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Abstract: Banana is an important staple food crop and a source of income for smallholder farmers
in about 150 tropical and sub-tropical countries. Several bacterial diseases, such as banana Xan-
thomonas wilt (BXW), blood, and moko disease, cause substantial impacts on banana production.
There is a vast yield gap in the production of bananas in regions where bacterial pathogens and
several other pathogens and pests are present together in the same field. BXW disease caused by
Xanthomonas campestris pv. musacearum is reported to be the most destructive banana disease in East
Africa. The disease affects all the banana varieties grown in the region. Only the wild-type diploid
banana, Musa balbisiana, is resistant to BXW disease. Developing disease-resistant varieties of bananas
is one of the most effective strategies to manage diseases. Recent advances in CRISPR/Cas-based
gene editing techniques can accelerate banana improvement. Some progress has been made to create
resistance against bacterial pathogens using CRISPR/Cas9-mediated gene editing by knocking out
the disease-causing susceptibility (S) genes or activating the expression of the plant defense genes. A
synopsis of recent advancements and perspectives on the application of gene editing for the control
of bacterial wilt diseases are presented in this article.
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1. Introduction

Banana and plantain (Musa spp.), hereafter collectively referred to as banana, origi-
nated from Southeast Asia and the Pacific and are now cultivated in about 150 nations in
the tropics and subtropics on 12 million hectares of land [1]. It is a key food security and
cash crop with an annual production of over 163 million tons feeding millions of people [1].
Africa produces one-third of the global banana, with East Africa the leading producer ac-
counting for up to 40% of the total African production [1]. The Great Lakes region of Africa
(GLA), containing Burundi, Kenya, the eastern part of the Democratic Republic of Congo
(DRC), Rwanda, Tanzania, and Uganda, is the largest banana-growing and -consuming
region with a consumption rate of 220–460 kg per person annually, which is six times
Africa’s average and 15 times the world’s average [2]. Banana provides 30–60% of these
countries’ daily per capita calorie intake. According to data from the Food and Agriculture
Organization (FAO), the GLA region accounts for approximately 60% of the total banana
cultivation area in Africa [2]. Banana is rich in vitamins, minerals, and carbohydrates and
is considered one of the primary energy sources for millions of people in East Africa.

Banana is grown mainly by smallholder farmers for domestic consumption and local
or regional markets, and less than 15% enter the international markets. Smallholder farmers
grow different banana varieties, such as dessert, cooking, roasting, and brewing types.
However, for wholesale production, farmers mainly grow the Cavendish (AAA genome)
as dessert types of banana. Other dessert types such as Sukali Ndiizi (AAB genome,
commonly known as apple banana), Silk (AAB genome), Pome (AAB genome), and Mysore
(AAB genome), are also grown at a low level in various regions as dessert banana. Aside
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from that, cooking types like the East African Highland Banana (EAHB, AAA genome) and
Bluggoe (ABB genome), roasting types like plantain (AAB genome), and brewing types
like Pisang Awak (ABB genome) are primarily cultivated in Africa.

Several diseases and pests wreak havoc on banana production, especially in areas
where multiple pests and pathogens coexist [3]. Several bacterial diseases, such as banana
Xanthomonas wilt (BXW), blood, and moko disease, cause significant yield losses [4]. It can
lead to a significant yield gap in banana production, especially in locations where bacterial
infections, as well as a variety of other pathogens and pests, are present. For example, BXW,
in combination with fungal and viral pathogens, nematodes, and weevils, is devastating
banana production in the GLA region. The yield gap in banana production needs to be
closed urgently, which can improve food security, particularly in Africa, where it feeds
more people per unit area of production when compared to other staple crops [5].

Developing disease-resistant banana varieties using traditional breeding is challenging
because of the low genetic variability available in Musa germplasm, lengthy production
cycle, polyploidy, and sterility of most of the cultivars [3]. Modern breeding tools, including
transgenics and gene editing, present the potential to complement conventional breeding
for developing disease resistance in farmer-preferred banana varieties (Figure 1). Intensive
efforts have been made to generate banana cultivars with enhanced resistance to bacterial
wilt disease through genetic manipulation (GM). The commercialization of GM crops,
however, is hampered by the lengthy regulatory procedures. Gene editing, a powerful
emerging tool, could be applied for developing durable resistance to various diseases.
Some progress has been made in banana improvement to create resistance against bacterial
pathogens using gene editing. Here, we describe an overview of current advances and
future perspectives for using gene editing to generate bacterial disease-resistant banana.
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2. Bacterial Diseases of Banana

Bacterial diseases of banana are among the most damaging, resulting in considerable
yield reductions. Several bacterial pathogens are reported to cause substantial impacts
on banana production. The major bacterial diseases include banana Xanthomonas wilt
(BXW), caused by Xanthomonas campestris pv. musacearum (Xcm), moko and bugtok disease,
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caused by Ralstonia solanacearum, and blood disease, caused by Ralstonia syzygii subsp.
celebesensis [6].

The fungal diseases such as black Sigatoka (caused by Pseudocercospora fijiensis) and
fusarium wilt (caused by Fusarium oxysporum f. sp. cubense) are considered as the most
important diseases affecting banana production, and their management has gained in-
creasing attention compared to other diseases [6]. However, the management practices
for controlling bacterial diseases are not well known even though the bacterial diseases
continue to cause significant losses in banana production globally. Only substantial efforts
are put in place to control banana Xanthomonas wilt disease. More efforts are needed to
prevent bacterial diseases by integrating molecular approaches with conventional breeding
to develop disease-resistant varieties, which is a cost-effective, less labor-intensive, and
environmentally friendly option.

3. Banana Xanthomonas Wilt (BXW)

BXW is a major bacterial disease that reduces yield and raises crop management
costs in East Africa. The BXW disease affects the production of all different types of
bananas grown in East Africa, and its effects are severe and swift, wiping out whole
plantations in many of the affected locations. The disease can cause up to 100% yield
losses, mainly in brewing type banana, severely affecting food security and livelihoods for
banana farmers [7]. BXW was first reported on Ensete (Ensete ventricosum) in Ethiopia in
the 1930s. Since 2001, the disease has spread to commercially cultivated banana in Burundi,
Kenya, Rwanda, the Democratic Republic of Congo, Tanzania, and Uganda [8]. BXW
disease has made a huge impact on the food security and income of small-scale farmers,
who rely on banana for a living. The estimated economic losses due to BXW disease are
at US$ 2 to 8 billion over a decade [8]. The bacterial pathogen is transmitted by insects
that perch on the male inflorescence, infected planting material, contaminated tools, and
infected banana tissues such as leaves and pseudostem sheaths. Different approaches have
been explored as an intervention towards controlling the deadly disease. Phytosanitary
methods such as using clean pathogen-free planting material, decapitating male buds,
using clean, sterile gardening tools, cutting and burying infected plants, and restricting
the transportation of banana materials from BXW-affected areas are some of the ways
employed to manage BXW disease. However, because such procedures are labor-intensive,
they have been inconsistently adopted.

The pathogen’s resistance has recently been identified in Musa balbisiana and
Musa acuminata subsp. zebrina [4,9]. The banana varieties with morphological traits such
as persistent- bracts or the absence of the male buds help them avoid insect-mediated
infection [10]. Transgenic approaches and gene editing were recently used to develop
resistance to the pathogen on banana cultivar Sukali Ndiizi [11].

4. Moko and Bugtok Disease

Moko disease was first reported in the 1890s in banana in Trinidad [12]. Several
banana varieties were infected with this disease. Still, the disease was found to be se-
vere in the cooking type banana Bluggoe (ABB) (also known as Moko), from which the
disease’s common name was derived. Moko disease is present mainly in Latin America,
including Belize, Brazil, Colombia, Costa Rica, Ecuador, El Salvador, Grenada, Grenadines,
Guatemala, Guyana, Honduras, Jamaica, Mexico, Nicaragua, Panama, Peru, St. Vincent,
Suriname, Trinidad and Tobago, and Venezuela. Moko disease has also been detected
in the Southern Mindanao part of the Philippines. This disease in the Philippines might
have been introduced through the infected planting materials of the ‘Valery’ variety (AAA
Cavendish subgroup) [13].

Moko disease is considered a severe banana disease, and its control is expensive. In
some cases, the yield loss can reach up to 100%. For example, in Colombia, losses of up
to 100% were recorded in some plantations [14]. The disease symptoms start with young
leaves wilting, which later die and collapse. The petiole weakens, resulting in drooping
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green leaves and a decline in tree vigor. Older leaves are also impacted as the disease
progresses. As the pulp is destroyed by dry rot, infected fruits develop distorted and
shrivel up, resulting in dark brown discoloration of the fruit flesh. The disease management
strategy includes using pathogen-free clean planting material, avoiding infection through
regular decontamination of field instruments, and removal of diseased banana-mat. Since
the disease is also soil-borne, a 6-month delay is required before replanting [10].

The disease caused by R. solanacearum is called Bugtok when the plants show wilt
symptoms. The pathogen is transmitted mainly by insects and affects the cooking type
(ABB) banana in the Philippines [15]. In the early 1990s, it was a dominant disease of the
Saba (BBB) variety.

5. Blood Disease

Banana blood disease was first reported on dessert banana in the early 1900s in Salayar
Island near Sulawesi [16]. The disease was confined to Selayer and Southwestern Sulawesi
until 1987, when the disease was reported in West Java and quickly spread to other islands
in Indonesia, including the Indonesian archipelago, Kalimantan, Sumatra, Sumbawa, Bali,
Maluku, West Papua, and recently to the Malaysia peninsular [10,17]. Severe yield losses
due to banana blood disease have been noted in several areas. For example, in South
Sulawesi, 70–80% of plantations were lost [18], and in West Java, 27–36% plantation loss
was recorded [19]. In Lampung Province (Sumatra), more than 20,000 tons of banana,
worth US$ 1 million were lost [20]. Currently, there are no sources of resistance, and
management of the disease includes using pathogen-free clean planting material and the
regular decontamination of field instruments to avoid infections, which are labor-intensive
and costly.

