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ABSTRACT
Sickle cell disease is characterized by stiff, “sickled” red blood cells that have difficulty
moving through the bloodstream and do not efficiently carry oxygen. It is an inherited disease
with severely limited treatment options, and is caused by a point mutation. Its prevalence in
black and brown communities makes the already limited treatment options even less accessible.
Base editing and prime editing are two relatively recent discoveries in the field of genome
editing and were developed after the groundbreaking discovery of the CRISPR Cas9 system.
While not fully tested, they hold a lot of promise in providing alternative treatment options for
sickle cell disease. Both editing systems are able to install individual point mutations in the beta
globin gene, which is where the sickle cell mutation occurs, and can thus cure sickle cell disease
(in theory). In this paper we outline the mechanisms of CRISPR-Cas9 systems and base and
prime editing, and provide insight into how to apply them to treat SCD. Further investigation
should be done on specific editing systems and designs to use to ensure optimal treatment of
SCD.
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INTRODUCTION
Sickle cell anemia (also known as sickle cell disease) is an inherited disease that causes
red blood cells to become stiff and misshapen. It is an autosomal recessive trait, characterized
both by the unusual shape of the red blood cells and also a subsequent decrease of oxygen flow
throughout the body. SCD, or sickle cell disease, is caused by a single point mutation in one of
the beta chains of the hemoglobin protein. A thymine in the DNA is swapped out with an
adenine, causing valine to form in place of glutamic acid. The hemoglobin with this mutation
becomes cohesive, meaning the proteins stick to each other, which is what causes the stiffness
and shapes of the red blood cells. As these cells move through the body, they clog up capillaries,
causing a lack of blood and therefore oxygen flow to many parts of the body. This results in pain
throughout the body and more serious conditions like heart attack or stroke.
There are no current cures for SCD outside of largely expensive and inaccessible
treatments but there are many strides being made towards alternatives through genome editing
techniques and developments. An extremely prominent genome editing technique is CRISPR, or
clustered regularly interspaced palindromic repeats, which induces breaks in the DNA. The most
commonly used CRISPR protein is Cas9: it is attached to a piece of guide RNA (gRNA)
encoding a reprogrammable target sequence and the Cas9 enzyme cuts the DNA there. Despite
the relative ease of CRISPR gene editing, there are a few downsides. Indels, or random insertions
and deletions, are often found at the target site as well as undesirable off-target double strand
breaks in the DNA (DSBs). This makes it extremely difficult to use Cas9 to fix single point
mutations such as the one that causes SCD. Further development of genome editing techniques
have revealed new technologies utilizing CRISPR for more targeted and concise editing. In base
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editing, an enzyme is used to swap out singular bases with little risk of inducing indels, making it
much more useful for treating and curing SCD than CRISPR Cas9 alone. Prime editing is a
newer technique similar to base editing that changes single base pairs with increased options of
what changes can be made, and can also install precise insertions or deletions at a given target
without DSBs. Base editing and prime editing both offer new ways for the mutation causing
SCD to be directly modified and treated.

