
CHAPTER 1

Introduction to genome 
editing in plants

Present and future challenges of modern agriculture
The global challenges faced by modern agriculture include increased food 

demand due to population growth, changes in eating habits, and climate changes. 
One of its biggest challenges is the sustainable increase in production with 
application of good agricultural practices, as well as the development of new crop 
varieties with both higher nutritional content and tolerance to biotic and abiotic 
stresses (DaMatta et al., 2010; Lobell; Gourdji, 2012; McCouch et al., 2013; Eisenstein, 
2013; FAO, 2019). Also, another concerning topic is the major deforestation caused 
by the continuous increase of arable areas (Campbell et al., 2008).

Historically, the development of cultivars with desirable traits, such as higher 
productivity, resistance to pests, or greater nutritional value, has been mainly 
based on methods of selecting favorable alleles that naturally occur or that arise 
by non-specific mutagenesis techniques. Despite their enormous contribution, 
these methods have limitations, such as the phenotypic selection without 
knowledge of the molecular and physiological bases involved in the processes 
(Purugganan; Fuller, 2009).

With the advent of molecular biology, modern agriculture has benefited from 
several techniques that help plant genetic improvement, with emphasis on 
transgenics, marker-assisted selection, and genome selection. However, although 
genetically modified (GM) foods have an important role in the current agriculture 
scenario, they are strongly criticized by the public, and usually associated with the 
idea of “unnatural” since they contain genetic material from different organisms 
(Schmidt et al., 2020). Also, there are still many technical limitations for the 
development of commercial products, like being limited to the manipulation 
of characteristics controlled by few genes or the impracticality of choosing the 
genomic position where the exogenous DNA is integrated (Que et al., 2010).

Methods of gene introgression require several genetic crosses, extensive 
screening and large-sized populations, which are laborious, costly and time-
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consuming (Mazur; Tingey, 1995; Jacobsen; Schouten, 2007; Harrison; Larson, 2014). 
An example is given in figure 1: An elite commercial germplasm has important 
agronomic traits, but is susceptible to a certain pest. To acquire resistance, such a 
cultivar is crossed with a donor variety, which is resistant to the pest but has other 
undesirable characteristics. The F1 (hybrid) generation is resistant to the pest thanks 
to the dominant allele from the donor parent but has intermediate traits. Several 
steps of backcrossing and selection are necessary to recover the characteristics of 
the elite variety while maintaining the resistance. Even after multiple backcrossing 
cycles, it is often impossible to recover 100% of the elite variety genomic sequences 
adjacent to the locus of interest, which are highly affected by the linkage drag effect 
(Figure 1) (Brown, 2002; Lin et al., 2014).

These methods are usually restricted to related species/cultivars since the 
crossing between distant species is not viable, or when it occurs, tends to produce 
infertile descendants (Moyle; Nakazato, 2008). Also, the extensive linkage drag 
associated with genome segmentation limits breeding programs, usually 
requiring many attempts to break the linkage of the target gene (Brown, 2002; Lin 
et al., 2014). The rate of recombination between a given marker close to the locus 
of interest and that locus itself is often low, being directly related to the distance 
between them (Li et al., 2015).

It is therefore urgent that new strategies and technologies are used to reduce the 
time and costs of conventional breeding. Such technologies could stack desirable 
traits by precise genetic modification into the elite material, avoiding the traditional 
random and uncontrolled mutagenesis of other strategies. In this context, genome 
editing in plants has emerged as an innovative tool with potential success for 
increasing food productivity, quality, and safety.

Gene editing tools for precision crop breeding
Efficient genome editing technologies represent a powerful tool for agriculture, 

allowing highly specific (non-random) manipulation of plant genomes in their 
natural chromosomal context (Chen et al., 2019). Among the leading gene editing 
techniques that have been used in recent years are those based on ZFNs (Zinc 
Finger Nucleases), TALENs (Transcription Activator-Like Effector Nucleases), and 
CRISPR/Cas (Clustered Regularly Interspaced Short Palindromic Repeats / CRISPR 
associated protein).

One of the greatest advantages of using genome editing techniques for 
crop breeding is that it allows the simultaneous improvement of multiple traits 
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directly in elite lines. This possibility speeds up the development of commercial 
products, which is generally impractical when using conventional breeding (Gao 
et al., 2020b). Such strategies, usually referred to as multiplex editing, involve 

Elite variety 
(resistant)

Parental donor
(resistant)

N crossings

Elite variety 
(susceptible)

Descendants with 
undesirable traits

Figure 1. Representation of the introgression process in which an elite variety susceptible to a pest is crossed with a resistant 
donor. Blue and red chromosomes represent the genome of the elite and donor cultivars, respectively. The black region 
indicates the locus that confers resistance to the pest.
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the concomitant modification of several loci, which is especially important for 
the improvement of characteristics controlled by QTLs (Quantitative Trait Loci) 
(Rodríguez-Leal et al., 2017).

There are also alternative strategies, such as the in vivo Desired-Target Mutator 
(DTM) (Li et al., 2017), based on the crossing of transgenic lines (containing the gene 
editing machinery) with elite genotypes, so that the editing can occur directly into 
the elite recipient cultivar. These strategies minimize the linkage drag effect and 
accelerate the recovery of the elite genotype by requiring both a smaller number of 
backcrossings and a less intensive use of molecular markers.

In addition, approaches based on ribonucleoproteins allow genome editing 
without chromosomal insertion of exogenous DNA, thus potentially avoiding 
regulatory aspects (Figure 2) (Jansing et al., 2019). In this regard, different 
classifications have been adopted worldwide based on the type and extent of 
genomic modifications performed. Several countries have already chosen not to 
treat as Genetically Modified Organisms (GMOs) those obtained through genome 
editing (depending on the approach used). In Brazil, genome editing falls into 
the “New Breeding Technologies” category. These techniques were defined by 
the Normative Resolution No. 16, of January 15th, 2018 of the Brazilian National 
Technical Commission on Biosafety (CTNBio) and are characterized by the absence 
of recombinant DNA in their final products. Therewith, genome editing allows small 
and medium-sized companies, as well as research institutes, to overcome regulatory 
obstacles presently applicable to GMOs (Schmidt et al., 2020). The current regulatory 
scenario of organisms with an edited genome is discussed in Chapter 5 of this book.

Elite variety 
(resistant)

Gene editing

Tissue Culture

Elite variety 
(susceptible)

Figure 2. Improving resistance to a specific pest by genome editing without integrating exogenous DNA into the genome 
of an elite variety.
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Genome editing methodologies
Methods used to induce specific modifications in the DNA of living organisms are 

often referred to as genome editing, gene editing, or genome engineering (Baltes et 
al., 2017). Genome editing (GE) techniques are based on the action of site-directed 
nucleases capable of cleaving the target DNA molecule, with subsequent activation 
of endogenous DNA repair mechanisms, which can be directed by homologous 
recombination (HR) or by non-homologous end joining (NHEJ) (Satheesh et al., 
2019). This only became possible thanks to the development of recombinant 
DNA technology, which began in 1972 when Paul Berg’s laboratory published the 
creation of the first recombinant DNA molecule (Jackson et al., 1972). Since then, 
molecular biology and genetic engineering techniques have evolved, allowing 
scientists to develop several genome editing methodologies. These include the 
construction of vector systems, methods of delivering genetic material into cells, 
and the application of engineered proteins (Jansing et al., 2019; Anzalone et al., 
2020). Among the first generation of genome editing tools in plants are the ZFNs 
and TALENs.

ZFNs (Zinc Finger Nucleases)
ZFNs are engineered chimeric proteins composed of a nonspecific FokI cleavage 

domain, which promotes the DNA double-strand break, and a repeat of 3-5 Cys2-
His2 zinc fingers, with DNA binding properties (Shah et al., 2018). Each zinc finger 
interacts with 3 adjacent nucleotides, forming a dimer. This dimer identifies a 
target sequence of 18 to 24 base pairs (bp) in the genome. Thus, the zinc fingers 
can be modified to recognize different regions of interest in the DNA molecule. 
The double-strand break can then be repaired via NHEJ or HR, which can result 
in gene editing through insertions or deletions (Satheesh et al., 2019). ZFNs were 
the first enzymes used in plant GE, having Arabidopsis thaliana as a model. Since 
then, several studies have been conducted applying this technique in other plant 
species (Davies et al., 2017). In maize, ZFN was used edit the ipk1 gene, which led 
to herbicide-tolerant plants (bialaphos and quizalofope) (Shukla et al., 2009). This 
technique was also used to generate tobacco plants resistant to imidazolinone and 
sulfonylurea (Townsend et al., 2009). Another study showed the efficiency of ZFN 
associated with the HR mechanism in tobacco when used to replace a 7 kb genomic 
sequence with a 4 kb cassette encoding multiple markers (Schneider et al., 2016). 
In soybeans, the functional role of genes encoding a family of DICER-LIKE1 proteins, 
involved in the maturation pathway of small RNAs, has been confirmed through 
mutations generated by ZFN (Curtin et al., 2016).
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TALENs (Transcription Activator-Like Effector Nucleases)
Transcriptional activator effectors are proteins synthesized by Xanthomonas 

phytopathogenic bacteria (Gaj et al., 2013). These proteins are composed of DNA-
binding domains, which are formed by 13 to 30 amino acid repeats. Each array 
contains about 34 identical amino acids, except for variable residues repeats (VRR) 
at positions 12 and 13, which are responsible for the binding specificity to the target 
nucleotide sequence (Satheesh et al., 2019). Each VRR recognizes a single base pair 
and allows modifications to the specific DNA target (Shah et al., 2018). These repeat 
domains are artificially fused to the FokI nuclease, as with ZFNs, adding the cleavage 
function to transcriptional activator effectors. 

TALENs have been used for gene editing in various crops to improve specific traits. 
For instance, TALEN was used to induce mutations in a highly conserved region of 
the sugarcane caffeic acid-o-methyl transferase (Sedeek et al., 2019). The mutant lines 
showed a reduction in lignin content, proving the efficiency of the editing technique 
for complex genomes such as sugarcane (Jung; Altpeter, 2016). In rice, TALEN was 
used to cause mutations in the OsSWEET and OsBAHD2 genes, generating plants 
resistant to rust and with fragrance improvement, respectively (Li et al., 2012; Shan 
et al., 2015). Two genes, FucT and XylT, were knocked out in tobacco using TALEN to 
improve the plant’s ability to produce glycoproteins (Li et al., 2016).

Limitations of classic techniques and advantages of the CRISPR/Cas System
Although the application of ZFNs for genome editing in diverse plant species has 

been successful, the technology has some limitations. For example, it is necessary 
to design a new zinc finger arrangement for each selected target (Chen et al., 2019). 
Also, the number of possible targets is limited and there is a risk of overlap between 
the catalytic and the DNA binding domains, which can affect specificity. TALEN, 
although more accurate than ZFNs, has its main limitation in the requirement for a 
large number of VRRs to act on a selected target (Satheesh et al., 2019). Thus, both 
ZFNs and TALENs need to be redesigned for each specific target, which is a great 
challenge since they are complex proteins. Also building chimeric proteins like 
these is costly and time-consuming. More recently, the CRISPR system emerged, 
which does not depend on the modification of proteins, but rather on the simple 
inclusion of RNA molecules that confer target specificity (Jinek et al., 2012).

Briefly, genome editing by the CRISPR system is based on two basic components: 
a nuclease (an enzyme capable of breaking the DNA) and guide RNA molecules 
(sgRNAs), which direct the nuclease activity to specific sites of the DNA (Anzalone 
et al., 2020). Thus, by simply exchanging the sgRNA molecules, it is possible to edit 
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different genomic regions. Furthermore, editing multiple loci does not necessarily 
depend on the use of a large number of sgRNAs. For example, several genes can 
be edited simultaneously by using sgRNAs that target a conserved sequence of a 
multigenic family. This approach facilitates the engineering of metabolic pathways 
rich in redundant enzymes. This same strategy can be used to edit several copies of 
the same gene, which is especially interesting for plants with polyploid genomes.

Origin of the CRISPR/Cas technology
The CRISPR system is a sophisticated mechanism of adaptive immunity against 

viruses and plasmids present in prokaryotes (bacteria and archaea) (Figure 3). The 
system allows microorganisms to cleave nucleic acids from invaders, disrupting 
their reproductive cycle (Wiedenheft et al., 2012; Koonin; Makarova, 2013). The 
acronym CRISPR (Clustered Regularly Interspaced Short Palindromic Repeats) refers 
to the genetic arrangement of repetitive regions containing small, non-coding RNA 
genes, which confer specificity to bacterial defense: the CRISPR RNA (crRNA) and 
the crRNA transactivator (tracrRNA), absent in some types of the CRISPR system. The 
CRISPR-associated proteins (Cas) are nucleases able to cleave and destroy invading 
DNA (Wiedenheft et al., 2012; Marraffini, 2015).

During the immunization process in prokaryotes, small fragments of exogenous 
DNA (from the invader) are integrated into the CRISPR locus of the host chromosome. 
This integration occurs as new spacers between repeats (Amitai; Sorek, 2016), 
promoting the adaptation of the host against new infection by the same invader 
(Barrangou et al., 2007). If a subsequent invasion by the same virus or plasmid 
occurs, the transcription of the CRISPR locus (now containing new spacers) and its 
processing to form mature crRNAs (sometimes dependent on tracrRNA) results in 
the recognition of the invader: the 5’ region of the crRNA containing the spacer pairs 
with the exogenous DNA sequence in the spacer-precursor region (protospacer), 
which is then cleaved by the Cas nuclease (Figure 3) (Marraffini; Sontheimer, 2008; 
Hale et al., 2009; Garneau et al., 2010). The specificity and degradation of the 
invading element in most CRISPR/Cas systems are also determined by a small 2-5 
bp sequence, located close to the target sequence (protospacer) in the invading 
DNA, known as the PAM motif (Protospacer Adjacent Motif ) (Mojica et al., 2009; 
Anders et al., 2014; Jiang; Doudna, 2017).