6. Recent Advances in Gene Editing of Banana

Gene editing, a powerful emerging tool, can develop durable resistance to diseases.
Recent advances in gene-editing technologies using site-directed nucleases (SDNs), such
as meganucleases, zinc-finger nucleases, transcription activator-like effector nucleases
(TALENs), and the clustered regularly interspaced short palindromic repeats/CRISPR-
associated protein (CRISPR/Cas). The CRISPR/Cas, derived from the adaptive immune
system of Streptococcus pyogenes, have promoted the manipulation of genes in several crop
species [21]. CRISPR/Cas is the most potent and desired tool for crop gene editing as it is
easy to design reagent, has high efficacy, and can edit numerous genes simultaneously [3].

CRISPR/Cas9 comprises of the synthetic guide RNA (sgRNA) and the Cas9 nuclease.
Cas9 recognizes target DNA by matching the 5′ leading sequence of sgRNA with the
5′ leading sequence of DNA. It detects the protospacer adjacent motif (PAM), a three-
nucleotide sequence, mostly NGG or NAG (where N is any nucleotide), that serves as a
recognition segment for Cas9 to start checking the upstream sequence against the gRNA. It
is generally found 3–4 nucleotides downstream from the cut site. The sgRNA involves a
scaffold and a spacer sequence of about 20 nucleotides for targeting the genomic sequence.
It directs the Cas9 to create precise and targeted double-stranded breaks (DSBs). Then,
the DSBs at the target site is repaired either by the non-homologous end-joining (NHEJ)
or homology-directed repair (HDR) if a donor template is available, resulting in small
deletions or insertions, substitutions of nucleotides, or gene replacement.

Apart from Cas9, other Cas proteins have been developed and used to edit plants.
Cas12a (Cpf1) is a class 2, type V-CRISPR, which harbours the RuvC domain only. It
possesses crRNA biogenesis RNase and single-strand DNase activity and recognizes T-rich
PAM, TTN/TTTN/TTTV (N = A/T/C/G; V = A/C/G). Cas12a could be used for gene
editing for multiplexing by a single sequence array on the selected sgRNA. Cas13a is a
class 2 type VI-A ribonuclease that can target and cleave single-stranded RNA (ssRNA)
molecules of the phage gene [22]. It could be used for detecting RNA viruses as it is more
accurate than PCR in detecting viruses. Cas13a does not require a PAM segment.
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Based on the repair mechanism, three types of gene editing systems, SDN1, SDN2, and
SDN3, have been identified [21,23]. SDN1 is a very efficient, error-prone repair of a targeted
DSB that is based on NHEJ. The DSB repair causes random changes in the host genome,
which can result in gene silence, knockout, or altered function. SDN2 is less efficient and
high fidelity and consists of a repair template with sequence identity to the target site
added to the CRISPR/Cas reagent. The DSB in the SDN2 is subsequently repaired via
HDR, which results in nucleotide substitution or targeted indels. SDN3 has high fidelity
but less efficient enzymatic activity. The DSB in SDN3 is repaired via HDR using the donor
template, resulting in the insertion of the entire gene or genetic element(s) at the target site
based on donor sequence. Another type of editing system is base editing (BE), used for
target editing of a single base pair. It requires the fusion of DNA deaminase to dCas9 to
generate a base editor that allows single-nucleotide base substitution resolution without
a DNA donor template. The DNA deaminases act as effectors, allowing C:G-to-T:A or
A:T-to-G:C substitution depending on the types of DNA deaminases used, whereas the
RNA-guided CRISPR system serves as a genomic locator of the targeted region.

Recently, prime editing was developed as another SDN editing tool. Prime editing
uses the exact mechanism as classical CRISPR/Cas systems, mediating DNA base pair
substitutions, small insertions, small deletions (indels) [24]. However, primer editing does
not induce DSB and does not require a donor template; it resolves frameshifts induced by
indels and minimizes off-target effects. To edit a genome, prime editing requires a longer-
than-usual sgRNA, known as pegRNA, and a fusion protein comprising of Cas9 H840A
nickase fused to an engineered RT enzyme. Although prime editing allows for precise and
targeted modifications in DNA and has the potential to complement the existing CRISPR
editing systems, its cellular determinants remain poorly understood. Nevertheless, prime
editing is an exciting tool that could be exploited for banana gene editing. Since base editing
and prime editing do not require a DNA donor template, they might be considered as SDN1
and SDN2 types of gene editing, respectively, which can be treated like non-transgenic
products and do not require biosafety regulations similar to transgenic products [3].

The availability of a robust genetic transformation protocol and the whole-genome se-
quence makes the banana an excellent candidate for gene editing. Banana gene editing was
first reported in the cultivar “Rasthali” (AAB genome) by targeting the phytoene desaturase
(PDS) as a marker gene [25]. The authors used a single sgRNA to generate mutations in
the PDS gene, producing an albino phenotype. However, the mutation efficiency was only
59%. Further, Naim et al. [26] reported editing of the PDS gene in “Cavendish Williams”
(AAA genome) with a 100% editing efficiency using polycistronic tRNA. Similarly, Ntui
et al. [27] reported 100% mutation efficiency in banana cultivar “Sukali Ndiizi” (AAB
genome) and plantain cultivar “Gonja Manjaya” (AAB genome) using multiple sgRNAs
targeting the PDS gene. The PDS is one of the main enzymes in the carotenoid biosynthesis
pathway commonly used as a marker to optimize gene editing. It encodes for a crucial
enzyme that converts phytoene to carotenoid precursors phytofluene and ζ-carotene in the
pathway. When its function is disrupted, phenotypes which include albino, variegated or
pale-green, depending on the mutation pattern of the transformed plant, are produced and
are detected with the naked eyes. However, PDS knockout negatively impacts plant devel-
opment. Therefore, as an alternative, Zorrilla-Fontanesi et al. [28] edited RP43/CHAOS39, a
gene that encodes the chloroplast signal recognition particle (cpSRP) machinery, as a visual
marker to optimize gene editing procedures in banana. The CHAOS39-edited banana plants
were pale-green and grew normally. Nevertheless, researchers must exercise caution when
employing cpSRP43/CHAOS39 as a visual marker because the pale green phenotype can
be obtained by other factors such as insufficient light and nutrient deficiency, for example,
iron and magnesium involved in chlorophyll molecule structure and photosynthesis.

One of the most important applications of gene editing is to develop disease-resistant
plants to increase their economic values, enhancing nutrition and food security. Some
progress has been demonstrated for creating resistance to banana streak virus (BSV) and
BXW disease. The endogenous banana streak virus (eBSV) integrated into the B genome
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of plantain (AAB) was inactivated using CRISPR/Cas9-based editing to overcome a key
barrier in breeding and the distribution of hybrids [29]. BSV is a dsDNA badnavirus,
whose genome gets integrated into the B genome of plantain. The gene-edited plantain
“Gonja Manjaya” had targeted mutations in the eBSV sequences integrated into the host
genome. Phenotyping of the edited events varified the inactivation of eBSV for its ability to
generate functional infectious viral particles. Recently, it was demonstrated that the editing
of MusaDMR6 in banana using CRISPR/Cas9 mediated gene editing resulted in enhanced
resistance to BXW disease [11].

In addition to developing disease resistance, gene editing has also been used to
increase banana fruit quality, shelf-life, and alter the plant architecture. For example, the
CRISPR/Cas9 was used to generateβ-carotene-enriched Cavendish banana cultivar “Grand
Naine” by editing the lycopene epsilon-cyclase (LCYε) gene, which converts lycopene to delta-
carotene and neurosporene to alpha-zeacarotene and is required for lutein biosynthesis [30].
CRISPR/Cas9 technology was applied to generate semi-dwarf banana cultivar “Gros
Michel” by manipulating the M. acuminata gibberellin 20ox2 (MaGA20ox2) gene, disrupting
the gibberellin (GA) pathway [31]. GA is an important gene determining plant height,
and mutations in its biosynthesis genes usually produce dwarf phenotypes. Recently,
Hu et al. [32] demonstrated editing aminocyclopropnae-1-carboxylase oxidase (MaACO1) in
banana extended shelf-life through reduced ethylene synthesis. MaACO1 encodes for an
O2-activating ascorbate-dependent non-heme iron enzyme that catalyzes the last step in
ethylene biosynthesis.

CRISPR/Cas9-based gene editing has been recently optimized for banana crops in
several labs, facilitating functional genomics to identify defense genes responsible for
disease-resistant traits. It takes about 13–15 months from target gene identification to
generation and phenotyping of gene-edited banana plants with resistance to a bacterial
pathogen (Figure 2).
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7. Strategies for Developing Bacterial Wilt Resistant Banana

Gene editing offers a cost-effective mechanism for generating disease-resistant ba-
nana cultivars. The development of disease-resistant varieties has been an efficient and
environmental-friendly strategy for managing plant diseases. Pathogen infection and
symptoms development require the coordinated activation/or repression of genes in the
plant genome. Such genes must be identified and manipulated for knockout, activation,
or overexpression. Target genes identification is based on revealing and comprehending
cellular pathways that contribute to disease progression, as well as identifying prospective
genes or proteins that, when knocked out, activated, or overexpressed, will produce the
desired effect. The target genes that are likely to be regulated upon pathogen infection
can be identified in various ways. One way is through comparative transcriptome analy-
sis (RNA-seq), studying differential gene expression among the susceptible and resistant
populations upon pathogen infection.

