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Abstract: Since the discovery of the CRISPR-Cas engineering system in 2012, several approaches
for using this innovative molecular tool in therapeutic strategies and even diagnosis have been
investigated. The use of this tool requires a global approach to DNA damage processes and repair
systems in cells. The diversity in the functions of various Cas proteins allows for the use of this
technology in clinical applications and trials. Wide variants of Cas12 and Cas13 are exploited using
the collateral effect in many diagnostic applications. Even though this tool is well known, its use still
raises real-world ethical and regulatory questions.
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1. Introduction

Rare diseases raise the question of the medicine of tomorrow and its economic model.
These rare diseases affect nearly 30 million people in Europe and more than 350 million
worldwide. More than 7000 rare diseases have been identified to date, only approximately
5% of which benefit from approved treatments in Europe. Nearly 75% of patients with rare
diseases are children, half of who are under 5 years old. One major objective is to identify
and treat them.

Since its discovery in 2010–2012, the CRISPR-Cas system has been widely described.
Since the late 1980s, research carried out on bacteria and specifically on immune mech-
anisms has led to the identification and optimization of a formidable and revolutionary
system that can also cut DNA: CRISPR-Cas9. This strange acronym, CRISPR-Cas (clus-
tered regularly interspaced short palindromic repeats/CRISPR-associated), represents a
seemingly simple yet formidably effective system for modifying genes to order by generat-
ing highly targeted gaps in their DNA. The technical simplicity of its use has ‘burst’ the
imagination of genome engineers, though this was previously unthinkable and sometimes
frightening. Although the use of this technology, however simple it may be, requires
in-depth knowledge of the cell systems used, a perfect command of the genetics of the
experimental model, and knowledge of the associated regulations.

The last decades have seen the advent of new scientific technologies such as CRISPR-
Cas, which is described as an adaptive immune system that allows bacteria and archaea to
defend themselves against viral attacks. The technology derived from these CRISPR-Cas
systems, which makes it possible to precisely cleave a genomic sequence, is now the basis
of powerful tools for molecular biology and genome editing. The ‘molecular scissors’ in
CRISPR-Cas use Cas endonucleases that are programmed and activated with guide RNA
to specifically cut a target sequence of RNA or DNA. Some of these Cas enzymes—in
particular Cas12a and Cas13a—have, in addition to this cleavage activity directed by an
RNA guide, a generic activity of collateral cleavage, in trans, of all nucleic sequences
encountered. These different activities of CRISPR-Cas systems have also been exploited
to develop promising molecular diagnostic tools. Their applications are numerous, and
CRISPR-Cas systems are also used in the context of diagnosis.

Genes 2023, 14, 1542. https://doi.org/10.3390/genes14081542 https://www.mdpi.com/journal/genes

https://doi.org/10.3390/genes14081542
https://doi.org/10.3390/genes14081542
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/genes
https://www.mdpi.com
https://orcid.org/0000-0001-8619-3672
https://doi.org/10.3390/genes14081542
https://www.mdpi.com/journal/genes
https://www.mdpi.com/article/10.3390/genes14081542?type=check_update&version=2


Genes 2023, 14, 1542 2 of 16

The development of genetic and pathogenic tests has improved healthcare outcomes,
as they help in diagnosis, monitoring, and updating disease information and reducing
negative outcomes. Nucleic acid detection is a key molecular diagnostic procedure that has
been steadily increasing in use over the last few decades [1].

The COVID-19 pandemic has challenged the conventional diagnostic field and has
revealed the need to create and develop a new generation of point-of-care (POC) solu-
tions [2]. CRISPR-based strategies with the new generation of Cas protein have emerged as
promising tools capable of revolutionizing molecular diagnostics.

These systems’ ease of use on a technical level has caused imagination in the genome
engineering field to ‘explode’ with previously unthinkable and sometimes frightening ideas.
However, the use of this technology, as simple as it is, requires a very thorough knowledge
of the cellular systems used, as well as a perfect mastery of the genetics of the experimental
model and the associated regulations. Using this tool to perform a modification is not
enough; it is necessary for it to be accompanied by structures and complex technological
platforms for visualizing, identifying, and selecting the laboratory work obtained with
CRISPR-Cas 9. Overall, this coveted modification tool is apparently not yet easy to use in
every laboratory on a daily basis. If, in addition, some regulatory limits come to frame its
use, it is ultimately a technology that certainly shows promise in all areas of genetics and
still has many surprises in store for us in the future.

In this review, we detail the CRISPR-Cas system, its variants, its applications in
diagnosis, and strategies for its use in gene therapy.

2. DNA Damage Processes and Repair System

DNA is the carrier of genetic information carried by 23 pairs (one paternal copy and
one maternal copy) of chromosomes in humans. Its double helix structure, consisting of
two complementary strands, each formed of a sequence of nitrogenous bases called nu-
cleotides, is necessary for the conservation and transmission of genetic information. Three
successive nucleotides form a codon, which corresponds to a specific amino acid when the
corresponding protein is assembled. During divisions, DNA strands are subject to damage
such as double-strand breaks (DSBs), which can affect cell viability. After a DSB, a cell can
implement two strategies for repairing the break and ensuring its genetic integrity: repair
via nonhomologous end joining (NHEJ) and repair via directed homologous recombination
(HDR—homology-directed repair) (Figure 1).

Correction via NHEJ most often leads to the suppression of the expression of the
repaired gene (generation of a knockout (KO)), because it leads to the random insertion
or deletion of nucleotides that are no longer in multiples of three. This type of deletion or
insertion, therefore, most often induces a shift in the reading frame of the codons during
the translation into protein, leading either to the formation of a truncated protein that is
incapable of exercising its main function or the absence of translation into protein.

Conversely, the HDR strategy consists of correcting the break using homologous
recombination from an unaltered DNA strand of the sister chromatin (from the other
chromosome), which serves as a template strand for the synthesis of repaired DNA [3,4]
(Figure 1).

In gene therapy, the HDR strategy appears to be the method of choice, because it
allows for the precise correction or even integration of a sequence that is determined and
chosen by the experimenter at the level of the gene to be modified. In practice, it is possible
to combine molecular scissors with single-strand oligonucleotide DNA (ssODN) in donor
oligonucleotides that are homologous to the target sequence to be corrected (except for
the part modified by the experimenter), which serves as a template for correction in the
homologous recombination induced during HDR [5].
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Figure 1. NHEJ and HDR cell reparation systems (credit: Esmée Dragt (creator) and Louis Ngai 
(Biorender)). CRISPR-Cas9 is a powerful tool for genome engineering. Together with an sgRNA, the 
Cas9 complex recognizes a specific sequence—the protospacer. This is only possible if this sequence 
is followed by a protospacer-adjacent motif (PAM). When Cas9 binds, a dsDNA break is generated. 
Then, nonhomologous end joining or homology-directed repair can occur, leading to mutations or 
gene changes, respectively. (Colors used in NHEJ represent different sequences, colors for HDR 
represent homologous recombining sequences) 
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Figure 1. NHEJ and HDR cell reparation systems (credit: Esmée Dragt (creator) and Louis Ngai
(Biorender)). CRISPR-Cas9 is a powerful tool for genome engineering. Together with an sgRNA, the
Cas9 complex recognizes a specific sequence—the protospacer. This is only possible if this sequence
is followed by a protospacer-adjacent motif (PAM). When Cas9 binds, a dsDNA break is generated.
Then, nonhomologous end joining or homology-directed repair can occur, leading to mutations or
gene changes, respectively. (Colors used in NHEJ represent different sequences, colors for HDR
represent homologous recombining sequences).

New gene therapy techniques that involve the action of endonucleases are based on
the principle of the induction of a DSB at a specific level of DNA, followed by one of
the repair strategies listed above. Thus, the endonucleases used in gene therapy always
comprise two domains: a recognition and binding domain specific to the sequence of
interest and a DNA cutting domain (i.e., the nuclease), which is responsible for creating the
DSB. These molecular scissors are, therefore, chimeric proteins capable of recognizing and
modifying any sequence of a genome with precision.

3. Brief Review of Molecular Tools for Genome Editing before CRISPR

Other systems existed before the discovery of the CRISPR-Cas tool and remain in
use. The ability of zinc finger nucleases (ZFNs) to modify genomes was discovered in the
mid-1990s. These recombinant proteins are created by fusing a zinc finger protein, which
constitutes the recognition domain for a sequence of DNA, with a cleavage domain of
a particular endonuclease, Flavobacterium okeanokoites endonuclease I (Fok1), capable of
cutting DNA [5]. Zinc finger proteins consist of approximately 30 amino acids and have
a helix structure. Each ZFN is able to identify and interact with three nucleotides (i.e., a
codon). The Fok1 nuclease is associated with six zinc finger protein motifs of the Cys2His2
type to form a chimeric ZFN protein [6]. Since a ZF can only recognize three nucleotides on
the target DNA, it is necessary to create constructions consisting of a sequence of several
ZFs so that they can recognize a long DNA sequence.