Years of research have been carried out between the discovery of the CRISPR 
system to its adaptation as a genome editing tool in living organisms. In 1987, 
when analyzing the DNA sequence of iap gene from Escherichia coli k12, Ishino et 
al. (1987) noted the presence of an unusual region at the 3’ end of the gene. This 
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region consisted of repeat sequences and interwoven spacer sequences (Ishino 
et al., 1987). A few years later, these same regions were found in the Haloferax 
mediterraneii archea genome (Mojica et al., 1993). In 2000, these genetic elements 
were identified in other 20 different microorganisms, including Mycobacterium 
tuberculosis, Clostridium difficile and Yersinia pestis. Finally, they were characterized 
and named as “short regularly spaced repeats” (SRSRs) (Mojica et al., 2000). Shortly 
thereafter, the name of this element was changed to CRISPR, but its biological 
function remained unknown (Jansen et al., 2002).

The discovery of four genes of the Cas family, located adjacent to the CRISPR locus, 
was crucial to unraveling its biological function. These genes encode proteins with 
characteristic nuclease and helicase motifs, indicating that they could be involved in 
DNA metabolism or gene expression, having a putative functional association with 
the CRISPR locus (Jansen et al., 2002). Thus, several hypotheses emerged for the 

Figure 3. Schematic representation of the CRISPR/Cas immunity system in prokaryotes. A prokaryotic cell, when invaded 
by a virus or plasmid, can integrate part of the invading genome as a new spacer (in red) in its CRISPR locus. In a recurring 
infection, crRNAs derived from the CRISPR locus associate with Cas proteins, which start to recognize and cleave DNA 
molecules from the invader.

Source: adapted from Doudna Lab (2020).
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functional role of CRISPR: it could participate in gene regulation, in the partitioning 
of replicons, DNA repair, among others.

In the following years, with the aid of bioinformatics tools, the first evidence 
that the CRISPR locus was involved with the prokaryotic immune system appeared. 
Searching for DNA sequences similar to the E. coli CRISPR locus, researchers found 
that it matched the P1 phage sequence, which infected many E. coli strains. From 
that information, 4,500 CRISPR spacers were identified in 67 bacterial strains, many 
of which were similar to known viruses or conjugative plasmids sequences (Mojica 
et al., 2005). At the same time, it was found that 61 strains of Y. pestis had identical 
CRISPR loci, except for their spacers, and that many of these spacers corresponded 
to phage sequences. The authors then suggested that the CRISPR locus would 
function as a defense mechanism and that it could represent the memory of 
previous infections (Pourcel et al., 2005).

The hypothesis that CRISPR would be involved in the immune response of 
prokaryotes gained support after Rodolphe Barrangou and collaborators published 
their findings in 2007. They analyzed the variation within the CRISPR locus sequence 
of several strains of Streptococcus thermophilus and observed that after facing 
bacteria and phages, new spacers corresponding to the gene sequences of the 
phages were integrated into the bacterium’s genome. The bacteria that integrated 
the DNA sequence of the phage became resistant to it, demonstrating that CRISPR 
performs functions related to the bacterial immune system (Barrangou et al., 2007). 
In the following years, based on bioinformatics, genetics, and molecular biology, 
the function of each component and the CRISPR/Cas mechanism was elucidated. 
In 2012, the effectiveness of the CRISPR/Cas system in vitro was proven, opening 
the door for eukaryotic genome editing based on endonucleases guided by 
programmable RNAs (Gasiunas et al., 2012).

Thus, the CRISPR system represented a major breakthrough in genome editing 
technology, especially because it does not depend on the long and costly process 
of protein modification to confer target specificity. Since the reprogramming of the 
system for editing different targets depends, in general, only on the exchange of 
molecules of guide RNAs, the technology was quickly spread among laboratories 
around the world. Since then, CRISPR/Cas genome editing technology has become 
increasingly efficient and applied to a wide range of organisms (Chen et al., 2019; 
Anzalone et al., 2020; Li et al., 2020c).
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Overview of mechanisms and enzymes
There are different CRISPR/Cas mechanisms in prokaryotes, which can be divided 

into two classes, each subdivided into three types based on the different Cas genes 
and the nature of the effector complex. Class 1 (types I, III and, IV) employs multiple 
Cas proteins in the effector complex, while Class 2 (types II, V and, VI) has only a single 
effector protein. The CRISPR/Cas9 System of Streptococcus pyogenes (SpCas9) belongs 
to Class 2, type II, and was the first system adapted for gene editing in eukaryotic 
genomes. Unlike types I and III, in type II the crRNA and tracrRNA molecules hybridize 
to form unique structures, which guides the Cas9 to the target sequence. Thus, it 
cleaves any DNA molecule containing a complementary target sequence adjacent 
to a PAM (Gasiunas et al., 2012; Jinek et al., 2012). The eukaryotic genome editing 
platform is simplified by the synthesis of a single chimeric molecule containing both 
the crRNA and tracrRNA, referred to as sgRNA (single guide RNA) or gRNA (guide RNA) 
(Jinek et al., 2012; Koonin et al., 2017). Thus, the sgRNA molecule contains the crRNA 
sequence, with its spacer complementary to the target DNA sequence (protospacer), 
fused to the tracrRNA, which contains a secondary structure in the form of three 
hairpins necessary for the recognition of the Cas enzyme, in addition to a hairpin 
structure to stop its transcription (Figure 4) (Jinek et al., 2012). This simplified two-
component system can be programmed to recognize virtually any specific sequence 
of interest in the genome, as long as it is adjacent to a PAM site.

Initially, the Cas9 enzyme recognizes the sgRNA through its recognition lobe 
(Rec). Once formed, the Cas9-sgRNA complex scans the DNA molecule for a PAM 

Figure 4. Comparison between the native CRISPR/Cas9 complex of Streptococcus pyogenes (left), containing crRNA and 
tracrRNA, and the optimized complex used for genome editing in eukaryotes (right) with a single guide molecule (sgRNA). 
Blue triangles indicate the cleavage positions in the target molecule, performed by the active sites RuvC and HNH.

Source: adapted from Doudna and Charpentier (2014).
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site, which is also recognized by the Cas9 Rec lobe. Then, Cas9 opens the double-
stranded DNA molecule immediately upstream of the PAM, allowing the pairing 
of 20-24 nucleotides between the complementary target DNA and the sgRNA. In 
most cases, the Cas9-sgRNA complex is unable to recognize DNA sites with more 
than three non-complementary nucleotides and is also incapable to recognize and 
cleave the target DNA that contains any non-complementary nucleotides in the 10-
12 nucleotides near the PAM site (region also known as seed). Only after complete 
pairing, HNH and RuvC Cas9 nuclease activity domains cleave the complementary 
and non-complementary strands of DNA, specifically in the third nucleotide 
upstream of the PAM site (Figure 4) (Cong et al., 2013; Hsu et al., 2013; Jiang et al., 
2015). Thus, the Cas9-binding specificity to the target DNA is determined by the 
conserved PAM sequence in the target DNA and by the pairing of its protospacer 
region with the spacer region (mainly the seed region) of the sgRNA. Finally, the 
double-strand cleavage leads to the recruitment of DNA repair mechanisms by 
the organism being edited. In general, the repair system can follow two different 
routes: (1) non-homologous ends joining (NHEJ), or (2) homologous recombination 
(HR). While the repair by NHEJ tends to produce small insertions and/or deletions 
(indels) around the cleavage site, repair by HR is directed by homology, allowing the 

Figure 5. Schematic representation of the DNA repair mechanisms by NHEJ or HR. Dashed and red regions indicate deletions 
and insertions, respectively. The green region represents a sequence of interest to be integrated into the target DNA.
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insertion of sequences of interest in the edited region with high fidelity (Figure 5) 
(San Filippo et al., 2008; Chen et al., 2019; Anzalone et al., 2020).

Modification and alternatives to SpCas9
Despite CRISPR/Cas9 being the most used system for genome editing (Doudna; 

Charpentier, 2014; Sander; Joung, 2014), the sequences it can recognize is restricted 
by the need for an adjacent NGG PAM motif (Mojica et al., 2009; Jinek et al., 2012; Shah 
et al., 2013; Sternberg et al., 2014). It has been reported, however, that the SpCas9-
sgRNA complex is also able to recognize alternative PAM sequences (NAG and NGA), 
potentially increasing the probability of off-target mutagenesis (Zhang et al., 2014; 
Kleinstiver et al., 2015). In addition to the requirement for specific PAM sites and the 
probability of off-target cuts, other characteristics of Cas9 such as its size and mode 
of action may limit its use in editing eukaryotic genomes. Such restrictions led to 
the search for alternative Cas proteins, as well as to the development of diverse 
modifications of Cas9, aiming to improve its accuracy, efficiency, and versatility of 
applications.

SpCas9 orthologues such as Staphylococcus aureus (SaCas9), Streptococcus 
thermophilus (StCas9) and Neisseria meningitides (NmCas9) (Gasiunas et al., 2020), 
recognize PAM sites with different sizes and sequences and have also been 
successfully used as a tool in genome editing (Ran et al., 2015; Cebrian-Serrano; 
Davies, 2017). The SpCas9 has also been modified to recognize different PAM sites, 
such as the VQR-Cas9 (NGA), EQR-Cas9 (NGAG), VRERCas9, (NGCG), SaKKH-Cas9 
(NNNRRT) (Kleinstiver et al., 2015), xCas9 (NG, GAA and GTA) (Hu et al., 2018) and 
SpCas9-NG (NG) (Nishimasu et al., 2018). Other modifications such as the fusion 
of Cas9 to the DNA-binding domains of other proteins have also resulted in the 
cleavage of sequences with alternative PAM motifs (Bolukbasi et al., 2015).

The SpCas9-sgRNA system can also tolerate some pairing errors between sgRNA 
and the target DNA, which can lead to undesired off-target mutations (Cradick 
et al., 2013; Fu et al., 2013; Hsu et al., 2013). The relevance of off-target mutations 
in genome editing is still questionable (Iyer et al., 2015; Zhang et al., 2018b) and, 
although limiting the applicability of CRISPR/Cas9 for human therapies (Li et al., 
2020b), it is not a hindrance for using the technology in plants (Young et al., 2019; 
Gao et al., 2020a; Graham et al., 2020; Herbert et al., 2020; Zhang et al., 2020).

Great advances have been achieved in increasing the Cas9 specificity. An example 
with a wide application is the use of Cas variants known as nickases (nCas9), which 
had one of their nuclease domains inactivated by point mutations: D10A mutation 
at the HNH site, or H840A mutation at the RuvC site (Cong et al., 2013; Mali et al., 
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2013; Ran et al., 2013; Cebrian-Serrano; Davies, 2017). Nickases continue to recognize 
the target DNA but cleave only a single DNA strand. This single-strand cutting 
approach increases repair fidelity and the probability of obtaining the desired 
mutation (Dianov; Hübscher, 2013; Cebrian-Serrano; Davies, 2017). Also, nickases 
are highly specific in human cells, reducing off-targets without compromising 
editing efficiency (Cho et al., 2014). The inactivation of both nuclease domains led 
to the development of deactivated or “dead” Cas9 (dCas9), capable of recognizing 
specific target sequences and usually fused proteins with other catalytic activities 
(Brezgin et al., 2019). Another approach to achieve greater specificity without 
losing efficiency is the mutation in residues involved in the energy reduction of 
the SpCas9-sgRNA-DNA complex (Kleinstiver et al., 2016; Slaymaker et al., 2016). 
These modified proteins became known as high-fidelity and enhanced CRISPR-
Cas9 nucleases (SpCas9-HF1 and eSpCas9, respectively), which are continuously 
optimized in their “plus” versions (Kulcsár et al., 2020).

Besides the Cas9 protein, the sgRNA is also subject to improvements aiming 
at increased specificity. Modifications in its 5’ region, with the addition of a small 
target region or the addition of two extra guanine nucleotides, led to a reduction 
in off-target mutations (Cho et al., 2014; Fu et al., 2014; Kim et al., 2014; Kim et al., 
2015). However, such modifications also decrease mutagenesis efficiency for some 
targets (Cho et al., 2014).

Finally, the delivery of CRISPR/Cas9 components into cells must also be efficient, 
and the large size of the Cas9 protein (160 kDa) is a limiting factor (Mout et al., 
2017). The diverse delivery mechanisms, their advantages and disadvantages will 
be covered throughout this book. In general, the size of the system components 
can influence the success of genome editing in plants, both in Agrobacterium-
mediated transformation for stable or transient expression and in biolistics delivery 
of ribonucleoprotein complexes (Murovec et al., 2017). Thus, the development of 
SpCas9 mutants with deletions in redundant regions as well as the discovery of 
smaller orthologues, or even of alternative CRISPR systems which do not require 
tracrRNA, for example, have been reported (Cebrian- Serrano; Davies, 2017; Murovec 
et al., 2017). The discovery of other Class 2 effector enzymes opened up new 
application possibilities. The enzyme originally described as Cpf1 (now known as 
Cas12a), as well as its orthologues and modified variants (Shmakov et al., 2017; Chen 
et al., 2019), are of special interest due to some key differences when compared to 
Cas9. Cas12a does not require tracrRNA, its gRNA being almost half the size of that 
needed for Cas9 (~ 43 versus ~ 80 nucleotides, respectively) (Zetsche et al., 2015). 
Also, the Cas12a-crRNA complex promotes staggered cuts in a distal position to 
the T-rich PAM sequence (TTTN), which can facilitate the reduction of off-targets in 
GC-rich genomes (Zetsche et al., 2015; Fonfara et al., 2016; Chen et al., 2019). Since 
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the cleavage promoted by Cas12a results in cohesive ends in the double-stranded 
DNA, these can increase the efficiency of HR strategies (Figure 6) (Zaidi et al., 2017).

