells by FACS analysis. Br J Haematol.
1994;87(1):125-132.

19. Wheeler JT, Krevans JR. The homozygous state
of persistent fetal hemoglobin and the interaction
of persistent fetal hemoglobin with thalassemia.
Bull Johns Hopkins Hosp. 1961;109:217-233.

20. Fessas P, Stamatoyannopoulos G, Karaklis A.
Observations on the hereditary persistence of
fetal hemoglobin. Iatriki. 1962;1:487.

21. Weatherall DJ. The thalassaemias. BMJ. 1997;
314(7095):1675-1678.

22. Gazouli M, Katsantoni E, Kosteas T, Anagnou NP.
Persistent fetal gamma-globin expression in adult
transgenic mice following deletion of two silencer
elements located 3	 to the human Agamma-
globin gene. Mol Med. 2009;15(11):415-424.

23. Katsantoni EZ, Langeveld A, Wai AW, et al. Per-
sistent gamma-globin expression in adult trans-
genic mice is mediated by HPFH-2, HPFH-3 and
HPFH-6 breakpoint sequences. Blood. 2003;
102(9):3412-3419.

HEMOGLOBIN SWITCHING 3951BLOOD, 14 APRIL 2011 � VOLUME 117, NUMBER 15

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/117/15/3945/1461649/zh801511003945.pdf by guest on 02 June 2024



24. Pembrey ME, Wood WG, Weatherall DJ,
Perrine RP. Fetal haemoglobin production and
the sickle gene in the oases of Eastern Saudi
Arabia. Br J Haematol. 1978;40(3):415-429.

25. Nienhuis AW, Stamatoyannopoulos G. Hemoglo-
bin switching. Cell. 1978;15(1):307-315.

26. Nienhuis AW, Anderson WF. Hemoglobin switch-
ing in sheep and goats: change in functional glo-
bin messenger RNA in reticulocytes and bone
marrow cells. Proc Natl Acad Sci U S A. 1972;
69(8):2184-2188.

27. DeSimone J, Heller P, Adams JG. Hemopoietic
stress and fetal hemoglobin synthesis: compara-
tive studies in vivo and in vitro. Blood. 1979;54(5):
1176-1181.

28. Papayannopoulou T, Nakamoto B, Buckley J,
et al. Erythroid progenitors circulating in the blood
of adult individuals produce fetal hemoglobin in
culture. Science. 1978;199(4335):1349-1350.

29. Fabry ME, Suzuka SM, Weinberg RS, et al. Sec-
ond generation knockout sickle mice: the effect of
HbF. Blood. 2001;97(2):410-418.

30. Chada K, Magram J, Costantini F. An embryonic
pattern of expression of a human fetal globin
gene in transgenic mice. Nature. 1986;
319(6055):685-689.

31. Magram J, Chada K, Costantini F. Developmental
regulation of a cloned adult beta-globin gene in
transgenic mice. Nature. 1985;315(6017):338-
340.

32. Behringer RR, Ryan TM, Palmiter RD,
Brinster RL, Townes TM. Human gamma- to beta-
globin gene switching in transgenic mice. Genes
Dev. 1990;4(3):380-389.

33. Kollias G, Wrighton N, Hurst J, Grosveld F. Regu-
lated expression of human A gamma-, beta-, and
hybrid gamma beta-globin genes in transgenic
mice: manipulation of the developmental expres-
sion patterns. Cell. 1986;46(1):89-94.

34. Peterson KR, Clegg CH, Huxley C, et al. Trans-
genic mice containing a 248-kb yeast artificial
chromosome carrying the human beta-globin lo-
cus display proper developmental control of hu-
man globin genes. Proc Natl Acad Sci U S A.
1993;90(16):7593-7597.

35. Gaensler KM, Kitamura M, Kan YW. Germ-line
transmission and developmental regulation of a
150-kb yeast artificial chromosome containing the
human beta-globin locus in transgenic mice. Proc
Natl Acad Sci U S A. 1993;90(23):11381-11385.

36. Tuan D, London IM. Mapping of DNase I-hyper-
sensitive sites in the upstream DNA of human
embryonic epsilon-globin gene in K562 leukemia
cells. Proc Natl Acad Sci U S A. 1984;81(9):2718-
2722.

37. Grosveld F, van Assendelft GB, Greaves DR,
Kollias G. Position-independent, high-level ex-
pression of the human beta-globin gene in trans-
genic mice. Cell. 1987;51(6):975-985.

38. Forrester WC, Novak U, Gelinas R, Groudine M.
Molecular analysis of the human beta-globin lo-
cus activation region. Proc Natl Acad Sci U S A.
1989;86(14):5439-5443.

