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ABSTRACT 

 

REGULATION OF THE MOUSE AND HUMAN β-GLOBIN GENES 

BY KRÜPPEL LIKE TRANSCRIPTION FACTORS KLF1 AND KLF2 

By: Yousef Nassir Alhashem, PhD. 

A Dissertation submitted in partial fulfillment of the requirements for the degree of Doctor of 

Philosophy at Virginia Commonwealth University. 

 

Virginia Commonwealth University, 2012] 

 

Major Director:  Dr. Joyce A. Lloyd 

Professor, Vice Chair of Education 

Department of Human and Molecular Genetics 

School of Medicine 

 

Krüppel-like factors KLF1 and KLF2 are closely related transcription factors with three zinc 

finger domains in their carboxy-termini. KLF1 (erythroid Krüppel-like factor, or EKLF) plays 

essential roles in embryonic and adult erythropoiesis. KLF2 is a positive regulator of the mouse 

and human embryonic β- globin genes. KLF1 and KLF2 have overlapping roles in embryonic 

erythropoiesis, as demonstrated using single and double knockout (KO) mouse models. Ablation 

of the KLF1 or KLF2 gene causes embryonic lethality, and double KO embryos are more anemic 

and die sooner than either single KO. We have shown that KLF1 and KLF2 positively regulate 

the human ϵ- (embryonic) and γ-globin (fetal) genes during embryonic erythropoiesis. Chromatin 

immunoprecipitation assays (ChIP) show that KLF1 and KLF2 bind to the promoters of the 

human ϵ- and γ-globin genes, the mouse embryonic Ey- and βh1-globin genes, and also to the β-

globin locus control region (LCR) in mouse embryonic erythroid cells. ChIP assays show that 

KLF1 but not KLF2 ablation results in abnormal histone modifications in the β-globin locus in 
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mouse embryonic erythroid cells. H3K9Ac and H3K4me3, which correlate with open chromatin 

and active transcription, are both reduced in KLF1-/- primitive erythroid cells. Human CD34+ 

hematopoietic stem cells obtained from umbilical cord blood were in vitro differentiated along 

the erythroid lineage. ChIP assays indicate that both KLF1 and KLF2 bind to the promoter of γ-

globin gene in this fetal erythroid model. KLF1 knockdown in these cells affects mainly adult β- 

globin gene expression. However, the decrease in β- globin gene expression in KLF1 knockdown 

also affects the ratio of γ- to β- globin in these cells. H3K9Ac and H3K4me3 were decreased 

only at the β- globin gene which coincides with lower recruitment of RNA polymerase II and its 

active form, RNA polymerase II phospho-serine 2. In conclusion, we showed using mouse 

primitive erythroid cells and cord blood definitive cells that KLF1 and KLF2 coordinate the 

regulation of the mouse and human β- globin genes by direct binding to the promoters and LCR 

in the β- globin locus. In conclusion, cord blood hematopoietic cells could serve as a 

complimentary system in addition to the transgenic mouse models to study the regulation of γ- 

globin gene expression. 
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1 CHAPTER ONE:  

Introduction 

 

1.1 Erythropoiesis 

The process by which blood cells are produced is called hematopoiesis. It is a 

complicated process during which transcription factors, cell signaling, and chromatin remodeling 

complexes orchestrate proper and balanced blood cell production (Watkins et al., 2009). Arising 

from the mesoderm during the gastrulation process, hematopoietic and endothelial cells are 

considered the first differentiated cells in embryos (Baron and Fraser, 2005). In particular, red 

blood cells (RBCs, or erythrocytes) are required to ensure normal transportation of O2 and CO2 

to and from tissues in mammals and other vertebrates. The O2/CO2 delivering vehicle in the 

erythrocyte is a tetrameric protein called hemoglobin. The process by which erythrocytes are 

created is called erythropoiesis, and it is divided into two unique processes: primitive and 

definitive erythropoieses (Baron and Fraser, 2005, McGrath and Palis, 2005, Fraser et al., 2007, 

Palis, 2008). Primitive erythropoiesis initiates from the extraembryonic mesoderm of the yolk 

sac as early as 14 days after conception in human, and as early as embryonic day 7.5 (E7.5) in 

mice (McGrath and Palis, 2005, Qiu et al., 2008). Definitive erythropoiesis, on the other hand, 

can be detected in the fetal liver of six-week human and E11.5 mouse embryos (Kingsley et al., 

2006, Qiu et al., 2008). 

During early mouse embryogenesis, around E7.5, a common precursor known as the 

hemangioblast differentiates into the endothelial and hematopoietic lineages in the yolk sac 

(Figure  1.1). The common parental lineage of the endothelial and hematopoietic cells was 

verified by finding blast colony forming cells (BL-CFC) with the potential to differentiate into 



www.manaraa.com

2 

 

 

 

both lineages (Huber et al., 2004). However, in other studies, primitive erythroblasts were found 

in the proximal yolk sac, where no endothelial cells were detected, indicating that 

hemangioblasts might not be the only source of erythroblasts (Fraser et al., 2007). Together, 

central hematopoietic and peripheral endothelial cells form what is called the blood islands, 

which develop in later stages into the vasculature and circulating blood of the yolk sac (Palis and 

Yoder, 2001, Ferkowicz and Yoder, 2005, Palis, 2008). Blood circulation starts upon initiation of 

the first heartbeat around E8.25 in mice (Ji et al., 2003, Palis, 2008). In mice, the circulating 

erythroblasts at this time are large nucleated primitive cells which undergo terminal 

differentiation to proerythroblasts then to enucleated erythrocytes. The terminally differentiated 

primitive erythrocytes are smaller in size, have higher hemoglobin content, and have less cell 

division potential than erythroblasts (Kingsley et al., 2006, Fraser et al., 2007, Palis, 2008). The 

fact that primitive erythroblasts lose their nuclei in the blood stream was verified by seeing 

extruded nuclei, called pyrenocytes, surrounded by rims of Ey-globin positive cytoplasm. 

However, primitive erythroblasts cannot lose their nuclei in vitro, signifying that other cells, such 

as macrophages may play a role in the enucleation process. 

In mice, primitive erythroblasts mainly express the embryonic globins, ζ, βh1, and Ey-

globins. However, small amounts of adult globins (α1, α2, β1, and β2) could be detected as early 

as E9.0 (Palis et al., 1999, McGrath and Palis, 2005).  

The limited capacity of erythropoiesis in the yolk sac makes it unable to keep up with the 

exponentially growing embryo. Therefore, starting from day E9.5 in mice, the newly developing 

fetal liver starts to be the source of definitive erythroid progenitor cells before the emergence of 

bone marrow as the final organ of erythropoiesis. The first erythroid progenitors that colonize the 

fetal liver are the burst forming units -erythroid (BFU-E) and they originate from the yolk sac 
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(Palis, 2008)  and from the paraaortic splanchnopleura and aorta-gonado-mesonephros 

(PAS/AGM) region of the embryo (Dzierzak et al., 1998). The AGM serves as a hematopoietic 

site until it begins to degenerate between E11 and E12 (Dzierzak et al., 1998). Definitive 

erythrocytes are enucleated and about 6-fold smaller than the primitive erythroblast. They 

express almost exclusively adult globins (α1, α2, β1, and β2) (Palis et al., 1999, McGrath and 

Palis, 2005).  

To assess the maturation pattern of primitive erythroblasts, peripheral embryonic blood 

samples from E9.5 to E14.5 mouse embryos were studied. It was shown, upon staining with 

Giemsa dye, that large basophilic proerythroblasts are the predominant blood cells at E9.5-E12.5. 

At day E13.5, when hemoglobin synthesis increases, the orthochromatophilic erythroblasts 

become the major cell type. After that, a combination of large nucleated, large enucleated, and 

small erythrocytes are observed (Fraser et al., 2007). Furthermore, it was demonstrated that cell 

surface antigens in the enucleating primitive erythrocytes are preferentially redistributed. 

TER119, a cell membrane antigen associated with glycophorin A, for example, was increased in 

the newly enucleated primitive erythrocytes. In contrast, CD71 and α-integrin were decreased in 

these cells, when compared to the nucleated erythroblasts (Fraser et al., 2007). 

 . 
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Figure ‎1.1: site of hematopoiesis during mouse and human development 

 (A) Mouse hematopoiesis (B) Human hematopoiesis (Baron et al., 2012).  

AGM: aorta-gonado-mesonephros 

 

Hematopoietic stem cells (HSCs) are pluripotential stem cells from which all blood cells 

arise. They usually express specific cell markers such as CD34, Sca-1, and c-kit (Guo et al., 

2003). HSCs are used clinically to treat patients with leukemia and other disease by bone marrow 

transplantation.  

1.2 Transcriptional regulation of erythropoiesis 

Erythropoiesis is regulated by many cytokines and transcription factors. One of the early 

hematopoietic transcription factors is the stem cell leukemia gene (SCL, or TAL1), a basic helix-

loop-helx (bHLH) DNA-binding protein that binds E-box DNA-sequences (CAGGTG) via its 
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basic domain and binds other ubiquitously expressed proteins such as E2A protein family 

members via its HLH domain. SCL is essential for early erythroid proliferation and 

differentiation (Perry and Soreq, 2002, Ravet et al., 2004). However, the DNA binding domain 

of SCL is not crucial for its activity because the hematopoietic ability of SCL-null mouse ES 

cells could be rescued by SCL protein with a mutant DNA-binding domain (Ravet et al., 2004). 

Ablation of SCL in mice causes embryonic lethality at E8.5 due to the absence of yolk sac blood 

formation (Perry and Soreq, 2002, Ravet et al., 2004).  

GATA-1 is a key transcription factor in erythropoiesis. It is a zinc finger DNA-binding 

protein that recognizes (T/A)GATA(A/G) sequences found in almost all erythroid specific-genes 

(Cantor and Orkin, 2002, Perry and Soreq, 2002). GATA-1 null mice die by E10.5-11.5 because 

of severe anemia that is caused by failure to extend erythroid maturation beyond the 

proerythroblast stage (Cantor and Orkin, 2002). GATA-1 can act as an activator or suppressor 

for hematopoietic genes. GATA-1 activates the β-globin minimal promoter in vitro when 

expressed without FOG-1 (Friend of GATA-1). GATA1-FOG-1-MeCP1 complex was shown, 

using ChIP assays, to bind inactive genes such as GATA-2 in vivo (Rodriguez et al., 2005).  

FOG-1 is a protein with nine zinc fingers. It binds to the amino terminal zinc finger domain of 

GATA-1 and, together, they play a crucial role in terminal erythroid differentiation (Cantor and 

Orkin, 2002, Perry and Soreq, 2002). Therefore, FOG-1 and other proteins that have the potential 

to interact with GATA-1 affect the ultimate function of GATA-1 by recruiting other chromatin 

remodeling complexes such as NuRD, SWI/SNF, and MeCP1. LMO2, LIM-only protein 2, is 

another hematopoietic/erythropoietic essential protein. Similar to SCL and GATA-1, LMO2 null 

mice die during early embryogenesis because of severe anemia (Perry and Soreq, 2002).  
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CREB-binding protein (CBP) is a histone acetyltransferase protein implicated in many 

cellular processes by binding to different proteins. CBP, for example, binds to GATA-1 and 

recruits histone acetyltransferase activities that are associated with increased gene expression in 

general. In addition, GATA-1 is acetylated and activated by CBP (Cantor and Orkin, 2002). CBP 

is also known for its association with, and activation of Krüppel Like Factor 1 (KLF1), an 

essential erythroid transcription factor that plays central roles in erythroid commitment and β-

globin expression (Zhang and Bieker, 1998). 

Nuclear factor erythroid 2 (NF-E2) is a heterodimer protein implicated in erythroid cell 

development and β-globin regulation. Two subunits, p45 and p18, bind together through their 

basic leucine zipper domains to make the NF-E2 which binds DNA with 

(T/C)GCTGA(G/C)TCA(T/C) core sequence(Andrews, 1998). Later research showed that 

knockout models of NF-E2 do not show erythroid abnormalities but rather show megakaryocytic 

phenotype. Explanation for that was p45 subunit can be substituted by other similar protein in the 

erythroid cells. However long range interaction between the mouse adult β-globin promoter and 

the locus control region (LCR) was described in mouse erythroleukemia (MEL) cells and the 

overall recruitment of Pol II to the mouse β-globin promoter is decreased when the NF-E2 is 

ablated  (Bulger et al., 2002) 

In addition, Krüppel Like Factors 1 and 2 (KLF1, KLF2) are important transcription 

factors in erythropoiesis. KLF1 is an erythroid-specific transcription factor whose expression is 

crucial for normal β-globin gene expression. KLF2 is expressed in the endothelial and erythroid 

cells. Its function in the erythroid cells is similar to that of KLF1.  
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1.3 The‎β-globin locus  

Hemoglobin, the most abundant protein in erythrocytes, is composed of four polypeptide 

chains: two α-globin chains and two β-globin chains. Each chain sequesters a heme molecule, to 

which a molecule of either Oxygen (O2) or Carbon dioxide (CO2) attaches (Bank et al., 1980). 

Each different globin chain is encoded by a different globin gene. The genes are located 

tandemly in the -globin and -globin loci, and are expressed during development in the order 

they appear on the chromosomes. In humans, the α-globins are encoded by four genes, ζ, α, α, 

and θ, located on chromosome 16 (Figure  1.2) (Weatherall, 2001, Zhang et al., 2002). β-globins, 

on the other hand, are encoded by five genes, ε, 
A
γ, 

G
γ, δ , and β, located on chromosome 11 

(Figure  1.2) (Bank et al., 1980, Weatherall, 2001). Different combinations of α- and β-globins 

make different types of hemoglobin. Three embryonic hemoglobins, Gower I (ζ2ε2), Gower II (α2 

ε2), and Portland (ζ2γ2), are expressed during early yolk sac erythropoiesis. Fetal hemoglobin, 

hemoglobin F (α2γ2) is expressed during fetal liver erythropoiesis. Adult hemoglobins, 

hemoglobin A (α2β2) and hemoglobin A2 (α2δ2), begin to be expressed a few weeks before birth 

and continue to be the predominant hemoglobin during adult erythropoiesis (Figure  1.2) (Bank et 

al., 1980, Weatherall, 2001, Qiu et al., 2008). The β-globin locus in the mouse contains four 

genes, two embryonic (Ey and βh1), and two adult (β
maj

 and β
min

) (Figure  1.3) (Noordermeer and 

de Laat, 2008). 
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Figure ‎1.2: Expression pattern of the human α- and β- globin genes 

The α- and β- globin loci in human chromosome 11 and 16 and their spatial/temporal expression 

during development (Weatherall, 2001). 
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Figure ‎1.3: Expression‎pattern‎of‎the‎β-globin gene in the mouse 

The upper part of the chart shows the layout of the mouse β-globin locus including the locus 

control region. The dotted lines represent the human β-globin genes in transgenic mice 

(Noordermeer and de Laat, 2008). 
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Although the mechanisms for control of stage specific expression of β globin genes are 

not well known, the expression of these genes is regulated by joint action between the regulatory 

elements within the promoter region of each gene and an upstream enhancer region called the 

Locus Control Region (LCR). Examples of regulatory elements within the promoters of all β-

globin genes are the TATA box, CAAT elements, and CACCC elements (Cao and Moi, 2002).  

In the γ-globin promoter, two copies of the CAAT element and one copy of the CACCC element 

are present; whereas two copies of the CACCC element and one copy of the CAAT element are 

present in the adult β-globin promoter (Cao and Moi, 2002). The TATA box occurs 25-30 bp 

upstream of the globin transcription sites. It is essential to recruit transcription factor II D 

(TFIID), which is ultimately essential for the recruitment of RNA polymerase II. A mutation in 

the TATA box was reported in cases of β-thalassemia (Basran et al., 2008). CACCC elements 

occur in the promoters of all β-globin genes, and are recognized by KLF transcription factors  

(Bieker, 2001, Kaczynski et al., 2003, Zhang et al., 2005).  

In addition to the promoter elements, the β-globin LCR (βLCR) ,which is located 6-22 kb 

upstream the ε-gene and contains seven DNAse I hypersensitive sites (HS1-HS7), plays a crucial 

role in maintaining high β-globin gene expression (Weatherall, 2001, Chan et al., 2008).Clues 

about the importance of βLCR came from types of β-thalassemia in which the β-globin genes 

and promoters are intact though express very low amounts. Upon further investigation, it was 

revealed that this form of thalassemia is manifested by a large deletion far upstream of the β-

globin locus, which identified the βLCR (Weatherall, 2001, Noordermeer and de Laat, 2008). 

The main constituents of the βLCR are the DNase I hypersensitive sites each of which contains 

DNA-binding elements such as NF-E2, KLF1, and GATA-1 binding sites. The human βLCR is 

able to enhance the expression of one β-globin gene at a time (Wijgerde et al., 1995, 



www.manaraa.com

11 

 

 

 

Noordermeer and de Laat, 2008), which suggets that a direct interaction between elements in the 

βLCR and elements in the promoter of one gene is required for appropriate enhancement 

activity. In contrast, mouse βLCR can drive simultaneous activation of the two embryonic (Ey, 

βh1) or the two adult (β
maj

, β
min

) β-globin genes at the same time (Trimborn et al., 1999, 

Noordermeer and de Laat, 2008). Chromosome Conformation Capture (3C) techniques proved 

helpful in studying the hypothesis that the βLCR is spatially interacting (looping) with β-globin 

genes in order to enhance their transcription. Tolhuis et al. showed using the 3C method that the 

mouse βLCR and active globin genes were indeed in close contact in erythroid cells but not in 

other cells (Tolhuis et al., 2002).  

 

1.4 Hemoglobin Switching 

The sequential switch of gene expression in the β-globin locus has been a field of 

intensive research in the past few decades. Understanding the mechanism of the switching from 

embryonic to fetal to adult β-globin gene expression has an important impact on treating or 

ameliorating sickle cell diseases and thalassemias by preventing or partially inhibiting the switch 

to adult β-globin gene. Genetic methods are instrumental to identify loci that are associated with 

increased fetal hemoglobin (HbF) in adults. Three loci have been identified so far that may 

explain up to 50% of HbF variance (Wilber et al., 2011). The β-globin locus itself is the first 

locus to be linked to high HbF. β-Thalassemia and variation in the γ-globin promoter known as 

XmnI-Gγ have shown high association with HbF in linkage disequilibrium studies (Thein et al., 

1994, Garner, 2000). A second locus in chromosome 2 was found to be associated with HbF 

phenotype. This locus contains polymorphisms in the BCL11a gene (Menzel et al., 2007). A 
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third locus in chromosome 6 has also shown a strong association with HbF and the variations in 

this locus were mapped to the HBS1L-MYB intergenic area (Thein et al., 2007). 

Further investigation of HbF phenotype in HPFH individuals suggested that the 

hemoglobin switching is orchestrated by different cis-acting elements in the β-globin locus. 

These cis-acting elements were found in different studies to be occupied by different 

transcription factors such as KLF1, BCL11a, SOX6, FOP, NF-E4, and others (Wilber et al., 

2011).  KLF1 is master regulator of erythropoiesis and involved in the hemoglobin switching by 

directly activating β-globin expression and indirectly inactivating γ-globin expression in adult 

erythroid cells. BCLlla is zinc finger transcription factor that repress γ-globin expression in adult 

erythroid cells. SOX6 is another suppressor of γ-globin expression and interacts with BCLlla. 

FOP is a chromatin-associated protein that directly interacts Protein arginine N-

methyltransferase 1 (PRMT1), a histone methyltransferase. NF-E4, or p22, is a fetal erythroid-

specific transcription factor that activates γ-globin expression (Wilber et al., 2011). Since 

hemoglobin switching is coupled with switching in the site of erythropoiesis and transcription 

factors that have roles in the hemoglobin switching are also important for erythrocyte 

development and differentiation, it is difficult to pinpoint transcription factors that are only 

necessary for switching.  

In addition to the transcriptional regulation of hemoglobin switching, DNA methylation 

plays important roles. DNA methylation is important to maintain a closed status of chromatin 

conformation which by consequence leads to gene silencing. The first hint about a correlation 

between gene expression and DNA methylation was discovered by studies performed in the 

chicken β-globin locus (McGhee and Ginder, 1979, Ginder and McGhee, 1981). Further studies 

performed on the human β-globin locus showed that cells treated with DNA methyltransferase 
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inhibitors such as 5-azacytidine exhibits decreased DNA methylation and increased γ-globin 

expression (Charache, 1983).  MBD2 is a methyl-CpG binding domain that recruits the NURD 

complex which leads to the silencing of γ-globin gene expression in transgenic mice (Rupon et 

al., 2006). 

The hemoglobin switching is concomitant with a switch in organs of erythropoiesis. 

While embryonic hemoglobin is expressed in the yolk sac, fetal and adult hemoglobin are 

expressed in the fetal liver and the bone marrow (Figure  1.2) (Weatherall, 2001). These two 

switches could indicate that hemoglobin switching is in fact onlt a consequence of the switch in 

organs of erythropoiesis. To explore this idea, the expression of the different β-globin genes was 

studied in single cell preparations to see whether hemoglobin expression is pancelluar or 

heterocelluar. In a study performed on ex vivo expanded peripheral blood CD34+, the pancellular 

expression of γ-globin mRNA was found to be associated with low erythropoietin supplement 

(Bhanu et al., 2005). This suggests that γ-globin is preferentially expressed in erythroid cells that 

are less mature and as they go further in maturation, e.g in the presence of erythropoietin, they 

lose their ability to express γ-globin.  Another study of HbF distribution in single reticulocytes 

was performed on clinical samples obtained from cord blood, newborn and adult samples. These 

studies showed that in cord blood samples, a mixture of pancellular γ-globin and β-globin 

expressing cells are present (Oneal et al., 2006). This suggests that a single cell predominantly 

express one β-globin gene at a time. However, studies in transgenic mice showed that fetal liver 

erythrocytes in the mouse express γ- and β-globin mRNA simultaneously (Strouboulis et al., 

1992). The presence of γ- and β-globin mRNA and protein in one cell could be due to the 

prolonged half-life of these globins rather than simultaneous transcription from one allele at the 

same time. To explore this possibility, RNA fluorescence in situ hybridization (FISH) using 
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probes against the primary transcripts of γ- and β-globin RNA was performed on fetal liver cells 

of transgenic mice. The study showed that although one cell can express γ- and β-globin at the 

same time, only one gene could be transcribed at one time (Wijgerde et al., 1995). This is 

probably because the LCR interacts with the gene promoter through DNA looping at the time of 

transcription. However, the simultaneous presence of multiple globins in a single cell indicates 

that the erythropoietic organ is not the sole dictator of which globin is expressed.  

 

1.5 β- hemoglobinopathies 

Sickle cell disease (SCD) and β-thalassemia are among the most prevalent single gene 

disorders. SCD is an autosomal recessive disorder caused by a point mutation in the adult β-

globin gene by which glutamic acid in position 6 of the β-chain is replaced by valine (Higgs and 

Wood, 2008). The resulting hemoglobin (HbS, α2β
S

2) is more likely to polymerize under cellular 

hypoxic conditions. This polymerization is the main feature responsible for the sickling 

phenotype in red blood cells (Higgs and Wood, 2008). Consequently, the sickle cells have a 

shorter life span and are prone to aggregate and occlude the small blood vessels causing tissue 

hypoxia and severe pain (Higgs and Wood, 2008). SCD is the most common inherited blood 

disorder, affecting millions of people worldwide. Even though SCD is a monogenic disorder, the 

phenotypes conferred by it are highly variable. This variability was shown to be correlated with 

the level of HbF in the SCD patients; the higher HbF, the less severe phenotype manifested 

(Higgs and Wood, 2008, Lettre et al., 2008). 

β-thalassemia is an autosomal recessive disorder caused by an absence (β
o
-thalassemia) 

or poor (β
+
-, β

++
-thalassemias) synthesis of β-globin chain which leads to anemia and imbalance 
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in the α- to β- chain ratio (Orkin et al., 1979, Weatherall, 2001). An excess of free α-chain results 

in premature destruction of erythroid cells because of the abnormal aggregation of the α-chain 

(Weatherall, 2001). This premature destruction of the red blood cells (RBCs) is the main cause 

of anemia in β-thalassemia. As a result, the bone marrow is exhausted to compensate for the 

increased need for new RBCs, thus causing bones deformities (Weatherall, 2001, Thein, 2008). 

More than 200 mutations have been observed in the β-globin locus that cause β-thalassemia 

(Weatherall, 2001, Thein, 2008). The molecular basis of β-thalassemia encompasses all sorts of 

DNA and RNA alterations. Deletions and point mutations in the adult β-globin gene and its 

promoter, in addition to deletions in the βLCR region are well established causes of β-

thalassemia which affect either the gene transcription or RNA processing and translation 

(Weatherall, 2001, Thein, 2005). 

Because SCD and β-thalassemia confer inappropriate structure or amounts of adult β-

globin, elucidating the mechanism that underlies the - to - to -globin switching is of great 

clinical significance. Such a mechanism could be exploited in therapeutic strategies to increase 

the expression of - or -globin and eliminate or ameliorate the devastating phenotype of SCD 

and β-thalassemia.  