Other Class 2 enzymes, such as Cms1 (Microgenomates and Smithella) and 
AaCas12b (Alicyclobacillus acidiphilus), also have interesting characteristics, such 
as smaller size than Cas9 and Cas12a, AT-rich PAM site (Begemann et al., 2017), 
or optimal activity at high temperatures (Teng et al., 2018). Finally, new effector 
proteins such as C2c2 (known as Cas13) and their variants have been modified to 
recognize and edit RNA targets (Abudayyeh et al., 2017) with the emerging potential 
for application in viral RNA interference in plants (Mahas et al., 2019).

CRISPR derived applications
The continuous development of the CRISPR technology, either by the improvement 

of engineered nucleases, the optimization of the sgRNA scaffold molecule, or yet by 
new delivery mechanisms into eukaryotic cells, has been successful in enhancing 
its efficiency and specificity. In addition to these improvements, new combinations 
of CRISPR with other biotechnological tools are bringing surprising advances to 
genome editing systems (Anzalone et al., 2020).

Figure 6. Representation of the main differences between the Cas9 (left) and Cas12a (right) nucleases. Blue triangles 
represent the cut position in the target molecule.

Source: adapted from Doudna and Charpentier (2014) and Zaidi et al. (2017).
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For example, new technologies are based on the ability of nickases and dCas9 to 
recognize specific genomic sites (guided by gRNAs) without causing double-strand 
breaks on the DNA molecule. The fusion of dCas9 to transcription factors can lead 
to the transcriptional activation and repression of target genes without promoting 
changes in the DNA itself (Bikard et al., 2013; Perez-Pinera et al., 2013). There are 
currently two major promising techniques based on nickases and dCas9: base 
editing and the emerging prime editing.

Base editing allows the direct and irreversible conversion of one nucleotide to 
another in a programmable way. The technique was first developed in 2016 and 
relies on a fusion between a defective Cas9 (dCas9/nCas9), a cytosine or adenosine 
deaminase, and an uracil glycosylase inhibitor (UGI). The modified Cas9 acts 
together with the sgRNA to bind to the DNA molecule at the target site. Then the 
(cytosine or adenosine) deaminase converts a single nucleotide at the desired 
target site (Anzalone et al., 2020; Mishra et al., 2020), while the UGI subverts the 
cell uracil excision repair pathway (Molla; Yang, 2019), assuring the conclusion of 
the correct edit. The technique allows the four types of transition mutations (C→T, 
G→A, A→G, and T→C) and has been used in rice, maize, wheat, potato, tomato, 
watermelon, and cotton (Mishra et al., 2020; Qin et al., 2020). Although it has been 
successfully applied in plants, the technique also has its limitations, including the 
unfeasibility of the eight types of transversions (C→A, C→G, G→C, G→T, A→C, 
A→T, T→A, and T→ G), which may restrict the targets it can mutate (Anzalone et al., 
2020). In addition to DNA conversions, a variant of the technique also allows RNA 
mutations, converting adenine (A) to inosine (I). This technique is known as RBE 
(RNA base editor) (Cox et al., 2017).

On the other hand, the prime editing technique was recently developed aiming 
to make genome editing safer for human therapies (Anzalone et al., 2019). The 
technique, however, has already been successfully employed in the editing of wheat 
and rice genomes (Li et al., 2020a; Lin et al., 2020; Tang et al., 2020; Xu et al., 2020). 
Its main advantages are the reduction of off-target mutations, and the flexibility 
to promote a greater variety of edits, rendering the technique more precise and 
versatile than other CRISPR alternatives. In summary, the technique uses a nCas9 
fused to a modified reverse transcriptase (RT) enzyme. In this case, the guide RNA 
molecule also acts as a template for precise editing at the target location and is 
called pegRNA (prime editing guide RNA). The pioneering work demonstrated that 
the system is capable of recognizing and modifying the human genome through 
insertions, deletions, and precise single base editing (including the 12 possible 
base conversions), constituting a possible advantage over the single base editing 
method that uses cytosine or adenosine deaminase (Anzalone et al., 2019). However, 
because the template RNA molecule is more susceptible to damage from cellular 
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enzymes, the technique is not able to generate large DNA insertions or deletions 
such as those achieved by homologous recombination in which a donor DNA is 
added to the conventional CRISPR/Cas9 system. Therefore, prime editing is more 
of a complementary technique, like the other variations discussed previously, in 
which different types of editing require different genome editing tools.

Despite all efforts to achieve greater precision, efficiency and versatility in 
genome editing, one of the bottlenecks for its success in plants lies in the efficiency 
to deliver the system into cells. This factor is especially important when considering 
the diverse crop varieties that are little or inefficiently transformable, in addition 
to the long and laborious process of tissue culture. Therefore, the development 
of methodologies that associate transformation with the transient expression 
of morphogenic regulators such as Wuschel (WUS), Baby Boom (BBM), and Shoot 
Meristemless (STM) represents a breakthrough in reducing tissue culture time and 
increasing the efficiency in obtaining regenerant plants (Lowe et al., 2016; Zhang et 
al., 2019; Maher et al., 2020). This technique has already been successfully applied in 
maize, sorghum, sugar cane, rice, tobacco, tomato, grape, and potato (Steinwand; 
Ronald, 2020). Using CRISPR/Cas systems associated with the expression of these 
regulatory genes is one of the great promises to expand the use of genome editing 
tools in different crop varieties.

Application of CRISPR in agriculture
In February 2019, the first product derived from a crop with an edited genome 

began to be commercialized in the United States. High oleic acid soybean oil, is 
extracted from a variety developed through the TALEN system by Calyxt Inc. and 
entered the North American market without the regulation applicable to GMOs 
(Kim; Kim, 2019).

Over the past few years, site-directed mutation techniques such as ZFN and 
TALEN have been used to achieve desired traits in various crops, (e.g., rice, maize 
and soybean) (Jansing et al., 2019). Now, given the ease and versatility of genome 
editing via CRISPR/Cas, other techniques are becoming less and less used, whereas 
CRISPR-based studies are rapidly increasing.

Proof of concepts and technique improvements account for most of the current 
efforts on plant genome editing, being few the reports on field trials. Nevertheless, 
many of these studies have market-oriented applications, both in major crops and 
in less widespread plant species (Metje-Sprink et al., 2020). We will discuss next 
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some applications of CRISPR into the improvement of diverse agronomic traits, 
such as productivity, quality, and increased resistance to biotic and abiotic factors.

Productivity increase
Productivity is a complex trait, involving several factors that are often specific 

to each crop. The number and size of fruits and/or grains, plant architecture, and 
biomass are all examples of attributes influencing productivity (Chen et al., 2019). 
As many of these factors are quantitative and controlled by QTLs, genome editing 
via CRISPR/Cas presents itself as a powerful tool for productivity improvement. This 
is especially true since multiplex strategies can be easily used to edit different QTLs 
simultaneously (Rodríguez-Leal et al., 2017; Sedeek et al., 2019).

For example, the simultaneous knockout of three genes (GW2, GW5, and TGW6) 
that negatively regulate grains weight in rice led to an increase of approximately 
30% of this trait. The potential of the tool is evident in the study: although individual 
mutants for each of these genes were already known, they were present in different 
genetic backgrounds. Moreover, mutant strains were obtained for the three genes 
still at the T0 (primary transformant) generation, making it possible to segregate the 
T-DNA used for expression of the CRISPR system as early as T1, thus resulting in non-
transgenic mutant lines for the three genes (Xu et al., 2016). Similarly, grain length 
and weight were improved in two wheat (Triticum aestivum) genetic backgrounds 
via the knockout of three TaGASR7 homologues. Using only one sgRNA targeting a 
conserved region, the authors were able to simultaneously knockout all six alleles 
of these genes in T0 (Zhang et al., 2016).

In addition to CRISPR-mediated knockout, other strategies have already been 
used to improve productivity, such as promoter editing. In tomato (Solanum 
lycopersicum), the editing of cis-regulatory elements in genes from the CLAVATA-
WUSCHEL circuit, responsible for controlling the size of meristems, led to different 
effects on fruit size (Rodríguez-Leal et al., 2017). This work demonstrates that 
modulating the expression of individual genes through promoter variants could 
enhance quantitative traits.

Quality improvement
Crop quality also involves a wide range of factors such as color, aroma, nutritional 

content, and shelf life. Nutritional content is especially important since vegetables 
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can be both directly used as food and as source of raw material for processed 
products. Thus, there are efforts to increase this trait through genome editing. For 
instance, the genome of Camelina sativa and Brassica napus were edited, resulting in 
plants that produce seeds with high oleic acid content (Jiang et al., 2017; Morineau 
et al., 2017; Okuzaki et al., 2018). In another example, the pathways for converting 
lycopene into α-carotene and β-carotene were inhibited in tomato through a 
multiplex approach, resulting in lycopene enriched fruits (Li et al., 2018a).

Other approaches seek to modulate metabolic pathways, increasing or 
decreasing the biosynthesis of certain molecules. For example, starch is the main 
reserve carbohydrate in plants and is widely used in industry. It is composed of 
two polysaccharides: amylose and amylopectin. In maize grains, starch is usually 
75% amylopectin and 25% amylose (Ricroch, 2019). However, differences in this 
proportion are found in rice and maize varieties and reflect directly on the properties 
of the grains. Thus, varieties of rice with high amylose content develop firmer and 
well-separated grains after cooking, while varieties with a low amylose content 
result in softer and glutinous grains (Zhang et al., 2018a).

Two independent groups knocked out the OsWaxy gene via CRISPR in three 
rice varieties (T65, XS134, and 9522) to reduce their amylose content. Both groups 
achieved similar results: a reduction in amylose content from approximately 20%-
15% to 2.5% (Ma et al., 2015; Zhang et al., 2018a). The rapid development of these 
lines is especially interesting as the XS134 and 9522 elite varieties did not show 
changes in other traits of agronomic interest (plant height, number of grains per 
panicle, number of panicles per plant, size and grain weight) after OsWaxy gene 
edition (Zhang et al., 2018a). Also by knocking out the Wx1 gene via CRISPR, DuPont 
Pioneer produced a variety of maize with starch composed only by amylopectin 
(Waltz, 2016; Ricroch, 2019). The reverse effect was also achieved in rice: by knocking 
out the SBEIIb gene via CRISPR, plants with high amylose content were developed. 
These plants are a potential source of resistant starch, important for reducing risks 
of non-infectious diet-related chronic diseases (Sun et al., 2017).

Elimination of undesirable traits 
Plant quality can often be improved by eliminating undesirable characteristics. 

Gluten proteins, for example, are known to trigger celiac disease in 0.7% to 2% of 
the world population (Rewers, 2005). In wheat, the largest gene family that encodes 
gluten proteins (α-gliadin) has almost 100 genes and pseudogenes (Ozuna et al., 
2015), hindering the use of conventional mutagenesis and selection methods to 
generate wheat varieties with low immunogenic gluten activity. Although a large 
number of target genes may suggest a multiplex approach, one group was able 
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to simultaneously knockout most of the conserved α-gliadin domains using only 
two sgRNAs. As a result, wheat non-transgenic lines with low gluten content were 
created, presenting a reduction of up to 85% in their immunoreactivity (Sánchez-
León et al., 2018).

Genome editing by CRISPR was also carried out in potato (Solanum tuberosum) 
aiming the complete elimination of steroidal glycoalkaloids, substances that have 
a bitter taste and can be toxic if ingested in large quantities (Nakayasu et al., 2018). 
In this case, the study still represents an initial step in the development of a variety 
with commercial potential. Given the low editing efficiency resulting from the 
potato tetraploid genome, the work was developed in a system known as hairy 
roots. However, it was an important step in identifying a gene that, when mutated, 
interrupts the glycoalkaloid synthesis pathway.

Another trait eliminated by genome editing is the browning caused by polyphenol 
oxidase enzymes (PPO). Although PPO silencing via RNAi had already been performed 
on apples by Okanagan Specialty Fruits (Waltz, 2015), there are now PPO knockout 
initiatives based on targeted mutagenesis. This is the case of Calyxt, which using 
TALENs, developed a non-browning potato variety (Ricroch, 2019). The CRISPR/Cas9 
system was used to knockout a PPO in champignons (Agaricus bisporus), improving 
the product’s visual appearance and shelf life (Waltz, 2016; Ricroch, 2019).

Resistance to biotic factors
Diseases and pests are among the greatest threats to modern agriculture. Thus, 

improving tolerance to biotic stresses is an important demand for the application 
of genome editing (Ricroch et al., 2016). Given their significance, the molecular and 
genetic basis of numerous plant diseases (as well as their resistance pathways) are 
already known, which facilitates the use of CRISPR to improve resistance to bacteria, 
fungi, and viruses.

A common approach to promote plant immunization is the knockout of the host 
plant factors used by pathogens to establish its infection and replication (Sedeek et 
al., 2019). For example, the CsLOB1 gene confers susceptibility to the citrus bacterial 
canker, caused by Xanthomonas citri (Hu et al., 2014). By editing both promoter 
and coding regions of this gene, citrus canker resistant orange (Citrus sinensis) and 
grapefruit (Citrus x paradisi) lines were obtained (Jia et al., 2017; Peng et al., 2017). 
In rice, bacterial blight is caused by Xanthomonas oryzae, which uses the effector 
PthXo2 to induce the expression of the OsSWEET13 gene in the host plant. This 
gene, related to sucrose transport, seems to be paramount for the Xanthomonas 
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infectious process. Accordingly, mutations promoted by CRISPR/Cas9 in the coding 
region of OsSWEET13 resulted in plants resistant to the infection (Zhou et al., 2015).