The disease-resistant varieties could play a significant role in controlling the BXW
disease in East Africa. However, no known source of resistance against the bacterial
pathogen within Musa germplasm has been identified, except for the wild-type diploid
banana progenitor “Musa balbisiana” [4]. The knowledge of disease resistance mechanisms
in wild-type banana against a bacterial pathogen can be used to develop resistance by
editing genes related to susceptibility and/or negative regulation of plant immunity or
activating the defense genes. To identify the Musa genes for developing the BXW-resistant
varieties, we investigated the molecular mechanism of disease resistance in banana progen-
itor “Musa balbisiana” [4]. To further understand the pathogen response, the transcriptome
of highly susceptible banana cultivar “Pisang Awak”, challenged with bacterial pathogen
Xcm, was compared with that of disease-resistant genotype “Musa balbisiana” infected
with Xcm. The differentially expressed genes were linked to the genetic map associated
with the biotic stress and are an important part of the biotic pathway. This study iden-
tified several genes involved in the disease resistance (R) protein-mediated defense and
activation of pathogen-associated molecular patterns (PAMP)-triggered basal defense in
“Musa balbisiana” as an early response to Xcm infection [4]. We observed that most of the
susceptibility genes that facilitate pathogen growth and infection were highly upregulated,
and those associated with response to biotic stress were downregulated in the susceptible
cultivar in comparison to the resistant cultivar [4]. These differentially expressed genes,
as well as those identified in other crops (Table 1), could be knocked out, activated, or
overexpressed in the susceptible cultivar to enhance resistance to BXW.

Another way of identifying potential targets for editing or overexpression is through
literature search. The molecular basis of plant immunity has been extensively studied
within the last three decades, and the genes involved in resistance have been identified,
cloned, characterized, and well documented in many plants [33]. Several genes have
been used to develop resistance to pathogens in several crops, either by classical ge-
netic engineering or by gene editing (Table 1). Banana can be engineered with some of
those genes to develop varieties with increased resistance to BXW [34–36]. Under field
trial in Uganda, banana overexpressing hypersensitive response-assisting protein (Hrap) or
plant ferredoxin-like protein (Pflp) genes from sweet pepper (Capsicum annuum) demonstrated
increased BXW resistance through various crop generations and agronomic performance
comparable to non-transgenic control banana [34].

Furthermore, transgenic banana constitutively expressing rice pattern recognition receptor
(PRR), Xa21, showed enhanced resistance to BXW disease [36]. The commercialization of
transgenic modification is a major issue because of continuous issues regarding regulatory
and public acceptance. Recent advances in gene editing have the potential to accelerate the
breeding of banana by making targeted, precise changes efficiently in the plant genome to
develop genotypes with increased resistance to diseases.
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Table 1. Summary of potential target gene that could be manipulated in banana to develop resistance
against bacterial pathogens.

Mode of Action Potential Target Gene Type of Manipulation References

Hypersensitivity response
Hrap Overexpression [34]
Pflp Overexpression [34]

Stacked Hrap and Pflp Overexpression [35]

Pathogen recognition
receptors induced immunity Xa21 Overexpression [36]

Susceptibility genes

MusaDMR6 Gene knockout [11]
SlDMR6 Gene knockout [37]

OsSWEET14 Gene knockout [38]
OsSWEET11, OsSWEET13

OsSWEET14 promoter Gene knockout [39]

DIPM1, DIPM2, DIPM4 Gene knockout [40]
CsLOB1/CsLOB1promoter Gene knockout [41,42]

MLO Gene knockout [43]
AtAN9 Gene knockout [37]
OsXa13 Gene knockout [44]
OsCul3a Gene knockout [45]

Protein kinases as a negative
regulator of plant defense OsMPK5 Gene knockout [46]

Nutrient transporter ENOD Gene knockout [4]

E3 ubiquitin-protein ligase PUB Gene knockout [4]

Pathogen-associated
molecular patterns LRR Overexpression/CRISPR activation [4]

Receptor kinases WAK2, WAK5 Overexpression/CRISPR activation [4]

Antimicrobial peptides Vicilin Overexpression/CRISPR activation [4]

Resistance proteins RPM1 Overexpression/CRISPR activation [4]

Defense signaling PR1 Overexpression/CRISPR activation [4]
NPR1 Overexpression/CRISPR activation [47]

8. Knockout of Susceptibility Genes

Susceptible (S) genes are endogenous plant genes that aid pathogen proliferation,
infection, and symptom development during colonization [3,4,11,48]. The loss of function
of these genes may induce recessive resistance to plant diseases. Plants with S-gene-
targeted resistance may have long-lasting immunity. S gene-based resistance is achieved
by the inactivation of a host factor that is necessary for a pathogen’s survival in the
host. The pathogen, therefore, must create the same or equivalent activities to overcome
S gene-based resistance and infect the plant [49]. The modification or deletion of host
susceptibility genes could thus be a viable technique for achieving bacterial resistance
by inactivating the pathogen. Editing of S genes in crops has been reported to enhance
resistance against the particular pathogen and even broad-spectrum resistance in some
cases [50]. However, S genes are often pathogen-specific and, therefore, crucial to identify
and target the relevant S gene(s) while attempting to acquire resistance capacity against a
given disease. Mildew Locus O (MLO) was the first S-gene identified in spring barley in the
1940s and later employed in other plant species for resistance against pathogens [51,52]. It
is a negative regulator of plant defense. However, loss of function of MLO function might
lead to a trade-off between growth and yield [51].

S-genes have been classified into three categories based on the mode of function [53,54]. The
first category includes genes required for the pathogen to recognize the host; an example is
S-gene encoding a product exploited by pathogens during infection and colonization in
potato [53]. In this case impairing the S-gene results in recessive resistance traits in contrast
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to the dominant R-gene-mediated resistance, which is based on pathogen recognition-based
resistance. The second group constitutes genes supporting pathogen needs, such as Sugar
Will Eventually be Exported Transporters (SWEET). Plant pathogens use the SWEET family
genes to encode cross-membrane sugar transporters for virulence. The activation of SWEET
genes leads to the transportation of more sugar outside the cell, therefore making it available
to bacteria [55]. Deleting or suppressing the induction of the SWEET genes will reduce
sugar trafficking outside the cell and thus prevent pathogen colonization and infection. For
example, editing of TAL effector-binding sites within the promoter of SWEET14 gene in
rice by TALEN led to increased resistance to Xanthomonas oryzae pv. oryzae (Xoo) due to the
absence of induction of SWEET14 by the pathogens [38].

The third group comprises genes that control plant defense response. The disease
susceptibility gene for citrus bacterial canker disease Citrus sinensis Lateral Organ Boundary1
(CsLOB1) gene encodes a transcription factor regulating plant growth and development [56].
CRISPR/Cas mutation of the effector binding site within the promoter of the CsLOB1 gene
in orange conferred resistance to the bacterial canker pathogen Xanthomonas citri spp.
citri (Xcc) [41]). In grapefruit (Citrus paradisi), altering the coding area of CsLOB1 with
CRISPR-Cas resulted in increased resistance to Xcc [42].

The downy mildew resistance 6 (DMR6) gene was recently edited in banana using the
CRISPR/Cas9 technique [11]. DMR6 encodes 2-oxoglutarate Fe (II)-dependent oxygenase
(2OGO), which is upregulated during pathogen infection [57]. The Musadmr6 mutants
generated showed enhanced resistance to BXW disease and without any phenotypic ab-
normalities [11]. Additional S-genes such as MLO, enhanced disease resistance 1 (EDR1),
ethylene-responsive factor (ERF), SWEET genes, and CsLOB1 would be excellent candidates
for editing to develop resistance to bacterial diseases in banana [4,39,58–60].

9. Activation of Defense Genes through CRISPR Activation (CRISPRa)

CRISPR/Cas9 has revolutionized several areas of plant science by aiding the develop-
ment of modern tools that address some of the limitations of classical genetic engineering.
The development of inducible CRISPR/Cas9 transcriptional activator methods (CRISPRa)
has much promise in terms of producing plants with excellent agronomic traits. CRISPRa
is a type of CRISPR tool that combines transcriptional activators with a modified version
of Cas9 that lacks the endonuclease activity (dead Cas protein; dCas) to enhance gene
expression. When a deactivated version of the Cas9 protein is created by mutating its
nuclease domains, CRISPR/dCas9 loses the endonuclease cleavage activity but retains the
capacity to bind the targeted DNA sequence [61]. Fusion of dCas9 with activation domains
allows for precise and effective transcriptional activation of any gene without introducing
any mutations in the endogenous gene.

The most common type of such CRISPRa activator is VP64 (and combinations) tran-
scriptional activator domains fused to the C-terminus of Streptococcus pyogenes (SP)-dCas9
and has been proven to boost endogenous expression [62]. VP64 is a tetramer of VP16–a
well-characterized herpes simplex virus transcription activator. It is among the first gen-
eration of CRISPRa systems and demonstrates a strong induction of activation in many
experiments [63]. First-generation CRISPRa systems contain dCas9 fused with transactiva-
tor and sgRNA. Other first-generation dCas transactivators such as p65 and p300 were also
developed and used for gene activation [64,65]. Different oligomers of VP16, VP48, VP160,
or VP192 have been used as activators [66–69].