 

1.6 Krüppel Like Factors (KLFs) 

KLFs are a group of DNA-binding transcription factors that bind GC-rich sequences, 

including CACCC elements. These sequences are bound by the carboxy-terminal Cys2/His2 zinc 

fingers in the KLFs (Figure  1.4) (Perkins et al., 1995, Bieker, 2001, Kaczynski et al., 2003, 

Pearson et al., 2008). They are named after the Krüppel gene, a Drosophila gap gene that 
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encodes a Zinc finger pattern regulator protein (Pearson et al., 2008). Seventeen mammalian 

proteins have been identified in this family, and they were assigned names from KLF1 to 

KLF17. The distinguishing characteristics for the KLF family were shown to be three highly 

conserved zinc fingers near the carboxy-terminal end of the protein and highly conserved 

sequences in two regions between the fingers (Bieker, 2001, Basu et al., 2004). According to 

studies of KLF family members and the related SP proteins, the three zinc fingers recognize the 

consensus sequence (N/C)CN CNC CCN, where “N” denotes any nucleotide (Perkins, 1999, 

Turner and Crossley, 1999). 

KLF proteins are expressed in different tissues and are implicated in many cellular 

functions such as erythropoiesis, cell differentiation, proliferation regulation, and tissue 

development (Turner and Crossley, 1999, Bieker, 2001, Kaczynski et al., 2003, Pearson et al., 

2008). KLF1, also known as EKLF, is expressed only in erythroid cells and plays essential roles 

in β-globin gene expression (Miller and Bieker, 1993, Perkins et al., 1995). KLF2, also known as 

LKLF, on the other hand, plays important roles in T-cell differentiation and blood vessel 

development (Dang et al., 2000). Moreover, KLF4, also known as GKLF, is essential for normal 

skin development and loss of it results in lethal dehydration upon birth in KLF4 knockout animal 

models (Segre et al., 1999). 

  



www.manaraa.com

17 

 

 

 

 

 

Figure ‎1.4: Illustration of a KLF protein 

The KLF transcription factors share three highly conserved C2H2 zinc fingers in the carboxy-

terminus. The three fingers are linked by a conserved (TGERP) sequence. The 

activation/repression domain is located in the amino-terminus of the protein and is highly 

variable among the family members. (Perkins et al., 1995, Bieker, 2001, Kaczynski et al., 2003, 

Pearson et al., 2008). 

 

Although the 17 members of the KLF family share a conserved zinc finger domain, 

which means that they bind to relatively similar DNA sequences, they have different functions in 

different tissues. This functional difference could be explained by the fact that these proteins 

have different activation/repression domains and have different expression patterns (Turner and 

Crossley, 1999). For instance, both KLF4 and KLF5 bind to the BTE element of the cytochrome 

P-450IA1 (CYP1A1) gene but with contrasting effects. KLF4 inhibits the transcription of 

CYP1A1, while KLF5 induces its transcription (Ghaleb et al., 2005). Another example is KLF8, 

which is modulated by KLF1 and KLF3 in different ways. Using ChIP assays on E14.5 mouse 

fetal liver and differentiated MEL cells, it was shown that KLF1 and KLF3 compete with each 

other in occupying the same CACCC elements in the promoter of KLF8. KLF8 is downregulated 

when KLF3 is bound to the promoter. In normal situations, KLF3 outcompetes KLF1 in binding 

to KLF8 promoter. When KLF3 is knocked out, KLF1 binds to the promoter of KLF8 and 

upregulates its expression. As a result KLF8 is expressed in higher amounts in erythroid cells 
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when KLF3 is absent (Eaton et al., 2008). The regulation of KLFs by KLFs is also observed in 

the pairs KLF4 and KLF8, KLF1 and KLF3, and KLF2 and KLF1. Using ChIP assays, it was 

demonstrated that KLF8 represses the expression of KLF4 in vivo by binding to a GT-box in its 

promoter. Mutation in that box eliminates the effect of KLF8 on KLF4 (Wei et al., 2006). ChIP 

experiments on B.16 fetal liver cells also revealed that KLF1 binds directly to the promoter of 

KLF3 and activates its expression (Funnell et al., 2007). KLF2 KO mouse embryos exhibit low 

KLF1 mRNA at E10.5 (Basu et al., 2007).  

Using transient transfection assays, KLF11 and KLF13 have been shown to modulate the 

expression of a reporter genes fused to a γ-globin promoter (Asano et al., 1999, Bulger et al., 

2002). Using mouse yolk sacs, fetal liver, and adult spleen at different stages that represent the 

mouse erythroid development, KLF1, KLF2, KLF3, KLF4, KLF5, KLF8, KLF11, KLF12, and 

KLF13 were found to be expressed in all the different stages of erythroid development. 

However, it is difficult to conclude that all these factors are expressed in erythroid cells, since the 

source of tested samples contain non-erythroid cells (Zhang et al., 2005). However, it was 

shown, using transient transfection and luciferase assays, that KLFs could activate (KLF2, 

KLF5, KLF13) or inhibit (KLF8) the γ-globin promoter in erythroid cells. This activation or 

inhibition is CACCC-dependent since mutating this element abrogates the effect of these KLFs 

(Zhang et al., 2005).  

 

1.7 Krüppel Like Factor 1 

KLF1 (EKLF) was the first KLF member to be discovered (Miller and Bieker, 1993). The 

KLF1 gene is located on chromosome 19 in human and chromosome 8 in mouse. It has 3 exons 
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and encodes 362 amino acids (a.a.). Part of exon 2 and Exon 3 encode the zinc finger domain of 

the protein. Using a subtractive hybridization method to identify genes that may have roles in 

erythroid cell differentiation, KLF1 mRNA was initially isolated from MEL cell line. The RNA 

population in MEL cells was isolated and the RNA population of J774 monocyte-macrophage 

cells was subtracted to select for erythroid specific mRNAs. It has been found that the protein is 

erythroid specific and about 38kDa (Miller and Bieker, 1993).  

KLF1 is expressed as early as E7.5 in the mouse yolk sac before the blood starts to 

circulate (Southwood et al., 1996) , and has more expression in mouse definitive than in 

primitive erythroid cells (Zhou et al., 2006, Alhashem et al., 2011).. It can also be detected in the 

erythroid precursor of left and right dorsal aorta and hepatic tissues by E9.5 and E10.5 

respectively. At E11, KLF1 can be detected in the liver and throughout the circulatory system. At 

day E14.5, KLF1 is expressed only in the liver (Southwood et al., 1996).  

In chickens, the KLF1 gene (cKLF1) is located on chromosome 9. It has 3 exons and 

encodes a 405 amino acid protein that is highly similar to mouse and human KLF1 (Chervenak et 

al., 2006). cKLF1 mRNA could be detected as early as the epiblast stage (stage 4, 16 hrs of 

development), before hemoglobin is expressed. cKLF1 can be detected in high amounts by stage 

8 in the posterior primitive streak (Chervenak et al., 2006). During late developmental stages, 

cKLF1 levels increase dramatically between day 7 and 14 of development (Chervenak et al., 

2006) in a pattern similar to mammalian KLF1. 

Using Chromatin Immunoprecipitation (ChIP), it was confirmed that KLF1 binds to the 

promoters of embryonic β-like globin genes (Ey and βh1), to the DNase I hypersensitive sites 

HS1, HS2, HS3, and HS5 in primitive erythroid cells, and to the promoter of the adult β
maj

-
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globin gene in primitive and definitive mouse erythroid cells (Zhou et al., 2006). It was also 

demonstrated, using Western and Northern blotting, that KLF1 has a temporally-regulated  

pattern of expression with about a 3-4fold increase of the protein and mRNA amounts in 

definitive erythropoiesis when compared to primitive erythropoiesis in mouse (Donze et al., 

1995, Zhou et al., 2006, Alhashem et al., 2011).  

It was shown using band shift analysis (EMSA) that KLF1 binds to the CCACACCCT 

sequence located at -90 in the -globin promoter, and to the CTCCACCCA sequence in the γ-

globin promoter. However, the affinity of KLF1 binding to the γ-globin promoter has been 

shown to be weaker than to the -globin promoter in vitro (Miller and Bieker, 1993, Donze et al., 

1995, Zhang and Bieker, 1998, Dang et al., 2000). This differential affinity could be explained 

by a possible crowding of cis-elements in the γ- but not in the -globin promoters, and by the 

fact that KLF1 is expressed in a higher amount during definitive rather than in primitive 

erythropoiesis (Dang et al., 2000, Zhou et al., 2006). The promoters of β- and γ-globin genes 

were studied in an attempt to find the difference in functional elements in the promoters. In 

addition to the difference in CACCC sequence in β- and γ-globin genes, four CCTTG repeats 

were found close to the CACCC element of the γ-globin promoter. Further investigations 

revealed that the CCTTG boxes flanking the CACCC element in the γ-globin promoter 

attenuates KLF1 recruitment to the promoter. When these repeats were inserted into the β-globin 

promoter, KLF1 binding to the β-globin CACCC elements was suppressed. Moreover, when 

these repeats were mutated in the γ-globin promoter, KLF1 could bind easily to the γ-globin 

promoter (Lee et al., 2000). These results suggest that functional elements surrounding the 

CACCC element play important roles in modulating KLF1 binding to the CACCC element. 
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Identifying proteins that specifically bind to the CCTTG elements will help elucidate their role in 

attenuating KLF1 activity. 

Although KLF1 can bind theoretically to any sequence similar to the consensus sequence 

, (N/C)CN CNC CCN, it has been shown that KLF1 binds with variable affinity to different 

sequences. KLF1 binds the sequence located in the human β-globin promoter with the strongest 

affinity (Perkins, 1999). For example, using in vitro EMSA assays of transiently transfected 

KLF1 in COS7 cells, it was shown that the CACCC element in the erythropoietin promoter 

(CCACCCCCT), and in the βh1-globin promoter (CCCCACCCC) compete poorly with that in 

the human β-globin promoter for KLF1 binding. In contrast, these elements compete equally for 

SP1 binding (Perkins, 1999). Genome wide analysis of KLF1 binding revealed more specific 

DNA sequence elements to which KLF1 binds. The core sequence was narrowed down to 5’ 

CCM CRC CCN 3’ (R: A/G, M: A/C) (Siatecka et al., 2010, Tallack et al., 2010, Siatecka and 

Bieker, 2011) 

Knockout mouse models were helpful in revealing the global roles of KLF1 in vivo. A 

KLF1 knockout mouse model was created by interrupting part of the second exon of the KLF1 

gene that encodes part of the zinc finger domain by insertion of the neomycin resistance gene 

using homologous recombination techniques. Mice with the interrupted gene have no KLF1 

mRNA, and KLF1
+/-

 mice showed normal development when compared to WT mice (Perkins et 

al., 1995). Mice lacking KLF1 (KLF1
-/-

) die by E14.5 to E16 because of severe anemia and β-

thalassemia with severe α-/β-globin chain imbalance (Perkins et al., 1995). These mice were 

unaffected during embryonic erythropoiesis that occurs in the yolk sac, but when the switch from 

embryonic to fetal/adult erythropoiesis, KLF1
-/-

 embryos become anemic, indicating dependency 

on KLF1 for adult β-globin gene expression (Perkins et al., 1995, Perkins, 1999). Another mouse 
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model was developed by inserting a LacZ reporter gene and a neomycin resistance cassette in the 

translation initiation codon (ATG) of the KLF1 gene (Nuez et al., 1995). Similar to the first 

model discussed, it was shown that the KLF1
-/-

 mice of this model die by E14.5 because of 

anemia that was caused by a defect in the fetal liver erythropoiesis. 

In attempt to rescue the hemoglobin chain imbalance, KLF1
+/-

 mice were bred with 

human Aγ-globin transgenic mice to produce KLF1
-/-

 Aγ+ embryos. Interestingly, the imbalance 

of / chains was corrected to some extent. However, the survival rate of KLF1
-/-

 Aγ+ was not 

improved when compared to KLF1
-/-

 embryos. Moreover, blood cells from KLF1
-/-

 Aγ+ were 

morphologically similar to those from KLF1
-/-

 (Perkins et al., 2000) , indicating that KLF1 must 

be required in other cellular functions beyond its known role in β-globin expression. 

Ablation of KLF1 has been shown to cause complete absence of formation of the DNAse 

I hypersensitive sites at the -globin promoters and the Locus control region (Wijgerde et al., 

1996, Zhang and Bieker, 1998). The effect of KLF1 on the chromatin structure in E13.5 fetal 

liver cells containing human β-globin locus was studied. The promoters of human β-globin and 

mouse β
maj

-globin genes had no DNase I hypersensitive sites in KLF1
-/-

 cells. In addition, HS3 

was reduced to 50% in KLF1
-/-

 compared to WT cells. HS1, 2, and 4 in KLF1
-/-

 cells were 

comparable to WT cells (Wijgerde et al., 1996). 

KLF1
-/-

 embryos also lack terminally differentiated erythroid cells at day E13.5 (Pilon et 

al., 2008). This was shown using CD71 (transferrin receptor) and TER119 (Glycophorin A 

associated protein) markers to sort cells into five different stages of maturation designated R1-R5 

as follows: (a) R1, early erythroid progenitor, are CD71
Low

, TER119
Neg

; (b) R2, erythroid 

progenitor, CD71
Hi

, TER119
Low

; (c) R3, proerythroblast, basophilic erythroblast, CD71
Hi

, 
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TER119
Hi

; (d) R4, polychromatic erythroblast, orthochromatic erythroblast, CD71
Mid

, TER119
Hi

; 

(e) R5, reticulocyte, CD71
Low

, TER119
Hi

. The fetal-liver cell population of KLF1
-/-

 E13.5 

embryos consists of only early erythroid progenitor (R1) and erythroid progenitor (R2). Further 

investigation of the R1 and R2 cell population in WT and KLF1
-/-

 fetal liver revealed that KLF1 

is essential for cells to progress from G1 to S phase in these two populations (Pilon et al., 2008). 

In correlation with these findings, KLF1 was found to bind CACCC elements in the promoter of 

E2f2, a key cell cycle regulator (Pilon et al., 2008, Tallack et al., 2009). 

To assess the possible non-globin roles of KLF1 in erythroid cells, expression profiling 

was performed on KLF1
-/-

 E14.5 fetal liver cells, and on the B1.6 KLF1
-/-

 cell line that is derived 

from E14.5 KLF1
-/-

 fetal liver cells that have an inducible KLF1 transgene (ER-KLF1) (Hodge et 

al., 2006). As a result, 100 genes showed reproducible KLF1-dependent expression profiles, 

including α-hemoglobin stabilizing protein (AHSP), heme synthesis enzymes, band 4.9 protein 

(dematin), and other transcription factors and blood group antigens. Dematin is a trimeric 

cytoskeleton protein involved in actin bundling and is responsible for the normal erythrocyte 

shape (Hodge et al., 2006, Mohseni and Chishti, 2008). AHSP is a small protein that neutralizes 

the oxidant activity of free α-globin chains by binding to them (Hodge et al., 2006, Yu et al., 

2007). Another expression profiling study to screen for new KLF1 target genes was also 

performed. In this study, fetal liver cells from WT and KLF1
-/-

 E12.5 embryos were used in 

addition to in vitro differentiated and expanded cells. As a result more than 40 genes have been 

shown to be downregulated in KLF1
-/-

 cells; most importantly, AHSP and dematin were 

replicated in this study (Drissen et al., 2005). Besides the non-hemoglobin related role of KLF1, 

studies showed that KLF1 plays important role in hematopoietic lineage fate. KLF1 starts to 

express in megakaryocyte-erythroid progenitors (MEP) but its dramatic increase in subset of 
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MEP cells define the erythroid fate of this subset (Frontelo et al., 2007, Bouilloux et al., 2008, 

Siatecka and Bieker, 2011). These results suggest that KLF1 acts negatively on megakaryocyte 

establishing genes. 

In addition to the carboxy zinc finger domain, the KLF1 protein has an amino-terminal 

proline rich transcriptional activation domain between a.a. 20 and 291 (Miller and Bieker, 1993). 

In another study, it was demonstrated that this domain (a.a. 20-291) in fact contains two 

subdomains. The first one is located between a.a. 20-124 and found to increase the activity of a 

reporter gene (chloramphenicol acetyltransferase, CAT) 35-fold greater than full length KLF1; 

thus, it is considered a stimulatory subdomain. The other subdomain is found to be between a.a. 

195-291 and is considered an inhibitory subdomain, since removal of this domain results in a 14-

fold increase in reporter gene transactivation when compared to the full length KLF1 (Chen and 

Bieker, 1996).  

Using co-immunoprecipitation techniques, it was demonstrated that KLF1 interacts with 

CBP, P300, and P/CAF, which are known for their histone acetyltransferase (HAT) activity 

(Zhang and Bieker, 1998). However, only CBP and P300 were able to acetylate KLF1 at (Lys-

288, and Lys-302 of mouse KLF1) and enhance its transactivation property (Zhang and Bieker, 

1998, Zhang et al., 2001). It was found that acetylation of KLF1 was not essential for proper 

DNA binding, but was essential for intact interaction with and recruiting other chromatin 

remodeling complexes such as the SWI-SNF complex (Zhang et al., 2001) ; and thus inducing an 

open chromatin state and active transcription. 

Recent genome wide studies aimed to reveal the global occupancy of KLF1, using the 

ChIP-seq approach, and the global expression signature of KLF1 KO vs WT erythroid cells, 
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using the RNA-seq approach. These studies were significant in revealing a more complete 

picture of KLF1 roles in erythropoiesis. In one study, KLF1 ChIP-seq data showed that 945 sites 

in the genome of E14.5 mouse fetal liver erythroid cells are bound by KLF1 (Tallack et al., 

2010). Interestingly, the majority of these sites occur outside of known transcription start sites 

(TSS). This suggests that KLF1 may act through enhancer rather than promoters, or different 

splice forms of mRNA present only in erythroid cells and is driven by KLF1 expression. The 

study also revealed that KLF1 occupancy is usually combined with other known erythroid 

transcription factors such as GATA-1 and SCL/TAL1 (Cheng et al., 2009, Kassouf et al., 2010, 

Tallack et al., 2010, Tallack et al., 2012). Another study of global KLF1 occupancy was done in 

HA-tagged KLF1 transgenic mice (Pilon et al., 2011). In this study, mouse definitive erythroid 

cells were divided into two categories, erythroid progenitor cells (Ter-119 negative), and 

erythroblasts (CD71-positive/Ter119-positive). This study revealed more KLF1 binding sites 

than the previous study. It showed that 13,006 and 15,476 sites are bound by KLF1 in erythroid 

progenitor and erythroblasts, respectively. The study also confirmed that the majority of KLF1 

binding occur outside known promoter regions (Pilon et al., 2011). KLF1 genome wide ChIP 

accompanied by genome wide RNA sequencing revealed that KLF1 is instrumental in almost all 

aspects of erythroid development such as α- and β- globin expression, heme synthesis, erythroid 

proliferation and differentiation (Tallack and Perkins, 2010, Tallack et al., 2010, Pilon et al., 

2011, Tallack et al., 2012). 

Further studies on the mechanistic roles of KLF1 in erythroid cells revealed that KLF1 

regulated genes are transcribed by RNA polymerase II from within what are called transcription 

factories. A transcription factory is an area of active transcription enriched with activated RNA 

polymerases and segments of chromatin that carry the genes being transcribed. Multiple 
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techniques such as chromosome conformation capture (3C), RNA FISH, DNA FISH, and 

immune-FISH were used to study the contents and dynamic changes of these transcription 

factories. Investigation revealed that in erythroblasts only a limited number of specialized 

transcription factories is present in each nucleus. In agreement with KLF1 being essential for the 

expression of many erythroid genes, these factories are characterized by the presence of KLF1 

protein and RNA polymerase II in addition to multiple genes from different chromosomes being 

transcribed simultaneously. KLF1 is essential for the formation of the factories, which dissolve 

in its absence.These factories are highly dynamic in a way that genes enter and exit these 

factories continuously (Eskiw et al., 2010, Schoenfelder et al., 2010).   

1.8 Krüppel Like Factor 2 

KLF2, also known as lung Krüppel like factor (LKLF), is encoded by a 3-exon gene 

located on human chromosome 19 and mouse chromosome 8. The protein consists of 355 amino 

acids in humans and 354 in mice, with a molecular weight of approximately 37.7 kDa. The 

KLF2 full length protein is about 40% similar to KLF1. However, the amino acid similarity is 

85% in the zinc finger domain. KLF2 was first described as a Krüppel like factor predominantly 

expressed in lung tissue, thus it was given the name Lung KLF (LKLF) (Anderson et al., 1995). 

The zinc finger domain is located in the carboxy terminus of the protein (from a.a. 274 to 354 in 

humans), and adjacent to its amino side, a basic sequence serves as a nuclear localization signal. 

Within the amino terminus, a transcription activation/repression domain occurs. In addition to 

the high similarity to KLF1, KLF2 resides nearby KLF1 on the same chromosome in human and 

mouse, suggesting that they originated from a gene duplication event (Basu et al., 2005).  

To test the transactivation properties of KLF2, mouse NIH 3T3 fibroblasts were 

transfected with a CAT reporter gene fused to a human adult β-globin promoter containing two 
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CACCC elements. The level of CAT was assessed in the presence and absence of KLF2. It was 

shown in this study that the presence of increased amount of KLF2 resulted in a dose-dependent 

increase in the level of CAT expression. Furthermore, to test whether this effect is CACCC-

dependent, mutation in one or both CACCC elements were performed. Only when both elements 

were mutated, the level of CAT was diminished near to the basal levels (Anderson et al., 1995). 

Using transient co-transfection of KLF2 cDNA and a luciferase reporter gene fused to the γ-

globin promoter in K562 cells, it was shown that KLF2 increased the γ-globin promoter 

activation by 1.6-fold when compared with mock transfected cells. This activation is CACCC-

dependent because mutating the CACCC element in the promoter diminished the activation by 

~2 fold (Zhang et al., 2005). However, in vivo studies in mouse models showed that KLF2 does 

not regulate adult -globin genes (Basu et al., 2005). 

In contrast to KLF1 being erythroid specific, KLF2 is expressed in many different cell 

types.  Using in situ hybridization techniques, it was shown that KLF2 is expressed in the 

developing blood vessels and primitive vertebrae in E12.5 mice (Kuo et al., 1997a). At E14.5, 

KLF2 was also detected in the vertebral column, developing bones, and lung buds. After that, at 

E18.5, KLF2 expression was prominently seen in the lung and blood vessels (Kuo et al., 1997a). 

KLF2 was also reported to be expressed in heart, kidney, skeletal muscle, testes, and the 

lymphoid organs (Kuo et al., 1997b). 

In addition, KLF2 is important in T-cell survival and quiescent state maintenance (Kuo et 

al., 1997b, Buckley et al., 2001). Induction of KLF2 in Jurkat T-cells results in their proliferation 

inhibition. Using  mouse chimeras with WT, KLF2
+/-

, and KLF2
-/-

 T-cells, it was found that 

KLF2
-/-

 T-cells have higher proliferation capacity when compared to KLF2
+/-

 and WT T-cells as 

measured by BrDU incorporation (Buckley et al., 2001). 
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KLF2 is expressed in primitive as well as definitive erythroid cells in mouse and chicken 

(Basu et al., 2004, Zhang et al., 2005). Using RT-PCR to study the expression pattern of KLF2, 

and other family members, it was demonstrated that KLF2 was detected in E10.5 yolk sacs 

where primitive erythropoiesis takes place; in E14.5 fetal liver where definitive erythropoiesis 

takes place; and in the spleen of anemic adult mice where definitive erythropoiesis takes place 

(Zhang et al., 2005). Using a chicken model, it was demonstrated that chicken KLF2 (cKLF2) is 

expressed at similar levels in the blood cells at embryonic days 5, 7, and 14. Chicken embryonic 

day 5 represents primitive erythropoiesis, while day 14 represents the definitive erythropoiesis, 

and day 7 represents the transitional stage between primitive and definitive erythropoiesis.  (Basu 

et al., 2004).  

A KLF2 knockout mouse model was developed by replacing the whole KLF2 gene with a 

neomycin resistance cassette using homologous recombination techniques. In this model E11.5 

KLF2
-/-

 mice were not grossly different from WT littermates.  However, KLF2
-/-

 mice die by 

E12.5 to E14.5 due to internal hemorrhaging in the abdomen and around the cardiac outflow 

tract which was caused by a failure of normal vascular tunica media formation (Kuo et al., 

1997a). Having been highly expressed in the developing blood vessels, ablation of KLF2 was 

investigated to determine the cause of the hemorrhaging observed earlier. PECAM-1, an 

endothelial cell marker (CD31),was used to stain newly formed blood vessels using whole mount 

immunohistochemistry techniques. The results indicate that neither vasculature nor angiogenesis 

were affected by KLF2 deficiency at age E12.5. However, evaluation of the advanced stages of 

blood vessel morphogenesis revealed that KLF2
-/-

 embryos exhibit severe thinning of the tunica 

media in the umbilical vessels, which in turn caused aneurysmal dilation. Electron microscopy 
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analyses revealed that umbilical vessels and aortae in E12.5 KLF2
-/-

 embryos have less 

extracellular matrix than WT vessels (Kuo et al., 1997a).  