CLINICAL BACKGROUND
Sickle cell disease primarily affects areas with higher rates of malaria due to immunity
provided by SCD against it. These regions are found in Africa and the Middle East. Thus, people
within demographics originating from these areas exhibit higher rates of SCD (1). The areas
within the United States where SCD is most common are black communities, and SCD is more
likely to be inherited by African-Americans than those of other races and ethnicities. While the
appearance of SCD in these communities is due to genetic factors, the impact of it on the
population is exacerbated by the lack of quality healthcare provided to them.
Sickle cell disease is characterized by stiff, “sickled” red blood cells that have difficulty
moving through the bloodstream and do not efficiently carry oxygen (figure 1a). The most
prominent symptom associated with SCD is periodic episodes of pain or sickle crisis in which
people experience bouts of bodily pain that sometimes result in hospitalization as well as later
conditions like necrosis and lung disease. Acute chest syndrome, hypersplenism, and other
conditions can occur (2). It is also associated with anemia, and tissue injury with organ
dysfunction and failure (3). The life expectancy for those with SCD is therefore shortened in
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comparison to the general population (2). Psychological effects of SCD include higher rates of
anxiety and depression due to the mental tax of chronic illness. Perceived stress is also extremely
common in patients, linking back to symptoms of anxiety and depression (4).
The hemoglobin protein functions as an oxygen carrier. In healthy adults, it is made up of
two beta globin chains and two alpha globin chains, with each chain also containing a heme
group. Heme groups are unique to hemoglobin and myoglobin and allow them to bind oxygen
effectively. In those expressing the sickle cell trait, one of the beta chains on the hemoglobin
protein is modified, meaning that a beta globin gene in the DNA is mutated (5). The specific
mutation occurs on chromosome 11p5.5 where a glutamic acid (CTC) is mutated to become a
valine (CAC) (figure 1b). The beta globin becomes abnormal, forming hydrophobic interactions
with other beta globins. These hydrophobic interactions between beta globins lead to
polymerization of the hemoglobin as a whole, making it stiff and sickle-shaped (figure 1c). This
modified hemoglobin that is characteristic of SCD is known as HbS, or sickle hemoglobin (3).
Those homozygous for SCD have two copies of this hemoglobin and their genotype is known as
HbSS, while there are some who are heterozygous for it with the genotype HbSC, where they
have a copy of the modified SCD hemoglobin but also a copy of HbC, or hemoglobin C. HbC
occurs when that same glutamic acid is replaced by lysine rather than valine. HbSC is generally
much less severe than HbSS, but still makes up about a third of SCD cases overall (6, 7, 8).
There are also some rarer heterozygous genotypes like HbS beta thalassemia, HbSD, HBsE, and
HBsO, where one inherits one sickle cell gene and another abnormal beta thalassemia,
hemoglobin D, hemoglobin E, or hemoglobin O gene (9).
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The treatment of SCD includes blood transfusion that reduces the concentration of
sickled red blood cells in the bloodstream, seeming to effectively reduce symptoms like stroke in
SCD patients, while the only cure that exists is human progenitor cell transplantation, which can
include bone marrow, peripheral blood stem cells, and umbilical cord cells (10,11). However, the
cost of blood transfusions can be extremely high per unit and the cost of cell transplants can be
even higher. This provides barriers to black and often impoverished communities affected by
SCD by withholding treatment from those who cannot afford it. Myeloablative allogeneic
hematopoietic stem cell transplantation (HSCT) is a current treatment used for SCD that seems
to be most effective on children (12). There are other treatments related to stem cell
transplantation that are being investigated, like the nonmyeloablative version of HSCT that
worked on adults severely afflicted by SCD in a short-term study (13).
Another possible cure that is being tested is gene therapy. LentiGlobin is a gene therapy
by Bluebird Bio that treats SCD by bringing functional beta globin genes that have been
modified into hematopoietic stem cells (HSCs), which transform into red blood cells. These stem
cells produce a new kind of hemoglobin, HbA, upon becoming red blood cells, diluting the
concentration of sickled hemoglobin being produced (14). There have so far been few adverse
effects and LentiGlobin is set to be approved in late 2021 (15).

THERAPEUTIC STRATEGY
A recent development in genome editing techniques led to a series of breakthroughs.
CRISPR systems allow for editing that targets specific DNA sequences, making them much
more effective than past strategies that utilized TALENs and zinc fingers. TALENs, or