39. Bank A. Regulation of human fetal hemoglobin:
new players, new complexities. Blood. 2006;
107(2):435-443.

40. Wijgerde M, Grosveld F, Fraser P. Transcription
complex stability and chromatin dynamics in vivo.
Nature. 1995;377(6546):209-213.

41. Tolhuis B, Palstra RJ, Splinter E, Grosveld F,
de Laat W. Looping and interaction between hy-
persensitive sites in the active beta-globin locus.
Mol Cell. 2002;10(6):1453-1465.

42. Fraser P, Pruzina S, Antoniou M, Grosveld F.
Each hypersensitive site of the human beta-glo-
bin locus control region confers a different devel-
opmental pattern of expression on the globin
genes. Genes Dev. 1993;7(1):106-113.

43. Townes TM, Lingrel JB, Chen HY, Brinster RL,
Palmiter RD. Erythroid-specific expression of hu-

man beta-globin genes in transgenic mice. EMBO
J. 1985;4(7):1715-1723.

44. Enver T, Raich N, Ebens AJ, et al. Developmental
regulation of human fetal-to-adult globin gene
switching in transgenic mice. Nature. 1990;
344(6264):309-313.

45. Dillon N, Grosveld F. Human gamma-globin
genes silenced independently of other genes in
the beta-globin locus. Nature. 1991;350(6315):
252-254.

46. Zhu X, Ling J, Zhang L, Pi W, Wu M, Tuan D. A
facilitated tracking and transcription mechanism
of long-range enhancer function. Nucleic Acids
Res. 2007;35(16):5532-5544.

47. Thein SL, Menzel S, Lathrop M, Garner C. Con-
trol of fetal hemoglobin: new insights emerging
from genomics and clinical implications. Hum Mol
Genet. 2009;18(R2):R216-R223.

48. Lettre G, Sankaran VG, Bezerra MA, et al. DNA
polymorphisms at the BCL11A, HBS1L-MYB, and
beta-globin loci associate with fetal hemoglobin
levels and pain crises in sickle cell disease. Proc
Natl Acad Sci U S A. 2008;105(33):11869-11874.

49. Uda M, Galanello R, Sanna S, et al. Genome-
wide association study shows BCL11A associ-
ated with persistent fetal hemoglobin and amelio-
ration of the phenotype of beta-thalassemia. Proc
Nat Acad Sci U S A. 2008;105(5):1620-1625.

50. Chakalova L, Osborne CS, Dai YF, et al. The
Corfu deltabeta thalassemia deletion disrupts
gamma-globin gene silencing and reveals post-
transcriptional regulation of HbF expression.
Blood. 2005;105(5):2154-2160.

51. Calzolari R, McMorrow T, Yannoutsos N,
Langeveld A, Grosveld F. Deletion of a region that
is a candidate for the difference between the de-
letion forms of hereditary persistence of fetal he-
moglobin and deltabeta-thalassemia affects beta-
but not gamma-globin gene expression. EMBO J.
1999;18(4):949-958.

52. Bank A, O’Neill D, Lopez R, et al. Role of inter-
genic human gamma-delta-globin sequences in
human hemoglobin switching and reactivation of
fetal hemoglobin in adult erythroid cells. Ann N Y
Acad Sci. 2005;1054:48-54.

53. Orkin SH, Zon LI. Hematopoiesis: an evolving
paradigm for stem cell biology. Cell. 2008;132(4):
631-644.

54. Dzierzak E, Speck NA. Of lineage and legacy: the
development of mammalian hematopoietic stem
cells. Nat Immunol. 2008;9(2):129-136.

55. Wilson NK, Foster SD, Wang X, et al. Combinato-
rial transcriptional control in blood stem/progeni-
tor cells: genome-wide analysis of ten major tran-
scriptional regulators. Cell Stem Cell. 2010;7(4):
532-544.

56. Hager GL, McNally JG, Misteli T. Transcription
dynamics. Mol Cell. 2009;35(6):741-753.

57. Hoogenkamp M, Lichtinger M, Krysinska H, et al.
Early chromatin unfolding by RUNX1: a molecular
explanation for differential requirements during
specification versus maintenance of the hemato-
poietic gene expression program. Blood. 2009;
114(2):299-309.

58. Dzierzak E. Opening act in a hematopoietic pro-
gram. Blood. 2009;114(2):229-230.

59. Wozniak RJ, Bresnick EH. Epigenetic control of
complex loci during erythropoiesis. Curr Top Dev
Biol. 2008;82:55-83.

60. Ley TJ, DeSimone J, Anagnou NP, et al. 5-Azacy-
tidine selectively increases gamma-globin syn-
thesis in a patient with beta � thalassemia.
N Engl J Med. 1982;307(24):1469-1475.