Another KLF2 knockout mouse model was developed using homologous recombination 

techniques to delete the promoter, the transactivation domain, and a part of the zinc finger 

domain and replace it with a hypoxanthine phosphoribosyltransferase (Hprt) minigene (Wani et 

al., 1998). A successful disruption of KLF2 was confirmed by a failure to detect KLF2 mRNA 

using Northern blotting and RT-PCR on E11.5 embryos. KLF2 
-/-

 mice die by age E11.5-13.5 

due to hemorrhaging. The histological analyses of KLF2
-/-

 embryos at day E11.5 showed that 

their livers were pale and have reduced hematopoietic precursors. In addition, the peripheral 

blood cells were of primitive nucleated erythroid cells and reduced in numbers. To elucidate the 

cause of the hematopoietic defect, erythroid colony forming (CFU-E) assays were conducted on 

cells from the fetal liver and the yolk sacs of KLF2
-/-

 embryos. Interestingly, the erythroid 

colonies derived from the yolk sacs were not different in WT and KLF2
-/-

. On the other hand, the 

erythroid colonies of the fetal liver were significantly diminished in KLF2
-/-

. Given that erythroid 

cells in both yolk sac and fetal liver at day E11.5 are definitive, these results are confusing and 

suggest that environment-related factors rather than KLF2
-/-

 is the cause of the hematopoietic 

defect (Wani et al., 1998). 

1.8.1 KLF2 in endothelial cells 

KLF2 gene expression in endothelial cells is regulated by shear flow stress. In a study 

using Human Umbilical Vein Endothelial Cells (HUVEC) exposed to shear stress, it was shown 

that KLF2 is up-regulated by increased shear stress (Wang et al., 2006). In another study, 

microarray analysis of HUVEC cells exposed to prolonged flow stress identified KLF2 among 
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those whose expression was up-regulated when compared to control cells. Further investigation 

on human vascular tissues, using in situ hybridization, indicate that KLF2 is prominently 

expressed in areas where flow shear stress is increased, i.e in the aorta wall and in the walls of 

small branches opposite to branching points (Dekker et al., 2002). A conditional knockout mouse 

model in which KLF2 knockout is restricted to either endothelial and hematopoietic cells (Tie2-

cre) or smooth and cardiac muscles (SM22-cre ) was developed. It was shown that only Tie2-cre 

KLF2
-/-

 mouse embryos die by day E14.5. Even though SM22-cre mice lack KLF2 gene in their 

smooth and cardiac muscles, they live normally to adulthood. Tie2-cre KLF2
-/-

 E12.5 embryos 

show signs of heart failure similar to what was exhibited in conventional KLF2
-/-

. Using two-

dimensional (2D) ultrasonography and Doppler flow studies to further investigate for the causes 

of the heart failure revealed that it was caused by elevated cardiac output which is caused by lack 

of KLF2 in the peripheral vascular endothelial cells (Lee et al., 2006). 

1.8.2 KLF2 in erythroid cells 

Being highly similar to KLF1, it was suggested that the hemorrhagic phenotype seen in 

KLF2
-/-

 embryos was caused partially by defects in the development of red blood cells and 

platelets. To assess this hypothesis, Kuo et al. tested whether KLF2
-/-

 embryonic stem cells (ES) 

can differentiate normally into hematopoietic stem cells (HSC) under proper conditions. In 

addition, fetal liver cells from WT and KLF2
-/-

 embryos were grown in vitro and the resultant 

erythroid and myeloid colonies were compared in both groups. These two experiments showed 

no differences in hematopoiesis in WT and KLF2
-/-

 cells. Aslo, blood smears from WT and 

KLF2
-/-

 embryos at E12.5 showed normal blood cell populations (Kuo et al., 1997a). Another 

study by Lee et al showed that ablating KLF2 only in definitive hematopoietic cells (using Vav-

cre transgene) neither cause anemia nor cardiovascular defects since the animals live to 
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adulthood (Lee et al., 2006). These results disagree with what was shown by Wani et al. that 

erythropoiesis is compromised in the fetal livers of KLF2
-/-

 embryos at day E11.5 (Wani et al., 

1998). An explanation of the normal phenotype in Vav-cre   KLF2
-/-

 mice is that KLF2 is 

required only in embryonic erythropoiesis and that Vav-promoter is not activated early in 

embryogenesis, i.e. KLF2 function is accomplished before it has been excised by cre. Although it 

was shown that KLF2 is not important for normal adult erythropoiesis, a careful assessment of 

Vav-cre expression during early embryogenesis and correlating it with that of KLF2 is necessary 

to rule out that the hemorrhaging phenotype in KLF2
-/-

 embryos is caused by a defect in 

hematopoiesis. 

The importance of KLF2 during the early stages of erythropoiesis was studied using the 

KLF2 knockout model developed by Wani et al. (Wani et al., 1998). KLF2 was shown to be 

important in primitive but not in definitive erythropoiesis (Basu et al., 2005). E10.5 mouse yolk 

sacs lacking KLF2 had an approximately 50% decrease in the expression level of the embryonic 

β-like globin genes, Ey and h1, when compared to the expression in WT yolk sacs. However, 

KLF2 does not modulate the expression level of adult β-globin genes, β
maj

 and β
min

, in the fetal 

lever at E12.5. Likewise, KLF2 showed a more significant effect on the expression level of 

human ε-globin than on γ-globin when mice carrying the human β-globin locus were studied 

(Basu et al., 2005). In addition, the morphology of primitive erythroid cells in the yolk sacs of 

E10.5 KLF2
-/-

 embryos was investigated using light and electron microscopic analyses. KLF2
-/-

 

primitive erythroid cells are highly irregular and have pseudopodia-like appendages, and features 

correlated with cell apoptosis, such as nuclear membrane dissolution and enlarged perinuclear 

space which has been confirmed using TUNEL assays (Basu et al., 2005).  
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Study of KLF2 target genes in mouse erythroid cells was done by isolating erythroid cells 

of E9.5 embryos using a laser microdissection (LCM) technique(Redmond et al., 2011).  This 

study identified 196 genes as differentially expressed in KLF2-/- yolk sac erythroid cells vs. WT. 

89 genes out of these genes were downregulated in KLF2 -/- cells, few of them were found to be 

erythroid enriched based on another microarray used to study primitive erythroid enriched genes 

(Redmond et al., 2008). Examples of erythroid enriched genes that are downregulated by KLF2 

are cell signaling factors CD24a antigen, cytotoxic T-lymphocyte associated protein 2 α- 

(Ctla2a), adenylate cyclase 7 and reelin (Redmond et al., 2011). 

1.8.3 KLF2 in T-cells 

To further understand the mechanistic role of KLF2 in blood vessel development and T-

cell quiescent state maintenance, one needs to study KLF2 target genes and elucidate the 

pathways in which these genes are implicated. Because KLF2 is important in T-cell quiescence 

and IL-2 is critical for T-cell activation, it was suggested by Wu and Lingrel that KLF2 may 

regulate, directly or indirectly, the induction of IL-2. Using transient transfection and luciferase 

assays in activated T-cells, it was shown that IL-2 expression was enhanced by 5-fold in the 

presence of KLF2. Upon searching for consensus KLF binding motifs in the promoter of IL-2, a 

CTCCACCCC element was found between -290 and -310bp from the transcription initiation site. 

Mutating this element to CATGT caused inhibition of IL-2 induction by KLF2 thus confirming 

the functional importance of this element. Ultimately, chromatin immunoprecipitation (ChIP) 

using anti HA-tagged KLF2 on activated T-cells was performed to verify that KLF2 physically 

occupies the CACCC element in the promoter of IL-2 (Wu and Lingrel, 2005). It was 

demonstrated in another study, using luciferase assays, that KLF2 activates the promoter of 

CD62L, also known as L-selectin, and S1PR1, sphingosine-1-phosphate receptor 1 (Bai et al., 
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2007). CD62L is a T-cell surface protein important in the localization of lymphocyte to lymph 

nodes (Wirth et al., 2009). S1PR1 is a cell membrane receptor that binds to a lipid mediator S1P 

and also enhances the localization of lymphocytes to the lymph nodes and improves endothelial 

barrier function (Bai et al., 2007, Tauseef et al., 2008). 

1.8.4 KLF2 in mouse embryonic stem cells 

Because KLF2 is closely related to KLF4, it was tested for its ability to induce 

pluripotency in mouse embryonic fibroblasts (MEFs). It was demonstrated that KLF2 can 

produce induced pluripotent stem (iPS) cells. KLF1 and KLF5 were also found to produce iPS 

cells, but with decreased efficiency (Nakagawa et al., 2008). 

A genome-wide chromatin immunoprecipitation (ChIP on chip) was performed to 

identify the binding sites of KLF2, KLF4, and KLF5 in mouse ES cells. These three KLFs were 

selected because they are downregulated when ES cells differentiate (Jiang et al., 2008). 

Surprisingly, the three KLFs showed 205 similar binding sites across the genome. They bind 

known critical cell regulator genes such as Nanog, Sox2, Oct3/4, Mycn, Tcf3 (transcription 

factor 3), Sall4 (sal-like 4), and Esrrb (estrogen-receptor-related receptor β). The binding profiles 

on the promoters of these genes were validated using RNAi and qPCR. Furthermore, it was 

investigated, using an EMSA approach, whether mutating the CACCC element prevents these 

KLFs from binding to the DNA and activating a reporter gene. The distal CACCC element in the 

Nanog promoter (CCCCACCC) was used with 13 mutant versions within and flanking its 

sequence in EMSA. It was shown that CCACCC or CCGGCCC are necessary sequences KLF2 

and KLF4 to which KLF2 and KLF4 can bind (Jiang et al., 2008). 
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To determine whether regulation of the mouse embryonic globin genes by KLF2 is 

erythroid-cell autonomous, a conditional KO mouse model was used in which the KLF2 gene is 

deleted in erythroid cells. Erythroid cell-autonomous effects are defined here as being due to loss 

of KLF2 in erythroid cells, and not indirectly due to KLF2 ablation in another cell type. 

KLF2F/+, ErGFP-Cre and KLF2F/F mice were mated to obtain E10.5 KLF2F/F, ErGFP-Cre 

(test) and KLF2F/F (control) embryos. The ErGFP-Cre transgene is active in primitive erythroid 

cells (Heinrich et al., 2004, Maetens et al., 2007). qRT-PCR assays sowed that  there is 

significantly less βh1-globin mRNA in KLF2F/F, ErGFP-Cre compared to KLF2F/F (without 

Cre) embryos (Alhashem et al., 2011). The βh1-globin mRNA was reduced by approximately 

25% in KLF2F/F, ErGFP-Cre embryonic blood cells (Alhashem et al., 2011). There is a similar 

decreasing trend in Ey-globin mRNA in KLF2F/F, ErGFP-Cre compared to KLF2F/F embryos, 

although this difference is not statistically significant (Alhashem et al., 2011). These modest 

differences are consistent with the fact that there is approximately 40% less KLF2 mRNA in 

KLF2F/F, ErGFP-Cre than in KLF2F/F embryos, making these embryos more comparable to 

KLF2+/- than to KLF2-/- (17). The modest effect of the conditional knockout on globin gene 

regulation is likely due to inefficient excision of the KLF2 gene by the Cre recombinase. KLF2 

very likely has an erythroid-cell autonomous role in the regulation of the βh1- and Ey-globin 

genes. However, the possibility that KLF2 also has non-cell autonomous functions in globin 

gene expression cannot be excluded.  

 

1.9 KLF1 and KLF2 have compensatory roles in primitive erythropoiesis 

KLF1
-/-

KLF2
-/-

 mouse embryos and yolk sacs are pale and anemic at day E10.5 when 

compared to WT and single knockout (KLF1
-/-

 or KLF2
-/-

) embryos and yolk sacs (Basu et al., 
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2007). This phenotype was less obvious at E9.5. This implies that the cause of the anemia could 

be a failure to expand the erythroid cell population and/or a defect in normal hemoglobin 

synthesis in a timely manner (Basu et al., 2007). It was shown also, using the same embryos to 

measure the level of embryonic -like gene expression (Ey and h1), that the level of Ey and 

h1 mRNA are significantly less than in WT, KLF1
-/-

, and KLF2
-/-

 embryos (Basu et al., 2007).  

Furthermore, erythroid cell morphology was assessed at E9.5 and E10.5 using  WT, 

KLF1
-/-

, KLF2
-/-

, and KLF1
-/-

KLF2
-/-

 blood (Basu et al., 2007). Cytospins from WT and KLF2
-/-

 

showed similar morphology in erythroid cells at E9.5. KLF2
-/-

 blood cells have abnormal 

morphology at day E10.5.  Abnormal phenotypes such as cytoplasmic blebbing and nuclear 

atypia were seen in KLF1
-/-

 and KLF1
-/-

KLF2
-/-

 at E9.5. Semi-quantitative analyses indicated that 

KLF1
-/-

KLF2
-/-

 erythroid cells have a significantly more abnormal phenotype than WT, KLF1
-/-

, 

and KLF2
-/-

.  Moreover, the level of erythroid maturation at day E9.5 was assessed in the 

aforementioned genotypes. Using FACS techniques to sort erythroid cells based on their CD71 

and TER119 cell markers, it was shown that KLF1
-/-

 and KLF1
-/-

KLF2
-/-

 erythroid cells exhibit 

delayed maturation progress when compared to WT and KLF2
-/-

 erythroid cells (Basu et al., 

2007).  

The mouse KLF1 and KLF2 also regulate the human -globin genes in transgenic mouse 

models. Using dual human β-globin locus transgenic (Tg-HBB) and KO mice revealed that ε-

globin mRNA is significantly reduced to 15% and 49% in KLF1-/- Tg-HBB and KLF2-/- Tg-

HBB yolk sacs, respectively, compared to Tg-HBB (Alhashem et al., 2011). γ-globin mRNA was 

reduced to 31% of Tg-HBB in KLF1-/- Tg-HBB yolk sacs (Alhashem et al., 2011). KLF2 has a 

more modest effect on γ-globin gene expression (Basu et al., 2005), which is reduced to 73% of 
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Tg-HBB in KLF2-/- Tg-HBB yolk sacs. KLF1 appears to have a greater effect on ε- and γ-globin 

gene expression, but KLF2 also contributes. The quantity of ε- and γ-globin mRNA in KLF1-/- 

Tg-HBB yolk sacs may be marginally underestimated compared to KLF1-/-KLF2-/- Tg-HBB. 

Thus, possible synergistic regulation of the human ε- and γ-globin genes by KLF1 and KLF2 in 

the transgenic mouse model cannot be ruled out (Alhashem et al., 2011). 

Expression profiling microarrays were used to study the compensatory role of KLF1 and 

KLF2 in E9.5 primitive erythroid cells (Pang et al., 2012). The study was focused mainly on 

discovering the genes that have a decreasing trend of mRNA amounts in WT, KLF1−/−, and 

KLF1−/− KLF2−/− E9.5 erythroid cells. Myc gene was one of the genes that were regulalted by 

both KLF1 and KLF2. Luceferase and ChIP assays showed that Myc is directly regulated by 

KLF1 and KLF2(Pang et al., 2012).  
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Methods 

 

2.1 Generation of Knockout and Transgenic mice 

The KLF1 knockout (KO) mouse model was developed by targeting the gene with the 

neomycin resistance gene (Perkins et al., 1995). The KLF2 KO mouse model was developed by 

targeting the gene with the hypoxanthine phosphoribosyl-transferase (Hprt) gene (Wani et al., 

1998). Because KLF1 and KLF2 are located in close proximity on mouse chromosome 8, 

recombination between the two genes is rare. Therefore, a mouse model that has the KLF1 and 

KLF2 KO alleles on the same DNA homolog was generated (KLF1+/-KLF2+/-) (Basu et al., 

2007). Transgenic mice that carry the entire human β-globin locus (Tg-HBB) were previously 

described (Strouboulis et al., 1992, Gaensler et al., 1993).  

 

2.2 Mouse Dissection and Collection of Erythroid Cells 

Tg-HBB mice were bred with KLF1+/-, KLF2+/-, or KLF1+/-KLF2+/- mice to obtain 

KLF1+/- Tg-HBB, KLF2+/- Tg-HBB, and KLF1+/-KLF2+/- Tg-HBB mice. Mouse embryonic 

yolk sacs and blood cells were collected as described (Basu et al., 2007). Females in the timed 

mating were checked every morning for the presence of a vaginal plug, indicating a successful 

mating, after which the plugged females were separated from the males and that day was 

considered E0.5. At scheduled embryonic day (E9.5, E10.5, E11.5, or E12.5) plugged females 

were dissected after being anesthetized using 2.5% Avertin, followed by cervical dislocation. 

The uterine horns were dissected out and whole embryos were placed in Petri dishes containing 
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1X PBS. Processing one embryo at a time, maternal tissues were separated from yolk sac and 

embryo making sure that yolk sacs do not rupture and loose blood. Yolk sacs were washed in 1X 

PBS to minimize contamination with maternal tissues, and then transferred into a 12-well plate 

contains 1 ml 1X PBS. To collect embryonic blood, mouse embryos let bleed through their main 

blood vessels into the 1X PBS for few minutes by tearing off the yolk sac. To collect fetal liver, 

E12.5 embryo is dissected out of their yolk sacs before fetal liver is dissected out of other 

embryonic tissues. Fetal liver then transferred into a clean well filled with 1X PBS and pushed or 

pipetted to make single cell suspension. Part of the embryo tail was collected for genotyping. 

 

2.3 Genotyping 

DNA was prepared for genotyping by digesting adult mouse ear clips or embryo tails in 

digestion buffer (10mMTris HCL (pH8.5), 50mM KCl, 40mM MgCl2, 0.45% Tween 20, and 

0.45% NP-40) and 1g/l proteinase K for at least 3 hours at 55-60
o
C followed by 2 cycles of 

enzyme inactivation at 95
o
C for 10 minutes each. Once the DNA was prepared, PCR was 

performed by adding an appropriate volume of DNA solution to a PCR grand mix that contains 

0.2mM dNTPs, 1.5mM MgCl2, PCR buffer (Invitrogen), 0.04 U/ul taq polymerase (Invitrogen), 

1.75 ug/ul RNase A (Invitrogen), and the appropriate pairs of WT and knockout primers (refer to 

{Table}).  Samples were amplified under the following conditions: 3 min at 94
o
C, 35 cycles of 40 

sec at 94
o
C, 45 sec at 58

o
C, 75 sec at 72

o
C, followed by 5 min at 72

o
C. In addition to running 

each sample twice, at least two previously genotyped samples and H2O negative control were 

added to each genotyping run. The PCR product was visualized on a 2% Agarose gel run at 100 

volts until the two expected bands are clearly separated. Pictures of the agarose gels were taken 
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using Α- Innotech instrument (San Leandro,CA). The primers were designed using Primer 3 

software (Rozen and Skaletsky, 2000) and are listed in Table 2.1. 

Gene Allele Primer sequence 5’ – 3’ Amplicon 

size (bp) 

KLF1 WT F: GGT GAA CCC GAA AGG TAC AA 

R: CTG GGA CCT CTG TCA GTT GC 

170 

KO F: GCC AGA GGC CAC TTG TGT AG 

R: CTG GGA CCT CTG TCA GTT GC 

220 

KLF2 WT F: TTG CCG TCC TTT GCC ACT TTC G 

R: TTG TTT AGG TCC TCA TCC GTG CCG 

400 

KO F: CGG TCT CTT GTA GCC AAA GGG 

R: CCT ACC CGC TTC CAT TGC TC 

450 

Human β-globin 

locus transgene 

F: TGG CTC ACT TTC TCA GAA GCC AGT 

R: AGG GAG AAG CCA TAC CCT TGA AGT 

300 

Table ‎2.1:‎Primer‎sequences‎for‎genotyping‎of‎mouse‎KLF1,‎KLF2,‎human‎β-globin locus 

transgene 

 

2.4 Purification of RNA 

Two different kits were used to prepare RNA from yolk sacs, embryonic blood, or cord 

blood CD34+ cells. One is TōTALLY RNA™ Kit (Ambion®, Life Technologies Corporation, 

Catalog Number AM1910). The other one is TRIzol® Reagent (Ambion®, Life Technologies 

Corporation, Catalog Number 15596-026). 

2.5 TōTALLY‎RNA™‎Kit 

200 l of Denaturation Solution was added to the frozen yolk sac followed by vortexing 

for two minutes to make a homogenized lysate. Then, 200 l of Phenol: Chloroform: IAA was 

added to the lysate and vortexed for one minute, incubated on ice for 5 minutes, and then 

centrifuged at 12000xg for 5 minutes at 4
o
C. The aqueous layer was transferred to a new 1.5 ml 

tube. Then, 20 l of sodium acetate (3M, pH4.5) and 200 l of Acid-Phenol: Chloroform were 
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added and the sample and it was vortexed for 1 minute, incubated for 5 minutes, and centrifuged 

for 5 minutes at 12000xg at 4
o
C. The aqueous layer was transferred to a new tube, to which an 

equal volume of cold isopropanol and ~2 l of 5 mg/ml glycogen were added. The RNA was 

kept at -20 
o
C to precipitate for at least 2 hrs. Following precipitation, the tube was centrifuged at 

12000xg for 20 min at 4 
o
C, the isopropanol removed, and the pellet was washed by 75% ethanol 

and dried for 15 min before it was reconstituted in 20 l of RNase free water containing 1:20 

Superase•In (Applied Biosystems, Foster City, CA). RNA concentration was assessed by 

measuring the absorbance at wavelength 260 and 280 using a Nanodrop spectrophotometer 

(Thermo scientific, Wilmington, DE). OD260/OD280 was used as a measure of RNA purity which 

is optimal at 2.0. The integrity of RNA was assessed by running ~0.1 g RNA on a 1% agarose 

gel for 30 min at 150 volts. Two clear bands of ribosomal RNA with minimal smearing indicate 

good RNA integrity.   

2.6 TRIzol® Reagent 

One 0.5-1 ml of Trizol
®
 reagent was added to pelleted cells to lyse them. Cell lyses 

enhanced by pipetting up and down or by brief vortexing. Lysed cells incubated at RT for 5 

minutes for complete lysis. At this stage cell lysate could be stored at -80°C or proceeded with 

RNA isolation. To continue, 0.2 ml chloroform per 1 ml Trizol is added to the cells. 

Trizol/Chloroform is vortexed for 30 seconds then centrifuged at 12000 Xg speed at 4°C 

centrifuge for 15 minutes. The aqueous top layer then transferred to a new tube. It is 

recommended to leave few microliters of the aqueous phase to avoid the interface which is rich 

in DNA. 1-4 ul of glycogen (~10 ug) is added to enhance RNA visualization after pelleting. 0.5 

ml of isopropanol then added to the aqueous phase to precipitate RNA. RNA kept to precipitate 

at -20° for overnight. Precipitated RNA recovered by centrifugation at 12000 Xg for 20 minutes 
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at 4°C. A pellet of RNA should be seen at the bottom of the tube. The supernatant is discarded 

carefully to avoid losing the pellet. The pellet then washed with 75% ethanol, diluted in DEPC 

treated water and dried for 15 min. After wash, the RNA pellet dissolved in 30 ul RNase free 

water containing 1:20 Superase•In. RNA concentration was assessed by measuring the 

absorbance at wavelength 260 and 280 using a Nanodrop spectrophotometer (Thermo scientific, 

Wilmington, DE). OD260/OD280 was used as a measure of RNA purity which is optimal at 2.0. 

The integrity of RNA was assessed by running ~0.1 g RNA on a 1% agarose gel for 30 min at 

150 volts. Two clear bands of ribosomal RNA with minimal smearing indicate good RNA 

integrity.   

 

2.7 Synthesis of cDNA 

RNA is treated with DNase I to eliminate traces of DNA that could possibly precipitate 

with RNA. 1 ug of RNA was treated with I unit of DNase I (Invitrogen™, Life Technologies 

Corporation, Catalog Number 18068-015) in a reaction tube containing 1 ul of DNase I buffer 

and total volume of 10 ul. The reaction is stopped by adding EDTA to final concentration 2 uM. 