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

transcription activator-like effector nucleases, are effector domains that each recognize a specific
nucleotide. Zinc fingers are similar but each of them recognizes a three to six base pair sequence.
After recognizing a certain sequence, they cleave the DNA at that sequence. It is extremely
tedious to use zinc fingers and TALENs to edit DNA sequences due to having to arrange many
of them to recognize a specific sequence at any given time. The challenges posed by zinc fingers
and TALENs were then addressed by the development of CRISPR systems.
CRISPR systems are naturally occurring bacterial and archaeal systems. CRISPR systems
are composed of CRISPR-associated (Cas) genes, noncoding RNA sequences, and repetitive
elements (direct repeats), which are interspaced with protospacers and comprise crRNA, or
CRISPR RNA (16, 17). Protospacers are exogenous DNA targets that are associated with a
certain PAM (protospacer adjacent motif) sequence (18-20). There are four classes of
well-characterized CRISPR systems: type I, type II, type V, and type IV. Type II CRISPR
systems are usually associated with Cas9 or Cas9-like proteins, and contain Cas1 and Cas2
genes, much like type I systems (21). They also contain genes encoding tracrRNA, which is trans
activating CRISPR RNA that pairs with crRNA to form gRNA (21-23). Cas12 and Cas13, also
class II systems, have also been used in gene editing.
The most commonly used CRISPR enzyme is Cas9, an endonuclease that uses a
reprogrammable guide RNA target sequence to cut DNA at specific sites. Within a CRISPR
system, a Cas9 enzyme binds a piece of RNA that is complementary to a target DNA sequence.
This RNA is known as guide RNA, or gRNA. gRNA includes separate tracrRNA and crRNA as
they exist naturally. Single guide RNA, or sgRNA, is a combined tracr-crRNA molecule.
Varying sgRNAs result in different functioning levels of CRISPR systems (24). The sgRNAs in
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CRISPR Cas9 systems recognize specific PAM sequences and Cas9 enzymes cut the DNA ahead
of them, generating DSBs (figure 2). From here, the cut ends of the DNA can be rejoined
through either non-homologous end joining (NHEJ) or homology directed repair (HDR) (figure
3) (17). In NHEJ, exonucleases chew away the bases on the ends of the cut DNA so that it can be
stitched back together. This can result in indels and frameshift mutations, which can lead to
loss-of-function in a gene or have other potentially harmful effects (25). They can cause
dangerous amino acid and protein mutations, which can result in uncontrollable cell growth
(cancer) and other detrimental conditions. In HDR, a template for repairing the DNA at the DSB
is inserted along with the protein that cuts it. Polymerases build off of this template to create a
bridge between the cut ends of the DNA with a specific sequence. HDR also frequently results in
extremely high numbers of indels, making it a risky strategy to use (26). There were several gene
editing techniques developed following the discovery of CRISPR (figure 4), including base
editing and prime editing.
In base editing, editors install specific single-base mutations in DNA. These editors
combine dCas9, catalytically inactive Cas9, with a single strand deaminase enzyme. The dCas9
targets a DNA strand and unwinds the double helix without initiating a DSB, and the strand with
the PAM forms a single stranded R-loop. The deaminase enzyme then targets a specific base on
this R-loop to edit (27, 28, 29). There are two types of deaminase enzymes that can be used
alongside the dCas9 that they are attached to in a base editing system. Cytidine deaminases target
cytosines in the DNA and convert them to uracils, which are then read as thymines by
polymerases (30, 31) (figure 5a). There are four different base editors that use cytidine
deaminases. BE1 is the first base editor that was developed with the mechanisms described
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above. BE2 targets endogenous DNA repair mechanisms that are unfavorable for base editing by
inhibiting uracil DNA glycosylase, or UDG, with uracil DNA glycosylase inhibitor (UGI) (32).
These endogenous repair mechanisms often correct the changes made by base editors, and
inhibiting these mechanisms increased the efficiency of base editors by 3x (30). BE3 works to
cut the non-target DNA strand so that the DNA host machinery will work to repair the cut rather
than the edited bases on the target strand (33). BE3 uses nickase Cas9 rather than dCas9 for this
(27). BE4 encodes two UGIs rather than just one like in BE2, increasing efficiency even more
(31). Deoxyadenosine deaminases were developed after cytidine deaminases through directed
evolution of a single stranded RNA deaminase. Deoxyadenosine deaminases are a key part of
adenine base editors (ABEs) that convert adenosines in the R-loop to inosines (figure 5a). These
inosines are then read by polymerases as guanines, making it an A to G mutation (34).
Since SCD is caused solely by a point mutation in one gene, base editing is a strategy that
would likely be extremely useful in treating and curing it. However, the mutation causing SCD is
a thymine to adenine mutation, and correcting it would mean converting from A to T, which is
not possible with current base editors. Converting this adenine to a guanine instead effectively
changes the amino acid from a valine to an alanine, which does not reverse the SCD mutation but
results in the production of Hb G-Makassar, a naturally occurring hemoglobin variant that does
not negatively affect patients and acts like normal hemoglobin (35). Observations were made
regarding different base editors and spacer sequences to correct the SCD mutation using the
CRISPR BE-Hive, a web app that predicts purity and editing efficiencies of different base editors
given a target sequence (figure 5b). It was found that the adenine base editor, or ABE, worked
better than ABE-CP1041 at changing the adenine causing SCD to a guanine. While ABE has an
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overall lower editing efficiency than ABE-CP1041, it has a significantly higher purity which
minimizes the possibility of changing other amino acids in the polypeptide chain. In the 3.5% of
times where valine is not changed to alanine in mES cells, there is no amino acid change at all
which also minimizes risk compared to actively changing other amino acids. Meanwhile,
ABE-CP1041 with the same spacer sequence in mES cells has a 1.1% chance of changing a
completely different amino acid from a serine to a proline. It also has a 41.4% chance of making
no amino acid changes at all, meaning it does not edit HBB as well as ABE even though the
efficiency is about 10% higher (efficiency is based on a 30% average efficiency level).
Prime editing is a newer gene editing strategy somewhat similar to base editing in that it
can correct individual bases. It can install essentially any mutation or edit in a DNA sequence.
Prime editing uses a pegRNA, or a prime editing guide RNA, and Cas9 nickase fused to a
reverse transcriptase domain (figure 6a). The pegRNA contains a specific sequence that
hybridizes to the target DNA sequence, which is then nicked by the Cas9 nickase to produce a
flap of DNA. Only the strand containing the PAM is nicked. From here, the pegRNA extension
containing the template for DNA repair that would install the desired edit would bind to the cut
sequence. This edited flap is able to replace the original DNA sequence randomly. The edited
flap is a 3’ sequence that contains the DNA synthesized by the reverse transcriptase from the
template in the pegRNA and the original flap is a 5’ sequence. 5’ ends are more likely to be
excised while 3’ ends are more likely to be ligated which makes prime editing even more
efficient. The entire process continues to cycle until the edited flap successfully replaces the
non-edited flap (figure 6b). This basic mechanism is known as PE1, and better prime editing
systems were developed afterward. PE2 engineers the reverse transcriptase in PE1 to improve
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overall editing efficiency. It makes prime editing more compatible with shorter primer binding
site sequences (PBS sequences). PE3 systems were developed after. They increase editing
efficiency by about 3x in comparison to PE2 and therefore about 9x in comparison to PE1 and
use sgRNAs alongside Cas9 nickase in nicking the non-target strand. This reduces the number of
concurrent nicks, but still has a high number of indels. PE3b is a PE3 system that uses sgRNAs
with spacer sequences that match the edited DNA strand instead of the original one. These
sgRNAs further discourage nicking until after the edit has been installed in the sequence
containing the PAM, which reduces the rate of indels by about 13 times in comparison to PE3
(26).
Prime editing has also been compared to HDR, when DNA repair mechanisms build off
of a template inserted with the editing protein. While HDR is in theory an excellent tool for
installing specific mutations in DNA, it results in a large number of indels (26) (figure 6c). This
can be attributed to the fact that HDR is involved in Cas9 cutting, which induces DSBs and thus
causes indels. Additionally, HDR is typically only active in dividing cells, so using it in stem
cells or other non-dividing cells is not feasible (36).
Due to the ability of prime editing systems to install virtually any mutation in a given
DNA sequence, they hold a lot of promise for the future of treating and curing genetic diseases
like SCD. While base editing cannot completely reverse the mutation causing SCD due to the
limits of the deaminases in the system, prime editing can. A pegRNA optimized for treating SCD
specifically must be developed. This can be done virtually on PrimeDesign to both choose
specific attributes and get a visualization of the completed pegRNA and extension. PrimeDesign
asks for pegRNA spacers, pegRNA extensions, and ngRNA spacers. The pegRNA extension
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section includes PBS length, PBS GC content, RTT length, and RTT content, as well as the
extension itself. No PBS length or GC content is explicitly more beneficial than another. RTT
lengths are also varying, with shorter and longer lengths being more efficient depending on the
specific target site. However, the one steadfast guideline is that the pegRNA’s 3’ extension
should not start with C because generally results in a lower editing efficiency (26). An example
pegRNA to edit sickle beta globin (figure 6a) contains a spacer sequence of
CATGGTGCATCTGACTCCTG on the negative strand, with a spacer GC content of 0.55. The
peg-to-edit distance is 5, and the pegRNA extension is
GACTTCTCCTCAGGAGTCAGATGCACC. It has a PBS length of 14 and an RTT length of
13, while also having relatively high GC contents for each of these: 0.57 and 0.54, respectively
(figure 7). While GC content typically does not have a large impact on efficiency (assuming it is
between 0.40 and 0.60), a higher GC content translates to a more stable pegRNA (26). This
pegRNA is most likely not optimized for SCD and requires further investigation into RTT and
PBS lengths.
The current animal models most commonly used for SCD are transgenic mouse models.
These models express normal human hemoglobin A (HbA) instead of mouse hemoglobin (37,
38, 39). Transgenic mice with human beta globin genes were first developed with correct
regulation of the expression of the gene and were first used to study globin switching, which is
the switch from fetal to adult hemoglobin (39, 40). Mice were then used as models for beta
thalassemia, allowing scientists to experiment with gene regulation and phenotypic variances
(41). Mouse models of sickle cell disease were then created, the first being SAD mice. These
mice exhibited mild symptoms of the disease along with visibly sickle cells, but did not show
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signs of anemia in adulthood. They expressed a modified type of hemoglobin known as SAD
hemoglobin, a hemoglobin that included a novel SAD beta globin gene and otherwise normal
elements (42). SAD mice were used extensively in testing potential therapies for SCD,
specifically in inhibiting the agents actually causing the sickling (37). Further development
resulted in more complex models expressing both HbS and HbS-Antilles, which is a form of
sickle hemoglobin with reduced oxygen affinity and solubility (43). HbS-only “knock-out”
models were then made, with the mice exhibiting severe sickle cell anemia. These mice had an
extremely low lifespan and low hemoglobin blood level (44, 45). Other versions of S-only
models were also developed, the most effective one being the “knock-in” model. This model
resulted in mice with less severe SCD and a longer lifespan (46).
Using prime editing and base editing beyond a theoretical treatment of SCD is one of the
logical next steps. In base editing, the base editor must be tested first within a cell culture, editing
stem cells that eventually produce sickle red blood cells. This provides a way to see how well the
SCD mutation is altered in hematopoietic stem cells without using a complex model to do so.
Similarly, with prime editing, testing the prime editing system in vitro is essential to gauging the
effectiveness of the pegRNA and associated components.
Following in vitro testing is in vivo testing. As previously established, there are mouse
models of SCD that have been used extensively to test different gene therapies (37, 39, 47).
Models can be ordered from mouse vendors, and offer a more realistic outcome for gene editing
than in vitro testing. Editors can be delivered to cell cultures via lipofection, whereas delivery
techniques for living organisms are considerably more limited to specific viral and non viral
techniques. Viral delivery techniques are the most promising option for delivery of editing
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systems (33). This is due to their ability to enter cells in a less traumatic way than nonviral
delivery methods like electroporation. They consist of viruses with parts of their genomes
removed, which increases safety. Retroviral delivery, while often advantageous, works poorly in
vivo and thus should not be used in this context (48-55) . Of the different viral techniques, AAV
(adeno-associated virus) and lentiviral delivery seem to be the most promising. Others include
herpes simplex viruses (HSVs), adenoviruses, and lentiviruses. HSVs and adenoviruses can
cause immune responses, making them less effective than AAV, which is both non-inflammatory
and non-pathogenic (33, 56). Lentiviral delivery is immunogenic as well but offers an advantage
over AAV in that it can package a much larger amount of DNA (57). AAV would require
multiple deliveries due to its small packaging capacity. Both strategies should be further
evaluated and used to deliver editors to stem cells both in vitro and in vivo. The results of in vivo
testing give a foundation for how genome editing for SCD actually manifests in living
organisms.