61. Ley TJ, DeSimone J, Noguchi CT, et al. 5-Azacyt-
idine increases gamma-globin synthesis and re-
duces the proportion of dense cells in patients
with sickle cell anemia. Blood. 1983;62(2):370-
380.

62. Bradner JE, Mak R, Tanguturi SK, et al. Chemical
genetic strategy identifies histone deacetylase 1

(HDAC1) and HDAC2 as therapeutic targets in
sickle cell disease. Proc Natl Acad Sci U S A.
2010;107(28):12617-12622.

63. Chakalova L, Fraser P. Organization of transcrip-
tion. Cold Spring Harb Perspect Biol. 2010;2(9):
a000729.

64. Schoenfelder S, Sexton T, Chakalova L, et al.
Preferential associations between co-regulated
genes reveal a transcriptional interactome in ery-
throid cells. Nat Genet. 2010;42(1):53-61.

65. Yu M, Riva L, Xie H, et al. Insights into GATA-1-
mediated gene activation versus repression via
genome-wide chromatin occupancy analysis. Mol
Cell. 2009;36(4):682-695.

66. Fujiwara T, O’Geen H, Keles S, et al. Discovering
hematopoietic mechanisms through genome-
wide analysis of GATA factor chromatin occu-
pancy. Mol Cell. 2009;36(4):667-681.

67. Kerenyi MA, Orkin SH. Networking erythropoi-
esis. J Exp Med. 2010;207(12):2537-2541.

68. Papayannopoulou T, Brice M, Stamatoyannopou-
los G. Analysis of human hemoglobin switching in
MEL x human fetal erythroid cell hybrids. Cell.
1986;46(3):469-476.

69. Qiu C, Olivier EN, Velho M, Bouhassira EE. Glo-
bin switches in yolk sac-like primitive and fetal-
like definitive red blood cells produced from hu-
man embryonic stem cells. Blood. 2008;111(4):
2400-2408.

70. Wilber A, Tschulena U, Hargrove PW, et al. A
zinc-finger transcriptional activator designed to
interact with the gamma-globin gene promoters
enhances fetal hemoglobin production in primary
human adult erythroblasts. Blood. 2010;115(15):
3033-3041.

71. Thein SL, Menzel S, Peng X, et al. Intergenic
variants of HBS1L-MYB are responsible for a ma-
jor quantitative trait locus on chromosome 6q23
influencing fetal hemoglobin levels in adults. Proc
Natl Acad Sci U S A. 2007;104(27):11346-11351.

72. Wahlberg K, Jiang J, Rooks H, et al. The HBS1L-
MYB intergenic interval associated with elevated
HbF levels shows characteristics of a distal regu-
latory region in erythroid cells. Blood. 2009;
114(6):1254-1262.

73. Galarneau G, Palmer CD, Sankaran VG, et al.
Fine-mapping at three loci known to affect fetal
hemoglobin levels explains additional genetic
variation. Nat Genet. 2010;42(2):1049-1051.

74. Sankaran VG, Menne TF, Xu J, et al. Human fetal
hemoglobin expression is regulated by the devel-
opmental stage-specific repressor BCL11A. Sci-
ence. 2008;322(5909):1839-1842.

75. Xu J, Sankaran VG, Ni M, et al. Transcriptional
silencing of gamma-globin by BCL11A involves
long-range interactions and cooperation with
SOX6. Genes Dev. 2010;24(8):783-798.

76. Sankaran VG, Xu J, Ragoczy T, et al. Develop-
mental and species-divergent globin switching
are driven by BCL11A. Nature. 2009;460(7259):
1093-1097.

77. Yi Z, Cohen-Barak O, Hagiwara N, et al. Sox6
directly silences epsilon globin expression in de-
finitive erythropoiesis. PLoS Genet. 2006;2(2):
e14.

78. Miller IJ, Bieker JJ. 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. 1993;
13(5):2776-2786.

79. Perkins AC, Sharpe AH, Orkin SH. Lethal beta-
thalassaemia in mice lacking the erythroid
CACCC-transcription factor EKLF. Nature. 1995;
375(6529):318-322.

80. Nuez B, Michalovich D, Bygrave A, Ploemacher
R, Grosveld F. Defective haematopoiesis in fetal
liver resulting from inactivation of the EKLF gene.
Nature. 1995;375(6529):316-318.

81. Borg J, Papadopoulos P, Georgitsi M, et al. Hap-
loinsufficiency for the erythroid transcription fac-
tor KLF1 causes hereditary persistence of fetal
hemoglobin. Nat Genet. 2010;42(9):801-805.