The DNase I enzyme is deactivated by incubating the samples at 65°C for 10 minutes.  cDNA 

was synthesized using iScript™ cDNA synthesis kit (Biorad, Hercules, CA). In a reaction tube, 

4ul of 5X iScript Reaction Mix, and 1ul of iScript Reverse Transcriptase were added to 1ug of 

total RNA. The total volume was then adjusted to 20 ul. The reaction tube was incubated under 

the following conditions: 5 min at 25
o
C, 30 min at 42

o
C, then 5 min at 85

o
C.  
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2.8 Quantitative Reverse-Transcriptase PCR (qRT-PCR) 

Mouse KLF1, KLF2, cyclophilin A, glycophorin A (GPA), Ey- and βh1-globin, and 

human ε- and γ-globin  mRNA amounts were quantified using qRT-PCR with SYBR Green or 

Taqman reagents (Applied Biosystems, Foster City, CA). Mouse cyclophilin A and GPA mRNA 

were used as internal standards for normalization as indicated in the figure legends. GPA is 

erythroid-specific. For reactions with Sybr green, the following reagents were added to each 

reaction tube: 1X Power Sybr Green master mix (Applied Biosystems®, Cat. 4367659), 4M of 

forward and 4M of reverse primers and diluted cDNA in total volumes of 25 l or 12.5 l. For 

Taqman technology, the following reagents were added: 1X Taqman® Universal PCR Master 

Mix (Applied Biosystems®, Cat. 4304437) 4M of probe, 4M forward primer, and 4M 

reverse primer and diluted cDNA in total volumes of 25 l or 12.5 l. Each cDNA sample was 

run in triplicate. qRT-PCR was performed using an ABI Prism 7300 or 7900HT analyzer 

(Applied Biosystems, Foster City, CA). For quantification using SYBR Green chemistry, a 

dissociation step was performed, and it was verified that only one product was amplified. A 

standard curve from pooled cDNA samples was included in each run and used either to measure 

the relative amounts of unknown samples or to obtain the efficiency of specific primers 

(Efficiency[E]= 10^(-1/slope)). Fold change (relative expression) was calculated as E^Ctendogenous 

gene / E^ Cttest gene. Primer and probe sequences are indicated in Table 2.2. Statistical significance 

was calculated using the Student’s t-test. 
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mRNA  Primer‎sequence‎5’‎– 3’‎ 

Mouse KLF1  F: CCT CCA TCA GTA CAC TCA CC  

R: CCT CCG ATT TCA GAC TCA CG  

Human KLF1 F: GCA AGA GCT ACA CCA AGA G 

R: GTG TTT CCG GTA GTG GC 

Mouse KLF2  F: CCA AGA GCT CGC ACC TAA AG  

R: GTG GCA CTG AAA GGG TCT GT  

NCBI Probe Database Ref. : Pr010051090.1  

Human KLF2 F: TGC CAT CTG TGC GAT CGT 

R: GGC TAC ATG TGC CGT TTC ATG 

Mouse Cyclophilin A  ABI Assay ID : Mm02342430_g1  

(TaqMan® Gene Expression Assays)  

Human Cyclophilin A F: CCG AGG AAA ACC GTG TAC TAT TAG 

R: TGC TGT CTT TGG GAC CTT G 

Mouse Glycophorin A  F: GCC GAA TGA CAA AGA AAA GTT CA  

R: TCA ATA GAA CTC AAA GGC ACA CTG T  

Probe: TTG ACA TCC AAT CTC CTG AGG GTG GTG A  

Human -globin  F: GCC TTT GCT AAG CTG AGT GAG  

R: TTG CCA AAG TGA GTA GCC AGA A  

Probe: TCA AGC TCC TGG GTA ACG TGA TGG TGA  

Human -globin  F: GTG GAA GAT GCT GGA GGA GAA A  

R: TGC CAT GTG CCT TGA CTT TG  

Probe: AGG CTC CTG GTT GTC TAC CCA TGG ACC  

Human β-globin  F: GCA AGG TGA ACG TGG ATG AAG T  

R: TAA CAG CAT CAG GAG TGG ACA GA  

Probe: CAG GCT GCT GGT GGT CTA CCC TTG GAC CC  

Table ‎2.2: qRT-PCR primer and probe sequences 
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2.9 Chromatin Immunoprecipitation (ChIP) 

ChIP assays were performed essentially as previously described (Hou et al., 2008). 

Briefly, for each biological replicate, ~5×10
6
 blood cells were cross-linked with 1% 

formaldehyde for 10 minutes at room temperature. Cross-linking was stopped by adding 125 mM 

glycine and incubating at RT for 5 minutes. Cells centrifuged at 300 Xg for 5 minutes and 

supernatant discarded. Pelleted cells could be stored at -80°C at this stage. Cell lysis buffer (10 

mM Tris, 10 mM NaCl, 0.2 % NP-40 [pH 8.0], protease inhibitors) is added to lyse cells. Cell 

lysate was then centrifuged at 500 Xg for 5 minutes. The supernatant is discarded and the 

pelleted nuclei are lysed by adding 0.5 ml  Nuclei lysis buffer (50 mM Tris, 10 mM EDTA, 1% 

SDS,  protease inhibitors). Nuclei being lysied are kept on ice for 10 minutes to complete the 

lysis process after which chromatin will be released and in the nuclei lysis buffer. The volume of 

chromatin then adjusted to 2X10
6
 cells per 100 ul with IP dilution buffer (20 mM Tris, 150 mM 

NaCl, 2 mM EDTA, 0.01% SDS, 1% Triton X-100, protease inhibitors) and distributed to 300 ul 

per 1.5 ml tube.  Chromatin was sheared to approximately 500 bp using a Bioruptor sonicator 

(Diagenode, Sparta, NJ) using the following settings: 3 cycles of: “H” level, 30 sec ON, 30 sec 

OFF, for 10 min (Total time 30 mins, 15 mins sonication time). Cold water and Crushed ice was 

added to the water bath before starting each cycle to keep sonication at low temp. During 

sonication 50 ul of Protein G Agarose (Millipore, Cat. 16-266) per IP was washed three times 

using IP dilution buffer then kept at 50 ul per IP in the same buffer. The sheared chromatin then 

centrifuged for 10 minutes at 10000 Xg at 4°C. The soluble chromatin in the supernatant is 

removed into new tubes. Chromatin is diluted to 1 ml per antibody using the IP dilution buffer 

(e.g. if using only 2 antibodies, one specific and one non-specific, the chromatin is diluted to 2 
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ml). 10% of chromatin is taken into new tubes and kept at -20°C. Chromatin is distributed to one 

tube per antibody with 1 ml chromatin per tube. 1-10 ug of antibody (equal ug of specific and 

non-specific antibodies should be added) is added to the chromatin. For KLF2 ChIP, 3 mg total 

protein was added of either the KLF2 anti-serum or the pre-immune serum. 50 ul of washed 

protein G agarose is added to each tube. Chromatin/Antibody is incubated at 4°C for overnight. 

Chromatin then washed as following: twice with 500 ul of IP wash buffer 1 (20 mM Tris, 50 mM 

NaCl, 2 mM EDTA, 0.1% SDS, 1% Triton X-100 [pH 8.1]), once with IP wash buffer 2 (10 mM 

Tris, 0.25 M LiCl, 1 mM EDTA, 1% Nonidet P-40, 1% desoxycholate [pH 8.1]), twice with TE 

(pH 8.0). The chromatin/ antibody is eluted by adding 400 ul of freshly prepared IP elution 

buffer (0.1 M NaHCO3, 1% SDS (10ml: 1M NaHCO3 1ml, 20% SDS 0.5ml, water 8.5 ml). the 

eluted chromatin then centrifuged to separate chromatin and protein G agarose. The eluted and 

input chromatin then reverse crosslinked by adding NaCl (final concentration 0.3 M) and 

proteinase K (0.25 mg/ml) and incubating at 65°C for 6 hours. The proteinase K is deactivated 

by incubating the chromatin at 95°C for 10 minutes.  DNA now is free of crosslinked protein. 

DNA then purified using phenol chloroform phase extraction. Purified DNA is quantitated using 

quantitative PCR (qPCR) and SYBR Green chemistry. Fold enrichment was calculated as 

2^(Ct.input – Ct.test) and expressed relative to the IgG control. Antibodies used were: Anti-

H3K9Ac (Abcam, cat. Ab4441); Anti-H3K4me3 (Upstate-Millipore, cat. 07-473); Anti-KLF1 

(Abcam, cat. AB-2483); Anti-KLF2 (KLF2_Ng (Jiang et al., 2008); Anti-KLF2 (KLF2-SC from 

Santa Cruz Biotechnology, cat. sc-18690); non-specific IgG (rabbit, Abcam ab46540, or goat, 

Santa Cruz Biotechnology, sc-2028). For optimal results, the KLF2_Ng antibody is 

recommended. Primer sequences for qPCR  are indicated in Table 2.3.  
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Site  Primer sequence 5’ – 3’  

mβActin  F: ACCCCATTGAACATGGCATT  

R: TGTAGAAGGTGTGGTGCCAGAT  

m5’HS2  F: AGGGTGTGTGGCCAGATGTT  

R: ACCCAGATAGCACTGATCAGTCAC  

m5’HS3  F: CTAGGGACTGAGAGAGGCTGCTT  

R: ATGGGACCTCTGATAGACACATCTT  

mEy promoter  F: TGCTTCTGACACTCCTGTGATCA  

R: GGGTTTTTTCCTCAGCAGTAAAGT  

mβh1 promoter  F: GGACAGGTCTTCAGCCTCTTGA  

R: CAGATGCTTGTGATAGCTGCCT  

mβmaj promoter  F: GCTTCTGACATAGTTGTGTTGACTCA  

R: CAGCAGCCTTCTCAGCATCA  

mEy Exon3  F: GGCTAGTCACTTCGGCAATGAATT  

R: GGCATAGCGGACACACAGGAT  

mβh1 Exon3  F: TGGCAGAAGCTGGTGATTGGA  

R: TGGACTCAAAGAGGGCATCATAGA  

mβmaj Exon3  F: GAAGGTGGTGGCTGGAGTGG  

R: TGTTCACAGGCAAGAGCAGGAA  

h5’HS2  F: GGCTCAAGCACAGCAATGC  

R: CATCACTCTAGGCTGAGAACATCTG  

h5’HS3  F: TCTAAGGACTTGGATTTCAAGGAATT  

R: CACACCAGCTCGCAAAGTCA  

h -promoter  F: CACAAACTTAGTGTCCATCCATCAC  

R: CCCTGTTCTCCATGGTACTTAAAAG  

h γ-promoter  F: CAAATATCTGTCTGAAACGGTCCCT  

R: TGCCTTGTCAAGGCTATTGGT  

h β-promoter  F: GAGGGTTTGAAGTCCAACTCCTAA  

R: CAGGGTGAGGTCTAAGTGATGACA  

h -Exon2  F: CAAGCCCGCCTTTGCTAAG  

R: CACCTTGAAGTTCTCAGGATCCA  

h γ-Exon2  F: TGGCAAGAAGGTGCTGACTTC  

R: GCAAAGGTGCCCTTGAGATC  

h β-Exon2  F: TGGGCAACCCTAAGGTGAAG  

R: GTGAGCCAGGCCATCACTAAA  

Necdin  F: TTCGTCCAGCAGAATTACCTGAAG  

R: GGACCCCCAGAAGAACTCGTA  

Table ‎2.3: Primer sequences used in ChIP assays 

Primers for the human -globin locus acquired from Kim et al., 2007 (1). Primers for the mouse -

globin locus acquired from Kingsley et al., 2006 (2) 

  



www.manaraa.com

47 

 

 

 

2.10 Generation of Custom KLF2 antibody 

Generation of KLF2 antibody is described in Chapter 4 

2.11 Selection and Expansion of Cord blood CD34+ 

Cord blood cells were purchased from the St. Louis Cord Blood Bank (SLCBB, St. 

Louis, MO). Upon receipt of cord blood units, Ficoll-Paque™ (GE Healthcare, Cat. 17-5442-02) 

density gradient media was used to isolate mononuclear cells (MNCs) following the 

manufacturer instructions. Briefly, about 90 ml of cord blood was diluted 2-4X with PBS 

containing 2% FBS. Two volumes of diluted cord blood are layered on top of 1.5 volumes of 

Ficoll in 50 ml tubes. Tubes were centrifuged at 400X at 18°C for 35 minutes with zero brakes 

and acceleration. The middle MNC layer was transferred to new tube and washed two times with 

at least 3 volumes PBS containing 2% FBS. The washed MNCs undergo CD34+ selection using 

the EasySep, Human CD34 selection kit (Stem Cell Technologies, Cat. 18056) following the 

manufacturer protocol. Briefly, MNCs were diluted to 5X10
8
 cells per ml with PBS containing 

2% FBS and 1mM EDTA. Then 100 µL/mL EasySep
®
 Positive Selection Cocktail was added to 

the cells and incubated for 15 minutes at RT. Then 50 µL/mL EasySep
®
 Magnetic Nanoparticles 

were added and incubated for 10 minutes at RT. MNCs were then diluted with PBS containing 

2% FBS and 1mM EDTA to final volume of 2.5 ml and added into EasySep® Magnet (Stem 

Cell Technologies, Cat. 18000) for five minutes. Then non CD34+ cells were discarded by 

inverting the tubes while it is in the magnet. Selected cells then washed 4 times and put for 5 

minutes in the magnet at each time. At the end purified CD34+ resuspended in the Expansion 

medium (StemSpan SFEM medium (Stem Cell technologies, Cat. 09680) containing 1X CC100 

(Stem Cell technologies, Cat. 02690), 8 μl/ml LDL (Sigma, L7914), and 2% 

Penicillin/Streptomycin (P/S, Gibco®, Cat. 15140-122)) at 1.5 million cells per ml. Cells 

expanded for one week and kept at density of 1-2 million cells per ml with same media as above. 
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Media was changed every 2-3 days. Cells are grown in 12 well plates with media not more than 

1 ml per well.  

 

2.12 In vitro Differentiation of CD34+ Cells into Erythroid Lineage 

At the end of CD34+ expansion and/or gene knockdown periods, cells were transferred 

into differentiation medium at two consecutive stages. First, cells were kept in  Growth/ 

Differentiation medium for three days (IMDM; 20% FBS, Thermo Scientific, SH30071; 10 

ng/ml SCF, R&D systems, 255-SC-10; 1 ng/ml IL-3, R&D systems, 203-IL-10; 1μM 

Dexamethasone, Sigma, D1756; 1μM Estradiol, Sigma, E1024; 1U/ml Erythropoietin; 2% P/S). 

Then cells were transferred to full differentiation medium (IMDM; 20% FBS;1U/ml 

Erythropoietin; 10 ng/ml insulin; 2% P/S) for 5 days. In both stages cells were kept in 12-well 

plates at density of 1-2 X 10
6
 cells/ml. The growth and differentiation media is replaced every 2-

3 days by spinning down cells at 300 xg for five minutes and removing the supernatant media 

and reconstituting the cells at 1-2 X 10
6
 cells/ml. Cells were counted using a hemacytometer; at 

least one four small square in the four large squares are counted to make up total of 16 small 

square. The cells are multiplied by the factor 10
4
 to give the final cell count per ml. 

Cytospins were prepared by diluting  about 5 X 10
4
 in 100 ul PBS or the same media they 

were in. The cells were transferred in a cytospin funnel and assembled on a superfrost glass slide 

then spun for 5 minutes at 600 rpm using Shandon cytospin instrument. 

Generation of Knockdown plasmids 

The shRNA target sequence against human KLF1, in addition to the scramble sequence 

were subcloned into a pRRLSIN.cPPT.PGK-GFP.WPRE backbone as described (Bouilloux et 
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al., 2008). The plasmid was a gift from Dr. François Morle (Université de Lyon, Lyon, France) 

and Fawzia Louache (University of Paris, INSERM U981, France). The KLF2 shRNA target 

sequence was adopted from a previously published article (Dekker et al., 2005). Briefly for each 

of the KLF2 shRNA prepared, 4 oligonucleotides (Table 2.4) that assemble that shRNA were 

ordered from Eurofins MWG Operon (Huntsville, AL) as shown in(Figure  2.1). Probes were 

kinased, annealed, and ligated to make a complete shRNA. H1 promoter was PCR amplified 

from material of KLF1-shRNA plasmid using primers that have MluI and XhoI restriction sites 

at the 3’ and 5’ ends respectively. The PCR amplified H1 promoter was digested with MluI and 

XhoI then ligated to KLF2-shRNA. The ligated H1-KLF2-shRNA was subcloned to a precut 

pRRL backbone plasmid. Plasmids were transformed into stbl3 E.Coli (Invitrogen™, Cat. 

C7373-03). Transformed bacteria plated on LB agar supplemented with 100 μg/ml Ampicillin 

(Thermo Fisher Scientific Inc., Catalog Number BP1760-25). Few ampicillin resistant colonies 

were picked for mini preps followed by plasmid sequencing and diagnostic restriction digestion. 

One colony that passes the sequencing and restriction digestion inspections is used for large scale 

plasmid preparation. Figure  2.2 summarizes the whole process. 
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Figure ‎2.1: Illustration of probes that assemble KLF2 shRNAs 
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Figure ‎2.2: Schematic overview of the strategy followed to generate KLF2 shRNA KD 

plasmids 
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Name Sequemce 5’ – 3’ 

KLF1-shRNA GATCCCGCGGCAAGAGCTACACCAATTCAAGAGATTGGTGTAGCT

CTTGCCGCTTTTTGGAAA 

Scarmble-shRNA AGCTTTTCCAAAAAGCGGCAAGAGCTACACCAATCTCTTGAATTG

GTGTAGCTCTTGCCGCGG 

KLF2 shRNA (a) Probe 1 CGCGTCCCCGACCTACACCAAGAGTTCGTTCAAGAGA 

KLF2 shRNA (a) Probe 2 CGAACTCTTGGTGTAGGTCTTTTTGC 

KLF2 shRNA (a) Probe 3 TCGAGCAAAAAGACCTACACCAAGAGTTCGTCTCTTGAA 

KLF2 shRNA (a) Probe 4 CGAACTCTTGGTGTAGGTCGGGG 

KLF2-shRNA (a) CGCGTCCCCGACCTACACCAAGAGTTCGTTCAAGAGACGAACTCT

TGGTGTAGGTCTTTTTGC 

KLF2 shRNA (b) Probe 1 CGCGTCCCCCACCTGGCGCTGCACATGAAATTCAAGAGA 

KLF2 shRNA (b) Probe 2 TTTCATGTGCAGCGCCAGGTGTTTTTGCAAC 

KLF2 shRNA (b) Probe 3 TCGAGTTGCAAAAACACCTGGCGCTGCACATGAAATCTCTTGAA 

KLF2 shRNA (b) Probe 4 TTTCATGTGCAGCGCCAGGTGGGGGA 

KLF2-shRNA (b) CGCGTCCCCCACCTGGCGCTGCACATGAAATTCAAGAGATTTCAT

GTGCAGCGCCAGGTGTTTTTGCAAC 

pRRL sequenceing F GGTACAGTGCAGGGGAAAG 

pRRL sequenceing F AGGGCTGCCTTGGAAAAG 

Table ‎2.4: Sequences of shRNAs and oligonucleotides used for sequencing and making 

shRNA 
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2.13 Lentiviral Transduction and KLF Knockdown 

Lentiviruses that carry the shRNAs were made by cotransfection of 293T cells with two 

packaging plasmids (pCMV-R, and pMD2G, gift from Gordon Ginder, VCU) and a specific 

pRRL plasmid that have one shRNA against KLF1 or KLF2 and a GFP gene. The packaged viral 

particles were secreted in the media of 293T cells and collected after 36 hours of cotransfection. 

Expanded CD34+ cells were seeded at 0.3X10
6
 cells per 50 μl and distributed into 12 well plates 

at 50 μl per well. 600 μl of vrial particles were added to each well and kept in a 37°C incubator 

with 5% CO2 for 12 hours before 350 μl of expansion media was added. Cells were kept a total 

three days before they were washed and submitted for flowcytometry to select for GFP positive 

cells.  

 

2.14 Flowcytometry 

CD34+ cells that were positively infected with the lentiviral particles were isolated based 

on their GFP expression by using a FACSAria flowcytometer running FACSDiva software (BD 

Biosciences, San Jose, CA). The flowsorting was done using the flocytometry core facility at the 

Virginia Commonwealth University, Massey Cancer Center (Richmond, VA). Ocasionally, 

sorted cells were resorted again to measure the specificity of the instrument. Usually 60-90% of 

cells were positive for GFP and the instrument is more than 95% specific based on re-sorting 

results (Figure  2.3) 
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Figure ‎2.3: Flow cytometry data sample 

Expanded CD34+ cells were washed at least two times with PBS containing 2% FBS then 

submitted to the flowsorting core facility to sort based on the GFP expression. (A) Cells were 

sorted based on their size to exclude cell debri and doublets as showin in gate P1. FSC: forward 

scatter, SSC: side scatter. (B-D) show the intensity of GFP signal in cells sorted through P1, 

Green (P13) are GFP+ cells, grey (P7) are GFP negative cells. Most cells fall in the middle of the 

GFP range. (B) GFP negative cells, (C) cells infected with an shRNA lentivirus, (D) cells 

recovered from (C) were re-sorted to detect GFP sorting specificity 

 

A
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3 CHAPTER THREE:  

Regulation of β-globin genes by KLF1 and KLF2 in the mouse 

 

Contents of this chapter are published in (Alhashem et al., 2011) or (Pang et al., 2012). 

3.1 Introduction: 

Erythroid cells are one of the first differentiated cell types in embryos (Baron and Fraser, 

2005). There are two unique processes in development: primitive and definitive erythropoiesis. 

Primitive erythropoiesis initiates from the extraembryonic mesoderm of the yolk sac as early as 

embryonic day 7.5 (E7.5) in mice (McGrath and Palis, 2005, Qiu et al., 2008). Definitive 

erythropoiesis is detected in the mouse fetal liver by E11.5 (Brotherton et al., 1979). The human 

β-globins are encoded by four major genes, ε (embryonic), 
G
γ- and 

A
γ- (fetal), and β- (adult), 

located on chromosome 11. The mouse β-globin locus contains four genes, two embryonic (Ey 

and βh1), and two adult (β
maj

 and β
min

). 

The expression of the β-globin genes is jointly regulated by elements in the promoter 

regions and an upstream enhancer region, the Locus Control Region (LCR). The human β-globin 

LCR, located 6-22 kb upstream of the ε-globin gene, contains multiple erythroid-specific DNase 

I hypersensitive sites (HS) and plays a crucial role in maintaining β-globin gene expression 

(Grosveld et al., 1987, Fraser et al., 1990). Examples of regulatory elements within the promoters 

of all β-globin genes are TATA, CAAT, and CACCC (Lloyd et al., 1989).   

Krüppel-like factors (KLFs) are a family of transcription factors that bind GC-rich 

sequences such as CACCC elements. The KLFs bind DNA via three carboxy-terminal 

Cys2/His2 zinc fingers (Bieker, 2001). Seventeen mammalian proteins have been identified in 
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this family and are designated KLF1 to KLF17. KLFs are implicated in many cellular functions 

such as erythropoiesis, cell differentiation, proliferation, and tissue development (McConnell and 

Yang, 2010). The human and mouse KLF proteins are highly conserved. For example, KLF1 is 

73% similar in the two species (though 90% similar within the zinc finger domain), and KLF2 is 

90% similar in mouse and man. 

KLF1, also known as erythroid Krüppel-like factor or EKLF, is expressed only in 

erythroid cells and plays essential roles in embryonic and adult β-globin gene expression (Nuez 

et al., 1995, Perkins et al., 1995, Basu et al., 2007). KLF1 is a master regulator of adult β-globin 

gene expression (Nuez et al., 1995, Perkins et al., 1995). Semi-quantitative chromatin 

immunoprecipitation (ChIP) assays revealed that HA-tagged KLF1 binds to the promoters of the 

embryonic β-like globin genes (Ey and βh1) and to HS1, HS2, HS3, and HS5 in mouse primitive 

erythroid cells, and to the promoter of mouse adult β
maj

-globin gene in primitive and definitive 

cells (Zhou et al., 2006). KLF1 interacts with CBP, p300, and PCAF, which have histone 

acetyltransferase (HAT) activity (Zhang and Bieker, 1998). KLF1 is also implicated in erythroid 

processes other than β-globin gene regulation such as cell maturation and cell membrane 

integrity (Hodge et al., 2006, Pilon et al., 2008). 

KLF2, originally known as Lung KLF or LKLF , has important roles in T-cell 

differentiation and blood vessel development (McConnell and Yang, 2010). KLF2 is a positive 

regulator of the mouse and human embryonic β-globin genes (Basu et al., 2005). KLF1 and 

KLF2 have high homology within their DNA-binding domains and reside close to each other on 

the same chromosome in human and mouse, suggesting that they originated from a gene 

duplication event (Basu et al., 2005). KLF1 and KLF2 can partially functionally compensate for 

each other in regulating the mouse embryonic β-globin genes. When both KLF1 and KLF2 are 
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simultaneously ablated in mice, the amounts of Ey- and βh1-globin mRNA are reduced more 

than in KLF1 or KLF2 single knockouts (Basu et al., 2007). Like KLF1, KLF2 recruits proteins 

with HAT activity such as CBP, p300 and PCAF (SenBanerjee et al., 2004).  