DISCUSSION
Sickle cell disease is caused by a single point mutation that modifies an amino acid. It
affects mostly black and brown communities stemming from areas with high rates of malaria,
and lacks accessible and affordable treatments. Introduction of base and prime editing as
alternatives, while not providing a lower-cost alternative, offers new ways to treat SCD that will
hopefully be more accessible to some. Base editing modifies the mutation causing SCD so that a
different amino acid is formed that is not the original one but still functions similarly and
effectively treats SCD. Prime editing directly reverses the mutation to make the sickle
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hemoglobin back into normal hemoglobin. Both have their own benefits, with base editing being
more well tested and able to modify the mutation, and prime editing being able to reverse the
mutation entirely.
Physical testing of base editing and prime editing to treat SCD is necessary to ensure that
they actually work. In vitro and in vivo studies should be completed and documented to
accurately portray how base editing and prime editing affect SCD in a clinical setting outside of
online simulators. Prime editing specifically requires a carefully optimized pegRNA developed
specifically for the cell line(s) used, since optimal RTT and PBS lengths differ from cell to cell.
This will call for further investigation into prime editing specifically for SCD. Additionally,
delivery techniques for editing systems should be further investigated. Lentiviral delivery and
AAV should be compared to determine which is best for base editing and prime editing,
respectively. This can be done by further research into previous uses of them, as well as
experimentation on hematopoietic stem cells in SCD transgenic model mice.
Due to the presence of human HbS in model mice, a study affirming the effectiveness of
base and prime editors in mouse models will confirm their ability to modify human sickle
hemoglobin. This will allow scientists to determine whether base and prime editing are possible
treatments for SCD, and determine what kinds of guidelines need to be implemented to ensure
that the editors function optimally. This can include which kind of prime editing system to use
and which delivery method to use.
Assuming the study yields desirable results, further testing would need to be done to
confirm the effectiveness of editors, specifically in different hematopoietic stem cell lines in
vitro, due to the efficiency of base editors and prime editors differing between cell lines.
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Approved and tested base and prime editors would then move on to clinical trials to be allowed
to be used on the general public.
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FIGURE 1