Lowder et al. [70] reported that the endogenous genes in plants could be activated
using a dCas9-VP64 system comprising of the deactivated CRISPR-dCas9 fused with
four tandem repeats of the transcriptional activator VP16 or VP64. They reported the
successful transcriptional activation of protein in Arabidopsis and tobacco. However, this
first generation of CRISPRa system with single domain fusions to dCas9 showed only
low/moderate activation rates in plants. Hence, the second generation CRISPRa system
was developed.



Int. J. Mol. Sci. 2022, 23, 3619 10 of 16

The second generation of the CRISPRa system is made up of three parts: dCas9,
sgRNA, and effectors, which are used in multiple copies by specific domains on dCas9
or sgRNA. This type of structure is thought to increase the efficiency of the alteration, be
it activation, repression, epigenetic modifications, or something else entirely [63]. These
systems include: 1. the scaffold and casilio, which is based on the scaffold RNA (scRNA).
The casilio relies on a combination of CRISPR-Cas9 and the Pumilio RNA-binding protein,
which includes dCas9, sgRNA with several PBSs, and PUF-domains, fused with the ef-
fectors. 2. The Synergistic Activation Mediator, based on chimeric dCas9-VP64, sgRNA
with synthetic aptamers for MS2 recruitment and a chimeric MS2-p65-HSF1 activation
helper protein. 3. The Supernova Tagging System, whose antibodies have high affinity
and specificity for short peptide sequences. Using the second-generation system, Lowder
et al. [71] developed a CRISPRa system (known as CRISPR-Act2.0) by combining VP64 by
dCas9 and sgRNA2.0 and targeting the genes previously activated in Arabidopsis by the
dCas9-VP64 system. They showed that the CRISPR-Act2.0 led to stronger transcriptional
activation compared to the dCas9-VP64 system.

Similarly, Selma et al. [72] developed a CRISPRa system containing dCasEV2.1 loaded
with six sgRNAs combinations, targeting the promoter of NbDRF and NbAN2 genes in
Nicotiana benthamiana. Transgenic lines expressing the second-generation CRISPRa sys-
tem showed stronger gene activation than the first-generation CRISPRa [72]. Recently,
Pan et al. [73] developed a highly robust CRISPRa system for multiple genes activation
in rice, tomato, and Arabidopsis. The system, which they termed CRISPR–Act3.0, was
developed by testing different effector recruitment strategies and various transcription
activators based on deactivated Streptococcus pyogenes Cas9 (dSpCas9). The CRISPR–Act3.0
system activates the genes four- to six-times more when compared to the first generation
and CRISPR-Act2.0 [73].

We are currently using CRISPRa to activate the expression of the endogenous banana
genes such as antimicrobial Vicilin, Leucine-Rich Repeat (LRR), Wall Associated Kinase
(Wak2 and Wak5) and Pathogenesis-Related (PR), and disease resistance R (e.g., Musa RPM1
gene) to confer resistance to BXW. The genes were identified based on the transcriptomic
analysis of BXW-resistant diploid banana progenitor “Musa balbisiana” and BXW-susceptible
cultivar “Pisang Awak” [4].

The CRISPRa technique requires the continuous expression of the dCas9 fusion protein,
and, therefore, will always be transgenic and requires biosafety regulations. Other strategies
should need to be explored to increase expression in a non-transgenic manner, such as with
promoter modifications for activation of endogenous genes.

10. Limitations in Gene Editing of Banana and Future Prospects

To develop the gene-edited crops, the CRISPR reagents (Cas9 and sgRNAs) are de-
livered to the plant cells, and then the edited cells or tissues are regenerated to develop
complete plantlets. Delivery of CRISPR reagents in banana cells requires an effective trans-
formation system. In banana, Agrobacterium-mediated transformation has been the most
efficient technique to produce transgenic and gene-edited plants. Agrobacterium-mediated
transformation is economical, easy to use, and generates thousands of events within a year
time frame. Several researchers have reported Agrobacterium-mediated transformation sys-
tems of various banana cultivars using embryogenic cell suspensions [74–77]. Embryogenic
cells are the preferred explant for genetic transformation and gene editing in banana.

Gene editing of farmer-preferred varieties of banana requires an efficient genotype-
dependent transformation protocol. The development of edited plants using embryogenic
cell suspension is found to be genotype-dependent. Although the protocol for generating
embryogenic cells is labor-intensive, time-consuming, and cultivar-dependent [77], the
protocol reduces the number of chimeric plants and produces a high number of transgenic
events. The major limitation of using the cell suspension-based transformation system
is that many cultivars, especially the East African Highland Banana are recalcitrant to
embryogenic cell production. Nevertheless, the transformation efficiency for many culti-
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vars is still low. One of the ways to overcome this challenge in banana is to enhance the
transformation efficiency using morphological regulator genes such as Baby boom (Bbm),
Wuschel2 (Wus2), and Shoot Meristemless (Stm). This will increase banana gene editing po-
tential in developing resistance to bacterial diseases in the farmers’ preferred cultivars. The
genetic transformation efficiency has been increased using the morphological regulators in
several recalcitrant crops such as cereal crops such as maize, sorghum, and wheat [78,79].
For example, the introduction of maize Bbm and Wus2 in addition to a gene of interest
enabled the transformation of various commercial maize lines which had previously been
non-transformable [80,81]. These maize morphogenic genes also stimulated the transforma-
tion of immature embryos in sorghum, sugarcane, rice [80], and wheat [78]. In wheat, the
overexpression of a chimeric protein comprising growth-regulating factor 4 (GRF4) and its
co-factor, growth-interacting factor 1 (GIF1), improved regeneration efficiency of transgenic
plants and extended transformation and regeneration to known recalcitrant genotypes [82].
The STM is required for proposer meristem formation. In Brassica oleracea, STM expression
increased somatic embryogenesis by two-fold, whereas in Nicotiana tabacum, the expression
of maize STM ortholog KNOTTED1 (KN1) resulted in three-times shoot organogenesis [78].
These studies show that morphogenic genes are good candidates for enhancing plant
transformation and should be harnessed for banana transformation.

Another limitation is that the current gene-editing tool for banana relies on Agrobacterium-
mediated transformation using a plasmid containing the sgRNA and Cas9 gene. The most
common method of delivering CRISPR reagents into plant cells is via plasmids. However,
because the transgene(s) from the plasmids integrates into the plant genome, this method
produces transgenic plants, which can be eliminated by backcrossing and selecting trans-
gene(s) free events. Removal of these foreign genes (s) by crossing is not feasible in the
banana for most cultivars as they reproduce asexually. Hence, the mutated plants will be
regarded as GMO by regulatory authorities, which could limit their acceptability. Therefore,
there is a need to produce foreign DNA-free banana that will bypass stringent regulation
and be generally accepted. Different strategies could be employed to produce DNA-free
gene-edited banana plants.

One approach is to deliver preassembled Cas9 protein-sgRNA ribonucleoproteins,
otherwise known as RNPs, into plant cells [40,83–86]. These RNA-guided engineered
nucleases (RGENs)-RNPs direct gene editing at target sites upon transfection, and then
the reagents degraded rapidly in cells, thus leaving no traces of foreign DNA elements
and reducing the chances of off-target effects [83,85]. Direct delivery of RGENs-RNPs
into plant cells could be achieved through various transformation methods like particle
bombardment, electroporation, and protoplast transfection by polyethylene glycol (PEG),
cell-penetrating peptides, or mesoporous silica nanoparticle-mediated direct protein deliv-
ery. Although protoplasts constitute a versatile platform for the generation of DNA-free
edited plants, in banana, regeneration of plants from banana protoplasts remains a chal-
lenge. Panis et al. [87], Matsumoto and Oks [88], and Assani et al. [89] have reported
regeneration of plants from nurse cultures of banana protoplasts. However, the method
remains a challenge as it displays protoplast instability in vitro, low regeneration rate, poor
reproducibility, difficult regeneration, and high levels of off-types.

A second approach involves the transient expression of the editing machinery into
the plant cell. In the absence of antibiotic selection, Agrobacterium infection can be used
for the transient delivery of the editing machinery and generation of DNA-free plants
without integrating T-DNA into the plant genome. Transient expression of CRISPR/Cas9
containing sgRNAs targeting the PDS gene in tobacco resulted in 8.2% non-transgenic
mutants [90]. A similar approach was adopted by Veillet et al. [91]. They performed
Agrobacterium transient infection of potato and tomato to modify the acetolactate synthase
(ALS) gene via a cytidine-based editor (CBE). They obtained transgene-free potato and
tomato plants with 10 and 12.9% mutation efficiency, respectively. Unfortunately, there
were high off-target effects suggesting the need for further protocol optimization.
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The major drawback in both RNPs and transient expression is that, without the visual
marker, the identification of potentials edits remains a challenge as hundreds of plants must
be screened. Agrobacterium-mediated transformation with the use of antibiotics for selection
remains the most efficient method for delivering CRISPR/Cas9 components into plants cells.
However, there is a need to design plasmids with mechanisms for excision and removal of
T-DNA after editing. Costa et al. [92] developed two systems for T-DNA removal in the
gene-edited plants. The first system uses the application of the site-specific recombinase
Flippase (Flp), which recognizes the 34-bp long FRT sequences (Flp/FRT) system, and the
second system uses Cas9 and synthetic cleavage target sites (CTS) near T-DNA borders,
which are recognized by the sgRNA. Unfortunately, they observed trimming at T-DNA
borders which impaired the excision mechanisms. Nonetheless, the study is a significant
advancement in the production of DNA-free gene-edited plants by Agrobacterium-mediated
transformation with antibiotics selection.