To date, three clinical trials have been set up using the ZFN method; one of them
was carried out on T cells isolated from HIV-positive patients [7]. Chimeric ZFN proteins
were engineered to modify the expression of CCR5 chemokine receptors, making them
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resistant to viral infection. These modified cells were then transferred to patients with HIV
for therapeutic purposes (NCT02388594) [8].

For several years, the ZFN technique was the only technology that allowed for the
creation of specific proteins that bind to a specific region of the genome and allowed for its
editing, but more efficient strategies have subsequently emerged.

The TALEN method uses a recombinant protein consisting of a DNA-binding do-
main, called a transcription activator-like effector (TALE), and the Fok1 endonuclease
(the cleavage enzyme). Discovered in 2009, a TALE is a protein naturally secreted by a
proteobacterium, named Xanthomonas, which infects a number of plant species, such as
rice [8]. In plants, TALEs act by integrating into the nucleus of the host cell and mim-
icking the action of a transcription factor to modify the gene expression, thus inducing
a modification in the plant’s development [9]. This factor consists of a central domain
composed of tandem repeats (7 to 30 repeats). These repeats can be chosen and designed
in the laboratory so that they can bind to any DNA sequence. Two TALEN proteins bind
to opposite strands to allow for the dimerization of Fok1 [5]. Each monomer recognizes a
sequence 14 to 20 base pairs (bp) long within a DNA sequence.

A clinical trial for immunotherapy using the TALEN method to treat type B acute
lymphoblastic leukemia has been underway in New York since 2018 (NCT04150497) [10,11].

Despite the relative efficiency of molecular scissors of the ZFN and TALEN types, these
techniques remain complex, inflexible in terms of the choice of the target DNA sequence,
quite expensive, and time consuming to develop. The new CRISPR-Cas9 technique makes
it possible to overcome some of these constraints. Its efficiency and, above all, its ease of
use make it the perfect choice for genome engineering.

4. Structure, Classification, Diversity, Function, and Biotechnological Applications of
the CRISPR-Cas Tool

In 2020, Emmanuelle Charpentier (Director of the Max Planck Institute, Berlin, Ger-
many) and Jennifer Doudna (Professor at the University of California, Berkeley, United
States) were awarded the Nobel Prize in Chemistry for the discovery of the CRISPR-Cas
nuclease system [12]. The history of CRISPR began in 1987, in Japan, when the group of
Ishino et al., from the University of Osaka [12], discovered strange repeated sequences
of nucleotides (∼21–40 bp) spaced by sequences of ∼20–58 bp, called ‘spacers’ [13,14]
(Figure 2). It still took approximately twenty years for Rud Jansen and Francisco Mojica to
identify and baptize these CRISPR sequences, in 2002, and five more years for them to be
identified as part of an adaptive immune system that allows bacteria to defend themselves
against phage infections, as described by Barrangou et al., thus conferring resistance against
bacteriophages upon prokaryotes [14,15]. Barrangou et al. presented a kind of adaptive
immunity that allowed an infected bacterium to remember previous infections in order to
defend itself and better resist a subsequent infection by an identical virus. Indeed, during
the first infection by a virus, the viral DNA is integrated into the host genome at the level
of the spacers of the CRISPR sequences, and the immunological memory is thus stored
in these sites, which is subsequently transcribed into CRISPR RNA (crRNA). During the
second infection by a bacteriophage, a process of recognition and defense against it takes
place [14]. This process occurs in three stages (Figure 3):

(1) An acquisition phase (or adaptation) during which the new ‘spacer’ sequences
that come from the invasive DNA are inserted among the repeated sequences of the
CRISPR locus.

(2) A phase of biogenesis that involves the transcription of the CRISPR sequence, as
well as that of other genes necessary for the recognition and cleavage of the viral DNA.

(3) An interference phase during which the foreign nucleic acid sequence is targeted
and degraded.
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Figure 2. Generic organization of class 1 and class 2 CRISPR-Cas loci. The classification of
class 1 CRISPR-Cas systems, which include types I, III, and IV, has remained relatively stable since
the last version was described in 2015. The scheme for this classification in 2015 included 12 sub-
types. The update of this classification distinguished four new subtypes: III-E, III-F, IV-B, and IV-C.
Moreover, experimental data allowed for the observation of the incorporation of new spacers by
the systems of the I-U subtype, resulting in reclassification of this subtype into subtype I-G [16,17].
Class 2 CRISPR-Cas systems include types II, V, and VI. Because of the search for new potential
genome editing tools, this class has undergone drastic expansion since 2015. From the two types and
four subtypes in 2015, class 2 has expanded to 3 types and 17 subtypes. The major characteristic of
these types is the presence of a large multidomain protein necessary for interference, such as Cas9.
New findings include multiple variants of the V-type and VI-type systems, including V types that
cleave RNA.
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Figure 3. CRISPR-Cas system (credit: Sebastián Felipe González Moraga (creator) and Nima Vaez-
zadeh; Biorender). The CRISPR-Cas9 system confers bacteria with adaptive immunity against
invading bacteriophages. Following infection, Cas1 and Cas2 incorporate a short segment of the
viral genome as spacers within the CRISPR locus of the bacterial genome. Upon reinfection with
the same bacteriophage, the CRISPR locus is expressed as pre-crRNA, along with tracrRNA. This
pre-crRNA is processed to yield guide RNAs (gRNAs) that bind the ribonucleoprotein Cas9, as well
as complementary segments of the invading viral genome, prompting its cleavage by Cas9.( Dotted
line represent the distinction between phase 1 and Phase 2).
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4.1. Classification Based on the Nature of the Cas Protein

Each endonuclease is composed of an effector domain that allows interaction between
the crRNA and the target, a cleavage domain, and a domain involved in the insertion of
spacers. Within the adaptive immunity provided by bacterial CRISPR, there are several
distinct families depending on the type of Cas protein involved. Cas genes are only found
in species with the CRISPR system and are often located near a repeated locus (Figure 2).
There is a great diversity of Cas proteins associated with CRISPR; at least 45 different
Cas genes are counted today and integrated into a particular classification system [16,17].
The CRISPR system in prokaryotes also includes a great diversity of forms and functions,
which have been grouped into two distinct classes. The first is class 1, which contains
three subtypes (type I, type III, and type IV). In this group, the effector enzyme is formed
from an assembly of several Cas subunits. The second is class 2 (composed of type V,
type VI, and type II), which involves only one Cas, which is a large protein capable of
coupling to crRNA.

Within class 1, the subunits making up the effector part of the protein vary greatly
depending on the type, with several small (ss = small subunit) and large (Cas) subunits
playing an effector and cleavage role, respectively. Class 2 is characterized by a single large
protein (Cas) acting as an effector and cleavage protein [18] (Figure 2).

Depending on the type of Cas and the subunits involved, the maturation of pre-crRNA
into crRNA takes place through different mechanisms. This mechanism within the type II
CRISPR-Cas9 system is well known and requires the involvement of the trans-activating
CRISPR RNA (tracrRNA) [19]. Because of its relevance, type II has aroused much interest
with respect to genome editing and has been the subject of numerous in vitro studies on
animal and human cells. CRISPR-Cas 9 is the type of CRISPR system most commonly used
in therapeutic research today.

4.2. Specificity of the CRISPR-Cas9 Tool

E. Charpentier and J. Doudna, for the first time, demonstrated that the CRISPR-Cas
system could be programmed for the cleavage of target DNA in vivo and for the editing of
all genomes [18]. This revolutionary discovery allowed them to adapt this technique for
any living organism, and this is the main reason they were awarded the Nobel Prize.