Figure 1: a. Normal red blood cells versus sickling red blood cells. b. DNA sequence of normal
beta globin chain versus sickle beta globin chain. c. Structure of normal hemoglobin versus
sickle hemoglobin.

Source:
a. Genetics Education Materials for School Success
b. Benchling
c. Discovery Medicine
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FIGURE 2

Figure 2: Mechanism of the CRISPR Cas9 system.

Source: Genome engineering using the CRISPR-Cas9 system (17)
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FIGURE 3

Figure 3: Mechanisms of NHEJ and HDR.

Source: Genome engineering using the CRISPR-Cas9 system (17)
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FIGURE 4

Figure 4: An outline of gene editing strategies developed after Cas nucleases.

Source: Genome editing with CRISPR–Cas nucleases, base editors, transposases and prime
editors (27)
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FIGURE 5

Figure 5: a. Mechanisms of cytosine base editors and adenine base editors. b. Efficiency and
purity of different adenine base editors/protospacers given a mutated beta globin as the target
sequence.

Source:
a. All About That Base Editing (58)
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FIGURE 6

Figure 6: a. Layout of a prime editing system. b. Mechanisms of a prime editing system. c.
Indels resulting from PE3 in comparison to HDR

Source: Search-and-replace genome editing without double-strand breaks or donor DNA (26)
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FIGURE 7

Figure 7: a. Example pegRNA full secondary structure. b. Example pegRNA secondary structure
of pegRNA extension only.