In our laboratory, we are currently optimizing the protocol to produce DNA-free
banana by Agrobacterium transient delivery of the Cas9-sgRNA reagent targeting the PDS
gene. We are also developing protocols for protoplast isolation, transfection with PEG,
and regeneration. If successful, it will pave the way for the production of disease-resistant
foreign DNA-free edited banana. In many countries such as Argentina, Australia, Brazil,
Chile, Colombia, Canada, Japan, and the USA, gene editing products, particularly SDN1,
with gene knockouts but with no foreign gene integration, are not regulated [21]. These
countries have developed regulatory guidelines, and gene-edited crops with no foreign-
gene integration are not regulated as GMO. In Africa, Nigeria and Kenya are the only
countries that have developed regulatory frameworks for gene editing products. Products,
particularly SDN1 type, are not regulated if no foreign gene is integrated. Other countries
like Ghana, Kenya, and South Africa, are developing the regulatory framework for the
application of gene editing.

11. Conclusions

Bacterial diseases cause major losses in banana, particularly where bacterial pathogens
coexist with other pathogens and pests. BXW disease is among the most serious biotic
diseases affecting banana production in East Africa, which is the largest producer and
consumer of banana in the region. The disease impacts the production of all varieties of
banana grown in the region and has adversely affected the food security and income of
smallholder farmers, who rely on banana for a living. Currently, bacterial diseases are
mainly managed by following phytosanitary practices; however, because these techniques
are labor-intensive, their adoption has been inconsistent. The use of disease-resistant
varieties is a productive and cost-effective strategy for managing plant diseases. Research
for developing bacterial disease resistance is quite limited, particularly for moko, bugtok,
and blood diseases. Some efforts are in place for the control of BXW disease.

Recent advances in CRISPR/Cas-based gene-editing techniques in banana can enhance
the development of disease-resistant varieties. We are currently advancing the application
of CRISPR/Cas9-mediated gene editing to control BXW disease by interrupting the function
of disease-causing susceptibility (S) genes, negative regulators of plant defense, or nutrient
transporters. The target genes were identified based on the literature or comparative
transcriptomic analysis of BXW-resistant wild-type banana “Musa balbisiana” and BXW-
susceptible banana cultivar at early infection with Xcm. Recently, we showed that the
knocking down of the banana orthologue of the downy mildew resistance 6 (MusaDMR6)
gene conferred enhanced resistance to BXW disease.

Gene editing has the potential to revolutionize food production using the available
resources. Gene-edited improved varieties of various crops can potentially be released to the
farmers without going through the same lengthy regulatory process required for GM crops.
Gene-edited crops with no foreign gene integration are not regulated as GMOs in several
countries. The bacterial-disease-resistant banana varieties can contribute to global food
security and address the challenges of feeding the growing human population. Banana
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genetic improvement holds excellent prospects for improving food security because it
provides food to more people per unit area of production than other staple crops, especially
in Africa.

Author Contributions: L.T. conceived the idea. L.T., V.O.N. and J.N.T. wrote and edited the
manuscript. All authors have read and agreed to the published version of the manuscript.

Funding: This work is supported by the United States Agency for International Development
(USAID) and CGIAR Research Program on Roots, Tubers and Bananas (CRP-RTB).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

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

References
1. FAOSTAT. Banana Statistical Compendium 2020; Food and Agricultural Organization of the United Nations, FAO: Rome, Italy, 2021;

Available online: www.fao.org (accessed on 31 January 2021).
2. Ainembabazi, J.H.; Tripathi, L.; Rusike, J.; Abdoulaye, T.; Manyong, V. Ex-Ante Economic Impact Assessment of Genetically

Modified Banana Resistant to Xanthomonas Wilt in the Great Lakes Region of Africa. PLoS ONE 2015, 10, e0138998. [CrossRef]
[PubMed]

3. Tripathi, L.; Ntui, V.O.; Tripathi, J.N. CRISPR/Cas9 genome editing of banana for disease resistance. Curr. Opin. Plant Biol. 2020,
56, 118–126. [CrossRef] [PubMed]

4. Tripathi, L.; Tripathi, J.N.; Shah, T.; Muiruri, S.K.; Katari, M. Molecular basis of disease resistance in banana progenitor
Musa balbisiana against Xanthomonas campestris pv. musacearum. Sci. Rep. 2019, 9, 7007. [CrossRef] [PubMed]

5. West, P.C.; Gerber, J.S.; Engstrom, P.M.; Mueller, N.D.; Brauman, K.A.; Carlson, K.M.; Cassidy, E.S.; Johnston, M.; MacDonald, G.K.;
Ray, D.K.; et al. Leverage points for improving global food security and the environment. Science 2014, 345, 325–328. [CrossRef]

6. Blomme, G.; Dita, M.; Jacobsen, K.S.; Pérez-Vicente, L.; Molina, A.; Ocimati, W.; Poussier, S.; Prior, P. Bacterial Diseases of Bananas
and Enset: Current State of Knowledge and Integrated Approaches Toward Sustainable Management. Front. Plant Sci. 2017,
8, 1290. [CrossRef]

7. Kagezi, G.H.; Kangire, A.; Tushmereirwe, W.; Bagamba, F.; Kikulwe, E.; Muhangi, J.; Gold, C.S.; Ragama, P.E. Banana bacterial
wilt incidence in Uganda. Afr. Crop Sci. J. 2006, 14, 83–91. [CrossRef]

8. Tripathi, L.; Mwangi, M.; Abele, S.; Aritua, V.; Tushemereirwe, W.K.; Bandyopadhyay, R. Xanthomonas Wilt: A Threat to Banana
Production in East and Central Africa. Plant Dis. 2009, 93, 440–451. [CrossRef]

9. Nakato, G.V.; Christelova, P.; Were, E.; Nyine, M.; Coutinho, T.A.; Dolezel, J.; Uwimana, B.; Swennen, R.; Mahuku, G. Sources of
resistance in Musa to Xanthomonas campestris pv. Musacearum, the causal agent of banana xanthomonas wilt. Plant Pathol. 2019,
68, 49–59. [CrossRef]

10. Drenth, A.; Kema, G. The vulnerability of bananas to globally emerging disease threats. Phytopathology 2021, 111, 2146–2161.
[CrossRef]

11. Tripathi, J.N.; Ntui, V.O.; Shah, T.; Tripathi, L. CRISPR/Cas9-mediated editing of DMR6 orthologue in banana (Musa spp.) confers
enhanced resistance to bacterial diseases. Plant Biotechnol. J. 2021, 19, 1291–1293. [CrossRef]

12. Rorer, J.B. A bacterial disease of bananas and plantains. Phytopathology 1911, 1, 45–49.
13. Buddenhagen, I.W. Banana diseases caused by bacteria. In Compendium of Tropical Fruit Diseases; Ploetz, R.C., Zentmyer, G.A.,

Nishijima, W.T., Rohrbach, K.G., Ohr, H.D., Eds.; APS Press: St. Paul, MN, USA, 1994; pp. 15–17.
14. Belalcazar, S.C.; Rosales, F.E.; Pocasangre, L.E. El Moko del banano y el plátano y el rol de las plantas hospederas en su

epidemiología. In Proceedings of the XVI International ACORBAT Meeting, Oaxaca, Mexico, 26 September–1 October 2004;
Orozco-Santos, M., Orozco-Romero, J., Robles-Gonzalez, M., Velazquez-Monreal, J., Medina-Urrutia, V., Hernandez-Bautista, J.A.,
Eds.; Artturi: Oaxaca, Mexico, 2004; pp. 16–35.

15. Molina, A.B. Managing bacterial wilt/fruit rot disease of banana in Southeast Asia. In Proceedings of the Banana Xanthomonas
wilt Regional Preparedness and Strategy Development Workshop Held in Kampala: Developping A Regional Strategy to Address
the Outbreak of Banana Xanthomonas wilt in East and Central Africa, Kampala, Uganda, 14–18 February 2005; Karamura, E.,
Osiru, M., Blomme, G., Lusty, C., Picq, C., Eds.; INIBAP: Montpellier, France, 2006; pp. 26–31.

16. Thwaites, R.; Eden-Green, S.J.; Black, R. Diseases caused by bacteria. In Diseases of Banana, Abacá and Enset; Jones, D.R., Ed.; CAB
International: Wallingford, UK, 2000; pp. 213–239.

17. Ray, J.D.; Subbandiya, S.; Rincon-Florez, V.A.; Prakoso, A.B.; Mudita, W.I.; Carvalhais, L.C.; Markus, J.E.R.; O’Dwyer, C.A.;
Drenth, A. Geographic expansion of banana blood disease in South Asia. Plant Dis. 2021, 105, 2792–2800. [CrossRef]

18. Roesmiyanto, L.H.; Hutagalung, L. Blood disease (P. celebesis) on banana in Jeneponto–Sulawesi Selatan. Hortikultura 1989,
27, 39–41.

www.fao.org
http://doi.org/10.1371/journal.pone.0138998
http://www.ncbi.nlm.nih.gov/pubmed/26414379
http://doi.org/10.1016/j.pbi.2020.05.003
http://www.ncbi.nlm.nih.gov/pubmed/32604025
http://doi.org/10.1038/s41598-019-43421-1
http://www.ncbi.nlm.nih.gov/pubmed/31065041
http://doi.org/10.1126/science.1246067
http://doi.org/10.3389/fpls.2017.01290
http://doi.org/10.4314/acsj.v14i2.27914
http://doi.org/10.1094/PDIS-93-5-0440
http://doi.org/10.1111/ppa.12945
http://doi.org/10.1094/PHYTO-07-20-0311-RVW
http://doi.org/10.1111/pbi.13614
http://doi.org/10.1094/PDIS-01-21-0149-RE


Int. J. Mol. Sci. 2022, 23, 3619 14 of 16

19. Subijanto, M. Status of banana disease in Indonesia. In Proceedings of the Technical Meeting on Diseases Affecting Banana and
Plantain in Asia and the Pacific: Banana Diseases in Asia and the Pacific, Brisbane, Australia, 15–18 April 1991; Valmayor, R.V.,
Umali, B.E., Bejosano, C.P., Eds.; INIBAP: Los Baños, CA, USA, 1991; pp. 44–49.