KLF1 and KLF2 coordinately regulate the mouse embryonic β-globin genes. In the 

current studies, we wished to determine whether KLF1 and KLF2 also control the human 

embryonic and fetal β-globin genes. This knowledge could facilitate therapeutic strategies to 

express these genes in adults with β-hemoglobinopathies. A second goal was to further establish 

the mechanistic roles of KLF1 and KLF2 in globin gene regulation. In this work, it was 

determined that KLF1 and KLF2 mRNA are expressed in similar amounts in mouse primitive 

erythroid cells. The expression of KLF1 but not KLF2 mRNA is greatly increased in definitive 

erythroid cells. Transgenic mice that harbor the complete human β-globin locus (Strouboulis et 

al., 1992, Gaensler et al., 1993), in conjunction with gene knockouts, were used to determine that 

KLF1 and KLF2 positively regulate human ε- and γ-globin gene expression in the embryo. KLF2 

has an erythroid cell autonomous role in embryonic globin gene regulation, though it may also 

have non-cell autonomous functions. In quantitative ChIP assays, KLF1 and KLF2 bind to the 

promoters of the mouse embryonic Ey- and βh1-, and the human ε- and γ-globin genes in mouse 

primitive erythroid cells. KLF1, but not KLF2, is required to establish the normal histone 

modification status in the mouse and human β-globin loci in mouse primitive erythroid cells. 

Although both KLF1 and KLF2 directly affect globin gene regulation through the same DNA 

binding sites, their mechanisms of action appear to be somewhat different. 
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3.2 KLF1 and KLF2 mRNA amounts are similar in primitive but not definitive erythroid 

cells 

KLF1 is a major regulator of the human and mouse adult β-globin genes (Nuez et al., 

1995, Perkins et al., 1995), while KLF2 regulates embryonic but not adult β-globin gene 

expression (Basu et al., 2005). The relative amounts of KLF1 and KLF2 mRNA were compared 

in primitive and definitive erythroid cells matched for similar stages of differentiation. 

Embryonic day 9.5 (E9.5) blood (primitive) and E12.5 fetal liver (definitive) mRNA were used 

for the comparison because both contain mostly basophilic erythroblasts (Zhang et al., 2003, 

Fraser et al., 2007). The vast majority of E12.5 fetal liver cells are erythroid (Zhang et al., 2003, 

Fraser et al., 2007). Quantitative reverse transcriptase-PCR (qRT-PCR) results indicate that 

KLF1 and KLF2 mRNAs are expressed in similar amounts at E9.5 (Figure  3.1). The amount of 

KLF1 mRNA dramatically increases by E12.5, while KLF2 mRNA remains relatively 

unchanged. The ratio of KLF1 to KLF2 mRNA at E9.5 is less than two, but it is more than 16 at 

E12.5. The developmental expression pattern of KLF1 and KLF2 mRNA correlates with globin 

gene expression. KLF1 and KLF2 regulate the mouse Ey- and βh1-globin genes which are 

expressed at E9.5, whereas KLF1 but not KLF2 regulates the adult β-globin genes expressed at 

E12.5 (Basu et al., 2005, Basu et al., 2007). 

  



www.manaraa.com

59 

 

 

 

 

Figure ‎3.1: Developmental expression patterns of KLF1 and KLF2 mRNA 

Expression of KLF1 and KLF2 mRNA during primitive (E9.5 blood) and definitive (E12.5 fetal 

liver) erythropoiesis. Erythroid cells from E9.5 circulating blood and E12.5 fetal liver are in 

similar stages of differentiation.  The amounts of mouse KLF1 and KLF2 mRNA were measured 

using qRT-PCR and normalized to Cyclophilin A. Fold change was calculated using the 2
CT

 

method, after correcting for different primer efficiency. At least 4 biological replicates were 

tested at each time point. “*” indicate statistical significance (p-value <0.05). The error bars 

indicate standard deviation. WT: wild type, K1-/-: KLF1-/-, K2-/-: KLF2-/-. 

  



www.manaraa.com

60 

 

 

 

3.3 KLF1‎and‎KLF2‎occupy‎the‎embryonic‎and‎fetal‎β-globin promoters and the LCR 

KLF1 and KLF2 control human and mouse embryonic β-globin gene expression. To 

better understand the mechanism for this control, chromatin immunoprecipitation (ChIP) assays 

using polyclonal antibodies against KLF1 and KLF2 were performed on Tg-HBB transgenic 

mice, which have the human β-globin locus. Unlike definitive erythroid cells which are 

enucleated, circulating primitive erythroid cells are nucleated at E10.5 and E11.5, making them 

amenable to ChIP analyses. The amounts of Ey-, γ-, and ε-globin mRNAs do not change 

appreciably between E10.5 and E11.5 in mouse embryos, although γ-globin is expressed more 

than ε-globin mRNA. However, the amount of βh1-globin mRNA at E11.5 is approximately 

25% lower than at E10.5 (Strouboulis et al., 1992). To capture data for the βh1-globin gene, 

ChIP assays were performed at E10.5 where feasible, though less cells per embryo are available 

than at E11.5. 

First, the specificity of the commercial KLF1 antibody was confirmed in ChIP assays 

using WT and KLF1-/- E13.5 fetal liver cells. The antibody is specific and binds to KLF1 in the 

promoters of the adult β-globin genes in the mouse and human β-globin loci in WT, but not in 

KLF1-/- fetal livers (Figure  3.2). At E10.5, KLF1 is significantly enriched at the promoters of 

the Ey- and βh1-globin genes, and at mouse 5’HS2 in the LCR (Figure  3.3A, right). In the 

human β-globin locus, KLF1 is significantly enriched at the promoter of the γ-globin gene, 

5’HS2 and 5’HS3 (Figure  3.3A, left). At E11.5, the pattern of KLF1 enrichment at the mouse 

and human β-globin loci is similar to that at E10.5, except that binding of KLF1 to the ε-globin 

promoter is also evident at E11.5, perhaps due to increased sensitivity of the assay due to more 

available cells at this time point (Figure  3.3B). As a negative control, KLF1 does not bind to the 
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promoter of β-actin at E10.5 and E11.5. The ChIP assays indicate that KLF1 binds to all of the 

mouse and human embryonic and fetal β-globin gene promoters, and to the LCR. 

At E11.5, KLF2 is detected at the Ey- but not the βh1-globin promoter (Figure  3.3C, 

right), which is consistent with higher expression of the Ey- than the βh1-globin gene at this time 

point (Strouboulis et al., 1992). There was no evidence that KLF2 binds to 5’HS2 or 5’HS3 in 

the mouse β-globin LCR. In the human β-globin locus, KLF2 is enriched by about 2-fold at the 

γ-globin promoter and at 5’HS2 and 5’HS3 (Figure  3.3C, left). Although the KLF2 binding 

measured at the ε-globin promoter was not statistically different from the negative control, it is 

approaching significance. The lower amount of expression of the ε- compared to the γ-globin 

gene in transgenic mice at E11.5 may have decreased the sensitivity of the ChIP assay. KLF2 

binds to 5’HS2 and 5’HS3 in the human β-globin locus, which differs from data obtained by 

examining the mouse locus. These results strongly suggest that regulation of the embryonic and 

fetal β-globin genes by KLF1 and KLF2 is achieved by direct binding to the CACCC elements in 

the promoters and LCR. Binding of KLF1 and KLF2 to the LCR could be necessary for direct 

contact between the LCR and the β-globin gene promoters, as in adult erythroid cells (Drissen et 

al., 2004). 
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Figure ‎3.2: Testing the specificity of the KLF1 antibody 

ChIP assays were performed on E13.5 fetal liver cells from WT or KLF1-/- (K1KO) human -

globin transgenic mice. The Y-axis represents the relative fold enrichment. The mean IgG 

enrichment was set as 1.0 and the enrichment in KLF1-/- mice was scaled appropriately. The X-

axis shows the location of the primers used (Pr: promoter, m: mouse, h: human). Necdin was 

used as a negative control to which KLF1 is not known to be bound. The -Actin promoter 

contains a CACCC element that apparently binds KLF1 in the fetal liver. n= 3 per genotype. 

Error bars: standard error. *; significant difference (p-value <0.05); NS: not significant. 
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Figure ‎3.3 A 
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Figure ‎3.3 B 

  



www.manaraa.com

65 

 

 

 

 

Figure ‎3.3 C 
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Figure ‎3.3: KLF1 and KLF2 bind the mouse and human β-globin loci in primitive erythroid cells 

ChIP assays were performed on E10.5 (A) or E11.5 (B,C) primitive erythroid cells of normal mice or transgenic mice that carry the 

entire human -globin locus. Polyclonal antibodies specific for KLF1 (A,B) or KLF2 (C), and non-specific IgG control antibody were 

used. The Y-axis represents the relative fold enrichment. The mean IgG enrichment was set as 1.0 and the enrichment of KLF1 was 

scaled appropriately. The X- axis shows the location of the primers used for qPCR (Pr: promoter). The primers were specific to the 

DNase I hypersensitive sites 5’HS2 and 5’HS3, the promoters of the mouse (Ey-, h1-, 
maj

) and  the human -globin genes (, , and 

). Primers specific to -actin were used as negative controls. “*” indicates significant enrichment compared to IgG (p-value <0.05). 

(A) KLF1 ChIP on E10.5 erythroid cells, n=3; (B) KLF1 ChIP on E11.5 erythroid cells, n=3; (C) KLF2 ChIP on E11.5 erythroid cells. 

Two KLF2 antibodies were used on the mouse -globin locus (one from Santa Cruz, and the other was a gift from Dr. Ng). Mouse 

locus and -Actin: n=4 for IgG and KLF2_Ng, n=2 for KLF2_SC; human locus: n= 2. The error bars indicate standard error mean 

(SEM). 

 



www.manaraa.com

67 

 

3.4 KLF1‎affects‎histone‎modifications‎at‎the‎β-globin locus in embryos 

Histone modifications correlate with the state of gene transcription. In general, acetylated 

histones mark actively transcribed loci (Kiefer et al., 2008). More specifically, histone 3 lysine 9 

acetylation (H3K9Ac) marks chromatin regions of open conformation, while histone 3 lysine 4 

trimethylation (H3K4me3) marks chromatin regions of active transcription (Kiefer et al., 2008, 

Hosey et al., 2010). KLF1 and KLF2 interact with histone acetyltransferase cofactors such as 

CBP, p300, and PCAF (Zhang and Bieker, 1998, SenBanerjee et al., 2004). To determine 

whether the absence of KLF1 and KLF2 in the blood cells from mutant embryos disrupts the 

normal deposition of histone marks at the mouse and human β-globin loci, ChIP assays were 

performed with antibodies specific to H3K9Ac and H3K4me3. These histone marks are mostly 

enriched within the second or third exons of the β-globin genes (Demers et al., 2007, Kim et al., 

2007b). 

At E10.5, the mouse Ey- and βh1, and human ε- and γ-globin mRNAs are expressed. As 

expected, in normal cells H3K9Ac (Figure  3.4 A) and H3K4me3 (Figure  3.4 B) marks were 

relatively enriched at the expressed genes compared to non-specific antibodies. Surprisingly, 

H3K4me3 is also enriched in the adult mouse β-globin gene, β
maj

, even though it is not yet 

expressed (Figure  3.4 B). It is possible that H3K4me3 marks this gene prior to transcription. At 

the LCR, the amount of H3K9Ac and H3K4me3 is generally less than at the globin genes, but is 

enriched compared to IgG. 

When KLF1 is ablated, the enrichment of H3K9Ac is significantly reduced in the mouse 

Ey- and βh1-, and human ε- and γ-globin genes (Figure  3.4A). Similarly, the enrichment of 

H3K4me3 is significantly reduced in the Ey-, βh1-, and ε-globin genes when KLF1 is ablated 

(Figure  3.4 B). The amount of H3K4me3 in the γ-globin gene is modestly but not significantly 
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reduced in the absence of KLF1, even though γ-globin mRNA is significantly reduced in KLF1-

/- compared to WT primitive erythroid cells. In the absence of KLF1, the amount of H3K9Ac 

and H3K4me3 at mouse and human 5’HS2 and 5’HS3 is also significantly decreased compared 

to WT (Figure  3.4 A,B). The mouse necdin gene is a neuron-specific gene that is not expressed 

in erythroid cells (Sengupta et al., 2008). The amounts of H3K9Ac and H3K4me3 at the necdin 

gene are low and not different in WT and KLF1-/- primitive blood cells. The lower abundance of 

H3K9Ac and H3K4me3 at the mouse and human β-globin genes and LCR in KLF1-/- compared 

to WT cells correlates with reduced transcription. 

 KLF2 does not affect histone modifications to the same extent as KLF1. Most of the 

sites in the β-globin locus that were tested do not exhibit differences in H3K9Ac and H3K4me3 

marks between WT and KLF2-/- primitive erythroid cells (Figure  3.4 C,D). However, the 

H3K9Ac and H3K4me3 enrichment is reduced in KLF2-/- compared to WT at the adult human 

β-globin gene. Unexpectedly, H3K4me3 enrichment is higher at the Ey-globin gene in KLF2-/- 

compared to WT erythroid cells (Figure  3.4 D). 
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Figure ‎3.4 A, B  
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Figure ‎3.4 A, B  
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Figure ‎3.4: Differential enrichment of H3K9Ac and H3K4me3 at the mouse and human β-globin loci in WT, KLF1-/- and 

KLF2-/- primitive erythroid cells 

ChIP assays using anti-H3K9Ac (A, C) or anti-H3K4me3 (B, D) were performed on E10.5 erythroid cells from WT, KLF1-/- (A, B), 

or KLF2-/- (C, D) embryos with the human -globin locus. H3K9Ac generally indicates open chromatin conformation, whereas 

H3K4me3 indicates active transcription. The mean IgG enrichment was set as 1.0 and the enrichment of H3K9Ac or H3K4me3 were 

scaled appropriately. Necdin was used as a negative control. WT: wild type, Ex: exonic region. N=3. Error bars: standard error. “*” 

indicates significant enrichment compared to IgG ( p-value <0.05). 
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3.5 Discussion 

It was originally believed that KLF1 is required only for adult -globin gene expression, 

because KLF1 KO mice die just after the embryonic to adult globin gene switch (Nuez et al., 

1995, Perkins et al., 1995). However, more quantitative mRNA analyses in KLF1 KO mouse 

embryos established that KLF1 regulates mouse Ey- and βh1-globin gene expression in primitive 

erythroid cells (Basu et al., 2007). KLF2 also has a role in mouse Ey- and βh1-globin gene 

regulation (Basu et al., 2005). Furthermore, in transgenic mouse models, KLF2 regulates the 

human ε- and -globin genes in E10.5 yolk sac (Basu et al., 2005). Here, we established that 

KLF1 is also required for normal expression of the human embryonic- and fetal -globin genes 

during mouse primitive erythropoiesis.  

The ChIP data on mouse primitive erythroid cells provides the first quantitative evidence 

that KLF1 binds to the β-globin promoters during primitive erythropoiesis. We did not detect 

KLF1 at the promoter of the 
maj

–globin gene, as was reported in semi-quantitative assays using 

a tagged KLF1 knock-in in primitive erythroid cells (Zhou et al., 2006). KLF2 directly binds to 

the promoters/enhancers of key regulators of stem cell pluripotency in ES cells (Jiang et al., 

2008). Our data shows that KLF2 is directly recruited to the promoters of the murine and human 

embryonic and fetal β-globin genes in native primitive erythroid cells. 

Our work indicates that KLF1 acts directly as a positive regulator of the human - and -, 

and mouse Ey- and h1-globin genes during embryonic erythropoiesis. This is in contrast to 

increasing evidence that has recently emerged, supporting an indirect negative role for KLF1 in 

-globin gene regulation during adult erythropoiesis. Certain mutations in the human KLF1 gene 

have been correlated with hereditary persistence of fetal hemoglobin (HPFH) (Arnaud et al., 
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2010, Borg et al., 2010, Siatecka et al., 2010, Satta et al., 2011). An E325K mutation was 

detected in patients with congenital dyserythropoietic anemia (CDA) who express increased 

amounts of HbF (Arnaud et al., 2010). A mutation in the analogous residue, E339D, occurs in 

the Nan mouse, which has an increase in h1-globin expression in the fetal liver and adult spleen 

(Siatecka et al., 2010). A heterozygous K288X mutation is found in a Maltese family with 

HPFH. The mutation eliminates the KLF1 zinc fingers and hence abrogates DNA binding (Borg 

et al., 2010). Interestingly, an S270X mutation in a Sardinian family does not cause an increase 

in HbF even though it eliminates the zinc fingers (Satta et al., 2011). A compound heterozygote 

with the S270X and a K332Q mutation does have HPFH (Satta et al., 2011). The mechanism for 

the negative effect of KLF1 on -globin gene regulation in the adult is most probably indirect, 

via upregulation of BCL11A (Borg et al., 2010, Zhou et al., 2010). Apparently, KLF1 can 

positively or negatively affect -globin gene regulation, depending on the erythroid cell milieu.  

The expression patterns of KLF1 and KLF2 in primitive and definitive erythroid cells 

were analyzed, and reveal a possible explanation for the different milieu at the two stages. The 

ratio of KLF1 to KLF2 mRNA increases dramatically as erythroid cells switch from the 

primitive to the definitive stage. KLF1 acts as a repressor of megakaryocytic differentiation 

genes and therefore drives megakaryocyte-erythroid progenitor cells toward erythroid 

differentiation (Isern et al., 2010). It is possible that KLF1 is also involved in the switch from 

primitive to definitive erythropoiesis. It is plausible that KLF2 drives erythroid cells towards 

embryonic globin gene expression, opposing the role of KLF1. 

Our data indicate that at E10.5, H3K9Ac and H3K4me3 are enriched at the actively 

transcribed globin genes, mouse Ey and βh1, and human ε and γ. Previous reports have shown 
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that H3K9Ac and H3K4me3 marks correlate with each other in the human -globin locus during 

adult erythropoiesis (Demers et al., 2007). Our work provides the first demonstration in native 

embryonic erythroid cells that H3K9Ac is associated only with the actively transcribed globin 

genes. In contrast, in a previous study of mouse embryonic erythropoiesis, using an antibody that 

detects both H3K9Ac and H3K14Ac (i.e. H3Ac), H3Ac and H3K4me2 enrichment was found at 

both the embryonic and adult -globin genes (Fromm and Bulger, 2009). In the human -globin 

locus, H3Ac and H3K4me2 are detected within the LCR and only at the active -globin genes 

(Fang et al., 2009, Fromm and Bulger, 2009). In K562, a human cell line which expresses the 

fetal - but not the adult -globin gene, H3Ac, H3K4me2, and H3K4me3 are enriched 

specifically at the -globin gene (Kim et al., 2007a). H3K4me3 is enriched only in the actively 

transcribed fetal and adult -globin genes in human and mouse tissue culture cell models, 

respectively (Kim et al., 2007a, Fromm et al., 2009). Our results in native embryonic erythroid 

cells differ in that H3K4me3 is somewhat enriched at the mouse adult 
maj

-globin gene at E10.5, 

prior to its activation. 

KLF1 binds to histone modifying proteins such as CBP, p300, and PCAF (Zhang and 

Bieker, 1998, SenBanerjee et al., 2004, Kim et al., 2009). Our data indicate for the first time that 

H3K9Ac and H3K4me3 are reduced at the mouse Ey- and βh1-, and human ε- and γ-globin 

genes, in primitive erythroid cells lacking KLF1. Transcription factors have previously been 

implicated in affecting histone modifications. The presence of GATA1 correlates with histone 

acetylation, H3K4me2 and H3K4me3 at the murine -globin locus (Im et al., 2005). Histone 

acetylation and H3K4me3 are significantly reduced in the adult -globin gene by the absence of 

KLF1 in E13.5 fetal liver cells (Bottardi et al., 2006). It is difficult to dissect cause and effect in 
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these cases. It is not known whether reduced transcription due to the absence of the transcription 

factor leads to decreased H3Ac and H3K4me3, or vice versa. However, there is a strong 

correlation between the presence of KLF1 and the occurrence of histone marks found in actively 

transcribed genes. 

A simple model incorporating the available data is that KLF1 and KLF2 interchangeably 

(but not simultaneously) bind to the same CACCC elements in the LCR and promoters in the -

globin locus, and promote gene expression in the embryo. This model is supported by the fact 

that KLF1 and KLF2 have very similar DNA binding domains, there is no evidence that they can 

form dimers, and they are likely to be present in similar amounts in embryonic blood cells. 

Individually, the effect of KLF1 on globin gene regulation tends to be greater than that of KLF2, 

based on qRT-PCR in the mouse KO models. Interestingly, this draws a parallel with our results 

studying histone marks in KLF1-/- and KLF2-/- embryonic blood cells. In these experiments, 

KLF1 binding correlates with histone marks that are associated with transcription, while KLF2 

does not appear to dictate histone modifications in the -globin locus. Yet, both KLF1 and KLF2 

positively regulate globin gene transcription through direct binding to CACCC elements in the 

locus. Therefore, there are distinct yet overlapping mechanistic roles for KLF1 and KLF2 in 

embryonic red blood cells.  
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4 CHAPTER FOUR:  

Regulation of β-globin genes by KLF1 and KLF2 in the human 

 

4.1 Introduction 

Investigating the mechanism of γ-globin gene regulation in the mouse is an important 

venue towards understanding the mechanism underlying hemoglobin switching. However, the 

expression pattern of γ- globin in transgenic mice that carry the entire β- locus does not entirely 

mimic γ- globin expression in humans. In humans, γ- globin is expressed in the fetal liver 

(Weatherall, 2001, Zhang et al., 2002) while it is expressed in the yolk sac of transgenic mice 

(Noordermeer and de Laat, 2008). Therefore, we sought to study the regulation of the γ- globin 

gene in cord blood cells as a complimentary system. Human Fetal liver cells would be the best 

cells to study γ- globin regulation. However these cells are not available for research due to 

ethical concerns. The best available model to study γ- globin regulation in vitro during its normal 

expression in humans is by using hematopoietic stem cells (CD34+) from cord blood. Therefore, 

we acquired cord blood units, isolated CD34+ cells from them, and then expanded and 

differentiated them into the erythroid lineage ex vivo.  We found that γ- globin is expressed in 

equal amounts as β- globin which resembles the pattern of γ- and β- globin expression in 

newborn (Weatherall, 2001). We also found that KLF1 is expressed in increasing amounts as 

CD34+ cells differentiate to erythroid cells. KLF2 is also expressed but in lower amounts than 

KLF1. ChIP assays showed that KLF1 bind directly to the promoter of β- and γ, while KLF2 

binds to epsilon and γ. To study the role of KLF1 and KLF2 in regulating γ- and β- globin genes 

we used a lentiviral system to knockdown either KLF1 or KLF2. KLF1 Knockdown shows a 

robust decrease of β-globin gene expression and insignificant change of γ-globin gene 
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expression. Attempts to knockdown KLF2 resulted only in 40% reduction of KLF2 which 

appeared to be insufficient to show any effect on γ- or β- globin genes. Histone modification and 

polymerase recruitment studies showed that KLF1 is important to maintain normal signature of 

histone modifications and polymerase II recruitment onto β- globin gene.  

 

4.2 Cord blood derived CD34+ cells mimic newborn pattern of β- globin gene expression 

upon differentiation 

In vitro differentiation of hematopoietic stem cells has emerged as an instrumental tool 

for understanding hemoglobin regulation. CD34 is a hematopoietic stem cell marker (Orkin, 

2000). Since γ- globin is expressed at its highest amounts in the fetal liver and continue to 

express after birth, we sought to use cord blood to isolate CD34+ cells for in vitro expansion and 

differentiation. We acquired freshly collected cord blood units and isolated CD34+ cells using 

magnet separation techniques. The isolated cells were kept for one week in expansion media 

before they were allowed to differentiate to erythroid lineage by replacing the expansion media 

with differentiation media. During differentiation, we collected cells for RNA studies. RNA was 

isolated and the amounts of γ- and β- globin mRNA were measured. We found that both γ- and 

β- globin mRNAs increased with time as CD34+ become more erythroid (Figure  4.1). Epsilon 

globin mRNA was negligible at these cells and therefore it is not shown in (Figure  4.1). Starting 

from day six of differentiation cells show noticeable red color indicating that hemoglobin is 

being expressed in them. At day eight of differentiation, cells are very red and more than 90% 

positive for benzidine staining which stains hemoglobin. Data at later days of differentiation 

suggest that γ- and β- globin mRNAs continue to increase at E10 but decline at E12. The results 

show that the cord blood derived CD34+ cells are capable of recapitulating the status of newborn 
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hemoglobin if they were allowed to differentiate in vitro. Thus support the premise that cord 

blood CD34+ cells are a valid model to study human fetal hemoglobin regulation.  

 

Figure ‎4.1: Expression pattern of β- globin genes in cord blood derived CD34+ cells 

CD34+ cells were selected from fresh umbilical cord blood units, expanded for eight days then 

in-vitro differentiated for another eight days. Cells were collected every other day of 

differentiation for RNA extraction. (A) The amount of globin mRNAs were measured using 

qRT-PCR methods and expressed using the E
dCT

 method to allow for direct comparison of the  

mRNAs from all differentiation time points. Cyclophilin A was used as a normalization control.  