3952 WILBER et al BLOOD, 14 APRIL 2011 � VOLUME 117, NUMBER 15

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/117/15/3945/1461649/zh801511003945.pdf by guest on 02 June 2024



82. Zhou D, Liu K, Sun CW, Pawlik KM, Townes TM.
KLF1 regulates BCL11A expression and
gamma-to beta-globin gene switching. Nat
Genet. 2010;42(9):742-744.

83. Jiang J, Best S, Menzel S, et al. cMYB is involved
in the regulation of fetal hemoglobin production in
adults. Blood. 2006;108(3):1077-1083.

84. Bianchi E, Zini R, Salati S, et al. c-myb supports
erythropoiesis through the transactivation of
KLF1 and LM02 expression. Blood. 2010;
116(22):e99-e110.

85. Tanabe O, McPhee D, Kobayashi S, et al. Embry-
onic and fetal beta-globin gene repression by the
orphan nuclear receptors, TR2 and TR4. EMBO
J. 2007;26(9):2295-2306.

86. Omori A, Tanabe O, Engel JD, Fukamizu A, Tan-
imoto K. Adult stage gamma-globin silencing is
mediated by a promoter direct repeat element.
Mol Cell Biol. 2005;25(9):3443-3451.

87. Collins FS, Mentherall JE, Yamakawa M, et al. A
point mutation in the A gamma-globin gene pro-
moter in Greek hereditary persistence of fetal
haemoglobin. Nature. 1985;313(6000):325-326.

88. Berry M, Grosveld F, Dillon N. A single point mu-
tation is the cause of the Greek form of hereditary

persistence of fetal haemoglobin. Nature. 1992;
358(6386):499-502.

89. Sagami I, Tsai SY, Wang H, Tsai MJ, O’Malley BW.
Identification of two factors required for transcrip-
tion of the ovalbumin gene. Mol Cell Biol. 1986;
6(12):4259-4267.

90. Filipe A, Li Q, Deveaux S, et al. Regulation of em-
bryonic/fetal globin genes by nuclear hormone
receptors: a novel perspective on hemoglobin
switching. EMBO J. 1999;18(3):687-697.

91. Aerbajinai W, Zhu J, Kumkhaek C, Chin K, Rodg-
ers GP. SCF induces gamma-globin gene expres-
sion by regulating downstream transcription fac-
tor COUP-TFII. Blood. 2009;114(1):187-194.

92. Liberati C, Cera MR, Secco P, et al. Cooperation
and competition between the binding of COUP-
TFII and NF-Y on human epsilon- and gamma-
globin gene promoters. J Biol Chem. 2001;
276(45):41700-41709.

93. van Dijk TB, Gillemans N, Stein C, et al. Friend of
Prmt1, a novel chromatin target of protein argi-
nine methyltransferases. Mol Cell Biol. 2010;30:
260-272.

94. van Dijk TB, Gillemans N, Pourfarzad F, et al. Fe-
tal globin expression is regulated by Friend of
Prmt1. Blood. 2010;116(20):4349-4352.

95. Jane SM, Nienhuis AW, Cunningham JM. Hemo-
globin switching in man and chicken is mediated
by a heteromeric complex between the ubiquitous
transcription factor CP2 and a developmentally
specific protein. EMBO J. 1995;14(1):97-105.

96. Zhou W, Zhao Q, Sutton R, et al. The role of p22
NF-E4 in human globin gene switching. J Biol
Chem. 2004;279(25):26227-26232.

97. Jane SM, Gumucio DL, Ney PA, Cunningham JM,
Nienhuis AW. Methylation-enhanced binding of
Sp1 to the stage selector element of the human
gamma-globin gene promoter may regulate de-
velopment specificity of expression. Mol Cell Biol.
1993;13(6):3272-3281.

98. Wilber A, Hargrove PW, Kim YS, et al. Therapeu-
tic levels of fetal hemoglobin production in ery-
throid progeny of beta-thalassemic CD34� cells
following lentiviral vector-mediated gene transfer.
Blood. 2011;117(10):2817-2826.

99. Wu H, Yang WP, Barbas CF III. Building zinc fin-
gers by selection: toward a therapeutic applica-
tion. Proc Natl Acad Sci U S A. 1995;92(2):344-
348.

100. Bauer DE, Orkin SH. Update on fetal hemoglobin
gene regulation in hemoglobinopathies. Curr
Opin Pediatr. 2011;23(1):1-8.

HEMOGLOBIN SWITCHING 3953BLOOD, 14 APRIL 2011 � VOLUME 117, NUMBER 15

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/117/15/3945/1461649/zh801511003945.pdf by guest on 02 June 2024