Source: PrimeDesign

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

References
1. Ashley-Koch, A., et al. "Sickle Hemoglobin (Hb S) Allele and Sickle Cell Disease: A
HuGE Review." American Journal of Epidemiology, vol. 151, no. 9, 1 May 2000, pp.
839-45, doi:10.1093/oxfordjournals.aje.a010288.
2. Powars, Darleen R., et al. "Outcome of Sickle Cell Anemia: A 4-Decade Observational
Study of 1056 Patients." Medicine, vol. 84, no. 6, Nov. 2005, pp. 363-76,
doi:10.1097/01.md.0000189089.45003.52.
3. Schnog, J. B., et al. "Sickle cell disease; a general overview." The Netherlands Journal of
Medicine, vol. 62, no. 10, Nov. 2004, pp. 364-74.
4. Robbins, Mona A., et al. "Sickle Cell Disease, More than Just Pain: The Mediating Role
of Psychological Symptoms." Southern Medical Journal, vol. 112, no. 5, May 2019, pp.
253-58, doi:10.14423/smj.0000000000000972.
5. Marengo-Rowe, Alain J. "Structure-function relations of human hemoglobins." Baylor
University Medical Center Proceedings, vol. 19, no. 3, July 2006,
doi:10.1080/08998280.2006.11928171.
6. Clive Ellory, J. "Haemoglobin C Promotes Distinct Membrane Properties in
Heterozygous HbSC red Cells." EBioMedicine, vol. 2, no. 11, 18 Sept. 2015, pp.
1669-76, doi:10.1016/j.ebiom.2015.10.026.
7. Nagel, R. L., and C. Lawrence. "The distinct pathobiology of sickle cell-hemoglobin C
disease. Therapeutic implications." Hematology/Oncology Clinics of North America, vol.
5, no. 3, 1991, pp. 433-51.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

8. Rees, David C., et al. "Sickle-cell Disease." The Lancet, vol. 376, no. 9757, Dec. 2010,
pp. 2018-31, doi:10.1016/S0140-6736(10)61029-X.
9. Serjeant, Graham R. "The Natural History of Sickle Cell Disease." Cold Spring Harbor
Perspectives in Medicine, vol. 3, no. 10, Oct. 2013, doi:10.1101/cshperspect.a011783.
10. Adams, Robert J., et al. "Discontinuing prophylactic transfusions used to prevent stroke
in sickle cell disease." New England Journal of Medicine, vol. 353, no. 26, Dec. 2005,
pp. 2769-78, doi:10.1056/NEJMoa050460.
11. Roseff, S. D. "Sickle cell disease: a review." Immunohematology, vol. 25, no. 2, 2009,
pp. 67-74.
12. Bernaudin, Françoise, et al. "Long-term results of related myeloablative stem-cell
transplantation to cure sickle cell disease." Blood, vol. 110, no. 7, Oct. 2007, pp. 2749-56,
doi:10.1182/blood-2007-03-079665.
13. Hseigh, Matthew M., et al. "Nonmyeloablative HLA-Matched Sibling Allogeneic
Hematopoietic Stem Cell Transplantation for Severe Sickle Cell Phenotype." Journal of
the American Medical Association, vol. 312, no. 1, July 2014, pp. 48-56,
doi:10.1001/jama.2014.7192.
14. Carvalho, Joana. "Gene Therapy LentiGlobin Continues to Show Promising Results,
Phase 1/2 Trial Data Shows." Sickle Cell Disease News, 12 Dec. 2019.
15. Figueiredo, Marta. "Bluebird Bio Presents Data from LentiGlobin Gene Therapy Trial."
Sickle Cell Disease News, 16 June 2020.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

16. Makarova, Kira S., et al. "Evolution and Classification of the CRISPR–Cas Systems."
Nature Reviews Microbiology, vol. 9, no. 6, 9 May 2011, pp. 467-77,
doi:10.1038/nrmicro2577.
17. Ran, F. Ann, et al. "Genome Engineering Using the CRISPR-Cas9 System." Nature
Protocols, vol. 8, no. 11, 24 Oct. 2013, pp. 2281-308, doi:10.1038/nprot.2013.143.
18. Marraffini, Luciano A., and Erik J. Sontheimer. "CRISPR Interference Limits Horizontal
Gene Transfer in Staphylococci by Targeting DNA." Science, vol. 322, no. 5909, 19 Dec.
2008, pp. 1843-45, doi:10.1126/science.1165771.
19. Brouns, S. J. J., et al. "Small CRISPR RNAs Guide Antiviral Defense in Prokaryotes."
Science, vol. 321, no. 5891, 15 Aug. 2008, pp. 960-64, doi:10.1126/science.1159689.
20. Barrangou, R., et al. "CRISPR Provides Acquired Resistance against Viruses in
Prokaryotes." Science, vol. 315, no. 5819, 23 Mar. 2007, pp. 1709-12,
doi:10.1126/science.1138140.
21. Makarova, Kira S., and Eugene V. Koonin. "Annotation and Classification of
CRISPR-Cas Systems." Methods in Molecular Biology, 2015, pp. 47-75,
doi:10.1007/978-1-4939-2687-9_4.
22. Chylinski, Krzysztof, et al. "Classification and Evolution of Type II CRISPR-Cas
Systems." Nucleic Acids Research, vol. 42, no. 10, 11 Apr. 2014, pp. 6091-105,
doi:10.1093/nar/gku241.
23. Chylinski, Krzysztof, et al. "The TracrRNA and Cas9 Families of Type II CRISPR-Cas
Immunity Systems." RNA Biology, vol. 10, no. 5, 5 Apr. 2013, pp. 726-37,
doi:10.4161/rna.24321.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