N=3, Error bars: S.D. CD34+ derived erythroid cels at day 8 of Differentiation are red (B) and 

stain positive for hemoglobin (C,  Benzidine staining).  
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4.3 KLF1 is expressed in higher amounts compared to KLF2 expression in in vitro 

differentiated CD34+ cells 

KLF1 is a major transcription factor in β- globin regulation (Nuez et al., 1995, Perkins et 

al., 1995, Basu et al., 2007). KLF2 is important factor for embryonic and fetal globin gene 

regulation in the mouse. We assumed that cord blood derived CD34+ cells will express 

increasing amounts of KLF1 and KLF2 as they differentiate to become erythroid cells. To 

examine this we measured the amounts of KLF1 and KLF2 at different time points across 

CD34+ differentiation. The results show that the mRNA amounts of KLF1 indeed increase with 

differentiation (Figure  4.2). KLF2 mRNA is detectable but does not show an increasing pattern 

of expression with differentiation (Figure  4.2). The results suggest that KLF1 is more erythroid 

specific than KLF2. The ratio of KLF1 to KLF2 at day eight of differentiation is about 10:1 

which is more similar to the ratio of KLF1 to KLF2 in definitive erythroid cells in the mouse 

(Alhashem et al., 2011).   
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Figure ‎4.2: Expression pattern of KLF1 and KLF2 in cord blood derived CD34+ cells 

CD34+ cells were selected from fresh umbilical cord blood units, expanded for eight days then 

in-vitro differentiated for another eight days. Cells were collected every other day of 

differentiation for RNA extraction. The amount of KLF1 and KLF2 mRNAs were measured 

using qRT-PCR methods and expressed using the E
dCT

 method to allow for direct comparison of 

different mRNAs from all differentiation time points. Cyclophilin A was used as a normalization 

control.  N=3, Error bars: S.D. 
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4.4 KLF1 is important for β- globin expression 

To investigate the importance of γ- globin regulation by KLF1, we attempted to 

knockdown KLF1 using a lentiviral system that carries a short hairpin RNA (shRNA) targeted 

against KLF1. An independent study showed that this shRNA was able to inhibit 85% of KLF1 

protein production (Bouilloux et al., 2008). Cord blood derived CD34+ cells were infected with 

particles containing either KLF1-shRNA or Scramble shRNA (Scr-shRNA). The infected cells 

should be GFP+ and they were sorted based on their ability to express GFP. Lentiviral infection 

with either KLF1 or scrambled shRNAs show approximately 70% GFP expressed cells. 

Positively infected cells were induced for differentiation for eight days. We were able to 

successfully knockdown KLF1 to more than 70% at day eight of differentiation compared to scr-

shRNA (Figure  4.3A). At that level of knockdown the ratio of γ- and β- globin is changed in 

favor of γ- globin. Setting the γ-: β- globin mRNA ratio of scr-shRNA samples to 1:1, KLF1 KD 

changed the ratio to about 3.5:1 as shown in (Figure  4.3B). The results suggest that KLF1 either 

suppresses γ-globin or activates β-globin. To differentiate between the two possibilities γ- and β- 

globin mRNA have been normalized to the amount of cyclophilin A mRNA, a house keeping 

gene. The results showed that the change of γ- to β- ratio was indeed because of decrease in β- 

globin rather than increase of γ- globin which suggests that KLF1 functions mainly by up-

regulating β- globin gene expression (Figure  4.3C). However, Data from other other studies 

performed on adult CD34+ cells show that KLF1 indirectly down-regulate γ- globin by up-

regulating BCLlla, a zinc finger repressing transcription factor, which in turn release the 

suppression of γ- globin expression (Zhou et al., 2010). To investigate whether BCL11a has a 

role in our system we measured the amount of BCL11a in KLF1 knockdown cells. The results 

show that BCL11a was severely decreased when KLF1 is knocked down (Figure  4.4A). 
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However this decrease does not result in an increase in γ- globin regulation, as is seen in the 

adult system. Moreover, we noticed that as KLF1 is reduced, KLF2 mRNA show a 

compensatory 4- fold increase compared to Scr-shRNA (Figure  4.4A). As KLF1 goes down and 

KLF2 goes up to compensate for the loss of KLF1, The ratio of KLF1 to KLF2 changes from 

10:1 in scr-shRNA to about 1:1.2 in KLF1-shRNA (Figure  4.4B). This compensation suggests 

that double knockdown of KLF1 and KLF2 may have a more dramatic effect on β- globin 

expression or reveal a hidden effect of KLF1 or KLF2 on γ- globin expression.  
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Figure ‎4.3: Effects of KLF1 Knockdown in CD34+ cells on the expression of γ- and β- 

globin genes 

CD34+ cells were selected, expanded, and differentiated as described earlier. After the end of 

expansion period, cells were treated with lentiviral particles carrying either scramble (Scr) or 

KLF1 specific shRNAs. Cells were collected for RNA studies at day 8 of differentiation  (A) The 

remaining amounts of KLF1 mRNA were measured using qRT-PCR and plotted after being 

normalized by Cyclophillin A mRNA (Cyc.A) and setting individual Scramble results as one. 

(B) The amounts of γ- and β- globin mRNAs were quantified and plotted as individual globin 

mRNA over the total globin mRNA (β- + γ). (C) The amounts of γ- and β- globin mRNAs were 

quantified and plotted as individual globin mRNA over Cyc.A. N=7, error bars= S.D, * = p-

value <0.05 compared to the scr-shRNA. 
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Figure ‎4.4: Effect of KLF1 Knockdown in CD34+ cells on the expression of  BCL11a and 

KLF2 genes 

CD34+ cells were selected, expanded, and differentiated as described earlier. Just at the end of 

expansion period cells were treated with lentiviral particles carrying either scramble (Scr) or 

KLF1 specific shRNAs. Cells were collected for RNA studies at day 8 of differentiation (A) The 

amounts of KLF2 and BCL11a mRNA were measured using qRT-PCR and plotted after being 

normalized by Cyclophillin A mRNA (Cyc.A) and setting individual Scramble results as one. 

(B) The relative amounts of KLF1 and KLF2 in the scr-shRNA or KLF1-shRNA treated cells 

were established and plotted after normalizing over Cyc.A and setting KLF1 mRNA in scr-

shRNA treated cells as one and adjusting the other values accordingly. . N=3, error bars= S.D, * 

= p-value <0.05 compared to the scr-shRNA.  
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4.5  40% knockdown of KLF2 does not affect regulation of the γ- or β- globin genes 

We have shown earlier that KLF2 regulates γ- globin expression in a transgenic mouse 

model(Alhashem et al., 2011).  Here we attempted to knockdown KLF2 in CD34+ cells and 

observe the effect of that on γ- and β- globin gene expression. Two short hairpin (shRNA) 

constructs were delivered independently into CD34+ cells using a lentiviral system. One of the  

shRNAs, KLF2-shRNA(a), was adopted from a previously published paper showed 80% 

knockdown of KLF2 in endothelial cells (Dekker et al., 2005).  The other, KLF2-shRNA(b), was 

based on the sequence of siRNA used previously to transiently knockdown KLF2 in K562 cells 

(Pang et al., 2012). Cord blood derived CD34+ cells were infected with particles containing 

KLF2-shRNA(a), KLF2-shRNA (b), or Scr-shRNA. The infected cells should GFP+ and they 

were sorted based on their ability to express GFP. Lentiviral infection with any of the shRNAs 

give approximately 70% GFP+ cells. Positively infected cells were induced for erythroid 

differentiation for eight days. At day eight of differentiation, RNA was isolated to measure KLF2 

and other expressed genes. Unfortunately, only 40% knockdown of KLF2 was achieved using 

either of the two shRNAs, compared to Scr-shRNA. The poor knockdown could be explained by 

the low level of KLF2 mRNA in these cells initially and probably the nature of KLF2 as a GC 

rich mRNA which could make it more difficult for shRNA to access their target sequence on 

KLF2 mRNA. With 40% KLF2 knockdown no evidence of any change in ratio of γ- to β- globin 

mRNA (Figure  4.5B). There was also no significant change in the γ- or β- globin gene 

expression when normalized to cyclophilin A although data taken from KLF2-shRNA(b) suggest 

that reduction in KLF2 may reduce both γ- and β- globin mRNAs (Figure  4.5D). BCL11a and 

KLF1 mRNAs were not significantly changed by 40% KD of KLF2 (Figure  4.5C). All together, 

KLF2 is expressed at low levels of mRNA compared to KLF1 which could mask minor but 
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probably significant role of KLF2. KLF2 also failed to be knocked down optimally in the cord 

blood CD34+ cells using the available shRNAs.  

 

 

Figure ‎4.5: Effects of KLF2 Knockdown in CD34+ cells on the expression of γ- and β- 

globin genes 
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CD34+ cells were selected, expanded, and differentiated as described earlier. After the expansion 

period, cells were treated with lentiviral particles carrying either scramble (Scr) or KLF2 specific 

shRNAs. Two different KLF2 sequences were used. Cells were collect for RNA studies at day 8 

of differentiation (A) The remaining amounts of KLF2 mRNA were measured using qRT-PCR 

and plotted after being normalized by Cyclophillin A mRNA (Cyc.A) and setting individual 

Scramble results as one. (B) The amounts of γ- and β- globin mRNAs were quantified and 

plotted as individual globin mRNA over the total globin mRNA (β- + γ). (C) The amounts of 

KLF1 (K1) and BCL11a (BC) mRNA were measured using qRT-PCR and plotted after being 

normalized by Cyclophillin A mRNA (Cyc.A) and setting individual Scramble results as one. 

(D) The amounts of γ- and β- globin mRNAs were quantified and plotted as individual globin 

mRNA over Cyc.A. N=2 for KLF2-shRNA (a) and N=3 for KLF2-shRNA (b), error bars= S.D, 

* = p-value <0.05 compared to the scr-shRNA.  
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4.6 Erythroid maturation 

We have shown that KLF1 is critical for β- globin gene expression. To address that the 

decrease of β- globin mRNA is not due to a delay in erythroid maturation, slides of scr- or 

KLF1-shRNA treated erythroid cells were prepared at day eight and twelve of differentiation. 

Slides submitted anonymously to a hematologist for hematological evaluation (Dr. David 

Williams, Pathology, VCU-MCV). Erythroid cells change from basophilic to polychromatic to 

orthochromatic upon differentiation (Zhang et al., 2003, Fraser et al., 2007). Basophilic erythroid 

cells have blue cytoplasm and large uncondensed nuclei. Orthochromatic erythroid cells have 

pink shade of cytoplasm and more condensed nuclei and they are smaller in size. Polychromatic 

erythroid cells fall in between the two categories (Figure  4.6B). At day eight of differentiation 

erythroid cells are mostly polychromatic erythrocytes (about 60%) (Figure  4.6A). Basophilic and 

Orthrochromatic erythrocytes account for the remaining part of erythroid cells (about 25%, 15% 

respectively). At day eight of differentiation (the same day at which the mRNA analyses were 

done) the status of erythroid maturation in cells treated with KLF1-shRNA is almost identical to 

the status of erythroid cells treated with scr-shRNA (Figure  4.6A). The results confirm that the 

effect of KLF1 on β- globin mRNA is direct and not due to changes is cell differentiation. 

Another report obtained from experiments performed on bone marrow derived CD34+ show that 

erythroid maturation was not affected by KLF1 knockdown (Zhou et al., 2010). At day 12 of 

differentiation, erythroid cells are more heterogeneous between samples compared to day eight 

(compare error bars of Figure  4.6A at day 8 vs 12). With the greater heterogeneity, it seems that 

KLF1 knockdown causes delay of erythroid maturation. Orthochromatic erythrocytes look more 

abundant, but not significantly different, in the KLF1-shRNA treated cells when compared to 

Scr-shRNA (Figure  4.6A).  
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Figure ‎4.6: Effect of KLF1 knockdown on erythroid maturation 

CD34+ cells were selected and expanded as described earlier. Just at the end of expansion period 

cells were treated with lentiviral particles carrying either scramble (Scr) or KLF1 specific 

shRNAs. (A) At day 8 or 12 of differentiation, cytospin slides prepared and level of erythroid 

maturation was scored. 100 cells from each slide were scored based on their morphology and 

called as basophilic, polychromatic or orthochromatic erythroid cells. N= 5, error bars = S.E.M. 

Student’s T-test was done but there was no significant differences in number of cells at each 

category when compared to its relevant control. (B) Representation of the different categories of 

erythroid cells at day eight of differentiation. 
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4.7  Generation and characterization of the custom KLF2 antibody 

ChIP grade KLF2 antibodies were not available commercially. ChIP assays for KLF2 has been 

reported using mouse ES and a custom made antibody targeted against mouse KLF2 (Jiang et al., 

2008). We received a sample of the antibody and the construct that was used to generate the 

antibody. The amount of anti-KLF2 antibody was enough to ChIP KLF2 in primitive mouse 

erythroid cells (Alhashem et al., 2011, Pang et al., 2012). Therefore, we sought to generate more 

of the antibody to use in CD34+ cells. The cDNA encoding the amino acids 90-255 of the mouse 

KLF2 was cloned into the pET42b plasmid. The plasmid encodes a protein fused to GST and 6-

His Tags at the C-terminus. The plasmid was then transferred into BL21 bacteria and induced for 

protein expression by adding IPTG. The soluble lysate of bacterial protein was proceeded to run 

on a GST column and then a nickel column for purification (using molecular bilogy core facility, 

VCU). Four different preparations of the purified protein (two were gel extracted 43.6 kD bands 

and two were whole purified protein) were sent to a custom antibody production facility 

(Cocalico Biologicals, Inc, Reamstown, PA) to immunize rabbits. Pre-immune serum was saved 

from each rabbit used for the antibody production. Test antisera were collected after 35 and 56 

days of immunization. Immunized rabbits were given booster doses of the antigen (mouse GST-

His-KLF2
90-255

 protein) after 14, 20, and 49 days of first immunization. Production serum was 

collected 98 days after the first immunization and used to check the binding of KLF2 onto 

known binding sites (i.e Nanog Promoter and enhancer, Fbxo15 promoter).  ChIP assays show 

that preparation (B) of the KLF2 antibody gives the highest fold enrichment at the tested sites 

compared to pre-immune serum (Figure  4.7A). Lysate from IPTG induced GST-His-KLF2
90-255

 

bacteria shows that prep (A) was specific to the induced protein (Figure  4.7B). Lysates from 

K562 transfected with an over-expression construct for KLF2 were used to test whether the 
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antibody preparations can detect KLF2. Western blotting shows that Anti KLF2 (D) has the most 

specific KLF2 detection (Figure  4.7C). The results suggest that Anti-KLF2 (B) is good for ChIP 

and anti-KLF2 (D) is good for Western blotting. 
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Figure ‎4.7: Characterization of custom KLF2 antibodies 

Four preparations of KLF2 antibody obtained by immunizing rabbits with purified GST-His-

KLF2
90-255

 proteins (Anti-KLF2 (A-D). (A) Chromatin from mESCs was precipitated with pre-

immune serum or one of the four antibody preps. Precipitated chromatin was purified and 

quantified using qPCR with primers specific to Nanog enhancer, Nanog promoter, Fbxo15 

promoter or Necdin promoter. N= 2, error bars = S.E.M. (B) and (C) represents western blot to 

test each one of the KLF2 preps on IPTG induced bacteria that express GST-His-KLF2
90-255

 

protein (B) or K562 with KLF2 overexpression construct (C). 
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4.8 KLF1 and KLF2 occupy distinct sites in the β- globin locus 

KLF1 regulates the expression of human and mouse β- globin genes in transgenic mice 

and in human cells (Nuez et al., 1995, Perkins et al., 1995, Basu et al., 2007, Alhashem et al., 

2011). KLF2 regulates the expression of epsilon and γ- globin genes in the mouse system (Basu 

et al., 2005, Alhashem et al., 2011). Next, we asked whether KLF1 and KLF2 bind the promoters 

of β- globin genes, suggesting the regulation is direct. We carried out chromatin 

immunoprecipitation assays on CD34+ cells derived from cord blood and differentiated to 

erythroid cells for eight days. The results showed that KLF1 binds directly to the β-globin locus 

control regions 5’HS-3 and 5’HS-2 in addition to the γ- and β- globin promoters (Figure  4.8A). 

The binding of KLF1 is apparently more prominent on the promoter of the β-globin than the γ- 

globin gene, which correlates with the role of KLF1 on β- globin gene expression. For KLF2 

ChIP custom KLF2 antisera was generated as described above. ChIP assays also showed that 

KLF2 binds to the promoter of γ- globin gene and 5’HS-3 (Figure  4.8B). Binding of KLF2 to the 

γ- promoter strongly suggests that KLF2 has more important roles in γ- regulation than KLF1. 

There was no evidence of KLF2 binding to the promoter of β- globin genes or to the 5’HS-2.  
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Figure ‎4.8: Binding of KLF1 or KLF2 to the β- globin locus 

CD34+ cells were selected, expanded, and differentiated as described earlier. At day 8 of 

differentiation, cells prepared for ChIP assays. Chromatin from cells was incubated with either 

KLF1 (A) or KLF2 antibodies. Nonspecific antibodies were used as negative control. 

Precipitated chromatin was subjected to qPCR to quantify the amount of DNA precipitated by 

KLF1 (A) or KLF2 (B) at the different sites shown. N= 2, error bars = S.E.M, * = p-value <0.05 

compared to nonspecific antibodies.  
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4.9 Histone modifications and RNA polymerase II recruitment are altered in the absence 

of KLF1. 

Our data shows that histone modifications indicating open chromatin and active 

transcription are attenuated at the β- globin locus in the absence of KLF1 in transgenic mice 

(Alhashem et al., 2011). Here we sought to examine the status of chromatin when KLF1 is 

knocked down in erythroid differentiated cord blood derived CD34+ cells. We chose two histone 

marks, H3K4me3H3K9Ac, which indicate open chromatin and active transcription, respectively 

(Kiefer et al., 2008, Hosey et al., 2010). We also chose to test the abundance of RNA polymerase 

II (Pol II) and its active form which indicates active elongation of RNA transcripts, Pol II 

phospho-serine 2 (Pol II S2P) as a measure of transcription and chromatin status (Bottardi et al., 

2006). Since Histone modifications and RNA Pol II recruitment could be different in the 

promoter and downstream sequences, we tested both sites at the γ- and β-globin genes. 

ChIP for H3K4me3 at day eight of CD34+ differentiation showed that: (1) H3K4me3 

marks were enriched on all sites tested in both scr-shRNA and KLF1-shRNA samples when 

compared to the enrichment of non-specific IgG (Figure  4.9A); (2) enrichment is greater at 

genes, including β- Actin, when compared to the enrichment at the LCR, assuming primer 

efficiencies are similar at all sites (Figure  4.9A); (3) H3K4me3 marks are reduced in KLF1-

shRNA samples at the β- globin but not other globin genes when compared to scr-shRNA 

(Figure  4.11).  

ChIP for H3K9Ac at day eight of CD34+ differentiation showed that: (1) H3K9Ac marks 

were enriched on all sites tested except β- Actin in both scr-shRNA and KLF1-shRNA samples 

when compared to the enrichment of non-specific IgG (Figure  4.9B); (2) similar to H3K4me3, 

more H3K9Ac was observed at the γ- and β- globin genes compared to the LCR (Figure  4.9B) ; 
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(3) H3K9Ac marks are reduced at the γ-globin promoter but not at the downstream gene 

sequence while reduced at  both the β- globin promoter and downstream gene when KLF1 is 

knocked down (Figure  4.11).  

Pol II ChIP assays indicate that the RNA polymerase recruitment at the β- globin gene is 

reduced in the KLF1-shRNA samples indicating that KLF1 is important in recruiting Pol II to the 

β- globin gene (Figure  4.10A, Figure  4.11). Recruitment of Pol II is not decreased at the γ- 

globin gene which correlates with no regulation of γ- by KLF1 at the mRNA level 

(Figure  4.10A, Figure  4.11). The antibody that detects only the phosphorylated form of RNA pol 

II show similar pattern of recruitment as the total Pol II indicating that KLF1 effect is on the 

recruitment of Pol II rather than activation of or elongation by Pol II (Figure  4.10B, Figure  4.11).  



www.manaraa.com

97 

 

 

 

 

Figure ‎4.9: Effect of KLF1 Knockdown on histone modifications 

CD34+ cells were selected, expanded, and differentiated as described earlier. At day 8 of 

differentiation, cells prepared for ChIP assays. Chromatin from cells was incubated with either 

H3K4me3 (A) or H3K9Ac antibodies. Nonspecific antibodies were used as negative control. 

Precipitated chromatin was subjected to qPCR to quantify the amount of DNA precipitated by 

H3K4me3 (A) or H3K9Ac (B) at the different sites shown.  

N= 4, error bars = S.E.M. * = p-value <0.05 comapred to Scr-shRNA 
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Figure ‎4.10: Effect of KLF1 Knockdown on RNA polymerase II recruitment 

CD34+ cells were selected, expanded, and differentiated as described earlier. At day 8 of 

differentiation, cells prepared for ChIP assays. Chromatin from cells was incubated with either 

total Pol II (A) or activated pol II (Pol II Ser2P) antibodies. Nonspecific antibodies were used as 

negative control. Precipitated chromatin was subjected to qPCR to quantify the amount of DNA 

precipitated by H3K4me3 (A) or H3K9Ac (B) at the different sites shown.  

N= 4, error bars = S.E.M. * = p-value <0.05 comapred to Scr-shRNA   
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Figure ‎4.11: Effect of KLF1 Knockdown on histone modification and RNA polymerase II 

recruitment 

Results from Figures 5.7 and 5.8 were compiled together after setting individual signal from Scr-

shRNA treated cells as one and adjusting the signal from KLF1-shRNA treated cells 

appropriately. N= 4, error bars = S.E.M. * = p-value <0.05 comapred to Scr-shRNA 
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humans, γ- counts for about 50% of the expressed β- globin genes (Weatherall, 2001, Zhang et 

al., 2002). Therefore, cord blood cells, which are rich in hematopoietic stem cells and are 

commercially available for research, are a useful model for γ- globin regulation. Our data 

obtained from ex vivo differentiated cord blood hematopoietic stem cells showed that γ- and β- 

globin genes are expressed in equal amounts making them similar to newborn humans. Recent 

study on peripheral blood CD34+ cells showed that γ- and β- globin switch as cells differentiate 

in culture (Li et al., 2012). Differences in culture conditions and source of CD34+ cells may 

account for the different results in γ- and β- globin mRNA in our experiment vs Li et.al. We also 

showed that high expression of KLF1 is concomitant with high expression of both γ- and β- 

globin mRNAs. This is the first hint that KLF1 may not repress γ- globin expression as 

suggested by other reports (Borg et al., 2010, Zhou et al., 2010). KLF2 mRNA is detectable in 

cord blood derived erythroid cells although not as high as KLF1. Since, Cord blood is derived 

from the fetal liver, we expect to see more KLF1 comapred to KLF2 as was seen in the mouse 

(Alhashem et al., 2011).  

There were no previous reports on the role of KLF1 and KLF2 in cord blood derived 

erythroid cells. Knockdown of KLF1 and KLF2 in the ex vivo differentiated cord blood CD34+ 

cells was attempted to investigate the roles of these two transcription factors on γ- and β- globin 

gene expression. Knockdown of KLF1 clearly confirmed the well-known role of KLF1 on adult 

β- globin regulation in the mouse and human (Perkins et al., 1995, Zhou et al., 2010).However, 

regulation of γ- globin by KLF1 is not clear. We showed, like others, that the ratio of Γ- over γ- 

and β- (G/G+B) is increased when KLF1 is knocked down (Borg et al., 2010, Zhou et al., 2010). 

The caveat of this calculation is it does not differentiate between the increase in γ- or decrease in 

β. In our case, we normalized the expression of γ- over cyclophilin A. We showedthat γ- is not 
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up-regulated by KLF1 knockdown. Reports have shown that an increase in γ- used a 

normalization control that was reported as a target of KLF1 (e.g β- or α- globins). BCL11a is a 

repressor that is thought to mediate KLF1 repression of γ- globin (i.e KLF1 up regulates 

BCL11a, then BCL11a down-regulates γ- globin) (Borg et al., 2010, Sankaran et al., 2010, Zhou 

et al., 2010). As KLF1 does not regulate γ- in cord blood CD34+ derived erythroid cells, we 

asked whether KLF1 regulates BCL11a. Our data showed that KLF1 does regulate the 

expression of BCL11a as shown by severe reduction of BCL11a mRNA when KLF1 is knocked 

down. Our data suggest that in addition to BCL11a, there must be other factors that are more 

important repressors of γ- globin in the cord blood erythroid cells. These repressors presumably 

are not regulated by KLF1. Resent reports based on ChIP sequencing and RNA sequencing show 

that KLF1 is involved in all functions important for erythropoiesis. This make it difficult to 

identify thesetargets (Tallack and Perkins, 2010, Tallack et al., 2010, Pilon et al., 2011, Tallack 

et al., 2012). Knockdown of KLF2 in cord blood derived erythroid cells was not successful. We 

obtained a 40% reduction in KLF2 which is not enough to show any significant change in γ- or 

β- globin expression. Thus, regulation of γ- globin by KLF2 as inferred from mouse studies 

cannot be ruled out. Since KLF2 knockdown seems to be difficult, one could approach the role 

of γ- globin regulation in primary erythroid cells by KLF2 over-expression followed by 

measurements of β- globin genes.  