This tool is composed of two elements necessary for the modification of the genome:
Cas9 enzyme with the function of an endonuclease composed of two cleavage sites, which
allows for the formation of a break in the double strands of DNA; guide RNA (gRNA),
that condenses the crRNA and tracrRNA into a single RNA and which is chosen to specif-
ically guide Cas9 to the cleavage site. This RNA is composed of a variable sequence of
20 nucleotides complementary to the sequence of the targeted gene and a constant sequence
of 42 nucleotides used for attachment to Cas9 [20]. The 20 nucleotides are chosen close
to the PAM motif (three nucleotides upstream). In the free state, Cas9 self-inhibits and
is, therefore, unable to bind to the target sequence to perform its endonuclease function.
Following the binding of the guide RNA to it, Cas9 undergoes a physical rearrangement
and, thus, adopts a conformation making it possible to bind to the target DNA [8]. The
PAM motif is necessary for the binding of Cas9. Once the Cas9/gRNA complex is bound
to the DNA, the RuvC and HNH catalytic sites of Cas9 induce the cleavage of each DNA
strand. This triggers a series of events, resulting in the recruitment of the cellular machinery
for initiating the DNA repair pathways. Initially, the break is detected by protein complexes
which, in turn, recruit enzymes, such as glycosylases, endonucleases, and exonucleases.
This multiple complex allows for the nucleotide rearrangement that is necessary for the
repairment of the DNA [18]. A DNA polymerase is then recruited to randomly add nu-
cleotides in the case of the NHEJ strategy or to synthesize a DNA strand from a template
strand (complementary DNA strand or exogenous ssODN single-strand donor) in the case
of the HDR strategy [18,21]. The induction of repair via directed homologous recombina-
tion can lead to the invalidation of a gene or the correction of a deleterious mutation. In
this context, the exogenously synthesized ssODN donor strand must contain nucleotide
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sequences homologous to those preceding and following the cleavage site. Between these
sequences, the donor strand may contain a sequence of nucleotides that makes it possi-
ble to modify the target gene, namely, correcting a mutation, introducing missing exons,
decreasing the expression of a gene, or inhibiting it.

4.3. In Vivo and In Vitro Applications of the CRISPR-Cas 9 System in Fundamental Research

In view of its considerable advantages, today, the CRISPR-Cas system represents an
essential molecular tool for understanding physiological mechanisms, modeling diseases,
and conducting therapeutic research. This technique has, indeed, significantly imposed
itself; it is now possible to modify a genome at low cost in a few days, which took several
weeks or even several months a few years ago using the TALEN and ZFN techniques [22].
Today, researchers are, in fact, capable of generating a considerable number of modifica-
tions with precision (such as modifying a gene, correcting a mutation, and inducing a
mutation) in cells in culture or in animal models. Depending on the scientific question
under study, several types of genetic manipulations can be performed. Genetic invalidation,
more commonly called ‘knockout’ (KO), makes it possible to permanently suppress the
expression of a gene within a cell type or an organization. It is also possible to reduce the
expression of a gene through repression and interference (CRISPRi) or, on the contrary,
increase its expression through activation (CRISPRa) without permanently modifying the
genome of the cell [20]. Finally, it is possible to specifically modify a genomic sequence to
induce or correct a mutation via editing.

The CRISPR-Cas9 system can be introduced into an organism to modify the gene
expression of cells in a specific manner using adenovirus vector (AAV)-mediated admin-
istration in specific cells [21,22]. Indeed, much research aims to model pathologies using
animal models to better understand the mechanisms present in humans. Their purpose is to
induce a causal mutation in order to study the physiological consequences linked to it or to
correct the causal mutation to gain control over the disease in question [23]. An example of
a rare disease of genetic origin that has long been modeled with the CRISPR-Cas9 strategy
is Duchenne muscular dystrophy, a syndrome that appears in young children and causes
progressive degeneration of all of the muscles of the body. It is mainly caused by mutations
in the DMD gene, the longest gene in the body, which is located on the X chromosome;
these mutations cause a total loss of dystrophin, a protein necessary for the maintenance of
muscle fibers. Several models have been created to study this syndrome, such as a mouse
model for which researchers were able to specifically target the two exons of the DMD gene
responsible for this myopathy, as well as a nonhuman primate model [24].

Additionally, the discovery of a method for generating induced pluripotent stem cells
(iPSCs) in 2006 [25] produced a major asset for many genome-editing approaches. It is
now possible to take skin biopsies from patients, put them in culture, and reprogram the
fibroblasts obtained into iPS cells using this technique. The editing of the genes of these
cells with CRISPR-Cas9 technology makes it possible, on the one hand, to obtain cellular
research models for studying the physiopathological mechanisms of genetic diseases, as
well as to attempt to correct mutations in the model as a valid therapeutic tool, on the
other hand.

5. CRISPR-Cas9, Clinical Trials, and Therapeutic Use

CRISPR-Cas9 technology is also opening up new horizons in gene therapy. Indeed, if
we manage to detect the gene implicated in a disease, we can, in the long term, eliminate it,
correct it, or modify it within the affected organ. Following the success brought by the use of
this technique in the scientific world, many clinical trials that have included this technology
are currently being set up for curative purposes. Until now, the CRISPR-Cas9 system had
never been directly injected into patients. In fact, the clinical studies set up over the past
nine years have consisted of using ex vivo therapeutic approaches in which a patient’s cells
are transfected/infected in the laboratory and then reinjected into the patient’s tissue. This
is particularly the case for cancer research. These studies involve taking cells from patients
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in order to transform the T cells to make them effective against cancer cells. Patients can
then benefit from genetically modified T lymphocytes that recognize tumor cells [26].

To use the CRISPR system, Cas9 and gRNA must be simultaneously expressed within
the target cell so that there is a modification of the latter’s genome. Several formats can
be used for a CRISPR-Cas9 construct [27]. The CRISPR-Cas9 system can be delivered to a
cell in the form of a DNA plasmid, mRNA, or even ribonucleoprotein (RPN), which is a
complex combining an mRNA with proteins. These constructs can then be encapsulated
in plasmid or viral vectors and delivered to patients. The method involving the DNA
plasmid is the simplest and is low cost, but it does not reveal optimal efficiency. In the form
of mRNA, the system has the advantage of being very specific, thus limiting the risks of
mutagenesis. The introduction of the material in the form of RPN also presents a good
specificity of action and has the advantage of being very effective and fast; however, it is
seldom used because of its cost [28].

Last March, the CRISPR-Cas9 system was injected into patients for the first time
as part of a phase 1/2 therapeutic trial sponsored by Allergan and Editas Medicine
(NCT03872479) [28]. This is a nonrandomized, open-label study that includes 18 pa-
tients with Leber’s congenital amaurosis, who are adults and children 3 years of age
and older and who carry the c.2991 + 1655A > G mutation in intron 26 of CEP290. The
trial started in September 2019 to test the drug AGN 151587, also known as EDIT101.
This formulation is an AAV5 viral vector containing Cas9 derived from Staphylococcus
aureus (SaCas9), which is coupled with two guide RNAs that allow for the deletion of the
c.2991 + 1655A > G mutation in intron 26 of the CEP290 gene [29]. A study conducted in
four American centers (Bascom Palmer Eye Institute Miami, Florida-USA; Massachusetts
Eye and Ear Infirmary Boston, Massachusetts-USA; W.K. Kellogg Eye Center, University
of Michigan-Arbor, Michigan-USA; Casey Eye Institute, OSHU Portland, Oregon- USA)
consisted of a single subretinal injection of AGN 151,587 [29]. Three different doses are be-
ing tested first in adults before including children, in whom the intermediate dose and the
highest dose will be tested. It is then a question of evaluating the tolerance of the treatment,
determining the best-tolerated dose, and studying its effectiveness regarding functional
criteria (through tests of mobility, visual acuity, sensitivity to contrasts, color vision, mi-
croperimetry, sensitivity retina evaluated with the full-field light sensitivity threshold (FST),
pupillary reflex, and the stability of gaze directed at videos) in addition to a structural
analysis of macular thickness in OCT and an analysis of quality-of-life questionnaires from
treated patients [30].

First Results of the In Vivo Use of the CRISPR Molecular Chisel to Treat a Rare Genetic Disease

The first results of a phase I clinical trial using the famous gene editor CRISPR di-
rectly in the human body were published at the end of June in the New England Journal
of Medicine [31]. Although it is necessary to wait to know whether the treatment will
relieve the symptoms of the six patients treated, the authors are enthusiastic about the first
results [32]. CRISPR-Cas9, with its molecular scissors capable of editing genes, for the first
time regarding the in vivo treatment of a human, delivered results of the treatment of six
individuals with a genetic disease. Data from the phase I clinical trials were published on
26 June 2021, in the New England Journal of Medicine. The early findings show that CRISPR
seems to work better than current treatments, without serious side effects.

Further human trials involving CRISPR are currently underway, with the tool hav-
ing shown particular promise in the treatment of numerous conditions, including certain
cancers. However, this research is the first published that involves CRISPR’s use directly
inside the body [33]; almost all of the other studies performed genome editing in ex-
tracted cells, which were then reintroduced. A treatment for restoring sight by injecting
CRISPR into a patient’s eye has also emerged, but it has not yet been the subject of any
scientific publication.