Similar strategies have been used to promote resistance to fungal diseases. 
Powdery mildew (Blumeria graminis) resistant wheat was obtained after editing (by 
CRISPR/Cas9 and TALEN) three homologues of the MILDEW-RESISTANCE LOCUS O 
gene (TaMLO-A1, TaMLO-B1, and TaMLO-D1) (Wang et al., 2014). Similarly, mutation 
of their tomato orthologue (SlMlo1) conferred resistance to Oidium neolycopersici. 
As the work points out, although spontaneous slmlo1 mutants are available, the 
introgression of such allele into elite cultivars would be a long and laborious 
process whereas mutation of SlMlo1 via CRISPR led to the development of non-
transgenic plants of the elite “Moneymaker” variety in just 10 months (Nekrasov et 
al., 2017). In another example, resistance to rice blast disease (Magnaporthe oryzae) 
was achieved after editing the ethylene-responsive transcription factor OsERF922 
(Wang et al., 2016). Again, non-transgenic resistant plants were obtained without 
any changes in other agronomic traits.

Finally, CRISPR/Cas can also perform its original role: conferring resistance to 
viruses. Several studies demonstrate the potential of CRISPR/Cas9 against different 
DNA viruses, such as the Tomato Yellow Leaf Curl Virus (TYLCV), Beet Curly Top Virus 
(BCTV), Merremia Mosaic Virus (MeMV), Bean Yellow Dwarf Virus (BeYDV), and Beet 
Severe Curly Top Virus (BSCTV) (Ali et al., 2015; Baltes et al., 2015; Ji et al., 2015; Ali et al., 
2016). Interestingly, interference with different geminiviruses was achieved targeting a 
conserved region with a single sgRNA (Ali et al., 2015). However, it is worth mentioning 
that these are mostly proof-of-concept studies, based on the Nicotiana benthamiana 
and Arabidopsis thaliana models. Also, the interference mechanism depends on the 
presence of both Cas9 and sgRNAs in plant tissues, so that application of the system 
requires the endogenous expression of such components, thus implying in a GMO. An 
alternative to transgenics would be the direct delivery of RNPs (ribonucleoproteins), a 
methodology that will be addressed in Chapter 2. There is also evidence that the RNA-
cleaving CRISPR/Cas13 system (Class 2, type VI) has the potential to be used against 
RNA viruses (Aman et al., 2018; Mahas et al., 2019).

Resistance to abiotic factors
Though abiotic stresses were always significant threats to the global food 

production, the current climate change scenario is greatly concerning given that 
drought and extreme temperatures have been consistently rising (Tong; Ebi, 2019; 
Sippel et al., 2020). Although there is a strong demand for improved abiotic stress 
tolerance, such initiatives are hampered by the complexity of metabolic pathways 
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involved in stress response in plants. Nonetheless, there are some successful efforts 
in crop improvement of abiotic stress resistance.

For instance, researchers at DuPont Pioneer were able to improve drought 
tolerance in maize by editing the ARGOS8 gene, an inhibitor of the ethylene response 
that is usually expressed in low levels. Through an HR approach, the promoter of 
another gene, GOS2, was inserted in the 5’UTR region of ARGOS8, thus increasing 
its expression. As a result, the lines developed survive longer and have improved 
productivity under drought conditions (Shi et al., 2017).

In rice, CRISPR/Cas9 was used to knockout genes from the OsPYL family, which 
is involved in abscisic acid (ABA) response. The triple pyl1/4/6 mutant has higher 
grain yield and improved tolerance to high temperatures. However, the same 
triple mutant appears to be more sensitive to drought (Miao et al., 2018). This work 
demonstrates how the response pathways to different stresses can be related, 
representing a challenge for plant breeding even with the aid of genome editing 
tools.

Accelerated and de novo domestication of wild species
So far, we have covered the application of genome editing to improve specific 

traits. However, CRISPR has also been applied in a different and increasingly 
interesting approach: the de novo domestication of wild species.

One of the negative effects of classical breeding is the loss of genetic variability. 
This genetic erosion occurs as a consequence of prioritizing traits of agronomic 
interest (such as grain and biomass yield), at the expense of quality characteristics 
(e.g., tolerance to pests and diseases) (Doebley et al., 2006). Thus, over time the 
process creates cultivars that are more susceptible to pathogens and/or abiotic 
stresses. To overcome this problem, elite lines are often crossed with their wild 
parental species, leading to the introgression of genes that may confer the desired 
resistance or trait (Mazur; Tingey, 1995; Jacobsen; Schouten, 2007; Harrison; Larson, 
2014). This process, however, requires long periods to carry out backcrosses that 
aim to segregate unwanted loci.

The de novo domestication applies the inverse rational: key genes are edited in 
wild species to make them more interesting for large-scale cultivation. Therefore, 
whereas desirable traits are introduced in such species, their genetic variability is 
preserved (Zsögön et al., 2017). 
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The idea to use genome editing for rapid de novo domestication of wild 
species dates from the mid-2010s. An example is a well-structured proposal for 
the domestication of pennycress (Thlaspi arvense, Brassicaceae) as an oilseed 
crop. The extensive knowledge about the model plant Arabidopsis thaliana (also a 
Brassicaceae) was extrapolated to select genes which could be edited in T. arvense 
in a fast and efficient manner to obtain the desired agronomic traits (Sedbrook et 
al., 2014).

The first publication describing the de novo domestication of a wild species by 
CRISPR/Cas occurred in 2018. A wild tomato species (Solanum pimpinellifollium) 
had six loci of its genome simultaneously targeted. Such loci were chosen based 
on their recognized importance for yield in the commercial tomato species (S. 
lycopersicum). Accordingly, after few generations a S. pimpinellifollium line with 
improved characteristics was obtained. Among the enhanced traits, fruit size 
and yield were increased three and ten-fold, respectively. Also, this line presents 
advantages over the current tomato crop, such as fruits with 500% higher lycopene 
content, in addition to the parental stress tolerance retention (Zsögön et al., 2018).

In a similar effort, four S. pimpinellifollium accessions were edited by CRISPR/Cas9 
through a multiplex approach, resulting in plants with domesticated phenotypes 
(compact morphology, increased number of flowers and fruits, as well as increased 
ascorbic acid content). Remarkably, such plants retained the parental tolerance to 
pathogens (Li et al., 2018b).

Finally, genome editing has the potential to improve orphan crops, which are 
species of regional importance but not commercialized internationally on a large 
scale, thus receiving little or no attention from researchers when compared to the 
most widespread crops (Varshney et al., 2012). This is the case of Physalis pruinosa, 
another Solanaceae species, which was also edited via CRISPR/Cas9 for improvement 
of plant architecture, increased flower production, and fruit size (Lemmon et al., 2018).

Perspectives and conclusions
The development of genome editing techniques, such as TALENs, ZFNs, and 

CRISPR/Cas, brought extraordinary contributions to modern agriculture over the 
past three decades. The CRISPR/Cas system stands out for being an unprecedented 
technology in terms of simplicity, specificity, versatility, and low cost. It has been 
successfully applied to quickly generate plants with enhanced productivity and 
quality, in addition to increased resistance to biotic and abiotic factors, bringing 
benefits to producers, consumers, and the environment.
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Constant improvements and adaptations of the CRISPR/Cas systems have 
expanded the technology applications, such as the mutagenesis of an increasing 
number of specific loci, transcriptional regulation, epigenome editing, single base 
editing, multiplex mutations, replacement of target sequences, among others.

Unlike the GMO approach, introducing a desired trait via gene editing does 
not require the integration of exogenous DNA into the genome of interest. 
Consequently, this technology is also leading to changes in food and agricultural 
products regulation, which can facilitate the applied research at public universities 
or small companies.

References
ABUDAYYEH, O. O.; GOOTENBERG, J. S.; ESSLETZBICHLER, P.; HAN, S.; JOUNG, J.; BELANTO, J. J.; 
VERDINE, V.; COX, D. B. T.; KELLNER, M. J.; REGEV, A.; LANDER, E. S.; VOYRTAS, D. F.; TING, A. Y.; ZHANG, 
F. RNA targeting with CRISPR–Cas13. Nature, v. 550, n. 7675, p. 280–284, 2017.  
DOI: 10.1038/nature24049.

ALI, Z.; ABULFARAJ, A.; IDRIS, A.; ALI, S.; TASHKANDI, M.; MAHFOUZ, M. M. CRISPR/Cas9-mediated 
viral interference in plants. Genome Biology, v. 16, p. 1-11, 2015. DOI: 10.1186/s13059-015-0799-6.

ALI, Z.; ALI, S.; TASHKANDI, M.; ZAIDI, S. S. A.; MAHFOUZ, M. M. CRISPR/Cas9-mediated immunity to 
geminiviruses: differential interference and evasion. Scientific Reports, v. 6, p. 1-11, 2016.  
DOI: 10.1038/srep26912.

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 Biology, v. 19, p. 1–9, 2018.  
DOI: 10.1186/s13059-017-1381-1.

AMITAI, G.; SOREK, R. CRISPR–Cas adaptation: insights into the mechanism of action. Nature 
Reviews Microbiology, v. 14, n. 2, p. 67–76, 2016. DOI: 10.1038/nrmicro.2015.14.

ANDERS, C.; NIEWOEHNER, O.; DUERST, A.; JINEK, M. Structural basis of PAM-dependent target 
{DNA} recognition by the Cas9 endonuclease. Nature v. 513, n. 7519, p. 569–573, 2014.  
DOI: 10.1038/nature13579.

ANZALONE, A. V.; KOBLAN, L. W.; LIU, D. R. Genome editing with CRISPR–Cas nucleases, base editors, 
transposases and prime editors. Nature Biotechnology, v. 38, n. 7, p. 824–844, 2020,  
DOI: 10.1038/s41587-020-0561-9.

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.; LIU, D. R. Search-and-replace genome editing without 
double-strand breaks or donor DNA. Nature, v. 576, n. 7786, p. 149–157, 2019.  
DOI: 10.1038/s41586-019-1711-4.

BALTES, N. J.; GIL-HUMANES, J.; VOYTAS, D. F. Genome engineering and agriculture: opportunities 
and challenges. WEEKS, D. P.; YANG, B. (ed.). Gene editing in plants. San Diego: Elsevier, 2017. p. 



CRISPR technology in genomic plant editing34

1–26. (Progress in molecular biology and translational science, 149).  
DOI: 10.1016/bs.pmbts.2017.03.011.

BALTES, N. J.; HUMMEL, A. W.; KONECNA, E.; CEGAN, R.; BRUNS, A. N.; BISARO, D. M.; VOYTAS, D. F. 
Conferring resistance to geminiviruses with the CRISPR–Cas prokaryotic immune system. Nature 
Plants, v. 1, n. 10, p. 14, 2015. DOI: 10.1038/NPLANTS.2015.145.

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, v. 315, 
n. 5819, p. 1709–1712, 2007. DOI: 10.1126/science.1138140.

BEGEMANN, M. B.; GRAY, B. N.; JANUARY, E.; SINGER, A.; KESLER, D. C.; HE, Y.; LIU, H.; GUO, H.; 
JORDAN, A.; BRUTNELL, T. P.; MOCKLER, T. C. OUFATTOLE, M. Characterization and validation of a 
novel group of type V, class 2 nucleases for in vivo genome editing. BioRxiv preprint. 2017.  
DOI: 10.1101/192799.

BIKARD, D.; JIANG, W. Y; SAMAI, P.; HOCHSCHILD, A.; ZHANG, F.; MARRAFFINI, L. A. Programmable 
repression and activation of bacterial gene expression using an engineered CRISPR-Cas system. 
Nucleic Acids Research, v. 41, n. 15, p. 7429–7437, 2013. DOI: 10.1093/nar/gkt520.

BOLUKBASI, M. F.; GUPTA, A.; OIKEMUS, S.; DERR, A. G.; GARBER, M.; BRODSKY, M. H.; ZHU, L. J.; 
WOLFE, S. A. DNA-binding-domain fusions enhance the targeting range and precision of Cas9. 
Nature Methods, v. 12, n. 12, p. 1150–1156, 2015. DOI: 10.1038/nmeth.3624.

BREZGIN, S.; KOSTYUSHEVA, A.; KOSTYUSHEV, D.; CHULANOV, V. Dead Cas systems: types, 
principles, and applications. International Journal of Molecular Sciences, v. 20, n. 23, p. 1-26, 
2019. DOI: 10.3390/ijms20236041.

BROWN, J. K. M. Yield penalties of disease resistance in crops. Current Opinion in Plant Biology, v. 
5, n. 4, p. 339–344, 2002. DOI: 10.1016/S1369-5266(02)00270-4.

CAMPBELL, J. E.; LOBELL, D. B.; GENOVA, R. C.; FIELD, C. B. The global potential of bioenergy on 
abandoned agriculture lands. Environmental Science & Technology, v. 42, n. 15, p. 5791–5794, 
2008. DOI: 10.1021/es800052w.

CEBRIAN-SERRANO, A.; DAVIES, B. CRISPR-Cas orthologues and variants: optimizing the repertoire, 
specificity and delivery of genome engineering tools. Mammalian Genome, v. 28, n. 7-8, p. 
247–261, 2017. DOI: 10.1007/s00335-017-9697-4.

CHEN, K.; WANG, Y.; ZHANG, R.; ZHANG, H.; GAO, C. CRISPR/Cas genome editing and precision plant 
breeding in agriculture. Annual Review of Plant Biology, v. 70, 667–697, 2019.  
DOI: 10.1146/annurev-arplant-050718-100049.