KLF1 regulates the expression of β- globin gene in cord blood erythroid cellsand 

regulation of γ- globin by KLF2 cannot be ruled out. Therefore, we asked whether KLF1 and 

KLF2 bind directly to the promoters of β- globin genes and the LCR. Commercially available 

ChIP grade anti-KLF1 and our generated anti-KLF2 antibodies were used in ChIP assays to 

answer the question. KLF1.was found to bind to the β- globin promoter and to the LCR. KLF1 
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binding to the γ- globin promoter was observed to a lesser extent. The binding of KLF2 to the γ- 

globin promoter in the human cord blood primary erythroid cells is similar to its binding in 

mouse primitive erythroid cells and both suggests that KLF2 is γ- specific. The CACCC element, 

KLF binding site, in γ-globin promoter is not identical to the one in β-globin promoter and the 

differential binding of KLF1 and KLF2 to γ- and β- suggest that KLF2 prefer the γ-globin 

CACCC element or KLF1 does not compete with KLF2 on the γ-globin promoter. 

We have shown that KLF1 alters the epigenetics signature of the β- globin locus in 

mouse primitive erythroid cells by decreasing the histone acetylation and tri-methylation of 

specific amino acids in the histone tails that correlate with open chromatin and active 

transcription (Alhashem et al., 2011). Here we also show that KLF1 has the same capability of 

decreasing these histone marks,H3K9Ac and H3K4me3, only at the β- globin gene. These 

finding are supported by other reports the KLF1 can bind to some histone modifying enzymes 

such as CBP, p300, and PCAF (Zhang and Bieker, 1998, SenBanerjee et al., 2004, Kim et al., 

2009). Moreover, our data show that recruitment of RNA Pol II and its active form, Pol II S2P, 

to the β- globin gene correlates with the activation of β- globin gene by KLF1. The alteration of 

recruitment and activation of Pol II at the β- globin gene in KLF1 knockdown cells suggest that 

KLF1 is important in assembling the transcription pre-initiation complex (PIC) at the β- globin 

gene rather than only affecting the transcription of β- globin gene.  The pre-initiation complex 

contains other subunits beside RNA polymerase such as transcription factor IIB (TFIIB) (Ross et 

al., 2009). The notion that KLF1 binds to the LCR more than to the promoters correlates with 

others’ findings that PIC is assembled onto the LCR then transferred by means of looping to the 

bet globin promoters (Johnson et al., 2001, Ross et al., 2009). We did not find any change in the 

recruitment of RNA Pol II and RNA Pol II S2P between the promoter and the downstream 
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region which indicate that total polymerase is decreased from to begin with when KLF1 is 

knocked down. This is in contradiction with the role of KLF1 in the mouse fetal liver cells, in 

which KLF1 knockout lead to a reduction in the activated Pol II but not in the total Pol II (Ross 

et al., 2009). This indicate that the mouse KLF1 is required for transcription elongation rather 

than transcription initiation, while in human cells KLF1 is required for transcription intiation as 

depicted by reduction in total RNA Pol II.  
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5 CHAPTER FIVE:  

Discussion and Future Directions 

 

5.1 Discussion 

Erythropoiesis is a complicated process that takes place in different tissues at different 

developmental stages. Blood islands in the yolk sac are considered the initial site of 

hematopoiesis. From these blood islands, the first blood vessels arise and blood circulates by 

means of forces originating from the beating of the heart in the embryo. In mice, erythropoiesis 

starts at day E7.5 and blood begins to circulate at E8.25 (Huber et al., 2004, Palis, 2008).  

Primitive erythropoiesis occurs first in the yolk sac and starts by producing large nucleated 

erythroblasts which undergo maturational process while circulating in the blood stream to end up 

with small enucleated mature erythrocytes. Definitive erythropoiesis occurs later in the fetal 

liver, then the spleen and finally in the bone marrow. 

Transcription factors are being extensively studied to elucidate their roles in 

erythropoiesis and in genetic disorders. Krüppel like factors (KLFs) are a family of 17 proteins 

whose main function is gene regulation by binding to DNA elements in the promoters of various 

genes. KLF transcription factors recognize the CACCC-elements and act as activators or 

repressors of the promoters of genes to which they bind. Among the 17 family members, KLF1, 

and KLF2 share high homology. KLF1 is the founding member of the family and is erythroid-

specific protein. KLF2 is expressed in erythroid, endothelial, and many other cells. 

KLF1 and KLF2 have a high degree of homology in their zinc finger domains and can 

partially compensate for each other in embryonic erythroid cells, probably because they regulate 
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common target genes (Basu et al., 2007). Functional overlap between family members of 

transcription factors is common. GATA1 and GATA2, for example, can compensate, fully or 

partially, for each other during erythropoiesis (Takahashi et al., 2000, Fujiwara et al., 2004). 

Primitive erythroid cells are present in GATA1 knockout (KO) embryos. GATA2 KO embryos 

show a modest reduction in the number of primitive erythroid precursors. However when both 

GATA1 and GATA2 are ablated, no primitive erythroid cells are detected (Fujiwara et al., 2004). 

When expressed under the control of the GATA1 hematopoietic regulatory domain, GATA2 can 

rescue the GATA1 KO phenotype (Hosoya-Ohmura et al., 2006). Moreover, cross-regulation can 

occur between transcription factor family members. KLF2, for example, positively regulates 

KLF1 in primitive erythroid cells (Basu et al., 2007). KLF8 is upregulated by KLF1 and 

downregulated by KLF3 (Eaton et al., 2008). KLF1 also can activate KLF3 by directly binding 

to its promoter (Funnell et al., 2007). GATA1 negatively regulates GATA2 in definitive 

erythroid cells and megakaryocytes (Weiss et al., 1994, Grass et al., 2003, Muntean and 

Crispino, 2005). Proteins related to Pax and Hox transcription factor families have functional 

overlap during vertebral column and limb development (Peters et al., 1999, Boulet and Capecchi, 

2004, Basu et al., 2007).  Pax1 and Pax9 are important transcription factors for vertebral 

development. Whereas a deficiency in Pax9 could be fully compensated by Pax1, Pax9 can 

compensate only partially for the Pax1deficiency. Mutating Pax1 and Pax9 simultaneously 

results in the absence of vertebral bodies and the intervertebral discs (Peters et al., 1999). 

Our work in the mouse and human erythroid cells shed some light to the similarities and 

differences between the two models. We have shown that the cord blood CD34+ derived 

erythroid cells are similar to the fetal liver cells when comparing the expression pattern of KLF1 

and KLF2. However they are different when comparing γ- and β- globin gene expressions. KLF1 
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and KLF2 in the mouse fetal liver and the human cord blood erythroid cells have a ratio of 10:1. 

However the expression of γ- globin is observed mainly in the yolk sac then quickly declined in 

the fetal liver cells of transgenic mice.  

Although KLF2 expression is less than KLF1 in the human cord blood erythroid cells, the 

ChIP results show that KLF2 binding to the γ- promoter is greater than the binding of KLF1. In 

mouse primitive erythroid cells where KLF1 and KLF2 are expressed equally and γ- globin is 

expressed in the yolk sac, KLF1 binding to the γ-globin promoter is greater than KLF2 binding. 

These results suggest that the human KLF1 and KLF2 may behave differently compared to the 

mouse KLF1 and KLF2 due to possible differences in their trans-activation domains. We know 

that KLF1 and KLF2 have >90% similarity in the zinc finger domains between mouse and 

human but outside the zinc finger domains they are less similar.  

The roles of KLF1 on histone modifications are also different between mice and human. 

While almost all tested sites in the mouse and the human β- loci in transgenic mice have 

decreased H3K4me3 and H3K9Ac, only histone marks at the adult β- globin gene are decreased. 

This suggests that the human β- locus in primitive erythroid cells may have different chromatin 

structure than in the definitive erythroid cells.  

Our results support the notion that KLF1 is important in hemoglobin switching although 

argue against the combined role of KLF1 and BCL11a in γ-globin regulation. In our system, cord 

blood CD34+ cells, we show that BCL11a Knockdown as a result of KLF1 knockdown does not 

play important role in γ-globin reactivation. This insignificant role could be due to the limited 

starting amount of BCL11a in the cord blood ex vivo differentiated erythroid cells. In addition, 

our results suggest that the ratio of KLF1 to KLF2 could be an important factor that drives 



www.manaraa.com

107 

 

 

 

hemoglobin switching in erythroid cells. In mouse primitive cells, the ratio of KLF1 and KLF2 is 

near to one and at that level the expression of γ-globin is favored over β-globin. More 

experiments need to be performed to investigate KLF1 and KLF2 expression at different ratios to 

prove that the KLF1:KLF2 ration is in fact a hemoglobin switching factor.  

Because KLF1 is important for many aspects in erythropoiesis other than β-globin 

regulation, targeting it might not be the best therapeutic strategy to reverse hemoglobin 

switching. KLF2 is a similar transcription factor that seems to preferentially regulate γ-globin 

expression and is not required for as many genes in erythroid cells as KLF1. Therefore targeting 

KLF2 as a therapy for sickle cell disease and β-thalassemia could be less risky than targeting 

KLF1.  

 

5.2 Future Directions 

This work focuses on the roles of KLF1 and KLF2 in β- globin regulation during adult 

and fetal erythropoiesis. To expand this work, the role of KLF1 and KLF2 could be studies in the 

context erythropoiesis in general. Our lab has generated genome wide expression profiles of 

primitive mouse erythroid cells in KLF1-/-, KLF2-/-, and double knockouts KLF1-/-KLF2-/- 

(Redmond et al., 2008, Redmond et al., 2011, Pang et al., 2012). Harnessing the power of these 

profiles to discover part of the erythropoiesis network that is governed by KLF1 or KLF2, or 

both in human erythroid cells from cord blood is of great value.  

We have successfully knocked down KLF1 in cord blood derived erythroid cells. KLF2 

knockdown was not enough to confirm its role as hypothesized, but using different shRNA 
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constructs could enhance the knockdown efficiency. However, if for any reason, KLF2 

knockdown cannot be achieved, KLF2 overexpression could be a complimentary approach.  

Our results suggest that KLF1 knockdown results in compensatory increase in KLF2 and 

KLF2 binds to γ- globin promoter suggesting that a positive regulation of γ- globin by KLF2 

may be hidden by KLF1. Therefore, double knockdown of KLF1 and KLF2 may reveal a 

synergistic effect of KLF1 and KLF2 as seen in the mouse embryonic globin genes (Basu et al., 

2007). Lentiviral transduction of CD34+ cells using two different shRNAs requires two different 

selection markers to be sure that transduced cells picked up both shRNAs. Our lentiviral system 

uses GFP as a selection marker for cell sorting. Red Fluorescent Protein can easily replace the 

GFP gene in our plasmid making it useful and easy to use in double knockdown studies. 

As we let cord blood CD34+ cells to differentiate to erythroid cells ex vivo, we noticed 

that the percentage of non-erythroid cells in each sample varies. However, our result showed that 

KLF1 does not play a role in erythroid differentiation in our system. Therefore, selecting only 

the erythroid population of differentiated CD34+ cells based on their CD71 (transferrin receptor) 

for RNA studies could enhance the experiment specificity. Nonetheless, KLF1 roles was 

described as a major player in all aspects of mouse definitive erythropoiesis, including 

differentiation and proliferation(Tallack and Perkins, 2010, Tallack et al., 2010, Pilon et al., 

2011, Tallack et al., 2012). Therefore, studying the erythroid maturation and proliferation using 

colony forming assays and flowcytometry is worthy. 

Finally, our work confirms the important role of KLF1 in primitive and fetal 

erythropoiesis. In addition it establishes KLF2 as a positive regulator of γ-globin gene expression 
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in transgenic mice and highly suggests that human KLF2 has a similar role in the fetal human 

erythroid cells. 

 



www.manaraa.com

110 

 

 

 

 

 

 

 

 

 

 

 

 

REFERENCES CITED 

  



www.manaraa.com

111 

 

 

 

References  

Alhashem YN, Vinjamur DS, Basu M, Klingmuller U, Gaensler KM, Lloyd JA. 2011. 

Transcription factors KLF1 and KLF2 positively regulate embryonic and fetal beta-globin genes 

through direct promoter binding. J Biol Chem 286:24819-24827.  

Anderson KP, Kern CB, Crable SC, Lingrel JB. 1995. Isolation of a gene encoding a functional 

zinc finger protein homologous to erythroid kruppel-like factor: Identification of a new 

multigene family. Mol Cell Biol 15:5957-5965.  

Andrews NC. 1998. The NF-E2 transcription factor. Int J Biochem Cell Biol 30:429-432.  

Arnaud L, Saison C, Helias V, Lucien N, Steschenko D, Giarratana MC, Prehu C, Foliguet B, 

Montout L, de Brevern AG, Francina A, Ripoche P, Fenneteau O, Da Costa L, Peyrard T, 

Coghlan G, Illum N, Birgens H, Tamary H, Iolascon A, Delaunay J, Tchernia G, Cartron JP. 

2010. A dominant mutation in the gene encoding the erythroid transcription factor KLF1 causes 

a congenital dyserythropoietic anemia. Am J Hum Genet 87:721-727.  

Asano H, Li XS, Stamatoyannopoulos G. 1999. FKLF, a novel kruppel-like factor that activates 

human embryonic and fetal beta-like globin genes. Mol Cell Biol 19:3571-3579.  

Bai A, Hu H, Yeung M, Chen J. 2007. Kruppel-like factor 2 controls T cell trafficking by 

activating L-selectin (CD62L) and sphingosine-1-phosphate receptor 1 transcription. J Immunol 

178:7632-7639.  

Bank A, Mears JG, Ramirez F. 1980. Disorders of human hemoglobin. Science 207:486-493.  

Baron MH, Fraser ST. 2005. The specification of early hematopoiesis in the mammal. Curr Opin 

Hematol 12:217-221.  

Baron MH, Isern J, Fraser ST. 2012. The embryonic origins of erythropoiesis in mammals. 

Blood 119:4828-4837.  

Basran RK, Reiss UM, Luo HY, Ware RE, Chui DH. 2008. Beta-thalassemia intermedia due to 

compound heterozygosity for two beta-globin gene promoter mutations, including a novel TATA 

box deletion. Pediatr Blood Cancer 50:363-366.  

Basu P, Lung TK, Lemsaddek W, Sargent TG, Williams DC,Jr, Basu M, Redmond LC, Lingrel 

JB, Haar JL, Lloyd JA. 2007. EKLF and KLF2 have compensatory roles in embryonic beta-

globin gene expression and primitive erythropoiesis. Blood 110:3417-3425.  

Basu P, Morris PE, Haar JL, Wani MA, Lingrel JB, Gaensler KM, Lloyd JA. 2005. KLF2 is 

essential for primitive erythropoiesis and regulates the human and murine embryonic beta-like 

globin genes in vivo. Blood 106:2566-2571.  



www.manaraa.com

112 

 

 

 

Basu P, Sargent TG, Redmond LC, Aisenberg JC, Kransdorf EP, Wang SZ, Ginder GD, Lloyd 

JA. 2004. Evolutionary conservation of KLF transcription factors and functional conservation of 

human gamma-globin gene regulation in chicken. Genomics 84:311-319.  

Bhanu NV, Trice TA, Lee YT, Gantt NM, Oneal P, Schwartz JD, Noel P, Miller JL. 2005. A 

sustained and pancellular reversal of gamma-globin gene silencing in adult human erythroid 

precursor cells. Blood 105:387-393.  

Bieker JJ. 2001. Kruppel-like factors: Three fingers in many pies. J Biol Chem 276:34355-

34358.  

Borg J, Papadopoulos P, Georgitsi M, Gutierrez L, Grech G, Fanis P, Phylactides M, Verkerk 

AJ, van der Spek PJ, Scerri CA, Cassar W, Galdies R, van Ijcken W, Ozgur Z, Gillemans N, Hou 

J, Bugeja M, Grosveld FG, von Lindern M, Felice AE, Patrinos GP, Philipsen S. 2010. 

Haploinsufficiency for the erythroid transcription factor KLF1 causes hereditary persistence of 

fetal hemoglobin. Nat Genet:801-805.  

Bottardi S, Ross J, Pierre-Charles N, Blank V, Milot E. 2006. Lineage-specific activators affect 

beta-globin locus chromatin in multipotent hematopoietic progenitors. EMBO J 25:3586-3595.  

Bouilloux F, Juban G, Cohet N, Buet D, Guyot B, Vainchenker W, Louache F, Morle F. 2008. 

EKLF restricts megakaryocytic differentiation at the benefit of erythrocytic differentiation. 

Blood 112:576-584.  

Boulet AM, Capecchi MR. 2004. Multiple roles of Hoxa11 and Hoxd11 in the formation of the 

mammalian forelimb zeugopod. Development 131:299-309.  

Brotherton TW, Chui DH, Gauldie J, Patterson M. 1979. Hemoglobin ontogeny during normal 

mouse fetal development. Proc Natl Acad Sci U S A 76:2853-2857.  

Buckley AF, Kuo CT, Leiden JM. 2001. Transcription factor LKLF is sufficient to program T 

cell quiescence via a c-myc--dependent pathway. Nat Immunol 2:698-704.  

Bulger M, Sawado T, Schubeler D, Groudine M. 2002. ChIPs of the beta-globin locus: 

Unraveling gene regulation within an active domain. Curr Opin Genet Dev 12:170-177.  

Cantor AB, Orkin SH. 2002. Transcriptional regulation of erythropoiesis: An affair involving 

multiple partners. Oncogene 21:3368-3376.  

Cao A, Moi P. 2002. Regulation of the globin genes. Pediatr Res 51:415-421.  

Chan PK, Wai A, Philipsen S, Tan-Un KC. 2008. 5'HS5 of the human beta-globin locus control 

region is dispensable for the formation of the beta-globin active chromatin hub. PLoS ONE 

3:e2134.  



www.manaraa.com

113 

 

 

 

Charache S. 1983. Treatment of sickle cell anemia with 5-azacytidine results in increased fetal 

hemoglobin production and is associated with nonrandom hypomethylation of DNA around the 

gamma-delta-beta-globin gene complex. Proc Natl Acad Sci U S A 80:4842.  

Chen X, Bieker JJ. 1996. Erythroid kruppel-like factor (EKLF) contains a multifunctional 

transcriptional activation domain important for inter- and intramolecular interactions. EMBO J 

15:5888-5896.  

Cheng Y, Wu W, Kumar SA, Yu D, Deng W, Tripic T, King DC, Chen KB, Zhang Y, Drautz D, 

Giardine B, Schuster SC, Miller W, Chiaromonte F, Zhang Y, Blobel GA, Weiss MJ, Hardison 

RC. 2009. Erythroid GATA1 function revealed by genome-wide analysis of transcription factor 

occupancy, histone modifications, and mRNA expression. Genome Res 19:2172-2184.  

Chervenak AP, Basu P, Shin M, Redmond LC, Sheng G, Lloyd JA. 2006. Identification, 

characterization, and expression pattern of the chicken EKLF gene. Dev Dyn 235:1933-1940.  

Dang DT, Pevsner J, Yang VW. 2000. The biology of the mammalian kruppel-like family of 

transcription factors. Int J Biochem Cell Biol 32:1103-1121.  

Dekker RJ, van Soest S, Fontijn RD, Salamanca S, de Groot PG, VanBavel E, Pannekoek H, 

Horrevoets AJ. 2002. Prolonged fluid shear stress induces a distinct set of endothelial cell genes, 

most specifically lung kruppel-like factor (KLF2). Blood 100:1689-1698.  

Dekker RJ, van Thienen JV, Rohlena J, de Jager SC, Elderkamp YW, Seppen J, de Vries CJ, 

Biessen EA, van Berkel TJ, Pannekoek H, Horrevoets AJ. 2005. Endothelial KLF2 links local 

arterial shear stress levels to the expression of vascular tone-regulating genes. Am J Pathol 

167:609-618.  

Demers C, Chaturvedi CP, Ranish JA, Juban G, Lai P, Morle F, Aebersold R, Dilworth FJ, 

Groudine M, Brand M. 2007. Activator-mediated recruitment of the MLL2 methyltransferase 

complex to the beta-globin locus. Mol Cell 27:573-584.  

Donze D, Townes TM, Bieker JJ. 1995. Role of erythroid kruppel-like factor in human gamma- 

to beta-globin gene switching. J Biol Chem 270:1955-1959.  

Drissen R, Palstra RJ, Gillemans N, Splinter E, Grosveld F, Philipsen S, de Laat W. 2004. The 

active spatial organization of the beta-globin locus requires the transcription factor EKLF. Genes 

Dev 18:2485-2490.  

Drissen R, von Lindern M, Kolbus A, Driegen S, Steinlein P, Beug H, Grosveld F, Philipsen S. 

2005. The erythroid phenotype of EKLF-null mice: Defects in hemoglobin metabolism and 

membrane stability. Mol Cell Biol 25:5205-5214.  

Dzierzak E, Medvinsky A, de Bruijn M. 1998. Qualitative and quantitative aspects of 

haematopoietic cell development in the mammalian embryo. Immunol Today 19:228-236.  



www.manaraa.com

114 

 

 

 

Eaton SA, Funnell AP, Sue N, Nicholas H, Pearson RC, Crossley M. 2008. A network of 

kruppel-like factors (klfs). Klf8 is repressed by Klf3 and activated by Klf1 in vivo. J Biol Chem 

283:26937-26947.  

Eskiw CH, Cope NF, Clay I, Schoenfelder S, Nagano T, Fraser P. 2010. Transcription factories 

and nuclear organization of the genome. Cold Spring Harb Symp Quant Biol 75:501-506.  

Fang X, Yin W, Xiang P, Han H, Stamatoyannopoulos G, Li Q. 2009. The higher structure of 

chromatin in the LCR of the beta-globin locus changes during development. J Mol Biol 394:197-

208.  

Ferkowicz MJ, Yoder MC. 2005. Blood island formation: Longstanding observations and 

modern interpretations. Exp Hematol 33:1041-1047.  

Fraser P, Hurst J, Collis P, Grosveld F. 1990. DNaseI hypersensitive sites 1, 2 and 3 of the 

human beta-globin dominant control region direct position-independent expression. Nucleic 

Acids Res 18:3503-3508.  

Fraser ST, Isern J, Baron MH. 2007. Maturation and enucleation of primitive erythroblasts 

during mouse embryogenesis is accompanied by changes in cell-surface antigen expression. 

Blood 109:343-352.  

Fromm G, Bulger M. 2009. A spectrum of gene regulatory phenomena at mammalian beta-

globin gene loci. Biochem Cell Biol 87:781-790.  

Fromm G, de Vries C, Byron R, Fields J, Fiering S, Groudine M, Bender MA, Palis J, Bulger M. 

2009. Histone hyperacetylation within the beta-globin locus is context-dependent and precedes 

high-level gene expression. Blood 114:3479-3488.  

Frontelo P, Manwani D, Galdass M, Karsunky H, Lohmann F, Gallagher PG, Bieker JJ. 2007. 

Novel role for EKLF in megakaryocyte lineage commitment. Blood 110:3871-3880.  

Fujiwara Y, Chang AN, Williams AM, Orkin SH. 2004. Functional overlap of GATA-1 and 

GATA-2 in primitive hematopoietic development. Blood 103:583-585.  

Funnell AP, Maloney CA, Thompson LJ, Keys J, Tallack M, Perkins AC, Crossley M. 2007. 

Erythroid kruppel-like factor directly activates the basic kruppel-like factor gene in erythroid 

cells. Mol Cell Biol 27:2777-2790.  

Gaensler KM, Kitamura M, Kan YW. 1993. 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 90:11381-11385.  

Garner C. 2000. A candidate gene study of F cell levels in sibling pairs using a joint linkage and 

association analysis. Gene Screen 1:9.  



www.manaraa.com

115 

 

 

 

Ghaleb AM, Nandan MO, Chanchevalap S, Dalton WB, Hisamuddin IM, Yang VW. 2005. 

Kruppel-like factors 4 and 5: The yin and yang regulators of cellular proliferation. Cell Res 

15:92-96.  

Ginder G, McGhee J. 1981. DNA methylation in the chicken adult beta-globin gene: A 

relationship with gene expression. Organization and expression of globin genes, eds 

Stamatoyannopoulos G., Nienhuis AW (Alan R.Liss, New York, NY):191-201.  

Grass JA, Boyer ME, Pal S, Wu J, Weiss MJ, Bresnick EH. 2003. GATA-1-dependent 

transcriptional repression of GATA-2 via disruption of positive autoregulation and domain-wide 

chromatin remodeling. Proc Natl Acad Sci U S A 100:8811-8816.  

Grosveld F, van Assendelft GB, Greaves DR, Kollias G. 1987. Position-independent, high-level 

expression of the human beta-globin gene in transgenic mice. Cell 51:975-985.  

Guo Y, Lubbert M, Engelhardt M. 2003. CD34- hematopoietic stem cells: Current concepts and 

controversies. Stem Cells 21:15-20.  