20. Nurhadi, M.; dan Harlion, R. Serangan bakteri dan cendawan pada tanaman pisang di propinsi dati I lampung. Info Hortik. 1994,
2, 37–40. (In Indonesian).

21. Tripathi, L.; Ntui, V.O.; Tripathi, J.N.; Kumar, P.L. Application of CRISPR/Cas for Diagnosis and Management of Viral Diseases of
Banana. Front. iMicrobiol. 2021, 11, 609784. [CrossRef]

22. Aman, R.; Ali, Z.; Butt, H.; Mahas, A.; Aljedaani, F.; Khan, M.Z.; Ding, S.; Mahfouz, M. RNA virus interference via CRISPR/Cas13a
system in plants. Genome Biol. 2018, 19, 1. [CrossRef]

23. Modrzejewski, D.; Hartung, F.; Sprink, T.; Krause, D.; Kohl, C.; Schiemann, J.; Wilhelm, R. What is the available evidence for
the application of genome editing as a new tool for plant trait modification and the potential occurrence of associated of-target
effects: A systematic map protocol. Environ. Evid. 2019, 8, 27. [CrossRef]

24. Chen, P.J.; Hussmann, J.A.; Yan, J.; Knipping, F.; Ravisankar, P.; Chen, P.-F.; Chen, C.; Nelson, J.W.; Newby, G.A.; Sahin, M.; et al.
Enhanced prime editing systems by manipulating cellular determinants of editing outcomes. Cell 2021, 181, 5635–5652.e29.
[CrossRef]

25. Kaur, N.; Alok, A.; Shivani; Kaur, N.; Pandey, P.; Awasthi, P.; Tewari, S. CRISPR/Cas9- mediated efficient editing in phytoene
desaturase (PDS) demonstrates precise manipulation in banana cv. Rasthali genome. Funct. Integr. Genom. 2018, 18, 89–99.
[CrossRef]

26. Naim, F.; Dugdale, B.; Kleidon, J.; Brinin, A.; Shand, K.; Waterhouse, P.; Dale, J. Gene editing the phytoene desaturase alleles of
Cavendish banana using CRISPR/Cas9. Transgenic Res. 2018, 27, 451–460. [CrossRef]

27. Ntui, V.O.; Tripathi, J.N.; Tripathi, L. Robust CRISPR/Cas9 mediated genome editing tool for banana and plantain (Musa spp.).
Cur. Plant Biol. 2020, 21, 100128. [CrossRef]

28. Zorrilla-Fontanesi, Y.; Pauwels, L.; Panis, B.; Signorelli, S.; Vanderschuren, H.; Swennen, R. Strategies to revise agrosystems and
breeding to control fusarium wilt of banana. Nat. Food 2020, 1, 599–604. [CrossRef]

29. Tripathi, J.N.; Ntui, V.O.; Ron, M.; Muiruri, S.K.; Britt, A.; Tripathi, L. CRISPR/Cas9 editing of endogenous banana streak virus in
the B genome of Musa spp. overcomes a major challenge in banana breeding. Commun. Biol. 2019, 2, 46. [CrossRef]

30. Kaur, N.; Alok, A.; Shivani; Kumar, P.; Kaur, N.; Awasthi, P.; Chaturvedi, S.; Pandey, P.; Ashutosh Pandey, A.; Pandey, A.K.; et al.
CRISPR/Cas9 directed editing of lycopene epsilon-cyclase modulates metabolic flux for β-carotene biosynthesis in banana fruit.
Metab. Eng. 2020, 59, 76–86. [CrossRef]

31. Shao, X.; Wu, S.; Dou, T.; Zhu, C.; Hu, C.; Huo, H.; He, W.; Sheng, D.O.; Bi, F.; Gao, H.; et al. Using CRISPR/Cas9 genome editing
system to create MaGA20ox2 gene-modified semi-dwarf banana. Plant Biotechnol. J. 2020, 18, 17019. [CrossRef]

32. Hu, C.; Sheng, O.; Deng, G.; He, W.; Dong, T.; Yang, Q.; Dou, T.; Li, C.; Gao, H.; Liu, S.; et al. CRISPR/Cas9-mediated Genome
Editing of MaACO1 (aminocyclopropane-1-carboxylate oxidase1) Promotes the Shelf Life of Banana Fruit. Plant Biotechnol. J.
2021, 19, 654–656. [CrossRef]

33. Kourelis, J.; van der Hoorn, R. Defended to the nines: 25 years of resistance gene cloning identifies nine mechanisms for R protein
function. Plant Cell 2018, 30, 285–299. [CrossRef]

34. Tripathi, L.; Tripathi, J.; Kiggundu, A.; Korie, S.; Shotkoski, F.; Tushemereirwe, W.K. Field trial of Xanthomonas wilt disease-resistant
bananas in East Africa. Nat. Biotechnol. 2014, 32, 868–870. [CrossRef]

35. Muwonge, A.; Tripathi, J.N.; Kunert, K.; Tripathi, L. Expressing stacked HRAP and PFLP genes in transgenic banana has no
synergistic effect on resistance to Xanthomonas wilt disease. S. Afr. J. Bot. 2016, 104, 125–133. [CrossRef]

36. Tripathi, J.N.; Lorenzen, J.; Bahar, O.; Ronald, P.; Tripathi, L. Transgenic expression of the rice Xa21 pattern-recognition receptor in
banana (Musa sp.) confers resistance to Xanthomonas campestris pv. Musacearum. Plant Biotehnol. J. 2014, 12, 663–673. [CrossRef]

37. De Toledo Thomazella, D.P.; Seong, K.; Mackelprang, R.; Dahlbeck, D.; Geng, Y.; Gill, U.S.; Qi, T.; Pham, J.; Giuseppe, P.; Lee, C.Y.;
et al. Loss of function of a DMR6 ortholog in tomato confers broad-spectrum disease resistance. Proc. Natl. Acad. Sci. USA 2021,
118, e2026152118. [CrossRef] [PubMed]

38. Li, T.; Liu, B.; Spalding, M.H.; Weeks, D.P.; Yang, B. High-efficient TALEN-based gene editing produces disease-resistant rice. Nat.
Biotechnol. 2012, 30, 390–392. [CrossRef] [PubMed]

39. Oliva, R.; Ji, C.; Atienza-Grande, G.; Huguet-Tapia, J.C.; Perez-Quintero, S.; Li, T.; Eom, J.; Li, C.; Nguyen, H.; Liu, B.; et al.
Broad-spectrum resistance to bacterial blight in rice using genome editing. Nat. Biotechnol. 2019, 37, 1344–1350. [CrossRef]
[PubMed]

40. Malnoy, M.; Viola, R.; Jung, M.-H.; Koo, O.-J.; Kim, S.; Kim, J.-S.; Velasco, R.; Kanchiswamy, C.N. DNA-Free Genetically Edited
Grapevine and Apple Protoplast Using CRISPR/Cas9 Ribonucleoproteins. Front. Plant Sci. 2016, 7, 1904. [CrossRef]

41. Peng, A.; Chen, S.; Lei, T.; Xu, L.; He, Y.; Wu, L.; Yao, L.; Zou, X. Engineering canker resistant plants through CRISPR/Cas9-
targeted editing of the susceptibility gene CsLOB1 promoter in citrus. Plant Biotechnol. J. 2017, 10, 1011–1101. [CrossRef]

42. Jia, H.; Orbovic, V.; Jones, J.F.; Wang, N. Modification of the PthA4 effector binding elements in Type I CsLOB1 promoter using
Cas9/sgRNA to produce transgenic Duncan grapefruit alleviating XccDpthA4:dCsLOB1.3 infection. Plant Biotechnol. J. 2016,
14, 1291–1301. [CrossRef]

43. Jiang, W.; Zhou, H.; Bi, H.; Fromm, M.; Yang, B.; Weeks, D.P. Demonstration of CRISPR/Cas9/sgRNA-mediated targeted gene
modification in Arabidopsis, tobacco, sorghum and rice. Nucleic Acids Res. 2013, 41, e188. [CrossRef]

http://doi.org/10.3389/fmicb.2020.609784
http://doi.org/10.1186/s13059-017-1381-1
http://doi.org/10.1186/s13750-019-0171-5
http://doi.org/10.1016/j.cell.2021.09.018
http://doi.org/10.1007/s10142-017-0577-5
http://doi.org/10.1007/s11248-018-0083-0
http://doi.org/10.1016/j.cpb.2019.100128
http://doi.org/10.1038/s43016-020-00155-y
http://doi.org/10.1038/s42003-019-0288-7
http://doi.org/10.1016/j.ymben.2020.01.008
http://doi.org/10.1111/pbi.13216
http://doi.org/10.1111/pbi.13534
http://doi.org/10.1105/tpc.17.00579
http://doi.org/10.1038/nbt.3007
http://doi.org/10.1016/j.sajb.2015.09.017
http://doi.org/10.1111/pbi.12170
http://doi.org/10.1073/pnas.2026152118
http://www.ncbi.nlm.nih.gov/pubmed/34215692
http://doi.org/10.1038/nbt.2199
http://www.ncbi.nlm.nih.gov/pubmed/22565958
http://doi.org/10.1038/s41587-019-0267-z
http://www.ncbi.nlm.nih.gov/pubmed/31659337
http://doi.org/10.3389/fpls.2016.01904
http://doi.org/10.1111/pbi.12733
http://doi.org/10.1111/pbi.12495
http://doi.org/10.1093/nar/gkt780