In 2022, a clinical study for a promising treatment to combat transthyretin amyloidosis
began [31]. Here, English and New Zealand teams, in association with the Intellia Therapeu-
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tics and Regeneron Pharmaceuticals laboratories, directly injected CRISPR into the blood
of people suffering from transthyretin amyloidosis, an inherited disease characterized by
attacks on the nervous system, kidneys, and heart. This rare pathology is characterized by
a mutation in the TTR gene, which leads to the accumulation of transthyretin proteins in
deposits around nerves and organs [31,33].

A gene-editing therapeutic agent, named NTLA-2001, was developed to deactivate
this mutation and then given to six patients at two different dosages. After 28 days, a
significant reduction in the concentration of the transthyretin protein could be observed:
87% for those who received the highest dosage and 52% for those who received the lowest
dosage. Few adverse effects could be detected, and the study stated that those that occurred
were mild.

As the study is in phase I, that is, it is only in the phase of verifying the safety profile
of the product, it is not the intent to draw conclusions on its effectiveness. However, the
authors are enthusiastic about the results of this treatment, as they state in the conclusion
of their paper: “The data from the first group of patients in this study provide clinical proof
of the concept of in vivo gene editing by CRISPR-Cas9 as a therapeutic strategy”.

Another major advantage of NTLA-2001 [33] is that it acts after a single dose, un-
like current drugs which require lifelong intake, achieving an average reduction in the
concentration of the transthyretin protein of 81% [34].

The clinical trial is still ongoing, and tests on larger samples are under consideration.
In addition, a long-term follow-up of the first six patients is necessary, on the one hand, to
assess the action of the treatment on the symptoms of the disease and, on the other hand,
to ensure that no off-target gene editing occurred; however, according to the authors of the
study, the area where the editing occurred makes this risk ‘low’.

Genome editing therapies offer great hope. Thus, in March 2020, in Portland, Oregon
(United States), the very first human therapeutic trial using CRISPR-Cas9 technology
began [34]. The technology was used for Leber’s congenital amaurosis (LCA) targeting the
specific mutation of the CEP290 gene (ClinicalTrials.gov Identifier: NCT03872479).

Leber’s congenital amaurosis, along with its less severe iterations, such as early-onset
retinal dystrophy, is a rare genetic condition that affects the outer retina. It is a mutation
in the previously mentioned gene that is the target of the clinical trial (ClinicalTrials.gov
Identifier: NCT03872479) started at the University of Oregon [35]. The CEP290 gene codes
for nephrocystin 6, a protein important for the development and structure of the primary
cilium. This protein, which is located at the connector cilium of the photoreceptors, is
essential for maintaining it and for transporting proteins to the external article, among
other things [35].

6. Applications of CRISPR-Cas Systems in Molecular Diagnostics
6.1. A Widely Used System

In molecular diagnosis, the CRISPR-Cas9 system must be combined with other tech-
niques that use nucleic acid amplification (PCR, qPCR, dPCR, and NASBA) for the detection
of specific DNA and RNA sequences. With this combination, it is possible to propose ultra-
specific biosensing systems for diagnostic purposes [36].

Two types of Cas9-based biosensing systems exist; one of these systems still uses the
specific target cleavage activity of the Cas9 effector, and the other uses only the target-
specific binding activity, which involves double-mutant Cas9 (D10A, H840A), a nuclease-
deficient Cas9 also defined as deathCas9 (dCas9) [37] (Figure 4). By using these possibilities,
biosensing strategies can be applied to the genotyping of pathogens and the discrimination
of single-nucleotide polymorphisms (SNPs) [38].
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Figure 4. The dCas FokI system (https://www.addgene.org/crispr/dcas9foki/, accessed
on 16 July 2023). ‘CRISPR Technology: Gene Editing dCas9-FokI’ is an improved CRISPR-Cas9
system—the FokI-dCas9 system—for precision medicine and, in particular, targeting phenylke-
tonuria (PKU) and other monogenic metabolic diseases. The FokI-dCas9 system can greatly improve
the specificity of genome editing. In contrast to the standard system, it requires dimerization of the
FokI-dCas9-sgRNA complex, meaning that monomeric FokI-dCas9-sgRNA is unable to cut DNA
strands, thus substantially reducing the chances of contaminating off-target effects.

In 2016, Pardee et al. combined Cas9 cleavage activity with nucleic acid sequence-
based amplification (NASBA) and an isothermal amplification technique based on CRISPR
cleavage (NASBACC) [39,40]. They developed a tool with a single-base resolution for
identifying the RNA of strains of the Zika virus in vitro [19].

In 2018, Xing et al. developed an original method for the detection of short microRNAs
(miRNAs). This method used a CRISPR-Cas9 isothermal exponential amplification reaction
(CAS-EXPAR) for site-specific and rapid fluorescent nucleic acid detection [41,42].

Another method based on CRISPR-Cas9 was developed for the detection of drug-
resistant pathogens [23] and was applied for the detection of S. aureus and Plasmodium
falciparum [43].

In 2020, Wang et al. developed a kit named CASLFA (CRISPR-Cas9-mediated lateral-
flow nucleic acid assay) for the detection of African swine fever virus [44]. The utilization of
dCas9, which selectively binds to target DNA but does not cleave it, led to the development
of FELUDA (FNCAS9 Editor-Linked Uniform Detection Assay) for molecular testing for
SARS-CoV-2 [45].

Using equivalent strategies, Mammoth Bioscience developed the CRISPR-based SARS-
CoV-2 DETECTR™, which is a nucleic acid test that overcomes the negative aspects of
standard nucleic acid tests, in 2021. This combines nucleic acid amplification with CRISPR-
based detection. CRISPR-based detection both enhances its specificity and amplifies signals
further. As a result, less time is required for the whole test [46].

6.2. Type V CRISPR-Cas Systems: CRISPR-Cas12

One of the main features of Cas12, which has the Cas12a and Cas12b variants [47], is
the nonspecific collateral cleavage activity of the Cas12/crRNA/target DNA complex. This
complex can cleave any collateral single-stranded DNA (ssDNA) using the active nonspe-
cific catalytic domain of the nuclease. This particular activity has been exploited to create
biosensing systems to perform rapid and specific detection of pathogenic DNA samples [48].

https://www.addgene.org/crispr/dcas9foki/
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The CRISPR-Cas12a complex is activated when it attaches to target dsDNA and cleaves
the amplified DNA and FRET probes that emit fluorescence, which is monitored with a
fluorometer or, more simply, using paper-based detection techniques. This rapid method
is called ‘HOLMES’ because it can be performed in a one-hour, low-cost, multipurpose,
and highly efficient system. HOLMES is combined with a DNA endonuclease-targeted
CRISPR trans reporter (DETECTR) (Figure 5). These two major CRISPR-Cas12-based di-
agnostic systems have been applied worldwide [44,46]. HOLMES has been advanced to
HOLMESv2, which uses Cas12b instead of Cas12a to detect SNPs and different viruses,
such as the Japanese encephalitis virus (JEV) [49]. DETECTR was recently used for the
CRISPR-Cas12a-based detection of SARS-CoV-2 [46].
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7. Another Type of CRISPR-Cas System for Diagnostic Applications: Type VI Cas13
7.1. Targeting RNA Using Cas13 and Its Diagnosis Applications

The Cas13 endonuclease was discovered in 2017 by Zhang et al. [50] and has been
widely utilized to produce RNA knockdown models, but it has also been applied as a
biosensing system for efficient and specific RNA detection (Figure 5).

An important feature of this effector is its collateral RNase cleavage activity, which is
triggered after the target sequence is cleaved by the Cas13/crRNA/target RNA complex.
Four subtypes of the class 2 type VI Cas13 nuclease have been identified to date. Type VI
CRISPR-Cas systems comprise subtypes VI-A, VI-B, VI-C, and VI-D, which is also known
as C2c2 or CasRx (type VI-D). They differ in their sizes and sequences, and they all contain
two catalytic domains that are responsible for cleaving single-stranded RNA (ssRNA) target
sequences [51,52].