CHO, S. W.; KIM, S.; KIM, Y.; KWEON, J.; KIM, H. S.; BAE, S.; KIM, J. S. Analysis of off-target effects of 
CRISPR/Cas-derived RNA-guided endonucleases and nickases. Genome Research, v. 24, n. 1, p. 
132–141, 2014. DOI: 10.1101/gr.162339.113.

COMISSÃO TÉCNICA NACIONAL DE BIOSSEGURANÇA. Resolução Normativa nº 16, de 15 de 
janeiro de 2018. Available at: http://ctnbio.mctic.gov.br/resolucoes-normativas. Accessed on: 27 
ago. 2020.



Chapter 1  Introduction to genome editing in plants 35

CONG, L.; RAN, F. A.; COX, D.; LIN, S., BARRETTO, R.; HABIB, N.; HSU, P. D.; WU, X.; JIANG, W.; 
MARRAFFINI, L. A.; ZHANG, f. Multiplex Genome Engineering Using CRISPR/Cas Systems. Science, v. 
339, n. 6121, p. 819–823, 2013. DOI: 10.1126/science.1231143.

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, v. 358, n. 6366, p. 1019–1027, 2017.  
DOI: 10.1126/science.aaq0180.

CRADICK, T. J.; FINE, E. J.; ANTICO, C. J.; BAO, G. CRISPR/Cas9 systems targeting β-globin and CCR5 
genes have substantial off-target activity. Nucleic Acids Research, v. 41, n. 20, p. 9584–9592, 2013. 
DOI: 10.1093/nar/gkt714.

CURTIN, S. J.; MICHNO, J. M.; CAMPBELL, B. W.; GIL-HUMANES, J.; MATHIONI, S. M.; HAMMOND, R.; 
GUTIERREZ-GONZALEZ, J. J.; DONOHUE, R. C.; KANTAR, M. B.; EAMENS, A. L.; MEYERS, B. C.; VOYTAS, 
D. F.; STUPAR, R. M. MicroRNA maturation and microrna target gene expression regulation are 
severely disrupted in soybean dicer-like1 double mutants. G3-Genes Genomes Genetics, v. 6, n. 2, 
p. 423–433, 2016. DOI: 10.1534/g3.115.022137.

DAMATTA, F. M.; GRANDIS, A.; ARENQUE, B. C.; BUCKERIDGE, M. S. Impacts of climate changes on 
crop physiology and food quality. Food Research International, v. 43, n. 7, p.1814–1823, 2010. 
DOI: 10.1016/j.foodres.2009.11.001.

DAVIES, J. P.; KUMAR, S.; SASTRY-DENT, L. Use of zinc-finger nucleases for crop improvement. In: 
WEEKS, D. P.; YANG, B. (ed.). Gene editing in plants. San Diego: Academic Press, 2017. p. 47–63. 
(Progress in molecular biology and translational science, 149). DOI: 10.1016/bs.pmbts.2017.03.006.

DIANOV, G. L.; HÜBSCHER, U. Mammalian base excision repair: the forgotten archangel. Nucleic 
Acids Research, v. 41, n. 6, p. 3483–3490, 2013. DOI: 10.1093/nar/gkt076.

DOEBLEY, J. F.; GAUT, B. S.; SMITH, B. D. The molecular genetics of crop domestication. Cell, v. 127, n. 
5, p. 1309–1321, 2006. DOI 10.1080/03081079.2015.1106730.

DOUDNA LAB. CRISPR systems. Berkeley, 2020. Available at: https://doudnalab.org/research_
areas/crispr-systems/. Accessed on: 27 ago. 2020.

DOUDNA, J. A.; CHARPENTIER, E. The new frontier of genome engineering with CRISPR-Cas9. 
Science, v. 346, n. 6213, p. 1077-1086, 2014. DOI: 10.1126/science.1258096.

EISENSTEIN, M. Plant breeding: discovery in a dry spell. Nature, v. 501, n. 7468, p. S7–S9, 2013.  
DOI: https://doi.org/10.1038/501S7a.

FAO. The state of food security and nutrition in the world: safeguarding against economic 
slowdown and downturns. Rome, 2019.

FONFARA, I.; RICHTER, H.; BRATOVIČ, M.; LE RHUN, A.; CHARPENTIER, E. The CRISPR-associated DNA-
cleaving enzyme Cpf1 also processes precursor CRISPR RNA. Nature, v. 532, n. 7600, p. 517–521, 
2016. DOI: 10.1038/nature17945.

FU, Y.; FODEN, J. A.; KHAYTER, C.; MAEDER, M. L.; REYON, D.; JOUNG, J. K.; SANDER, J. D. High-
frequency off-target mutagenesis induced by CRISPR-Cas nucleases in human cells. Nature 
Biotechnology, v. 31, n. 9, p. 822–826, 2013. DOI: 10.1038/nbt.2623.



CRISPR technology in genomic plant editing36

FU, Y.; SANDER, J. D.; REYON, D.; CASCIO, V. M.; JOUNG, J. K. Improving CRISPR-Cas nuclease 
specificity using truncated guide RNAs. Nature Biotechnology, v. 32, n. 3, p. 279–284, 2014.  
DOI: 10.1038/nbt.2808.

GAJ, T.; GERSBACH, C. A.; BARBAS, C. F. ZFN, TALEN, and CRISPR/Cas-based methods for genome 
engineering. Trends in Biotechnology, v. 31, n. 7, p. 397–405, 2013.  
DOI: 10.1016/j.tibtech.2013.04.004.

GAO, H.; GADLAGE, M. J.; LAFITTE, H. R.; LENDERTS, B.; YANG, M.; SCHRODER, M.; FARRELL, J.; 
SNOPEK, K.; PETERSON, D.; FEIGENBUTZ, L.; JONES, S.; ST CLAIR, G.; RAHE, M.; SANYOUR-DOYEL, N.; 
PENG, C. N.; WANG, L. J.; YOUNG, J. K.; BEATTY, M.; DAHIKE, B.; HAZEBROEK, J.; GREENE, T. W.; CIGAN, 
A. M.; CHILCOAT, N. D.; MEELEY, R. B. Superior field performance of waxy corn engineered using 
CRISPR–Cas9. Nature Biotechnology, v. 38, p. 579–581, 2020a. DOI: 10.1038/s41587-020-0444-0.

GAO, H.; MUTTI, J.; YOUNG, J. K.; YANG, M.; SCHRODER, M.; LENDERTS, B.; WANG, L.; PETERSON, D.; 
ST CLAIR, G.; JONES, S.; FEIGENBUTZ, L.; MARSH, W.; ZENG, M.; WAGNER, S.; FARRELL, J.; SNOPEK, K.; 
SCELONGE, C.; SOPKO, X.; SANDER, J. D.; BETTS, S.; CIGAN, A. M.; CHILCOAT, N. D. Complex trait loci 
in maize enabled by CRISPR-Cas9 mediated gene insertion. Frontiers in Plant Science, v. 11, p. 
1-14, 2020b. DOI: 10.3389/fpls.2020.00535.

GARNEAU, J. E.; DUPUIS, M. È.; VILLION, M.; ROMERO, D. A.; BARRANGOU, R.; BOYAVAL, P.; FREMAUX, 
C.; HORVATH, P.; MAGADÁN, A. H.; MOINEAU, S. The CRISPR/Cas bacterial immune system cleaves 
bacteriophage and plasmid DNA. Nature, v. 468, n. 7320, p. 67–71, 2010.  
DOI: 10.1038/nature09523.

GASIUNAS, G.; BARRANGOU, R.; HORVATH, P.; SIKSNYS, V. Cas9-crRNA ribonucleoprotein complex 
mediates specific DNA cleavage for adaptive immunity in bacteria. Proceedings of the National 
Academy of Sciences of the United States of America, v. 109, n. 39, p. E2579–E2586, 2012.  
DOI: 10.1073/pnas.1208507109.

GASIUNAS, G.; YOUNG, J. K.; KARVELIS, T.; KAZLAUSKAS, D.; URBAITIS, T.; JASNAUSKAITE, M.; 
GRUSYTE, M.; PAULRAJ, S.; WANG, P. H.; HOU, Z.; DOOLEY, S. K.; CIGAN, M.; ALARCON, C.; CHILCOAT, 
N. D.; BIGELYTE, G.; CURCURU, J. L.; MABUCHI, M.; SUN, Z.; FUCHS, R. T.; SCHILDKRAUT, E.; WEIGELE, 
P.R.; JACK, W. E.; ROBB, G. B.; VENCLOVAS, C.; SIKSNYS, V. Biochemically diverse CRISPR-Cas9 
orthologs. bioRxiv: the preprint server for biology, 2020. DOI:10.1101/2020.04.29.066654.

HALE, C. R.; ZHAO, P.; OLSON, S.; DUFF, M. O.; GRAVELEY, B. R.; WELLS, L.; TERNS, R. M.; TERNS, M. P. 
RNA-Guided RNA Cleavage by a CRISPR RNA-Cas Protein Complex. Cell, v. 139, n. 5, p. 945–956, 
2009. DOI: 10.1016/j.cell.2009.07.040.

HARRISON, R. G.; LARSON, E. L. Hybridization, introgression, and the nature of species boundaries. 
Journal of Heredity, v. 105, p. 795–809, 2014. 10.1093/jhered/esu033.

HERBERT, L.; MEUNIER, A. C.; BES, M.; VERNET, A.; PORTEFAIX, M.; DURANDET, F.; MICHEL, R.; CHAINE, 
C.; THIS, P.; GUIDERDONI, E.; PERIN, C. Beyond seek and destroy: how to generate allelic series using 
genome editing tools. Rice, v. 13, n. 1, p. 1-9, 2020. DOI: 10.1186/s12284-020-0366-y.

HSU, P. D.; SCOTT, D. A.; WEINSTEIN, J. A.; RAN, F. A.; KONERMANN, S.; AGARWALA, V.; LI, Y.; FINE, E. J.; 
WU, X.; SHALEM, O.; CRADICK, T. J.; MARRAFINI, L. A.; BAO, G.; ZHANG, F. DNA targeting specificity of 
RNA-guided Cas9 nucleases. Nature Biotechnology, v. 31, n. 9, p. 827–832, 2013.  
DOI: 10.1038/nbt.2647.



Chapter 1  Introduction to genome editing in plants 37

HU, J. H.; MILLER, S. M.; GEURTS, M. H.; TANG, W.; CHEN, L.; SUN, N.; ZEINA, C. M.; GAO, X.; REES, H. 
A.; LIN, Z.; LIU, D. R. Evolved Cas9 variants with broad PAM compatibility and high DNA specificity. 
Nature, v. 556, n. 7699, p. 57–63, 2018. DOI: 10.1038/nature26155.

HU, Y.; ZHANG, J.; JIA, H.; SOSSO, D.; LI, T.; FROMMER, W. B.; YANG, B.; WHITE, F. F.; WANG, N.; JONES, 
J. B. Lateral organ boundaries 1 is a disease susceptibility gene for citrus bacterial canker disease. 
Proceedings of the National Academy of Sciences of the United States of America, v. 111, n. 4, 
p. E521-E529, 2014. DOI: 10.1073/pnas.1313271111.

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. Journal of Bacteriology, v. 169, n. 12, p. 5429–5433, 1987.  
DOI: 10.1128/jb.169.12.5429-5433.1987.

IYER, V.; SHEN, B.; ZHANG, W.; HODGKINS, A.; KEANE, T.; HUANG, X.; SKARNES, W. C. Off-target 
mutations are rare in Cas9-modified mice. Nature Methods, v. 12, n. 6, p. 479–479, 2015.  
DOI: 10.1038/nmeth.3408.

JACKSON, D. A.; SYMONS, R. H.; BERG, P. Biochemical method for inserting new genetic information 
into DNA of Simian Virus 40: circular SV40 DNA molecules containing lambda phage genes and the 
galactose operon of Escherichia coli. Proceedings of the National Academy of Sciences of the 
United States of America, v. 69, n. 10, p. 2904–2909, 1972. DOI: 10.1073/pnas.69.10.2904.

JACOBSEN, E.; SCHOUTEN, H. J. Cisgenesis strongly improves introgression breeding and induced 
translocation breeding of plants. Trends in Biotechnology, v. 25, n. 5, p. 219–223, 2007.  
DOI: 10.1016/j.tibtech.2007.03.008.

JANSEN, R.; van EMBDEN, J. D. A.; GAASTRA, W.; SCHOULS, L. M. Identification of genes that are 
associated with DNA repeats in prokaryotes. Molecular Microbiology, v. 43, n. 6, p. 1565–1575, 
2002. DOI: 10.1046/j.1365-2958.2002.02839.x.

JANSING, J.; SCHIERMEYER, A.; SCHILLBERG, S.; FISCHER, R.; BORTESI, L.  Genome editing in 
agriculture: technical and practical considerations. International Journal of Molecular Sciences, 
v. 20, n. 12, p. 1-33, 2019. DOI: 10.3390/ijms20122888.

JI, X.; ZHANG, H.; ZHANG, Y.; WANG, Y.; GAO, C. Establishing a CRISPR–Cas-like immune system 
conferring DNA virus resistance in plants. Nature Plants, v. 1, n. 10, p. 1-4, 2015.  
DOI: 10.1038/NPLANTS.2015.144.

JIA, H.; ZHANG, Y.; ORBOVIĆ, V.; XU, J.; WHITE, F. F.; JONES, J. B.; WANG, N.  Genome editing 
of the disease susceptibility gene CsLOB1 in citrus confers resistance to citrus canker. Plant 
Biotechnology Journal, v. 15, n. 7, p. 817–823, 2017. DOI: 10.1111/pbi.12677.

JIANG, F.; DOUDNA, J. A. CRISPR–Cas9 structures and mechanisms. Annual Review of Biophysics, 
v. 46, p. 505–529, 2017. DOI: 0.1146/annurev-biophys-062215-010822.