Heinrich AC, Pelanda R, Klingmuller U. 2004. A mouse model for visualization and conditional 

mutations in the erythroid lineage. Blood 104:659-666.  

Higgs DR, Wood WG. 2008. Genetic complexity in sickle cell disease. Proc Natl Acad Sci U S 

A 105:11595-11596.  

Hodge D, Coghill E, Keys J, Maguire T, Hartmann B, McDowall A, Weiss M, Grimmond S, 

Perkins A. 2006. A global role for EKLF in definitive and primitive erythropoiesis. Blood 

107:3359-3370.  

Hosey AM, Chaturvedi CP, Brand M. 2010. Crosstalk between histone modifications maintains 

the developmental pattern of gene expression on a tissue-specific locus. Epigenetics 5:273-281.  

Hosoya-Ohmura S, Mochizuki N, Suzuki M, Ohneda O, Ohneda K, Yamamoto M. 2006. 

GATA-4 incompletely substitutes for GATA-1 in promoting both primitive and definitive 

erythropoiesis in vivo. J Biol Chem 281:32820-32830.  

Hou C, Zhao H, Tanimoto K, Dean A. 2008. CTCF-dependent enhancer-blocking by alternative 

chromatin loop formation. Proc Natl Acad Sci U S A 105:20398-20403.  

Huber TL, Kouskoff V, Fehling HJ, Palis J, Keller G. 2004. Haemangioblast commitment is 

initiated in the primitive streak of the mouse embryo. Nature 432:625-630.  

Im H, Grass JA, Johnson KD, Kim SI, Boyer ME, Imbalzano AN, Bieker JJ, Bresnick EH. 2005. 

Chromatin domain activation via GATA-1 utilization of a small subset of dispersed GATA 

motifs within a broad chromosomal region. Proc Natl Acad Sci U S A 102:17065-17070.  



www.manaraa.com

116 

 

 

 

Isern J, Fraser ST, He Z, Zhang H, Baron MH. 2010. Dose-dependent regulation of primitive 

erythroid maturation and identity by the transcription factor eklf. Blood 116:3972-3980.  

Ji RP, Phoon CK, Aristizabal O, McGrath KE, Palis J, Turnbull DH. 2003. Onset of cardiac 

function during early mouse embryogenesis coincides with entry of primitive erythroblasts into 

the embryo proper. Circ Res 92:133-135.  

Jiang J, Chan YS, Loh YH, Cai J, Tong GQ, Lim CA, Robson P, Zhong S, Ng HH. 2008. A core 

klf circuitry regulates self-renewal of embryonic stem cells. Nat Cell Biol 10:353-360.  

Johnson KD, Christensen HM, Zhao B, Bresnick EH. 2001. Distinct mechanisms control RNA 

polymerase II recruitment to a tissue-specific locus control region and a downstream promoter. 

Mol Cell 8:465-471.  

Kaczynski J, Cook T, Urrutia R. 2003. Sp1- and kruppel-like transcription factors. Genome Biol 

4:206.  

Kassouf MT, Hughes JR, Taylor S, McGowan SJ, Soneji S, Green AL, Vyas P, Porcher C. 2010. 

Genome-wide identification of TAL1's functional targets: Insights into its mechanisms of action 

in primary erythroid cells. Genome Res 20:1064-1083.  

Kiefer CM, Hou C, Little JA, Dean A. 2008. Epigenetics of beta-globin gene regulation. Mutat 

Res 647:68-76.  

Kim A, Kiefer CM, Dean A. 2007a. Distinctive signatures of histone methylation in transcribed 

coding and noncoding human beta-globin sequences. Mol Cell Biol 27:1271-1279.  

Kim A, Song SH, Brand M, Dean A. 2007b. Nucleosome and transcription activator antagonism 

at human beta-globin locus control region DNase I hypersensitive sites. Nucleic Acids Res 

35:5831-5838.  

Kim SI, Bresnick EH, Bultman SJ. 2009. BRG1 directly regulates nucleosome structure and 

chromatin looping of the alpha globin locus to activate transcription. Nucleic Acids Res 37:6019-

6027.  

Kingsley PD, Malik J, Emerson RL, Bushnell TP, McGrath KE, Bloedorn LA, Bulger M, Palis J. 

2006. "Maturational" globin switching in primary primitive erythroid cells. Blood 107:1665-

1672.  

Kuo CT, Veselits ML, Barton KP, Lu MM, Clendenin C, Leiden JM. 1997a. The LKLF 

transcription factor is required for normal tunica media formation and blood vessel stabilization 

during murine embryogenesis. Genes Dev 11:2996-3006.  

Kuo CT, Veselits ML, Leiden JM. 1997b. LKLF: A transcriptional regulator of single-positive T 

cell quiescence and survival. Science 277:1986-1990.  



www.manaraa.com

117 

 

 

 

Lee JS, Ngo H, Kim D, Chung JH. 2000. Erythroid kruppel-like factor is recruited to the 

CACCC box in the beta-globin promoter but not to the CACCC box in the gamma-globin 

promoter: The role of the neighboring promoter elements. Proc Natl Acad Sci U S A 97:2468-

2473.  

Lee JS, Yu Q, Shin JT, Sebzda E, Bertozzi C, Chen M, Mericko P, Stadtfeld M, Zhou D, Cheng 

L, Graf T, MacRae CA, Lepore JJ, Lo CW, Kahn ML. 2006. Klf2 is an essential regulator of 

vascular hemodynamic forces in vivo. Dev Cell 11:845-857.  

Lettre G, Sankaran VG, Bezerra MA, Araujo AS, Uda M, Sanna S, Cao A, Schlessinger D, Costa 

FF, Hirschhorn JN, Orkin SH. 2008. 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 105:11869-11874.  

Li B, Ding L, Li W, Story MD, Pace BS. 2012. Characterization of the transcriptome profiles 

related to globin gene switching during in vitro erythroid maturation. BMC Genomics 13:153.  

Lloyd JA, Lee RF, Lingrel JB. 1989. Mutations in two regions upstream of the A gamma globin 

gene canonical promoter affect gene expression. Nucleic Acids Res 17:4339-4352.  

Maetens M, Doumont G, Clercq SD, Francoz S, Froment P, Bellefroid E, Klingmuller U, Lozano 

G, Marine JC. 2007. Distinct roles of Mdm2 and Mdm4 in red cell production. Blood 109:2630-

2633.  

McConnell BB, Yang VW. 2010. Mammalian kruppel-like factors in health and diseases. 

Physiol Rev 90:1337-1381.  

McGhee JD, Ginder GD. 1979. Specific DNA methylation sites in the vicinity of the chicken 

beta-globin genes. Nature 280:419-420.  

McGrath KE, Palis J. 2005. Hematopoiesis in the yolk sac: More than meets the eye. Exp 

Hematol 33:1021-1028.  

Menzel S, Garner C, Gut I, Matsuda F, Yamaguchi M, Heath S, Foglio M, Zelenika D, Boland 

A, Rooks H, Best S, Spector TD, Farrall M, Lathrop M, Thein SL. 2007. A QTL influencing F 

cell production maps to a gene encoding a zinc-finger protein on chromosome 2p15. Nat Genet 

39:1197-1199.  

Miller IJ, Bieker JJ. 1993. A novel, erythroid cell-specific murine transcription factor that binds 

to the CACCC element and is related to the kruppel family of nuclear proteins. Mol Cell Biol 

13:2776-2786.  

Mohseni M, Chishti AH. 2008. The headpiece domain of dematin regulates cell shape, motility, 

and wound healing by modulating RhoA activation. Mol Cell Biol 28:4712-4718.  



www.manaraa.com

118 

 

 

 

Muntean AG, Crispino JD. 2005. Differential requirements for the activation domain and FOG-

interaction surface of GATA-1 in megakaryocyte gene expression and development. Blood 

106:1223-1231.  

Nakagawa M, Koyanagi M, Tanabe K, Takahashi K, Ichisaka T, Aoi T, Okita K, Mochiduki Y, 

Takizawa N, Yamanaka S. 2008. Generation of induced pluripotent stem cells without myc from 

mouse and human fibroblasts. Nat Biotechnol 26:101-106.  

Noordermeer D, de Laat W. 2008. Joining the loops: Beta-globin gene regulation. IUBMB Life 

60:824-833.  

Nuez B, Michalovich D, Bygrave A, Ploemacher R, Grosveld F. 1995. Defective haematopoiesis 

in fetal liver resulting from inactivation of the EKLF gene. Nature 375:316-318.  

Oneal PA, Gantt NM, Schwartz JD, Bhanu NV, Lee YT, Moroney JW, Reed CH, Schechter AN, 

Luban NL, Miller JL. 2006. Fetal hemoglobin silencing in humans. Blood 108:2081-2086.  

Orkin SH. 2000. Diversification of haematopoietic stem cells to specific lineages. Nat Rev Genet 

1:57-64.  

Orkin SH, Old JM, Weatherall DJ, Nathan DG. 1979. Partial deletion of beta-globin gene DNA 

in certain patients with beta 0-thalassemia. Proc Natl Acad Sci U S A 76:2400-2404.  

Palis J. 2008. Ontogeny of erythropoiesis. Curr Opin Hematol 15:155-161.  

Palis J, Robertson S, Kennedy M, Wall C, Keller G. 1999. Development of erythroid and 

myeloid progenitors in the yolk sac and embryo proper of the mouse. Development 126:5073-

5084.  

Palis J, Yoder MC. 2001. Yolk-sac hematopoiesis: The first blood cells of mouse and man. Exp 

Hematol 29:927-936.  

Pang CJ, Lemsaddek W, Alhashem YN, Bondzi C, Redmond LC, Ah-Son N, Dumur CI, Archer 

KJ, Haar JL, Lloyd JA, Trudel M. 2012. Kruppel-like factor 1 (KLF1), KLF2, and myc control a 

regulatory network essential for embryonic erythropoiesis. Mol Cell Biol 32:2628-2644.  

Pearson R, Fleetwood J, Eaton S, Crossley M, Bao S. 2008. Kruppel-like transcription factors: A 

functional family. Int J Biochem Cell Biol 40:1996-2001.  

Perkins A. 1999. Erythroid kruppel like factor: From fishing expedition to gourmet meal. Int J 

Biochem Cell Biol 31:1175-1192.  

Perkins AC, Peterson KR, Stamatoyannopoulos G, Witkowska HE, Orkin SH. 2000. Fetal 

expression of a human agamma globin transgene rescues globin chain imbalance but not 

hemolysis in EKLF null mouse embryos. Blood 95:1827-1833.  



www.manaraa.com

119 

 

 

 

Perkins AC, Sharpe AH, Orkin SH. 1995. Lethal beta-thalassaemia in mice lacking the erythroid 

CACCC-transcription factor EKLF. Nature 375:318-322.  

Perry C, Soreq H. 2002. Transcriptional regulation of erythropoiesis. fine tuning of 

combinatorial multi-domain elements. Eur J Biochem 269:3607-3618.  

Peters H, Wilm B, Sakai N, Imai K, Maas R, Balling R. 1999. Pax1 and Pax9 synergistically 

regulate vertebral column development. Development 126:5399-5408.  

Pilon AM, Ajay SS, Kumar SA, Steiner LA, Cherukuri PF, Wincovitch S, Anderson SM, NISC 

Comparative Sequencing Center, Mullikin JC, Gallagher PG, Hardison RC, Margulies EH, 

Bodine DM. 2011. Genome-wide ChIP-seq reveals a dramatic shift in the binding of the 

transcription factor erythroid kruppel-like factor during erythrocyte differentiation. Blood 

118:e139-48.  

Pilon AM, Arcasoy MO, Dressman HK, Vayda SE, Maksimova YD, Sangerman JI, Gallagher 

PG, Bodine DM. 2008. Failure of terminal erythroid differentiation in EKLF-deficient mice is 

associated with cell cycle perturbation and reduced expression of E2F2. Mol Cell Biol 28:7394-

7401.  

Qiu C, Olivier EN, Velho M, Bouhassira EE. 2008. Globin switches in yolk sac-like primitive 

and fetal-like definitive red blood cells produced from human embryonic stem cells. Blood 

111:2400-2408.  

Ravet E, Reynaud D, Titeux M, Izac B, Fichelson S, Romeo PH, Dubart-Kupperschmitt A, 

Pflumio F. 2004. Characterization of DNA-binding-dependent and -independent functions of 

SCL/TAL1 during human erythropoiesis. Blood 103:3326-3335.  

Redmond LC, Dumur CI, Archer KJ, Grayson DR, Haar JL, Lloyd JA. 2011. Kruppel-like factor 

2 regulated gene expression in mouse embryonic yolk sac erythroid cells. Blood Cells Mol Dis 

47:1-11.  

Redmond LC, Dumur CI, Archer KJ, Haar JL, Lloyd JA. 2008. Identification of erythroid-

enriched gene expression in the mouse embryonic yolk sac using microdissected cells. Dev Dyn 

237:436-446.  

Rodriguez P, Bonte E, Krijgsveld J, Kolodziej KE, Guyot B, Heck AJ, Vyas P, de Boer E, 

Grosveld F, Strouboulis J. 2005. GATA-1 forms distinct activating and repressive complexes in 

erythroid cells. EMBO J 24:2354-2366.  

Ross J, Bottardi S, Bourgoin V, Wollenschlaeger A, Drobetsky E, Trudel M, Milot E. 2009. 

Differential requirement of a distal regulatory region for pre-initiation complex formation at 

globin gene promoters. Nucleic Acids Res 37:5295-5308.  

Rozen S, Skaletsky H. 2000. Primer3 on the WWW for general users and for biologist 

programmers. Methods Mol Biol 132:365-386.  



www.manaraa.com

120 

 

 

 

Rupon J, Wang S, Gaensler K, Lloyd J, Ginder G. 2006. Methyl binding domain protein 2 

mediates gamma-globin gene silencing in adult human betaYAC transgenic mice. Proc Natl 

Acad Sci U S A 103:6617-6622.  

Sankaran VG, Xu J, Orkin SH. 2010. Transcriptional silencing of fetal hemoglobin by BCL11A. 

Ann N Y Acad Sci 1202:64-68.  

Satta S, Perseu L, Moi P, Asunis I, Cabriolu A, Maccioni L, Demartis FR, Manunza L, Cao A, 

Galanello R. 2011. Compound heterozygosity for KLF1 mutations associated with remarkable 

increase of fetal hemoglobin and red cell protoporphyrin. Haematologica:[Epub ahead of print].  

Schoenfelder S, Sexton T, Chakalova L, Cope NF, Horton A, Andrews S, Kurukuti S, Mitchell 

JA, Umlauf D, Dimitrova DS, Eskiw CH, Luo Y, Wei CL, Ruan Y, Bieker JJ, Fraser P. 2010. 

Preferential associations between co-regulated genes reveal a transcriptional interactome in 

erythroid cells. Nat Genet 42:53-61.  

Segre JA, Bauer C, Fuchs E. 1999. Klf4 is a transcription factor required for establishing the 

barrier function of the skin. Nat Genet 22:356-360.  

SenBanerjee S, Lin Z, Atkins GB, Greif DM, Rao RM, Kumar A, Feinberg MW, Chen Z, Simon 

DI, Luscinskas FW, Michel TM, Gimbrone MA,Jr, Garcia-Cardena G, Jain MK. 2004. KLF2 is a 

novel transcriptional regulator of endothelial proinflammatory activation. J Exp Med 199:1305-

1315.  

Sengupta T, Chen K, Milot E, Bieker JJ. 2008. Acetylation of EKLF is essential for epigenetic 

modification and transcriptional activation of the beta-globin locus. Mol Cell Biol 28:6160-6170.  

Siatecka M, Bieker JJ. 2011. The multifunctional role of EKLF/KLF1 during erythropoiesis. 

Blood 118:2044-2054.  

Siatecka M, Sahr KE, Andersen SG, Mezei M, Bieker JJ, Peters LL. 2010. Severe anemia in the 

nan mutant mouse caused by sequence-selective disruption of erythroid kruppel-like factor. Proc 

Natl Acad Sci U S A 107:15151-15156.  

Southwood CM, Downs KM, Bieker JJ. 1996. Erythroid kruppel-like factor exhibits an early and 

sequentially localized pattern of expression during mammalian erythroid ontogeny. Dev Dyn 

206:248-259.  

Strouboulis J, Dillon N, Grosveld F. 1992. Developmental regulation of a complete 70-kb human 

beta-globin locus in transgenic mice. Genes Dev 6:1857-1864.  

Takahashi S, Shimizu R, Suwabe N, Kuroha T, Yoh K, Ohta J, Nishimura S, Lim KC, Engel JD, 

Yamamoto M. 2000. GATA factor transgenes under GATA-1 locus control rescue germline 

GATA-1 mutant deficiencies. Blood 96:910-916.  



www.manaraa.com

121 

 

 

 

Tallack MR, Keys JR, Humbert PO, Perkins AC. 2009. EKLF/KLF1 controls cell cycle entry via 

direct regulation of E2f2. J Biol Chem 284:20966-20974.  

Tallack MR, Magor GW, Dartigues B, Sun L, Huang S, Fittock JM, Fry SV, Glazov EA, Bailey 

TL, Perkins AC. 2012. Novel roles for KLF1 in erythropoiesis revealed by mRNA-seq. Genome 

Res.  

Tallack MR, Perkins AC. 2010. KLF1 directly coordinates almost all aspects of terminal 

erythroid differentiation. IUBMB Life 62:886-890.  

Tallack MR, Whitington T, Yuen WS, Wainwright EN, Keys JR, Gardiner BB, Nourbakhsh E, 

Cloonan N, Grimmond SM, Bailey TL, Perkins AC. 2010. A global role for KLF1 in 

erythropoiesis revealed by ChIP-seq in primary erythroid cells. Genome Res 20:1052-1063.  

Tauseef M, Kini V, Knezevic N, Brannan M, Ramchandaran R, Fyrst H, Saba J, Vogel SM, 

Malik AB, Mehta D. 2008. Activation of sphingosine kinase-1 reverses the increase in lung 

vascular permeability through sphingosine-1-phosphate receptor signaling in endothelial cells. 

Circ Res 103:1164-1172.  

Thein SL, Sampietro M, Rohde K, Rochette J, Weatherall DJ, Lathrop GM, Demenais F. 1994. 

Detection of a major gene for heterocellular hereditary persistence of fetal hemoglobin after 

accounting for genetic modifiers. Am J Hum Genet 54:214-228.  

Thein SL. 2005. Genetic modifiers of beta-thalassemia. Haematologica 90:649-660.  

Thein SL. 2008. Genetic modifiers of the beta-haemoglobinopathies. Br J Haematol 141:357-

366.  

Thein SL, Menzel S, Peng X, Best S, Jiang J, Close J, Silver N, Gerovasilli A, Ping C, 

Yamaguchi M, Wahlberg K, Ulug P, Spector TD, Garner C, Matsuda F, Farrall M, Lathrop M. 

2007. Intergenic variants of HBS1L-MYB are responsible for a major quantitative trait locus on 

chromosome 6q23 influencing fetal hemoglobin levels in adults. Proc Natl Acad Sci U S A 

104:11346-11351.  

Tolhuis B, Palstra RJ, Splinter E, Grosveld F, de Laat W. 2002. Looping and interaction between 

hypersensitive sites in the active beta-globin locus. Mol Cell 10:1453-1465.  

Trimborn T, Gribnau J, Grosveld F, Fraser P. 1999. Mechanisms of developmental control of 

transcription in the murine alpha- and beta-globin loci. Genes Dev 13:112-124.  

Turner J, Crossley M. 1999. Mammalian kruppel-like transcription factors: More than just a 

pretty finger. Trends Biochem Sci 24:236-240.  

Wang N, Miao H, Li YS, Zhang P, Haga JH, Hu Y, Young A, Yuan S, Nguyen P, Wu CC, Chien 

S. 2006. Shear stress regulation of kruppel-like factor 2 expression is flow pattern-specific. 

Biochem Biophys Res Commun 341:1244-1251.  



www.manaraa.com

122 

 

 

 

Wani MA, Means RT,Jr, Lingrel JB. 1998. Loss of LKLF function results in embryonic lethality 

in mice. Transgenic Res 7:229-238.  

Watkins NA, Gusnanto A, de Bono B, De S, Miranda-Saavedra D, Hardie DL, Angenent WG, 

Attwood AP, Ellis PD, Erber W, Foad NS, Garner SF, Isacke CM, Jolley J, Koch K, Macaulay 

IC, Morley SL, Rendon A, Rice KM, Taylor N, Thijssen-Timmer DC, Tijssen MR, van der 

Schoot CE, Wernisch L, Winzer T, Dudbridge F, Buckley CD, Langford CF, Teichmann S, 

Gottgens B, Ouwehand WH, Bloodomics Consortium. 2009. A HaemAtlas: Characterizing gene 

expression in differentiated human blood cells. Blood 113:e1-9.  

Weatherall DJ. 2001. Phenotype-genotype relationships in monogenic disease: Lessons from the 

thalassaemias. Nat Rev Genet 2:245-255.  

Wei H, Wang X, Gan B, Urvalek AM, Melkoumian ZK, Guan JL, Zhao J. 2006. Sumoylation 

delimits KLF8 transcriptional activity associated with the cell cycle regulation. J Biol Chem 

281:16664-16671.  

Weiss MJ, Keller G, Orkin SH. 1994. Novel insights into erythroid development revealed 

through in vitro differentiation of GATA-1 embryonic stem cells. Genes Dev 8:1184-1197.  

Wijgerde M, Gribnau J, Trimborn T, Nuez B, Philipsen S, Grosveld F, Fraser P. 1996. The role 

of EKLF in human beta-globin gene competition. Genes Dev 10:2894-2902.  

Wijgerde M, Grosveld F, Fraser P. 1995. Transcription complex stability and chromatin 

dynamics in vivo. Nature 377:209-213.  

Wilber A, Nienhuis AW, Persons DA. 2011. Transcriptional regulation of fetal to adult 

hemoglobin switching: New therapeutic opportunities. Blood 117:3945-3953.  

Wirth TC, Badovinac VP, Zhao L, Dailey MO, Harty JT. 2009. Differentiation of central 

memory CD8 T cells is independent of CD62L-mediated trafficking to lymph nodes. J Immunol 

182:6195-6206.  

Wu J, Lingrel JB. 2005. Kruppel-like factor 2, a novel immediate-early transcriptional factor, 

regulates IL-2 expression in T lymphocyte activation. J Immunol 175:3060-3066.  

Yu X, Kong Y, Dore LC, Abdulmalik O, Katein AM, Zhou S, Choi JK, Gell D, Mackay JP, Gow 

AJ, Weiss MJ. 2007. An erythroid chaperone that facilitates folding of alpha-globin subunits for 

hemoglobin synthesis. J Clin Invest 117:1856-1865.  

Zhang HB, Liu DP, Liang CC. 2002. The control of expression of the alpha-globin gene cluster. 

Int J Hematol 76:420-426.  

Zhang J, Socolovsky M, Gross AW, Lodish HF. 2003. Role of ras signaling in erythroid 

differentiation of mouse fetal liver cells: Functional analysis by a flow cytometry-based novel 

culture system. Blood 102:3938-3946.  



www.manaraa.com

123 

 

 

 

Zhang P, Basu P, Redmond LC, Morris PE, Rupon JW, Ginder GD, Lloyd JA. 2005. A 

functional screen for kruppel-like factors that regulate the human gamma-globin gene through 

the CACCC promoter element. Blood Cells Mol Dis 35:227-235.  

Zhang W, Bieker JJ. 1998. Acetylation and modulation of erythroid kruppel-like factor (EKLF) 

activity by interaction with histone acetyltransferases. Proc Natl Acad Sci U S A 95:9855-9860.  

Zhang W, Kadam S, Emerson BM, Bieker JJ. 2001. Site-specific acetylation by p300 or CREB 

binding protein regulates erythroid kruppel-like factor transcriptional activity via its interaction 

with the SWI-SNF complex. Mol Cell Biol 21:2413-2422.  

Zhou D, Liu K, Sun CW, Pawlik KM, Townes TM. 2010. KLF1 regulates BCL11A expression 

and gamma- to beta-globin gene switching. Nat Genet:742-744.  

Zhou D, Pawlik KM, Ren J, Sun CW, Townes TM. 2006. Differential binding of erythroid 

krupple-like factor to embryonic/fetal globin gene promoters during development. J Biol Chem 

281:16052-16057.  

 

 

 



www.manaraa.com

124 

 

VITA 

Yousef Alhashem received his Bachelor of Science degree in Clinical Laboratory 

Sciences from King Saud University, Riyadh, Saudi Arabia in 1999. He worked in King 

Abdulaziz Medical City, Riyadh, Saudi Arabia as a medical technologist in the department of 

Pathology and Laboratory Medicine from 2000 to 2006. He joined Virginia Commonwealth 

University in 2007 from where he earned his Master’s degree of Science in Human and 

Molecular Genetics in 2009 then earned his PhD degree in 2012 from the same university. 

 


	REGULATION OF THE MOUSE AND HUMAN β-GLOBIN GENES BY KRÜPPEL LIKE TRANSCRIPTION FACTORS KLF1 AND KLF2
	Downloaded from

	-