Cas13 is a unique RNA-nucleolytic RNA-guided protein that, once activated by bind-
ing to the target ssRNA, cleaves nearby RNAs in trans. Cas13 is used in the same way as
the previously described HOLMES system; Cas13-based detection systems require isother-
mal amplification of the target genome, crRNAs, and fluorescent ssRNA probes. The
Cas13-based SHERLOCK (specific high-sensitivity enzymatic reporter unlocking) system is
the first demonstration of a diagnostic CRISPR-Cas system with indiscriminate cleavage

https://blog.addgene.org/finding-nucleic-acids-with-sherlock-and-detectr
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(Figure 5). The ‘heating unextracted diagnostic samples to obliterate nucleases’ (HUDSON)
methodology was developed to identify viral genetic material from body fluids, such as
urine, blood and its isolates, and saliva, making the SHERLOCK procedure even more
efficient [53]. The HUDSON protocol is used for conserved regions within the genetic mate-
rial of viruses identified using universal-flavivirus recombinase polymerase amplification
(RPA) primers [54]. The SHERLOCK and HUDSON protocols can be applied to any virus,
but previous testing focused on the diagnosis of flaviviruses, such as the Zika, Dengue,
West Nile, and yellow fever viruses [2,19].

Furthermore, Cas13 detection systems have been used in the detection of DNA viruses,
such as the Epstein–Barr virus (EBV) [55]. Other recent applications of Cas13 detection
systems include the detection of DNA viruses, BK polyomavirus, and cytomegalovirus
(CMV) [56].

7.2. Even Cas13-Based Systems Can Be Used for Diagnostics for Noninfectious Diseases

Their great applicability in the field of viral diagnostics shows that with this robust
system, Cas13-based diagnostics can be implemented for the detection of noninfectious
diseases. In the first example, for the detection of graft-versus-host disease in kidney
transplants, the system is able to detect abnormal levels of human CXCL9 mRNA, which
is an indicator of acute cellular kidney transplant rejection [56]; it is also able to detect
specific miRNAs in medulloblastoma patients (miR-19b [57]) and breast cancer cell lines
(miR-17 [58]).

One major advantage of the system is its specificity, which permits the discrimination
of point mutations (SNPs) and small deletions. This is the case for mutations and deletions
in the EGFR and BRAF genes [59], which are commonly used for their specific potential in
liquid biopsy sample collection to make cancer diagnosis more affordable and less invasive.
Surprisingly, the sensitivity of Cas13-based diagnosis here was similar to that of ddPCR
(digital droplet PCR) and qPCR.

8. The Use of CRISPR-Cas Systems: Ethical Problems

Until the advent of CRISPR technologies for genome editing, the ZFN and TALEN
methods were good alternatives to gene replacement therapies because of their precision
and efficiency in cutting and modifying DNA [22]. Nevertheless, they have a number of
drawbacks: These two methods require the formation of a protein that is specific to the
desired target, which is time consuming and expensive. The ZFN technique does not make
it possible to target all of the existing nucleic sequences, and the construction of the chimeric
protein that allows for the cleavage cannot be carried out by a researcher and requires a long
process performed by external service providers. TALEN, for its part, is very large (3 kb),
which makes its encapsulation within a transfection vector very complex. This aspect limits
its application in therapy in comparison with ZFN (1 kb) [60]. Conversely, the CRISPR-Cas9
strategy has the advantage of being able to be designed to recognize any DNA sequence
in the genome because of the simplified design of guide RNAs. A second advantage of
CRISPR-Cas9 lies in the possibility of constructing a multiplex so that the system can
recognize and modify several sites at the same time. A single application could then
simultaneously allow for the modification of several genes in the same cell [24] in Cas13-
based diagnosis, which is similar to that with ddPCR (digital droplet PCR) and qPCR.

Problems Encountered When Using CRISPR-Cas9

Despite the rise of CRISPR-Cas9 genetic engineering around the world, several prob-
lems can be encountered when using it. Several ethical considerations notably limit its
use for gene therapy. Indeed, the Oviedo Convention, implemented in 1999 by the Mem-
ber countries of the European Council, prohibits any genetic modification that would be
transmissible to descendants; thus, precautions must be taken to avoid this during clinical
interventions [35]. Other nonmember states of the European Council, such as Canada, the
United States of America, Japan, and the Holy See, participated in the development of
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this convention. The use of CRISPR-Cas9 on embryos—in particular, to correct genetic
defects transmitted by the parents, which can lead to serious pathologies—is supervised in
both fundamental and clinical research to avoid the risk of eugenics. In China, a clinical
trial started in 2018 and, led by He Jiankui, was conducted in order to modify the C-C
chemokine receptor type 5 (CCR5) gene in human embryos [61]. Regulations at the in-
ternational level would, therefore, be necessary to ensure an ethical limit to this practice
around the world. Nevertheless, the use of CRISPR-Cas9 on somatic cells, such as in the
clinical trial NCT03872479, are authorized because they do not modify germ cells and are
surrounded by methodological precautions [62,63]. In addition to the ethical and technical
problems, the risks associated with the occurrence of unexpected mutations in the genomes
of patients must be considered. Indeed, the use of CRISPR-Cas9 in any cell can lead to
nonspecific modifications at off-target sites in the recipient genome. Despite the specificity
with which gRNA is constructed and the very careful choice of PAM sites, parts of the
genome are likely to have similarities with the targeted part(s). This may lead to the creation
of undesirable mutations in patients. In order to reduce this problem that is faced when
using CRISPR-Cas 9, innovations and methods for predicting and limiting the occurrence
of off-target effects are needed to facilitate the clinical application of this technology. In this
sense, to overcome these problems, new molecular techniques inspired by CRISPR-Cas9
are the subject of research. David Liu’s team at the Massachusetts Institute of Technology
and Harvard University has been developing strategies for modifying the genome ‘base by
base’, which is known as ‘base editing’ and ‘prime editing’, since 2017 [22,64].

9. Conclusions

A revolutionary genetic tool for modifying DNA in living beings, CRISPR-Cas9 is seen
as the cause of a real boom in the world of genetic engineering. Because of its accessibility
and ease of use in both basic research and medicine, it remains, by far, the most widely
applied technique currently used to modify DNA.

In recent years, great innovations have emerged in the use of each of the CRISPR-based
nucleic acid detection systems described above. CRISPR-Cas systems must be combined
with another method for pre-amplifying nucleic acids. Combining isothermal amplification
with Cas13-based detection enables very sensitive and specific detection of cell-free DNA
from liquid biopsy samples, which makes it more affordable and obviates the need for
expensive laboratory equipment. These platforms are inexpensive, simple, and do not
require the use of special instrumentation, suggesting that they could democratize access
to disease diagnostics.

In human gene therapy, despite the ethical and technical problems that may be encoun-
tered with its use, this technology opens many doors for a new generation of gene therapy
for treating hereditary genetic diseases that have remained, for the most part, incurable.
The first clinical trial, which started at the University of Oregon to treat ACL, brings a
glimmer of hope for the therapy of hereditary retinal diseases and is only the start of a
considerable therapeutic evolution.

At this time (June 2023), on ‘clinicaltrial.gov’, one can observe that 47 studies can
be found for CRISPR-Cas, compared to November 2022, when there were 39, and in
March 2023, there were 43. We are observing a rise in clinical trials using CRISPR-Cas, a
progression that will undoubtedly increase in the coming years. All of these elements are
linked to the increasingly fine mastery of the CRISPR-Cas tool.

Author Contributions: Conceptualization, S.S. and C.S.; writing—original draft preparation, S.S. and
C.S.; writing—review and editing, C.S.; visualization, S.S. and C.S.; supervision, C.S.; All authors
have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Acknowledgments: The authors would like to thank the following people: Esmée Dragt and Louis
Ngai (creator) for the creation of Figure 1 using Biorender, Sebastián Felipe González Moraga (creator)



Genes 2023, 14, 1542 14 of 16

and Nima Vaezzadeh for using Biorender to create Figure 2. Alyssa Cecchetelli for creating Figure 5,
which was originally published on 30 August 2018, and updated on 16 April 2020.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Zhu, C.-S.; Liu, C.-Y.; Qiu, X.-Y.; Xie, S.-S.; Li, W.-Y.; Zhu, L.; Zhu, L.-Y. Novel nucleic acid detection strategies based on

CRISPR-Cas systems: From construction to application. Biotechnol. Bioeng. 2020, 117, 2279–2294. [CrossRef] [PubMed]
2. Puig-Serra, P.; Casado-Rosas, M.C.; Martinez-Lage, M.; Olalla-Sastre, B.; Alonso-Yanez, A.; Torres-Ruiz, R.; Rodriguez-Perales, S.

CRISPR Approaches for the Diagnosis of Human Diseases. Int. J. Mol. Sci. 2022, 23, 1757. [CrossRef] [PubMed]
3. Xue, C.; Greene, E.C. DNA Repair Pathway Choices in CRISPR-Cas9-Mediated Genome Editing. Trends Genet. 2021, 37, 639–656.