JIANG, F.; ZHOU, K.; MA, L.; GRESSEL, S.; DOUDNA, J. A. A Cas9-guide RNA complex preorganized for 
target DNA recognition. Science, v. 348, n. 5242, p. 1477–1481, 2015.  
DOI: 10.1126/science.aab1452.

JIANG, W. Z.; HENRY, I. M.; LYNAGH, P. G.; COMAI, L.; CAHOON, E. B.; WEEKS, D. P. Significant 
enhancement of fatty acid composition in seeds of the allohexaploid, Camelina sativa, using 



CRISPR technology in genomic plant editing38

CRISPR/Cas9 gene editing. Plant Biotechnology Journal, v. 15, n. 5, p. 648–657, 2017.  
DOI: 10.1111/pbi.12663.

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, v. 337, n. 6096, p. 
816–821, 2012. DOI: 10.1126/science.1225829.

JUNG, J. H.; ALTPETER, F. TALEN mediated targeted mutagenesis of the caffeic acid 
O-methyltransferase in highly polyploid sugarcane improves cell wall composition for production 
of bioethanol. Plant Molecular Biology, v. 92, n. 1-2, p. 131–142, 2016.  
DOI: 10.1007/s11103-016-0499-y.

KIM, D.; BAE, S.; PARK, J.; KIM, E.; KIM, S.; YU, H. R.; HWANG, J.; KIM, J.; KIM, J. S. Digenome-seq: 
genome-wide profiling of CRISPR-Cas9 off-target effects in human cells. Nature Methods, v. 12, n. 
5, p. 237–243, 2015. DOI: 10.1038/NMETH.3284.

KIM, J.; KIM, J. Y. New era of precision plant breeding using genome editing. Plant Biotechnology 
Reports, v. 13, n. 5, p. 419–421, 2019. DOI: 10.1007/s11816-019-00581-w.

KIM, S.; KIM, D.; CHO, S. W.; KIM, J.; KIM, J. S. Highly efficient RNA-guided genome editing in human 
cells via delivery of purified Cas9 ribonucleoproteins. Genome Research, v. 24, n. 6, p. 1012–1019, 
2014. DOI: 10.1101/gr.171322.113.

KLEINSTIVER, B. P.; PATTANAYAK, V.; PREW, M. S.; TSAI, S. Q.; NGUYEN, N. T.; ZHENG, Z. L.; JOUNG, J. K. 
High-fidelity CRISPR–Cas9 nucleases with no detectable genome-wide off-target effects. Nature, v. 
529, n. 7587, p. 490–495, 2016. DOI: 10.1038/nature16526.

KLEINSTIVER, B. P.; PREW, M. S.; TSAI, S. Q.; TOPKAR, V. V.; NGUYEN, N. T.; ZHENG, Z.; GONZALES, A. P. 
W.; LI, Z.; PETERSON, R. T.; YEH, J. R. J.; ARYEE, M. J.; JOUNG, J. K. Engineered CRISPR-Cas9 nucleases 
with altered PAM specificities. Nature, v. 523, n. 7561, p. 481–485, 2015. DOI: 10.1038/nature14592.

KOONIN, E. V.; MAKAROVA, K. S. CRISPR-Cas: Evolution of an RNA-based adaptive immunity system 
in prokaryotes. RNA Biology, v. 10, n. 5, p. 679–686, 2013. DOI: 10.4161/rna.24022.

KOONIN, E. V.; MAKAROVA, K. S.; ZHANG, F. Diversity, classification and evolution of CRISPR-Cas 
systems. Current Opinion in Microbiology, v. 37, p. 67–78, 2017. DOI: 10.1016/j.mib.2017.05.008.

KULCSÁR, P. I.; TÁLAS, A.; TÓTH, E.; NYESTE, A.; LIGETI, Z.; WELKER, Z.; WELKER, E. Blackjack mutations 
improve the on-target activities of increased fidelity variants of SpCas9 with 5′G-extended sgRNAs. 
Nature Communications, v. 11, n. 1, p. 1-14, 2020. DOI: 10.1038/s41467-020-15021-5.

LEMMON, Z. H.; REEM, N. T.; DALRYMPLE, J.; SOYK, S.; SWARTWOOD, K. E.; RODRIGUEZ-LEAL, D.; VAN 
ECK, J.; LIPPMAN, Z. B. Rapid improvement of domestication traits in an orphan crop by genome 
editing. Nature Plants, v. 4, n. 10, p. 766–770, 2018. DOI: 10.1038/s41477-018-0259-x.

LI, C.; LIU, C.; QI, X.; WU, Y.; FEI, X.; MAO, L.; CHENG, B.; LI, X.; XIE, C. RNA-guided Cas9 as an in vivo 
desired-target mutator in maize. Plant Biotechnology Journal, v. 15, n. 12, p. 1566–1576, 2017. 
DOI: 10.1111/pbi.12739.

LI, H.; LI, J.; CHEN, J.; YAN, L.; XIA, L. Precise modifications of both exogenous and endogenous 
genes in rice by prime editing. Molecular Plant, v. 13, n. 5, p. 671–674, 2020a.  
DOI: 10.1016/j.molp.2020.03.011.



Chapter 1  Introduction to genome editing in plants 39

LI, H.; YANG, Y.; HONG, W.; HUANG, M.; WU, M.; ZHAO, X. Applications of genome editing technology 
in the targeted therapy of human diseases: mechanisms, advances and prospects. Signal 
Transduction and Targeted Therapy, v. 5, n. 1, p. 1-23, 2020b. DOI: 10.1038/s41392-019-0089-y.

LI, J.; LI, H.; CHEN, J.; YAN, L.; XIA, L. Toward Precision Genome Editing in Crop Plants. Molecular 
Plant, v. 3, n. 6, p. 811–813. 2020c. DOI 10.1016/j.molp.2020.04.008.

LI, J.; STODDARD, T. J.; DEMOREST, Z. L.; LAVOIE, P. O.; LUO, S.; CLASEN, B. M.; CEDRONE, F.; RAY, 
E. E.; COFFMAN, A. P.; DAULHAC, A.; YABANDITH, A.; RETTERATH, A. J.; MATHIS, L.; VOYTAS, D. F.; 
D’AOUST, M. A.; ZHANG, F. Multiplexed, targeted gene editing in Nicotiana benthamiana for glyco-
engineering and monoclonal antibody production. Plant Biotechnology Journal, v. 14, n. 2, p. 
533–542, 2016. DOI: 10.1111/pbi.12403.

LI, T.; LIU, B.; SPALDING, M. H.; WEEKS, D. P.; YANG, B. High-efficiency TALEN-based gene editing 
produces disease-resistant rice. Nature Biotechnology, v. 30, n. 5, p. 390–392, 2012.  
DOI: 10.1038/nbt.2199.

LI, T.; YANG, X.; YU, Y.; SI, X.; ZHAI, X.; ZHANG, H.; DONG, W.; GAO, C.; XU, C. Domestication of wild 
tomato is accelerated by genome editing. Nature Biotechnology, v. 36, n. 12, p. 1160–1163, 
2018b. DOI: 10.1038/nbt.4273.

LI, X.; LI, L.; YAN, J. Dissecting meiotic recombination based on tetrad analysis by single-microspore 
sequencing in maize. Nature Communications, v. 6, p. 1-9, 2015. DOI: 10.1038/ncomms7648.

LI, X.; WANG, Y.; CHEN, S.; TIAN, H.; FU, D.; ZHU, B.; LUO, Y.; ZHU, H. Lycopene is enriched in tomato 
fruit by CRISPR/Cas9-mediated multiplex genome editing. Frontiers in Plant Science, v. 9, p. 1-12, 
2018a. DOI: 10.3389/fpls.2018.00559.

LIN, Q.; ZONG, Y.; XUE, C.; WANG, S.; JIN, S.; ZHU, Z.; WANG, Y.; ANZALONE, A. V.; RAGURAM, A.; 
DOMAN, J. L.; LIU, D. R.; GAO C. Prime genome editing in rice and wheat. Nature Biotechnology, v. 
38, p. 582–585, 2020. DOI: 10.1038/s41587-020-0455-x.

LIN, T.; ZHU, G.; ZHANG, J.; XU, X.; YU, Q.; ZHENG, Z.; ZHANG, Z.; LUN, Y.; LI, S.; WANG, X.; HUANG, 
Z.; LI, J.; ZHANG, C.; WANG, T.; ZHANG, Y.; WANG, A.; ZHANG, Y.; LIN, K.; LI, C.; XIONG, G.; XUE, Y.; 
MAZZUCATO, A.; CAUSSE, M.; FEI, Z.; GIOVANNONI, J.; CHETELAT, R. T.; ZAMIR, D.; STADLER, T.; LI, J.; 
YE, Z.; DU, Y.; HUANG, S. Genomic analyses provide insights into the history of tomato breeding. 
Nature Genetics, v. 46, n. 11, p. 1220–1226, 2014. DOI: 10.1038/ng.3117.

LOBELL, D. B.; GOURDJI, S. M. The Influence of Climate Change on Global Crop Productivity. Plant 
Physiology, v. 160, n. 4, p. 1686–1697, 2012. DOI: 10.1104/pp.112.208298.

LOWE, K.; WU, E.; WANG, N.; HOERSTER, G.; HASTINGS, C.; CHO, M. J.; SCELONGE, C.; LENDERTS, B.; 
CHAMBERLIN, M.; CUSHATT, J.; WANG, L.; RYAN, L.; KHAN, T.; CHOW-YIU, J.; HUA, W.; YU, M.; BANH, 
J.; BAO, Z.; BRINK, K.; IGO, E.; RUDRAPPA, B.; SHAMSEER, P. M.; BRUCE, W.; NEWMAN, L.; SHEN, B.; 
ZHENG, P.; BIDNEY, D.; FALCO, C.; REGISTER, J.; ZHAO, Z.; XU, D.; JONES, T.; GORDON-KAMM, W. 
Morphogenic regulators baby boom and wuschel improve monocot transformation. The Plant 
Cell, v. 28, n. 9, p. 1998–2015, 2016. DOI: 10.1105/tpc.16.00124.

MA, X.; ZHANG, Q.; ZHU, Q.; LIU, W.; CHEN, Y.; QIU, R.; WANG, B.; YANG, Z.; LI, H.; LIN, Y.; XIE, Y.; SHEN, 
R.; CHEN, S.; WANG, Z.; CHEN, Y.; GUO, J.; CHEN, L.; ZHAO, X.; DONG, Z.; LIU, Y. A robust CRISPR/Cas9 
system for convenient, high-efficiency multiplex genome editing in monocot and dicot plants. 
Molecular Plant, v. 8, n. 8, p. 1274–1284, 2015.DOI: 10.1016/j.molp.2015.04.007.



CRISPR technology in genomic plant editing40

MAHAS, A.; AMAN, R.; MAHFOUZ, M. CRISPR-Cas13d mediates robust RNA virus interference in 
plants. Genome Biology, v. 20, n. 1, p. 1-16, 2019. DOI: 10.1186/s13059-019-1881-2.

MAHER, M. F.; NASTI, R. A.; VOLLBRECHT, M.; STARKER, C. G.; CLARK, M. D.; VOYTAS, D. F. Plant gene 
editing through de novo induction of meristems. Nature Biotechnology, v. 38, n. 1, p. 84–89, 2020. 
DOI: 10.1038/s41587-019-0337-2.

MALI, P.; AACH, J.; STRANGES, P. B.; ESVELT, K. M.; MOOSBURNER, M.; KOSURI, S.; YANG, L.; CHURCH, 
G. M. CAS9 transcriptional activators for target specificity screening and paired nickases for 
cooperative genome engineering. Nature Biotechnology, v. 31, n. 9, p. 833–838, 2013.  
DOI: 10.1038/nbt.2675.

MARRAFFINI, L. A. CRISPR-Cas immunity in prokaryotes. Nature, v. 526, n. 7571, p. 55–61, 2015.  
DOI: 10.1038/nature15386.

MARRAFFINI, L. A.; SONTHEIMER, E. J. CRISPR interference limits horizontal gene transfer in 
Staphylococci by targeting DNA. Science, v. 322, n. 5909, p. 1843–1845, 2008.  
DOI: 10.1126/science.1165771.

MAZUR, B. J.; TINGEY, S. V. Genetic mapping and introgression of genes of agronomic importance. 
Current Opinion in Biotechnology, v. 6, n. 2, p. 175–182, 1995.  
DOI: https://doi.org/10.1016/0958-1669(95)80028-X.

MCCOUCH, S.; BAUTE, G. J.; BRADEEN, J.; BRAMEL, P.; BRETTING, P. K.; BUCKLER, E.; BURKE, J. M.; 
CHAREST, D.; CLOUTIER, S.; COLE, G.; DEMPEWOLF, H.; DINGKUHN, M.; FEUILLET, C.; GEPTS, P.; 
GRATTAPAGLIA, D.; GUARINO, L.; JACKSON, S.; KNAPP, S.; LANGRIDGE, P.; LAWTON-RAUH, A.; LIJUA, 
Q.; LUSTY, C.; MICHAEL, T.; MYLES, S.; NAITO, K.; NELSON, R. L.; PONTAROLLO, R.; RICHARDS, C. M.; 
RIESEBERG, L.; ROSS-IBARRA, J.; ROUNSLEY, S.; HAMILTON, R. S.; SCHURR, U.; STEIN, N.; TOMOOKA, N.; 
VAN DER KNAAP, E.; VAN TASSEL, D.; TOLL, J.; VALLS, J.; VARSHNEY, R. K.; WARD, J.; WAUGH, R.; WENZL, 
P.; ZAMIR, D. Feeding the future. Nature, v. 499, n. 7456, p. 23–24, 2013. DOI: 10.1038/499023a.