24. Moreno-Mateos, Miguel A., et al. "CRISPRscan: Designing Highly Efficient SgRNAs
for CRISPR-Cas9 Targeting in Vivo." Nature Methods, vol. 12, no. 10, 31 Aug. 2015, pp.
982-88, doi:/10.1038/nmeth.3543.
25. Rodgers, Kasey, and Mitch McVey. "Error-Prone Repair of DNA Double-Strand
Breaks." Journal of Cellular Physiology, vol. 231, no. 1, 28 Sept. 2015, pp. 15-24,
doi:10.1002/jcp.25053.
26. Anzalone, Andrew V., et al. "Search-and-replace Genome Editing without Double-strand
Breaks or Donor DNA." Nature, vol. 576, no. 7785, 21 Oct. 2019, pp. 149-57,
doi:10.1038/s41586-019-1711-4.
27. Anzalone, Andrew V., et al. "Genome Editing with CRISPR–Cas Nucleases, Base
Editors, Transposases and Prime Editors." Nature Biotechnology, vol. 38, no. 7, 22 June
2020, pp. 824-44, doi:10.1038/s41587-020-0561-9.
28. Nishimasu, Hiroshi, et al. "Crystal Structure of Cas9 in Complex with Guide RNA and
Target DNA." Cell, vol. 156, no. 5, Feb. 2014, pp. 935-49,
doi:10.1016/j.cell.2014.02.001.
29. Jiang, Fuguo, and Jennifer A. Doudna. "CRISPR–Cas9 Structures and Mechanisms."
Annual Review of Biophysics, vol. 46, no. 1, 22 May 2017, pp. 505-29,
doi:10.1146/annurev-biophys-062215-010822.
30. Komor, Alexis C., et al. "Programmable Editing of a Target Base in Genomic DNA
without Double-stranded DNA Cleavage." Nature, vol. 533, no. 7603, 20 Apr. 2016, pp.
420-24, doi:10.1038/nature17946.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

31. Komor, Alexis C., et al. "Improved Base Excision Repair Inhibition and Bacteriophage
Mu Gam Protein Yields C:G-to-T:A Base Editors with Higher Efficiency and Product
Purity." Science Advances, vol. 3, no. 8, Aug. 2017, p. eaao4774,
doi:10.1126/sciadv.aao4774.
32. Mol, Clifford D., et al. "Crystal Structure of Human Uracil-DNA Glycosylase in
Complex with a Protein Inhibitor: Protein Mimicry of DNA." Cell, vol. 82, no. 5, Sept.
1995, pp. 701-08, doi:10.1016/0092-8674(95)90467-0.
33. Rees, Holly A., and David R. Liu. "Base Editing: Precision Chemistry on the Genome
and Transcriptome Of Living Cells." Nature Reviews Genetics, vol. 19, no. 12, 15 Oct.
2018, pp. 770-88, doi:10.1038/s41576-018-0059-1.
34. Gaudelli, Nicole M., et al. "Programmable Base Editing of A•T to G•C in Genomic DNA
without DNA Cleavage." Nature, vol. 551, no. 7681, Nov. 2017, pp. 464-71,
doi:10.1038/nature24644.
35. Lin, Ling, et al. "Complementary Base Editing Approaches for the Treatment of Sickle
Cell Disease and Beta Thalassemia." Blood, vol. 134, no. Supplement_1, 13 Nov. 2019,
p. 3352, doi:10.1182/blood-2019-126710.
36. Saleh-Gohari, N. "Conservative Homologous Recombination Preferentially Repairs DNA
Double-strand Breaks in the S Phase of the Cell Cycle in Human Cells." Nucleic Acids
Research, vol. 32, no. 12, 7 July 2004, pp. 3683-88, doi:10.1093/nar/gkh703.
37. Beuzard, Y. "Mouse Models of Sickle Cell Disease." Transfusion Clinique Et Biologique,
vol. 15, nos. 1-2, Feb. 2008, pp. 7-11, doi:10.1016/j.tracli.2008.04.001.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