[CrossRef]
4. Rivera-Torres, N.; Banas, K.; Bialk, P.; Bloh, K.M.; Kmiec, E.B. Insertional Mutagenesis by CRISPR/Cas9 Ribonucleoprotein Gene

Editing in Cells Targeted for Point Mutation Repair Directed by Short Single-Stranded DNA Oligonucleotides. PLoS ONE 2017,
12, e0169350. [CrossRef] [PubMed]

5. Bitinaite, J.; Wah, D.A.; Aggarwal, A.K.; Schildkraut, I. Fok I dimerization is required for DNA cleavage. Proc. Natl. Acad. Sci.
USA 1998, 95, 10570–10575. [CrossRef] [PubMed]

6. Zhu, C.; Gupta, A.; Hall, V.L.; Rayla, A.L.; Christensen, R.G.; Dake, B.; Lakshmanan, A.; Kuperwasser, C.; Stormo, G.D.; Wolfe,
S.A. Using defined finger–finger interfaces as units of assembly for constructing zinc-finger nucleases. Nucleic Acids Res. 2013, 41,
2455–2465. [CrossRef] [PubMed]

7. Maslennikova, A.; Mazurov, D. Application of CRISPR/Cas Genomic Editing Tools for HIV Therapy: Toward Precise Modifica-
tions and Multilevel Protection. Front. Cell. Infect. Microbiol. 2022, 12, 880030. [CrossRef] [PubMed]

8. Tycko, J.; Myer, V.E.; Hsu, P.D. Methods for Optimizing CRISPR-Cas9 Genome Editing Specificity. Mol. Cell 2016, 63, 355–370.
[CrossRef]

9. Erkes, A.; Reschke, M.; Boch, J.; Grau, J. Evolution of Transcription Activator-Like Effectors in Xanthomonas oryzae. Genome Biol.
Evol. 2017, 9, 1599–1615. [CrossRef] [PubMed]

10. Lin, H.; Cheng, J.; Mu, W.; Zhou, J.; Zhu, L. Advances in Universal CAR-T Cell Therapy. Front. Immunol. 2021, 12, 744823.
[CrossRef]

11. Barrangou, R. Nobel Dreams Come True for Doudna and Charpentier. CRISPR J. 2020, 3, 317–318. [CrossRef] [PubMed]
12. Ishino, Y.; Shinagawa, H.; Makino, K.; Amemura, M.; Nakata, A. Nucleotide sequence of the iap gene, responsible for alkaline

phosphatase isozyme conversion in Escherichia coli, and identification of the gene product. J. Bacteriol. 1987, 169, 5429–5433.
[CrossRef] [PubMed]

13. Mojica, F.J.M.; Díez-Villaseñor, C.; García-Martínez, J.; Soria, E. Intervening Sequences of Regularly Spaced Prokaryotic Repeats
Derive from Foreign Genetic Elements. J. Mol. Evol. 2005, 60, 174–182. [CrossRef] [PubMed]

14. Barrangou, R.; Fremaux, C.; Deveau, H.; Richards, M.; Boyaval, P.; Moineau, S.; Romero, D.A.; Horvath, P. CRISPR Provides
Acquired Resistance Against Viruses in Prokaryotes. Science 2007, 315, 1709–1712. [CrossRef]

15. Barrangou, R.; Horvath, P. A decade of discovery: CRISPR functions and applications. Nat. Microbiol. 2017, 2, 17092. [CrossRef]
16. Makarova, K.S.; Wolf, Y.I.; Alkhnbashi, O.S.; Costa, F.; Shah, S.A.; Saunders, S.J.; Barrangou, R.; Brouns, S.J.J.; Charpentier, E.; Haft,

D.H.; et al. An updated evolutionary classification of CRISPR–Cas systems. Nat. Rev. Microbiol. 2015, 13, 722–736. [CrossRef]
17. Makarova, K.S.; Wolf, Y.I.; Koonin, E.V.; Bondy-Denomy, J.; Davidson, A.R.; Doudna, J.A.; Fineran, P.C.; Maxwell, K.L.; Moineau,

S.; Peng, X.; et al. Classification and Nomenclature of CRISPR-Cas Systems: Where from Here? CRISPR J. 2018, 1, 325–336.
[CrossRef]

18. Jinek, M.; Chylinski, K.; Fonfara, I.; Hauer, M.; Doudna, J.A.; Charpentier, E. A Programmable dual-RNA-guided DNA
endonuclease in adaptive bacterial immunity. Science 2012, 337, 816–821. [CrossRef]

19. Rubin, B.E.; Diamond, S.; Cress, B.F.; Crits-Christoph, A.; He, C.; Xu, M.; Zhou, Z.; Smock, D.C.; Tang, K.; Owens, T.K.; et al.
Targeted genome editing of bacteria within microbial communities. bioRxiv 2020, 209189. [CrossRef]

20. Nishimasu, H.; Ran, F.A.; Hsu, P.D.; Konermann, S.; Shehata, S.I.; Dohmae, N.; Ishitani, R.; Zhang, F.; Nureki, O. Crystal Structure
of Cas9 in Complex with Guide RNA and Target DNA. Cell 2014, 156, 935–949. [CrossRef]

21. Charpentier, E.; Richter, H.; van der Oost, J.; White, M.F. Biogenesis pathways of RNA guides in archaeal and bacterial CRISPR-Cas
adaptive immunity. FEMS Microbiol. Rev. 2015, 39, 428–441. [CrossRef]

22. Gaudelli, N.M.; Komor, A.C.; Rees, H.A.; Packer, M.S.; Badran, A.H.; Bryson, D.I.; Liu, D.R. Programmable base editing of A•T to
G•C in genomic DNA without DNA cleavage. Nature 2017, 551, 464–471. [CrossRef]

23. Castino, G.; Guillemet, M.; Joly, A.; Vignon, A. Le système CRISPR/Cas: Un outil d’édition des génomes pour le développement
de modèles animaux d’infections virales. Med. Sci. 2018, 34, 403–405. [CrossRef]

24. Zhang, Y.; Nishiyama, T.; Olson, E.N.; Bassel-Duby, R. CRISPR/Cas correction of muscular dystrophies. Exp. Cell Res. 2021,
408, 112844. [CrossRef] [PubMed]

25. Takahashi, K.; Yamanaka, S. Induction of Pluripotent Stem Cells from Mouse Embryonic and Adult Fibroblast Cultures by
Defined Factors. Cell 2006, 126, 663–676. [CrossRef] [PubMed]

https://doi.org/10.1002/bit.27334
https://www.ncbi.nlm.nih.gov/pubmed/32175589
https://doi.org/10.3390/ijms23031757
https://www.ncbi.nlm.nih.gov/pubmed/35163678
https://doi.org/10.1016/j.tig.2021.02.008
https://doi.org/10.1371/journal.pone.0169350
https://www.ncbi.nlm.nih.gov/pubmed/28052104
https://doi.org/10.1073/pnas.95.18.10570
https://www.ncbi.nlm.nih.gov/pubmed/9724744
https://doi.org/10.1093/nar/gks1357
https://www.ncbi.nlm.nih.gov/pubmed/23303772
https://doi.org/10.3389/fcimb.2022.880030
https://www.ncbi.nlm.nih.gov/pubmed/35694537
https://doi.org/10.1016/j.molcel.2016.07.004
https://doi.org/10.1093/gbe/evx108
https://www.ncbi.nlm.nih.gov/pubmed/28637323
https://doi.org/10.3389/fimmu.2021.744823
https://doi.org/10.1089/crispr.2020.29109.rba
https://www.ncbi.nlm.nih.gov/pubmed/33095041
https://doi.org/10.1128/jb.169.12.5429-5433.1987
https://www.ncbi.nlm.nih.gov/pubmed/3316184
https://doi.org/10.1007/s00239-004-0046-3
https://www.ncbi.nlm.nih.gov/pubmed/15791728
https://doi.org/10.1126/science.1138140
https://doi.org/10.1038/nmicrobiol.2017.92
https://doi.org/10.1038/nrmicro3569
https://doi.org/10.1089/crispr.2018.0033
https://doi.org/10.1126/science.1225829
https://doi.org/10.1101/2020.07.17.209189
https://doi.org/10.1016/j.cell.2014.02.001
https://doi.org/10.1093/femsre/fuv023
https://doi.org/10.1038/nature24644
https://doi.org/10.1051/medsci/20183405011
https://doi.org/10.1016/j.yexcr.2021.112844
https://www.ncbi.nlm.nih.gov/pubmed/34571006
https://doi.org/10.1016/j.cell.2006.07.024
https://www.ncbi.nlm.nih.gov/pubmed/16904174