METJE-SPRINK, J.; SPRINK, T.; HARTUNG, F. Genome-edited plants in the field. Current Opinion in 
Biotechnology, v. 6, p. 1–6, 2020. DOI: 10.1016/j.copbio.2019.08.007.

MIAO, C.; XIAO, L.; HUA, K.; ZOU, C.; ZHAO, Y.; BRESSAN, R. A.; ZHU, J. K. Mutations in a subfamily of 
abscisic acid receptor genes promote rice growth and productivity. Proceedings of the National 
Academy of Sciences of the United States of America, v. 115, n. 23, p. 6058–6063, 2018.  
DOI: 10.1073/pnas.1804774115.

MISHRA, R.; JOSHI, R. K.; ZHAO, K. Base editing in crops: current advances, limitations and future 
implications. Plant Biotechnology Journal, v. 18, p. 20–31, 2020. DOI: 10.1111/pbi.13225.

MOJICA, F. J. M.; DÍEZ-VILLASEÑOR, C.; GARCÍA-MARTÍNEZ, J.; ALMENDROS, C. Short motif 
sequences determine the targets of the prokaryotic CRISPR defence system. Microbiology, v. 155, 
p. 733–740, 2009. DOI: 10.1099/mic.0.023960-0.

MOJICA, F. J. M.; DÍEZ-VILLASEÑOR, C.; GARCÍA-MARTÍNEZ, J.; SORIA, E.  Intervening sequences of 
regularly spaced prokaryotic repeats derive from foreign genetic elements. Journal of molecular 
evolution, v. 60, n. 2, p. 174–182, 2005. DOI: 10.1007/s00239-004-0046-3.



Chapter 1  Introduction to genome editing in plants 41

MOJICA, F. J. M.; DÍEZ-VILLASEÑOR, C.; SORIA, E.; JUEZ, G. Biological significance of a family of 
regularly spaced repeats in the genomes of Archaea, Bacteria and mitochondria. Molecular 
Microbiology, v. 36, n. 1, p. 244–246, 2000. DOI: 10.1046/j.1365-2958.2000.01838.x.

MOJICA, F. J. M.; JUEZ, G.; RODRÍGUEZ-VALERA, F. Transcription at different salinities of Haloferax 
mediterranei sequences adjacent to partially modified PstI sites. Molecular Microbiology, v. 9, n. 3, 
p. 613–621, 1993. DOI: 10.1111/j.1365-2958.1993.tb01721.x.

MOLLA, K. A.; YANG, Y. CRISPR/Cas-mediated base editing: technical considerations and practical 
applications. Trends in Biotechnology, v. 37, n. 10, p. 1121–1142, 2019. DOI: 10.1016/j.
tibtech.2019.03.008.

MORINEAU, C.; BELLEC, Y.; TELLIER, F.; GISSOT, L.; KELEMEN, Z.; NOGUÉ, F.; FAURE, J. D. Selective 
gene dosage by CRISPR-Cas9 genome editing in hexaploid Camelina sativa. Plant Biotechnology 
Journal, v. 15, n. 6, p. 729–739, 2017. DOI: 10.1111/pbi.12671.

MOUT, R.; RAY, M.; LEE, Y. W.; SCALETTI, F.; ROTELLO, V. M. In vivo delivery of CRISPR/Cas9 for 
therapeutic gene editing: progress and challenges. Bioconjugate Chemistry, v. 28, n. 4, p. 
880–884, 2017. DOI: 10.1021/acs.bioconjchem.7b00057.

MOYLE, L. C.; NAKAZATO, T. Comparative genetics of hybrid incompatibility: sterility in two solanum 
species crosses. Genetics, v. 179, n. 3, p. 1437–1453, 2008. DOI: 10.1534/genetics.107.083618.

MUROVEC, J.; PIRC, Z.; YANG, B. New variants of CRISPR RNA-guided genome editing enzymes. 
Plant Biotechnology Journal, v. 15, n. 8, p. 917–926, 2017. DOI: 10.1111/pbi.12736.

NAKAYASU, M.; AKIYAMA, R.; LEE, H. J.; OSAKABE, K.; OSAKABE, Y.; WATANABE, B.; SUGIMOTO, Y.; 
UMEMOTO, N.; SAITO, K.; MURANAKA, T.; MIZUTANI, M. Generation of α-solanine-free hairy roots 
of potato by CRISPR/Cas9 mediated genome editing of the St16DOX gene. Plant Physiology and 
Biochemistry, v. 131, p. 70–77, 2018. DOI: 10.1016/j.plaphy.2018.04.026.

NEKRASOV, V.; WANG, C.; WIN, J.; LANZ, C.; WEIGEL, D.; KAMOUN, S. Rapid generation of a 
transgene-free powdery mildew resistant tomato by genome deletion. Scientific Reports, v. 7, p. 
1–6, 2017. DOI: 10.1038/s41598-017-00578-x.

NISHIMASU, H.; SHI, X.; ISHIGURO, S.; GAO, L.; HIRANO, S.; OKAZAKI, S.; NODA, T.; ABUDAYYEH, O. O.; 
GOOTENBERG, J. S.; MORI, H.; OURA, S.; HOLMES, B.; TANAKA, M.; SEKI, M.; HIRANO, H.; ABURATANI, 
H.; ISHITANI, R.; IKAWA, M.; YACHIE, N.; ZHANG, F.; NUREKI, O. Engineered CRISPR-Cas9 nuclease with 
expanded targeting space. Science, v. 361, n. 6408, p. 1259–1262, 2018.  
DOI: 10.1126/science.aas9129.

OKUZAKI, A.; OGAWA, T.; KOIZUKA, C.; KANEKO, K.; INABA, M.; IMAMURA, J.; KOIZUKA, N. CRISPR/
Cas9-mediated genome editing of the fatty acid desaturase 2 gene in Brassica napus. Plant 
Physiology and Biochemistry, v. 131. p. 63–69, 2018. DOI: 10.1016/j.plaphy.2018.04.025.

OZUNA, C. V.; IEHISA, J. C. M.; GIMÉNEZ, M. J.; ALVAREZ, J. B.; SOUSA, C.; BARRO, F. Diversification 
of the celiac disease α-gliadin complex in wheat: a 33-mer peptide with six overlapping epitopes, 
evolved following polyploidization. Plant Journal, v. 82, n. 5, p. 794–805, 2015.  
DOI: 10.1111/tpj.12851.



CRISPR technology in genomic plant editing42

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 
Biotechnology Journal, v. 15, n. 12, p. 1509–1519, 2017. DOI: 10.1111/pbi.12733.

PEREZ-PINERA, P.; KOCAK, D. D.; VOCKLEY, C. M.; ADLER, A. F.; KABADI, A. M.; POLSTEIN, L. R.; 
THAKORE, P. I.; GLASS, K. A.; OUSTEROUT, D. G.; LEONG, K. W.; GUILAK, F.; CRAWFORD, G. E.; REDDY, 
T. E.; GERSBACH, C. A. RNA-guided gene activation by CRISPR-Cas9–based transcription factors. 
Nature Methods, v. 10, n. 10, p. 973–976, 2013. DOI: 10.1038/NMETH.2600.

POURCEL, C.; SALVIGNOL, G.; VERGNAUD, G. CRISPR elements in yersinia pestis acquire new repeats 
by preferential uptake of bacteriophage DNA, and provide additional tools for evolutionary studies. 
Microbiology, v. 151, p. 653–663, 2005. DOI: 10.1099/mic.0.27437-0.

PURUGGANAN, M. D.; FULLER, D. Q. The nature of selection during plant domestication. Nature, v. 
457, n. 7231, p. 843–848, 2009. DOI: 10.1038/nature07895.

QIN, L.; LI, J.; WANG, Q.; XU, Z.; SUN, L.; ALARIQI, M.; MANGHWAR, H.; WANG, G.; LI, B.; DING, X.; RUI, 
H.; HUANG, H.; LU, T.; LINDSEY, K.; DANIELL, H.; ZHANG, X.; JIN, S. High‐efficient and precise base 
editing of C •G to T•A in the allotetraploid cotton (Gossypium hirsutum) genome using a modified 
CRISPR/Cas9 system. Plant Biotechnology Journal, v. 18, n. 1, p. 45–56, 2020.  
DOI: 10.1111/pbi.13168.

QUE, Q.; CHILTON, M. D. M.; DE FONTES, C. M.; HE, C.; NUCCIO, M.; ZHU, T.; WU, Y.; CHEN, J. S.; SHI, L. 
Trait stacking in transgenic crops: challenges and opportunities. GM Crops, v. 1, n. 4, p. 220–229, 
2010. DOI: 10.4161/gmcr.1.4.13439.

RAN, F. A.; CONG, L.; YAN, W. X.; SCOTT, D. A.; GOOTENBERG, J. S.; KRIZ, A. J.; ZETSCHE, B.; SHALEM, 
O.; WU, X.; MAKAROVA, K. S.; KOONIN, E. V.; SHARP, P. A.; ZHANG, F. In vivo genome editing using 
Staphylococcus aureus Cas9. Nature, v. 520, n. 7546, p. 186–191, 2015. DOI: 10.1038/nature14299.

RAN, F. A.; HSU, P. D.; LIN, C. Y.; GOOTENBERG, J. S.; KONERMANN, S.; TREVINO, A. E.; SCOTT, D. A.; 
INOUE, A.; MATOBA, S.; ZHANG, Y.; ZHANG, F. Double nicking by RNA-guided CRISPR Cas9 for 
enhanced genome editing specificity. Cell, v. 154, n. 6, p. 1380–1389, 2013.  
DOI: 10.1016/j.cell.2013.08.021.

REWERS, M. Epidemiology of celiac disease: what are the prevalence, incidence, and progression of 
celiac disease? Gastroenterology, v. 128, n. 4, p. S47–S51, 2005. DOI: 10.1053/j.gastro.2005.02.030.

RICROCH, A. Global developments of genome editing in agriculture. Transgenic Research, v. 28, p. 
45–52, 2019. DOI: 10.1007/s11248-019-00133-6.

RICROCH, A.; HARWOOD, W.; SVOBODOVÁ, Z.; SÁGI, L.; HUNDLEBY, P.; BADEA, E. M.; ROSCA, I.; CRUZ, 
G.; SALEMA FEVEREIRO, M. P.; MARFÀ RIERA, V.; JANSSON, S.; MORANDINI, P.; BOJINOV, B.; CETINER, 
S.; CUSTERS, R.; SCHRADER, U.; JACOBSEN, H. J.; MARTIN-LAFFON, J.; BOISRON, A.; KUNTZ, M. 
Challenges facing European agriculture and possible biotechnological solutions. Critical Reviews 
in Biotechnology, v. 36, n. 5, p 875–883, 2016. DOI: 10.3109/07388551.2015.1055707.

RODRÍGUEZ-LEAL, D.; LEMMON, Z. H.; MAN, J.; BARTLETT, M. E.; LIPPMAN, Z. B. Engineering 
quantitative trait variation for crop improvement by genome editing. Cell, v. 171, n. 2, p. 470-480, 
2017. DOI: 10.1016/j.cell.2017.08.030.



Chapter 1  Introduction to genome editing in plants 43

SAN FILIPPO, J.; SUNG, P.; KLEIN, H. Mechanism of eukaryotic homologous recombination. 
Annual Review of Biochemistry, v. 77, p. 229–257, 2008. DOI: 10.1146/annurev.
biochem.77.061306.125255.

SÁNCHEZ-LEÓN, S.; GIL-HUMANES, J.; OZUNA, C. V.; GIMÉNEZ, M. J.; SOUSA, C.; VOYTAS, D. F.; 
BARRO, F. Low-gluten, nontransgenic wheat engineered with CRISPR/Cas9. Plant Biotechnology 
Journal, v. 16, n. 4, p. 902–910, 2018. DOI: 10.1111/pbi.12837.

SANDER, J. D.; JOUNG, J. K. CRISPR-Cas systems for editing, regulating and targeting genomes. 
Nature Biotechnology, v. 32, n. 4, p. 347–355, 2014. DOI: 10.1038/nbt.2842.

SATHEESH, V.; ZHANG, H.; WANG, X.; LEI, M. Precise editing of plant genomes – prospects and 
challenges. Seminars in Cell & Developmental Biology, v. 96, p. 115–123, 2019.  
DOI: 10.1016/j.semcdb.2019.04.010.

SCHMIDT, S. M.; BELISLE, M.; FROMMER, W. B. The evolving landscape around genome editing in 
agriculture: many countries have exempted or move to exempt forms of genome editing from 
GMO regulation of crop plants. EMBO Reports, v. 21, n. 6, p. 1-4, 2020.  
DOI: 10.15252/embr.202050680.

SCHNEIDER, K.; SCHIERMEYER, A.; DOLLS, A.; KOCH, N.; HERWARTZ, D.; KIRCHHOFF, J.; FISCHER, R.; 
RUSSELL, S. M.; CAO, Z.; CORBIN, D. R.; SASTRY-DENT, L.; AINLEY, W. M.; WEBB, S. R.; SCHINKEL, H.; 
SCHILLBERG, S. Targeted gene exchange in plant cells mediated by a zinc finger nuclease double 
cut. Plant Biotechnology Journal, v. 14, n. 5, p. 1151–1160, 2016. DOI: 10.1111/pbi.12483.

SEDBROOK, J. C.; PHIPPEN, W. B.; MARKS, M. D. New approaches to facilitate rapid domestication 
of a wild plant to an oilseed crop: example pennycress (Thlaspi arvense L.). Plant science, v. 227, p. 
122–132, 2014. DOI: 10.1016/j.plantsci.2014.07.008.

SEDEEK, K. E. M.; MAHAS, A.; MAHFOUZ, M. Plant genome engineering for targeted improvement of 
crop traits. Frontiers in Plant Science, v. 10, p. 1–16, 2019. DOI: 10.3389/fpls.2019.00114.