38. Grosveld, Frank, et al. "Position-independent, High-level Expression of the Human
β-globin Gene in Transgenic Mice." Cell, vol. 51, no. 6, Dec. 1987, pp. 975-85,
doi:10.1016/0092-8674(87)90584-8.
39. Behringer, R., et al. "Synthesis of Functional Human Hemoglobin in Transgenic Mice."
Science, vol. 245, no. 4921, 1 Sept. 1989, pp. 971-73, doi:10.1126/science.2772649.
40. Rosenberg, R., et al. "Circumsporozoite Protein Heterogeneity in the Human Malaria
Parasite Plasmodium Vivax." Science, vol. 245, no. 4921, 1 Sept. 1989, pp. 973-76,
doi:10.1126/science.2672336.
41. Skow, L.C., et al. "A Mouse Model for β-thalassemia." Cell, vol. 34, no. 3, Oct. 1983, pp.
1043-52, doi:10.1016/0092-8674(83)90562-7.
42. De Paepe, Monique E., and Marie Trudel. "The Transgenic SAD Mouse: A Model of
Human Sickle Cell Glomerulopathy." Kidney International, vol. 46, no. 5, Nov. 1994, pp.
1337-45, doi:10.1038/ki.1994.403.
43. Fabry, ME, et al. "A Second Generation Transgenic Mouse Model Expressing Both
Hemoglobin S (HbS) and HbS-Antilles Results in Increased Phenotypic Severity." Blood,
vol. 86, no. 6, 15 Sept. 1995, pp. 2419-28,
doi:10.1182/blood.V86.6.2419.bloodjournal8662419.
44. Ryan, T. M. "Knockout-Transgenic Mouse Model of Sickle Cell Disease." Science, vol.
278, no. 5339, 31 Oct. 1997, pp. 873-76, doi:10.1126/science.278.5339.873.
45. Paszty, C. "Transgenic Knockout Mice with Exclusively Human Sickle Hemoglobin and
Sickle Cell Disease." Science, vol. 278, no. 5339, 31 Oct. 1997, pp. 876-78,
doi:10.1126/science.278.5339.876.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

46. Hanna, J., et al. "Treatment of Sickle Cell Anemia Mouse Model with IPS Cells
Generated from Autologous Skin." Science, vol. 318, no. 5858, 21 Dec. 2007, pp.
1920-23, doi:10.1126/science.1152092.
47. McColl, Bradley, and Jim Vadolas. "Animal Models of β-hemoglobinopathies: Utility
and Limitations." Journal of Blood Medicine, vols. Volume 7, Nov. 2016, pp. 263-74,
doi:10.2147/JBM.S87955.
48. Anson, Donald S. "The use of retroviral vectors for gene therapy-what are the risks? A
review of retroviral pathogenesis and its relevance to retroviral vector-mediated gene
delivery." Genetic Vaccines and Therapy, vol. 2, no. 1, 13 Aug. 2004, p. 9,
doi:10.1186/1479-0556-2-9.
49. Bushman, Frederic D. "Retroviral Integration and Human Gene Therapy." Journal of
Clinical Investigation, vol. 117, no. 8, 1 Aug. 2007, pp. 2083-86, doi:10.1172/JCI32949.
50. Laufs, S. "Retroviral Vector Integration Occurs in Preferred Genomic Targets of Human
Bone Marrow-repopulating Cells." Blood, vol. 101, no. 6, 7 Nov. 2002, pp. 2191-98,
doi:10.1182/blood-2002-02-0627.
51. Hacein-Bey-Abina, Salima, et al. "Sustained Correction of X-Linked Severe Combined
Immunodeficiency by Ex Vivo Gene Therapy." New England Journal of Medicine, vol.
346, no. 16, 18 Apr. 2002, pp. 1185-93, doi:10.1056/NEJMoa012616.
52. Fischer, Alain, et al. "[Gene therapy of severe combined immunodeficiency disease:
proof of principle of efficiency and safety issues. Gene therapy, primary
immunodeficiencies, retrovirus, lentivirus, genome]." Bulletin de L'Académie Nationale
de Médecine, vol. 189, no. 5, May 2005, pp. 779-85.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 21 September 2020

doi:10.20944/preprints202009.0490.v1

53. Buckley, Rebecca H. "Gene Therapy for SCID—a Complication after Remarkable
Progress." The Lancet, vol. 360, no. 9341, Oct. 2002, pp. 1185-86,
doi:10.1016/S0140-6736(02)11290-6.
54. Fox, Jeffrey L. "US Authorities Uphold Suspension of SCID Gene Therapy." Nature
Biotechnology, vol. 21, no. 3, Mar. 2003, p. 217, doi:10.1038/nbt0303-217.
55. Hacein-Bey-Abina, S. "LMO2-Associated Clonal T Cell Proliferation in Two Patients
after Gene Therapy for SCID-X1." Science, vol. 302, no. 5644, 17 Oct. 2003, pp. 415-19,
doi:10.1126/science.1088547.
56. Thomas, Clare E., et al. "Progress and Problems with the Use of Viral Vectors for Gene
Therapy." Nature Reviews Genetics, vol. 4, no. 5, May 2003, pp. 346-58,
doi:10.1038/nrg1066.
57. Follenzi, Antonia, et al. "Immune Responses to Lentiviral Vectors." Current Gene
Therapy, vol. 7, no. 5, 1 Oct. 2007, pp. 306-15, doi:10.2174/156652307782151515.
58. Davies, Kevin. "All About That Base Editing." Genetic Engineering & Biotechnology
News, 1 May 2019.