Int. J. Mol. Sci. 2022, 23, 3619 15 of 16

44. Wang, Y.; Li, Y.; Rosas-Diaz, T.; Caceres-Moreno, C.; Lozano-Dura’n, R.; Macho, A.P. The IMMUNE-ASSOCIATED NUCLEOTIDE-
BINDING 9 protein is a regulator of basal immunity in Arabidopsis thaliana. Mol. Plant Microbe Interact. 2018, 32, 65–75. [CrossRef]

45. Gao, Z.; Liu, Q.; Zhang, Y.; Chen, D.; Zhan, X.; Deng, C.; Cheng, S.; Cao, L. OsCUL3a-associated molecular switches have
functions in cell metabolism, cell death, and disease resistance. J. Agric. Food Chem. 2020, 68, 5471–5482. [CrossRef]

46. Xie, K.; Yang, Y. RNA-Guided Genome Editing in Plants Using a CRISPR–Cas System. Mol. Plant. 2013, 6, 1975–1983. [CrossRef]
47. Xu, G.; Yuan, M.; Ai, C.; Liu, L.; Zhuang, E.; Karapetyan, S. uORF-mediated translation allows engineered plant disease resistance

without fitness costs. Nature 2017, 545, 491–494. [CrossRef]
48. Ntui, V.O.; Uyoh, E.A.; Ita, E.E.; Markson, A.A.; Tripathi, J.N.; Okon, N.I.; Akpan, M.O.; Phillip, J.O.; Brisibe, E.A.;

Ene-Obong, E.E.; et al. Strategies to combat the problems of yam anthracnose disease: Status and prospects. Mol. Plant Pathol.
2021, 22, 1302–1314. [CrossRef]

49. Moniruzzaman, M.; Zhong, Y.; Yan, H.; Yuanda, L.; Jiang, B.; Zhong, G. Exploration of Susceptible Genes with Clustered Regularly
Interspaced Short Palindromic Repeats–Tissue-Specific Knockout (CRISPR-TSKO) to Enhance Host Resistance. Crit. Rev. Plant
Sci. 2020, 39, 387–417. [CrossRef]

50. Kim, Y.-A.; Moon, H.; Par, C.-J. CRISPR/Cas9-targeted mutagenesis of Os8N3 in rice to confer resistance to Xanthomonas oryzae
pv. oryzae. Rice 2019, 12, 67. [CrossRef]

51. Schenke, D.; Cai, D. Applications of CRISPR/Cas to Improve Crop Disease Resistance: Beyond Inactivation of Susceptibility
Factors. iScience 2020, 23, 101478. [CrossRef]

52. Kieu, N.P.; Lenman, M.; Wang, E.S.; Peterson, B.L.; Andreasson, E. Mutations introduced in susceptibility genes through
CRISPR/Cas9 genome editing confer increased late blight resistance in potatoes. Sci. Rep. 2021, 11, 4487. [CrossRef]

53. Sun, K.; Wolters, A.M.; Vossen, J.H.; Rouwet, M.E.; Loonen, A.E.; Jacobsen, E.; Visser, R.G.; Bai, Y. Silencing of six susceptibility
genes results in potato late blight resistance. Transgenic Res. 2016, 25, 731–742. [CrossRef]

54. Engelhardt, S.; Stam, R.; Hückelhoven, R. Good riddance? Breaking disease susceptibility in the era of new breeding technologies.
Agronomy 2018, 8, 114. [CrossRef]

55. Dong, O.X.; Ronald, P.C. Genetic Engineering for Disease Resistance in Plants: Recent Progress and Future Perspectives. Plant
Physiol. 2019, 180, 26–38. [CrossRef]

56. Hu, Y.; Zhang, J.; Jia, H.; Sosso, D.; Li, T.; Frommer, W.B.; Wang, N. CsLOB1 is a disease susceptibility gene. Proc. Natl. Acad. Sci.
USA 2014, 111, E521–E529. [CrossRef]

57. Low, Y.C.; Lawton, M.A.; Di, R. Validation of barley 2OGO gene as a functional orthologue of Arabidopsis DMR6 gene in
Fusarium head blight susceptibility. Sci. Rep. 2020, 10, 9935. [CrossRef]

58. Zhang, Y.; Bai, Y.; Wu, G.; Zou, S.; Chen, Y.; Gao, C.; Tang, D. Simultaneous modification of three homoeologs of TaEDR1 by
genome editing enhances powdery mildew resistance in wheat. Plant J. 2017, 91, 714–724. [CrossRef]

59. Santillán Martínez, M.I.; Bracuto, V.; Koseoglou, E.; Appiano, M.; Jacobsen, E.; Visser, R.G.F.; Walters, A.M.; Bai, Y. CRISPR/Cas9-
targeted mutagenesis of the tomato susceptibility gene PMR4 for resistance against powdery mildew. BMC Plant Biol. 2020,
20, 284. [CrossRef]

60. Yin, K.; Qiu, J.L. Genome editing for plant disease resistance: Applications and perspectives. Philos. Trans. R. Soc. Biol. Sci. 2019,
374, 20180322. [CrossRef]

61. Chen, M.; Qi, L.S. Repurposing CRISPR System for Transcriptional Activation. Adv. Exp. Med. Biol. 2017, 983, 147–157. [CrossRef]
62. Di-Maria, V.; Moindrot, M.; Ryde, M.; Bono, A.; Quintino, L.; Ledri, M. Development and Validation of CRISPR Activator Systems

for Overexpression of CB1 Receptors in Neurons. Front. Mol. Neurosci. 2020, 13, 168. [CrossRef]
63. Shakirova, K.M.; Ovchinnikova, V.Y.; Dashinimaev, E.B. Cell Reprogramming with CRISPR/Cas9 based transcriptional regulation

systems. Front. Bioeng. Biotechnol. 2020, 8, 882. [CrossRef]
64. Gilbert, L.A.; Larson, M.H.; Morsut, L.; Liu, Z.; Brar, G.A.; Torres, S.E.; Stern-Ginossar, N.; Brandman, O.; Whitehead, E.H.;

Doudna, J.A.; et al. CRISPR-mediated modular RNA-guided regulation of transcription in eukaryotes. Cell 2013, 154, 442–451.
[CrossRef]

65. Hilton, I.B.; D’Ippolito, A.M.; Vockley, C.M.; Thakore, P.I.; Crawford, G.E.; Reddy, T.E.; Gersbach, C.A. Epigenome editing
by a CRISPR-Cas9-based acetyltransferase activates genes from promoters and enhancers. Nat. Biotechnol. 2015, 33, 510–517.
[CrossRef]

66. Cheng, A.W.; Wang, H.; Yang, H.; Shi, L.; Katz, Y.; Theunissen, T.W.; Rangarajan, S.; Shivalila, C.S.; Dadon, D.B.; Jaenisch, R.
Multiplexed activation of endogenous genes by CRISPR-on, an RNA-guided transcriptional activator system. Cell Res. 2013,
23, 1163–1171. [CrossRef]

67. Duellman, T.; Doll, A.; Chen, X.; Wakamiya, R.; Yang, J. dCas9-mediated transcriptional activation of tissue inhibitor of
metalloproteinases. Met. Med. 2017, 4, 63–73. [CrossRef] [PubMed]

68. Li, Z.; Zhang, D.; Xiong, X.; Yan, B.; Xie, W.; Sheen, J.; Li, J.F. A potent Cas9-derived gene activator for plant and mammalian cells.
Nat. Plants 2017, 3, 930–936. [CrossRef] [PubMed]

69. Haenfler, J.M.; Skariah, G.; Rodriguez, C.M.; Monteiro da Rocha, A.; Parent, J.M.; Smith, G.D.; Todd, P.K. Targeted reactivation of
FMR1 transcription in fragile X syndrome embryonic stem cells. Front. Mol. Neurosci. 2018, 11, 282. [CrossRef] [PubMed]

70. Lowder, L.G.; Zhang, Y.; Baltes, N.J.; Paul, J.W.; Tang, X.; Zheng, X.; Jaenisch, R.; Voytas, D.F.; Hsieh, T.; Zhang, Y.; et al. A
CRISPR/Cas9 toolbox for multiplexed plant genome editing and transcriptional regulation. Plant Physiol. 2015, 169, 971–985.
[CrossRef]

http://doi.org/10.1094/MPMI-03-18-0062-R
http://doi.org/10.1021/acs.jafc.9b07426
http://doi.org/10.1093/mp/sst119
http://doi.org/10.1038/nature22372
http://doi.org/10.1111/mpp.13107
http://doi.org/10.1080/07352689.2020.1810970
http://doi.org/10.1186/s12284-019-0325-7
http://doi.org/10.1016/j.isci.2020.101478
http://doi.org/10.1038/s41598-021-83972-w
http://doi.org/10.1007/s11248-016-9964-2
http://doi.org/10.3390/agronomy8070114
http://doi.org/10.1104/pp.18.01224
http://doi.org/10.1073/pnas.1313271111
http://doi.org/10.1038/s41598-020-67006-5
http://doi.org/10.1111/tpj.13599
http://doi.org/10.1186/s12870-020-02497-y
http://doi.org/10.1098/rstb.2018.0322
http://doi.org/10.1007/978-981-10-4310-9_10
http://doi.org/10.3389/fnmol.2020.00168
http://doi.org/10.3389/fbioe.2020.00882
http://doi.org/10.1016/j.cell.2013.06.044
http://doi.org/10.1038/nbt.3199
http://doi.org/10.1038/cr.2013.122
http://doi.org/10.2147/MNM.S146752
http://www.ncbi.nlm.nih.gov/pubmed/28979918
http://doi.org/10.1038/s41477-017-0046-0
http://www.ncbi.nlm.nih.gov/pubmed/29158545
http://doi.org/10.3389/fnmol.2018.00282
http://www.ncbi.nlm.nih.gov/pubmed/30158855
http://doi.org/10.1104/pp.15.00636