Genes 2023, 14, 1542 15 of 16

26. Brenner, M.K.; Gottschalk, S.; Leen, A.M.; Vera, J.F. Is cancer gene therapy an empty suit? Lancet Oncol. 2013, 14, e447–e456.
[CrossRef]

27. Kouranova, E.; Forbes, K.; Zhao, G.; Warren, J.; Bartels, A.; Wu, Y.; Cui, X.; Zhen, S.; Li, X.; Roche, P.J.; et al. CRISPRs for Optimal
Targeting: Delivery of CRISPR Components as DNA, RNA, and Protein into Cultured Cells and Single-Cell Embryos. Hum. Gene
Ther. 2016, 27, 464–475. [CrossRef]

28. Liu, W.; Li, L.; Jiang, J.; Wu, M.; Lin, P. Applications and challenges of CRISPR-Cas gene-editing to disease treatment in clinics.
Precis. Clin. Med. 2021, 4, 179–191. [CrossRef]

29. Mirgayazova, R.; Khadiullina, R.; Chasov, V.; Mingaleeva, R.; Miftakhova, R.; Rizvanov, A.; Bulatov, E. Therapeutic Editing of the
TP53 Gene: Is CRISPR/Cas9 an Option? Genes 2020, 11, 704. [CrossRef]

30. Gillmore, J.D.; Gane, E.; Taubel, J.; Kao, J.; Fontana, M.; Maitland, M.L.; Seitzer, J.; O’connell, D.; Walsh, K.R.; Wood, K.; et al.
CRISPR-Cas9 In Vivo Gene Editing for Transthyretin Amyloidosis. New Engl. J. Med. 2021, 385, 493–502. [CrossRef]

31. Chavez, M.; Chen, X.; Finn, P.B.; Qi, L.S. Advances in CRISPR therapeutics. Nat. Rev. Nephrol. 2022, 19, 9–22. [CrossRef]
32. Marcoux, J.; Mangione, P.P.; Porcari, R.; Degiacomi, M.T.; Verona, G.; Taylor, G.W.; Giorgetti, S.; Raimondi, S.; Sanglier-Cianférani,

S.; Benesch, J.L.; et al. A novel mechano-enzymatic cleavage mechanism underlies transthyretin amyloidogenesis. EMBO Mol.
Med. 2015, 7, 1337–1349. [CrossRef] [PubMed]

33. Liu, X.; Li, G.; Liu, Y.; Zhou, F.; Huang, X.; Li, K. Advances in CRISPR/Cas gene therapy for inborn errors of immunity. Front.
Immunol. 2023, 14, 1111777. [CrossRef] [PubMed]

34. Varela, M.D.; de Guimaraes, T.A.C.; Georgiou, M.; Michaelides, M. Leber congenital amaurosis/early-onset severe retinal
dystrophy: Current management and clinical trials. Br. J. Ophthalmol. 2021, 106, 445–451. [CrossRef] [PubMed]

35. Tsang, S.H.; Sharma, T. (Eds.) Leber Congenital Amaurosis. In Atlas of Inherited Retinal Diseases; Advances in Experimental
Medicine and Biology; Springer: Cham, Swizterland, 2018; Volume 1085, pp. 131–137. [CrossRef]

36. Ghouneimy, A.; Mahas, A.; Marsic, T.; Aman, R.; Mahfouz, M. CRISPR-Based Diagnostics: Challenges and Potential Solutions
toward Point-of-Care Applications. ACS Synth. Biol. 2022, 12, 1–16. [CrossRef]

37. McCaffrey, J.; Sibert, J.; Zhang, B.; Zhang, Y.; Hu, W.; Riethman, H.; Xiao, M. CRISPR-CAS9 D10A nickase target-specific
fluorescent labeling of double strand DNA for whole genome mapping and structural variation analysis. Nucleic Acids Res. 2015,
44, e11. [CrossRef]

38. Van Dongen, J.E.; Berendsen, J.T.; Steenbergen, R.D.; Wolthuis, R.; Eijkel, J.C.; Segerink, L.I. Point-of-care CRISPR/Cas nucleic
acid detection: Recent advances, challenges and opportunities. Biosens. Bioelectron. 2020, 166, 112445. [CrossRef]

39. Pardee, K.; Green, A.A.; Takahashi, M.K.; Braff, D.; Lambert, G.; Lee, J.W.; Ferrante, T.; Ma, D.; Donghia, N.; Fan, M.; et al. Rapid,
Low-Cost Detection of Zika Virus Using Programmable Biomolecular Components. Cell 2016, 165, 1255–1266. [CrossRef]

40. Nayak, D.D.; Metcalf, W.W. Cas9-mediated genome editing in the methanogenic archaeon Methanosarcina acetivorans. Proc. Natl.
Acad. Sci. USA 2017, 114, 2976–2981. [CrossRef]

41. Huang, M.; Zhou, X.; Wang, H.; Xing, D. Clustered Regularly Interspaced Short Palindromic Repeats/Cas9 Triggered Isothermal
Amplification for Site-Specific Nucleic Acid Detection. Anal. Chem. 2018, 90, 2193–2200. [CrossRef]

42. Huang, C.; Wang, Y.; Li, X.; Ren, L.; Zhao, J.; Hu, Y.; Zhang, L.; Fan, G.; Xu, J.; Gu, X.; et al. Clinical features of patients infected
with 2019 novel coronavirus in Wuhan, China. Lancet 2020, 395, 497–506. [CrossRef] [PubMed]

43. Ng, C.L.; Fidock, D.A. Plasmodium falciparum In Vitro Drug Resistance Selections and Gene Editing. Malar. Control. Elimin. 2019,
2013, 123–140. [CrossRef]

44. Wang, X.; Xiong, E.; Tian, T.; Cheng, M.; Lin, W.; Sun, J.; Zhou, X. CASLFA: CRISPR-Cas9-mediated lateral flow nucleic acid assay.
bioRxiv 2019, 702209. [CrossRef]

45. Phutela, R.; Gulati, S.; Kumar, M.; Maiti, S.; Chakraborty, D. FnCas9 Editor Linked Uniform Detection Assay for COVID-19. In
Multiplex Biomarker Techniques; Guest, P.C., Ed.; Methods in Molecular Biology; Humana: New York, NY, USA, 2022; Volume 2511,
pp. 149–159. [CrossRef]

46. Broughton, J.P.; Deng, X.; Yu, G.; Fasching, C.L.; Servellita, V.; Singh, J.; Miao, X.; Streithorst, J.A.; Granados, A.; Sotomayor-
Gonzalez, A.; et al. CRISPR–Cas12-based detection of SARS-CoV-2. Nat. Biotechnol. 2020, 38, 870–874. [CrossRef]

47. Ooi, K.H.; Liu, M.M.; Tay, J.W.D.; Teo, S.Y.; Kaewsapsak, P.; Jin, S.; Lee, C.K.; Hou, J.; Maurer-Stroh, S.; Lin, W.; et al. An engineered
CRISPR-Cas12a variant and DNA-RNA hybrid guides enable robust and rapid COVID-19 testing. Nat. Commun. 2021, 12, 1–23.
[CrossRef]

48. Ghorbani, A.; Hadifar, S.; Salari, R.; Izadpanah, K.; Burmistrz, M.; Afsharifar, A.; Eskandari, M.H.; Niazi, A.; Denes, C.E.; Neely,
G.G. A short overview of CRISPR-Cas technology and its application in viral disease control. Transgenic Res. 2021, 30, 221–238.
[CrossRef]

49. Li, L.; Li, S.; Wu, N.; Wu, J.; Wang, G.; Zhao, G.-P.; Wang, J. HOLMESv2: A CRISPR-Cas12b-Assisted Platform for Nucleic Acid
Detection and DNA Methylation Quantitation. ACS Synth. Biol. 2019, 8, 2228–2237. [CrossRef]

50. Cox, D.B.T.; Gootenberg, J.S.; Abudayyeh, O.O.; Franklin, B.; Kellner, M.J.; Joung, J.; Zhang, F. RNA editing with CRISPR-Cas13.
Science 2017, 358, 1019–1027. [CrossRef]

51. Joung, J.; Ladha, A.; Saito, M.; Kim, N.-G.; Woolley, A.E.; Segel, M.; Barretto, R.P.; Ranu, A.; Macrae, R.K.; Faure, G.; et al.
Detection of SARS-CoV-2 with SHERLOCK One-Pot Testing. N. Engl. J. Med. 2020, 383, 1492–1494. [CrossRef] [PubMed]