SHAH, S. A.; ERDMANN, S.; MOJICA, F. J. M.; GARRETT, R. A. Protospacer recognition motifs: mixed 
identities and functional diversity. RNA Biology, v. 10, n. 5, p. 891–899, 2013.  
DOI: 10.4161/rna.23764.

SHAH, T.; ANDLEEB, T.; LATEEF, S.; NOOR, M. A. Genome editing in plants: advancing crop 
transformation and overview of tools. Plant Physiology and Biochemistry, v. 131, p. 12–21, 2018. 
DOI: 10.1016/j.plaphy.2018.05.009.

SHAN, Q.; ZHANG, Y.; CHEN, K.; ZHANG, K.; GAO, C. Creation of fragrant rice by targeted knockout of 
the OsBADH2 gene using TALEN technology. Plant Biotechnology Journal, v. 13, n. 6, p. 791–800, 
2015. DOI: 10.1111/pbi.12312.

SHI, J.; GAO, H.; WANG, H.; LAFITTE, H. R.; ARCHIBALD, R. L.; YANG, M.; HAKIMI, S. M.; MO, H.; 
HABBEN, J. E. ARGOS8 variants generated by CRISPR-Cas9 improve maize grain yield under 
field drought stress conditions. Plant Biotechnology Journal, v. 15, n. 2, p. 207–216, 2017. 
DOI: 10.1111/pbi.12603.

SHMAKOV, S.; SMARGON, A.; SCOTT, D.; COX, D.; PYZOCHA, N.; YAN, W.; ABUDAYYEH, O. O.; 
GOOTENBERG, J. S.; MAKAROVA, K. S.; WOLF, Y. I.; SEVERINOV, K.; ZHANG, F.; KOONIN, E. V. Diversity 



CRISPR technology in genomic plant editing44

and evolution of class 2 CRISPR–Cas systems. Nature Reviews Microbiology, v. 15, n. 3, p. 
169–182, 2017. DOI: 10.1038/nrmicro.2016.184.

SHUKLA, V. K.; DOYON, Y.; MILLER, J. C.; DEKELVER, R. C.; MOEHLE, E. A.; WORDEN, S. E.; MITCHELL, 
J. C.; ARNOLD, N. L.; GOPALAN, S.; MENG, X.; CHOI, V. M.; ROCK, J. M.; WU, Y. Y.; KATIBAH, G. E.; 
ZHIFANG, G.; MCCASKILL, D.; SIMPSON, M. A.; BLAKESLEE, B.; GREENWALT, S. A.; BUTLER, H. J.; 
HINKLEY, S. J.; ZHANG, L.; REBAR, E. J.; GREGORY, P. D.; URNOV. F. D. Precise genome modification in 
the crop species Zea mays using zinc-finger nucleases. Nature, v. 459, n. 7245, p. 437–441, 2009. 
DOI: 10.1038/nature07992.

SIPPEL, S.; MEINSHAUSEN, N.; FISCHER, E. M.; SZÉKELY, E.; KNUTTI, R. Climate change now detectable 
from any single day of weather at global scale. Nature Climate Change, v. 10, n. 1, p. 35–41, 2020. 
DOI: 10.1038/s41558-019-0666-7.

SLAYMAKER, I. M.; GAO, L.; ZETSCHE, B.; SCOTT, D. A.; YAN, W. X.; ZHANG, F. Rationally 
engineered Cas9 nucleases with improved specificity. Science, v. 351, n. 6268, p. 84–88, 2016. 
DOI: 10.1126/science.aad5227.

STEINWAND, M. A.; RONALD, P. C. Crop biotechnology and the future of food. Nature Food, v. 1, p. 
273–283, 2020. DOI: https://doi.org/10.1038/s43016-020-0072-3.

STERNBERG, S. H.; REDDING, S.; JINEK, M.; GREENE, E. C.; DOUDNA, J. A. DNA interrogation 
by the CRISPR RNA-guided endonuclease Cas9. Nature, v.  507, n. 7490, p. 62–67, 2014. 
DOI: 10.1038/nature13011.

SUN, Y.; JIAO, G.; LIU, Z.; ZHANG, X.; LI, J.; GUO, X.; DU, W.; DU, J.; FRANCIS, F.; ZHAO, Y.; XIA, L. 
Generation of high-amylose rice through CRISPR/Cas9-mediated targeted mutagenesis of starch 
branching enzymes. Frontiers in Plant Science, v. 8, p. 1–15, 2017. DOI: 10.3389/fpls.2017.00298.

TANG, X.; SRETENOVIC, S.; REN, Q.; JIA, X.; LI, M.; FAN, T.; YIN, D.; XIANG, S.; GUO, Y.; LIU, L.; ZHENG, X.; 
QI, Y.; ZHANG, Y. Plant prime editors enable precise gene editing in rice cells. Molecular Plant, v. 13, 
n. 5, p. 667–670, 2020. DOI: 10.1016/j.molp.2020.03.010.

TENG, F.; CUI, T.; FENG, G.; GUO, L.; XU, K.; GAO, Q.; LI, T.; LI, J.; ZHOU, Q.; LI, W. Repurposing 
CRISPR-Cas12b for mammalian genome engineering. Cell Discovery, v. 4, p. 1-15, 2018. 
DOI: 10.1038/s41421-018-0069-3.

TONG, S.; EBI, K. Preventing and mitigating health risks of climate change. Environmental 
Research, v. 174, p. 9–13, 2019. DOI: 10.1016/j.envres.2019.04.012.

TOWNSEND, J. A.; WRIGHT, D. A.; WINFREY, R. J.; FU, F.; MAEDER, M. L.; JOUNG, J. K.; VOYTAS, D. F. 
High-frequency modification of plant genes using engineered zinc-finger nucleases. Nature, v. 
459, n. 7245, p. 442–445, 2009. DOI: 10.1038/nature07845.

VARSHNEY, R. K.; RIBAUT, J. M.; BUCKLER, E. S.; TUBEROSA, R.; RAFALSKI, J. A.; LANGRIDGE, P. Can 
genomics boost productivity of orphan crops? Nature Biotechnology, v. 30, n. 12, p. 1172–1176, 
2012. DOI: 10.1038/nbt.2440.

WALTZ, E. CRISPR-edited crops free to enter market, skip regulation. Nature Biotechnology, v. 34, 
n. 6, p. 582, 2016. DOI: 10.1038/nbt0616-582.

WALTZ, E. Nonbrowning GM apple cleared for market. Nature Biotechnology, v. 33, n. 4, p. 
326–327, 2015. DOI: 10.1038/nbt0415-326c.



Chapter 1  Introduction to genome editing in plants 45

WANG, F.; WANG, C.; LIU, P.; LEI, C.; HAO, W.; GAO, Y.; LIU, Y. G.; ZHAO, K.  Enhanced rice blast 
resistance by CRISPR/Cas9-targeted mutagenesis of the ERF transcription factor gene OsERF922. 
Plos One, v. 11, n. 4, p. 1–18, 2016. DOI: 10.1371/journal.pone.0154027.

WANG, Y.; CHENG, X.; SHAN, Q.; ZHANG, Y.; LIU, J.; GAO, C.; QIU, J. L. Simultaneous editing of three 
homoeoalleles in hexaploid bread wheat confers heritable resistance to powdery mildew. Nature 
Biotechnology, v. 32, n. 9, p. 947–951, 2014. DOI: 10.1038/nbt.2969.

WIEDENHEFT, B.; STERNBERG, S. H.; DOUDNA, J. A. RNA-guided genetic silencing systems in 
bacteria and archaea. Nature, v. 482, n. 7385, p. 331–338, 2012. DOI: 10.1038/nature10886.

XU, R.; YANG, Y.; QIN, R.; LI, H.; QIU, C.; LI, L.; WEI, P.; YANG, J. Rapid improvement of grain weight via 
highly efficient CRISPR/Cas9-mediated multiplex genome editing in rice. Journal of Genetics And 
Genomics, v. 43, n. 8, p. 529–532, 2016. DOI: 10.1016/j.jgg.2016.07.003.

XU, W.; ZHANG, C.; YANG, Y.; ZHAO, S.; KANG, G.; HE, X.; SONG, J.; YANG, J. Versatile nucleotides 
substitution in plant using an improved prime editing system. Molecular Plant, v. 13, n. 5, p. 
675–678, 2020. DOI: 10.1016/j.molp.2020.03.012.

XU, Y.; CROUCH, J. H. Marker-assisted selection in plant breeding: from publications to practice. 
Crop Science, v. 48, n. 2, p. 391–407, 2008. DOI: 10.2135/cropsci2007.04.0191.

YOUNG, J.; ZASTROW-HAYES, G.; DESCHAMPS, S.; SVITASHEV, S.; ZAREMBA, M.; ACHARYA, A.; 
PAULRAJ, S.; PETERSON-BURCH, B.; SCHWARTZ, C.; DJUKANOVIC, V.; LENDERTS, B.; FEIGENBUTZ, 
L.; WANG, L.; ALARCON, C.; SIKSNYS, V.; MAY, G.; CHILCOAT, N. D.; KUMAR, S. CRISPR-Cas9 editing in 
maize: systematic evaluation of off-target activity and its relevance in crop improvement. Scientific 
Reports, v. 9, p. 1-11, 2019. DOI: 10.1038/s41598-019-43141-6.

ZAIDI, S. S. E. A.; MAHFOUZ, M. M.; MANSOOR, S. CRISPR-Cpf1: a new tool for plant genome editing. 
Trends in Plant Science, v. 22, n. 7, p. 550–553, 2017. DOI: 10.1016/j.tplants.2017.05.001.

ZETSCHE, B.; GOOTENBERG, J. S.; ABUDAYYEH, O. O.; SLAYMAKER, I. M.; MAKAROVA, K. S.; 
ESSLETZBICHLER, P.; VOLZ, S. E.; JOUNG, J.; VAN DER OOST, J.; REGEV, A.; KOONIN, E. V.; ZHANG, 
F. Cpf1 is a single RNA-guided endonuclease of a class 2 CRISPR-Cas system. Cell, v. 163, n. 3, p. 
759–771, 2015. DOI: 10.1016/j.cell.2015.09.038.

ZHANG, J.; ZHANG, H.; BOTELLA, J. R.; ZHU, J. K. Generation of new glutinous rice by CRISPR/
Cas9-targeted mutagenesis of the Waxy gene in elite rice varieties. Journal of Integrative Plant 
Biology, v. 60, n. 5, p. 369–375, 2018a. DOI: 10.1111/jipb.12620.

ZHANG, N.; ROBERTS, H. M.; VAN ECK, J.; MARTIN, G. B. Generation and molecular characterization 
of CRISPR/Cas9-induced mutations in 63 immunity-associated genes in tomato reveals 
specificity and a range of gene modifications. Frontiers in Plant Science, v. 11, p. 1-13, 2020. 
DOI: 10.3389/fpls.2020.00010.

ZHANG, Q.; XING, H. L.; WANG, Z. P.; ZHANG, H. Y.; YANG, F.; WANG, X. C.; CHEN, Q. J. Potential high-
frequency off-target mutagenesis induced by CRISPR/Cas9 in Arabidopsis and its prevention. Plant 
Molecular Biology, v. 96, n. 4-5, p. 445–456, 2018b. DOI: 10.1007/s11103-018-0709-x.

ZHANG, Q.; ZHANG, Y.; LU, M. H.; CHAI, Y. P.; JIANG, Y. Y.; ZHOU, Y.; WANG, X. C.; CHEN, Q. J. A novel 
ternary vector system united with morphogenic genes enhances CRISPR/Cas delivery in maize. 
Plant Physiology, v. 181, n. 4, p. 1441–1448, 2019. DOI: 10.1104/pp.19.00767.



CRISPR technology in genomic plant editing46

ZHANG, Y.; GE, X.; YANG, F.; ZHANG, L.; ZHENG, J.; TAN, X.; JIN, Z. B.; QU, J.; GU, F. Comparison of 
non-canonical PAMs for CRISPR/Cas9-mediated DNA cleavage in human cells. Scientific Reports, 
v. 4, p. 1-5, 2014. DOI: 10.1038/srep05405.

ZHANG, Y.; LIANG, Z.; ZONG, Y.; WANG, Y.; LIU, J.; CHEN, K.; QIU, J. L.; GAO, C.  Efficient and transgene-
free genome editing in wheat through transient expression of CRISPR/Cas9 DNA or RNA. Nature 
Communications, v. 7, p. 1–8, 2016. DOI: 10.1038/ncomms12617.

ZHOU, J.; PENG, Z.; LONG, J.; SOSSO, D.; LIU, B.; EOM, J. S.; HUANG, S.; LIU, S.; VERA CRUZ, C.; 
FROMMER, W. B.; WHITE, F. F.; YANG, B. Gene targeting by the TAL effector Pthxo2 reveals 
cryptic resistance gene for bacterial blight of rice. Plant Journal, v. 82, n. 4, p. 632–643, 2015. 
DOI: 10.1111/tpj.12838.

ZSÖGÖN, A.; ČERMÁK, T.; NAVES, E. R.; NOTINI, M. M.; EDEL, K. H.; WEINL, S.; FRESCHI, L.; VOYTAS, D. 
F.; KUDLA, J.; PERES, L. E. P. De novo domestication of wild tomato using genome editing. Nature 
Biotechnology, v. 36, n. 12, p. 1211–1216, 2018.

ZSÖGÖN, A.; CERMAK, T.; VOYTAS, D.; PERES, L. E. P. Genome editing as a tool to achieve the crop 
ideotype and de novo domestication of wild relatives: Case study in tomato. Plant Science v. 256, 
p. 120–130, 2017.