Int. J. Mol. Sci. 2022, 23, 3619 16 of 16

71. Lowder, L.G.; Malzahn, A.; Qi, Y. Plant Gene Regulation Using Multiplex CRISPR-dCas9 Artificial Transcription Factors. In Maize.
Methods in Molecular Biology; Lagrimini, L., Ed.; Humana Press: New York, NY, USA, 2018; Volume 1676. [CrossRef]

72. Selma, S.; Bernabé-Orts, J.M.; Vazquez-Vilar, M.; Diego-Martin, B.; Ajenjo, M.; Garcia-Carpintero, V.; Granell, A.; Orzaez, D.
Cas9-based programmable transcriptional activator. Plant Biotechnol. J. 2019, 17, 1703–1705. [CrossRef]

73. Pan, C.; Wu, X.; Markel, K.; Malzahn, A.A.; Kundagrami, N.; Sretenovic, S.; Zhang, Y.; Cheng, Y.; Shih, P.M.; Yiping Qi, Y.
CRISPR–Act3.0 for highly efficient multiplexed gene activation in plants. Nat. Plants 2021, 7, 942–953. [CrossRef]

74. Ganapathi, T.R.; Higgs, N.S.; Balint-Kurti, P.J.; Arntzen, C.J.; May, G.D.; Van Eck, J.M. Agrobacterium-mediated transformation of
the embryogenic cell suspensions of the banana cultivars Rasthali (AAB). Plant Cell Rep. 2001, 20, 157–162. [CrossRef]

75. Khanna, H.; Becker, D.; Kleidon, J.; Dale, J. Centrifugation assisted Agrobacterium tumefaciens mediated transformation (CAA)
of embryogenic cell suspensions of banana (Musa spp.) Cavendish AAA and Lady finger AAB. Mol. Breed. 2004, 14, 239–252.
[CrossRef]

76. Tripathi, J.N.; Muwonge, A.; Tripathi, L. Efficient regeneration and transformation protocol for plantain cv. ‘Gonja Manjaya’
(Musa spp. AAB) using embryogenic cell suspension. Vitr. Cell. Dev. Biol. Plant 2012, 48, 216–224. [CrossRef]

77. Tripathi, J.N.; Oduor, R.O.; Tripathi, L. A high-throughput regeneration and transformation platform for production of genetically
modified banana. Front. Plant Sci. 2015, 6, 1025. [CrossRef]

78. Gordon-Kamm, B.; Sardesai, N.; Arling, M.; Lowe, K.; Hoerster, G.; Betts, S.; Jones, T. Using Morphogenic Genes to Improve
Recovery and Regeneration of Transgenic Plants. Plants 2019, 8, 38. [CrossRef]

79. Masters, A.; Kang, M.; McCaw, M.; Zobrist, J.D.; Gordon-Kamm, W.; Jones, T.; Wang, K. Agrobacterium-mediated immature
embryo transformation of recalcitrant maize inbred lines using morphogenic genes. J. Vis. Exp. 2020, 156, e60782. [CrossRef]

80. Lowe, K.; Wu, E.; Wang, N.; Hoerster, G.; Hastings, C.; Cho, M.J.; Scelonge, C.; Lenderts, B.; Chamberlin, M.; Cushatt, J.; et al.
Morphogenic Regulators Baby boom and Wuschel Improve Monocot Transformation. Plant Cell 2016, 28, 1998–2015. [CrossRef]

81. Jones, T.; Lowe, K.; Hoerster, G.; Anand, A.; Wu, E.; Wang, N.; Arling, M.; Lenderts, B.; Gordon-Kamm, W. Maize Transformation
Using the Morphogenic Genes Baby Boom and Wuschel2. In Transgenic Plants; Kumar, S., Barone, P., Smith, M., Eds.; Humana
Press: New York, NY, USA, 2019; p. 1864. [CrossRef]

82. Debernardi, J.M.; Tricoli, D.M.; Ercoli, M.F.; Hayta, S.; Ronald, P.; Palatnik, J.F.; Dubcovsky, J. A GRF-GIF chimeric protein
improves the regeneration efficiency of transgenic plants. Nat. Biotechnol. 2020, 38, 1274–1279. [CrossRef]

83. Woo, J.W.; Kim, J.; Kwon, S.I.; Corvalan, C.; Cho, S.W.; Kim, H.; Kim, S.-G.; Kim, S.-T.; Choe, S.; Kim, J.-S. DNA-free genome
editing in plants with preassembled CRISPR-Cas9 ribonucleoproteins. Nat. Biotechnol. 2015, 33, 1162–1164. [CrossRef]

84. Svitashev, S.; Schwartz, C.; Lenderts, B.; Young, J.K.; Cigan, M.A. Genome editing in maize directed by CRISPR-Cas9 ribonucleo-
protein complexes. Nat. Commun. 2016, 7, 13274. [CrossRef]

85. Liang, Z.; Chen, K.L.; Li, T.; Zhang, Y.; Wang, Y.P.; Zhao, Q.; Liu, J.; Zhang, H.; Liu, C.; Ran, Y.; et al. Efficient DNA-free genome
editing of bread wheat using CRISPR/Cas9 ribonucleoprotein complexes. Nat. Commun. 2017, 8, 14261. [CrossRef]

86. Kanchiswamy, C.N.; Malnoy, M.; Velasco, R.; Kim, J.-S.; Viola, R. Non-GMO genetically edited crop plants. Trends Biotechnol. 2015,
33, 489–491. [CrossRef]

87. Panis, B.; Wauwe, A.V.; Swennen, R. Plant regeneration through direct somatic embryogenesis from protoplasts of banana
(Musa spp.). Plant Cell Rep. 1993, 12, 403–407. [CrossRef]

88. Matsumoto, K.; Oks, S. Plant regeneration from protoplasts of a Brazilian dessert banana (Musa spp. AAB group). Acta Hortic.
1998, 490, 455–462. [CrossRef]

89. Assani, A.; Haicour, R.; Wenzel, G.; Cote, F.; Bakry, F.; Foroughi-Wehr, B.; Ducreux, G.; Aguillar, M.-E.; Grapin, A. Plant
regeneration from protoplasts of dessert banana cv. Grande Naine (Musa spp., Cavendish sub-group AAA) via somatic
embryogenesis. Plant Cell Rep. 2001, 20, 482–488. [CrossRef]

90. Chen, L.; Li, W.; Katin-Grazzini, L.; Ding, J. A method for the production and expedient screening of CRISPR/Cas9- mediated
non-transgenic mutant plants. Hortic. Res. 2018, 5, 13. [CrossRef]

91. Veillet, F.; Perrot, L.; Chauvin, L.; Kermarrec, M.-P.; Guyon-Debast, A.; Chauvin, J.-E.; Nogue, F.; Mazier, M. Transgene-Free
Genome Editing in Tomato and Potato Plants Using Agrobacterium-Mediated Delivery of a CRISPR/Cas9 Cytidine Base Editor.
Int. J. Mol. Sci. 2019, 20, 402. [CrossRef]

92. Costa, L.D.; Piazza, S.; Pompili, V.; Salvagnin, U.; Cestaro, A.; Moffa, L.; Vittani, L.; Moser, C.; Malnoy, M. Strategies to produce
T-DNA free CRISPRed fruit trees via Agrobacterium tumefaciens stable gene transfer. Sci. Rep. 2020, 10, 20155. [CrossRef]

http://doi.org/10.1007/978-1-4939-7315-6_12
http://doi.org/10.1111/pbi.13138
http://doi.org/10.1038/s41477-021-00953-7
http://doi.org/10.1007/s002990000287
http://doi.org/10.1023/B:MOLB.0000047771.34186.e8
http://doi.org/10.1007/s11627-011-9422-z
http://doi.org/10.3389/fpls.2015.01025
http://doi.org/10.3390/plants8020038
http://doi.org/10.3791/60782
http://doi.org/10.1105/tpc.16.00124
http://doi.org/10.1007/978-1-4939-8778-8_6
http://doi.org/10.1038/s41587-020-0703-0
http://doi.org/10.1038/nbt.3389
http://doi.org/10.1038/ncomms13274
http://doi.org/10.1038/ncomms14261
http://doi.org/10.1016/j.tibtech.2015.04.002
http://doi.org/10.1007/BF00234701
http://doi.org/10.17660/ActaHortic.1998.490.47
http://doi.org/10.1007/s002990100366
http://doi.org/10.1038/s41438-018-0023-4
http://doi.org/10.3390/ijms20020402
http://doi.org/10.1038/s41598-020-77110-1

	Introduction 
	Bacterial Diseases of Banana 
	Banana Xanthomonas Wilt (BXW) 
	Moko and Bugtok Disease 
	Blood Disease 
	Recent Advances in Gene Editing of Banana 
	Strategies for Developing Bacterial Wilt Resistant Banana 
	Knockout of Susceptibility Genes 
	Activation of Defense Genes through CRISPR Activation (CRISPRa) 
	Limitations in Gene Editing of Banana and Future Prospects 
	Conclusions 
	References