52. Nidhi, S.; Anand, U.; Oleksak, P.; Tripathi, P.; Lal, J.A.; Thomas, G.; Kuca, K.; Tripathi, V. Novel CRISPR–Cas Systems: An Updated
Review of the Current Achievements, Applications, and Future Research Perspectives. Int. J. Mol. Sci. 2021, 22, 3327. [CrossRef]

https://doi.org/10.1016/S1470-2045(13)70173-6
https://doi.org/10.1089/hum.2016.009
https://doi.org/10.1093/pcmedi/pbab014
https://doi.org/10.3390/genes11060704
https://doi.org/10.1056/NEJMoa2107454
https://doi.org/10.1038/s41581-022-00636-2
https://doi.org/10.15252/emmm.201505357
https://www.ncbi.nlm.nih.gov/pubmed/26286619
https://doi.org/10.3389/fimmu.2023.1111777
https://www.ncbi.nlm.nih.gov/pubmed/37051232
https://doi.org/10.1136/bjophthalmol-2020-318483
https://www.ncbi.nlm.nih.gov/pubmed/33712480
https://doi.org/10.1007/978-3-319-95046-4_26
https://doi.org/10.1021/acssynbio.2c00496
https://doi.org/10.1093/nar/gkv878
https://doi.org/10.1016/j.bios.2020.112445
https://doi.org/10.1016/j.cell.2016.04.059
https://doi.org/10.1073/pnas.1618596114
https://doi.org/10.1021/acs.analchem.7b04542
https://doi.org/10.1016/S0140-6736(20)30183-5
https://www.ncbi.nlm.nih.gov/pubmed/31986264
https://doi.org/10.1007/978-1-4939-9550-9_9
https://doi.org/10.1101/702209
https://doi.org/10.1007/978-1-0716-2395-4_11
https://doi.org/10.1038/s41587-020-0513-4
https://doi.org/10.1038/s41467-021-21996-6
https://doi.org/10.1007/s11248-021-00247-w
https://doi.org/10.1021/acssynbio.9b00209
https://doi.org/10.1126/science.aaq0180
https://doi.org/10.1056/NEJMc2026172
https://www.ncbi.nlm.nih.gov/pubmed/32937062
https://doi.org/10.3390/ijms22073327


Genes 2023, 14, 1542 16 of 16

53. Makarova, K.S.; Haft, D.H.; Barrangou, R.; Brouns, S.J.J.; Charpentier, E.; Horvath, P.; Moineau, S.; Mojica, F.J.M.; Wolf, Y.I.;
Yakunin, A.F.; et al. Evolution and classification of the CRISPR–Cas systems. Nat. Rev. Genet. 2011, 9, 467–477. [CrossRef]

54. Dias, B.d.P.; Barbosa, C.C.; Ferreira, C.S.; dos Santos, S.M.S.A.; Arrieta, O.A.P.; Malta, W.C.; Gomes, M.L.M.D.; e Silva, M.A.;
Fonseca, J.d.M.; Borges, L.P.; et al. Challenges in Direct Detection of Flaviviruses: A Review. Pathogens 2023, 12, 643. [CrossRef]
[PubMed]

55. Wu, Y.; Liu, S.-X.; Wang, F.; Zeng, M.-S. Room Temperature Detection of Plasma Epstein–Barr Virus DNA with CRISPR–Cas13.
Clin. Chem. 2019, 65, 591–592. [CrossRef]

56. Kaminski, M.M.; Alcantar, M.A.; Lape, I.T.; Greensmith, R.; Huske, A.C.; Valeri, J.A.; Marty, F.M.; Klämbt, V.; Azzi, J.; Akalin,
E.; et al. A CRISPR-based assay for the detection of opportunistic infections post-transplantation and for the monitoring of
transplant rejection. Nat. Biomed. Eng. 2020, 4, 601–609. [CrossRef] [PubMed]

57. Bruch, R.; Baaske, J.; Chatelle, C.; Meirich, M.; Madlener, S.; Weber, W.; Dincer, C.; Urban, G.A. CRISPR/Cas13a-Powered
Electrochemical Microfluidic Biosensor for Nucleic Acid Amplification-Free miRNA Diagnostics. Adv. Mater. 2019, 31, e1905311.
[CrossRef] [PubMed]

58. Shan, Y.; Zhou, X.; Huang, R.; Xing, D. High-Fidelity and Rapid Quantification of miRNA Combining crRNA Programmability
and CRISPR/Cas13a trans-Cleavage Activity. Anal. Chem. 2019, 91, 5278–5285. [CrossRef] [PubMed]

59. Gootenberg, J.S.; Abudayyeh, O.O.; Kellner, M.J.; Joung, J.; Collins, J.J.; Zhang, F. Multiplexed and portable nucleic acid detection
platform with Cas13, Cas12a, and Csm6. Science 2018, 360, 439–444. [CrossRef] [PubMed]

60. Doudna, J.A.; Charpentier, E. The new frontier of genome engineering with CRISPR-Cas9. Science 2014, 346, 1258096. [CrossRef]
[PubMed]

61. Cyranoski, D.; Ledford, H. Genome-edited baby claim provokes international outcry. Nature 2018, 563, 607–608. [CrossRef]
62. Zhang, X.; Zhang, D.; Thompson, J.A.; Chen, S.; Huang, Z.; Jennings, L.; McLaren, T.L.; Lamey, T.M.; De Roach, J.N.; Chen, F.K.;

et al. Gene correction of the CLN3 c.175G>A variant in patient-derived induced pluripotent stem cells prevents pathological
changes in retinal organoids. Mol. Genet. Genom. Med. 2021, 9, e1601. [CrossRef] [PubMed]

63. Harvey, J.P.; Sladen, P.E.; Yu-Wai-Man, P.; Cheetham, M.E. Induced Pluripotent Stem Cells for Inherited Optic Neuropathies—
Disease Modeling and Therapeutic Development. J. Neuro-Ophthalmol. 2021, 42, 35–44. [CrossRef] [PubMed]

64. Anzalone, A.V.; Randolph, P.B.; Davis, J.R.; Sousa, A.A.; Koblan, L.W.; Levy, J.M.; Chen, P.J.; Wilson, C.; Newby, G.A.; Raguram,
A.; et al. Search-and-replace genome editing without double-strand breaks or donor DNA. Nature 2019, 576, 149–157. [CrossRef]
[PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1038/nrmicro2577
https://doi.org/10.3390/pathogens12050643
https://www.ncbi.nlm.nih.gov/pubmed/37242313
https://doi.org/10.1373/clinchem.2018.299347
https://doi.org/10.1038/s41551-020-0546-5
https://www.ncbi.nlm.nih.gov/pubmed/32284553
https://doi.org/10.1002/adma.201905311
https://www.ncbi.nlm.nih.gov/pubmed/31663165
https://doi.org/10.1021/acs.analchem.9b00073
https://www.ncbi.nlm.nih.gov/pubmed/30873832
https://doi.org/10.1126/science.aaq0179
https://www.ncbi.nlm.nih.gov/pubmed/29449508
https://doi.org/10.1126/science.1258096
https://www.ncbi.nlm.nih.gov/pubmed/25430774
https://doi.org/10.1038/d41586-018-07545-0
https://doi.org/10.1002/mgg3.1601
https://www.ncbi.nlm.nih.gov/pubmed/33497524
https://doi.org/10.1097/WNO.0000000000001375
https://www.ncbi.nlm.nih.gov/pubmed/34629400
https://doi.org/10.1038/s41586-019-1711-4
https://www.ncbi.nlm.nih.gov/pubmed/31634902

	Introduction 
	DNA Damage Processes and Repair System 
	Brief Review of Molecular Tools for Genome Editing before CRISPR 
	Structure, Classification, Diversity, Function, and Biotechnological Applications of the CRISPR-Cas Tool 
	Classification Based on the Nature of the Cas Protein 
	Specificity of the CRISPR-Cas9 Tool 
	In Vivo and In Vitro Applications of the CRISPR-Cas 9 System in Fundamental Research 

	CRISPR-Cas9, Clinical Trials, and Therapeutic Use 
	Applications of CRISPR-Cas Systems in Molecular Diagnostics 
	A Widely Used System 
	Type V CRISPR-Cas Systems: CRISPR-Cas12 

	Another Type of CRISPR-Cas System for Diagnostic Applications: Type VI Cas13 
	Targeting RNA Using Cas13 and Its Diagnosis Applications 
	Even Cas13-Based Systems Can Be Used for Diagnostics for Noninfectious Diseases 

	The Use of CRISPR-Cas Systems: Ethical Problems 
	Conclusions 
	References

